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Supplementary Information 1: List of all microsatellite primers developed from a Carcharias taurus  genome assembly using software QDD

SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 14 58 192 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC TCCTCTTCCTCCTCCACCAC 67 58 79 20 270 20 59,970 60,252 42,600 41,600 0.282654 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 14 46 180 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC TCCACCACCTCCTCTTCCTC 67 46 79 20 258 20 59,970 60,252 42,600 37,100 0.282654 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 14 46 244 CAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTCAGCAGAGGGCACGTCATAA TCCACCACCTCCTCTTCCTC 131 46 15 20 258 20 60,108 60,252 19,000 37,100 0.360470 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 14 3 137 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC TTCCTCCTCCTTCACCACCT 67 3 79 20 215 20 59,970 59,806 42,600 40,000 0.223943 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 14 1 135 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC CCTCCTCCTTCACCACCTCT 67 1 79 20 213 20 59,970 60,252 42,600 36,900 0.282836 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 16 59 193 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC CTCCTCTTCCTCCTCCACCA 67 59 79 20 271 20 59,970 59,958 42,600 41,700 0.072202 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 16 59 257 CAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTCAGCAGAGGGCACGTCATAA CTCCTCTTCCTCCTCCACCA 131 59 15 20 271 20 60,108 59,958 19,000 41,700 0.150018 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 16 43 177 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC ACCACCTCCTCTTCCTCCTC 67 43 79 20 255 20 59,970 59,958 42,600 37,100 0.072351 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 16 43 241 CAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTCAGCAGAGGGCACGTCATAA ACCACCTCCTCTTCCTCCTC 131 43 15 20 255 20 60,108 59,958 19,000 37,100 0.150168 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 16 2 136 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC TCCTCCTCCTTCACCACCTC 67 2 79 20 214 20 59,970 60,252 42,600 38,500 0.282654 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 18 39 173 GCACAGCTATTGCCATCAGCTATATGGCGAGAAGG GCACAGCTATTGCCATCAGC CCTCCTCTTCCTCCTCCTCC 67 39 79 20 251 20 59,970 60,106 42,600 43,000 0.136079 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:12530:2698_ 1 166 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 18 39 237 CAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTCAGCAGAGGGCACGTCATAA CCTCCTCTTCCTCCTCCTCC 131 39 15 20 251 20 60,108 60,106 19,000 43,000 0.213895 F 272 AGCCCTATAGCAATCAGCAGAGGGCACGTCATAATTTGATATGCTCTGTTGCATCATGAATAAGCTCACCCATATAGGGCACAGCTATTGCCATCAGCTATATGGCGAGAAGGTGAGGGGAGAaggaggaggaggAAAAGAAGGAagagagGGAGGTgggggAACaggaggaggaggaggaggaggaggaggAAGAGGTGGTGAaggaggaggAAAAGAGGAGAAGGTGAaggaggaggaggAAGAGGAGGTGGTggaggaggaAGAGGAGG

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 1 1 3 22 121 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTT GCTTCTGTAAAGTGCCTTGGG 22 38 58 19 178 21 59,851 59,458 35,000 41,200 2,690,763 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 69 278 TCTCGATTGTAACAGTCAAAGCAACATAATTTCTCA TCTCGATTGTAACAGTCAAAGCA CTCGCTTCCCTCCTTTAAGACA 69 143 7 23 284 22 58,373 59,766 39,100 34,100 6,860,980 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 66 275 TCGATTGTAACAGTCAAAGCAACATAATTTCTCAGATCGATTGTAACAGTCAAAGCAACA TCGCTTCCCTCCTTTAAGACA 66 143 9 24 283 21 59,427 58,746 33,300 34,100 6,826,405 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 66 276 TCGATTGTAACAGTCAAAGCAACATAATTTCTCAGATCGATTGTAACAGTCAAAGCAACA CTCGCTTCCCTCCTTTAAGACA 66 143 9 24 284 22 59,427 59,766 33,300 34,100 6,806,717 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 121 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT GCTTCTGTAAAGTGCCTTGGG 21 38 58 20 178 21 60,466 59,458 32,700 41,200 2,007,778 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 122 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT TGCTTCTGTAAAGTGCCTTGG 21 39 58 20 179 21 60,466 58,770 32,700 36,100 2,695,981 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 157 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT TCCTCTGTGGCTCGGTATCA 21 75 58 20 214 20 60,466 60,034 32,700 21,500 0.499692 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 159 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT TCTCCTCTGTGGCTCGGTAT 21 77 58 20 216 20 60,466 59,741 32,700 27,300 0.725254 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 160 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT ATCTCCTCTGTGGCTCGGTA 21 78 58 20 217 20 60,466 59,741 32,700 40,200 0.725254 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 226 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT TCGCTTCCCTCCTTTAAGACA 21 143 58 20 283 21 60,466 58,746 32,700 34,100 2,719,799 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 227 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT CTCGCTTCCCTCCTTTAAGACA 21 143 58 20 284 22 60,466 59,766 32,700 34,100 2,700,111 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:16356:28910 1 99 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 21 228 CCCTGCACACTGTCAGGTTTACTATTAGGtttttATGT CCCTGCACACTGTCAGGTTT TCTCGCTTCCCTCCTTTAAGAC 21 144 58 20 285 22 60,466 59,504 32,700 30,100 2,962,660 F 287 CTGCAATCTCGATTGTAACAGTCAAAGCAACATAATTTCTCAGAGCCTTTGCATTTTCCCTGCACACTGTCAGGTTTACTATTAGGtttttATGTATGacaacaacaacaacaacaacaACTTATATTTGTATAGCACCGTTAATGTAATAAAACATCCCAAGGCACTTTACAGAAGCATTATAAAACAAAGTATGATACCGAGCCACAGAGGAGATATTAGGACAGCTGACCAAAAGCTTAGTCGAAGAGGTTTTAAGGAATGTCTTAAAGGAGGGAAGCGAGATA

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 1 1 7 0 170 CCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGT CCAGTCCAAGGAAATGAAGCC GGCAGATGGACCGAAACAT 21 0 93 21 262 19 59,179 57,825 43,500 27,100 4,996,268 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 0 0 7 0 178 GGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTT GGAAGGTTCCAGTCCAAGGAA GGCAGATGGACCGAAACAT 29 0 85 21 262 19 59,576 57,825 33,600 27,100 4,599,054 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 0 0 7 0 178 GGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTT GGAAGGTTCCAGTCCAAGGA GGCAGATGGACCGAAACAT 30 0 85 20 262 19 58,935 57,825 33,600 27,100 4,239,957 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 0 0 7 0 203 ACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAACCCGCCTTGTTTACTGAAGAT GGCAGATGGACCGAAACAT 53 0 60 22 262 19 59,960 57,825 24,000 27,100 5,215,011 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 0 0 7 0 203 ACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAACCCGCCTTGTTTACTGAAG GGCAGATGGACCGAAACAT 55 0 60 20 262 19 58,108 57,825 30,200 27,100 5,067,342 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:19532:28294 1 135 109 20 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCGATCTATCTANA 0 0 7 0 203 ACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAACCCGCCTTGTTTACTGAAGA GGCAGATGGACCGAAACAT 54 0 60 21 262 19 59,581 57,825 28,700 27,100 4,593,770 B 262 TTTGGACATTTATGTCGATAAACGGAAAAGGAACATTTTGTTTTACATATAATTTATTAACCCGCCTTGTTTACTGAAGATCATGGAAGGTTCCAGTCCAAGGAAATGAAGCCTATTTTATGTCCTGTATTTGGtatctatctatctatctatctatctatcGatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctATGTTTCGGTCCATCTGCC

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 1 1 16 13 140 TCTTGAAGAgatggatggatgGTtggatggatggaTGTATGTCTTGAAGAGATGGATGGATGGT ATCCATCGATCCACCCATCC 40 13 9 23 148 20 58,957 59,013 35,500 35,100 5,030,179 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 0 0 16 12 140 TTCTTGAAGAgatggatggatgGTtggatggatggaTGTAT TTCTTGAAGAGATGGATGGATGGT TCCATCGATCCACCCATCCA 40 12 8 24 147 20 59,524 60,400 35,500 34,100 4,875,918 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 0 0 17 13 141 TCTTGAAGAgatggatggatgGTtggatggatggaTGTATGTCTTGAAGAGATGGATGGATGGT CATCCATCGATCCACCCATCC 40 13 9 23 149 21 58,957 60,339 35,500 35,100 5,382,323 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 0 0 20 ‐40 119 tggatggatgGTtggatggatggaTGTATGGATGGAAGGTTGGATGGATGGTTGGATGGA CCACCCATCCATCCATGCTT ‐40 3 92 20 138 20 58,394 60,106 34,100 39,100 1,711,888 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 0 0 20 ‐44 115 tggatgGTtggatggatggaTGTATGGATGGAAGGTTCG TGGATGGTTGGATGGATGGA CCACCCATCCATCCATGCTT ‐44 3 96 20 138 20 58,394 60,106 34,100 39,100 1,711,888 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:25570:72508 1 72 44 7 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGTTG NA 0 0 20 ‐44 117 tggatgGTtggatggatggaTGTATGGATGGAAGGTTCG TGGATGGTTGGATGGATGGA ATCCACCCATCCATCCATGC ‐44 5 96 20 140 20 58,394 59,886 34,100 40,600 1,719,802 F 149 GGATGAATTCTTGAAGAgatggatggatgGTtggatggatggaTGTATGGATGGAAGGTTCGATGAATGGTtggatggatggatggatggatggatggaTGGTtggatggatggaAGTAAGCatggatggatggGTGGATCGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 1 1 18 74 247 ggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgg GGTGGATGGATGGATGGGTG CCACTCAATTAAATCTGGCCTGG 74 86 13 20 259 23 60,179 59,617 46,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 18 73 246 gtggatggatggaTGGGTGGATGGAtgggtgggtgggtggg GTGGATGGATGGATGGGTGG CCACTCAATTAAATCTGGCCTGG 73 86 14 20 259 23 60,179 59,617 46,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 18 0 157 gtggatggatggaTGGGTGGATGGAtgggtgggtgggtggg GTGGATGGATGGATGGGTGG ATTGGTAAGTCATCCGTCCG 73 0 14 20 170 20 60,179 57,403 46,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 18 0 158 ggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgg GGTGGATGGATGGATGGGTG ATTGGTAAGTCATCCGTCCG 74 0 13 20 170 20 60,179 57,403 46,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 2 207 ggTGGATGGATGGGTGGATGGAtgggtgggtgggTGG GGTGGATGGATGGGTGGATG CCACTCAATTAAATCTGGCCTGG 2 86 85 20 259 23 60,179 59,617 35,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 1 206 gTGGATGGATGGGTGGATGGAtgggtgggtgggTGGA GTGGATGGATGGGTGGATGG CCACTCAATTAAATCTGGCCTGG 1 86 86 20 259 23 60,179 59,617 35,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 152 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA ATTGGTAAGTCATCCGTCCG 0 0 87 20 170 20 60,328 57,403 34,100 47,900 2,925,256 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 117 gTGGATGGATGGGTGGATGGAtgggtgggtgggTGGA GTGGATGGATGGGTGGATGG ATTGGTAAGTCATCCGTCCG 1 0 86 20 170 20 60,179 57,403 35,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 153 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA AATTGGTAAGTCATCCGTCCG 0 0 87 20 171 21 60,328 58,099 34,100 47,900 3,229,601 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 118 ggTGGATGGATGGGTGGATGGAtgggtgggtgggTGG GGTGGATGGATGGGTGGATG ATTGGTAAGTCATCCGTCCG 2 0 85 20 170 20 60,179 57,403 35,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 155 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA CAAATTGGTAAGTCATCCGTCCG 0 0 87 20 173 23 60,328 59,937 34,100 47,900 3,391,805 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 241 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA CCACTCAATTAAATCTGGCCTGG 0 86 87 20 259 23 60,328 59,617 34,100 44,500 3,710,899 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 242 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA ACCACTCAATTAAATCTGGCCTG 0 87 87 20 260 23 60,328 58,981 34,100 48,500 4,347,527 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 244 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA ACACCACTCAATTAAATCTGGCC 0 89 87 20 262 23 60,328 59,236 34,100 53,600 4,092,249 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 241 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA CCACTCAATTAAATCTGGCCTGG 0 86 87 20 259 23 60,328 59,617 34,100 44,500 3,710,899 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 242 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA ACCACTCAATTAAATCTGGCCTG 0 87 87 20 260 23 60,328 58,981 34,100 48,500 4,347,527 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 0 244 tggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGATGGGTGGATGGA ACACCACTCAATTAAATCTGGCC 0 89 87 20 262 23 60,328 59,236 34,100 53,600 4,092,249 B 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 ‐6 146 gaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGA GATGGGTGGATGGATGGGTG ATTGGTAAGTCATCCGTCCG ‐6 0 93 20 170 20 60,179 57,403 46,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 ‐6 146 gaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGA GATGGGTGGATGGATGGGTG ATTGGTAAGTCATCCGTCCG ‐6 0 93 20 170 20 60,179 57,403 46,100 47,900 2,775,885 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 ‐6 235 gaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGA GATGGGTGGATGGATGGGTG CCACTCAATTAAATCTGGCCTGG ‐6 86 93 20 259 23 60,179 59,617 46,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:26981:55649 1 107 44 7 1.5 ATCC TGGGTGGGTGGGTGGGTGGATGGATGGATGGATGNA 0 0 20 ‐31 250 gtgggtggatggatggaTGGGTGGATGGAtgggtgggtggg GTGGGTGGATGGATGGATGG CCACTCAATTAAATCTGGCCTGG ‐31 86 118 20 259 23 60,179 59,617 35,100 44,500 3,561,527 F 271 GAtgggtgggtgggtggatggatggaTGGGTGGATGGAtgggtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggTGGATGGATGGGTGGATGGAtgggtgggtgggtgggtggatggatggatggatggatggatggaCGGACGGATGACTTACCAATTTGTGATGACTGAAAGACAGATAGAAAGGCAGAGAAAGAAAAGAACAGCCAAGCATTAAAGATATTCCAGGCCAGATTTAATTGAGTGGTGTCATTCGAAC

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 1 1 10 36 263 cCAATCTATAGTCTACCCAATCTAGCATCTATTTTAG CCAATCTATAGTCTACCCAATCTAGCA AGATTAGGTAGGCAGGTAGACT 36 108 12 27 274 22 59,603 57,182 34,900 32,400 12,215,350 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 10 33 259 TCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGT TCTATAGTCTACCCAATCTAGCATCT AGATTAGGTAGGCAGGTAGACT 33 108 16 26 274 22 58,066 57,182 29,000 32,400 12,752,187 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 11 37 264 tcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGTCCAATCTATAGTCTACCCAATCTAGC AGATTAGGTAGGCAGGTAGACT 37 108 11 27 274 22 59,384 57,182 34,200 32,400 12,434,023 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 11 36 269 cCAATCTATAGTCTACCCAATCTAGCATCTATTTTAG CCAATCTATAGTCTACCCAATCTAGCA ACTGATAGATTAGGTAGGCAGGT 36 113 12 27 280 23 59,603 57,919 34,900 40,000 12,478,791 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 13 29 254 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT AGATTAGGTAGGCAGGTAGACT 29 108 21 25 274 22 57,136 57,182 14,000 32,400 12,681,775 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 13 29 260 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT ACTGATAGATTAGGTAGGCAGGT 29 113 21 25 280 23 57,136 57,919 14,000 40,000 12,945,216 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 16 36 208 cCAATCTATAGTCTACCCAATCTAGCATCTATTTTAG CCAATCTATAGTCTACCCAATCTAGCA GGGCATACAGATAGATAGGGCA 36 53 12 27 219 22 59,603 58,892 34,900 53,600 10,505,077 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 16 33 204 TCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGT TCTATAGTCTACCCAATCTAGCATCT GGGCATACAGATAGATAGGGCA 33 53 16 26 219 22 58,066 58,892 29,000 53,600 11,041,914 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 16 29 199 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT GGGCATACAGATAGATAGGGCA 29 53 21 25 219 22 57,136 58,892 14,000 53,600 10,971,502 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 17 36 208 cCAATCTATAGTCTACCCAATCTAGCATCTATTTTAG CCAATCTATAGTCTACCCAATCTAGCA GGGCATACAGATAGATAGGGCAG 36 52 12 27 219 23 59,603 59,866 34,900 48,500 10,531,198 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 17 36 209 cCAATCTATAGTCTACCCAATCTAGCATCTATTTTAG CCAATCTATAGTCTACCCAATCTAGCA AGGGCATACAGATAGATAGGGCA 36 53 12 27 220 23 59,603 60,246 34,900 53,600 10,643,606 F 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 17 29 183 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT AGGGCAGACAGATAGATAAGACA 29 36 21 25 203 23 57,136 58,191 14,000 34,100 12,673,094 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 17 29 199 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT GGGCATACAGATAGATAGGGCAG 29 52 21 25 219 23 57,136 59,866 14,000 48,500 10,997,622 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 18 29 182 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT GGGCAGACAGATAGATAAGACAGA 29 34 21 25 202 24 57,136 59,170 14,000 34,100 12,693,947 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:2808:10890_ 1 75 70 14 1.5 AGAT TATCTATCTATCTTTCTATCTATCTATCTATCTATCTA NA 0 0 18 29 183 AGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCAGTCTACCCAATCTAGCATCTATTT AGGGCAGACAGATAGATAAGACAG 29 35 21 25 203 24 57,136 59,168 14,000 35,100 12,696,167 B 288 tatctatctatcCAATCTATAGTCTACCCAATCTAGCATCTATTTTAGCTGTCTATCTAGTCTATAATCTATTTtatctatctatcTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTtatctatctatcTGTTTTATCTATCTGTCTGTCTTATCTATCTGTCTGCCCTATCTATCTGTATGCCCTATTTATCTGTTTtatctatctatcTAATCTATAGTCTACCTGCCTACCTAATCTATCAGTTTtatata

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 1 1 3 80 231 ACTGGAATGCACAGATGGGtttttACATCTCTGCACT ACTGGAATGCACAGATGGGT GGTACCATAGTTACTGCTTCAGC 81 80 47 20 277 23 59,299 58,879 45,100 42,600 4,821,153 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 3 80 232 ACTGGAATGCACAGATGGGtttttACATCTCTGCACT ACTGGAATGCACAGATGGGT AGGTACCATAGTTACTGCTTCAGC 81 80 47 20 278 24 59,299 60,142 45,100 42,600 4,842,478 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 3 80 233 AGACTGGAATGCACAGATGGGtttttACATCTCTGCA AGACTGGAATGCACAGATGGG GGTACCATAGTTACTGCTTCAGC 82 80 45 21 277 23 60,065 58,879 40,000 42,600 5,185,495 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 3 80 255 GCCAACTCATGCTCAGTGGATCAGACTGGAATGCA GCCAACTCATGCTCAGTGGA GGTACCATAGTTACTGCTTCAGC 105 80 23 20 277 23 60,322 58,879 40,200 42,600 4,442,509 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 3 80 256 GCCAACTCATGCTCAGTGGATCAGACTGGAATGCA GCCAACTCATGCTCAGTGGA AGGTACCATAGTTACTGCTTCAGC 105 80 23 20 278 24 60,322 60,142 40,200 42,600 4,463,833 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 80 256 tGCCAACTCATGCTCAGTGGATCAGACTGGAATGCATGCCAACTCATGCTCAGTGG GGTACCATAGTTACTGCTTCAGC 106 80 22 20 277 23 60,607 58,879 40,000 42,600 4,727,806 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 18 171 ACTGGAATGCACAGATGGGtttttACATCTCTGCACT ACTGGAATGCACAGATGGGT TGGGATGCTTTACAACATTAAAGGT 81 18 47 20 217 25 59,299 59,222 45,100 35,000 6,478,295 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 17 112 TCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaa TCCTGTGACTCAATAACCAATTTCC TGGGATGCTTTACAACATTAAAGGT 17 18 106 25 217 25 59,290 59,222 31,300 35,000 11,487,831 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 16 109 CCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaa CCTGTGACTCAATAACCAATTTCCT GGATGCTTTACAACATTAAAGGTGC 16 16 107 25 215 25 59,288 59,423 33,600 50,100 11,288,749 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 16 110 TCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaa TCCTGTGACTCAATAACCAATTTCC GGATGCTTTACAACATTAAAGGTGC 17 16 106 25 215 25 59,290 59,423 31,300 50,100 11,286,873 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 16 169 ACTGGAATGCACAGATGGGtttttACATCTCTGCACT ACTGGAATGCACAGATGGGT GGATGCTTTACAACATTAAAGGTGC 81 16 47 20 215 25 59,299 59,423 45,100 50,100 6,277,337 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:30086:25833 1 148 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 16 184 TGCTCAGTGGATCAGACTGGAATGCACAGATGGGt TGCTCAGTGGATCAGACTGG GGATGCTTTACAACATTAAAGGTGC 96 16 32 20 215 25 59,100 59,423 40,000 50,100 6,477,195 F 282 ACAGTTGTCACCTGTTGtttttGCCAACTCATGCTCAGTGGATCAGACTGGAATGCACAGATGGGtttttACATCTCTGCACTAAtttttGTCAACTGGGCACAGTCCTGTGACTCAATAACCAATTTCCTAATTGTTTTaaaaaTGaacaacaacaacaacaacaacaacaacAAATTACCTTTCTATAGCACCTTTAATGTTGTAAAGCATCCCATGCTTCACTTaaaaaGGAAACGTGTCAATGGGGCTGTGCTGAAGCAGTAACTATGGTACCTCTAT

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 1 1 4 3 124 GATACGGTGCGCTACTCCACCTGAGATACCAAAAC GATACGGTGCGCTACTCCAC ATCCGAACCACCTGCCAC 62 3 81 20 204 18 60,594 59,649 40,200 50,100 2,945,559 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 126 TTGATACGGTGCGCTACTCCACCTGAGATACCAAAATTGATACGGTGCGCTACTCC ATCCGAACCACCTGCCAC 64 3 79 20 204 18 59,898 59,649 38,500 50,100 2,453,034 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 126 GATACGGTGCGCTACTCCACCTGAGATACCAAAAC GATACGGTGCGCTACTCCAC TTATCCGAACCACCTGCCAC 62 3 81 20 206 20 60,594 60,036 40,200 50,100 0.630104 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 128 TTGATACGGTGCGCTACTCCACCTGAGATACCAAAATTGATACGGTGCGCTACTCC TTATCCGAACCACCTGCCAC 64 3 79 20 206 20 59,898 60,036 38,500 50,100 0.137579 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 129 GCATTGATACGGTGCGCTACTCCACCTGAGATACCAGCATTGATACGGTGCGCTAC ATCCGAACCACCTGCCAC 67 3 76 20 204 18 59,768 59,649 35,800 50,100 2,583,578 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 131 GCATTGATACGGTGCGCTACTCCACCTGAGATACCAGCATTGATACGGTGCGCTAC TTATCCGAACCACCTGCCAC 67 3 76 20 206 20 59,768 60,036 35,800 50,100 0.268123 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 142 AGGTGTCAACTGGGCATTGATACGGTGCGCTACTC AGGTGTCAACTGGGCATTGA ATCCGAACCACCTGCCAC 80 3 63 20 204 18 59,522 59,649 25,700 50,100 2,829,347 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 144 AGGTGTCAACTGGGCATTGATACGGTGCGCTACTC AGGTGTCAACTGGGCATTGA TTATCCGAACCACCTGCCAC 80 3 63 20 206 20 59,522 60,036 25,700 50,100 0.513892 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 145 TGAAGGTGTCAACTGGGCATTGATACGGTGCGCTA TGAAGGTGTCAACTGGGCAT ATCCGAACCACCTGCCAC 83 3 60 20 204 18 59,522 59,649 44,000 50,100 2,829,347 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 146 TTGAAGGTGTCAACTGGGCATTGATACGGTGCGCT TTGAAGGTGTCAACTGGGCA ATCCGAACCACCTGCCAC 84 3 59 20 204 18 59,743 59,649 53,600 50,100 2,608,603 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 147 TGAAGGTGTCAACTGGGCATTGATACGGTGCGCTA TGAAGGTGTCAACTGGGCAT TTATCCGAACCACCTGCCAC 83 3 60 20 206 20 59,522 60,036 44,000 50,100 0.513892 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 148 TTGAAGGTGTCAACTGGGCATTGATACGGTGCGCT TTGAAGGTGTCAACTGGGCA TTATCCGAACCACCTGCCAC 84 3 59 20 206 20 59,743 60,036 53,600 50,100 0.293148 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 192 TTGGCATACAAGCGAGGTGCAACTGAAATAAAGCATTGGCATACAAGCGAGGTGC ATCCGAACCACCTGCCAC 130 3 13 20 204 18 61,305 59,649 50,100 50,100 3,656,494 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 193 ATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCATTGGCATACAAGCGAGGTG ATCCGAACCACCTGCCAC 131 3 12 20 204 18 58,617 59,649 40,000 50,100 3,733,797 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 194 GATTGGCATACAAGCGAGGTGCAACTGAAATAAAGGATTGGCATACAAGCGAGGTG ATCCGAACCACCTGCCAC 131 3 11 21 204 18 59,668 59,649 40,000 50,100 3,683,031 A 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 194 TTGGCATACAAGCGAGGTGCAACTGAAATAAAGCATTGGCATACAAGCGAGGTGC TTATCCGAACCACCTGCCAC 130 3 13 20 206 20 61,305 60,036 50,100 50,100 1,341,039 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 195 ATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCATTGGCATACAAGCGAGGTG TTATCCGAACCACCTGCCAC 131 3 12 20 206 20 58,617 60,036 40,000 50,100 1,418,342 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:32319:36944 1 163 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 3 196 GATTGGCATACAAGCGAGGTGCAACTGAAATAAAGGATTGGCATACAAGCGAGGTG TTATCCGAACCACCTGCCAC 131 3 11 21 206 20 59,668 60,036 40,000 50,100 1,367,576 F 288 CCACAGCAGAGATTGGCATACAAGCGAGGTGCAACTGAAATAAAGCAGCACCCTTTCTTTGAAGGTGTCAACTGGGCATTGATACGGTGCGCTACTCCACCTGAGATACCAAAACCGGTTGAGATTGAGAGGGTACCTTCCCCAGCATCAACCAGTGAAAAGgctgctgctgctgctgctgctGCGGTGGCAGGTGGTTCGGATaaaaaaGGTTCAGATAATTATCTGGAATTTGATTTCTTTTAGATGGTAGTAAGTTGCAATAtttttAACTGTTCCTAATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 1 1 14 1 162 TAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggTAGCGATGGTGGTGATGGTG AAGGCTGAAGAAGGTGGCTC 31 1 7 20 168 20 59,822 59,963 41,700 47,000 0.215283 B 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 0 0 14 1 163 GTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggt GTAGCGATGGTGGTGATGGT AAGGCTGAAGAAGGTGGCTC 32 1 6 20 168 20 59,822 59,963 35,500 47,000 0.215515 B 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 0 0 14 1 165 TGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtgTGGTAGCGATGGTGGTGATG AAGGCTGAAGAAGGTGGCTC 34 1 4 20 168 20 59,822 59,963 30,700 47,000 0.215283 B 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 0 0 16 1 134 GAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAGATGGTGGTGGTGATGGAGG AAGGCTGAAGAAGGTGGCTC 3 1 35 20 168 20 60,107 59,963 43,000 47,000 0.144463 F 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 0 0 18 1 138 TGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggt TGGTGATGGTGGTGGTGATG AAGGCTGAAGAAGGTGGCTC 7 1 31 20 168 20 59,962 59,963 30,700 47,000 0.075468 F 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1101:7446:39844_ 1 58 90 9 1.5 ACC TGGTGGTGGTGGTGGTGATGGTGGTGGTGGTGGT NA 0 0 18 1 139 GTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggGTGGTGATGGTGGTGGTGAT AAGGCTGAAGAAGGTGGCTC 8 1 30 20 168 20 59,962 59,963 30,600 47,000 0.075612 F 169 TGGTGGTAGCGATGGTGGTGATGGTGGCGGTGGTGAtggtggtggTGATGGAGGTGAtggtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAtggtggtggtggTGAtggtggtggtggtggtggtggtggtggTGAGCCACCTTCTTCAGCCTTT

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 1 1 5 12 131 TTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtat TTGCAGGAAGCCACTTAAAGA ACTGCCCATTCTGCTTCCTC 12 51 33 21 163 20 57,778 60,035 25,200 37,100 3,256,843 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 5 10 189 GCAGGAAGCCACTTAAAGATGAGAAGACTCAtatta GCAGGAAGCCACTTAAAGATG CCCTCTGGACCAATGCACAT 10 111 35 21 223 20 57,228 60,034 29,000 32,100 3,805,857 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 5 9 189 GCAGGAAGCCACTTAAAGATGAGAAGACTCAtatta GCAGGAAGCCACTTAAAGATGA CCCTCTGGACCAATGCACAT 9 111 35 22 223 20 58,653 60,034 29,200 32,100 3,381,013 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 5 8 189 GCAGGAAGCCACTTAAAGATGAGAAGACTCAtatta GCAGGAAGCCACTTAAAGATGAG CCCTCTGGACCAATGCACAT 8 111 35 23 223 20 59,623 60,034 29,000 32,100 3,410,342 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 12 130 TGCAGGAAGCCACTTAAAGATGAGAAGACTCAtatt TGCAGGAAGCCACTTAAAGA ACTGCCCATTCTGCTTCCTC 12 51 34 20 163 20 57,051 60,035 25,200 37,100 2,983,847 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 12 190 TGCAGGAAGCCACTTAAAGATGAGAAGACTCAtatt TGCAGGAAGCCACTTAAAGA CCCTCTGGACCAATGCACAT 12 111 34 20 223 20 57,051 60,034 25,200 32,100 2,982,973 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 12 194 TGCAGGAAGCCACTTAAAGATGAGAAGACTCAtatt TGCAGGAAGCCACTTAAAGA ATCACCCTCTGGACCAATGC 12 115 34 20 227 20 57,051 59,743 25,200 35,600 3,206,216 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 10 130 TGCAGGAAGCCACTTAAAGATGAGAAGACTCAtatt TGCAGGAAGCCACTTAAAGATG ACTGCCCATTCTGCTTCCTC 10 51 34 22 163 20 58,916 60,035 29,000 37,100 3,118,709 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:10033:52063 1 66 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 10 190 TGCAGGAAGCCACTTAAAGATGAGAAGACTCAtatt TGCAGGAAGCCACTTAAAGATG CCCTCTGGACCAATGCACAT 10 111 34 22 223 20 58,916 60,034 29,000 32,100 3,117,835 A 269 TTTGTGCAAAATTAATAGCTTGTCATTTTATTTTGCAGGAAGCCACTTAAAGATGAGAAGACTCAtattattattattattattattattatTCTTGAGTTTAAATGCTGGTGTTCTGTCTCTTACAGTACTTTGAACATGTGGAGGAAGCAGAATGGGCAGTTGAGGTTTTGAAGGAATCTGGCAAACCAGTCGGGGCCACCATGTGCATTGGTCCAGAGGGTGATTTGACTGGAGTATCAGCAGGGGACTGTGCAGTTAGACTCGTA

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 1 1 6 0 124 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA ACTCACTTGGCCACTTCTCG 0 52 1 24 124 20 57,435 59,966 40,200 40,400 6,598,767 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 7 0 126 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA TCACTCACTTGGCCACTTCTC 0 53 1 24 126 21 57,435 59,929 40,200 28,700 7,635,466 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 8 0 226 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA CCACTCAGTCACTTGCCTGT 0 154 1 24 226 20 57,435 59,893 40,200 40,000 6,672,164 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 10 0 128 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA GCTCACTCACTTGGCCACTT 0 56 1 24 128 20 57,435 60,536 40,200 31,600 7,100,715 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 10 0 227 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA CCCACTCAGTCACTTGCCTG 0 155 1 24 227 20 57,435 60,605 40,200 48,500 7,169,489 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 10 0 231 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA CCCACCCACTCAGTCACTTG 0 159 1 24 231 20 57,435 60,250 40,200 31,600 6,815,176 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 10 0 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA ATTTACTCGCCCACCCACTC 0 168 1 24 240 20 57,435 59,748 40,200 35,100 6,816,906 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 11 0 177 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA CACTCACCCACTCACCACC 0 106 1 24 177 19 57,435 59,929 40,200 46,100 7,636,179 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 11 0 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA ATTTACTCGCCCACCCACT 0 169 1 24 240 19 57,435 58,616 40,200 40,000 8,948,317 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 11 0 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA ATTTACTCGCCCACCCACTCA 0 167 1 24 240 21 57,435 61,452 40,200 34,100 9,017,003 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 0 179 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA CTCACTCACCCACTCACCAC 0 107 1 24 179 20 57,435 59,966 40,200 41,600 6,598,767 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12114:10873 1 25 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 13 0 180 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtga CTCAAGTCTTTCAATGAATGACCA GCTCACTCACCCACTCACC 0 109 1 24 180 19 57,435 60,004 40,200 40,200 7,569,149 F 240 CTCAAGTCTTTCAATGAATGACCAtgagtgagtgagtgagtgagtgagtgagTGAACAGGTGGGCGGGTGGGCGGGTGGGCGGGTgggggggCAAGTGGGTGGGCGAGAAGTGGCCAAGTGAGTGAGCGGGCAAGCGAGCAGGCAGGCAAgggggCGGGGTGGTGAGTGGGTGAGTGAGCGGGTGAGCAGGTGGGCGGGTGGGAAAACAGGCAAGTGACTGAGTGGGTGGGCGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 1 1 16 16 140 ATCAGTCACTCAATCActctctctCACTCAGTCACTCACATCAGTCACTCAATCACTCTCTCT GTGAGTGAGAGTGAGATGTGGG 16 48 5 24 144 22 58,736 60,094 31,000 46,100 7,357,885 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 0 0 17 16 140 TCAGTCACTCAATCActctctctCACTCAGTCACTCACT TCAGTCACTCAATCACTCTCTCT AGTGAGTGAGAGTGAGATGTGG 16 49 6 23 145 22 58,339 59,175 31,000 41,700 7,486,159 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 0 0 17 15 140 ATCAGTCACTCAATCActctctctCACTCAGTCACTCACATCAGTCACTCAATCACTCTCTCTC GTGAGTGAGAGTGAGATGTGGG 15 48 5 25 144 22 59,642 60,094 32,000 46,100 7,452,164 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 0 0 21 4 112 TCActctctctCACTCAGTCACTCACTctcactcactcactcaTCACTCTCTCTCACTCAGTCACT ATGTGGGAGTGAGGGAGTGA 4 35 18 23 129 20 59,928 59,883 34,100 34,100 3,189,470 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 0 0 21 2 110 ActctctctCACTCAGTCACTCACTctcactcactcactcact ACTCTCTCTCACTCAGTCACTCA ATGTGGGAGTGAGGGAGTGA 2 35 20 23 129 20 59,928 59,883 34,100 34,100 3,189,470 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:12926:63859 1 45 30 6 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCTCT NA 0 0 21 0 108 tctctctCACTCAGTCACTCACTctcactcactcactcactcacTCTCTCTCACTCAGTCACTCACT ATGTGGGAGTGAGGGAGTGA 0 35 22 23 129 20 59,928 59,883 34,100 34,100 3,189,470 F 199 CTCAATCAGTCACTCAATCActctctctCACTCAGTCACTCACTctcactcactcactcactcactcactctctGTCGcacacaGACACTCACTCATTCCTtcactcactcacTCCCTCACTCCCACATCTCACTCTCACTCACTCTCACTCAGtcactcactcactcactcactcactcacTCTCTGTCGCATACACT

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 1 1 20 0 125 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC GCGCTCCCTTTCCATATCTTTC 0 27 1 24 125 22 57,064 59,450 35,100 26,200 9,485,920 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 125 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC GCGCTCCCTTTCCATATCTTT 0 28 1 24 125 21 57,064 58,423 35,100 25,200 9,512,356 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 125 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC GCGCTCCCTTTCCATATCTT 0 29 1 24 125 20 57,064 57,738 35,100 24,000 9,198,164 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 126 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC CGCGCTCCCTTTCCATATCT 0 30 1 24 126 20 57,064 59,966 35,100 19,800 6,969,799 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 127 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC TCGCGCTCCCTTTCCATATC 0 31 1 24 127 20 57,064 59,966 35,100 16,300 6,969,245 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 128 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC CTCGCGCTCCCTTTCCATAT 0 32 1 24 128 20 57,064 59,966 35,100 17,800 6,969,799 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 172 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC TTGGTCCAACATTGGCCACT 0 76 1 24 172 20 57,064 60,106 35,100 40,000 7,041,501 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 173 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC TTTGGTCCAACATTGGCCAC 0 77 1 24 173 20 57,064 59,244 35,100 50,100 7,691,427 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 181 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC GCTTCTGCTTTGGTCCAACA 0 85 1 24 181 20 57,064 58,968 35,100 33,300 7,967,755 B 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 214 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC GGCCATACTCTATTTATATCTGTCCC 0 112 1 24 214 26 57,064 58,498 35,100 44,600 14,437,584 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 215 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC CGGCCATACTCTATTTATATCTGTCCC 0 112 1 24 215 27 57,064 60,685 35,100 44,600 14,620,411 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:14052:65001 1 25 52 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 0 215 AGACAGATAGACATACAGACAGACagatagatagatagAGACAGATAGACATACAGACAGAC CGGCCATACTCTATTTATATCTGTCC 0 113 1 24 215 26 57,064 58,796 35,100 40,200 14,139,651 F 215 AGACAGATAGACATACAGACAGACagatagatagatagatagatagatagatagatagatagacagacagacagacAGCCAGATAGATAGAAAGATAGATAGAGAAAGATATGGAAAGGGAGCGCgagagaAATGCAAAACCACAGACGGGCAGTGGCCAATGTTGGACCAAAGCAGAAGCAAGTTgggggACAGATATAAATAGAGTATGGCCG

ST‐E00142:460:H2K7HCCXY:6:1102:18213:63068 1 111 42 7 1 AGCCCC CCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGNA 1 1 16 14 174 CAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGcccccCAGTCCCAGTCCCAGCCC GGCTGAGGCTGTGACTGG 82 14 11 18 184 18 61,722 60,047 51,900 40,000 5,768,213 F 184 ACCCCAGCCCCAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGcccccccccccAcccccccccccccccccGcccccccccccacccccacccccacccccAGccccccccccagccccagccccagccccagccccagccccagccccagTCCCAGCCCCAGCCCCAGTCACAGCCTCAGCC

ST‐E00142:460:H2K7HCCXY:6:1102:18213:63068 1 111 42 7 1 AGCCCC CCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGNA 0 0 16 13 173 CAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGcccccCAGTCCCAGTCCCAGCCC GCTGAGGCTGTGACTGGG 82 13 11 18 183 18 61,722 60,047 51,900 44,500 5,768,213 F 184 ACCCCAGCCCCAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGcccccccccccAcccccccccccccccccGcccccccccccacccccacccccacccccAGccccccccccagccccagccccagccccagccccagccccagccccagTCCCAGCCCCAGCCCCAGTCACAGCCTCAGCC

ST‐E00142:460:H2K7HCCXY:6:1102:18213:63068 1 111 42 7 1 AGCCCC CCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGNA 0 0 16 13 174 CCAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGccc CCAGTCCCAGTCCCAGCC GCTGAGGCTGTGACTGGG 83 13 10 18 183 18 61,722 60,047 48,500 44,500 5,768,213 F 184 ACCCCAGCCCCAGTCCCAGTCCCAGCCCCAGGCCCCGcccccGcccccccccccAcccccccccccccccccGcccccccccccacccccacccccacccccAGccccccccccagccccagccccagccccagccccagccccagccccagTCCCAGCCCCAGCCCCAGTCACAGCCTCAGCC

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 40 240 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCAATCCAGTCGTGAATGGTGGT GGTGGAGTGAATCGAATTGGC 138 40 1 20 240 21 59,016 59,598 41,600 45,200 2,386,135 F 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 40 240 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCAATCCAGTCGTGAATGGTGGTG GGTGGAGTGAATCGAATTGGC 137 40 1 21 240 21 60,339 59,598 41,700 45,200 2,740,960 F 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 41 241 TCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTCCAGTCGTGAATGGTGGTG CAGGTGGAGTGAATCGAATTGG 137 41 2 20 242 22 59,965 59,320 41,700 31,600 2,714,593 F 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 156 CAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGCAATGATGGAGGAGCCCAGC CGAATTGGCTGAAGACTGGC 66 29 73 20 228 20 60,823 59,551 48,500 48,500 1,271,920 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 157 TCAATGATGGAGGAGCCCAGCACATCAGTGCAAAATCAATGATGGAGGAGCCCAG CGAATTGGCTGAAGACTGGC 67 29 72 20 228 20 59,158 59,551 44,500 48,500 1,291,349 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 194 CTCACTGGAGGAGAAGGCTCCACAAATATCCCCAT CTCACTGGAGGAGAAGGCTC CGAATTGGCTGAAGACTGGC 104 29 35 20 228 20 59,177 59,551 47,000 48,500 1,272,848 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 195 ACTCACTGGAGGAGAAGGCTCCACAAATATCCCCA ACTCACTGGAGGAGAAGGCT CGAATTGGCTGAAGACTGGC 105 29 34 20 228 20 59,884 59,551 45,800 48,500 0.565530 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 227 TCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTCCAGTCGTGAATGGTGGTG CGAATTGGCTGAAGACTGGC 137 29 2 20 228 20 59,965 59,551 41,700 48,500 0.484144 F 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 25 191 ACTCACTGGAGGAGAAGGCTCCACAAATATCCCCA ACTCACTGGAGGAGAAGGCT TTGGCTGAAGACTGGCATCT 105 25 34 20 224 20 59,884 59,305 45,800 29,000 0.810914 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 25 223 TCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTCCAGTCGTGAATGGTGGTG TTGGCTGAAGACTGGCATCT 137 25 2 20 224 20 59,965 59,305 41,700 29,000 0.729527 F 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 14 134 GAGGAGCCCAGCACATCAGTGCAAAAGACAAGGC GAGGAGCCCAGCACATCAGT ACTGGCATCTATGATGCTGGG 58 14 81 20 214 21 61,908 59,927 34,100 44,500 2,981,783 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 14 181 ACTCACTGGAGGAGAAGGCTCCACAAATATCCCCA ACTCACTGGAGGAGAAGGCT ACTGGCATCTATGATGCTGGG 105 14 34 20 214 21 59,884 59,927 45,800 44,500 1,189,586 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 14 133 GAGGAGCCCAGCACATCAGTGCAAAAGACAAGGC GAGGAGCCCAGCACATCAG CTGGCATCTATGATGCTGGG 59 14 81 19 213 20 60,153 58,177 29,000 44,500 2,975,714 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:20425:31318 1 159 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 14 134 GAGGAGCCCAGCACATCAGTGCAAAAGACAAGGC GAGGAGCCCAGCACATCAG ACTGGCATCTATGATGCTGGG 59 14 81 19 214 21 60,153 59,927 29,000 44,500 2,226,652 A 252 ATCCAGTCGTGAAtggtggtggGCAATTAAACAACTCACTGGAGGAGAAGGCTCCACAAATATCCCCATCCTCAATGATGGAGGAGCCCAGCACATCAGTGCAAAAGACAAGGCATTTGCTACAATCGAATGGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacCTCCTCTGGAGGTCCCCAGCATCATAGATGCCAGTCTTCAGCCAATTCGATTCACTCCACCTGATAACAAGAA

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 1 1 12 7 144 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA CAGCAGAGCAGACAGTCAGT 52 7 1 18 144 20 57,373 59,682 38,600 34,100 4,945,194 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 12 6 143 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA AGCAGAGCAGACAGTCAGTG 52 6 1 18 143 20 57,373 59,682 38,600 36,600 4,945,194 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 12 5 142 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA GCAGAGCAGACAGTCAGTGA 52 5 1 18 142 20 57,373 59,683 38,600 34,100 4,943,917 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 12 2 139 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA GAGCAGACAGTCAGTGAGCC 52 2 1 18 139 20 57,373 60,390 38,600 47,000 5,017,081 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 12 1 138 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA AGCAGACAGTCAGTGAGCCA 52 1 1 18 138 20 57,373 61,118 38,600 47,500 5,745,143 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 14 7 142 TGTCTGACTGGCTGGAtgactgactgacAGACAAACAGTGTCTGACTGGCTGGATGAC CAGCAGAGCAGACAGTCAGT 48 7 3 20 144 20 59,390 59,682 30,600 34,100 0.927973 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 14 6 141 TGTCTGACTGGCTGGAtgactgactgacAGACAAACAGTGTCTGACTGGCTGGATGAC AGCAGAGCAGACAGTCAGTG 48 6 3 20 143 20 59,390 59,682 30,600 36,600 0.927973 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 14 5 140 TGTCTGACTGGCTGGAtgactgactgacAGACAAACAGTGTCTGACTGGCTGGATGAC GCAGAGCAGACAGTCAGTGA 48 5 3 20 142 20 59,390 59,683 30,600 34,100 0.926696 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 14 0 137 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAAC ACTGTCTGACTGGCTGGA GCAGACAGTCAGTGAGCCAG 52 0 1 18 137 20 57,373 60,670 38,600 48,500 5,297,326 B 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 16 5 131 GGCTGGAtgactgactgacAGACAAACAGACTGGCTG GGCTGGATGACTGACTGACA GCAGAGCAGACAGTCAGTGA 39 5 12 20 142 20 59,390 59,683 35,800 34,100 0.926696 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 16 5 136 TGACTGGCTGGAtgactgactgacAGACAAACAGACTGTGACTGGCTGGATGACTGAC GCAGAGCAGACAGTCAGTGA 44 5 7 20 142 20 59,390 59,683 35,100 34,100 0.926696 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:23967:49127 1 71 47 8 1.5 ACTG TGACTGACTGACTGACTGACTGACTGACTGACTGG NA 0 0 18 5 132 TGGCTGGAtgactgactgacAGACAAACAGACTGGCTGTGGCTGGATGACTGACTGAC GCAGAGCAGACAGTCAGTGA 40 5 11 20 142 20 59,390 59,683 35,100 34,100 0.926696 F 193 ACTGTCTGACTGGCTGGAtgactgactgacAGACAAACAGACTGGCTGGctgactgactgactgaCTGGTtgactgactgactgactgactgactgactgacTGGctgactgactgaCTGGCTCACTGACTGTCTGCTCTGCTGTTTGaaaaaTGCAGTGAAGCTATTCAGCCAATCACAGGCTGATTCCTCC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 1 1 4 32 142 AGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctAGTCGCATGGAGGTTGCTAC AACTTGTTGGAGGCTCCCAG 32 43 23 20 164 20 60,108 59,889 35,800 44,500 0.219391 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 32 217 AGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctAGTCGCATGGAGGTTGCTAC CCTTCTCCAGTGATGACCGG 32 118 23 20 239 20 60,108 59,823 35,800 52,800 0.284817 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 32 255 AGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctAGTCGCATGGAGGTTGCTAC TTCAAGCAAGCTAGGTGGGC 32 156 23 20 277 20 60,108 60,609 35,800 53,600 0.717268 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 31 141 GTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctg GTCGCATGGAGGTTGCTACT AACTTGTTGGAGGCTCCCAG 31 43 24 20 164 20 60,108 59,889 25,700 44,500 0.219391 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 31 216 GTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctg GTCGCATGGAGGTTGCTACT CCTTCTCCAGTGATGACCGG 31 118 24 20 239 20 60,108 59,823 25,700 52,800 0.284817 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 31 254 GTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctg GTCGCATGGAGGTTGCTACT TTCAAGCAAGCTAGGTGGGC 31 156 24 20 277 20 60,108 60,609 25,700 53,600 0.717268 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 30 140 TCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgc TCGCATGGAGGTTGCTACTG AACTTGTTGGAGGCTCCCAG 30 43 25 20 164 20 60,108 59,889 27,400 44,500 0.219439 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 24 134 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT AACTTGTTGGAGGCTCCCAG 24 43 31 20 164 20 59,963 59,889 47,500 44,500 0.148128 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 24 135 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT CAACTTGTTGGAGGCTCCCA 24 44 31 20 165 20 59,963 60,179 47,500 43,700 0.215867 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 24 175 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT TCCACCAGCTACACCTTCCT 24 84 31 20 205 20 59,963 60,179 47,500 33,600 0.215778 F 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 24 209 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT CCTTCTCCAGTGATGACCGG 24 118 31 20 239 20 59,963 59,823 47,500 52,800 0.213554 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 24 247 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT TTCAAGCAAGCTAGGTGGGC 24 156 31 20 277 20 59,963 60,609 47,500 53,600 0.646005 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:27773:73229 1 75 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 5 96 GGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCAGGAGGTTGCTACTGTTGCCT CCCTATCCTGGGTCCCTACC 24 5 31 20 126 20 59,963 60,179 47,500 31,800 0.215775 B 283 TGGAAATCGAGCAGACATAGCAAGTCGCATGGAGGTTGCTACTGTTGCCTGCTGTtgctgctgctgcCACAGTGgctgctgctgctgctgctgctgctgctGCAGGGGTAGGGACCCAGGATAGGGTGTACGCTGATAGAAGGCCTGGGAGCCTCCAACAAGTTGCCTGCTGTTCATATCCagagagGAAGGTGTAGCTGGTGGAAGGGGCCTGGAGAGCCGGTCATCACTGGAGAAGGCTCCTGGTCCCAGGATGGGCCCACCTAGCTTGCTTGAAGGGAAC

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 1 1 2 8 105 GGGCGGATCCTGTCTAACACATCAACCAAAGGCAC GGGCGGATCCTGTCTAACAC TTGAGGACTCCCAGGACCAG 21 8 103 20 207 20 60,179 60,545 33,200 40,000 0.724390 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 2 8 107 CTGGGCGGATCCTGTCTAACACATCAACCAAAGGC CTGGGCGGATCCTGTCTAAC TTGAGGACTCCCAGGACCAG 23 8 101 20 207 20 59,895 60,545 23,400 40,000 0.650348 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 3 13 193 AGGTGCTACATAAATTGTTATTGTTGATTCTGAATA AGGTGCTACATAAATTGTTATTGTTGA TCAATGTTGAGGACTCCCAGG 96 13 21 27 213 21 57,980 59,370 31,800 44,500 10,650,025 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 3 12 192 AGGTGCTACATAAATTGTTATTGTTGATTCTGAATA AGGTGCTACATAAATTGTTATTGTTGA CAATGTTGAGGACTCCCAGGA 96 12 21 27 212 21 57,980 59,370 31,800 38,600 10,650,025 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 3 8 121 ACCATCACTCATTCCTGGGCGGATCCTGTCTAACAC ACCATCACTCATTCCTGGGC TTGAGGACTCCCAGGACCAG 37 8 87 20 207 20 59,743 60,545 53,600 40,000 0.802349 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 4 11 190 AGGTGCTACATAAATTGTTATTGTTGATTCTGAATA AGGTGCTACATAAATTGTTATTGTTGA ATGTTGAGGACTCCCAGGAC 96 11 21 27 210 20 57,980 58,720 31,800 38,500 10,300,113 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 5 10 144 GCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGCCAATGTCCTAGACTCCTCC TGTTGAGGACTCCCAGGACC 57 10 66 21 209 20 59,585 60,836 43,000 44,600 2,250,950 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 5 9 143 GCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGCCAATGTCCTAGACTCCTCC GTTGAGGACTCCCAGGACCA 57 9 66 21 208 20 59,585 60,836 43,000 40,200 2,250,950 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1102:29427:55526 1 144 36 9 1 ACAT ATACATACATACATACATACATACATACATACATAC NA 0 0 5 8 142 GCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGCCAATGTCCTAGACTCCTCC TTGAGGACTCCCAGGACCAG 57 8 66 21 207 20 59,585 60,545 43,000 40,000 1,959,859 A 226 ATTTTGAAACATTTTATTATAGGTGCTACATAAATTGTTATTGTTGATTCTGAATATGCATTTCAGCCAATGTCCTAGACTCCTCCACCATCACTCATTCCTGGGCGGATCCTGTCTAACACATCAACCAAAGGCACAAGGATatacatacatacatacatacatacatacatacatacAGGAGGGGCTGGTCCTGGGAGTCCTCAACATTGACTCTAGATCCCAT

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 1 1 2 17 198 TGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGTGCCTGACCAAAGGATCTGG ATGCTGCCTTGTGCTCTGAT 17 117 68 20 265 20 59,671 60,034 38,600 29,000 0.363641 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 3 74 254 CAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGA CAAGTGGCCTACTGGGTGG ATGCTGCCTTGTGCTCTGAT 74 117 12 19 265 20 60,002 60,034 46,100 29,000 1,036,514 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 3 1 182 CTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtg CTGGCTATGGGAAGGGATGC ATGCTGCCTTGTGCTCTGAT 1 117 84 20 265 20 60,251 60,034 39,100 29,000 0.285457 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 4 78 259 GTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGTTTGCAAGTGGCCTACTGG ATGCTGCCTTGTGCTCTGAT 78 117 7 20 265 20 59,402 60,034 40,000 29,000 0.632445 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 4 43 224 GGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAGGGATCCCTCGTTGATAGGC ATGCTGCCTTGTGCTCTGAT 43 117 42 20 265 20 59,678 60,034 39,300 29,000 0.356376 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 6 77 258 TTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGTTTGCAAGTGGCCTACTGGG ATGCTGCCTTGTGCTCTGAT 77 117 8 20 265 20 60,539 60,034 44,500 29,000 0.573818 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 6 31 139 GGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAGGGATCCCTCGTTGATAGGC TCAAGAGGATGCTGGCTTTCA 43 31 42 20 180 21 59,678 59,648 39,300 26,900 1,674,014 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 6 17 113 TGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGTGCCTGACCAAAGGATCTGG TCAAGAGGATGCTGGCTTTCA 17 31 68 20 180 21 59,671 59,648 38,600 26,900 1,681,278 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 6 1 97 CTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtg CTGGCTATGGGAAGGGATGC TCAAGAGGATGCTGGCTTTCA 1 31 84 20 180 21 60,251 59,648 39,100 26,900 1,603,094 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 8 43 193 GGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAGGGATCCCTCGTTGATAGGC CCTGCACAGGTAATGGTGGT 43 86 42 20 234 20 59,678 59,962 39,300 41,600 0.360162 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 8 17 167 TGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGTGCCTGACCAAAGGATCTGG CCTGCACAGGTAATGGTGGT 17 86 68 20 234 20 59,671 59,962 38,600 41,600 0.367426 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15209:26923 1 105 24 8 1 ACC GTGGTGGTGGTGGTGGTGGTGGTG NA 0 0 8 1 151 CTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtg CTGGCTATGGGAAGGGATGC CCTGCACAGGTAATGGTGGT 1 86 84 20 234 20 60,251 59,962 39,100 41,600 0.289242 F 277 CTTTCAGTTTGCAAGTGGCCTACTGGGTGGCCAGGGTCGGTGGGATCCCTCGTTGATAGGCATTCAGTGCCTGACCAAAGGATCTGGCTATGGGAAGGGATGCAgtggtggtggtggtggtggtggtgGTAGTggggggggggggggggggATGGTGGCTGAAAGCCAGCATCCTCTTGATTTTGGAGCCCATGAGGGCCCCGCCaaaaaCTACACCACCATTACCTGTGCAGGGaaaaaTTACTATCAGAGCACAAGGCAGCATGTGGGGCATTGA

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 7 0 134 CAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAG CAAGCGGCTGCATCGTTG GCAGCAGCATCTACCAGTTCT 74 0 129 18 262 21 60,202 60,407 41,000 30,100 3,609,002 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 7 0 160 ATACGCAACGAGAGCTACGGCTCACCCAAGCGGCT ATACGCAACGAGAGCTACGG GCAGCAGCATCTACCAGTTCT 98 0 103 20 262 21 59,971 60,407 40,200 30,100 1,435,648 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 134 CAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAG CAAGCGGCTGCATCGTTG GCAGCAGCATCTACCAGTTC 74 1 129 18 262 20 60,202 58,987 41,000 30,100 3,215,229 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 135 CCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCA CCAAGCGGCTGCATCGTT GCAGCAGCATCTACCAGTTC 75 1 128 18 262 20 61,434 58,987 38,500 30,100 4,447,160 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 160 ATACGCAACGAGAGCTACGGCTCACCCAAGCGGCT ATACGCAACGAGAGCTACGG GCAGCAGCATCTACCAGTTC 98 1 103 20 262 20 59,971 58,987 40,200 30,100 1,041,875 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 188 CAGGTGCGATGATAGCTGCACAGCGCAAATACGCACAGGTGCGATGATAGCTGCA GCAGCAGCATCTACCAGTTC 126 1 75 20 262 20 60,531 58,987 44,100 30,100 1,544,151 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 190 TGCAGGTGCGATGATAGCTGCACAGCGCAAATACGTGCAGGTGCGATGATAGCTG GCAGCAGCATCTACCAGTTC 128 1 73 20 262 20 60,531 58,987 42,400 30,100 1,544,151 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 191 CTGCAGGTGCGATGATAGCTGCACAGCGCAAATAC CTGCAGGTGCGATGATAGCT GCAGCAGCATCTACCAGTTC 129 1 72 20 262 20 60,250 58,987 33,200 30,100 1,262,624 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:15645:30597 1 221 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 193 CCCTGCAGGTGCGATGATAGCTGCACAGCGCAAAT CCCTGCAGGTGCGATGATAG GCAGCAGCATCTACCAGTTC 131 1 70 20 262 20 60,602 58,987 20,800 30,100 1,614,947 F 277 CTGATGATGGGGATGAGGCAGCGGCAGGGACGTTGGGCTGCTCAGAGTGCGCCGCTTGCGAGACAGGCGCCCTGCAGGTGCGATGATAGCTGCACAGCGCAAATACGCAACGAGAGCTACGGCTCACCCAAGCGGCTGCATCGTTGCCGATGCAGTACTGCAGTTTGCCTGCAAAACACCAAATGTCGGCTGCAGCAGGAAATGCGGATGTAGGTAGACTtgctgctgctgctgctgctgcAGAACTGGTAGAtgctgctgcAGGAAATGCGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 11 0 124 CTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATCTGATGCTGCTGCCTGTGA ACAGCAGACGCATCAGCATA 0 64 5 19 128 20 60,377 59,824 35,800 31,400 1,553,262 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 0 133 CTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATCTGATGCTGCTGCCTGTGA GCATTACCAACAGCAGACGC 0 73 5 19 137 20 60,377 60,179 35,800 51,900 1,556,002 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 13 4 140 CTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTCTGCTGATGCTGCTGCCT ACCAGCATTACCAACAGCAGA 4 76 2 18 141 21 60,439 59,926 47,500 42,600 3,512,378 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 13 3 140 CTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTCTGCTGATGCTGCTGCCTG ACCAGCATTACCAACAGCAGA 3 76 2 19 141 21 61,765 59,926 48,500 42,600 3,839,120 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 140 CTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTCTGCTGATGCTGCTGCCT ACCAGCATTACCAACAGCAG 4 77 2 18 141 20 60,439 58,462 47,500 42,400 3,976,662 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:17523:61239 1 24 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 0 129 CTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATCTGATGCTGCTGCCTGTGA TACCAACAGCAGACGCATCA 0 69 5 19 133 20 60,377 59,680 35,800 30,700 1,696,863 F 141 GCTGCTGAtgctgctgcCTGTGAtgctgctgctgctgctgctgcTGATGGTGCTACTGAtgctgctgcTGTTGGTGATGGTGCTGATGTGGCTGCTGATGCTGGAGATTATGCTGATGCGTCTGCTGTTGGTAATGCTGGT

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 2 18 112 GACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGACCAGGAGAGGCAAGTTCC GACTCCTGGTGATGGGCAAA 33 18 12 20 123 20 60,036 59,962 36,200 36,800 0.074081 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 2 17 111 GACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGACCAGGAGAGGCAAGTTCC ACTCCTGGTGATGGGCAAAG 33 17 12 20 122 20 60,036 59,961 36,200 27,700 0.074659 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 33 191 GACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGACCAGGAGAGGCAAGTTCC AGTGGGAGCAGGAGTCTGG 33 98 12 20 202 19 60,036 60,612 36,200 38,600 1,647,766 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 42 201 GCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGCACCAAGTGACCAGGAGAG CAGTGGGAGCAGGAGTCTG 42 99 3 20 203 19 60,321 59,404 32,000 35,100 1,917,004 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 33 192 GACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGACCAGGAGAGGCAAGTTCC CAGTGGGAGCAGGAGTCTG 33 99 12 20 203 19 60,036 59,404 36,200 35,100 1,631,797 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 42 147 GCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGCACCAAGTGACCAGGAGAG GGAGGCTGGGATTGAGGAAG 42 44 3 20 149 20 60,321 59,818 32,000 34,600 0.503421 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 41 146 CACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGCACCAAGTGACCAGGAGAGG GGAGGCTGGGATTGAGGAAG 41 44 4 20 149 20 59,677 59,818 36,900 34,600 0.505273 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 38 143 CAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAG CAAGTGACCAGGAGAGGCAA GGAGGCTGGGATTGAGGAAG 38 44 7 20 149 20 59,602 59,818 45,200 34,600 0.580239 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:22008:21719 1 65 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 33 138 GACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGACCAGGAGAGGCAAGTTCC GGAGGCTGGGATTGAGGAAG 33 44 12 20 149 20 60,036 59,818 36,200 34,600 0.218214 F 203 AGGCACCAAGTGACCAGGAGAGGCAAGTTCCtttttttAAGAGCTCCTTGTGGACCAgggggAAgaggaggaggaggaggaggagTGCCCCACCATCAcccccTTTGCCCATCACCAGGAGTCCTTGGGCTTCCTCAATCCCAGCCTccccccAATCAAAGTGGGATCAATCCCTCATCATCCCCAGACTCCTGCTCCCACTG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 2 26 137 TGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCTGCCCTAGGTGTCATGCTTG CTGGTTTGGAGCAGGTTTCA 50 26 74 20 210 20 60,035 58,309 40,100 26,900 1,726,348 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 2 22 135 TGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCTGCCCTAGGTGTCATGCTTG GGTTTGGAGCAGGTTTCATCAG 50 22 74 20 208 22 60,035 59,770 40,100 29,000 2,264,935 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 56 227 ACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTACCCATGAAGATTTACAGCCC TGCCAGCCTAACCTTGGTTT 109 56 14 21 240 20 57,982 59,813 51,900 32,700 3,205,784 F 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 56 228 CACCCATGAAGATTTACAGccccccTGGCCTGCAGAGCACCCATGAAGATTTACAGCCC TGCCAGCCTAACCTTGGTTT 109 56 13 22 240 20 59,310 59,813 51,900 32,700 2,877,345 F 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 53 170 TTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTTTCTGCCCTAGGTGTCATGC TGCCAGCCTAACCTTGGTTT 53 56 71 20 240 20 59,747 59,813 40,600 32,700 0.440405 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 50 167 TGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCTGCCCTAGGTGTCATGCTTG TGCCAGCCTAACCTTGGTTT 50 56 74 20 240 20 60,035 59,813 40,100 32,700 0.222513 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 26 138 CTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCTGCCCTAGGTGTCATGCTT CTGGTTTGGAGCAGGTTTCA 51 26 73 20 210 20 59,746 58,309 39,100 26,900 1,945,374 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 5 57 229 CACCCATGAAGATTTACAGccccccTGGCCTGCAGAGCACCCATGAAGATTTACAGCCC CTGCCAGCCTAACCTTGGTT 109 57 13 22 241 20 59,310 60,251 51,900 36,700 2,941,325 F 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:24079:42007 1 144 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 5 50 168 TGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCTGCCCTAGGTGTCATGCTTG CTGCCAGCCTAACCTTGGTT 50 57 74 20 241 20 60,035 60,251 40,100 36,700 0.286493 B 242 GTGGCAGGAAAACACCCATGAAGATTTACAGccccccTGGCCTGCAGAGTCCCCACAgggggCTGTAAAATTCTGCCCTAGGTGTCATGCTTGGTTTTATAATGCTTCTCGTCTCATTCCATTAACGGTCCtatataAATATAtgttgttgttgttgttgttgtCGTCCCCTGGAGTCTTTCTCATCTGATGAAACCTGCTCCAAACCAGACctctctGTAAACCAAGGTTAGGCTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 7 7 140 CACTCTGGTCACTGCCATGATTCGGGTGTCGGGGA CACTCTGGTCACTGCCATGA TGAGGCTGACTCTGCTGGT 73 7 61 20 200 19 59,677 60,535 30,700 40,000 1,857,607 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 6 131 TCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGTCACTGCCATGATTCGGGTG GAGGCTGACTCTGCTGGTG 65 6 69 20 199 19 60,393 60,079 46,100 41,700 1,472,129 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 6 134 TGGTCACTGCCATGATTCGGGTGTCGGGGACCTGG TGGTCACTGCCATGATTCGG GAGGCTGACTCTGCTGGTG 68 6 66 20 199 19 60,393 60,079 43,000 41,700 1,472,129 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 6 139 CACTCTGGTCACTGCCATGATTCGGGTGTCGGGGA CACTCTGGTCACTGCCATGA GAGGCTGACTCTGCTGGTG 73 6 61 20 199 19 59,677 60,079 30,700 41,700 1,401,914 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 6 140 CCACTCTGGTCACTGCCATGATTCGGGTGTCGGGG CCACTCTGGTCACTGCCATG GAGGCTGACTCTGCTGGTG 74 6 60 20 199 19 60,676 60,079 36,600 41,700 1,755,103 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 6 197 TGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCATGGTAGTGCAGGGTGTTTGC GAGGCTGACTCTGCTGGTG 131 6 3 20 199 19 60,822 60,079 36,800 41,700 1,900,977 F 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 9 8 141 CACTCTGGTCACTGCCATGATTCGGGTGTCGGGGA CACTCTGGTCACTGCCATGA CTGAGGCTGACTCTGCTGG 73 8 61 20 201 19 59,677 59,781 30,700 48,500 1,541,233 A 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 9 8 199 TGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCATGGTAGTGCAGGGTGTTTGC CTGAGGCTGACTCTGCTGG 131 8 3 20 201 19 60,822 59,781 36,800 48,500 2,040,295 F 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:26859:46507 1 154 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 11 2 193 TGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCATGGTAGTGCAGGGTGTTTGC CTGACTCTGCTGGTGCTGG 131 2 3 20 195 19 60,822 60,376 36,800 48,500 2,197,362 F 224 TCTGGTAGTGCAGGGTGTTTGCACCCTGGGCTACTCCAgggggAAACAATGGAGAACTCCCACTCTGGTCACTGCCATGATTCGGGTGTCGGGGACCTGGAGGACGACATTATCAAGTGTCAGTATCCCTCAGCACCAGTCGGGCGGGAGTCCcagcagcagcagcagcagcagCACCAGCACCAGCAGAGTCAGCCTCAGCTCCTGCCCAACCTGCTCAGCGC

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 19 141 GGACAAGTGGGTAACAGCCTGTCCCATTGCCACAG GGACAAGTGGGTAACAGCCT TCTGTGTTGGTTAGTCGGGT 19 61 46 20 186 20 59,599 58,584 45,800 52,800 1,816,837 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 19 142 GGACAAGTGGGTAACAGCCTGTCCCATTGCCACAG GGACAAGTGGGTAACAGCCT CTCTGTGTTGGTTAGTCGGGT 19 61 46 20 187 21 59,599 59,657 45,800 52,800 1,744,059 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 44 208 ACATTATAAAGCAATATCACAGCCGAAAAGGGGACACATTATAAAGCAATATCACAGCCGA AGGTGGGTGAATAAGGAGTCT 44 96 15 26 222 21 59,290 57,793 55,400 32,400 9,917,339 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 20 143 GGGACAAGTGGGTAACAGCCTGTCCCATTGCCACA GGGACAAGTGGGTAACAGCC CTCTGTGTTGGTTAGTCGGGT 20 61 45 20 187 21 60,608 59,657 48,500 52,800 1,951,774 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 19 99 GGACAAGTGGGTAACAGCCTGTCCCATTGCCACAG GGACAAGTGGGTAACAGCCT TCATCCACGTCTCCCTCCAA 19 19 46 20 144 20 59,599 60,252 45,800 35,300 0.652651 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 15 95 AAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTgAAGTGGGTAACAGCCTGTCC TCATCCACGTCTCCCTCCAA 15 19 50 20 144 20 59,599 60,252 40,200 35,300 0.652651 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 11 91 GGGTAACAGCCTGTCCCATTGCCACAGACCTggagg GGGTAACAGCCTGTCCCATT TCATCCACGTCTCCCTCCAA 11 19 54 20 144 20 59,668 60,252 31,600 35,300 0.583673 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 58 190 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGGCTGTGTCATGTCAACATTATAAAGC TATCTCTGTGTTGGTTAGTCGGG 58 62 1 26 190 23 59,530 59,554 35,100 51,400 9,916,396 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:29264:66953 1 85 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 58 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGGCTGTGTCATGTCAACATTATAAAGC AGGTGGGTGAATAAGGAGTCT 58 96 1 26 222 21 59,530 57,793 35,100 32,400 9,677,279 A 222 GCTGTGTCATGTCAACATTATAAAGCAATATCACAGCCGAAAAGGGGACAAGTGGGTAACAGCCTGTCCCATTGCCACAGACCTggaggaggaggaggaggaggaGGGTAGAAGTGAGGATGGATTGGAGGGAGACGTGGATGAGGCCCACGCTGAACCCCTTACTACCCGACTAACCAACACAGAGATACTAGTGAACTTAGACTCCTTATTCACCCACCT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 1 1 2 35 242 TGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTATGCAGTGTTGATTTGACCCAG AGAGATGGAAATCTGAAAGCCA 137 35 16 21 257 22 59,044 57,419 44,500 47,500 6,537,087 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 2 35 243 CTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTCTGCAGTGTTGATTTGACCCA AGAGATGGAAATCTGAAAGCCA 138 35 15 21 257 22 59,044 57,419 45,100 47,500 6,537,087 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 3 35 244 ACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGACTGCAGTGTTGATTTGACCC AGAGATGGAAATCTGAAAGCCA 139 35 14 21 257 22 59,044 57,419 44,600 47,500 6,537,786 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 129 GCTGGActctctGCTGACAGACCGAGGCAGCCGCTAAGCTGGACTCTCTGCTGACAG TCAGTTTGTCCCGGTACAAG 62 0 92 20 220 20 60,109 57,463 35,100 31,600 2,645,470 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 131 TTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTTTGCTGGACTCTCTGCTGAC TCAGTTTGTCCCGGTACAAG 64 0 90 20 220 20 59,680 57,463 35,100 31,600 2,856,489 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 135 TGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCTGTCTTGCTGGACTCTCTGC TCAGTTTGTCCCGGTACAAG 68 0 86 20 220 20 59,680 57,463 42,600 31,600 2,856,489 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 159 ggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGAGGTGAATGGCCTACCTGGAC TCAGTTTGTCCCGGTACAAG 92 0 62 20 220 20 60,107 57,463 40,200 31,600 2,643,926 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 179 CGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGCGTCACTGTACAGGTCAGGG TCAGTTTGTCCCGGTACAAG 112 0 42 20 220 20 59,756 57,463 44,500 31,600 2,780,668 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 182 CAGCGTCACTGTACAGGTCAgggggTGAATGGCCTA CAGCGTCACTGTACAGGTCA TCAGTTTGTCCCGGTACAAG 115 0 39 20 220 20 59,686 57,463 40,200 31,600 2,850,748 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 195 ATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggATTTGACCCAGAGCAGCGTC TCAGTTTGTCCCGGTACAAG 128 0 26 20 220 20 60,675 57,463 51,900 31,600 3,211,656 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 196 GATTTGACCCAGAGCAGCGTCACTGTACAGGTCAggGATTTGACCCAGAGCAGCGT TCAGTTTGTCCCGGTACAAG 129 0 25 20 220 20 60,675 57,463 50,700 31,600 3,211,656 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:8044:40987_ 1 174 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 0 197 TGATTTGACCCAGAGCAGCGTCACTGTACAGGTCA TGATTTGACCCAGAGCAGCG TCAGTTTGTCCCGGTACAAG 130 0 24 20 220 20 60,675 57,463 51,800 31,600 3,211,342 F 260 CgtgtgtTAAAATACTGCAGTGTTGATTTGACCCAGAGCAGCGTCACTGTACAGGTCAgggggTGAATGGCCTACCTGGACTGCATGTCTTGCTGGActctctGCTGACAGACCGAGGCAGCCGCTAATGACTGGTGCTGCACctgctgctgGAGCTCAACCAGGTCCTGGTActgctgctgctgctgctgctgctgctgCTTGTACCGGGACAAACTGaaaaaGAGTCCTAGAATGGCTTTCAGATTTCCATCTCTTAT

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 1 1 2 3 209 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG AGTTCGTGGCTGCTTTGTTC 3 130 26 20 234 20 60,463 59,337 27,700 31,800 1,125,912 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 2 3 246 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG CGGATTAAACTGCAGCCGGA 3 167 26 20 271 20 60,463 60,743 27,700 51,400 1,205,749 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 2 3 248 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG AACGGATTAAACTGCAGCCG 3 169 26 20 273 20 60,463 59,198 27,700 55,200 1,265,253 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 3 3 210 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG GAGTTCGTGGCTGCTTTGTT 3 131 26 20 235 20 60,463 59,337 27,700 28,300 1,125,912 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 4 4 90 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAA ATTTCTTTGTTGTTCCCTCGCC 4 9 26 19 115 22 59,398 59,704 32,800 55,400 3,898,427 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 4 4 90 CGGgagagaTGACCGCCAAAGCCCgggagggagggagg CGGGAGAGATGACCGCCAAA TTTCTTTGTTGTTCCCTCGCC 4 9 25 20 114 21 62,239 59,321 32,800 55,400 3,918,000 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 4 3 90 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG ATTTCTTTGTTGTTCCCTCGCC 3 9 26 20 115 22 60,463 59,704 27,700 55,400 2,758,949 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 4 3 208 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG GTTCGTGGCTGCTTTGTTCC 3 129 26 20 233 20 60,463 60,318 27,700 36,200 0.780613 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 4 3 244 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG GATTAAACTGCAGCCGGAGC 3 165 26 20 269 20 60,463 59,621 27,700 47,000 0.841369 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 7 3 156 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG GGACCCACTCTCCATCCCT 3 78 26 20 181 19 60,463 59,996 27,700 42,000 1,466,332 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 10 3 155 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG GACCCACTCTCCATCCCTCC 3 76 26 20 180 20 60,463 61,052 27,700 43,000 1,514,315 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1103:9739:57635_ 1 49 36 9 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 11 3 154 GGgagagaTGACCGCCAAAGCCCgggagggagggaggg GGGAGAGATGACCGCCAAAG ACCCACTCTCCATCCCTCC 3 76 26 20 179 19 60,463 59,996 27,700 43,000 1,466,332 F 279 GAGGTAGGGGCAgcggcggcgGGACGGgagagaTGACCGCCAAAGCCCgggagggagggagggagggagggagggagggagggaGGAAAACCGGGCGAGGGAACAACAAAGAAATAAATCCCGTGCCGGGCCCGGGGCCTCggggggACGCAAAGcccccGGAGGGATGGAGAGTGGGTCCCgggggCGGAGGCGGTTAAACGCTCCGCCCGCGGAACAAAGCAGCCACGAACTCCAGTGGGCGGAGAGGCTCCGGCTGCAGTTTAATCCGTTCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1104:11424:63824 1 71 48 7 1.5 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 1 1 17 1 90 CCTCTCCCACACCCTCTCCCCctccctctccctctccctctcc CCTCTCCCACACCCTCTCC GGAACAGGGAGAGGGAGAGG 2 1 50 19 139 20 60,687 60,689 37,100 36,900 2,376,905 B 149 CTCCCGCGCTTTCTCCCTCTCCCACTCCCTCTCCctctctctctctctCCCTCTCCCACACCCTCTCCCCctccctctccctctccctctccctctccctctccctctccctctctctCCCTCTCCCTCTCCCTGTTCCGCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:1104:11424:63824 1 71 48 7 1.5 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 17 1 91 CCCTCTCCCACACCCTCTCCCCctccctctccctctccctctcCCCTCTCCCACACCCTCTC GGAACAGGGAGAGGGAGAGG 3 1 49 19 139 20 60,687 60,689 32,000 36,900 2,376,905 B 149 CTCCCGCGCTTTCTCCCTCTCCCACTCCCTCTCCctctctctctctctCCCTCTCCCACACCCTCTCCCCctccctctccctctccctctccctctccctctccctctccctctctctCCCTCTCCCTCTCCCTGTTCCGCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:1104:11424:63824 1 71 48 7 1.5 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 17 0 90 CCCTCTCCCACACCCTCTCCCCctccctctccctctccctctcCCCTCTCCCACACCCTCTC GAACAGGGAGAGGGAGAGGG 3 0 49 19 138 20 60,687 60,689 32,000 43,000 2,376,905 B 149 CTCCCGCGCTTTCTCCCTCTCCCACTCCCTCTCCctctctctctctctCCCTCTCCCACACCCTCTCCCCctccctctccctctccctctccctctccctctccctctccctctctctCCCTCTCCCTCTCCCTGTTCCGCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 6 0 95 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT GGTGCTGATCAGGTAGCGAG 0 34 58 20 152 20 58,142 60,249 47,500 50,300 2,107,203 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 0 98 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT TTGGGTGCTGATCAGGTAGC 0 37 58 20 155 20 58,142 59,747 47,500 35,800 2,111,008 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 0 120 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT TGACCGTACAGCTGCTGTTT 0 59 58 20 177 20 58,142 59,894 47,500 28,300 1,963,928 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 0 177 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT TCCGCACGGCATCTAGAATC 0 116 58 20 234 20 58,142 59,968 47,500 25,200 1,890,095 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 10 8 190 AAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatga AAGTCAAAGAATCTGTGCTGTCT CTTCCGCACGGCATCTAGAA 8 118 47 23 236 20 58,288 60,179 34,100 21,000 4,891,586 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 10 7 190 AAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatga AAGTCAAAGAATCTGTGCTGTCTA CTTCCGCACGGCATCTAGAA 7 118 47 24 236 20 58,142 60,179 25,900 21,000 6,037,491 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 10 6 190 AAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatga AAGTCAAAGAATCTGTGCTGTCTAG CTTCCGCACGGCATCTAGAA 6 118 47 25 236 20 59,069 60,179 24,300 21,000 6,110,257 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 10 0 173 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT CACGGCATCTAGAATCCGCA 0 112 58 20 230 20 58,142 60,249 47,500 56,900 2,107,412 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:13362:66338 1 78 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 10 0 179 TCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaTCTGTGCTGTCTAGATGCCT CTTCCGCACGGCATCTAGAA 0 118 58 20 236 20 58,142 60,179 47,500 21,000 2,037,075 A 236 gagagagagagagagagagagagagagagagagagagagagagagaAAGTCAAAGAATCTGTGCTGTCTAGATGCCTtgatgatgatgatgatgatgaAGACCTCAATTATTTCACGTAGAGGCCAATACCTCTCGCTACCTGATCAGCACCCAACAAAACAGCAGCTGTACGGTCACTTATCAGCAATAACCTACATCAATCAGCTCCATGCGGATTCTAGATGCCGTGCGGAAG

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 1 1 3 47 252 CAATGCTTCAGCTGCCTGGACCACCATGGAGGAGC CAATGCTTCAGCTGCCTGGA GGGTTGCGTTTACTGGTATCTC 105 47 3 20 254 22 60,964 59,065 38,600 27,500 3,898,409 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 48 254 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGA AACAATGCTTCAGCTGCCTG GGGTTGCGTTTACTGGTATCT 107 48 1 20 254 21 59,398 58,018 48,500 19,800 3,583,456 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 47 254 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGA AACAATGCTTCAGCTGCCTG GGGTTGCGTTTACTGGTATCTC 107 47 1 20 254 22 59,398 59,065 48,500 27,500 3,536,111 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 18 193 GAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTG GAGGAGCCCTGAAGCACTTG AGTTTCCATGGACAGGCTGG 77 18 31 20 223 20 60,676 59,961 31,600 48,500 0.714896 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 18 223 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGA AACAATGCTTCAGCTGCCTG AGTTTCCATGGACAGGCTGG 107 18 1 20 223 20 59,398 59,961 48,500 48,500 0.640303 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 15 131 CCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggaCCCTTGCCAGCAGCTTTACA AGTTTCCATGGACAGGCTGG 15 18 93 20 223 20 60,895 59,961 24,100 48,500 0.933844 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 4 14 130 CCTTGCCAGCAGCTTTACAGCAGGGGTggggggggag CCTTGCCAGCAGCTTTACAG AGTTTCCATGGACAGGCTGG 14 18 94 20 223 20 59,475 59,961 27,400 48,500 0.563607 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 5 18 176 TTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGG TTGATTCATGGTGCCCTGCT AGTTTCCATGGACAGGCTGG 60 18 48 20 223 20 59,960 59,961 42,400 48,500 0.078802 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 5 18 180 GCACTTGATTCATGGTGCCCTGCTGCATCCTGCCAT GCACTTGATTCATGGTGCCC AGTTTCCATGGACAGGCTGG 64 18 44 20 223 20 59,826 59,961 53,600 48,500 0.212906 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 6 18 177 CTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAG CTTGATTCATGGTGCCCTGC AGTTTCCATGGACAGGCTGG 61 18 47 20 223 20 59,541 59,961 48,500 48,500 0.497413 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 6 18 191 GGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGGGAGCCCTGAAGCACTTGAT AGTTTCCATGGACAGGCTGG 75 18 33 20 223 20 60,035 59,961 25,700 48,500 0.073415 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1104:14945:4737_ 1 128 58 9 1.5 AGG GAGAGAGAGAGAGAGAAGGGGAGGAGGAGGAGGNA 0 0 7 14 128 CCTTGCCAGCAGCTTTACAGCAGGGGTggggggggag CCTTGCCAGCAGCTTTACAG TTTCCATGGACAGGCTGGC 14 17 94 20 221 19 59,475 60,304 27,400 48,500 1,829,244 F 277 AACAATGCTTCAGCTGCCTGGACCACCATGGAGGAGCCCTGAAGCACTTGATTCATGGTGCCCTGCTGCATCCTGCCATCAGGAGGGCACAGCCCTTGCCAGCAGCTTTACAGCAGGGGTggggggggagagagagagagagaAGGggaggaggaggaggaggaggaggaggatgatgatgatgaTCAACAGCCCTTTTATGGCCAGCCTGTCCATGGAAACTTATGAGACTGAGATACCAGTAAACGCAACCCCAATTCCCCTTCTGAAGGGCAAC

Ctaur10 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 1 1 2 26 135 CAGTCACCATTCCCAGAAATCGTACCAAATGTTTTA CAGTCACCATTCCCAGAAATCG CGAACGCGCCAGACATAAAT 26 28 117 22 251 20 59,320 59,349 33,400 14,000 3,330,349 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 2 26 147 CAGTCACCATTCCCAGAAATCGTACCAAATGTTTTA CAGTCACCATTCCCAGAAATCG ACACTTCTTATGCGAACGCG 26 40 117 22 263 20 59,320 59,286 33,400 60,100 3,393,721 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 3 28 240 TGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGAT CGAACGCGCCAGACATAAAT 131 28 12 22 251 20 57,091 59,349 32,400 14,000 5,559,113 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 40 253 TTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGA ACACTTCTTATGCGAACGCG 132 40 11 22 263 20 57,302 59,286 37,100 60,100 5,412,085 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 28 241 TTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGA CGAACGCGCCAGACATAAAT 132 28 11 22 251 20 57,302 59,349 37,100 14,000 5,348,713 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT
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ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 25 134 AGTCACCATTCCCAGAAATCGTACCAAATGTTTTAA AGTCACCATTCCCAGAAATCGT CGAACGCGCCAGACATAAAT 25 28 118 22 251 20 59,694 59,349 37,300 14,000 2,956,438 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 25 146 AGTCACCATTCCCAGAAATCGTACCAAATGTTTTAA AGTCACCATTCCCAGAAATCGT ACACTTCTTATGCGAACGCG 25 40 118 22 263 20 59,694 59,286 37,300 60,100 3,019,810 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 25 238 TTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGA ACGCGCCAGACATAAATGTT 132 25 11 22 248 20 57,302 58,551 37,100 27,100 6,147,186 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 24 238 TTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGA ACGCGCCAGACATAAATGTTC 132 24 11 22 248 21 57,302 59,603 37,100 31,800 6,095,197 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 23 237 TTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATTGTACAATGGTTCTGTGAGGA CGCGCCAGACATAAATGTTCA 132 23 11 22 247 21 57,302 59,603 37,100 31,800 6,094,849 F 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 21 130 ACCATTCCCAGAAATCGTACCAAATGTTTTAATGAT ACCATTCCCAGAAATCGTACCA CGAACGCGCCAGACATAAAT 21 28 122 22 251 20 59,426 59,349 32,500 14,000 3,224,881 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:15168:12156 1 165 39 13 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 21 142 ACCATTCCCAGAAATCGTACCAAATGTTTTAATGAT ACCATTCCCAGAAATCGTACCA ACACTTCTTATGCGAACGCG 21 40 122 22 263 20 59,426 59,286 32,500 60,100 3,288,253 A 265 TTCtttttCATTGTACAATGGTTCTGTGAGGATaaaaaaTTGTAACATAGGTGTAATAAATGACTTAAAGAGGaaaaaGTGATGTATTTGAACAAACCTTTCACTGATTTTATTAACAGTCACCATTCCCAGAAATCGTACCAAATGTTTTAATGATAATAATCataataataataataataataataataataataataataAAATGTCTGTTATCTAATTTTATTGAACATTTATGTCTGGCGCGTTCGCATAAGAAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 1 1 5 3 140 TTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggt TTGGTGAATGGGCTGCCAG CGCTCACACCCTAGCATCC 3 78 7 19 146 19 60,607 60,227 48,500 35,100 2,834,557 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 5 3 141 TTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggt TTGGTGAATGGGCTGCCAG CCGCTCACACCCTAGCATC 3 79 7 19 147 19 60,607 60,227 48,500 39,100 2,834,557 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 4 139 gTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggGTTGGTGAATGGGCTGCCA CTCACACCCTAGCATCCCAG 4 75 6 19 144 20 60,908 59,533 49,200 44,500 2,375,190 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 3 138 TTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggt TTGGTGAATGGGCTGCCAG CTCACACCCTAGCATCCCAG 3 75 7 19 144 20 60,607 59,533 48,500 44,500 2,074,561 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 3 139 gTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggGTTGGTGAATGGGCTGCCAG CTCACACCCTAGCATCCCAG 3 75 6 20 144 20 61,881 59,533 48,500 44,500 2,348,203 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:17249:26659 1 29 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 3 140 gTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggGTTGGTGAATGGGCTGCCAG GCTCACACCCTAGCATCCC 3 77 6 20 145 19 61,881 59,853 48,500 38,500 3,027,972 F 154 ggggggTTGGTGAATGGGCTGCCAGGCAgtggtggtggtggtggtggtggggggCGGTGTCTGCAGGTgggggAGGAAGAGGAAAAGCTGCCTggggggAGAGGAGGCGTTACAGCGGTAGGGGCTGGGATGCTAGGGTGTGAGCGGCAGTGGG

ST‐E00142:460:H2K7HCCXY:6:1104:18456:11523 1 100 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 16 0 91 gcagcATCAGAAGAagcagcagcAACATcagcagcagCAAGCAGCATCAGAAGAAGCAGC CTGTTGCTCCTGCTGCTTCT 27 0 53 20 143 20 59,901 60,606 52,500 28,500 0.704941 F 144 AGCAGGAGCCACAAcagcagcagcagcagAAGCAGTagcagcagcAGAagcagcagcATCAGAAGAagcagcagcAACATcagcagcagCAACAGCAGGagcagcagcagcagcagcagcagcAGAAGCAGCAGGAGCAACAGC

ST‐E00142:460:H2K7HCCXY:6:1104:18456:11523 1 100 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 16 0 94 gcagcagcATCAGAAGAagcagcagcAACATcagcagcag GCAGCAGCATCAGAAGAAGC CTGTTGCTCCTGCTGCTTCT 30 0 50 20 143 20 59,901 60,606 38,600 28,500 0.704941 F 144 AGCAGGAGCCACAAcagcagcagcagcagAAGCAGTagcagcagcAGAagcagcagcATCAGAAGAagcagcagcAACATcagcagcagCAACAGCAGGagcagcagcagcagcagcagcagcAGAAGCAGCAGGAGCAACAGC

ST‐E00142:460:H2K7HCCXY:6:1104:18456:11523 1 100 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 16 0 114 AAGCAGTagcagcagcAGAagcagcagcATCAGAAGAa AAGCAGTAGCAGCAGCAGAA CTGTTGCTCCTGCTGCTTCT 50 0 30 20 143 20 59,964 60,606 30,200 28,500 0.641740 F 144 AGCAGGAGCCACAAcagcagcagcagcagAAGCAGTagcagcagcAGAagcagcagcATCAGAAGAagcagcagcAACATcagcagcagCAACAGCAGGagcagcagcagcagcagcagcagcAGAAGCAGCAGGAGCAACAGC

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 16 4 121 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGG CTTGGATTGACAATTCTTCCATTCT 4 37 2 20 122 25 58,441 57,833 35,100 24,000 8,726,059 B 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 17 3 121 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGGA CTTGGATTGACAATTCTTCCATTCT 3 37 2 21 122 25 59,923 57,833 34,100 24,000 8,243,532 B 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 3 93 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGGA CCATTCCATTCTAGTCCATCCA 3 12 2 21 94 22 59,923 57,288 34,100 34,100 5,788,892 F 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 3 107 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGGA TCTTCCATTCTATTCCATTCCATTCT 3 22 2 21 108 26 59,923 58,180 34,100 24,000 8,896,341 B 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 19 3 90 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGGA TTCCATTCTAGTCCATCCATCCA 3 8 2 21 91 23 59,923 58,694 34,100 34,100 5,383,232 F 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:21471:8552_ 1 26 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 19 3 94 TGGAATGGTTGCCAAGATGGATGGatggaatggaatggTGGAATGGTTGCCAAGATGGA TCCATTCCATTCTAGTCCATCCA 3 12 2 21 95 23 59,923 58,694 34,100 34,100 5,383,232 F 122 ATGGAATGGTTGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGTCAAgatggatggatgGACTAGAATGGAATGGAATAGAATGGAAGAATTGTCAATCCAAG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 1 1 11 0 112 GCCATGGAATTGAAGGAAAGGAATGTAATGAAGtgGCCATGGAATTGAAGGAAAGGA ACCATTCCATGCCATGACAGT 11 0 12 22 123 21 58,901 59,994 33,600 35,500 4,105,421 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 11 0 118 TCTCATGCCATGGAATTGAAGGAAAGGAATGTAAT TCTCATGCCATGGAATTGAAGGA ACCATTCCATGCCATGACAGT 16 0 6 23 123 21 60,053 59,994 33,600 35,500 4,059,750 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 12 0 113 TGCCATGGAATTGAAGGAAAGGAATGTAATGAAGt TGCCATGGAATTGAAGGAAAGG ACCATTCCATGCCATGACAGT 12 0 11 22 123 21 59,167 59,994 31,100 35,500 3,839,618 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 13 16 141 TCTCATGCCATGGAATTGAAGGAAAGGAATGTAAT TCTCATGCCATGGAATTGAAGGA CATTAATTTCAATGCCATGACATACCA 16 17 6 23 146 27 60,053 59,073 33,600 32,500 10,980,561 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 13 16 142 TCTCATGCCATGGAATTGAAGGAAAGGAATGTAAT TCTCATGCCATGGAATTGAAGGA ACATTAATTTCAATGCCATGACATACC 16 18 6 23 147 27 60,053 59,072 33,600 27,300 10,981,099 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 13 16 222 TCTCATGCCATGGAATTGAAGGAAAGGAATGTAAT TCTCATGCCATGGAATTGAAGGA ACATGACCTTCAGTGACATTCCA 16 102 6 23 227 23 60,053 59,927 33,600 35,300 6,126,384 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 13 12 217 TGCCATGGAATTGAAGGAAAGGAATGTAATGAAGt TGCCATGGAATTGAAGGAAAGG ACATGACCTTCAGTGACATTCCA 12 102 11 22 227 23 59,167 59,927 31,100 35,300 5,906,253 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 13 11 216 GCCATGGAATTGAAGGAAAGGAATGTAATGAAGtgGCCATGGAATTGAAGGAAAGGA ACATGACCTTCAGTGACATTCCA 11 102 12 22 227 23 58,901 59,927 33,600 35,300 6,172,056 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 17 13 140 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAAT AGTAATCTCATGCCATGGAATTGA TTTCAATGCCATGACATACCATTCC 20 13 1 24 140 25 58,302 60,163 25,700 30,100 10,861,531 B 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 19 12 178 TGCCATGGAATTGAAGGAAAGGAATGTAATGAAGt TGCCATGGAATTGAAGGAAAGG TCCATGACATTCCATTCCATTCC 12 63 11 22 188 23 59,167 58,782 31,100 30,100 7,050,847 F 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 21 16 182 TCTCATGCCATGGAATTGAAGGAAAGGAATGTAAT TCTCATGCCATGGAATTGAAGGA CCATGACATTCCATTCCATTCCA 16 62 6 23 187 23 60,053 59,038 33,600 35,300 7,015,532 F 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:22201:36434 1 45 58 8 1.5 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 21 12 177 TGCCATGGAATTGAAGGAAAGGAATGTAATGAAGt TGCCATGGAATTGAAGGAAAGG CCATGACATTCCATTCCATTCCA 12 62 11 22 187 23 59,167 59,038 31,100 35,300 6,795,401 F 232 AGTAATCTCATGCCATGGAATTGAAGGAAAGGAATGTAATGAAGtggaatggaatggaatggaatggaatggaatggaatggaaTGAaatggaatggaatggACTGTCATGGCATGGAATGGTATGTCATGGCATTGAAATTAATGTAAAGGAATGTTTTGAaatggaatggaatggAATGTCATGGAATGAAATGTCTTGTAATGGAATGTCACTGAAGGTCATGTAATGG

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 1 1 4 8 139 GAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggGAGTCAAGCGAGTGGGCG GGGATCTGGGCCTCCTTG 8 42 15 18 153 18 60,811 59,078 61,300 36,100 5,733,551 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 5 8 139 GAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggGAGTCAAGCGAGTGGGCG GGGATCTGGGCCTCCTTGG 8 41 15 18 153 19 60,811 61,761 61,300 36,100 5,572,782 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 6 18 181 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAAG TCGATCCGCTTCATCCGTTG 18 70 3 20 183 20 61,572 60,528 30,200 41,000 2,099,686 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 6 18 182 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAAG CTCGATCCGCTTCATCCGTT 18 71 3 20 184 20 61,572 60,249 30,200 44,400 1,821,158 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 6 18 209 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAAG GTAGCGTCTTGTCCGGATGG 18 98 3 20 211 20 61,572 60,528 30,200 35,100 2,099,902 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 6 18 260 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAAG AGGCAGCAGCTTGATGAGG 18 150 3 20 262 19 61,572 60,078 30,200 38,600 2,649,729 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 6 8 138 GAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggGAGTCAAGCGAGTGGGCG GGATCTGGGCCTCCTTGG 8 41 15 18 152 18 60,811 59,078 61,300 36,100 5,733,551 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 7 19 182 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAA CTCGATCCGCTTCATCCGTT 19 71 3 19 184 20 60,598 60,249 31,800 44,400 1,846,926 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 7 19 209 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAA GTAGCGTCTTGTCCGGATGG 19 98 3 19 211 20 60,598 60,528 31,800 35,100 2,125,670 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 7 19 260 CCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCCCAACCTGCTGCGAGTCAA AGGCAGCAGCTTGATGAGG 19 150 3 19 262 19 60,598 60,078 31,800 38,600 2,675,498 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 7 18 208 CAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGCAACCTGCTGCGAGTCAAG GTAGCGTCTTGTCCGGATGG 18 98 4 19 211 20 59,135 60,528 30,200 35,100 2,392,678 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26524:68289 1 41 53 8 2 AGG GAGGAGGAGGAGGAGGAGGTGGATGAGATGGAGNA 0 0 7 18 259 CAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGCAACCTGCTGCGAGTCAAG AGGCAGCAGCTTGATGAGG 18 150 4 19 262 19 59,135 60,078 30,200 38,600 2,942,506 G 275 GGCCAACCTGCTGCGAGTCAAGCGAGTGGGCGGTGGCGGCgaggaggaggaggaggagGTGGATGAGATggaggaggaggaggaggaggaggaGGGAGGCGTGCGGGACGGCCCCGGATACCCAGCCCCGGCTGCCAAGGAGGCCCAGATccccccTGGGCTGCAACGGATGAAGCGGATCGAGGGCGCACCCATCCGGACAAGACGCTACGCCGGTTACCAGGGAGCGGAGCTGGCCGAGCGCCTCATCAAGCTGCTGCCTGACTAAAACAGGC

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 1 1 3 11 117 GACGCTGGGCTGACTGACCGGCAGCGGagacagaca GACGCTGGGCTGACTGAC CCAAGACTGGACCCGAGTG 30 11 8 18 124 19 60,433 59,707 35,100 35,100 3,726,816 B 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 3 8 115 GACGCTGGGCTGACTGACCGGCAGCGGagacagaca GACGCTGGGCTGACTGAC AAGACTGGACCCGAGTGCTT 30 8 8 18 122 20 60,433 61,122 35,100 39,100 3,555,337 B 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 3 7 113 GACGCTGGGCTGACTGACCGGCAGCGGagacagaca GACGCTGGGCTGACTGAC GACTGGACCCGAGTGCTTG 30 7 8 18 120 19 60,433 60,375 35,100 40,100 3,808,076 B 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 9 97 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC CCAAGACTGGACCCGAGTG 9 11 28 19 124 19 60,445 59,707 35,100 35,100 2,738,736 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 9 207 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC AGCTTGTTCCCGTCCGATAC 9 120 28 19 234 20 60,445 59,825 35,100 22,400 1,620,311 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 9 208 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC CAGCTTGTTCCCGTCCGATA 9 121 28 19 235 20 60,445 59,825 35,100 29,200 1,620,083 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 9 214 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC ATTGGTCAGCTTGTTCCCGT 9 127 28 19 241 20 60,445 59,890 35,100 52,800 1,555,724 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 8 95 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC AAGACTGGACCCGAGTGCTT 9 8 28 19 122 20 60,445 61,122 35,100 39,100 2,567,257 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 5 7 93 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC GACTGGACCCGAGTGCTTG 9 7 28 19 120 19 60,445 60,375 35,100 40,100 2,819,996 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 6 9 151 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC CTTCTTTAACCTCTCCCTTCCC 9 62 28 19 178 22 60,445 57,776 35,100 39,700 5,668,794 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 6 9 153 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC CTCTTCTTTAACCTCTCCCTTCCC 9 62 28 19 180 24 60,445 60,081 35,100 39,700 5,526,045 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 7 9 152 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC TCTTCTTTAACCTCTCCCTTCCC 9 62 28 19 179 23 60,445 59,155 35,100 39,700 5,290,042 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 7 9 246 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC TTCACTTCTTGCCAGTCTCCC 9 158 28 19 273 21 60,445 59,928 35,100 43,000 2,517,569 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 8 9 245 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGAC TCACTTCTTGCCAGTCTCCC 9 158 28 19 272 20 60,445 59,313 35,100 43,000 2,132,592 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:26595:69221 1 56 39 7 1.5 AAC CAGCAGCAGCAGCAGCAGCAACAACAACAACAACANA 0 0 8 8 245 GCAGCGGagacagacagacTGCAGCTTAcagcagcagca GCAGCGGAGACAGACAGACT TCACTTCTTGCCAGTCTCCC 8 158 28 20 272 20 61,872 59,313 32,400 43,000 2,559,551 F 273 TGGGTGGGACGCTGGGCTGACTGACCGGCAGCGGagacagacagacTGCAGCTTAcagcagcagcagcagcagcaacaacaacaacaacaacaaCATCGGGCAAGCACTCGGGTCCAGTCTTGGCGGCGCggggggggggAGGGGAgggggggAgggggAAGGGAGAGGTTAAAGAagagagagaaaaaaaaaaaCACCAACATGGGCaaaaaCGTATCGGACGGGAACAAGCTGACCAATGCTGCcgcgcgGGGAGACTGGCAAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 1 1 4 14 98 TGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCATGTGGTATCATGTCCCAGCC TTTACTCTGTTGCAGGCACT 23 14 164 20 261 20 59,454 57,362 48,500 44,000 3,184,602 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 153 ACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGG ACTCAGTCTGGGCTCGTACA TTTACTCTGTTGCAGGCACT 78 14 109 20 261 20 60,251 57,362 29,000 44,000 2,889,689 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 154 CACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGCACTCAGTCTGGGCTCGTAC TTTACTCTGTTGCAGGCACT 79 14 108 20 261 20 59,829 57,362 36,700 44,000 2,809,935 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 155 ACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGACACTCAGTCTGGGCTCGTA TTTACTCTGTTGCAGGCACT 80 14 107 20 261 20 60,251 57,362 34,300 44,000 2,889,689 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 225 GCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGG GCTCAAACGTGGGTGTGTTG TTTACTCTGTTGCAGGCACT 150 14 37 20 261 20 60,248 57,362 33,300 44,000 2,886,938 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 231 ATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCATTCCAGCTCAAACGTGGGT TTTACTCTGTTGCAGGCACT 156 14 31 20 261 20 59,890 57,362 45,100 44,000 2,748,966 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 253 CCCACTCCTGGTCACATTAGTGATTCCAGCTCAAAC CCCACTCCTGGTCACATTAGTG TTTACTCTGTTGCAGGCACT 176 14 9 22 261 20 60,355 57,362 27,400 44,000 4,993,588 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 253 CCCACTCCTGGTCACATTAGTGATTCCAGCTCAAAC CCCACTCCTGGTCACATTAG TTTACTCTGTTGCAGGCACT 178 14 9 20 261 20 57,301 57,362 17,300 44,000 5,337,335 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 14 253 CCCACTCCTGGTCACATTAGTGATTCCAGCTCAAAC CCCACTCCTGGTCACATTAGT TTTACTCTGTTGCAGGCACT 177 14 9 21 261 20 59,091 57,362 22,400 44,000 4,547,782 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 14 92 ATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACATCATGTCCCAGCCCAAGTG TTTACTCTGTTGCAGGCACT 17 14 170 20 261 20 60,034 57,362 31,600 44,000 2,672,276 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 14 97 GTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGTGGTATCATGTCCCAGCCC TTTACTCTGTTGCAGGCACT 22 14 165 20 261 20 60,179 57,362 51,900 44,000 2,817,498 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3640:11734_ 1 207 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 14 192 AGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCA AGGTGTGATGTCTGCTGCAG TTTACTCTGTTGCAGGCACT 117 14 70 20 261 20 60,321 57,362 44,100 44,000 2,959,867 F 264 gggggAACCCCACTCCTGGTCACATTAGTGATTCCAGCTCAAACGTGGgtgtgtTGGGTTGAGCAGCACAGGTGTGATGTCTGCTGCAGTTAAATAGGCAGCCAGCACACTCAGTCTGGGCTCGTACATGAAAGACTGCTTGGGTCaaaaaGCAGAAATCACTTGTGGTATCATGTCCCAGCCCAAGTGAGCACCTTCAGGATACTacaacaacaacaacaacaacaTCATGCTTTtatataGTGCCTGCAACAGAGTAAAACA

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 1 1 4 1 138 AGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTT AGCAGAGGGAACAGGTTGAA ACTGGGTAATACACTTGTTCCA 41 1 39 20 176 22 58,860 57,014 26,900 35,300 6,126,365 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 5 42 185 CAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTGA TGAGATCTCGGTTCACTGGT 42 49 38 20 222 20 59,602 58,075 31,800 40,000 2,322,672 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 5 42 186 CAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTGA ATGAGATCTCGGTTCACTGGT 42 49 38 20 223 21 59,602 58,538 31,800 40,000 2,859,636 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 5 1 139 CAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTGA ACTGGGTAATACACTTGTTCCA 42 1 38 20 176 22 59,602 57,014 31,800 35,300 5,383,994 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 5 0 139 CAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTGA ACTGGGTAATACACTTGTTCCAA 42 0 38 20 176 23 59,602 57,687 31,800 35,300 5,711,221 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 6 45 190 TTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTT TTTCAGCAGAGGGAACAGGT TATGAGATCTCGGTTCACTGGT 45 49 35 20 224 22 58,860 58,368 40,000 40,000 4,772,645 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 6 44 190 TTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTT TTTCAGCAGAGGGAACAGGTT TATGAGATCTCGGTTCACTGGT 44 49 35 21 224 22 59,505 58,368 35,000 40,000 5,127,055 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 6 43 186 TCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTG TGAGATCTCGGTTCACTGGT 43 49 37 20 222 20 59,602 58,075 37,700 40,000 2,322,672 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 100 54 8 2 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTCTCA NA 0 0 6 43 190 TCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTCAGCAGAGGGAACAGGTTG ATTATGAGATCTCGGTTCACTGGT 43 49 37 20 226 24 59,602 59,348 37,700 40,000 5,049,444 D 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 1 6 60 250 GCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCGCTGTAGCCACTGCAGAGAG GTCAGGTGTATAAACTGTTGCAAT 60 74 2 20 251 24 60,460 57,746 32,000 35,600 6,714,215 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 0 6 60 250 GCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCGCTGTAGCCACTGCAGAGAG GTCAGGTGTATAAACTGTTGCAA 60 75 2 20 251 23 60,460 57,317 32,000 40,800 6,142,877 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 0 6 59 249 CTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCACTGTAGCCACTGCAGAGAGA GTCAGGTGTATAAACTGTTGCAA 59 75 3 20 251 23 58,819 57,317 31,000 40,800 6,863,850 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 0 6 49 220 CTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCACTGTAGCCACTGCAGAGAGA TGAGATCTCGGTTCACTGGT 59 49 3 20 222 20 58,819 58,075 31,000 40,000 3,105,638 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 0 6 49 221 GCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCGCTGTAGCCACTGCAGAGAG TGAGATCTCGGTTCACTGGT 60 49 2 20 222 20 60,460 58,075 32,000 40,000 2,384,665 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:3894:46841_ 1 82 72 8 3 AAAG TCTCTCTCTCTTTCTTTCTCTTTCTTTCTTTCTTTCTTT NA 0 0 6 49 222 GCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCGCTGTAGCCACTGCAGAGAG ATGAGATCTCGGTTCACTGGT 60 49 2 20 223 21 60,460 58,538 32,000 40,000 2,921,630 G 251 GGCTGTAGCCACTGCagagagATTGAAAGAAAGTTTTCAGCAGAGGGAACAGGTTGAATGTtctctctcTTTCTTTCTTTTtctctctctcTTTCTTTCtctttctttctttctttctttctttctttctttctctcACTCTTtctctctctcTTGGAACAAGTGTATTACCCAGTTCGGAAACTAATATTACTAGAAATCTACCAGTGAACCGAGATCTCATAATAATTGCAACAGTTTATACACCTGAC

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 3 16 192 ACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAA ACTACTGTGAAGAGGTCGCG AAAGCATGAAGACACCAATGAAA 16 101 37 20 228 23 59,478 57,466 58,700 26,900 6,056,388 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 3 15 191 CTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAAC CTACTGTGAAGAGGTCGCGA AAAGCATGAAGACACCAATGAAA 15 101 38 20 228 23 59,197 57,466 58,700 26,900 6,337,324 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 3 14 190 TACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACa TACTGTGAAGAGGTCGCGAG AAAGCATGAAGACACCAATGAAA 14 101 39 20 228 23 59,197 57,466 50,300 26,900 6,337,324 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 3 12 188 CTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatct CTGTGAAGAGGTCGCGAGAG AAAGCATGAAGACACCAATGAAA 12 101 41 20 228 23 60,179 57,466 32,000 26,900 5,713,384 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 3 10 186 GTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatcGTGAAGAGGTCGCGAGAGTT AAAGCATGAAGACACCAATGAAA 10 101 43 20 228 23 59,759 57,466 30,100 26,900 5,775,688 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 4 9 185 TGAAGAGGTCGCGAGAGTTCTTAGATAACatctatct TGAAGAGGTCGCGAGAGTTC AAAGCATGAAGACACCAATGAAA 9 101 44 20 228 23 59,478 57,466 30,100 26,900 6,056,388 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 12 123 CTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatct CTGTGAAGAGGTCGCGAGAG AGAAACGTGCGTGTTAGTTAGA 12 37 41 20 163 22 60,179 58,031 32,000 21,000 4,147,826 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 10 121 GTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatcGTGAAGAGGTCGCGAGAGTT AGAAACGTGCGTGTTAGTTAGA 10 37 43 20 163 22 59,759 58,031 30,100 21,000 4,210,130 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:4614:3753_1 1 73 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 9 120 TGAAGAGGTCGCGAGAGTTCTTAGATAACatctatct TGAAGAGGTCGCGAGAGTTC AGAAACGTGCGTGTTAGTTAGA 9 37 44 20 163 22 59,478 58,031 30,100 21,000 4,490,830 F 228 ATATGACAGAATTGTCTTCGGatatatCAGAAATAAACTACTGTGAAGAGGTCGCGAGAGTTCTTAGATAACatctatctatctatctatctatctatctatctATCCATCTATCCATCTATCTACctatctatctatctatCTAACTAACACGCACGTTTCtatataAGTTTGTAACACTGaaaaaGCTGCATTGTTGCttttttttCATTGGTGTCTTCATGCTTT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 13 13 190 ctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCcCTCTCTTTATCTCTGTCTATCTCTCCC AGGGACATAATTTGCAATTGAGTGAA 13 56 11 27 200 26 59,392 59,789 43,000 31,800 13,819,175 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 13 190 ctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCcCTCTCTTTATCTCTGTCTATCTCTCCC AGGGACATAATTTGCAATTGAGTGA 13 57 11 27 200 25 59,392 59,284 43,000 34,100 13,324,219 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 13 190 ctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCcCTCTCTTTATCTCTGTCTATCTCTCCC AGGGACATAATTTGCAATTGAGTG 13 58 11 27 200 24 59,392 58,031 43,000 35,100 13,577,414 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 134 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC GCGAGATGGATGGATAGAGACA 0 23 30 21 163 22 57,414 59,177 40,200 34,100 6,409,031 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 135 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC TGCGAGATGGATGGATAGAGA 0 25 30 21 164 21 57,414 57,839 40,200 31,000 6,747,149 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 135 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC TGCGAGATGGATGGATAGAGAC 0 24 30 21 164 22 57,414 59,177 40,200 33,600 6,409,031 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 141 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC ACAGAATGCGAGATGGATGGA 0 31 30 21 170 21 57,414 59,235 40,200 34,100 5,351,194 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 142 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC GACAGAATGCGAGATGGATGGA 0 31 30 21 171 22 57,414 60,224 40,200 34,100 5,810,607 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1104:8511:71365_ 1 51 68 17 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 142 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC GACAGAATGCGAGATGGATGG 0 32 30 21 171 21 57,414 58,858 40,200 35,100 5,727,987 F 200 atatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatTTATTACGctatctatctatCCATGTCTCTATCCATCCATCTCGCATTCTGTCTCTTTCACTCAATTGCAAATTATGTCCCT

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 1 1 20 10 114 cctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcc CCTCCTCCTCTTCCTCCTCC AGCAGGAGGAGGAGGAAGAG 10 17 24 20 137 20 60,106 60,032 43,000 28,500 0.137926 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 0 0 20 ‐20 100 ctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcct CTCTTCCTCCTCCTCCTGCT GGAGGAGGAAGAGGAGGAGG 3 ‐20 31 20 100 20 60,032 60,106 42,400 43,000 0.137926 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 0 0 20 ‐21 99 ctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcct CTCTTCCTCCTCCTCCTGCT GAGGAGGAAGAGGAGGAGGG 3 ‐21 31 20 99 20 60,032 60,106 42,400 43,000 0.137926 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 0 0 20 ‐77 141 cctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcc CCTCCTCCTCTTCCTCCTCC TGAATGCAACGGGAGGAGAG ‐77 44 111 20 164 20 60,106 59,750 43,000 32,000 0.355943 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 0 0 20 ‐77 142 cctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcc CCTCCTCCTCTTCCTCCTCC CTGAATGCAACGGGAGGAGA ‐77 45 111 20 165 20 60,106 59,750 43,000 37,100 0.355943 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12225:10398 1 54 47 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTGACCCTCCTCCTCTNA 0 0 20 ‐80 140 cctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcc CCTCCTCTTCCTCCTCCTCC TCTGAATGCAACGGGAGGAG ‐80 46 114 20 166 20 60,106 59,750 43,000 36,900 0.355943 F 184 CTCTtcctcctcctcctccTGACcctcctcctCTtcctcctcctccTGCTCCCcctcctcctcctcctcctcctcctGACcctcctcctCTtcctcctccCCCTGCTGTCcctcctcctCTtcctcctcctccTGCTGACCCTCCTCTCCTCCCGTTGCATTCAGATCTCCGATGCGATCCGCC

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 1 1 2 1 109 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA GGGTGGCTGAGTACAGGAAC 1 39 22 21 130 20 59,999 60,036 34,100 36,200 1,037,587 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 2 1 190 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA GGCTTGTGTGGTGCTCTACT 1 120 22 21 211 20 59,999 59,965 34,100 25,700 1,036,751 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 3 3 192 GTCAAGCAGACCAGCAGTAGACATcctccctccctccct GTCAAGCAGACCAGCAGTAGA GGCTTGTGTGGTGCTCTACT 3 120 20 21 211 20 59,726 59,965 25,900 25,700 1,309,064 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 3 2 191 TCAAGCAGACCAGCAGTAGACATcctccctccctccctcc TCAAGCAGACCAGCAGTAGAC GGCTTGTGTGGTGCTCTACT 2 120 21 21 211 20 59,726 59,965 25,900 25,700 1,309,064 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 3 1 189 AAGCAGACCAGCAGTAGACATcctccctccctccctccct AAGCAGACCAGCAGTAGACA GGCTTGTGTGGTGCTCTACT 1 120 23 20 211 20 58,658 59,965 34,100 25,700 1,377,532 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 6 1 97 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA ACAGGAACAGAGCGCGTTAA 1 27 22 21 118 20 59,999 59,967 34,100 20,100 1,034,246 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 6 1 136 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA CGGTCTGTTCCTGCTAACGA 1 66 22 21 157 20 59,999 59,757 34,100 38,500 1,244,119 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 6 1 146 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA ATCGCTCCTTCGGTCTGTTC 1 76 22 21 167 20 59,999 59,826 34,100 31,800 1,175,001 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:12662:13896 1 44 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 8 1 147 CAAGCAGACCAGCAGTAGACATcctccctccctccctccc CAAGCAGACCAGCAGTAGACA CATCGCTCCTTCGGTCTGTT 1 77 22 21 168 20 59,999 60,109 34,100 31,600 1,109,908 F 241 GCTGTTAATGTGCATAAATGTCAAGCAGACCAGCAGTAGACATcctccctccctccctccctccctccctcCATCCTTCCATCACTCCTGTGCTGtttttAACGCGCTCTGTTCCTGTACTCAGCCACCCGCTGAGCTCGTTAGCAGGAACAGACCGAAGGAGCGATGTAAGGTTGAAGGGAGTGATGAAAAGTAGAGCACcacacaAGcccccACAGATCATCttttttaaaaaaTTTAA

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 6 135 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGG ACGTGGATTCCCAGTTAAAGGT 6 61 1 25 135 22 57,083 59,626 52,800 35,000 10,291,083 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 6 140 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGG GGAATACGTGGATTCCCAGTT 6 67 1 25 140 21 57,083 57,723 52,800 31,600 11,194,056 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 6 168 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGG AGGGAAAGAGAGACCTGGACT 6 95 1 25 168 21 57,083 59,565 52,800 38,500 9,352,081 F 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 135 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT ACGTGGATTCCCAGTTAAAGGT 5 61 1 26 135 22 58,544 59,626 52,800 35,000 9,830,061 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 140 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT GGAATACGTGGATTCCCAGTT 5 67 1 26 140 21 58,544 57,723 52,800 31,600 10,733,033 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 168 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT AGGGAAAGAGAGACCTGGACT 5 95 1 26 168 21 58,544 59,565 52,800 38,500 8,891,059 F 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 4 135 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGTT ACGTGGATTCCCAGTTAAAGGT 4 61 1 27 135 22 59,059 59,626 44,400 35,000 10,314,857 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 4 140 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGTT GGAATACGTGGATTCCCAGTT 4 67 1 27 140 21 59,059 57,723 44,400 31,600 11,217,829 A 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 5 212 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT TCAAATGAATTCAGTGTTGCCC 5 138 1 26 212 22 58,544 57,744 52,800 53,600 11,711,725 B 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 5 214 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT GTTCAAATGAATTCAGTGTTGCCC 5 138 1 26 214 24 58,544 59,551 52,800 53,600 11,904,623 B 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 167 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT GGGAAAGAGAGACCTGGACTC 5 94 1 26 167 21 58,544 59,171 52,800 33,600 9,284,486 F 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:17259:25376 1 32 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 213 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcct CCACCCTAAATATCTTAAATACCGGT TTCAAATGAATTCAGTGTTGCCC 5 138 1 26 213 23 58,544 58,370 52,800 53,600 12,086,002 B 272 CCACCCTAAATATCTTAAATACCGGTTCCTTctcctcctcctcctcctcctcTGGTCGATCCTCTTCCTCAATATGTTCATCACTTTCCTGATCTTCTTCAGAAGGTTCAGCTACCTTTAACTGGGAATCCACGTATTCCTTTagagagTCCAGGtctctcTTTCCCTTATATTGATCAACCTGAGAAAGGGGCAACACTGAATTCATTTGAACATTTGGAGAGGGATTTTATGGTTCAAAATATTCTCaaaaaGCTACACTTTACCATGCT

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 1 1 3 22 158 ATGTAGTTGCACAGGGTGGGCACAAGGGACATGATATGTAGTTGCACAGGGTGGG TCAGAACAAGGAGCCATGGG 22 51 97 20 254 20 59,962 59,671 46,100 40,000 0.367426 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 68 247 CTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCTGCCTCCATCTCCACTGTG TGACACGAACACTGCTCATCA 93 68 26 20 272 21 60,108 59,932 36,600 30,700 1,176,234 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 66 245 CTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCTGCCTCCATCTCCACTGTG ACACGAACACTGCTCATCAGA 93 66 26 20 270 21 60,108 59,659 36,600 32,700 1,449,009 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 51 196 CACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGCACCAAAGCATAGCAGCAGG TCAGAACAAGGAGCCATGGG 60 51 59 20 254 20 59,545 59,671 48,500 40,000 0.783861 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 51 197 GCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGCACCAAAGCATAGCAGCAG TCAGAACAAGGAGCCATGGG 61 51 58 20 254 20 60,179 59,671 42,400 40,000 0.508406 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 51 229 CTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCTGCCTCCATCTCCACTGTG TCAGAACAAGGAGCCATGGG 93 51 26 20 254 20 60,108 59,671 36,600 40,000 0.437061 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 22 145 ATGTAGTTGCACAGGGTGGGCACAAGGGACATGATATGTAGTTGCACAGGGTGGG CCATGGGCAGGGAAACATTC 22 38 97 20 241 20 59,962 59,174 46,100 26,700 0.864228 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 7 125 GTGGGCACAAGGGACATGATAATAATGttattattatt GTGGGCACAAGGGACATGAT GGCAGGGAAACATTCTTGGG 7 33 112 20 236 20 60,324 59,102 24,500 41,200 1,221,345 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 7 126 GTGGGCACAAGGGACATGATAATAATGttattattatt GTGGGCACAAGGGACATGAT GGGCAGGGAAACATTCTTGG 7 34 112 20 237 20 60,324 59,102 24,500 36,100 1,221,345 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 7 130 GTGGGCACAAGGGACATGATAATAATGttattattatt GTGGGCACAAGGGACATGAT CCATGGGCAGGGAAACATTC 7 38 112 20 241 20 60,324 59,174 24,500 26,700 1,149,787 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 4 7 143 GTGGGCACAAGGGACATGATAATAATGttattattatt GTGGGCACAAGGGACATGAT TCAGAACAAGGAGCCATGGG 7 51 112 20 254 20 60,324 59,671 24,500 40,000 0.652985 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:19755:50058 1 139 45 10 1.5 AAT TTATTATTATTATTAATAATAATAATAATAATAATAANA 0 0 5 69 248 CTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCTGCCTCCATCTCCACTGTG GTGACACGAACACTGCTCATC 93 69 26 20 273 21 60,108 59,543 36,600 29,200 1,565,103 B 273 CAGACAGGGCACAGCAGTCAGCAGGCTGCCTCCATCTCCACTGTGGATGTCAGGAAAGCACCAAAGCATAGCAGCAGGGTTAGGGAGGTTAAGAAGATGTAGTTGCACAGGGTGGGCACAAGGGACATGATAATAATGttattattattattaataataataataataataataataataataTAATAACATAATGTTTACAATTGTAAATAAATTCCCAAGAATGTTTCCCTGCCCATGGCTCCTTGTTCTGATGAGCAGTGTTCGTGTCAC

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 1 1 10 20 124 gaggagaggagaCagggagggagggAGAGGGGAGAggggGAGGAGAGGAGACAGGGAGG GAGTGGAGAGCGCTTTGGT 20 35 55 20 178 19 60,106 60,004 43,000 36,700 1,110,657 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 0 0 14 23 127 ggagaggagaggagaCagggagggagggAGAGGGGAGAgGGAGAGGAGAGGAGACAGGG GAGTGGAGAGCGCTTTGGT 23 35 52 20 178 19 60,106 60,004 44,500 36,700 1,110,657 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 0 0 14 17 121 gagaggagaCagggagggagggAGAGGGGAGAgggggggGAGAGGAGACAGGGAGGGAG GAGTGGAGAGCGCTTTGGT 17 35 58 20 178 19 60,106 60,004 43,000 36,700 1,110,657 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 0 0 19 ‐18 140 GggagaggagaggagaggagaCagggagggagggAGAGGGGGGAGAGGAGAGGAGAGGA ACAGCCCGAGTGGAGAGC ‐18 43 94 19 185 18 58,360 61,386 37,100 40,900 6,026,710 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 0 0 20 ‐19 140 GggagaggagaggagaggagaCagggagggagggAGAGGGGGGAGAGGAGAGGAGAGGAG ACAGCCCGAGTGGAGAGC ‐19 43 94 20 185 18 59,521 61,386 36,900 40,900 3,864,744 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:25611:15408 1 95 30 6 1 AGAGG GGAGAGGAGAGGAGAGGAGAGGAGAGGAGA NA 0 0 21 ‐20 140 GggagaggagaggagaggagaCagggagggagggAGAGGGGGGAGAGGAGAGGAGAGGAGA ACAGCCCGAGTGGAGAGC ‐20 43 94 21 185 18 60,980 61,386 37,100 40,900 5,365,960 F 185 aggagaggagaggagaggagaggagaggagaggagaggagGGGAGGggagaggagaggagaggagaCagggagggagggAGAGGGGAGAgggggggagaggagaggagaggagaggagaggagaGGAAAGACGGGGTCAGCAGCTCCGCCACTTCCTGCACCAAAGCGCTCTCCACTCGGGCTGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 1 1 4 57 235 AAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATT AAATCCTTCTGCAGCCTCCC GTGTCACTACAGCAGCGAGA 57 108 27 20 261 20 60,034 59,759 43,000 40,400 0.274911 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 4 57 239 AAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATT AAATCCTTCTGCAGCCTCCC GAACGTGTCACTACAGCAGC 57 112 27 20 265 20 60,034 59,215 43,000 52,500 0.818476 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 4 27 154 AAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATT AAATCCTTCTGCAGCCTCCC TGTGGCTTTGCACACAGGTA 57 27 27 20 180 20 60,034 60,107 43,000 30,800 0.140666 F 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 80 258 TTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGTTGCCCATTCTCCTGACCTG GTGTCACTACAGCAGCGAGA 80 108 4 20 261 20 59,671 59,759 40,000 40,400 0.570473 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 78 256 GCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCGCCCATTCTCCTGACCTGTC GTGTCACTACAGCAGCGAGA 78 108 6 20 261 20 60,107 59,759 35,100 40,400 0.348672 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 78 260 GCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCGCCCATTCTCCTGACCTGTC GAACGTGTCACTACAGCAGC 78 112 6 20 265 20 60,107 59,215 35,100 52,500 0.892237 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 42 169 AAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATT AAATCCTTCTGCAGCCTCCC TAGCCAATCTCCTGCTGTGG 57 42 27 20 195 20 60,034 59,457 43,000 41,700 0.576975 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 42 190 GCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCGCCCATTCTCCTGACCTGTC TAGCCAATCTCCTGCTGTGG 78 42 6 20 195 20 60,107 59,457 35,100 41,700 0.650736 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 6 27 175 GCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCGCCCATTCTCCTGACCTGTC TGTGGCTTTGCACACAGGTA 78 27 6 20 180 20 60,107 60,107 35,100 30,800 0.214427 F 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 8 39 166 AAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATT AAATCCTTCTGCAGCCTCCC CCAATCTCCTGCTGTGGCTT 57 39 27 20 192 20 60,034 60,323 43,000 43,500 0.356877 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:27346:44538 1 104 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT NA 0 0 8 39 187 GCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCGCCCATTCTCCTGACCTGTC CCAATCTCCTGCTGTGGCTT 78 39 6 20 192 20 60,107 60,323 35,100 43,500 0.430637 B 272 TCTTTGCCCATTCTCCTGACCTGTCTAAATCCTTCTGCAGCCTCCCCGCCTCCtattattatATTATtatataTTACatatatAATTAGtatataTTATATTGtattattattattattattatattattattGTATTATTACAGCTCCAATCCCCAGTCTACCtgtgtgCAAAGCCACAGCAGGAGATTGGCTAGAACGTGGATTGGTTTGTGATCTGCAtctctcATTATGATCATAAATCTCGCTGCTGTAGTGACACGTTCCTAATGT

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 1 1 16 26 129 TCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCG TCCATCTATTCCTCCCTGCC ATGGATGGTTGGATGCAGGC 26 35 3 20 131 20 58,265 60,758 48,500 48,500 2,492,590 B 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 12 118 CCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccaCCTGCCTCCATCCATCCATC GGGATGGATGGTTGGATGCA 12 38 17 20 134 20 59,962 60,106 35,100 39,600 0.143943 F 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 11 117 CTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccat CTGCCTCCATCCATCCATCC GGGATGGATGGTTGGATGCA 11 38 18 20 134 20 59,962 60,106 35,100 39,600 0.143943 F 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 4 110 catccatccaTCCCTCCGTCCGTGcatccatccatccatccat CATCCATCCATCCCTCCGTC GGGATGGATGGTTGGATGCA 4 38 25 20 134 20 59,677 60,106 47,900 39,600 0.429040 F 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 18 2 96 TCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCG TCCATCTATTCCTCCCTGCC TAGATGGATGGAGGCAGGGA 26 2 3 20 98 20 58,265 59,432 48,500 42,000 2,302,341 B 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1105:7699:49109_ 1 49 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 18 1 95 TCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCG TCCATCTATTCCTCCCTGCC AGATGGATGGAGGCAGGGAG 26 1 3 20 97 20 58,265 60,767 48,500 43,000 2,502,101 B 150 CATCCATCTATTCCTCCCTGCCtccatccatccaTCCCTCCGTCCGTGcatccatccatccatccatccatccatcCCTCCCTGCCTCCATCCATCTATTCATCCCTCCCTGCCTGCATCCAACCATCCATcccccccTGCCTTCATACA

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 1 1 4 39 176 AAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCAAACCACCTGTCTCAGCACC CTTGGCCCGCTTCCTAGG 64 39 71 20 246 18 60,179 59,809 50,100 30,200 2,369,596 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 4 39 236 GCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAGCTAGAGGGCCTTTCTGTTT CTTGGCCCGCTTCCTAGG 124 39 11 20 246 18 57,501 59,809 28,300 30,200 4,689,222 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 4 39 244 GGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAA GGGTAAGGGCTAGAGGGC CTTGGCCCGCTTCCTAGG 134 39 3 18 246 18 58,435 59,809 51,900 30,200 5,755,353 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 4 24 134 GTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGC GTGGCTGCCTCTGAACCTTT TCCTAGGAAGAAAGTTCCGCAA 33 24 102 20 235 22 60,538 59,364 31,100 48,500 3,174,202 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 5 37 175 AAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCAAACCACCTGTCTCAGCACC TTGGCCCGCTTCCTAGGAA 64 37 71 20 245 19 60,179 60,921 50,100 33,600 2,100,363 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 5 37 235 GCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAGCTAGAGGGCCTTTCTGTTT TTGGCCCGCTTCCTAGGAA 124 37 11 20 245 19 57,501 60,921 28,300 33,600 4,419,990 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 5 37 243 GGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAA GGGTAAGGGCTAGAGGGC TTGGCCCGCTTCCTAGGAA 134 37 3 18 245 19 58,435 60,921 51,900 33,600 5,486,121 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 5 25 134 GTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGC GTGGCTGCCTCTGAACCTTT TCCTAGGAAGAAAGTTCCGCA 33 25 102 20 235 21 60,538 58,746 31,100 56,900 2,791,897 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 6 37 176 AAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCAAACCACCTGTCTCAGCACC CTTGGCCCGCTTCCTAGGAA 64 37 71 20 246 20 60,179 61,911 50,100 33,600 2,089,598 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 6 37 236 GCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAGCTAGAGGGCCTTTCTGTTT CTTGGCCCGCTTCCTAGGAA 124 37 11 20 246 20 57,501 61,911 28,300 33,600 4,409,224 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 6 37 244 GGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAA GGGTAAGGGCTAGAGGGC CTTGGCCCGCTTCCTAGGAA 134 37 3 18 246 20 58,435 61,911 51,900 33,600 5,475,355 F 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:14844:18520 1 155 35 7 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCA NA 0 0 6 25 135 GTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGC GTGGCTGCCTCTGAACCTTT TTCCTAGGAAGAAAGTTCCGCA 33 25 102 20 236 22 60,538 59,364 31,100 56,900 3,174,202 A 269 AGGGGTAAGGGCTAGAGGGCCTTTCTGtttttATTATAACTgggggATAAGTCTAAAAGGTGGGCCTTTTAAACCACCTGTCTCAGCACCCAGCAGACCCTGTGGCTGCCTCTGAACCTTTTCCTGGGTCCCCTGGCCTGACTCCAGCCCACCCccccaccccaccccaccccaccccaccccaccccaCCTCCTACAACGAAAATCCAGTCCTTGCGGAACTTTCTTCCTAGGAAGCGGGCCAAGCCTGGAATTTTCCAGAcccccAT

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 3 2 149 GAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGC GAAGTCGGGTCAGACAGTGG GGAGAGCTGACAGTGCCAC 87 2 36 20 184 19 60,038 60,375 40,000 50,100 1,413,427 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 1 148 GAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGC GAAGTCGGGTCAGACAGTGG GAGAGCTGACAGTGCCACG 87 1 36 20 183 19 60,038 60,736 40,000 49,400 1,774,079 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 2 142 GGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCGGTCAGACAGTGGAGGCAAG GGAGAGCTGACAGTGCCAC 80 2 43 20 184 19 60,321 60,375 40,100 50,100 1,696,390 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 7 2 137 GACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTGACAGTGGAGGCAAGCTCAG GGAGAGCTGACAGTGCCAC 75 2 48 20 184 19 60,673 60,375 33,500 50,100 2,048,289 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 7 2 139 CAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGCAGACAGTGGAGGCAAGCTC GGAGAGCTGACAGTGCCAC 77 2 46 20 184 19 60,673 60,375 40,900 50,100 2,048,289 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:15635:60677 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 7 1 136 GACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTGACAGTGGAGGCAAGCTCAG GAGAGCTGACAGTGCCACG 75 1 48 20 183 19 60,673 60,736 33,500 49,400 2,408,942 F 197 TgggggCCAGCTGAATCGGGGTGGTGGGTGATTATGAAGTCGGGTCAGACAGTGGAGGCAAGCTCAGGCCTGAGTCCAGGTTCAAAACTGAACACCTGCTTTTCCTCCCGCAGGTCCCGCCAACAACTCCGTCCCTccccccccaccaccaccaccaccaccaCCGTGGCACTGTCAGCTCTCCCCAAATCCATTAC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 1 1 3 19 145 ccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGAT CCTTCCTCCTGCGCTACAG GAAGTCACAGGCCAAGACTG 54 19 111 19 255 20 59,857 58,483 27,400 35,100 2,659,990 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 3 19 146 ccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGAT CCTTCCTCCTGCGCTACAG AGAAGTCACAGGCCAAGACTG 54 19 111 19 256 21 59,857 59,929 27,400 35,100 2,214,133 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 3 19 252 GCTCTGAGGAATGCTGCTGATCAGAACAGGACCCA GCTCTGAGGAATGCTGCTGA AGAAGTCACAGGCCAAGACTG 159 19 5 20 256 21 60,108 59,929 42,600 35,100 1,179,185 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 3 19 256 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGATGAGGCTCTGAGGAATGCTG AGAAGTCACAGGCCAAGACTG 163 19 1 20 256 21 59,460 59,929 44,100 35,100 1,611,838 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 3 18 111 TGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGT TGTGACCCAACTGTTCGCTT AGAAGTCACAGGCCAAGACTG 18 19 146 20 256 21 60,107 59,929 46,800 35,100 1,178,795 A 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 3 16 109 TGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCA TGACCCAACTGTTCGCTTCA AGAAGTCACAGGCCAAGACTG 16 19 148 20 256 21 59,821 59,929 30,200 35,100 1,250,618 A 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 4 20 146 ccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGAT CCTTCCTCCTGCGCTACAG AGAAGTCACAGGCCAAGACT 54 20 111 19 256 20 59,857 58,571 27,400 32,400 2,571,617 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 4 20 252 GCTCTGAGGAATGCTGCTGATCAGAACAGGACCCA GCTCTGAGGAATGCTGCTGA AGAAGTCACAGGCCAAGACT 159 20 5 20 256 20 60,108 58,571 42,600 32,400 1,536,669 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 4 19 112 ATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGATGTGACCCAACTGTTCGCT AGAAGTCACAGGCCAAGACTG 19 19 145 20 256 21 59,891 59,929 49,300 35,100 1,179,969 A 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 10 20 232 TCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAATCAGAACAGGACCCATTGGC AGAAGTCACAGGCCAAGACT 139 20 25 20 256 20 59,962 58,571 45,200 32,400 1,467,034 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 10 19 231 CAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAACAGAACAGGACCCATTGGCT AGAAGTCACAGGCCAAGACTG 138 19 26 20 256 21 59,961 59,929 47,500 35,100 1,110,129 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19086:3577_ 1 184 33 11 1 ATC GATGATGATGATGATGATGATGATGATGATGAT NA 0 0 10 19 232 TCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAATCAGAACAGGACCCATTGGC AGAAGTCACAGGCCAAGACTG 139 19 25 20 256 21 59,962 59,929 45,200 35,100 1,109,550 F 273 TGAGGCTCTGAGGAATGCTGCTGATCAGAACAGGACCCATTGGCTTCTTTTCTGATGGAAATGTAGTGATACATTACCAGTCGAAAGCAGAGTAAAcccccccAGTTcccccTTCCTCCTGCGCTACAGGCGACTGAGTGAATGATGTGACCCAACTGTTCGCTTCAGCAGACTCTATAGTCAgatgatgatgatgatgatgatgatgatgatgatGAGGCCCCGTGACTAAATACAGTCTTGGCCTGTGACTTCTttgttgttgTCGTGGTC

ST‐E00142:460:H2K7HCCXY:6:1106:19106:70662 1 69 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 20 ‐3 99 CTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTCTGCTGTTGTTGTTGCTGC CAGCAGCAACAACAGAAACA 0 ‐3 50 19 106 20 58,415 57,435 52,500 28,300 5,150,474 F 151 GTTGTGGTCACTGCtgttgttgttgttgttgttgttgtTTttgttgttgCTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTTGTTGCTGCTGTTGTGGTCACTGCtgttgttgttgtTTCTGTTGTTGCTGCTGTTG

ST‐E00142:460:H2K7HCCXY:6:1106:19106:70662 1 69 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 22 ‐5 99 CTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTCTGCTGTTGTTGTTGCTGC CAGCAGCAACAACAGAAACAAC 0 ‐5 50 19 106 22 58,415 59,400 52,500 33,200 5,185,237 F 151 GTTGTGGTCACTGCtgttgttgttgttgttgttgttgtTTttgttgttgCTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTTGTTGCTGCTGTTGTGGTCACTGCtgttgttgttgtTTCTGTTGTTGCTGCTGTTG

ST‐E00142:460:H2K7HCCXY:6:1106:19106:70662 1 69 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 22 ‐6 98 CTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTCTGCTGTTGTTGTTGCTGC AGCAGCAACAACAGAAACAACA 0 ‐6 50 19 105 22 58,415 59,769 52,500 33,300 4,816,256 F 151 GTTGTGGTCACTGCtgttgttgttgttgttgttgttgtTTttgttgttgCTGCtgttgttgtTGCTGCtgttgttgttgttgttgttgtTTCTGTTGTTGCTGCTGTTGTGGTCACTGCtgttgttgttgtTTCTGTTGTTGCTGCTGTTG

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 1 1 15 26 199 GCACATGCTCGTCctctctCACATATGCATGCACGCCCGCACATGCTCGTCCTCTCTC AGTGTGAGGGTGGGTGAGT 62 26 74 20 272 19 60,527 60,074 32,000 34,100 1,601,856 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 15 2 140 GGCGTACATACTCACTCACCCATactcactcactcactca GGCGTACATACTCACTCACCC AGTGTGAGGGTGGGTGAGT 2 26 133 21 272 19 60,202 60,074 46,100 34,100 2,276,854 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 16 2 141 GGCGTACATACTCACTCACCCATactcactcactcactca GGCGTACATACTCACTCACCC GAGTGTGAGGGTGGGTGAGT 2 26 133 21 273 20 60,202 61,122 46,100 34,100 2,324,401 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 16 1 140 GCGTACATACTCACTCACCCATactcactcactcactcact GCGTACATACTCACTCACCCA GAGTGTGAGGGTGGGTGAGT 1 26 134 21 273 20 59,525 61,122 45,100 34,100 2,597,299 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 25 181 ctCACATATGCATGCACGCCCACCctctctctCACAAACCTCACATATGCATGCACGCC GTGTGAGGGTGGGTGAGTG 45 25 91 20 271 19 60,041 59,929 56,800 35,100 1,112,163 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 25 198 GCACATGCTCGTCctctctCACATATGCATGCACGCCCGCACATGCTCGTCCTCTCTC GTGTGAGGGTGGGTGAGTG 62 25 74 20 271 19 60,527 59,929 32,000 35,100 1,598,855 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 25 209 CATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACAGGCGCACATG GTGTGAGGGTGGGTGAGTG 75 25 63 18 271 19 60,203 59,929 32,100 35,100 3,274,028 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 24 197 GCACATGCTCGTCctctctCACATATGCATGCACGCCCGCACATGCTCGTCCTCTCTC TGTGAGGGTGGGTGAGTGA 62 24 74 20 270 19 60,527 60,075 32,000 34,100 1,602,235 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 10 139 tctctCACAAACACAGGCGTACATACTCACTCACCCATTCTCTCACAAACACAGGCGT AGTGAGGGTGGGTGAGTGA 18 10 118 20 256 19 59,536 59,764 56,800 34,100 1,700,024 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 17 2 139 GGCGTACATACTCACTCACCCATactcactcactcactca GGCGTACATACTCACTCACCC GTGTGAGGGTGGGTGAGTG 2 25 133 21 271 19 60,202 59,929 46,100 35,100 2,273,853 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 10 138 tctCACAAACACAGGCGTACATACTCACTCACCCATa TCTCACAAACACAGGCGTACA GAGTGAGGGTGGGTGAGTGA 15 10 120 21 257 20 59,863 60,832 29,000 34,100 1,969,417 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 10 163 CATATGCATGCACGCCCACCctctctctCACAAACACA CATATGCATGCACGCCCAC GAGTGAGGGTGGGTGAGTGA 42 10 95 19 257 20 60,008 60,832 46,100 34,100 1,840,329 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 10 165 CACATATGCATGCACGCCCACCctctctctCACAAACA CACATATGCATGCACGCCC GAGTGAGGGTGGGTGAGTGA 44 10 93 19 257 20 60,008 60,832 61,300 34,100 1,840,329 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 10 167 ctCACATATGCATGCACGCCCACCctctctctCACAAACCTCACATATGCATGCACGCC GAGTGAGGGTGGGTGAGTGA 45 10 91 20 257 20 60,041 60,832 56,800 34,100 0.872827 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 10 195 CATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACAGGCGCACATG GAGTGAGGGTGGGTGAGTGA 75 10 63 18 257 20 60,203 60,832 32,100 34,100 3,034,692 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 9 139 tctctCACAAACACAGGCGTACATACTCACTCACCCATTCTCTCACAAACACAGGCGT AGTGAGGGTGGGTGAGTGAG 18 9 118 20 256 20 59,536 60,834 56,800 35,100 1,297,870 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 9 162 CATATGCATGCACGCCCACCctctctctCACAAACACA CATATGCATGCACGCCCAC AGTGAGGGTGGGTGAGTGAG 42 9 95 19 256 20 60,008 60,834 46,100 35,100 1,842,028 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 9 166 ctCACATATGCATGCACGCCCACCctctctctCACAAACCTCACATATGCATGCACGCC AGTGAGGGTGGGTGAGTGAG 45 9 91 20 256 20 60,041 60,834 56,800 35,100 0.874526 F 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 9 194 CATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACAGGCGCACATG AGTGAGGGTGGGTGAGTGAG 75 9 63 18 256 20 60,203 60,834 32,100 35,100 3,036,392 B 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 2 124 GGCGTACATACTCACTCACCCATactcactcactcactca GGCGTACATACTCACTCACCC AGTGAGGGTGGGTGAGTGAG 2 9 133 21 256 20 60,202 60,834 46,100 35,100 2,036,216 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:1925:33727_ 1 156 72 18 1 ACTC ACTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 18 2 125 GGCGTACATACTCACTCACCCATactcactcactcactca GGCGTACATACTCACTCACCC GAGTGAGGGTGGGTGAGTGA 2 10 133 21 257 20 60,202 60,832 46,100 34,100 2,034,517 A 273 CTCTccccccACCCTCTCACACCCCTCTGTCTcacacacaAacacacacacATACACGCATGCATGCACAGGCGCACATGCTCGTCctctctCACATATGCATGCACGCCCACCctctctctCACAAACACAGGCGTACATACTCACTCACCCATactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTCACCCACCCTCACTCACCCACCCTCACTCACCCACCCTCACACTC

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 3 20 172 TCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAG TCCTGGTCAGCCATTTGATG GTGTTGTCCATGCTGGGTCT 91 20 75 20 246 20 57,867 60,251 30,700 38,500 2,384,183 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 19 171 TCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAG TCCTGGTCAGCCATTTGATG TGTTGTCCATGCTGGGTCTT 91 19 75 20 245 20 57,867 59,522 30,700 30,100 2,611,353 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 20 173 TTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGA TTCCTGGTCAGCCATTTGATG GTGTTGTCCATGCTGGGTCT 91 20 74 21 246 20 58,551 60,251 30,700 38,500 2,700,365 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 96 GCCGCAGCAACTTAGACTCTGAGTGAACTGTAACG GCCGCAGCAACTTAGACTCT GTGTTGTCCATGCTGGGTCT 15 20 151 20 246 20 60,390 60,251 32,400 38,500 0.641373 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 132 GCCGCAGCAACTTAGACTCTGAGTGAACTGTAACG GCCGCAGCAACTTAGACTCT ACCGTCTGGCTATCAGGAGT 15 56 151 20 282 20 60,390 60,033 32,400 38,500 0.423482 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 134 GCCGCAGCAACTTAGACTCTGAGTGAACTGTAACG GCCGCAGCAACTTAGACTCT TCACCGTCTGGCTATCAGGA 15 58 151 20 284 20 60,390 60,034 32,400 38,600 0.423974 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 62 240 CGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCGGCAGGTGGTAAGAGTGG TCCTTCACCGTCTGGCTATC 118 62 49 19 288 20 60,079 58,888 40,000 20,800 2,191,240 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 62 241 CCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCACCGGCAGGTGGTAAGAGTG TCCTTCACCGTCTGGCTATC 119 62 48 19 288 20 60,079 58,888 35,100 20,800 2,191,240 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 61 240 CCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCACCGGCAGGTGGTAAGAGTG CCTTCACCGTCTGGCTATCA 119 61 48 19 287 20 60,079 59,176 35,100 21,500 1,903,236 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 58 236 CGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCGGCAGGTGGTAAGAGTGG TCACCGTCTGGCTATCAGGA 118 58 49 19 284 20 60,079 60,034 40,000 38,600 1,112,630 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 56 234 CGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCGGCAGGTGGTAAGAGTGG ACCGTCTGGCTATCAGGAGT 118 56 49 19 282 20 60,079 60,033 40,000 38,500 1,112,138 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 56 235 CCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCACCGGCAGGTGGTAAGAGTG ACCGTCTGGCTATCAGGAGT 119 56 48 19 282 20 60,079 60,033 35,100 38,500 1,112,138 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 58 234 GCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCGCAGGTGGTAAGAGTGGGAG TCACCGTCTGGCTATCAGGA 115 58 51 20 284 20 59,749 60,034 43,000 38,600 0.284016 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 58 257 AATCCTTCCAacacacGCCACCGGCAGGTGGTAAGA AATCCTTCCAACACACGCCA TCACCGTCTGGCTATCAGGA 138 58 28 20 284 20 60,179 60,034 56,900 38,600 0.212506 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 57 256 AATCCTTCCAacacacGCCACCGGCAGGTGGTAAGA AATCCTTCCAACACACGCCA CACCGTCTGGCTATCAGGAG 138 57 28 20 283 20 60,179 59,613 56,900 36,900 0.566205 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 56 232 GCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCGCAGGTGGTAAGAGTGGGAG ACCGTCTGGCTATCAGGAGT 115 56 51 20 282 20 59,749 60,033 43,000 38,500 0.283524 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 56 255 AATCCTTCCAacacacGCCACCGGCAGGTGGTAAGA AATCCTTCCAACACACGCCA ACCGTCTGGCTATCAGGAGT 138 56 28 20 282 20 60,179 60,033 56,900 38,500 0.212014 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 26 225 AATCCTTCCAacacacGCCACCGGCAGGTGGTAAGA AATCCTTCCAACACACGCCA TGTGTGGTGTTGTCCATGCT 138 26 28 20 252 20 60,179 60,107 56,900 37,900 0.285773 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 29 146 GGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGGAATATGCATGTTGCCGCA ACCGTCTGGCTATCAGGAGT 29 56 137 20 282 20 59,615 60,033 56,900 38,500 0.418040 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 20 110 GGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGGAATATGCATGTTGCCGCA GTGTTGTCCATGCTGGGTCT 29 20 137 20 246 20 59,615 60,251 56,900 38,500 0.635930 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 27 144 AATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTAATATGCATGTTGCCGCAGC ACCGTCTGGCTATCAGGAGT 27 56 139 20 282 20 60,249 60,033 52,500 38,500 0.282166 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 27 146 AATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTAATATGCATGTTGCCGCAGC TCACCGTCTGGCTATCAGGA 27 58 139 20 284 20 60,249 60,034 52,500 38,600 0.282658 B 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 26 114 AATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTAATATGCATGTTGCCGCAGC TGTGTGGTGTTGTCCATGCT 27 26 139 20 252 20 60,249 60,107 52,500 37,900 0.355924 F 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:19745:54682 1 186 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 20 108 AATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTAATATGCATGTTGCCGCAGC GTGTTGTCCATGCTGGGTCT 27 20 139 20 246 20 60,249 60,251 52,500 38,500 0.500057 A 288 CAGGCAAATATGGATTGTCAACCAGCAAATCCTTCCAacacacGCCACCGGCAGGTGGTAAGAGTGGgagagaTTCCTGGTCAGCCATTTGATGGAAAGAAAGTTGGAGCTTCTACCATCACTGTTCATAGCTCCAGGAATATGCATGTTGCCGCAGCAACTTAGACTCTGAGTGAACTGTAACGcaccaccaccaccaccaccacTGATTGGATAGCTGTTTCAAAGACCCAGCATGGACAACACcacacaGAGTTGTTAAACTCCTGATAGCCAGACGGTGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 1 1 18 13 105 TCCGGAAATGAAATGACATGACaaaaaTTTTACGGg TCCGGAAATGAAATGACATGAC GTCATGTCATGTCATTTCCCGA 13 13 5 22 109 22 57,037 58,730 30,600 51,400 8,233,303 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 0 0 18 12 168 CCGGAAATGAAATGACATGACaaaaaTTTTACGGga CCGGAAATGAAATGACATGACA CATGCCATGCCATGTCATCT 12 79 6 22 173 20 57,300 58,672 35,800 29,000 6,028,547 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 0 0 19 12 104 TCCGGAAATGAAATGACATGACaaaaaTTTTACGGg TCCGGAAATGAAATGACATGACA TCATGTCATGTCATTTCCCGA 12 13 5 23 108 21 58,669 57,374 35,800 51,400 7,956,758 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 0 0 19 12 169 TCCGGAAATGAAATGACATGACaaaaaTTTTACGGg TCCGGAAATGAAATGACATGACA CATGCCATGCCATGTCATCT 12 79 5 23 173 20 58,669 58,672 35,800 29,000 5,659,387 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 0 0 19 12 169 TCCGGAAATGAAATGACATGACaaaaaTTTTACGGg TCCGGAAATGAAATGACATGACA CATGCCATGCCATGTCATCTT 12 78 5 23 173 21 58,669 59,313 35,800 24,000 6,017,696 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:30056:51764 1 40 35 7 1 ACATG GACATGACATGACATGACATGACATGACATGACAT NA 0 0 20 13 106 TCCGGAAATGAAATGACATGACaaaaaTTTTACGGg TCCGGAAATGAAATGACATGAC TGTCATGTCATGTCATTTCCCG 13 14 5 22 110 22 57,037 58,991 30,600 51,400 7,972,302 F 176 TATTTCCGGAAATGAAATGACATGACaaaaaTTTTACGGgacatgacatgacatgacatgacatgacatgacatGACAAAGAACTTATCGGGAAatgacatgacatgacaaaaatttttCGTTACATGACATAAAATGACaaaaaTTTTCAAAAGATGACATGGCATGGCATGTCA

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 4 16 101 ACAGGCTTTGCGAGTACTCCCACTACATTCCAccccc ACAGGCTTTGCGAGTACTCC AATCACTCGTGGTCTGGCTG 24 16 71 20 171 20 60,037 60,037 38,500 48,500 0.074185 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 16 140 TCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCA TCACTGAATAATGTGTAATGGTGTCTT AATCACTCGTGGTCTGGCTG 56 16 32 27 171 20 59,117 60,037 30,100 48,500 7,919,743 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 16 140 TCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCA TCACTGAATAATGTGTAATGGTGTC AATCACTCGTGGTCTGGCTG 58 16 32 25 171 20 57,390 60,037 36,700 48,500 7,646,712 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 16 140 TCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCA TCACTGAATAATGTGTAATGGTGTCT AATCACTCGTGGTCTGGCTG 57 16 32 26 171 20 58,606 60,037 34,100 48,500 7,430,968 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 16 97 GCTTTGCGAGTACTCCCACTACATTCCAcccccccTCC GCTTTGCGAGTACTCCCACT AATCACTCGTGGTCTGGCTG 20 16 75 20 171 20 60,037 60,037 40,000 48,500 0.074185 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3173:18203_ 1 115 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 16 103 TGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccTGACAGGCTTTGCGAGTACT AATCACTCGTGGTCTGGCTG 26 16 69 20 171 20 59,320 60,037 27,300 48,500 0.716457 F 171 ACCCTTTTATAATCTGAAAatatatTCAGTTTCACTGAATAATGTGTAATGGTGTCTTTCAGCTTCATTGACAGGCTTTGCGAGTACTCCCACTACATTCCAcccccccTCCCCccaccaccaccaccaccaccaGCAGTTCAGCACCACGCAGCCAGACCACGAGTGATT

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 6 4 113 CCGCCACCAGCAACAATAAACCCCccaccaccaccaccaCCGCCACCAGCAACAATAAA GCCTCCAGCCAAAGAGATGT 4 45 3 20 115 20 59,399 60,035 14,000 30,600 0.635227 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 6 4 232 CCGCCACCAGCAACAATAAACCCCccaccaccaccaccaCCGCCACCAGCAACAATAAA TGAGATTAGGTTACAGGCTTCCC 4 161 3 20 234 23 59,399 59,545 14,000 39,700 4,055,369 B 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 6 115 AACCGCCACCAGCAACAATAAACCCCccaccaccacca AACCGCCACCAGCAACAATA GCCTCCAGCCAAAGAGATGT 6 45 1 20 115 20 60,539 60,035 19,000 30,600 0.573187 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 6 155 AACCGCCACCAGCAACAATAAACCCCccaccaccacca AACCGCCACCAGCAACAATA AAGGCTTTGAGCTACCACAG 6 85 1 20 155 20 60,539 57,809 19,000 36,600 2,729,644 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 6 175 AACCGCCACCAGCAACAATAAACCCCccaccaccacca AACCGCCACCAGCAACAATA TGTGTGGTCAGCAGAGAGAA 6 105 1 20 175 20 60,539 58,587 19,000 28,700 1,951,634 F 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 6 234 AACCGCCACCAGCAACAATAAACCCCccaccaccacca AACCGCCACCAGCAACAATA TGAGATTAGGTTACAGGCTTCCC 6 161 1 20 234 23 60,539 59,545 19,000 39,700 3,993,328 B 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 5 114 ACCGCCACCAGCAACAATAAACCCCccaccaccaccac ACCGCCACCAGCAACAATAA GCCTCCAGCCAAAGAGATGT 5 45 2 20 115 20 60,539 60,035 14,000 30,600 0.573187 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 5 154 ACCGCCACCAGCAACAATAAACCCCccaccaccaccac ACCGCCACCAGCAACAATAA AAGGCTTTGAGCTACCACAG 5 85 2 20 155 20 60,539 57,809 14,000 36,600 2,729,644 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 5 174 ACCGCCACCAGCAACAATAAACCCCccaccaccaccac ACCGCCACCAGCAACAATAA TGTGTGGTCAGCAGAGAGAA 5 105 2 20 175 20 60,539 58,587 14,000 28,700 1,951,634 F 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 5 175 ACCGCCACCAGCAACAATAAACCCCccaccaccaccac ACCGCCACCAGCAACAATAA TTGTGTGGTCAGCAGAGAGA 5 106 2 20 176 20 60,539 58,587 14,000 31,000 1,951,634 F 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 8 5 233 ACCGCCACCAGCAACAATAAACCCCccaccaccaccac ACCGCCACCAGCAACAATAA TGAGATTAGGTTACAGGCTTCCC 5 161 2 20 234 23 60,539 59,545 14,000 39,700 3,993,328 B 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

ST‐E00142:460:H2K7HCCXY:6:1106:3863:6460_1 1 27 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 11 6 140 AACCGCCACCAGCAACAATAAACCCCccaccaccacca AACCGCCACCAGCAACAATA CACAGCCGGATGTGGAAGG 6 71 1 20 140 19 60,539 60,747 19,000 34,600 2,285,131 A 240 AACCGCCACCAGCAACAATAAACCCCccaccaccaccaccaccaccaccaCCGTGCCAGGACGAATCTCCCAAAATCCTTACAAGGCTGTAGGATACATCTCTTTGGCTGGAGGCCATCTCCCTTCCACATCCGGCTGTGGTAGCTCAAAGCCTTTtctctcTGCTGACcacacaAAACTGCTGCATGTCTGCGATATTCACTGATTTGTGGGGAAGCCTGTAACCTAATCTCAAAATGG

Ctaur3 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 1 1 6 23 193 CTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTCTGGGCGGCGTTGAAATTTC TGTAAGCGTATATTTACACTTTCCCT 52 23 66 20 258 26 60,733 58,441 21,700 42,000 8,291,142 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 6 19 246 TGTTTGCACAAATGTTTGCCTTAAAATACAATCAGC TGTTTGCACAAATGTTTGCCT AGCGTATATTTACACTTTCCCTTTGC 108 19 9 21 254 26 58,017 60,183 47,500 36,800 9,166,589 F 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 6 18 245 TGTTTGCACAAATGTTTGCCTTAAAATACAATCAGC TGTTTGCACAAATGTTTGCCT GCGTATATTTACACTTTCCCTTTGCT 108 18 9 21 253 26 58,017 60,183 47,500 39,100 9,166,589 F 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 7 19 245 TGTTTGCACAAATGTTTGCCTTAAAATACAATCAGC TGTTTGCACAAATGTTTGCCT GCGTATATTTACACTTTCCCTTTGC 108 19 9 21 253 25 58,017 59,031 47,500 36,800 8,952,664 F 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 8 24 191 GGGCGGCGTTGAAATTTCAAGGACTGTATTATCTG GGGCGGCGTTGAAATTTCAA TGTAAGCGTATATTTACACTTTCCC 50 24 68 20 258 25 60,319 57,225 26,900 39,700 8,094,523 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 8 23 191 GGGCGGCGTTGAAATTTCAAGGACTGTATTATCTG GGGCGGCGTTGAAATTTCAA TGTAAGCGTATATTTACACTTTCCCT 50 23 68 20 258 26 60,319 58,441 26,900 42,000 7,877,730 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 8 19 186 GGGCGGCGTTGAAATTTCAAGGACTGTATTATCTG GGGCGGCGTTGAAATTTCAA GCGTATATTTACACTTTCCCTTTGC 50 19 68 20 253 25 60,319 59,031 26,900 36,800 6,288,561 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 8 19 187 GGGCGGCGTTGAAATTTCAAGGACTGTATTATCTG GGGCGGCGTTGAAATTTCAA AGCGTATATTTACACTTTCCCTTTGC 50 19 68 20 254 26 60,319 60,183 26,900 36,800 6,502,485 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:15848:1168_ 1 138 72 18 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 8 18 186 GGGCGGCGTTGAAATTTCAAGGACTGTATTATCTG GGGCGGCGTTGAAATTTCAA GCGTATATTTACACTTTCCCTTTGCT 50 18 68 20 253 26 60,319 60,183 26,900 39,100 6,502,485 A 277 TATTGATTTGTTTGCACAAATGTTTGCCTTAAAATACAATCAGCCCTGACGGGAGTGcccccATGCTGGGCGGCGTTGAAATTTCAAGGACTGTATTATCTGTGTAGCCCAACACTAAATAATTAGTCTAGATAACAagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatGATTGCAAACAATGCAAAAGCAAAGGGAAAGTGTAAATATACGCTTACAAAATGTTAATAGGAGGGGT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 13 196 TCATGACAGCAATGTGGCCATTGTTCATCAGCTtcct TCATGACAGCAATGTGGCCA GCAAGTTGTTGTTGTGTCTTTCA 13 119 8 20 203 23 60,251 58,766 53,600 26,900 4,485,042 F 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 13 197 TCATGACAGCAATGTGGCCATTGTTCATCAGCTtcct TCATGACAGCAATGTGGCCA TGCAAGTTGTTGTTGTGTCTTTC 13 120 8 20 204 23 60,251 58,766 53,600 26,200 4,485,042 F 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 13 197 TCATGACAGCAATGTGGCCATTGTTCATCAGCTtcct TCATGACAGCAATGTGGCCA TGCAAGTTGTTGTTGTGTCTT 13 122 8 20 204 21 60,251 57,067 53,600 30,100 4,183,797 F 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 14 149 TTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcc TTCATGACAGCAATGTGGCC CCACTGCCATGGGATCATTT 14 74 7 20 155 20 59,110 58,216 53,600 23,200 2,674,352 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 13 148 TCATGACAGCAATGTGGCCATTGTTCATCAGCTtcct TCATGACAGCAATGTGGCCA CCACTGCCATGGGATCATTT 13 74 8 20 155 20 60,251 58,216 53,600 23,200 2,035,611 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 12 147 CATGACAGCAATGTGGCCATTGTTCATCAGCTtcctc CATGACAGCAATGTGGCCAT CCACTGCCATGGGATCATTT 12 74 9 20 155 20 59,178 58,216 44,000 23,200 2,605,875 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 1 136 TGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctcc TGTGGCCATTGTTCATCAGC CCACTGCCATGGGATCATTT 1 74 20 20 155 20 59,110 58,216 42,600 23,200 2,674,352 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 1 137 ATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctcATGTGGCCATTGTTCATCAGC CCACTGCCATGGGATCATTT 1 74 19 21 155 20 59,521 58,216 42,600 23,200 3,263,681 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:16183:6636_ 1 41 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 0 135 GTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccT GTGGCCATTGTTCATCAGCT CCACTGCCATGGGATCATTT 0 74 21 20 155 20 58,820 58,216 42,400 23,200 2,964,387 A 226 GGATCATTCATGACAGCAATGTGGCCATTGTTCATCAGCTtcctcctcctcctcctcctccTCTGCAAACTGAAGTTACTAAGGAGTAACCTAATACAAATGTACATGTTGGTATGGGGAAATATTTGGAAAATTAAATGATCCCATGGCAGTGGGGaaaaaGGAACAAAGGCTCAATAATGAAAGACacaacaacaACTTGCATTtatataACACATATAGTACT

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 3 0 105 GGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAG GGGTGTTTCCTCAACGCTTC AATATAACATGACACCGAGAACAC 40 0 118 20 222 24 59,408 57,096 38,600 33,200 7,495,542 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 0 106 TGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGA TGGGTGTTTCCTCAACGCTT AATATAACATGACACCGAGAACAC 41 0 117 20 222 24 60,107 57,096 46,800 33,200 7,010,801 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 0 107 CTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGACTGGGTGTTTCCTCAACGCT AATATAACATGACACCGAGAACAC 42 0 116 20 222 24 60,535 57,096 50,700 33,200 7,438,985 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 0 148 TGTTACCACAGCTGACATGCATTTATTAACCAAACC TGTTACCACAGCTGACATGCA AATATAACATGACACCGAGAACAC 82 0 75 21 222 24 60,203 57,096 39,600 33,200 8,106,629 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 0 175 CCACAACTTCCTGACCAGAGGTGGAATTGTTACCACCCACAACTTCCTGACCAGAGG AATATAACATGACACCGAGAACAC 109 0 48 21 222 24 60,271 57,096 36,900 33,200 8,174,938 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 0 173 ACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGACAACTTCCTGACCAGAGGTG AATATAACATGACACCGAGAACAC 107 0 50 21 222 24 59,582 57,096 40,000 33,200 8,321,773 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 8 0 208 AGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCC AGTGTGCTCAAGTGACTTGA AATATAACATGACACCGAGAACAC 143 0 15 20 222 24 57,012 57,096 30,200 33,200 9,891,894 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 9 0 209 AAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATC AAGTGTGCTCAAGTGACTTGA AATATAACATGACACCGAGAACAC 143 0 14 21 222 24 57,733 57,096 30,200 33,200 10,170,393 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:1884:36715_ 1 178 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 10 0 210 AAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAAT AAAGTGTGCTCAAGTGACTTGA AATATAACATGACACCGAGAACAC 143 0 13 22 222 24 58,390 57,096 30,200 33,200 10,513,736 B 247 CACTGTGACTTTAAAGTGTGCTCAAGTGACTTGAGTGGAACTTGAATCCACAACTTCCTGACCAGAGGTGGAATTGTTACCACAGCTGACATGCATTTATTAACCAAACCTTTCACTGGGTGTTTCCTCAACGCTTCTCTAGAATTTGCTGAGACAACTAGCAatcatcatcCTGCAcatcatcatcatcatcatcatGTGTTCTCGGTGTCATGTTATATTAATTATTGTAATATGCCTTTAAGGG

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 3 25 140 ATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTT ATTTAGAGTTTATTTGCAATGCTAAGG TGAGAATAGTGGTGGATTCTGAG 41 25 39 27 178 23 57,192 57,395 26,900 33,500 15,412,406 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 24 140 ATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTT ATTTAGAGTTTATTTGCAATGCTAAGG TGAGAATAGTGGTGGATTCTGAGT 41 24 39 27 178 24 57,192 58,974 26,900 34,100 14,833,770 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 23 140 ATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTT ATTTAGAGTTTATTTGCAATGCTAAGG TGAGAATAGTGGTGGATTCTGAGTC 41 23 39 27 178 25 57,192 59,872 26,900 33,600 14,935,493 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 30 194 TGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTGCAATGCTAAGGAAATTACTTGT TCCATCTGTTCACATTCTAGCTGT 30 92 53 24 246 24 57,411 59,776 31,600 44,000 10,812,419 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 7 91 ACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcaACCAGGACTTCTTTGCAGGT GTGGTGGATTCTGAGTCCCG 7 20 80 20 170 20 59,153 60,108 40,000 51,400 0.954831 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 7 166 ACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcaACCAGGACTTCTTTGCAGGT CCATCTGTTCACATTCTAGCTGT 7 92 80 20 245 23 59,153 58,488 40,000 44,000 5,358,220 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 7 167 ACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcaACCAGGACTTCTTTGCAGGT TCCATCTGTTCACATTCTAGCTGT 7 92 80 20 246 24 59,153 59,776 40,000 44,000 5,070,393 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 8 92 AACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcAACCAGGACTTCTTTGCAGG GTGGTGGATTCTGAGTCCCG 8 20 79 20 170 20 58,013 60,108 48,500 51,400 2,095,020 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 7 92 AACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcAACCAGGACTTCTTTGCAGGT GTGGTGGATTCTGAGTCCCG 7 20 79 21 170 20 59,785 60,108 40,000 51,400 1,323,560 A 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 7 168 AACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcAACCAGGACTTCTTTGCAGGT TCCATCTGTTCACATTCTAGCTGT 7 92 79 21 246 24 59,785 59,776 40,000 44,000 5,439,123 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 28 193 TGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTGCAATGCTAAGGAAATTACTTGTCA CCATCTGTTCACATTCTAGCTGT 28 92 53 26 245 23 59,792 58,488 35,800 44,000 10,719,928 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:21054:11242 1 107 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 28 194 TGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTGCAATGCTAAGGAAATTACTTGTCA TCCATCTGTTCACATTCTAGCTGT 28 92 53 26 246 24 59,792 59,776 35,800 44,000 10,432,102 F 277 ACTTAAGAGTATTCTTATTGAAAGGTCAGTAACAATAAATTTAGAGTTTATTTGCAATGCTAAGGAAATTACTTGTCAAACCAGGACTTCTTTGCAGGTACTCCGTcagcagcagcagcagcagcagcagCACCACCTATTGTACGTTTCCGGGACTCAGAATCCACCACTATTCTCAtgttgttgttgtTAGCCGGtttttCTGTTTTCACAGTTATATTTACAGCTAGAATGTGAACAGATGGAACATAGTCATTATCAAAACCAAAACATACTT

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 1 1 7 6 141 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTGT TTTATTAGAGTCACGTTATTTGTGGT 25 6 126 27 266 26 58,768 57,164 28,300 41,600 17,068,104 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 7 5 140 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTGT TTATTAGAGTCACGTTATTTGTGGTT 25 5 126 27 265 26 58,768 57,164 28,300 36,700 17,068,104 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 7 4 140 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTGT TTATTAGAGTCACGTTATTTGTGGTTC 25 4 126 27 265 27 58,768 58,071 28,300 36,200 17,160,570 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 7 3 135 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTGT AGAGTCACGTTATTTGTGGTTCA 25 3 126 27 260 23 58,768 58,300 28,300 31,800 12,931,474 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 7 0 133 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTGT AGTCACGTTATTTGTGGTTCATGA 25 0 126 27 258 24 58,768 58,939 28,300 30,700 13,292,342 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:24545:7409_ 1 178 57 19 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 8 3 135 GCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAGCAATTTCATGCATCTAATTTGTTTG AGAGTCACGTTATTTGTGGTTCA 26 3 126 26 260 23 57,404 58,300 29,300 31,800 13,295,418 A 278 CTTGTTACTTTGTGTTAGATTTAAGAGAATCTAGTACTTGATTTTAATGATAACCAATAAAGAATATGATAAATTTATTTAGATGAAGATTAATGACTGATATAAATGATTTGTTTGAATTAAAAGCAATTTCATGCATCTAATTTGTTTGTGTAAATCTGAATTACTGTAAAAGTGaataataataataataataataataataataataataataataataataataataatTCATGAACCACAAATAACGTGACTCTAATAAAAGTAGAGATGAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 3 4 140 TGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctc TGGATATGGCCTCCTGCTGA TGCTGAAAGTTGCTTCCAGAC 4 68 64 20 203 21 60,400 59,050 42,600 35,100 2,349,906 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 43 160 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGCA GGCTATGAGTGGGCTTCCTC 48 43 18 22 177 20 60,225 59,892 49,200 37,100 2,332,167 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 43 161 tCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTG TCCTCACTAAAGTTCAGGTGGC GGCTATGAGTGGGCTTCCTC 49 43 17 22 177 20 59,961 59,892 50,100 37,100 2,146,200 F 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 38 155 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGCA TGAGTGGGCTTCCTCTGAGA 48 38 18 22 172 20 60,225 59,885 49,200 32,700 2,339,675 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 38 156 tCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTG TCCTCACTAAAGTTCAGGTGGC TGAGTGGGCTTCCTCTGAGA 49 38 17 22 172 20 59,961 59,885 50,100 32,700 2,153,709 F 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 192 TGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctTGATGGATATGGCCTCCTGC TGCAACGTGTTTCCCTTATTGA 7 116 61 20 252 22 59,305 58,785 48,500 25,700 3,909,923 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 98 GCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCGCTGCTTGAAGACTCTTGATGG GCCATGTAGAGTAGGAGAAGCT 21 6 45 22 142 22 59,581 59,038 35,100 37,400 5,381,745 A 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 125 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGCA GCCATGTAGAGTAGGAGAAGCT 48 6 18 22 142 22 60,225 59,038 49,200 37,400 5,186,944 A 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 4 114 TGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctc TGGATATGGCCTCCTGCTGA GGCTATGAGTGGGCTTCCTC 4 43 64 20 177 20 60,400 59,892 42,600 37,100 0.508024 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 3 108 GGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcc GGATATGGCCTCCTGCTGAG TGAGTGGGCTTCCTCTGAGA 3 38 65 20 172 20 59,676 59,885 33,500 32,700 0.439437 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 3 113 GGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcc GGATATGGCCTCCTGCTGAG GGCTATGAGTGGGCTTCCTC 3 43 65 20 177 20 59,676 59,892 33,500 37,100 0.431928 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 49 241 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGC TGAATATGCAACGTGTTTCCCT 49 122 18 21 258 22 58,572 58,583 50,100 42,000 5,844,607 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 49 242 tCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTG TCCTCACTAAAGTTCAGGTGGC TGAATATGCAACGTGTTTCCCT 49 122 17 22 258 22 59,961 58,583 50,100 42,000 5,455,658 F 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 48 241 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGCA TGAATATGCAACGTGTTTCCCT 48 122 18 22 258 22 60,225 58,583 49,200 42,000 5,641,624 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 48 241 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGCA TGAATATGCAACGTGTTTCCCTT 48 121 18 22 258 23 60,225 59,176 49,200 39,500 6,048,397 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 6 125 CCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGACCTCACTAAAGTTCAGGTGGC GCCATGTAGAGTAGGAGAAGCT 49 6 18 21 142 22 58,572 59,038 50,100 37,400 5,389,927 A 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 4 195 TGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctc TGGATATGGCCTCCTGCTGA TGAATATGCAACGTGTTTCCCT 4 122 64 20 258 22 60,400 58,583 42,600 42,000 3,817,482 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:28087:1907_ 1 88 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 3 194 GGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcc GGATATGGCCTCCTGCTGAG TGAATATGCAACGTGTTTCCCT 3 122 65 20 258 22 59,676 58,583 33,500 42,000 3,741,386 B 267 GTGGTTcacacatttttCCTCACTAAAGTTCAGGTGGCAGAATTGCTGCTTGAAGACTCTTGATGGATATGGCCTCCTGCTGAGAGCcctcctcctcctcctcctcctcctcctTCTAGTAGCTTCTCCTACTCTACATGGCctctctTCATTCTCAGAGGAAGCCCACTCATAGCCCCAATGTCTGGAAGCAACTTTCAGCATAAAATTTTATTTGACCCAAAAGTACTTCAATAAGGGAAACACGTTGCATATTCAAACTTTAAC

ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 1 1 18 29 219 ACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAACCTGAAATTGATGTGTCACAGC TCTTCCTTTCTTCCTTTCTCTCTT 47 29 32 23 250 24 59,746 57,244 44,000 28,500 10,009,708 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA

ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 26 215 CCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGCCTGAAATTGATGTGTCACAGCT TCCTTTCTTCCTTTCTCTCTTTCT 46 26 33 23 247 24 59,495 57,244 42,400 25,200 10,260,448 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA

ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 26 216 ACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAACCTGAAATTGATGTGTCACAGC TCCTTTCTTCCTTTCTCTCTTTCT 47 26 32 23 247 24 59,746 57,244 44,000 25,200 10,009,708 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA

ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 27 ‐10 186 TGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCTGATGTGTCACAGCTACAGTT TCTTTCTCTCTTTCTTTCTCTCTTTCT 40 ‐10 41 21 214 27 57,249 58,077 31,600 25,200 12,674,748 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA
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ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 27 ‐10 187 TTGATGTGTCACAGCTACAGTTAGCTAAGATTCAAT TTGATGTGTCACAGCTACAGTT TCTTTCTCTCTTTCTTTCTCTCTTTCT 40 ‐10 40 22 214 27 57,928 58,077 31,600 25,200 12,995,230 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA

ST‐E00142:460:H2K7HCCXY:6:1107:3782:47210_ 1 102 96 10 2 AAAG GGAGGGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 27 ‐10 187 TTGATGTGTCACAGCTACAGTTAGCTAAGATTCAAT TTGATGTGTCACAGCTACAGT TCTTTCTCTCTTTCTTTCTCTCTTTCT 41 ‐10 40 21 214 27 57,249 58,077 35,500 25,200 12,674,748 G 250 TTACCCAGCATTTGGAATTAAAAGgagagaAACCTGAAATTGATGTGTCACAGCTACAGTTAGCTAAGATTCAATCACAAATGAAAATaaaaaCTTGGTTTggagggagggagggagggagggagggagggagggagGAAGAAAGGAAGGGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagagagAAAGAAagagagAAAGAAagagagAAAGAAagagagAAAGGAAGAAAGGAAGA

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 1 1 14 44 190 AATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAATGGAGGAATGGGTCGATGG TGCATTCATCCACCCATCCA 44 49 5 21 194 20 59,856 59,370 35,100 34,100 1,773,818 F 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 18 150 ATGGGTCGATGGACTGTTGGATGCAAAGAGGAatg ATGGGTCGATGGACTGTTGG AACAATCCACCGGTCCATCC 36 18 14 20 163 20 59,747 60,034 37,700 35,100 0.287521 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 18 156 GGAGGAATGGGTCGATGGACTGTTGGATGCAAAG GGAGGAATGGGTCGATGGAC AACAATCCACCGGTCCATCC 42 18 8 20 163 20 59,893 60,034 40,200 35,100 0.141372 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 16 154 GGAGGAATGGGTCGATGGACTGTTGGATGCAAAG GGAGGAATGGGTCGATGGAC CAATCCACCGGTCCATCCAT 42 16 8 20 161 20 59,893 59,817 40,200 34,100 0.290386 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 11 138 TCGATGGACTGTTGGATGCAAAGAGGAatggatggat TCGATGGACTGTTGGATGCA CACCGGTCCATCCATCTGTT 31 11 19 20 156 20 59,387 59,747 39,600 31,600 0.865788 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 9 136 TCGATGGACTGTTGGATGCAAAGAGGAatggatggat TCGATGGACTGTTGGATGCA CCGGTCCATCCATCTGTTCA 31 9 19 20 154 20 59,387 59,459 39,600 31,800 1,154,137 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 9 139 GGGTCGATGGACTGTTGGATGCAAAGAGGAatgga GGGTCGATGGACTGTTGGAT CCGGTCCATCCATCTGTTCA 34 9 16 20 154 20 59,458 59,459 34,100 31,800 1,083,255 B 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 15 44 190 ATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAATGGAGGAATGGGTCGATGG ATGCATTCATCCACCCATCCA 44 49 6 20 195 21 59,233 59,782 35,100 34,100 1,985,824 F 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 15 43 190 TGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGTGGAGGAATGGGTCGATGGA CATGCATTCATCCACCCATCC 43 50 7 20 196 21 60,326 59,383 34,100 35,100 1,943,008 F 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 40 178 GGAGGAATGGGTCGATGGACTGTTGGATGCAAAG GGAGGAATGGGTCGATGGAC CCACCCATCCATCCATCCAC 42 40 8 20 185 20 59,893 60,179 40,200 40,200 0.285876 F 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:6725:60993_ 1 70 56 14 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 39 177 GGAGGAATGGGTCGATGGACTGTTGGATGCAAAG GGAGGAATGGGTCGATGGAC CACCCATCCATCCATCCACC 42 39 8 20 184 20 59,893 60,179 40,200 46,100 0.285876 F 196 GATTAATGGAGGAATGGGTCGATGGACTGTTGGATGCAAAGAGGAatggatggatggATGATTGGAACAatggatggatggatggatggatggatggatggatggatggatggatggatggatggATTGTTGGATGAACAGATGGATGGACCGGTGGATTGTTGGGtggatggatggaTGGGTGGATGAATGCATG

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 1 1 18 27 140 GAGCGTGACATagagagTGAGAGTGAGCATGAGATaGAGCGTGACATAGAGAGTGAG TCTCATGCTCACGCTCACTC 27 30 1 21 140 20 57,667 59,828 35,100 35,100 3,504,888 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 0 0 18 26 140 GAGCGTGACATagagagTGAGAGTGAGCATGAGATaGAGCGTGACATAGAGAGTGAGA TCTCATGCTCACGCTCACTC 26 30 1 22 140 20 59,060 59,828 32,700 35,100 3,111,884 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 0 0 18 25 139 AGCGTGACATagagagTGAGAGTGAGCATGAGATag AGCGTGACATAGAGAGTGAGAG TCTCATGCTCACGCTCACTC 25 30 2 22 140 20 59,058 59,828 32,000 35,100 3,114,503 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 0 0 18 24 138 GCGTGACATagagagTGAGAGTGAGCATGAGATaga GCGTGACATAGAGAGTGAGAGT TCTCATGCTCACGCTCACTC 24 30 3 22 140 20 59,319 59,828 32,400 35,100 2,852,969 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 0 0 18 18 126 GCGTGACATagagagTGAGAGTGAGCATGAGATaga GCGTGACATAGAGAGTGAGAGT GCTCACTCGCACTCTCACTC 24 18 3 22 128 20 59,319 60,456 32,400 35,100 3,136,813 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1107:9841:69871_ 1 49 42 7 1 ACTCTC GAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGAGTNA 0 0 19 25 140 GAGCGTGACATagagagTGAGAGTGAGCATGAGATaGAGCGTGACATAGAGAGTGAGAG TCTCATGCTCACGCTCACTC 25 30 1 23 140 20 59,998 59,828 32,000 35,100 3,174,373 F 148 GAGCGTGACATagagagTGAGAGTGAGCATGAGATagagagTGAGAGTgagtgagagtgagagtgagagtgagagtgagagtgagagtgaGCATGAGCATGATATagagagTGAGAGTGCGAGTGAGCGTGAGCATGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:1108:12286:13211 1 46 35 8 1.5 ACC CCACCACCACCACCACCACCACCACTACCACCACC NA 1 1 16 14 123 CACCACTGccaccaccaccaCTGCCACCACCGccaccacc CACCACTGCCACCACCAC CTGGTGTCAGTGGTGGTGG 14 37 14 18 136 19 60,907 60,228 41,600 46,100 4,134,840 F 148 CCGGCGACAGCAGCACCACTGccaccaccaccaCTGCCACCACCGccaccaccaccaccaccaccaccaCTaccaccaccGCCACTGCCGCCACCACCGCCGCCACCACCGCCGccaccaccaccaCTGACACCAGCACCACGGCCAC

ST‐E00142:460:H2K7HCCXY:6:1108:12286:13211 1 46 35 8 1.5 ACC CCACCACCACCACCACCACCACCACTACCACCACC NA 0 0 16 11 120 CACTGccaccaccaccaCTGCCACCACCGccaccaccaccaCACTGCCACCACCACCAC CTGGTGTCAGTGGTGGTGG 11 37 17 18 136 19 60,907 60,228 41,600 46,100 4,134,840 F 148 CCGGCGACAGCAGCACCACTGccaccaccaccaCTGCCACCACCGccaccaccaccaccaccaccaccaCTaccaccaccGCCACTGCCGCCACCACCGCCGCCACCACCGCCGccaccaccaccaCTGACACCAGCACCACGGCCAC

ST‐E00142:460:H2K7HCCXY:6:1108:12286:13211 1 46 35 8 1.5 ACC CCACCACCACCACCACCACCACCACTACCACCACC NA 0 0 16 9 118 CTGccaccaccaccaCTGCCACCACCGccaccaccaccacc CTGCCACCACCACCACTG CTGGTGTCAGTGGTGGTGG 9 37 19 18 136 19 60,595 60,228 36,600 46,100 3,823,406 F 148 CCGGCGACAGCAGCACCACTGccaccaccaccaCTGCCACCACCGccaccaccaccaccaccaccaccaCTaccaccaccGCCACTGCCGCCACCACCGCCGCCACCACCGCCGccaccaccaccaCTGACACCAGCACCACGGCCAC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 1 1 10 10 173 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGA TCATGATTCGAAATGACACGCA 10 85 5 21 177 22 58,223 59,001 31,800 52,400 5,776,449 B 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 10 9 173 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGAG TCATGATTCGAAATGACACGCA 9 85 5 22 177 22 59,256 59,001 30,200 52,400 5,743,019 B 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 10 8 172 GCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgt GCGGAGTGATTTCATGTTGAGT TCATGATTCGAAATGACACGCA 8 85 6 22 177 22 59,256 59,001 34,100 52,400 5,743,557 B 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 14 10 160 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGA TGACACGCAATGACATGACA 10 74 5 21 164 20 58,223 58,124 31,800 35,800 4,653,416 F 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 14 9 160 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGAG TGACACGCAATGACATGACA 9 74 5 22 164 20 59,256 58,124 30,200 35,800 4,619,986 F 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 14 8 159 GCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgt GCGGAGTGATTTCATGTTGAGT TGACACGCAATGACATGACA 8 74 6 22 164 20 59,256 58,124 34,100 35,800 4,620,524 F 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 17 4 92 GCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgt GCGGAGTGATTTCATGTTGAGT ACTCGACATGAATCGACATGACT 8 4 6 22 97 23 59,256 59,871 34,100 34,100 5,873,665 A 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 17 4 93 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGA ACTCGACATGAATCGACATGACT 10 4 5 21 97 23 58,223 59,871 31,800 34,100 5,906,556 A 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:13910:14758 1 36 35 7 1 ACATG GTCATGTCATGTCATGTCATGTCATGTCATGTCAT NA 0 0 17 4 93 TGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatg TGCGGAGTGATTTCATGTTGAG ACTCGACATGAATCGACATGACT 9 4 5 22 97 23 59,256 59,871 30,200 34,100 5,873,126 A 183 GTTATGCGGAGTGATTTCATGTTGAGTTATGTCGGgtcatgtcatgtcatgtcatgtcatgtcatgtcatGTCGAGTCATGTCGATTCATGTCGAGTTTAGTCATATCAAGTCGAATCATGTCATGTCATATCATGTTGAgtcatgtcatgtcatTGCGTGTCATTTCGAATCATGACATATC

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 1 1 2 21 193 CCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAA CCTGTCCCTGACCATTGACC TGCAATTCAGCCTTTGAGCT 111 21 51 20 243 20 60,035 58,376 40,200 40,900 1,659,392 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 2 21 194 CCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAA CCTGTCCCTGACCATTGACC TTGCAATTCAGCCTTTGAGCT 111 21 51 20 244 21 60,035 59,034 40,200 40,900 2,000,699 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 2 21 206 GCAGTCACACTCTCCTGTCCCTGACCATTGACCAAC GCAGTCACACTCTCCTGTCC TGCAATTCAGCCTTTGAGCT 124 21 38 20 243 20 60,038 58,376 40,200 40,900 1,662,126 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 3 21 189 TCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAA TCCCTGACCATTGACCAACTC TGCAATTCAGCCTTTGAGCT 106 21 55 21 243 20 59,649 58,376 30,100 40,900 2,975,353 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 3 4 90 CAAGCATTGGCCCTTATTGGATTATtaataataataata CAAGCATTGGCCCTTATTGGA CATTGCAATTCAGCCTTTGAGC 4 22 157 21 246 22 58,890 59,329 35,300 42,600 4,781,170 A 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 13 185 CCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAA CCTGTCCCTGACCATTGACC AGCCTTTGAGCTGTGAATGT 111 13 51 20 235 20 60,035 57,717 40,200 27,100 2,318,201 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 4 95 CAAGCATTGGCCCTTATTGGATTATtaataataataata CAAGCATTGGCCCTTATTGGA AGTCACATTGCAATTCAGCCTT 4 27 157 21 251 22 58,890 59,105 35,300 43,500 5,005,178 A 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 5 12 185 CCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAA CCTGTCCCTGACCATTGACC AGCCTTTGAGCTGTGAATGTT 111 12 51 20 235 21 60,035 58,409 40,200 27,100 2,625,876 F 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:15483:28136 1 182 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 5 4 95 CAAGCATTGGCCCTTATTGGATTATtaataataataata CAAGCATTGGCCCTTATTGGA AGTCACATTGCAATTCAGCCT 4 28 157 21 251 21 58,890 58,478 35,300 45,800 4,631,959 A 268 CATCACTACATTCTGGTTCCCCTTGCCTGCCTGACATGCAGTCACACTCTCCTGTCCCTGACCATTGACCAACTCTGAAGCTCTAAGTAATTTACAACACTAGTTATTACCTGTTACAACTTTCTTCCCTTTAAATACACCAGTTGGTTCaaaaaaCAAGCATTGGCCCTTATTGGATTATtaataataataataataataaTTTTATTCAAGAAACATTCACAGCTCAAAGGCTGAATTGCAATGTGACTTACATCGGAAAATTCAT

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 1 1 21 5 139 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT CACAATTCGACTTGTCGTCTATTTA 5 6 1 27 139 25 57,173 57,727 34,100 14,000 17,100,386 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 139 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT CACAATTCGACTTGTCGTCTATTT 5 7 1 27 139 24 57,173 57,847 34,100 14,000 15,980,410 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 139 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT CACAATTCGACTTGTCGTCTATT 5 8 1 27 139 23 57,173 57,237 34,100 17,300 15,590,641 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 140 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT TCACAATTCGACTTGTCGTCT 5 11 1 27 140 21 57,173 57,635 34,100 41,800 13,192,087 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 141 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT TTCACAATTCGACTTGTCGTCT 5 11 1 27 141 22 57,173 58,287 34,100 41,800 13,540,486 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 142 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT ATTCACAATTCGACTTGTCGTCT 5 11 1 27 142 23 57,173 58,693 34,100 41,800 14,134,630 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 195 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT TGCATGTTCGTAACTATGACATGA 5 63 1 27 195 24 57,173 58,585 34,100 30,700 15,242,419 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 195 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT TGCATGTTCGTAACTATGACATG 5 64 1 27 195 23 57,173 57,283 34,100 32,100 15,544,236 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:20912:49988 1 33 76 19 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 21 5 195 GAAGGATAGATAGATGGATAGATGGATAGATGgat GAAGGATAGATAGATGGATAGATGGAT TGCATGTTCGTAACTATGACATGAA 5 62 1 27 195 25 57,173 59,128 34,100 25,700 15,699,268 A 205 GAAGGATAGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGATAAATAGACGACAAGTCGAATTGTGAATACAATACAAATAAAACAAGTAATTGTATTTCATGTCATAGTTACGAACATGCATTAAAATCTA

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 1 1 2 4 229 CCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGA CCTATATTCTTTCCAGCGTGTTGC TGCAGTCGCAGTCATAAATTGT 95 4 16 24 244 22 60,261 58,926 41,700 27,100 7,334,461 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 2 4 240 ATGacacacAACCTATATTCTTTCCAGCGTGTTGCAG ATGACACACAACCTATATTCTTTCCAG TGCAGTCGCAGTCATAAATTGT 103 4 5 27 244 22 59,446 58,926 38,600 27,100 10,627,795 F 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 2 4 240 ATGacacacAACCTATATTCTTTCCAGCGTGTTGCAG ATGACACACAACCTATATTCTTTCCA TGCAGTCGCAGTCATAAATTGT 104 4 5 26 244 22 58,598 58,926 35,300 27,100 10,475,731 F 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 2 3 240 ATGacacacAACCTATATTCTTTCCAGCGTGTTGCAG ATGACACACAACCTATATTCTTTCCA TGCAGTCGCAGTCATAAATTGTT 104 3 5 26 244 23 58,598 59,498 35,300 28,300 10,903,881 F 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 3 4 171 TGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATGTTTCGGAAATAATTGTGTCGT TGCAGTCGCAGTCATAAATTGT 38 4 74 23 244 22 57,323 58,926 43,400 27,100 8,750,209 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 3 4 171 TGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATGTTTCGGAAATAATTGTGTCGTT TGCAGTCGCAGTCATAAATTGT 37 4 74 24 244 22 57,938 58,926 38,500 27,100 9,136,112 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 3 4 226 ATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAG ATATTCTTTCCAGCGTGTTGC TGCAGTCGCAGTCATAAATTGT 95 4 19 21 244 22 57,235 58,926 41,700 27,100 6,838,563 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 3 3 171 TGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATGTTTCGGAAATAATTGTGTCGT TGCAGTCGCAGTCATAAATTGTT 38 3 74 23 244 23 57,323 59,498 43,400 28,300 9,178,359 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 3 3 226 ATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAG ATATTCTTTCCAGCGTGTTGC TGCAGTCGCAGTCATAAATTGTT 95 3 19 21 244 23 57,235 59,498 41,700 28,300 7,266,713 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 21 4 139 TGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatc TGTCTATCTGTCTATCTGTCTGTCT GCAGTCGCAGTCATAAATTGT 5 4 105 25 243 21 58,105 57,253 34,100 27,100 10,641,781 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 21 3 139 TGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatc TGTCTATCTGTCTATCTGTCTGTCT GCAGTCGCAGTCATAAATTGTT 5 3 105 25 243 22 58,105 57,916 34,100 28,300 10,978,263 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:21328:31406 1 135 84 10 1.5 ACAG TCTATCTATCTATCTATCTATCTGTCTGTCTGTCTGTCNA 0 0 21 0 135 ATCTGTCTATCTGTCTGTCTATCTGtctatctatctatcta ATCTGTCTATCTGTCTGTCTATCTG TGCAGTCGCAGTCATAAATTGT 0 4 110 25 244 22 57,016 58,926 29,000 27,100 11,058,100 B 247 TATTATGacacacAACCTATATTCTTTCCAGCGTGTTGCAGTGCTTGCAGATAGAGATACAGTAACTTGATAATGTTTCGGAAATAATTGTGTCGTTATCTATCTGTCTATCTGTCTATCTGTCTGTCTATCTGtctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctatctaCCTAACAATTTATGACTGCGACTGCATGT

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 1 1 3 13 205 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG AGACACTCGACCAGCTTCCT 13 125 9 20 213 20 60,738 60,541 27,400 33,600 1,278,545 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 3 13 206 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG CAGACACTCGACCAGCTTCC 13 126 9 20 214 20 60,738 60,389 27,400 34,600 1,126,881 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 13 107 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG TTTGAGCCACGGAGACTCAC 13 27 9 20 115 20 60,738 59,966 27,400 35,100 0.771219 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 13 108 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG GTTTGAGCCACGGAGACTCA 13 28 9 20 116 20 60,738 59,966 27,400 34,100 0.771219 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 13 109 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG TGTTTGAGCCACGGAGACTC 13 29 9 20 117 20 60,738 59,966 27,400 33,600 0.771219 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 13 204 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG GACACTCGACCAGCTTCCTG 13 124 9 20 212 20 60,738 60,389 27,400 38,600 1,126,881 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 13 154 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG GGTGACAGCTCCTGGCCC 13 76 9 20 162 18 60,738 62,417 27,400 58,000 5,154,453 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 13 157 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG CCGGGTGACAGCTCCTGG 13 79 9 20 165 18 60,738 62,088 27,400 44,500 4,825,607 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22394:33428 1 42 27 9 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 13 158 GGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctg GGCACAGCTCGGTCTTGTAG CCCGGGTGACAGCTCCTG 13 80 9 20 166 18 60,738 62,088 27,400 38,600 4,825,607 F 239 GAAGGGCCGGCACAGCTCGGTCTTGTAGCgggggCTCGGTGgctgctgctgctgctgctgctgctgctGCACGGCGGGTTTGCTGAAATCCTCTGGTGAGTCTCCGTGGCTCAAACAGCGGTTCAGACCCAGCGAGTGAGCCAGGGGCCAGGAGCTGTCACCCGGGGCCAGGGCTTGGCATTTGCCTgggggCAGGAAGCTGGTCGAGTGTCTGCGGAATCCGGCTGGAGGCTTGACCG

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 1 1 4 0 106 AGCTACAGCAGGAGAAATGGTATGTTAATTCCCTG AGCTACAGCAGGAGAAATGGT CAGCAATGCCCACACCCTTT 37 0 151 21 256 20 59,088 61,474 35,500 31,100 3,386,375 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 4 0 220 CAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCAGGAGTACGTCATTGCACG CAGCAATGCCCACACCCTTT 152 0 37 20 256 20 59,008 61,474 53,400 31,100 2,466,404 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 5 0 105 AGCTACAGCAGGAGAAATGGTATGTTAATTCCCTG AGCTACAGCAGGAGAAATGGT AGCAATGCCCACACCCTTT 37 0 151 21 255 19 59,088 60,152 35,500 31,100 3,064,312 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 5 0 106 CAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGCAGCTACAGCAGGAGAAATGG AGCAATGCCCACACCCTTT 38 0 150 21 255 19 58,713 60,152 31,600 31,100 3,439,141 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 5 0 202 ACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGG ACGTTGTGCTTTGGAATGTCC AGCAATGCCCACACCCTTT 134 0 54 21 255 19 59,663 60,152 40,200 31,100 2,489,024 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 5 0 219 CAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCAGGAGTACGTCATTGCACG AGCAATGCCCACACCCTTT 152 0 37 20 255 19 59,008 60,152 53,400 31,100 2,144,341 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 142 GGATACTGCAGCAGATGACAATCTTACAGCTACAG GGATACTGCAGCAGATGACAA TTGCCTTGCCAGCAATGC 64 11 124 21 265 18 58,090 59,656 31,800 35,600 5,254,699 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 142 GGATACTGCAGCAGATGACAATCTTACAGCTACAG GGATACTGCAGCAGATGACAAT TTGCCTTGCCAGCAATGC 63 11 124 22 265 18 58,525 59,656 27,100 35,600 5,819,100 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 142 GGATACTGCAGCAGATGACAATCTTACAGCTACAG GGATACTGCAGCAGATGACA TTGCCTTGCCAGCAATGC 65 11 124 20 265 18 57,391 59,656 35,800 35,600 4,953,927 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 240 TGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGTGGCTACATTTCAGGAGTACGT TTGCCTTGCCAGCAATGC 161 11 26 22 265 18 59,170 59,656 35,700 35,600 5,174,220 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 240 TGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGTGGCTACATTTCAGGAGTACGTC TTGCCTTGCCAGCAATGC 160 11 26 23 265 18 60,119 59,656 43,400 35,600 5,463,745 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:22475:45663 1 209 28 7 1 AATG ATTCATTCATTCATTCATTCATTCATTC NA 0 0 6 11 241 ATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTATGGCTACATTTCAGGAGTACGT TTGCCTTGCCAGCAATGC 161 11 25 23 265 18 59,549 59,656 35,700 35,600 5,795,678 F 266 AAAGTACCTGTATAAATTATAATAATGGCTACATTTCAGGAGTACGTCATTGCACGTTGTGCTTTGGAATGTCCTGAGGATGTAATGGATATGAAAGTAAATTATTTTCTTATTGGGTAAATAGGATACTGCAGCAGATGACAATCTTACAGCTACAGCAGGAGAAATGGTATGTTAATTCCCTGTTGCCAAAGAtttttaaaaaaTTattcattcattcattcattcattcattcAAAGGGTGTGGGCATTGCTGGCAAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 4 16 144 cccAGGACAGGTACAGCATGGGGTTAGATCCAGAG CCCAGGACAGGTACAGCATG GGCGTGCAGACTGATAAATGG 66 16 64 20 207 21 60,108 59,668 40,600 31,600 1,439,264 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 0 127 cccAGGACAGGTACAGCATGGGGTTAGATCCAGAG CCCAGGACAGGTACAGCATG ATGGAGACTGTCACACTGCT 66 0 64 20 190 20 60,108 58,654 40,600 42,400 1,453,570 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 36 190 TTCTCTGTTCACCATCCGCATTAAACAcccccAGGACATTCTCTGTTCACCATCCGCA ACTGACCCAGGGAGCCAG 95 36 35 20 224 18 59,315 60,609 56,900 48,500 3,293,523 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 36 190 TTCTCTGTTCACCATCCGCATTAAACAcccccAGGACATTCTCTGTTCACCATCCGCAT ACTGACCCAGGGAGCCAG 94 36 35 21 224 18 59,721 60,609 47,300 48,500 3,887,973 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 36 191 ATTCTCTGTTCACCATCCGCATTAAACAcccccAGGA ATTCTCTGTTCACCATCCGCA ACTGACCCAGGGAGCCAG 95 36 34 21 224 18 59,721 60,609 56,900 48,500 3,887,973 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 16 143 ccAGGACAGGTACAGCATGGGGTTAGATCCAGAGACCAGGACAGGTACAGCATGG GGCGTGCAGACTGATAAATGG 65 16 65 20 207 21 60,108 59,668 36,600 31,600 1,439,264 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 0 126 ccAGGACAGGTACAGCATGGGGTTAGATCCAGAGACCAGGACAGGTACAGCATGG ATGGAGACTGTCACACTGCT 65 0 65 20 190 20 60,108 58,654 36,600 42,400 1,453,570 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 8 16 142 cAGGACAGGTACAGCATGGGGTTAGATCCAGAGAACAGGACAGGTACAGCATGGG GGCGTGCAGACTGATAAATGG 64 16 66 20 207 21 60,108 59,668 40,000 31,600 1,439,264 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 8 0 125 cAGGACAGGTACAGCATGGGGTTAGATCCAGAGAACAGGACAGGTACAGCATGGG ATGGAGACTGTCACACTGCT 64 0 66 20 190 20 60,108 58,654 40,000 42,400 1,453,570 F 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 17 142 AGGACAGGTACAGCATGGGGTTAGATCCAGAGAA AGGACAGGTACAGCATGGG AGGCGTGCAGACTGATAAATG 64 17 67 19 208 21 58,699 58,717 40,000 23,200 4,584,294 B 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 16 141 AGGACAGGTACAGCATGGGGTTAGATCCAGAGAA AGGACAGGTACAGCATGGG GGCGTGCAGACTGATAAATGG 64 16 67 19 207 21 58,699 59,668 40,000 31,600 3,632,752 B 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 15 140 AGGACAGGTACAGCATGGGGTTAGATCCAGAGAA AGGACAGGTACAGCATGGG GCGTGCAGACTGATAAATGGA 64 15 67 19 206 21 58,699 58,720 40,000 34,100 4,580,737 B 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 0 96 TAATACAGGGACAGCACAGGGtgttgttgttgttgttgttg TAATACAGGGACAGCACAGGG ACTGACCCAGGGAGCCAG 0 36 129 21 224 18 59,163 60,609 44,500 48,500 4,446,427 A 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 0 124 AGGACAGGTACAGCATGGGGTTAGATCCAGAGAA AGGACAGGTACAGCATGGG ATGGAGACTGTCACACTGCT 64 0 67 19 190 20 58,699 58,654 40,000 42,400 3,647,058 B 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 9 0 125 AGGACAGGTACAGCATGGGGTTAGATCCAGAGAA AGGACAGGTACAGCATGGG AATGGAGACTGTCACACTGCT 64 0 67 19 191 21 58,699 59,304 40,000 42,400 3,997,332 B 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 10 0 94 AATACAGGGACAGCACAGGGtgttgttgttgttgttgttgt AATACAGGGACAGCACAGGG CTGACCCAGGGAGCCAGG 0 35 130 20 223 18 59,379 61,406 44,500 44,500 4,026,755 A 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:24383:40003 1 150 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 10 0 95 AATACAGGGACAGCACAGGGtgttgttgttgttgttgttgt AATACAGGGACAGCACAGGG ACTGACCCAGGGAGCCAG 0 36 130 20 224 18 59,379 60,609 44,500 48,500 3,229,544 A 224 GCTACTATAGCACCGAGTTACATACAAATTAAAATTCTCTGTTCACCATCCGCATTAAACAcccccAGGACAGGTACAGCATGGGGTTAGATCCAGAGAAAAGctctctctACACTGTTGCTATGAATTAATACAGGGACAGCACAGGGtgttgttgttgttgttgttgtAGCAGTGTGACAGTCTCCATTTATCAGTCTGCACGCCTGGCTCCCTGGGTCAGT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 1 1 2 61 202 TGAACAGGTGTTGGGTATTGATTAGTCAATTATACTTGAACAGGTGTTGGGTATTGA CCCAAGCCAGGTTGTGAAGA 61 65 28 21 229 20 57,133 60,179 25,700 28,700 4,045,695 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 2 61 205 AGATGAACAGGTGTTGGGTATTGATTAGTCAATTATAGATGAACAGGTGTTGGGTATTGA CCCAAGCCAGGTTGTGAAGA 61 65 25 24 229 20 59,957 60,179 25,700 28,700 4,221,802 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 61 227 TGAACAGGTGTTGGGTATTGATTAGTCAATTATACTTGAACAGGTGTTGGGTATTGA CCCGCTACCAATGCTAGAGC 61 90 28 21 254 20 57,133 60,601 25,700 40,900 4,468,014 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 8 144 AGAGACAGGCAACAAGTGGGGCgggggCttgttgttgT AGAGACAGGCAACAAGTGGG AGCCAGGTTGTGAAGAAGACA 8 60 82 20 225 21 59,891 59,510 46,100 34,100 1,599,832 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 8 148 AGAGACAGGCAACAAGTGGGGCgggggCttgttgttgT AGAGACAGGCAACAAGTGGG CCCAAGCCAGGTTGTGAAGA 8 65 82 20 229 20 59,891 60,179 46,100 28,700 0.288335 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 8 173 AGAGACAGGCAACAAGTGGGGCgggggCttgttgttgT AGAGACAGGCAACAAGTGGG CCCGCTACCAATGCTAGAGC 8 90 82 20 254 20 59,891 60,601 46,100 40,900 0.710653 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 4 90 AGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgAGAAGAGACAGGCAACAAGTG CTCACCACAGAGCCACTTCT 10 4 79 21 168 20 58,156 59,316 31,600 28,500 3,527,674 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 4 90 AGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgAGAAGAGACAGGCAACAAGTGG CTCACCACAGAGCCACTTCT 9 4 79 22 168 20 60,486 59,316 40,000 28,500 3,170,164 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 4 3 90 AGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgAGAAGAGACAGGCAACAAGTGG CTCACCACAGAGCCACTTCTC 9 3 79 22 168 21 60,486 60,338 40,000 28,700 3,823,826 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 5 68 240 TAAGATAATAAGATGAACAGGTGTTGGGTATTGAT TAAGATAATAAGATGAACAGGTGTTGG CCCGCTACCAATGCTAGAGC 68 90 15 27 254 20 57,387 60,601 37,700 40,900 10,214,739 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:28178:69678 1 110 35 8 1.5 AAT TTGTTGTTGTTATAATAATAATAATAATAATAATA NA 0 0 5 68 240 TAAGATAATAAGATGAACAGGTGTTGGGTATTGAT TAAGATAATAAGATGAACAGGTGTTGG CCCGCTACCAATGCTAGAG 68 91 15 27 254 19 57,387 57,404 37,700 24,300 13,209,119 F 258 AATACAGAGTAGTTTAAGATAATAAGATGAACAGGTGTTGGGTATTGATTAGTCAATTATACTCAGATGTGtatataAAGAAGAGACAGGCAACAAGTGGGGCgggggCttgttgttgTTataataataataataataataataGTGGAGAAGTGGCTCTGTGGTGAGCAATTAACAGTCTCTACCAAATCATCCTAGTCTCAGTGTCTTCTTCACAACCTGGCTTGGGGCTTTGCTCTAGCATTGGTAGCGGGGAAT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 1 1 2 11 155 CGAGAGCAAACGGTGACAACATTGAACAGCTCCGACGAGAGCAAACGGTGACAAC CTGCTGTTCTATTCACGGGC 83 11 59 20 213 20 59,768 58,990 33,200 61,300 1,242,132 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 10 110 ATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTATTAATGTTCCCGGCCCTCC TGCTGTTCTATTCACGGGCA 39 10 103 20 212 20 59,815 59,677 43,000 53,600 0.508476 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 10 134 ATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCATTGAACAGCTCCGAGGAGG TGCTGTTCTATTCACGGGCA 63 10 79 20 212 20 59,461 59,677 43,000 53,600 0.862352 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 10 154 CGAGAGCAAACGGTGACAACATTGAACAGCTCCGACGAGAGCAAACGGTGACAAC TGCTGTTCTATTCACGGGCA 83 10 59 20 212 20 59,768 59,677 33,200 53,600 0.555604 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 8 153 CGAGAGCAAACGGTGACAACATTGAACAGCTCCGACGAGAGCAAACGGTGACAAC GCTGTTCTATTCACGGGCAAC 83 8 59 20 211 21 59,768 59,869 33,200 41,700 1,362,864 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 97 GCCCTCCAAACAGAAGCCTACGTGACAGACCTGAT GCCCTCCAAACAGAAGCCTA TGCTGTTCTATTCACGGGCA 26 10 116 20 212 20 59,672 59,677 39,300 53,600 0.651559 A 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 178 gtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGTTTGCACAGCGAGAAGC TGCTGTTCTATTCACGGGCA 107 10 35 20 212 20 60,659 59,677 38,600 53,600 0.981838 F 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 188 AAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCG AAAGCGGAGTGTGTTTGCAC TGCTGTTCTATTCACGGGCA 117 10 25 20 212 20 59,899 59,677 45,700 53,600 0.423805 F 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 203 GCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGGCTGCGACTGGAACTAAAGC TGCTGTTCTATTCACGGGCA 132 10 10 20 212 20 59,556 59,677 35,100 53,600 0.767561 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 40 244 CACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtg CACAAATTGCTGCGACTGGA GGGAAACGGCTAATGATTGTTTG 140 40 2 20 245 23 59,407 58,827 38,600 29,300 4,765,894 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 39 244 CACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtg CACAAATTGCTGCGACTGGA GGGAAACGGCTAATGATTGTTTGA 140 39 2 20 245 24 59,407 60,082 38,600 26,900 4,675,100 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 35 240 CACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtg CACAAATTGCTGCGACTGGA AACGGCTAATGATTGTTTGACACA 140 35 2 20 241 24 59,407 59,723 38,600 37,200 4,869,812 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 10 211 CACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtg CACAAATTGCTGCGACTGGA TGCTGTTCTATTCACGGGCA 140 10 2 20 212 20 59,407 59,677 38,600 53,600 0.915939 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:30716:71154 1 162 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 10 200 GCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCG GCGACTGGAACTAAAGCGGA TGCTGTTCTATTCACGGGCA 129 10 13 20 212 20 60,389 59,677 55,400 53,600 0.712728 B 251 GCACAAATTGCTGCGACTGGAACTAAAGCGGAgtgtgtTTGCACAGCGAGAAGCTCGGCGAGAGCAAACGGTGACAACATTGAACAGCTCCGAGGAGGTTGAATTAATGTTCCCGGCCCTCCAAACAGAAGCCTACGTGACAGACCTGATCCACCTGGCACgctgctgctgctgctgctgctTTGGCTCAGTTGCCCGTGAATAGAACAGCAGTGGATGTGTCAAACAATCATTAGCCGTTTCCCCTTTCT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 1 1 3 45 191 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAACTGGAGGGAATTTCTGCAATACT AATTACCCTGGGTCTCGGGA 55 45 1 23 191 20 58,469 59,956 21,200 51,400 4,574,511 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 45 190 TGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGTGGAGGGAATTTCTGCAATACT AATTACCCTGGGTCTCGGGA 55 45 2 22 191 20 57,409 59,956 21,200 51,400 4,634,958 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 44 190 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAACTGGAGGGAATTTCTGCAATACT ATTACCCTGGGTCTCGGGAT 55 44 1 23 190 20 58,469 59,732 21,200 38,500 4,798,835 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 40 174 TGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtc TGCAATACTTCATGTTGGACAAGG TACCCTGGGTCTCGGGATTT 40 42 15 24 188 20 59,782 59,956 36,100 21,700 4,261,837 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 40 175 TGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtc TGCAATACTTCATGTTGGACAAGG TTACCCTGGGTCTCGGGATT 40 43 15 24 189 20 59,782 59,956 36,100 30,100 4,261,837 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 40 177 TGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtc TGCAATACTTCATGTTGGACAAGG AATTACCCTGGGTCTCGGGA 40 45 15 24 191 20 59,782 59,956 36,100 51,400 4,261,837 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 5 55 240 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAACTGGAGGGAATTTCTGCAATACT TCAAATCTCACCATCTGCCAT 55 93 1 23 240 21 58,469 57,343 21,200 44,000 8,188,272 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 5 55 240 TGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGTGGAGGGAATTTCTGCAATACT TTCAAATCTCACCATCTGCCA 55 94 2 22 241 21 57,409 57,562 21,200 49,200 8,029,537 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 5 55 241 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAACTGGAGGGAATTTCTGCAATACT TTCAAATCTCACCATCTGCCA 55 94 1 23 241 21 58,469 57,562 21,200 49,200 7,969,091 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 27 159 TGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATTGGACAAGGTTTCTGTCTGTCT TACCCTGGGTCTCGGGATTT 27 42 30 22 188 20 59,228 59,956 34,100 21,700 2,815,580 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 27 160 TGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATTGGACAAGGTTTCTGTCTGTCT TTACCCTGGGTCTCGGGATT 27 43 30 22 189 20 59,228 59,956 34,100 30,100 2,815,580 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 27 162 TGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATTGGACAAGGTTTCTGTCTGTCT AATTACCCTGGGTCTCGGGA 27 45 30 22 191 20 59,228 59,956 34,100 51,400 2,815,580 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 27 205 TGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATTGGACAAGGTTTCTGTCTGTCT CTCACCATCTGCCATAGTGGA 27 87 30 22 234 21 59,228 59,235 34,100 40,200 4,536,667 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 27 206 TGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATTGGACAAGGTTTCTGTCTGTCT TCTCACCATCTGCCATAGTGG 27 88 30 22 235 21 59,228 59,235 34,100 40,000 4,536,667 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 9 1 139 GCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtct GCAATACTTCATGTTGGACAAGGT TGACAATACCACTATAGACAGATAGAC 39 1 16 24 154 27 59,782 57,714 35,000 25,900 13,504,587 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 11 0 138 GCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtct GCAATACTTCATGTTGGACAAGGT GACAATACCACTATAGACAGATAGACA 39 0 16 24 153 27 59,782 57,714 35,000 34,100 13,504,587 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 11 0 139 TGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtc TGCAATACTTCATGTTGGACAAGG GACAATACCACTATAGACAGATAGACA 40 0 15 24 153 27 59,782 57,714 36,100 34,100 13,504,370 B 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 16 21 134 AGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgAGGTTTCTGTCTGTCTGTCTGT TCTAGCCCAGTCCAGTGACA 21 23 36 22 169 20 58,965 59,886 34,100 35,800 3,148,999 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 17 20 134 AGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgAGGTTTCTGTCTGTCTGTCTGTC TCTAGCCCAGTCCAGTGACA 20 23 36 23 169 20 59,931 59,886 35,100 35,800 3,183,237 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1108:4320:52783_ 1 79 48 9 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 19 19 133 GGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgt GGTTTCTGTCTGTCTGTCTGTCT TCTAGCCCAGTCCAGTGACA 19 23 37 23 169 20 59,931 59,886 34,100 35,800 3,183,237 F 276 CTGGAGGGAATTTCTGCAATACTTCATGTTGGACAAGGTTtctgtctgtctgtctgtctatctatctaTGTATCTGTGtgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTGTCTATCTGTCTATAGTGGTATTGTCACTGGACTGGGCTAGAAATCCCGAGACCCAGGGTAATTTTGTGGAGACCTGGGTTCAAATTCCACTATGGCAGATGGTGAGATTTGAATGAAAATCTGGAATTAAAAGTCTGGTGATGACCAT

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 1 1 4 11 175 TGATGTATACAAGGAGCACAATCTTATTTACTtatataTGATGTATACAAGGAGCACAATCT CGGACAGATTGTGCATGGAT 76 11 40 24 214 20 57,761 58,328 24,000 34,100 7,911,196 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 0 0 5 10 175 TGATGTATACAAGGAGCACAATCTTATTTACTtatataTGATGTATACAAGGAGCACAATCT CGGACAGATTGTGCATGGATG 76 10 40 24 214 21 57,761 59,667 24,000 35,100 7,571,903 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 0 0 7 9 174 TGATGTATACAAGGAGCACAATCTTATTTACTtatataTGATGTATACAAGGAGCACAATCT GGACAGATTGTGCATGGATGG 76 9 40 24 213 21 57,761 59,320 24,000 35,100 7,918,897 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 0 0 12 8 102 ATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccc ATCCTTCCATCCTCCCTCCC GGACAGATTGTGCATGGATGG 8 9 112 20 213 21 60,104 59,320 43,000 35,100 1,783,876 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 0 0 12 8 103 ATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccc ATCCTTCCATCCTCCCTCCC CGGACAGATTGTGCATGGAT 8 11 112 20 214 20 60,104 58,328 43,000 34,100 1,776,176 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:12246:26431 1 140 44 8 1.5 ATCC TCCCTCCCTCCCTCCATCCATCCATCCATCCATCCATCNA 0 0 12 8 103 ATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccc ATCCTTCCATCCTCCCTCCC CGGACAGATTGTGCATGGATG 8 10 112 20 214 21 60,104 59,667 43,000 35,100 1,436,883 B 253 CCAAAGAACAGTTGCCAAAACAAGaaaaaaGTTCACATATGATGTATACAAGGAGCACAATCTTATTTACTtatataAatatatAATTATATTTGCAGAGTAAATCAATCCATCCTTCCATCCTCCCTCCCGTCCTCCAtccctccctccctccatccatccatccatccatccatccatccaTCTGCCCGTCCATCCATGCACAATCTGTCCGtccatccatccatccatccaTTcatccatccatcTGTCC

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 5 139 GCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccGCTGCAGCAGTTCAAGAAGG CCCACCCACTGGCCTATT 5 75 38 20 176 18 59,760 58,573 34,600 17,300 3,667,329 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 5 139 GCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccGCTGCAGCAGTTCAAGAAGG CCCACCCACTGGCCTATTT 5 74 38 20 176 19 59,760 59,303 34,600 14,000 1,937,709 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 5 162 GCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccGCTGCAGCAGTTCAAGAAGG GCTTCTTCCAGTGTGAGCAC 5 96 38 20 199 20 59,760 59,129 34,600 44,000 1,111,468 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 39 197 CAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCCAGCTGCCAGTCAACCCTTT TGCTTCTTCCAGTGTGAGCA 39 97 4 20 200 20 60,825 59,531 31,100 42,600 1,294,503 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 38 196 AGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTAGCTGCCAGTCAACCCTTTA TGCTTCTTCCAGTGTGAGCA 38 97 5 20 200 20 59,229 59,531 18,500 42,600 1,240,620 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 37 196 AGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTAGCTGCCAGTCAACCCTTTAA TGCTTCTTCCAGTGTGAGCA 37 97 5 21 200 20 59,855 59,531 15,200 42,600 1,614,407 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 12 113 AGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTAGCTGCCAGTCAACCCTTTA GGCCAGCATTTATTACCCATCT 38 12 5 20 117 22 59,229 58,500 18,500 29,000 4,271,470 A 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 12 114 AGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTAGCTGCCAGTCAACCCTTTA AGGCCAGCATTTATTACCCATCT 38 12 5 20 118 23 59,229 59,859 18,500 29,000 3,912,022 A 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 12 115 CAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCCAGCTGCCAGTCAACCCTTT AGGCCAGCATTTATTACCCATCT 39 12 4 20 118 23 60,825 59,859 31,100 29,000 3,965,905 A 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 6 164 GGCTGCAGCAGTTCAAGAAGGAATCTcaccaccacca GGCTGCAGCAGTTCAAGAAG TGCTTCTTCCAGTGTGAGCA 6 97 37 20 200 20 59,760 59,531 28,500 42,600 0.709905 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 5 163 GCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccGCTGCAGCAGTTCAAGAAGG TGCTTCTTCCAGTGTGAGCA 5 97 38 20 200 20 59,760 59,531 34,600 42,600 0.709905 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:17269:23565 1 63 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 4 138 CTGCAGCAGTTCAAGAAGGAATCTcaccaccaccacca CTGCAGCAGTTCAAGAAGGA CCCACCCACTGGCCTATTT 4 74 39 20 176 19 58,112 59,303 33,600 14,000 3,585,512 F 214 GAGCAGCTGCCAGTCAACCCTTTAACATGCCACATGGGCTGCAGCAGTTCAAGAAGGAATCTcaccaccaccaccaccaccacAAGGGCAATTAGAGATGGGTAATAAATGCTGGCCTAGCCAGCGAGcccccACCCTGTGAAAATATAAtttttaaaaaTAGGCCAGTGGGTgggggTGTGCTCACACTGGAAGAAGCAAAATGAAAATAAAT

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 1 1 18 10 110 GAGGgagagaGTGAGGGAgggggAGAGGGTgagggagGAGGGAGAGAGTGAGGGAGG TCACCCTCTCCCTCACTCTC 10 12 28 20 137 20 60,106 59,667 43,000 32,000 0.439529 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 0 0 19 0 98 GAGGgagagaGTGAGGGAgggggAGAGGGTgagggagGAGGGAGAGAGTGAGGGAGG TCACTCTCTCCCTCACCCTC 10 0 28 20 125 20 60,106 59,667 43,000 43,000 0.439529 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 0 0 20 ‐1 145 GCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGT GCTTCACAGCAGTGTTGTAAA CACTCTCTCCCTCACCCTCT 33 ‐1 4 21 124 20 57,309 59,665 20,100 36,900 4,025,725 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 0 0 20 ‐2 144 GCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGT GCTTCACAGCAGTGTTGTAAA ACTCTCTCCCTCACCCTCTC 33 ‐2 4 21 123 20 57,309 59,371 20,100 32,000 4,320,108 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 0 0 20 ‐3 119 GAGGgagagaGTGAGGGAgggggAGAGGGTgagggagGAGGGAGAGAGTGAGGGAGG CTCTCTCCCTCACCCTCTCC 10 ‐3 28 20 122 20 60,106 60,106 43,000 37,100 0.212435 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:23591:23653 1 58 48 8 1 AGAGGG GAGGGAGAGGGAGAGGGAGAGGGAGAGGGAGA NA 0 0 20 ‐3 143 GCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGT GCTTCACAGCAGTGTTGTAAA CTCTCTCCCTCACCCTCTCC 33 ‐3 4 21 122 20 57,309 60,106 20,100 37,100 3,797,266 F 148 GGTGCTTCACAGCAGTGTTGTAAAACAGAGGgagagaGTGAGGGAgggggAGAGGGTgagggagagggagagggagagggagagggagagggagagggagagggaGAGGGTGAGGgagagaGTGAGGGAGAGGGTGAGGgagagaGTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 1 1 17 2 135 TCATGGGAAGGAATGACATGGAATAGAATGGAATATCATGGGAAGGAATGACATGGA CAGTCCATTCCATGCCATGAC 45 2 8 22 142 21 59,148 59,320 34,100 30,600 4,531,501 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 17 2 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATGTCATGGGAAGGAATGA CAGTCCATTCCATGCCATGAC 51 2 1 23 142 21 59,731 59,320 25,700 30,600 4,948,798 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 17 1 134 TCATGGGAAGGAATGACATGGAATAGAATGGAATATCATGGGAAGGAATGACATGGAA AGTCCATTCCATGCCATGACA 44 1 8 23 141 21 59,731 59,714 35,300 35,800 4,554,786 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 17 1 134 TCATGGGAAGGAATGACATGGAATAGAATGGAATATCATGGGAAGGAATGACATGGA AGTCCATTCCATGCCATGACA 45 1 8 22 141 21 59,148 59,714 34,100 35,800 4,137,488 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 17 1 141 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATGTCATGGGAAGGAATGA AGTCCATTCCATGCCATGACA 51 1 1 23 141 21 59,731 59,714 25,700 35,800 4,554,786 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:24525:11910 1 75 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 1 141 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATGTCATGGGAAGGAATG AGTCCATTCCATGCCATGACA 52 1 1 22 141 21 58,365 59,714 26,700 35,800 4,920,171 A 142 TGGAATGTCATGGGAAGGAATGACATGGAATAGAATGGAATAGAATGTCATGGCATGTAATAGAATGTCATGGTatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGCATGGAATGGACTG

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 4 0 105 TCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATCGTTCCTCAGCAGGTTGTC TCTCTTGGAATACCTCCTCCAGT 41 0 61 20 165 23 59,966 59,987 31,800 40,000 3,046,463 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 106 CTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCCTCGTTCCTCAGCAGGTTGT TCTCTTGGAATACCTCCTCCAGT 42 0 60 20 165 23 59,966 59,987 33,200 40,000 3,047,017 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 89 246 ATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAG ATATGGCCTTCACCTGCGTC ACTCATTACAGTGGCTGGAAA 95 89 7 20 252 21 60,179 57,212 51,900 31,300 3,967,273 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 89 247 GATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCA GATATGGCCTTCACCTGCGT ACTCATTACAGTGGCTGGAAA 96 89 6 20 252 21 60,179 57,212 52,400 31,300 3,967,273 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 49 206 ATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAG ATATGGCCTTCACCTGCGTC ACAATCATTGCAGCATTGGTG 95 49 7 20 212 21 60,179 58,033 51,900 41,700 3,146,407 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 49 207 GATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCA GATATGGCCTTCACCTGCGT ACAATCATTGCAGCATTGGTG 96 49 6 20 212 21 60,179 58,033 52,400 41,700 3,146,407 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 42 153 CTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCCTCGTTCCTCAGCAGGTTGT ACAATCATTGCAGCATTGGTG 42 49 60 20 212 21 59,966 58,033 33,200 41,700 3,001,421 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 41 152 TCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATCGTTCCTCAGCAGGTTGTC ACAATCATTGCAGCATTGGTG 41 49 61 20 212 21 59,966 58,033 31,800 41,700 3,000,866 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 31 142 GCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCAGGTTGTCCTCCATCCTC ACAATCATTGCAGCATTGGTG 31 49 71 20 212 21 60,107 58,033 37,100 41,700 3,074,821 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 95 GCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCAGGTTGTCCTCCATCCTC TCTCTTGGAATACCTCCTCCAGT 31 0 71 20 165 23 60,107 59,987 37,100 40,000 3,120,418 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 89 249 AGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGAGGATATGGCCTTCACCTGC ACTCATTACAGTGGCTGGAAA 98 89 4 20 252 21 59,524 57,212 48,500 31,300 4,264,133 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27610:41409 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 51 209 ATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAG ATATGGCCTTCACCTGCGTC GCTACAATCATTGCAGCATTGG 95 51 7 20 215 22 60,179 58,879 51,900 31,600 3,299,838 A 260 GGCAGGATATGGCCTTCACCTGCGTCTCTGTGCCTGCTGCAGCCTGACCTCAGCAACTCCTCGTTCCTCAGCAGGTTGTCCTCCATCCTCCACTTCATGTAGCTCCTGCCCCTGTTATGCTctcctcctcctcctcctcctcACTGGAGGAGGTATTCCAAGAGAATACACAATGCTCATATTGAACTCAGCACCAATGCTGCAATGATTGTAGCTTACAATGACAACAATTTTCCAGCCACTGTAATGAGTAATATCCT

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 1 1 3 12 90 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA CTTTGACTCGCCAGGCTACT 12 15 1 22 90 20 58,589 59,752 27,400 25,700 3,659,182 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 3 12 91 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA ACTTTGACTCGCCAGGCTAC 12 16 1 22 91 20 58,589 60,037 27,400 35,800 3,448,679 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 3 12 92 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA CACTTTGACTCGCCAGGCTA 12 17 1 22 92 20 58,589 60,037 27,400 39,300 3,448,772 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 3 12 140 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA CCATGTCTTCTGCGTCCTGT 12 65 1 22 140 20 58,589 60,037 27,400 40,000 3,448,398 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 3 12 185 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA TGCTATGGAAATGACGGGCA 12 110 1 22 185 20 58,589 59,746 27,400 53,600 3,665,909 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 12 141 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA TCCATGTCTTCTGCGTCCTG 12 66 1 22 141 20 58,589 59,753 27,400 38,600 3,658,906 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 12 207 AACAAGACTGAATGCCCTACATTAGACAGATCGgat AACAAGACTGAATGCCCTACA ACCTTCCATGGAGTCTGTGC 12 133 2 21 208 20 57,212 59,674 27,400 45,700 4,114,491 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 12 207 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA CCTTCCATGGAGTCTGTGCT 12 132 1 22 207 20 58,589 59,383 27,400 44,000 4,028,859 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27935:53645 1 35 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 12 208 CAACAAGACTGAATGCCCTACATTAGACAGATCGgaCAACAAGACTGAATGCCCTACA ACCTTCCATGGAGTCTGTGC 12 133 1 22 208 20 58,589 59,674 27,400 45,700 3,737,710 F 241 CAACAAGACTGAATGCCCTACATTAGACAGATCGgatgatgatgatgatgatgatGAGGtttttGAAAGAAGTAGCCTGGCGAGTCAAAGTGTGAAAAGTACATTTGGCACTGATAGCCTACAGGACGCAGAAGACATGGAAGAGGTTCACAGAGTGGCAGAAAATGCCCGTCATTTCCATAGCAGGAGCACAGACTCCATGGAAGGTGATGATAGTAATGCTGAGGAGCAAAACATCAAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 1 1 10 31 177 CAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTCAGCTGGGACTGGAGTTGTG TTCAAACCCAGCATCAGCCC 31 58 27 20 203 20 60,605 60,900 33,300 51,900 1,504,497 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 10 31 178 CAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTCAGCTGGGACTGGAGTTGTG CTTCAAACCCAGCATCAGCC 31 59 27 20 204 20 60,605 59,471 33,300 48,500 1,134,158 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 11 34 190 TGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGG TGCAGCTGGGACTGGAGTT TTCACTCTTTCTTCAAACCCAGC 34 66 25 19 214 23 61,149 59,368 30,100 48,500 5,781,528 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 11 33 190 GCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGC GCAGCTGGGACTGGAGTTG TTTCACTCTTTCTTCAAACCCAGC 33 66 26 19 215 24 60,674 59,902 31,600 48,500 5,771,557 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 11 20 166 GAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGAGTTGTGGCTGGGACTGG CTTCAAACCCAGCATCAGCC 20 59 39 19 204 20 60,303 59,471 40,000 48,500 1,832,210 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 12 33 190 TGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGG TGCAGCTGGGACTGGAGTTG TTCACTCTTTCTTCAAACCCAGC 33 66 25 20 214 23 62,402 59,368 31,600 48,500 6,033,844 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 14 23 139 CTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGCTGGAGTTGTGGCTGGGAC CCCAGTCCCAGCCTCAGG 23 31 36 19 174 18 60,303 61,406 44,600 38,600 4,709,032 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 14 22 138 TGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGG TGGAGTTGTGGCTGGGACT CCCAGTCCCAGCCTCAGG 22 31 37 19 174 18 60,770 61,406 38,500 38,600 5,176,309 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:27965:4966_ 1 78 48 8 1 AGGCCC CTGGGCCTGGGCCTGGGCCTGGGCCTGGGCCTGGGNA 0 0 14 21 137 GGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGG GGAGTTGTGGCTGGGACTG CCCAGTCCCAGCCTCAGG 21 31 38 19 174 18 60,303 61,406 35,100 38,600 4,709,032 F 249 TGAGGCTGAGGCTGGGCCTGGGGCTGCAGCTGGGACTGGAGTTGTGGCTGGGACTGGGCCTAGGCCTGGGGTAGGGGctgggcctgggcctgggcctgggcctgggcctgggcctgggcctgggcCTGGGGCAgggggCTGGGCCTgggggCTGGGCCTGAGGCTGGGACTGGGGCTGCAGCTGGGCTGATGCTGGGTTTGAAGAAAGAGTGaaaaaaaTCTAGTAGTGACATCACAGAAAAGCTGTAA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 1 1 2 2 168 TTTGCAATGTGTTGGGTTATAGAATATTTGACTTTA TTTGCAATGTGTTGGGTTATAGAA TGAATAGTGTCTTCCCTTCCATT 59 2 71 24 238 23 57,343 57,221 21,000 31,600 12,435,873 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 2 1 168 TTTGCAATGTGTTGGGTTATAGAATATTTGACTTTA TTTGCAATGTGTTGGGTTATAGAA TGAATAGTGTCTTCCCTTCCATTT 59 1 71 24 238 24 57,343 57,860 21,000 23,200 12,796,311 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 3 2 167 TTGCAATGTGTTGGGTTATAGAATATTTGACTTTAA TTGCAATGTGTTGGGTTATAGAAT TGAATAGTGTCTTCCCTTCCATT 58 2 72 24 238 23 57,151 57,221 24,000 31,600 12,628,327 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 3 2 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGTATGGGCTCCGTACATGGTG TGAATAGTGTCTTCCCTTCCATT 133 2 1 20 238 23 59,244 57,221 41,700 31,600 6,535,535 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 4 2 139 GACTTTAACTCACTTATGATCAGTGATCAGAGAAATGACTTTAACTCACTTATGATCAGTGA TGAATAGTGTCTTCCCTTCCATT 28 2 100 26 238 23 57,012 57,221 34,100 31,600 14,767,305 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 4 1 139 GACTTTAACTCACTTATGATCAGTGATCAGAGAAATGACTTTAACTCACTTATGATCAGTGA TGAATAGTGTCTTCCCTTCCATTT 28 1 100 26 238 24 57,012 57,860 34,100 23,200 15,127,743 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 5 2 235 GGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAGGGCTCCGTACATGGTGAAT TGAATAGTGTCTTCCCTTCCATT 130 2 4 20 238 23 59,820 57,221 25,700 31,600 5,959,647 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:28047:66882 1 154 60 15 1 AGAT ATAGATAGATAGATAGATAGATAGATAGATAGATANA 0 0 5 1 235 GGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAGGGCTCCGTACATGGTGAAT TGAATAGTGTCTTCCCTTCCATTT 130 1 4 20 238 24 59,820 57,860 25,700 23,200 6,320,085 B 238 TATGGGCTCCGTACATGGTGAATCTTCACCTCAAAGCAAAGCTGTCAACAGAATGTAACCAATTATCAGTTTTGCAATGTGTTGGGTTATAGAATATTTGACTTTAACTCACTTATGATCAGTGATCAGAGAAATAAatatatTTTACTATCAatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagAAAATGGAAGGGAAGACACTATTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 2 26 136 CTTGGGCCTATCTTCCACCCCACACCAGCATCGGTT CTTGGGCCTATCTTCCACCC TGGACCTGAGGGAATGGACT 26 43 45 20 180 20 59,816 59,881 46,100 38,500 0.302886 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 26 139 CTTGGGCCTATCTTCCACCCCACACCAGCATCGGTT CTTGGGCCTATCTTCCACCC ACATGGACCTGAGGGAATGG 26 46 45 20 183 20 59,816 59,078 46,100 31,600 1,105,627 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 26 153 CTTGGGCCTATCTTCCACCCCACACCAGCATCGGTT CTTGGGCCTATCTTCCACCC AGAAGCCAGACGTCACATGG 26 60 45 20 197 20 59,816 60,037 46,100 36,600 0.220683 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 26 138 CTTGGGCCTATCTTCCACCCCACACCAGCATCGGTT CTTGGGCCTATCTTCCACCC CATGGACCTGAGGGAATGGAC 26 44 45 20 182 21 59,816 60,134 46,100 40,200 1,317,707 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 53 179 CAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTCAGAATTCAGGAGGAGCGGG GAAGCCAGACGTCACATGGA 53 59 18 20 196 20 60,179 60,037 61,300 34,100 0.216388 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 53 180 CAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTCAGAATTCAGGAGGAGCGGG AGAAGCCAGACGTCACATGG 53 60 18 20 197 20 60,179 60,037 61,300 36,600 0.216014 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 53 192 CAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTCAGAATTCAGGAGGAGCGGG GGGAGTGGGAGTAGAAGCCA 53 72 18 20 209 20 60,179 60,618 61,300 47,500 0.796882 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 53 194 CAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTCAGAATTCAGGAGGAGCGGG GTGGGAGTGGGAGTAGAAGC 53 74 18 20 211 20 60,179 59,462 61,300 38,600 0.716715 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29183:43642 1 91 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 53 199 CAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTCAGAATTCAGGAGGAGCGGG GGTGAGTGGGAGTGGGAGTA 53 79 18 20 216 20 60,179 60,252 61,300 25,900 0.431165 F 248 ATAGGTTTTATTCTGGTCAGAATTCAGGAGGAGCgggggAGATTCTTGGGCCTATCTTCCACCCCACACCAGCATCGGTTGGGGATCACGcctcctcctcctcctcctcctcctcctcccccccccccACTCAAATACCTGAGCATTTACTTTATGCTGAAGTCCATTCCCTCAGGTCCATGTGACGTCTGGCTTCTACTCCCACTCCCACTCACCAGCCCTGATTATCATTCTCACCAGCTTCATGC

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 1 1 5 48 191 TAGACCAACCCACGGgaagaagaaAGAAAATGGAAG TAGACCAACCCACGGGAAGA GCCTCTTCTCCTTCCCAACG 82 48 19 20 209 20 60,179 60,392 28,700 41,000 0.570720 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 5 48 196 ACCAATAGACCAACCCACGGgaagaagaaAGAAAAT ACCAATAGACCAACCCACGG GCCTCTTCTCCTTCCCAACG 87 48 14 20 209 20 59,673 60,392 49,400 41,000 0.718720 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 28 167 CCAACCCACGGgaagaagaaAGAAAATGGAAGAACGCCAACCCACGGGAAGAAGAA TTCCACTTCCCAACACCTCG 78 28 23 20 189 20 59,890 59,892 25,200 46,300 0.217554 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 28 171 TAGACCAACCCACGGgaagaagaaAGAAAATGGAAG TAGACCAACCCACGGGAAGA TTCCACTTCCCAACACCTCG 82 28 19 20 189 20 60,179 59,892 28,700 46,300 0.286758 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 10 42 190 ACCAATAGACCAACCCACGGgaagaagaaAGAAAAT ACCAATAGACCAACCCACGG TCTCCTTCCCAACGTTCCAC 87 42 14 20 203 20 59,673 59,605 49,400 40,200 0.722238 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:29762:19258 1 121 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 12 37 176 CCAACCCACGGgaagaagaaAGAAAATGGAAGAACGCCAACCCACGGGAAGAAGAA TTCCCAACGTTCCACTTCCC 78 37 23 20 198 20 59,890 60,179 25,200 39,700 0.288735 F 246 TTaaaaaaaaaTTACCAATAGACCAACCCACGGgaagaagaaAGAAAATGGAAGAACGaaaaaaaTTTaaaaaaaaaaaCAGTTTTACAAAAGAGGaaaaaaGaaaaaaaaaaaaaaaaaaagaagaagaagaagaagaagAGACAGGGGAAAGggaggaggaGAAAGTCGAGGTGTTGGGAAGTGGAACGTTGGGAAGGAGAAGAGGCATgagagagaGGAAGTCGAACATTGGAAAGAAGGTCA

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 1 1 12 20 147 TTCCCTTGCCAACCCTACAccccccACCCCAAATAATT TTCCCTTGCCAACCCTACAC AGTGGTGGTCGGTGTGGG 74 20 37 20 183 18 59,888 61,556 29,000 46,100 3,667,945 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 0 0 12 4 131 TTCCCTTGCCAACCCTACAccccccACCCCAAATAATT TTCCCTTGCCAACCCTACAC GGGATGGTGGTGGGTGTG 74 4 37 20 167 18 59,888 59,964 29,000 38,200 2,147,264 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 0 0 12 3 130 TTCCCTTGCCAACCCTACAccccccACCCCAAATAATT TTCCCTTGCCAACCCTACAC GGATGGTGGTGGGTGTGG 74 3 37 20 166 18 59,888 59,964 29,000 41,700 2,147,264 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 0 0 12 3 141 CGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCGTGTGGCCTCTTCCCTTG GGATGGTGGTGGGTGTGG 86 3 26 19 166 18 60,672 59,964 36,100 41,700 3,707,982 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 0 0 12 2 129 TTCCCTTGCCAACCCTACAccccccACCCCAAATAATT TTCCCTTGCCAACCCTACAC GATGGTGGTGGGTGTGGG 74 2 37 20 165 18 59,888 59,964 29,000 46,100 2,147,264 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 15 5 1 ACC CCACCACCACCACCA NA 0 0 12 2 140 CGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCGTGTGGCCTCTTCCCTTG GATGGTGGTGGGTGTGGG 86 2 26 19 165 18 60,672 59,964 36,100 46,100 3,707,982 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 184 35 8 1.5 ACC ACCACCACCACCACCACCACCACCATCACCACCAC NA 0 1 13 2 90 cACACccaccaccaTCCCCACACCGACCACCACTaccac CACACCCACCACCATCCC ATGGTGGTGACAGTGGTGG 16 2 150 18 239 19 59,964 59,544 38,500 46,100 3,491,475 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 184 35 8 1.5 ACC ACCACCACCACCACCACCACCACCATCACCACCAC NA 0 0 13 2 91 ccACACccaccaccaTCCCCACACCGACCACCACTacca CCACACCCACCACCATCC ATGGTGGTGACAGTGGTGG 17 2 149 18 239 19 59,964 59,544 35,100 46,100 3,491,475 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 184 35 8 1.5 ACC ACCACCACCACCACCACCACCACCATCACCACCAC NA 0 0 13 2 92 cccACACccaccaccaTCCCCACACCGACCACCACTacc CCCACACCCACCACCATC ATGGTGGTGACAGTGGTGG 18 2 148 18 239 19 59,964 59,544 35,100 46,100 3,491,475 F 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 1 13 2 156 ATTCAATTGCAGGGCTCCCCTcccccccTccccccACCA ATTCAATTGCAGGGCTCCC ATGGTGGTGACAGTGGTGG 28 2 84 19 239 19 58,094 59,544 43,000 46,100 4,362,117 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 0 13 2 157 TATTCAATTGCAGGGCTCCCCTcccccccTccccccACC TATTCAATTGCAGGGCTCCC ATGGTGGTGACAGTGGTGG 28 2 83 20 239 19 57,928 59,544 43,000 46,100 3,527,627 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 0 13 2 158 ATATTCAATTGCAGGGCTCCCCTcccccccTccccccAC ATATTCAATTGCAGGGCTCCC ATGGTGGTGACAGTGGTGG 28 2 82 21 239 19 58,398 59,544 43,000 46,100 4,057,755 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 0 13 2 203 TTCCCTTGCCAACCCTACAccccccACCCCAAATAATT TTCCCTTGCCAACCCTACAC ATGGTGGTGACAGTGGTGG 74 2 37 20 239 19 59,888 59,544 29,000 46,100 1,567,488 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 0 13 2 204 CTTCCCTTGCCAACCCTACAccccccACCCCAAATAAT CTTCCCTTGCCAACCCTACA ATGGTGGTGACAGTGGTGG 75 2 36 20 239 19 59,596 59,544 27,400 46,100 1,859,890 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:31741:5950_ 1 131 88 8 2 ACC CCACCACCACCACCACCCCCACACCCACCACCATCC NA 0 0 13 2 205 TCTTCCCTTGCCAACCCTACAccccccACCCCAAATAA TCTTCCCTTGCCAACCCTAC ATGGTGGTGACAGTGGTGG 76 2 35 20 239 19 59,303 59,544 31,800 46,100 2,152,351 G 254 GGTCATTTTCTACAGGTTTCCCCAACGTGTGGCCTCTTCCCTTGCCAACCCTACAccccccACCCCAAATAATTATTCCCTATATTCAATTGCAGGGCTCCCCTcccccccTccccccACCAccccccccccaccaccaccaccacccccACACccaccaccaTCCCCACACCGACCACCACTaccaccaccaccaccaccaccaccATcaccaccacCGCCACCACTGTCACCACCATcaccaccaccaccac

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 4 97 CTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCCTCGACATTCTTGGGCTGGT CAAGAGTAAGGAGGCGGTCG 32 4 86 20 182 20 60,036 60,179 40,000 47,900 0.215144 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 66 241 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC CCTGCCGCTTCAGGTTGA 116 66 2 20 242 18 60,250 59,967 40,600 31,800 2,282,909 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 65 241 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC CCTGCCGCTTCAGGTTGAC 116 65 2 20 242 19 60,250 61,328 40,600 31,800 2,578,480 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 15 108 CTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCCTCGACATTCTTGGGCTGGT GGTGGCGTGGACAAGAGTAA 32 15 86 20 193 20 60,036 59,966 40,000 22,400 0.070347 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 15 189 CTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTT CTCTGCCTGATCCATGCCTG GGTGGCGTGGACAAGAGTAA 113 15 5 20 193 20 60,535 59,966 48,500 22,400 0.569665 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 15 192 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC GGTGGCGTGGACAAGAGTAA 116 15 2 20 193 20 60,250 59,966 40,600 22,400 0.284718 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 13 190 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC TGGCGTGGACAAGAGTAAGG 116 13 2 20 191 20 60,250 59,680 40,600 26,900 0.570755 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 7 100 CTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCCTCGACATTCTTGGGCTGGT GGACAAGAGTAAGGAGGCGG 32 7 86 20 185 20 60,036 59,824 40,000 61,300 0.211999 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 7 184 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC GGACAAGAGTAAGGAGGCGG 116 7 2 20 185 20 60,250 59,824 40,600 61,300 0.426370 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 4 181 CTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCAC CTCCTCTGCCTGATCCATGC CAAGAGTAAGGAGGCGGTCG 116 4 2 20 182 20 60,250 60,179 40,600 47,900 0.429515 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 66 242 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCA CCTCCTCTGCCTGATCCATG CCTGCCGCTTCAGGTTGA 117 66 1 20 242 18 59,603 59,967 36,600 31,800 2,429,715 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3468:70082_ 1 138 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 15 193 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCA CCTCCTCTGCCTGATCCATG GGTGGCGTGGACAAGAGTAA 117 15 1 20 193 20 59,603 59,966 36,600 22,400 0.431524 A 252 CCTCCTCTGCCTGATCCATGCCTGCGCCCACGCCCACGTTCTTGTCCGCCATGTGTTGGGCGTCATCTTGCCCTTTGCTCGCGTTCTCGACATTCTTGGGCTGGTGGTCGTTGGCCTCGTCGAGCGTGACGAGCTTGtcctcctcctcctcctcctccTCGACGACCGCCTCCTTACTCTTGTCCACGCCACCCTCTTCGCCGTATCCGTTGCGATGGCCGCCGTCAACCTGAAGCGGCAGGGCGTCCTGCT

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 2 0 147 AAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAAAAGCTGTGTGCAGGGAGTT AGGGTCCCAGGCCTCACT 88 0 107 20 253 18 60,107 61,947 30,100 34,100 4,053,561 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 3 0 250 AATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGAATGTTCAGTCGGCAAACGC AGGGTCCCAGGCCTCACT 191 0 4 20 253 18 60,040 61,947 48,400 34,100 3,987,467 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 94 CTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCACTGGGCAGCAGAGTTATTGC CAGGGTCCCAGGCCTCAC 34 1 161 20 254 18 59,263 61,722 35,600 35,100 4,458,926 A 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 137 CAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTC CAGGGAGTTGCAAGGTCTGT CAGGGTCCCAGGCCTCAC 77 1 118 20 254 18 59,891 61,722 34,100 35,100 3,831,049 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 147 AAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAt AAGCTGTGTGCAGGGAGTTG CAGGGTCCCAGGCCTCAC 87 1 108 20 254 18 60,821 61,722 31,600 35,100 4,542,597 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 148 AAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAAAAGCTGTGTGCAGGGAGTT CAGGGTCCCAGGCCTCAC 88 1 107 20 254 18 60,107 61,722 30,100 35,100 3,828,225 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 248 GTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATGTTCAGTCGGCAAACGCAAC CAGGGTCCCAGGCCTCAC 188 1 7 20 254 18 60,928 61,722 41,700 35,100 4,650,157 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 1 251 AATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGAATGTTCAGTCGGCAAACGC CAGGGTCCCAGGCCTCAC 191 1 4 20 254 18 60,040 61,722 48,400 35,100 3,762,131 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 0 93 CTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCACTGGGCAGCAGAGTTATTGC AGGGTCCCAGGCCTCACT 34 0 161 20 253 18 59,263 61,947 35,600 34,100 4,684,261 A 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 0 136 CAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTC CAGGGAGTTGCAAGGTCTGT AGGGTCCCAGGCCTCACT 77 0 118 20 253 18 59,891 61,947 34,100 34,100 4,056,384 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 1 93 TGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCA TGGGCAGCAGAGTTATTGC CAGGGTCCCAGGCCTCAC 34 1 162 19 254 18 58,128 61,722 35,600 35,100 6,594,115 A 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 1 237 AAACGCAACAGGGTGTTTGGGGATATTGATGTTGGAAACGCAACAGGGTGTTTGG CAGGGTCCCAGGCCTCAC 177 1 18 20 254 18 59,825 61,722 32,800 35,100 3,896,323 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 236 AAACGCAACAGGGTGTTTGGGGATATTGATGTTGGAAACGCAACAGGGTGTTTGG AGGGTCCCAGGCCTCACT 177 0 18 20 253 18 59,825 61,947 32,800 34,100 4,121,658 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:3873:73141_ 1 215 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 1 239 GCAAACGCAACAGGGTGTTTGGGGATATTGATGTT GCAAACGCAACAGGGTGTT CAGGGTCCCAGGCCTCAC 180 1 16 19 254 18 59,859 61,722 33,200 35,100 4,862,510 F 270 ATTAATGTTCAGTCGGCAAACGCAACAGGGTGTTTGGGGATATTGATGTTGGTTCAGATCCTAGGAGTCTTGAGCTTCAAAGACCCTGAAATGTCTGCTGATGAGAAAAGCtgtgtgCAGGGAGTTGCAAGGTCTGTATGTTAtttttACAGTCAGGGAGCTGGGCAGCAGAGTTATTGCTGTAGCTGCTGTTGCAAAGCGACTCAGCGACATTcagcagcagcagcagcagcagAGTGAGGCCTGGGACCCTGGGCCCGGCCTTTCCTC

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 1 1 21 4 168 GGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgGGTCTGTCAGCATGTGTGGA CCTTCCTTCCTCTCTTTCCCT 59 4 51 20 189 21 59,965 58,443 40,200 42,000 2,592,083 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 4 169 GGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgGGTCTGTCAGCATGTGTGGA TCCTTCCTTCCTCTCTTTCCCT 59 4 51 20 190 22 59,965 59,885 40,200 42,000 2,149,822 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 4 219 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCGCAAAGAATTAGTTACAGGGATGAA TCCTTCCTTCCTCTCTTTCCCT 104 4 1 25 190 22 57,609 59,885 25,700 42,000 9,505,654 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 4 219 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCGCAAAGAATTAGTTACAGGGATGAA TCCTTCCTTCCTCTCTTTCCCT 104 4 1 25 190 22 57,609 59,885 25,700 42,000 9,505,654 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 3 168 GGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgGGTCTGTCAGCATGTGTGGA CCTTCCTTCCTCTCTTTCCCTC 59 3 51 20 189 22 59,965 59,496 40,200 43,000 2,539,082 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 2 167 GGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgGGTCTGTCAGCATGTGTGGA CTTCCTTCCTCTCTTTCCCTCT 59 2 51 20 188 22 59,965 58,550 40,200 36,900 3,485,235 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 ‐14 151 GGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgGGTCTGTCAGCATGTGTGGA CCCTCTTTCCTTCCTTCCTTCC 59 ‐14 51 20 172 22 59,965 60,026 40,200 34,600 2,061,110 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 ‐14 152 AGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGT AGGTCTGTCAGCATGTGTGG CCCTCTTTCCTTCCTTCCTTCC 60 ‐14 50 20 172 22 59,964 60,026 41,700 34,600 2,061,674 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1109:9567:55051_ 1 130 35 7 1.5 AAGG AGAGAGAAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 22 ‐14 201 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCGCAAAGAATTAGTTACAGGGATGAA CCCTCTTTCCTTCCTTCCTTCC 104 ‐14 1 25 172 22 57,609 60,026 25,700 34,600 9,416,941 F 221 GCAAAGAATTAGTTACAGGGATGAAAACAATATGCTGGaaaaaCTCAGTAGGTCTGTCAGCAtgtgtgGATAGAGAAACAAGAGTTgagagagaAagagagAAAGGAAGGAAagagagAAAGGAAGGAAagagagAaaggaaggaaggaaggaaggaaggaaggAAAGAGGGAAagagaggaaggaaggaagGAAAGAGGGAAagagaggaaggaaggaag

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 1 1 3 83 240 GGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGGTATAAATGAACCGTGCCTGA TCCCTTCAGTATCCAGAATGAGG 83 85 5 22 244 23 58,462 59,030 38,600 38,600 7,507,556 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 3 82 240 GGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGGTATAAATGAACCGTGCCTGAA TCCCTTCAGTATCCAGAATGAGG 82 85 5 23 244 23 59,057 59,030 30,200 38,600 7,912,723 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 83 241 GGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGGTATAAATGAACCGTGCCTGA CTCCCTTCAGTATCCAGAATGAGG 83 85 5 22 245 24 58,462 59,960 38,600 38,600 7,577,797 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 77 255 TGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTATGAACCGTGCCTGAATCAGA AGTGCCCTGAACACTCTGG 77 112 13 20 267 19 59,315 59,243 32,700 38,600 2,441,841 F 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 72 250 CGTGCCTGAATCAGACCCTCTTGGTGTGCTACACAT CGTGCCTGAATCAGACCCTC AGTGCCCTGAACACTCTGG 72 112 18 20 267 19 60,461 59,243 43,000 38,600 2,218,293 F 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 62 201 CGTGCCTGAATCAGACCCTCTTGGTGTGCTACACAT CGTGCCTGAATCAGACCCTC ATCTGCTCCACCTTGTGCAA 72 62 18 20 218 20 60,461 59,889 43,000 40,800 0.572048 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 75 253 AACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACAAACCGTGCCTGAATCAGACC AGTGCCCTGAACACTCTGG 75 112 15 20 267 19 60,322 59,243 38,500 38,600 2,078,959 F 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 63 205 AACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACAAACCGTGCCTGAATCAGACC GATCTGCTCCACCTTGTGCA 75 63 15 20 219 20 60,322 60,322 38,500 45,700 0.643572 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 62 204 AACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACAAACCGTGCCTGAATCAGACC ATCTGCTCCACCTTGTGCAA 75 62 15 20 218 20 60,322 59,889 38,500 40,800 0.432714 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 167 ATGTGACTGCTGGAGCCTTCACAACATCATACTCCT ATGTGACTGCTGGAGCCTTC ATCTGCTCCACCTTGTGCAA 38 62 52 20 218 20 60,036 59,889 34,600 40,800 0.146691 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 168 ATGTGACTGCTGGAGCCTTCACAACATCATACTCCT ATGTGACTGCTGGAGCCTTC GATCTGCTCCACCTTGTGCA 38 63 52 20 219 20 60,036 60,322 34,600 45,700 0.357549 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 31 160 TGCTGGAGCCTTCACAACATCATACTCCTATtcctcct TGCTGGAGCCTTCACAACAT ATCTGCTCCACCTTGTGCAA 31 62 59 20 218 20 59,889 59,889 27,100 40,800 0.222122 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 13 112 TGCTGGAGCCTTCACAACATCATACTCCTATtcctcct TGCTGGAGCCTTCACAACAT GGAAGAGGAAGGTGCTGAACA 31 13 59 20 170 21 59,889 59,928 27,100 31,800 1,183,392 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 13 115 GACTGCTGGAGCCTTCACAACATCATACTCCTATtcc GACTGCTGGAGCCTTCACAA GGAAGAGGAAGGTGCTGAACA 34 13 56 20 170 21 60,250 59,928 33,300 31,800 1,322,798 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:10896:4157_ 1 110 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 13 119 ATGTGACTGCTGGAGCCTTCACAACATCATACTCCT ATGTGACTGCTGGAGCCTTC GGAAGAGGAAGGTGCTGAACA 38 13 52 20 170 21 60,036 59,928 34,600 31,800 1,107,960 B 271 CTTCGGTATAAATGAACCGTGCCTGAATCAGACCCTCTTGGTGTGCTACACATGTGACTGCTGGAGCCTTCACAACATCATACTCCTATtcctcctccTCATGTTGCTTctcctcctcctcctcctcctcctcctcCAGAGATGAAATGTGTTCAGCACCTTCCTCTTCCTACAGCTCCAATCCTTGGTTGTTCTATGTTGCACAAGGTGGAGCAGATCACCCTCATTCTGGATACTGAAGGGAGcccccAGAGTGTTCAGGGCACTTAGC

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 4 54 225 CTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATCTGATCCCAGTCACTGCCTC GGGCCCAACATTCAGATCGA 110 54 41 20 265 20 59,822 60,107 47,000 35,900 0.284818 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 54 263 TGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCT TGCTGCAGACTCTCTCCTCT GGGCCCAACATTCAGATCGA 148 54 3 20 265 20 59,961 60,107 36,900 35,900 0.146686 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 46 255 TGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCT TGCTGCAGACTCTCTCCTCT CATTCAGATCGAAGCGCGTC 148 46 3 20 257 20 59,961 59,772 36,900 51,900 0.267710 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 45 216 CTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATCTGATCCCAGTCACTGCCTC ATTCAGATCGAAGCGCGTCT 110 45 41 20 256 20 59,822 59,899 47,000 41,800 0.279003 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 45 254 TGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCT TGCTGCAGACTCTCTCCTCT ATTCAGATCGAAGCGCGTCT 148 45 3 20 256 20 59,961 59,899 36,900 41,800 0.140871 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 10 181 CTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATCTGATCCCAGTCACTGCCTC GTCGGTGGGAACGGATTTGA 110 10 41 20 221 20 59,822 60,321 47,000 26,900 0.498550 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 10 186 ccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCCCTCCCTGATCCCAGTCACT GTCGGTGGGAACGGATTTGA 115 10 36 20 221 20 60,326 60,321 34,100 26,900 0.646994 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 10 219 TGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCT TGCTGCAGACTCTCTCCTCT GTCGGTGGGAACGGATTTGA 148 10 3 20 221 20 59,961 60,321 36,900 26,900 0.360418 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 5 137 CATCACCACGATCCCAcccccccTcccccTCGCCCAAAGCATCACCACGATCCCACCC GTGGGAACGGATTTGAATCGG 71 5 81 19 217 21 60,153 59,600 46,100 41,800 2,553,662 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 9 180 CTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATCTGATCCCAGTCACTGCCTC TCGGTGGGAACGGATTTGAA 110 9 41 20 220 20 59,822 59,603 47,000 26,900 0.574791 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 6 138 CATCACCACGATCCCAcccccccTcccccTCGCCCAAAGCATCACCACGATCCCACCC GGTGGGAACGGATTTGAATCG 71 6 81 19 218 21 60,153 59,600 46,100 33,400 2,553,662 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:16244:71119 1 171 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 4 136 CATCACCACGATCCCAcccccccTcccccTCGCCCAAAGCATCACCACGATCCCACCC TGGGAACGGATTTGAATCGGT 71 4 81 19 216 21 60,153 59,996 46,100 46,900 2,156,980 F 288 AATGCTGCAGActctctCCTCTTCACTCCTCTcccccTCCCTGATCCCAGTCACTGCCTCCAACCgggggCGCGCATGCGCATCACCACGATCCCAcccccccTcccccTCGCCCAAAGTGCGGCCTCCGCGTCCCCGccccccccccTCGGgcgcgcACGCACAACGTCcaacaacaacaacaacaacaaCTGAACCGATTCAAATCCGTTCCCACCGACGCCCGGGTGAGGTTCAGACGCGCTTCGATCTGAATGTTGGGCCCGGtttttAATGTTATTTGTTTAT

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 1 1 16 17 147 GCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGGCTGCTGTTGCTGTTACTGA TTCTCCAACAGCAGCTGCAA 57 17 19 20 165 20 58,771 60,466 34,100 40,800 1,695,434 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 0 0 16 0 90 GCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGCTGTTGTTGCTGTTGCTGT TTCTCCAACAGCAGCTGCAA 0 17 76 20 165 20 60,179 60,466 44,000 40,800 0.645136 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 0 0 16 0 91 GCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGCTGTTGTTGCTGTTGCTGT TTTCTCCAACAGCAGCTGCA 0 18 76 20 166 20 60,179 60,466 44,000 44,100 0.645136 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 0 0 18 18 149 TGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTTGCTGCTGTTGCTGTTACTG TTTCTCCAACAGCAGCTGCA 58 18 18 20 166 20 59,053 60,466 27,400 44,100 1,412,534 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 0 0 18 17 148 TGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTTGCTGCTGTTGCTGTTACTG TTCTCCAACAGCAGCTGCAA 58 17 18 20 165 20 59,053 60,466 27,400 40,800 1,412,534 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:18416:51570 1 96 33 7 1.5 AGC TGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGC NA 0 0 18 1 91 TGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGCTGTTGTTGCTGTTGCTG TTCTCCAACAGCAGCTGCAA 1 17 75 20 165 20 60,179 60,466 44,100 40,800 0.645138 B 168 GTTGCTGCTAATTTTATTGCTGCTGTTGCTGTTACTGATATTCCTGTTAGTGCTGTTGTtgctgctgctgcTCTTGCTGTTGTTGCTGTTGCTGTtgctgctgctgctgctgctgcTGTtgctgctgcTGTTGCTGTTGCTGCTGTTGCAGCTGCTGTTGGAGAAATA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 1 1 4 30 137 GGATGCTCCCTTGctctctctTTCTTtcactcactcactcacT GGATGCTCCCTTGCTCTCTC AGCTGACCACACATCAGACA 31 30 127 20 263 20 59,893 58,949 32,000 34,100 1,157,529 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 4 30 138 GGATGCTCCCTTGctctctctTTCTTtcactcactcactcacT GGATGCTCCCTTGCTCTCTC CAGCTGACCACACATCAGACA 31 30 127 20 264 21 59,893 60,270 32,000 34,100 1,376,986 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 4 6 241 AGGTTTCAGTGCATAGCTGTGATGATATTAGATTTT AGGTTTCAGTGCATAGCTGTGA ACAAAGAGAAAGATGACTAAGAAGGGA 150 6 6 22 246 27 59,961 59,983 35,800 42,000 9,055,613 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 4 4 240 TGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTGAGGTTTCAGTGCATAGCTGT AAGAGAAAGATGACTAAGAAGGGAGA 152 4 4 22 243 26 59,961 59,043 44,000 37,100 8,995,972 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 4 1 117 AATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcac AATCCTCGGATGCTCCCTTG AGATGACTAAGAAGGGAGAGGA 38 1 120 20 236 22 59,528 57,110 36,100 37,100 5,362,116 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 4 1 231 AGGTTTCAGTGCATAGCTGTGATGATATTAGATTTT AGGTTTCAGTGCATAGCTGTGA AGATGACTAAGAAGGGAGAGGA 150 1 6 22 236 22 59,961 57,110 35,800 37,100 6,929,451 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 5 2 240 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGAGATGAGGTTTCAGTGCATAGCT AGAAAGATGACTAAGAAGGGAGAGG 154 2 1 23 240 25 59,800 59,339 33,200 36,900 8,860,372 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 5 0 117 AATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcac AATCCTCGGATGCTCCCTTG AGATGACTAAGAAGGGAGAGGAG 38 0 120 20 236 23 59,528 58,197 36,100 36,900 5,275,069 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 5 0 118 CAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcaCAATCCTCGGATGCTCCCTT AGATGACTAAGAAGGGAGAGGAG 39 0 119 20 236 23 59,528 58,197 39,500 36,900 5,275,069 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 5 0 231 AGGTTTCAGTGCATAGCTGTGATGATATTAGATTTT AGGTTTCAGTGCATAGCTGTGA AGATGACTAAGAAGGGAGAGGAG 150 0 6 22 236 23 59,961 58,197 35,800 36,900 6,842,403 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 5 0 233 TGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTGAGGTTTCAGTGCATAGCTGT AGATGACTAAGAAGGGAGAGGAG 152 0 4 22 236 23 59,961 58,197 44,000 36,900 6,842,403 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 38 190 TCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATC TCTTGCCTGCACTCTGATGT TTCAGGCAGCTGACCACAC 77 38 81 20 270 19 59,311 60,228 30,600 38,200 1,916,998 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA
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ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 38 193 TTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCA TTCTCTTGCCTGCACTCTGA TTCAGGCAGCTGACCACAC 80 38 78 20 270 19 58,949 60,228 32,700 38,200 2,278,951 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 35 190 TTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCA TTCTCTTGCCTGCACTCTGA AGGCAGCTGACCACACATC 80 35 78 20 267 19 58,949 60,003 32,700 30,600 2,053,876 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 146 AATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcac AATCCTCGGATGCTCCCTTG GCAGCTGACCACACATCAGA 38 32 120 20 265 20 59,528 60,321 36,100 32,700 0.792651 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 147 CAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcaCAATCCTCGGATGCTCCCTT GCAGCTGACCACACATCAGA 39 32 119 20 265 20 59,528 60,321 39,500 32,700 0.792651 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 182 TGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACTGCCTGCACTCTGATGTTGA GCAGCTGACCACACATCAGA 74 32 84 20 265 20 59,602 60,321 31,800 32,700 0.718598 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 260 AGGTTTCAGTGCATAGCTGTGATGATATTAGATTTT AGGTTTCAGTGCATAGCTGTGA GCAGCTGACCACACATCAGA 150 32 6 22 265 20 59,961 60,321 35,800 32,700 2,359,986 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 261 GAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTGAGGTTTCAGTGCATAGCTGTG GCAGCTGACCACACATCAGA 151 32 5 22 265 20 59,582 60,321 36,600 32,700 2,738,966 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 32 262 TGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTGAGGTTTCAGTGCATAGCTGT GCAGCTGACCACACATCAGA 152 32 4 22 265 20 59,961 60,321 44,000 32,700 2,359,986 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 31 139 GGATGCTCCCTTGctctctctTTCTTtcactcactcactcacT GGATGCTCCCTTGCTCTCTC GCAGCTGACCACACATCAGA 31 32 127 20 265 20 59,893 60,321 32,000 32,700 0.427555 F 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 1 153 TGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACTGCCTGCACTCTGATGTTGA AGATGACTAAGAAGGGAGAGGA 74 1 84 20 236 22 59,602 57,110 31,800 37,100 5,288,062 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 0 153 TGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACTGCCTGCACTCTGATGTTGA AGATGACTAAGAAGGGAGAGGAG 74 0 84 20 236 23 59,602 58,197 31,800 36,900 5,201,015 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:1976:60606_ 1 178 36 9 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 6 0 156 TCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATC TCTTGCCTGCACTCTGATGT AGATGACTAAGAAGGGAGAGGAG 77 0 81 20 236 23 59,311 58,197 30,600 36,900 5,492,506 B 270 AGATGAGGTTTCAGTGCATAGCTGTGATGATATTAGATTTTAGTCTTTGGCAGAAAACTTGACCTCATCACAAATAATTCTCTTGCCTGCACTCTGATGTTGAGTAAGGATCAATCTACAATCCTCGGATGCTCCCTTGctctctctTTCTTtcactcactcactcacTCATTCACCcactcactcactcactcactcactcactcactcactCTCCTCTCCCTTCTTAGTCATCTTTCTCTTTGTCTGAtgtgtgGTCAGCTGCCTGAA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 2 32 242 GGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGGGTTATCAGTCATTATTGGAGGATG CCACCATCATGCAGCTTCAG 140 32 15 26 256 20 59,343 59,261 35,100 30,200 7,395,668 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 32 242 GGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGGGTTATCAGTCATTATTGGAGGA CCACCATCATGCAGCTTCAG 142 32 15 24 256 20 57,812 59,261 37,100 30,200 6,926,702 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 30 241 GGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGGGTTATCAGTCATTATTGGAGGA CACCATCATGCAGCTTCAGTG 142 30 15 24 255 21 57,812 59,868 37,100 36,600 7,320,180 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 28 232 TCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTC TCAGTCATTATTGGAGGATGTGGT CATCATGCAGCTTCAGTGCC 136 28 21 24 252 20 59,525 59,899 41,600 50,100 4,575,333 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 24 138 TCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGTCTGCACCTCAGCCTGTTTG ATGCAGCTTCAGTGCCATCT 50 24 111 20 248 20 60,536 60,034 29,300 29,000 0.570160 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 24 139 ATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGATCTGCACCTCAGCCTGTTT ATGCAGCTTCAGTGCCATCT 51 24 110 20 248 20 59,597 60,034 28,300 29,000 0.437651 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 24 228 TCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTC TCAGTCATTATTGGAGGATGTGGT ATGCAGCTTCAGTGCCATCT 136 24 21 24 248 20 59,525 60,034 41,600 29,000 4,509,031 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 25 139 TCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGTCTGCACCTCAGCCTGTTTG CATGCAGCTTCAGTGCCATC 50 25 111 20 249 20 60,536 59,899 29,300 35,100 0.636462 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 25 229 TCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTC TCAGTCATTATTGGAGGATGTGGT CATGCAGCTTCAGTGCCATC 136 25 21 24 249 20 59,525 59,899 41,600 35,100 4,575,333 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 28 144 CATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATG CATCTGCACCTCAGCCTGTT CATCATGCAGCTTCAGTGCC 52 28 109 20 252 20 60,322 59,899 31,600 50,100 0.422959 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 25 141 CATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATG CATCTGCACCTCAGCCTGTT CATGCAGCTTCAGTGCCATC 52 25 109 20 249 20 60,322 59,899 31,600 35,100 0.422959 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20172:28417 1 181 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 24 140 CATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATG CATCTGCACCTCAGCCTGTT ATGCAGCTTCAGTGCCATCT 52 24 109 20 248 20 60,322 60,034 31,600 29,000 0.356657 A 258 GGCAGCTGTGACTGGGGTTATCAGTCATTATTGGAGGATGTGGTTTTAGTGTATTCCTTCGATGTTTTAAGGCTTAAATTAGCCTGCAGAAATGTGCACTTAGTGCCTCATCTGCACCTCAGCCTGTTTGGTTTGAGCAACATGGGGATAGTTGTCTGACTGGGAGACACATCTTCCAGTgaggaggaggaggaggaggaggagACTGAGAAGGAGAGGGAGAAGGCCAGATGGCACTGAAGCTGCATGATGGTGGCA

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 1 1 2 33 179 GACTCCAGTGCAACAGAGCAACCTCTAAACCAATG GACTCCAGTGCAACAGAGCA ACCCATCAAACTGGAGTGGA 85 33 32 20 210 20 60,250 58,555 42,600 40,200 1,694,971 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 2 31 130 ACTGGGAATGTATGAATGAACAACATAGCATTTTCTACTGGGAATGTATGAATGAACAACA ACCCATCAAACTGGAGTGGAA 31 32 81 25 210 21 58,990 59,220 33,300 35,300 7,789,898 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 2 31 130 ACTGGGAATGTATGAATGAACAACATAGCATTTTCTACTGGGAATGTATGAATGAACAACA ACCCATCAAACTGGAGTGGA 31 33 81 25 210 20 58,990 58,555 33,300 40,200 7,454,522 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 3 33 180 AGACTCCAGTGCAACAGAGCAACCTCTAAACCAAT AGACTCCAGTGCAACAGAGC ACCCATCAAACTGGAGTGGA 86 33 31 20 210 20 59,965 58,555 40,900 40,200 1,479,549 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 3 32 180 AGACTCCAGTGCAACAGAGCAACCTCTAAACCAAT AGACTCCAGTGCAACAGAGC ACCCATCAAACTGGAGTGGAA 86 32 31 20 210 21 59,965 59,220 40,900 35,300 1,814,925 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 3 31 131 ACTGGGAATGTATGAATGAACAACATAGCATTTTCTACTGGGAATGTATGAATGAACAACA AACCCATCAAACTGGAGTGGA 31 33 81 25 211 21 58,990 59,220 33,300 40,200 7,789,898 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 4 41 190 AGACTCCAGTGCAACAGAGCAACCTCTAAACCAAT AGACTCCAGTGCAACAGAGC CCATCTCAGAACCCATCAAACT 86 41 31 20 220 22 59,965 58,039 40,900 26,600 3,995,187 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 5 40 190 AGACTCCAGTGCAACAGAGCAACCTCTAAACCAAT AGACTCCAGTGCAACAGAGC CCATCTCAGAACCCATCAAACTG 86 40 31 20 220 23 59,965 59,307 40,900 31,600 3,727,701 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:20943:29402 1 137 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 6 33 190 GGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTGGATTGAGAAAGACTCCAGTGC ACCCATCAAACTGGAGTGGA 94 33 21 22 210 20 58,994 58,555 44,000 40,200 4,451,180 F 220 TCTCCTGTCTTTTCAGAACTGGATTGAGAAAGACTCCAGTGCAACAGAGCAACCTCTAAACCAATGAACTGGTTTATTTTACTGGGAATGTATGAATGAACAACATAGCATTTTCTAGGGAGAtttttCTATTATTttcttcttcttcttcttcttcTCAGGCATTCCTAATGATTGAGGATGAATTGATTCCACTCCAGTTTGATGGGTTCTGAGATGG

ST‐E00142:460:H2K7HCCXY:6:1110:21430:58128 1 57 48 8 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 1 1 12 0 94 ggttagggttagGGAGCAGCACCACAttagggttagggttagGGTTAGGGTTAGGGAGCAGC TCCCTCTAATGTGGGCCTAA 6 0 31 20 124 20 59,819 57,420 52,500 26,900 2,760,266 F 124 ggtgagggtgagggtgagggttagggttagggttagggttagGGAGCAGCACCACAttagggttagggttagggttagggttagggttagggttagggttagggTTAGGCCCACATTAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:1110:21430:58128 1 57 48 8 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 0 116 tgagggtgagggttagggttagggttagggttagGGAGCAGCATGAGGGTGAGGGTTAGGGTT TCCCTCTAATGTGGGCCTAA 28 0 9 20 124 20 59,805 57,420 41,100 26,900 2,774,720 F 124 ggtgagggtgagggtgagggttagggttagggttagggttagGGAGCAGCACCACAttagggttagggttagggttagggttagggttagggttagggttagggTTAGGCCCACATTAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:1110:21430:58128 1 57 48 8 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 0 121 gagggtgagggtgagggttagggttagggttagggttagGGAGCGAGGGTGAGGGTGAGGGTTA TCCCTCTAATGTGGGCCTAA 33 0 4 20 124 20 60,253 57,420 28,500 26,900 2,832,183 F 124 ggtgagggtgagggtgagggttagggttagggttagggttagGGAGCAGCACCACAttagggttagggttagggttagggttagggttagggttagggttagggTTAGGCCCACATTAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 1 1 15 31 202 GCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGCC GGTGCAGGGATGGAGGATTG 92 31 11 23 212 20 60,060 60,467 44,000 26,700 3,526,790 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 15 30 201 GCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGCC GTGCAGGGATGGAGGATTGT 92 30 11 23 211 20 60,060 59,743 44,000 27,100 3,316,907 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 15 8 179 GCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGCC TTGATGCCCAAGGGACCATG 92 8 11 23 189 20 60,060 60,325 44,000 36,600 3,384,420 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 15 4 175 GCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGCC TGCCCAAGGGACCATGTATG 92 4 11 23 185 20 60,060 59,742 44,000 23,900 3,318,352 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 15 2 173 GCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGCC CCCAAGGGACCATGTATGCA 92 2 11 23 183 20 60,060 59,742 44,000 39,600 3,318,352 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 17 30 202 TGCGTACATacacacATACATGCCtacatacatacaGTCATGCGTACATACACACATACATGC GTGCAGGGATGGAGGATTGT 93 30 10 23 211 20 59,446 59,743 40,600 27,100 3,810,957 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 18 1 111 ACATGCATGCATACATACATTCCTGcatacatacataca ACATGCATGCATACATACATTCCT GTGCAGGGATGGAGGATTGT 1 30 101 24 211 20 58,925 59,743 33,600 27,100 5,331,843 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 19 0 90 ACATGCATGCATACATACATTCCTGcatacatacataca ACATGCATGCATACATACATTCCTG TTTGATGCCCAAGGGACCAT 0 9 101 25 190 20 60,048 59,587 38,600 35,500 5,461,331 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26819:19188 1 126 36 9 1 ACAT CATACATACATACATACATACATACATACATACATA NA 0 0 19 0 111 ACATGCATGCATACATACATTCCTGcatacatacataca ACATGCATGCATACATACATTCCTG GTGCAGGGATGGAGGATTGT 0 30 101 25 211 20 60,048 59,743 38,600 27,100 5,305,333 F 246 ATACATACATGCGTACATacacacATACATGCCtacatacatacaGTCATGCATGCATACATACATGCATGcatacatacataTGAacatacatacatATACATGCATGCATACATACATTCCTGcatacatacatacatacatacatacatacatacataCATGCATACATGGTCCCTTGGGCATCaaaaaCAATCCTCCATCCCTGCAcccccTcccccccTCCACCCCACTACCACATCTTCC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 12 1 233 GCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGGCAGACCGGGCACTCCAG CGAAGGAGGAGGAGGAAGAC 167 1 27 18 259 20 62,767 58,892 38,600 30,100 5,875,200 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 159 TCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGC TCGGTTGAAGCGGTTCTCG GCGAAGGAGGAGGAGGAAGA 91 2 102 19 260 20 60,372 60,685 40,400 28,700 2,057,304 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 160 CTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCTCGGTTGAAGCGGTTCTCG GCGAAGGAGGAGGAGGAAGA 91 2 101 20 260 20 61,345 60,685 40,400 28,700 2,029,747 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 168 GTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGG GTTGCTGGCTCGGTTGAAG GCGAAGGAGGAGGAGGAAGA 100 2 93 19 260 20 59,424 60,685 30,200 28,700 2,261,225 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 234 GCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGGCAGACCGGGCACTCCAG GCGAAGGAGGAGGAGGAAGA 167 2 27 18 260 20 62,767 60,685 38,600 28,700 5,452,059 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 246 GAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGAGAAGAGGCGGTGGCAGAC GCGAAGGAGGAGGAGGAAGA 179 2 15 18 260 20 60,435 60,685 35,100 28,700 3,119,863 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 248 CAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGCAGAAGAGGCGGTGGCAG GCGAAGGAGGAGGAGGAAGA 181 2 13 18 260 20 60,436 60,685 48,500 28,700 3,120,390 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 2 257 CCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGC CCCGTCACGCAGAAGAGG GCGAAGGAGGAGGAGGAAGA 190 2 4 18 260 20 60,126 60,685 36,900 28,700 2,810,717 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:26920:4069_ 1 212 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 0 232 GCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGGCAGACCGGGCACTCCAG GAAGGAGGAGGAGGAAGACG 167 0 27 18 258 20 62,767 58,892 38,600 41,800 5,875,200 F 260 TCGCCCGTCACGCAGAAGAGGCGGTGGCAGACCGGGCACTCCAGGGGACCCTGGCCGCCAGCGGCCGCCCGGTGCTGCTGGTGCCGCCGCAGGTTGCTGGCTCGGTTGAAGCGGTTCTCGCAGATGGCACAGTGGCAGGGCGGCGCCGCCAGGCCAAACGGCAcccccACCGcccccTCATCGTCGTCCCCGCCAGcccccATCTCGGACAcctcctcctcctcctcctcctcctcctCGTCTtcctcctcctccTTCGC

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 3 34 192 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT TTAGGGTTTAATAGGGTGAGAGC 79 34 16 20 207 23 59,463 57,374 32,400 40,900 6,162,756 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 3 34 193 GCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGT GCGGAGTGTGGCCATAAGT TTAGGGTTTAATAGGGTGAGAGC 81 34 15 19 207 23 60,078 57,374 22,400 40,900 6,703,994 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 3 34 193 GCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGT GCGGAGTGTGGCCATAAGTC TTAGGGTTTAATAGGGTGAGAGC 80 34 15 20 207 23 61,090 57,374 30,100 40,900 6,715,621 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 33 190 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT AGGGTTTAATAGGGTGAGAGCG 79 33 16 20 205 22 59,463 59,565 32,400 50,300 2,971,890 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 32 190 GCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGT GCGGAGTGTGGCCATAAGTC GGGTTTAATAGGGTGAGAGCGT 80 32 15 20 204 22 61,090 59,830 30,100 50,700 3,260,031 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 32 190 GCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGT GCGGAGTGTGGCCATAAGT GGGTTTAATAGGGTGAGAGCGT 81 32 15 19 204 22 60,078 59,830 22,400 50,700 3,248,404 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 1 154 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT ACTCCCAGGCTCAGGGTG 79 1 16 20 169 18 59,463 60,609 32,400 46,100 3,146,176 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 27 134 TCACCATCACCcacacacaCGATCATGCACTCTTATTC TCACCATCACCCACACACAC ATAGGGTGAGAGCGTGTGTG 31 27 64 20 197 20 60,179 59,467 38,200 38,200 0.711605 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 27 159 TCACTCCCAGTATGAGGGCTTTCATTCACCATCACC TCACTCCCAGTATGAGGGCT ATAGGGTGAGAGCGTGTGTG 56 27 39 20 197 20 59,660 59,467 51,900 38,200 0.872432 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 27 182 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT ATAGGGTGAGAGCGTGTGTG 79 27 16 20 197 20 59,463 59,467 32,400 38,200 1,069,761 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 21 124 CcacacacaCGATCATGCACTCTTATTCACTCTCACAG CCACACACACGATCATGCAC ATAGGGTGAGAGCGTGTGTG 21 27 74 20 197 20 59,833 59,467 45,700 38,200 0.699170 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 14 111 CcacacacaCGATCATGCACTCTTATTCACTCTCACAG CCACACACACGATCATGCAC GTGTGTGTCTGGCTCACTCC 21 14 74 20 184 20 59,833 60,601 45,700 38,500 0.767907 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 14 146 TCACTCCCAGTATGAGGGCTTTCATTCACCATCACC TCACTCCCAGTATGAGGGCT GTGTGTGTCTGGCTCACTCC 56 14 39 20 184 20 59,660 60,601 51,900 38,500 0.941169 F 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 2 132 TCACTCCCAGTATGAGGGCTTTCATTCACCATCACC TCACTCCCAGTATGAGGGCT CACTCCCAGGCTCAGGGT 56 2 39 20 170 18 59,660 60,609 51,900 43,400 2,948,847 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 2 155 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT CACTCCCAGGCTCAGGGT 79 2 16 20 170 18 59,463 60,609 32,400 43,400 3,146,176 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 10 1 131 TCACTCCCAGTATGAGGGCTTTCATTCACCATCACC TCACTCCCAGTATGAGGGCT ACTCCCAGGCTCAGGGTG 56 1 39 20 169 18 59,660 60,609 51,900 46,100 2,948,847 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 91 CGATCATGCACTCTTATTCACTCTCACAGTGGgtgag CGATCATGCACTCTTATTCACTCTC GCTCACTCCCAGGCTCAG 7 5 83 25 173 18 59,598 59,416 32,000 33,500 7,985,492 A 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 91 CGATCATGCACTCTTATTCACTCTCACAGTGGgtgag CGATCATGCACTCTTATTCACTCT GCTCACTCCCAGGCTCAG 8 5 83 24 173 18 58,712 59,416 32,400 33,500 7,871,535 A 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 135 TCACTCCCAGTATGAGGGCTTTCATTCACCATCACC TCACTCCCAGTATGAGGGCT GCTCACTCCCAGGCTCAG 56 5 39 20 173 18 59,660 59,416 51,900 33,500 2,923,379 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 158 CGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATCGGAGTGTGGCCATAAGTCT GCTCACTCCCAGGCTCAG 79 5 16 20 173 18 59,463 59,416 32,400 33,500 3,120,708 B 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:28209:34395 1 115 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 4 90 TCATGCACTCTTATTCACTCTCACAGTGGgtgagtgag TCATGCACTCTTATTCACTCTCACA TGGCTCACTCCCAGGCTC 4 7 86 25 175 18 60,047 61,006 35,800 47,000 8,052,632 A 278 AgtgtgtgtGGAGGGCGGAGTGTGGCCATAAGTCTGGCTCACTCCCAGTATGAGGGCTTTCATTCACCATCACCcacacacaCGATCATGCACTCTTATTCACTCTCACAGTGGgtgagtgagtgagtgagtgagtgagtgagtgagtgaGCACCCTGAGCCTGGGAGTGAGCCAGacacacacGCTCTCACCCTATTAAACCCTAATACTCATCTTTATTTATTACTCATTGttttttttGCTCAACAAGTTGTTTCTTTTCATCCCTCAGtttttt

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 1 1 2 79 240 TCCATCCTGAGCATTTCACTCATCATGCCTTTATCTG TCCATCCTGAGCATTTCACTCA CCCAGGTGTCAAACAACATCC 79 91 8 22 247 21 59,427 59,387 34,100 35,100 4,186,446 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 2 79 241 TTCCATCCTGAGCATTTCACTCATCATGCCTTTATCT TTCCATCCTGAGCATTTCACTCA CCCAGGTGTCAAACAACATCC 79 91 7 23 247 21 59,991 59,387 34,100 35,100 4,622,800 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 2 0 101 ctTTGCCTTCCAAGTTCCCGtattattattattattattattat CTTTGCCTTCCAAGTTCCCG GATAGCGGGCCTTCAGGAAG 0 34 89 20 189 20 59,402 60,250 51,400 34,600 0.848146 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 3 78 240 TCCATCCTGAGCATTTCACTCATCATGCCTTTATCTG TCCATCCTGAGCATTTCACTCAT CCCAGGTGTCAAACAACATCC 78 91 8 23 247 21 59,799 59,387 29,000 35,100 4,814,924 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 3 43 191 TCCATCCTGAGCATTTCACTCATCATGCCTTTATCTG TCCATCCTGAGCATTTCACTCA TTAACATCGGATAGCGGGCC 79 43 8 22 198 20 59,427 59,966 34,100 58,000 2,607,346 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 3 0 110 ctTTGCCTTCCAAGTTCCCGtattattattattattattattat CTTTGCCTTCCAAGTTCCCG TTAACATCGGATAGCGGGCC 0 43 89 20 198 20 59,402 59,966 51,400 58,000 0.632402 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 4 76 224 TCCATCCTGAGCATTTCACTCATCATGCCTTTATCTG TCCATCCTGAGCATTTCACTCA CATCCAGGGTCGGATAAGGC 79 76 8 22 231 20 59,427 59,965 34,100 43,500 2,608,466 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 4 72 217 TGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATTGAGCATTTCACTCATCATGCC CATCCAGGGTCGGATAAGGC 72 76 15 22 231 20 59,314 59,965 44,000 43,500 2,721,863 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 4 0 143 ctTTGCCTTCCAAGTTCCCGtattattattattattattattat CTTTGCCTTCCAAGTTCCCG CATCCAGGGTCGGATAAGGC 0 76 89 20 231 20 59,402 59,965 51,400 43,500 0.633522 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 5 5 145 CCctctctTTGCCTTCCAAGTTCCCGtattattattattatta CCCTCTCTTTGCCTTCCAAGT CAGGGTCGGATAAGGCCAAA 5 72 83 21 227 20 59,925 59,745 31,600 32,800 1,329,313 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 5 5 149 CCctctctTTGCCTTCCAAGTTCCCGtattattattattatta CCCTCTCTTTGCCTTCCAAGT CATCCAGGGTCGGATAAGGC 5 76 83 21 231 20 59,925 59,965 31,600 43,500 1,110,024 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1110:8846:68430_ 1 109 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 6 0 133 ctTTGCCTTCCAAGTTCCCGtattattattattattattattat CTTTGCCTTCCAAGTTCCCG CGGATAAGGCCAAAGGAGGG 0 66 89 20 221 20 59,402 60,179 51,400 43,000 0.777082 F 286 TACTCTTTCCATCCTGAGCATTTCACTCATCATGCCTTTATCTGTGGTTATCCTTGATTTTACTCGTCAATATGTTTCCATTCCctctctTTGCCTTCCAAGTTCCCGtattattattattattattattattatGATCATcccccTACATTTGGGACGCTCCTCTGGGCTTCCTGAAGGCCCGCTATCCGATGTTAATGTCCCTCCTTTGGCCTTATCCGACCCTGGATGTTGTTTGACACCTgggggTGGATGGGGATTGTggggggAgggggggAGGGCCCTA

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 3 27 145 AGGGTTATCAGACCTCCAGATCagagagATCTATGAGAGGGTTATCAGACCTCCAGATCA TCCCATGTATGTACATCGTTATGAC 27 46 4 23 148 25 60,052 58,548 29,200 30,600 9,504,046 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 27 145 AGGGTTATCAGACCTCCAGATCagagagATCTATGAGAGGGTTATCAGACCTCCAGATCA TCCCATGTATGTACATCGTTATGACT 27 45 4 23 148 26 60,052 59,733 29,200 34,100 9,318,589 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 27 144 AGGGTTATCAGACCTCCAGATCagagagATCTATGAGAGGGTTATCAGACCTCCAGATCA CCCATGTATGTACATCGTTATGACT 27 45 4 23 147 25 60,052 58,544 29,200 34,100 9,507,451 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 27 219 AGGGTTATCAGACCTCCAGATCagagagATCTATGAGAGGGTTATCAGACCTCCAGATCA ACCCTTTGTACCAGACCCTT 27 125 4 23 222 20 60,052 58,171 29,200 39,500 4,880,941 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 21 212 TCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCAGACCTCCAGATCAGAGAGA ACCCTTTGTACCAGACCCTT 21 125 11 22 222 20 59,151 58,171 31,000 39,500 4,678,456 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 7 21 213 TCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCAGACCTCCAGATCAGAGAGA AACCCTTTGTACCAGACCCT 21 126 11 22 223 20 59,151 58,171 31,000 43,400 4,678,456 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 11 24 117 AGGGTTATCAGACCTCCAGATCagagagATCTATGAGAGGGTTATCAGACCTCCAGATCA CCCATCACAACCACTACCC 27 24 4 23 120 19 60,052 57,430 29,200 36,900 6,621,676 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 11 21 109 CAGACCTCCAGATCagagagATCTATGAGGTCAGAG CAGACCTCCAGATCAGAGAGA CCCATCACAACCACTACCC 21 24 12 21 120 19 57,704 57,430 31,000 36,900 6,865,458 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:11556:14617 1 54 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 11 21 110 TCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCAGACCTCCAGATCAGAGAGA CCCATCACAACCACTACCC 21 24 11 22 120 19 59,151 57,430 31,000 36,900 6,419,191 F 238 GAAAGGGTTATCAGACCTCCAGATCagagagATCTATGAGGTCAGAGTCTTGAggtggtggtggtggtggtggtggtgggggggggggggggggggggggggggTAGTGGTTGTGATGGGGTAGTCATAACGATGTACATACATGGGATAAACTAGAATAACTTGAAatatatTGGATaaaaaCTTgggggAGATGTAGTATAAGGGTCTGGTACAAAGGGTTAATGTGGGACTGAGT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 1 1 2 1 99 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGA ACTGGCCTGTACTTGTTGGG 21 1 1 24 99 20 57,466 59,890 34,100 41,200 6,644,305 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 2 1 99 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAA ACTGGCCTGTACTTGTTGGG 20 1 1 25 99 20 58,049 59,890 30,200 41,200 7,061,031 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 3 1 99 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAAC ACTGGCCTGTACTTGTTGGG 19 1 1 26 99 20 59,151 59,890 30,100 41,200 6,959,791 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 21 178 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGA AACCTGCATTTGCCCAACTT 21 80 1 24 178 20 57,466 58,869 34,100 26,600 7,664,596 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 21 210 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGA CCCTCTCAAATTCAAGCTGGC 21 111 1 24 210 21 57,466 59,524 34,100 48,500 8,009,501 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 20 178 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAA AACCTGCATTTGCCCAACTT 20 80 1 25 178 20 58,049 58,869 30,200 26,600 8,081,322 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 20 210 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAA CCCTCTCAAATTCAAGCTGGC 20 111 1 25 210 21 58,049 59,524 30,200 48,500 8,426,228 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 19 178 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAAC AACCTGCATTTGCCCAACTT 19 80 1 26 178 20 59,151 58,869 30,100 26,600 7,980,082 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:15544:29121 1 46 33 11 1 AAT TAATAATAATAATAATAATAATAATAATAATAA NA 0 0 4 19 210 CGAACCACAAGTTAACATTACAGAACTTAAATTTGACGAACCACAAGTTAACATTACAGAAC CCCTCTCAAATTCAAGCTGGC 19 111 1 26 210 21 59,151 59,524 30,100 48,500 8,324,988 A 223 CGAACCACAAGTTAACATTACAGAACTTAAATTTGATTTAATTATtaataataataataataataataataataataaGCCCAACAAGTACAGGCCAGTCAGTTTAACCTCAGTGGTGGGGAAGCTTTTAGAAAAGATATTTCGGGACAGAATTGAGTAAGTTGGGCAAATGCAGGTTAACTAAGGAAAGCCAGCTTGAATTTGAGAGGGTCAGATCGTGTTT

ST‐E00142:460:H2K7HCCXY:6:1111:16214:1063_ 1 21 50 7 1.5 AATGG GATGGATGGATGGAGTGGAATGGAATGGAATGGANA 1 1 18 0 90 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggTGGAAAGGAATGGATGCCAA TCGATCCATCTTGGCATCCA 0 0 1 20 90 20 57,380 58,869 45,200 34,100 3,750,473 B 132 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggaatggaatggaatggaatggaatggaatggaaTGGATGCCAAGATGGATCGATGGAATTgaatggaatggaatgTAATGTATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1111:16214:1063_ 1 21 50 7 1.5 AATGG GATGGATGGATGGAGTGGAATGGAATGGAATGGANA 0 0 18 0 94 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggTGGAAAGGAATGGATGCCAA TCCATCGATCCATCTTGGCA 0 4 1 20 94 20 57,380 58,869 45,200 49,200 3,750,473 B 132 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggaatggaatggaatggaatggaatggaatggaaTGGATGCCAAGATGGATCGATGGAATTgaatggaatggaatgTAATGTATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1111:16214:1063_ 1 21 50 7 1.5 AATGG GATGGATGGATGGAGTGGAATGGAATGGAATGGANA 0 0 18 0 95 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggTGGAAAGGAATGGATGCCAA TTCCATCGATCCATCTTGGCA 0 4 1 20 95 21 57,380 59,510 45,200 49,200 4,109,766 B 132 TGGAAAGGAATGGATGCCAAgatggatggatgGAGtggaatggaatggaatggaatggaatggaatggaaTGGATGCCAAGATGGATCGATGGAATTgaatggaatggaatgTAATGTATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 1 1 3 66 240 GTGAAACCATGAGGAGAGGCACGCCTGCAGGACA GTGAAACCATGAGGAGAGGCA CCACATGGACTGAAGTGGTCA 111 66 31 21 270 21 59,996 59,928 47,500 40,200 2,075,753 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 3 66 240 GTGAAACCATGAGGAGAGGCACGCCTGCAGGACA GTGAAACCATGAGGAGAGGC CCACATGGACTGAAGTGGTCA 112 66 31 20 270 21 58,256 59,928 47,000 40,200 2,816,168 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 3 66 241 AGTGAAACCATGAGGAGAGGCACGCCTGCAGGAC AGTGAAACCATGAGGAGAGGC CCACATGGACTGAAGTGGTCA 112 66 30 21 270 21 59,720 59,928 47,000 40,200 2,352,594 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 25 132 GTGAACCGATCCCTGACCTCGTTTATATCCAATGTA GTGAACCGATCCCTGACCTC ATGGACAATGAACCCTGGCC 46 25 97 20 228 20 59,824 60,325 38,500 53,600 0.500634 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 25 135 CTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGCTCGTGAACCGATCCCTGAC ATGGACAATGAACCCTGGCC 49 25 94 20 228 20 60,179 60,325 35,100 53,600 0.503779 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 25 139 TAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCTAACCTCGTGAACCGATCCC ATGGACAATGAACCCTGGCC 53 25 90 20 228 20 59,180 60,325 38,500 53,600 1,144,227 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 54 171 GCCTAACCTCGTGAACCGATCCCTGACCTCGTTTAT GCCTAACCTCGTGAACCGAT AGTGGTCAGCACTTCAAGGG 56 54 87 20 257 20 59,825 59,891 41,800 39,500 0.284416 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 54 224 AAACCATGAGGAGAGGCACGCCTGCAGGACAGAG AAACCATGAGGAGAGGCACG AGTGGTCAGCACTTCAAGGG 109 54 34 20 257 20 60,036 59,891 53,400 39,500 0.145352 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 53 170 GCCTAACCTCGTGAACCGATCCCTGACCTCGTTTAT GCCTAACCTCGTGAACCGAT GTGGTCAGCACTTCAAGGGA 56 53 87 20 256 20 59,825 59,891 41,800 42,000 0.283658 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 53 200 GCAGGACAGAGCCTTCACAACACCAGCCGAGCCTA GCAGGACAGAGCCTTCACAA GTGGTCAGCACTTCAAGGGA 86 53 57 20 256 20 60,250 59,891 33,300 42,000 0.359052 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 53 223 AAACCATGAGGAGAGGCACGCCTGCAGGACAGAG AAACCATGAGGAGAGGCACG GTGGTCAGCACTTCAAGGGA 109 53 34 20 256 20 60,036 59,891 53,400 42,000 0.144595 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:25479:29806 1 163 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 46 160 GTGAACCGATCCCTGACCTCGTTTATATCCAATGTA GTGAACCGATCCCTGACCTC GTGGTCAGCACTTCAAGGGA 46 53 97 20 256 20 59,824 59,891 38,500 42,000 0.284574 A 271 GGATTACTCTGGTTCCTTGAACAAATGAAAGTGAAACCATGAGGAGAGGCACGCCTGCAGGACAGAGCCTTCACAACACCAGCCGAGCCTAACCTCGTGAACCGATCCCTGACCTCGTTTATATCCAATGTAAAAGATATTTGAATGTTTTCTTTTGTTTTCattattattattattattattTCGTGGGTGTGGGCATGGCTGGCGGGGCCAGGGTTCATTGTCCATCCTTGATTTCCCTTGAAGTGCTGACCACTTCAGTCCATGTGGT

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 1 1 4 7 96 CAGTCACTCCTCACACCACATTTCCCATTCTTGTGCc CAGTCACTCCTCACACCACA ATGGAATCAAGGGTGGTGGG 16 7 134 20 229 20 59,247 59,664 41,700 46,100 1,088,706 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 4 7 97 TCAGTCACTCCTCACACCACATTTCCCATTCTTGTGC TCAGTCACTCCTCACACCAC ATGGAATCAAGGGTGGTGGG 17 7 133 20 229 20 58,959 59,664 41,600 46,100 1,376,695 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 4 7 148 TCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCG TCTGCATCTCAGTCCGTTGT ATGGAATCAAGGGTGGTGGG 68 7 82 20 229 20 59,031 59,664 33,200 46,100 1,305,197 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 4 7 205 ACCCACCACTAGCTGGAATGAGATCTGACATGCCG ACCCACCACTAGCTGGAATG ATGGAATCAAGGGTGGTGGG 125 7 25 20 229 20 59,379 59,664 26,700 46,100 0.956604 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 4 7 207 GAACCCACCACTAGCTGGAATGAGATCTGACATGC GAACCCACCACTAGCTGGAA ATGGAATCAAGGGTGGTGGG 127 7 23 20 229 20 59,309 59,664 35,300 46,100 1,026,810 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 4 7 210 TACGAACCCACCACTAGCTGGAATGAGATCTGACA TACGAACCCACCACTAGCTG ATGGAATCAAGGGTGGTGGG 130 7 20 20 229 20 59,107 59,664 42,400 46,100 1,228,803 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 6 7 120 TGAAATCGCACATCCCACCTAATTCAGTCACTCCTCATGAAATCGCACATCCCACCT ATGGAATCAAGGGTGGTGGG 40 7 110 20 229 20 59,672 59,664 40,000 46,100 0.663973 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 6 7 187 TGAGATCTGACATGCCGCAATTATACCACTGATTTT TGAGATCTGACATGCCGCAA ATGGAATCAAGGGTGGTGGG 107 7 43 20 229 20 59,750 59,664 48,500 46,100 0.586003 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:28260:61556 1 170 33 7 1.5 ACC CCGCCGCCGCCGCCACCACCACCACCACCACCA NA 0 0 6 7 188 ATGAGATCTGACATGCCGCAATTATACCACTGATTT ATGAGATCTGACATGCCGCA ATGGAATCAAGGGTGGTGGG 108 7 42 20 229 20 59,533 59,664 56,900 46,100 0.803012 F 275 AATGCAAGTGTATTATAAGTACGAACCCACCACTAGCTGGAATGAGATCTGACATGCCGCAATTATACCACTGATTTTATCTCTGCATCTCAGTCCGTTGTTGAGAAATTGAAATCGCACATCCCACCTAATTCAGTCACTCCTCACACCACATTTCCCATTCTTGTGCccgccgccgccgccaccaccaccaccaccaccaCTCTccccccACCACCCTTGATTCCATTCCTTGGCCTTTTCTCCATTCCCTGTTACAtttttGATTTTCATTG

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 4 0 232 AGAAATCAACTTTGGAGCCTGATTTGTATGATCTTT AGAAATCAACTTTGGAGCCTGA GCTTACGCAGTTCCTTGAGG 169 0 42 22 273 20 57,896 58,920 38,600 38,600 5,183,885 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 0 262 TCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATTCCTCTGAGCATGTTAGTTGGA GCTTACGCAGTTCCTTGAGG 199 0 12 22 273 20 58,827 58,920 35,300 38,600 4,252,654 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 0 263 CTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAACTCCTCTGAGCATGTTAGTTGGA GCTTACGCAGTTCCTTGAGG 199 0 11 23 273 20 59,804 58,920 35,300 38,600 4,275,972 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 0 264 aCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAACTCCTCTGAGCATGTTAGTTGG GCTTACGCAGTTCCTTGAGG 200 0 10 23 273 20 60,056 58,920 37,700 38,600 4,135,033 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 0 129 aTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATATTGTGTGGCAGCCATTAAGG GCTTACGCAGTTCCTTGAGG 67 0 145 21 273 20 59,173 58,920 26,900 38,600 2,906,223 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 0 228 ATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAATCAACTTTGGAGCCTGATTTGT GCTTACGCAGTTCCTTGAGG 164 0 46 23 273 20 58,845 58,920 28,300 38,600 5,234,445 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 0 128 TtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTTTGTGTGGCAGCCATTAAGG GCTTACGCAGTTCCTTGAGG 67 0 146 20 273 20 58,744 58,920 26,900 38,600 2,335,385 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 0 227 TCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAATCAACTTTGGAGCCTGATTTGT GCTTACGCAGTTCCTTGAGG 164 0 47 22 273 20 58,435 58,920 28,300 38,600 4,644,810 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 7 0 159 TTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgG TTCAACTGTTGTTTAAGTCATTCTTGA GCTTACGCAGTTCCTTGAGG 91 0 115 27 273 20 58,265 58,920 30,200 38,600 9,814,818 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 0 127 tgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGTGTGTGGCAGCCATTAAGGG GCTTACGCAGTTCCTTGAGG 66 0 147 20 273 20 60,612 58,920 39,500 38,600 1,691,120 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 0 158 TCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCTCAACTGTTGTTTAAGTCATTCTTGA GCTTACGCAGTTCCTTGAGG 91 0 116 26 273 20 57,725 58,920 30,200 38,600 9,354,518 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:31355:9220_ 1 233 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 9 0 158 TCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCTCAACTGTTGTTTAAGTCATTCTTGAA GCTTACGCAGTTCCTTGAGG 90 0 116 27 273 20 58,265 58,920 26,900 38,600 9,814,818 F 273 aaaaaaaaaaCTCCTCTGAGCATGTTAGTTGGAAGTTAACTAGAAATCAACTTTGGAGCCTGATTTGTATGATCTTTATTTAAAATCTGAAGTATAATTTATTCTTTAATGAATTTCAACTGTTGTTTAAGTCATTCTTGaaaaaTtgtgtgGCAGCCATTAAGGGCTACATGACAGGAATTGGAGGTGACTTCCtatataTTGACCTATTTTACTTTTAGCCTCCAcccccccaccaccaccaccaccaccaCCTCAAGGAACTGCGTAAGC

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 2 3 106 TCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTTCTAATTCTCACTTTGCCACCC CTCTATTGCATTGCCGCTCC 40 3 62 22 167 20 58,314 59,410 46,100 47,000 4,276,211 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 2 3 107 TTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTTCTAATTCTCACTTTGCCACCC CTCTATTGCATTGCCGCTCC 40 3 61 23 167 20 58,921 59,410 46,100 47,000 4,669,448 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 2 3 160 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGC CTCTATTGCATTGCCGCTCC 95 3 8 21 167 20 58,998 59,410 45,200 47,000 2,592,067 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 2 2 105 TCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTTCTAATTCTCACTTTGCCACCC TCTATTGCATTGCCGCTCCC 40 2 62 22 166 20 58,314 60,819 46,100 43,000 4,505,274 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 2 2 159 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGC TCTATTGCATTGCCGCTCCC 95 2 8 21 166 20 58,998 60,819 45,200 43,000 2,821,131 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 3 160 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGCT CTCTATTGCATTGCCGCTCC 94 3 8 22 167 20 60,354 59,410 47,500 47,000 2,944,198 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 58 219 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGC TGTGGTCACTTAAATTGCTTGTGG 95 58 8 21 226 24 58,998 60,202 45,200 41,700 6,203,973 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 57 218 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGC GTGGTCACTTAAATTGCTTGTGGA 95 57 8 21 225 24 58,998 59,963 45,200 40,200 6,039,318 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1111:9658:60026_ 1 124 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 57 217 GCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAAGCCTTGTTAACATGCATTGGC TGGTCACTTAAATTGCTTGTGGA 95 57 8 21 224 23 58,998 58,789 45,200 40,200 6,212,997 F 227 CATTACTGCCTTGTTAACATGCATTGGCTGAAATAAAGTAGAATTGGCATTTTGGATTTGTTCTAATTCTCACTTTGCCACCCCTATCATCAATTTACTACAGATTAAAACCAGAGGTTTGGCtggtggtggtggtggtggtgggggggAGCGGCAATGCAATagagagTTTAGGCTATTAAAGAATTTGTGCACTGGTATTCCACAAGCAATTTAAGTGACCACAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 1 1 19 17 128 AGATagacagacagacagacAGATAGATAGACAGATAGAGATAGACAGACAGACAGACAGA AATTGTCTTTCCACCCAGTAGT 17 30 2 23 129 22 57,827 57,276 34,100 27,300 9,896,966 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 17 129 CAGATagacagacagacagacAGATAGATAGACAGATACAGATAGACAGACAGACAGACAGA AATTGTCTTTCCACCCAGTAGT 17 30 1 24 129 22 59,059 57,276 34,100 27,300 9,664,934 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 17 195 CAGATagacagacagacagacAGATAGATAGACAGATACAGATAGACAGACAGACAGACAGA TGGAGATCATGTGACACCCT 17 98 1 24 195 20 59,059 58,043 34,100 43,400 6,897,523 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 17 196 CAGATagacagacagacagacAGATAGATAGACAGATACAGATAGACAGACAGACAGACAGA CTGGAGATCATGTGACACCCT 17 98 1 24 196 21 59,059 59,164 34,100 43,400 6,776,820 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 20 17 197 CAGATagacagacagacagacAGATAGATAGACAGATACAGATAGACAGACAGACAGACAGA TCTGGAGATCATGTGACACCC 17 99 1 24 197 21 59,059 59,166 34,100 46,100 6,774,284 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 21 13 124 agacagacagacagacAGATAGATAGACAGATAGACag AGACAGACAGACAGACAGATAGA AATTGTCTTTCCACCCAGTAGT 13 30 6 23 129 22 57,827 57,276 19,800 27,300 9,896,966 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 21 13 189 agacagacagacagacAGATAGATAGACAGATAGACag AGACAGACAGACAGACAGATAGA GGAGATCATGTGACACCCTTTGA 13 94 6 23 194 23 57,827 60,308 19,800 26,900 8,480,379 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 21 13 189 agacagacagacagacAGATAGATAGACAGATAGACag AGACAGACAGACAGACAGATAGA GGAGATCATGTGACACCCTTT 13 96 6 23 194 21 57,827 57,643 19,800 31,100 8,529,216 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:12428:10855 1 42 36 9 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 21 13 189 agacagacagacagacAGATAGATAGACAGATAGACag AGACAGACAGACAGACAGATAGA GGAGATCATGTGACACCCTTTG 13 95 6 23 194 22 57,827 58,987 19,800 27,700 8,185,205 F 206 CAGATagacagacagacagacAGATAGATAGACAGATAGACagatagatagatagatagatagatagatagatagatCGATAGATAGACAGACATCAAGACAGTATTACTACTGGGTGGAAAGACAATTATGAAGGTCTATAAAACGCTAAGATACAAATTGATTTGTTAATCAAAGGGTGTCACATGATCTCCAGATAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 1 1 6 15 103 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT GCTACTACAGCCTAACCATTCTT 15 15 6 20 108 23 59,809 57,975 41,100 25,200 5,215,600 B 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 103 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT GCTACTACAGCCTAACCATTCT 15 16 6 20 108 22 59,809 57,326 41,100 24,000 4,865,095 B 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 183 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT GCCCTTGTCCTGCTAGATGG 15 98 6 20 188 20 59,809 60,179 41,100 35,100 0.369849 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 184 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT TGCCCTTGTCCTGCTAGATG 15 99 6 20 189 20 59,809 59,457 41,100 29,000 0.734092 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 185 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT CTGCCCTTGTCCTGCTAGAT 15 100 6 20 190 20 59,809 59,164 41,100 19,800 1,026,756 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 191 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT TATCTGCTGCCCTTGTCCTG 15 106 6 20 196 20 59,809 59,457 41,100 38,600 0.734092 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 193 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT TGTATCTGCTGCCCTTGTCC 15 108 6 20 198 20 59,809 59,747 41,100 40,200 0.443859 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 197 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT CCCATGTATCTGCTGCCCTT 15 112 6 20 202 20 59,809 59,816 41,100 39,500 0.375266 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 15 269 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT GACATCACCGTGCGTCATTT 15 184 6 20 274 20 59,809 59,204 41,100 23,200 0.987127 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 6 14 103 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT GCTACTACAGCCTAACCATTCTTT 15 14 6 20 108 24 59,809 58,571 41,100 25,200 5,619,945 B 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 7 15 250 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT TTACATGTCGGCGAGCAGG 15 166 6 20 255 19 59,809 60,154 41,100 48,500 1,344,462 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:17634:4860_ 1 41 30 7 1.5 AAT TTATTATTATTATTATTATTATATTATTAT NA 0 0 8 15 251 AAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATAAAGGTGGGAAGCATGGGTT TTTACATGTCGGCGAGCAGG 15 166 6 20 256 20 59,809 60,739 41,100 48,500 0.930277 F 274 TCTTTAAAGGTGGGAAGCATGGGTTAAAATTGTGCAGCATttattattattattattattatattattatTAATGTGATTAATTAAAGAATGGTTAGGCTGTAGTAGCTGAAACTGATAACTCTGAtttttGTTTCCCCATGACCATGACTGCAAACCATGACCACTACCATCTAGCAGGACAAGGGCAGCAGATACATGGGGCAGGATTTCACGCGTCGGTGAGCGGAGGCGGGGCCTGCTCGCCGACATGTAAAATGACGCACGGTGATGTC

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 1 1 4 1 240 TTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGTTACGGCGTTCTGTTCGTCT CACCACAGCCGTCATTGCTA 71 1 22 20 261 20 59,688 60,673 41,800 34,900 0.985123 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 4 0 235 GGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGAGGCGTTCTGTTCGTCTCTGA ACCACAGCCGTCATTGCTAT 67 0 26 20 260 20 60,039 59,747 32,700 29,700 0.292481 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 4 0 238 TACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGATACGGCGTTCTGTTCGTCTC ACCACAGCCGTCATTGCTAT 70 0 23 20 260 20 60,110 59,747 33,600 29,700 0.363099 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 4 0 239 TTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGTTACGGCGTTCTGTTCGTCT ACCACAGCCGTCATTGCTAT 71 0 22 20 260 20 59,688 59,747 41,800 29,700 0.564834 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 4 0 240 TTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCG TTTACGGCGTTCTGTTCGTC ACCACAGCCGTCATTGCTAT 72 0 21 20 260 20 58,869 59,747 42,000 29,700 1,383,999 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 5 0 176 ggaggagAGGAATAGGAACTGGAACATGgaagaagaa GGAGGAGAGGAATAGGAACTGGA ACCACAGCCGTCATTGCTAT 5 0 85 23 260 20 60,374 59,747 38,600 29,700 3,627,362 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 5 0 240 TTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCG TTTACGGCGTTCTGTTCGTCT ACCACAGCCGTCATTGCTAT 71 0 21 21 260 20 60,269 59,747 41,800 29,700 1,522,249 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 6 0 176 ggaggagAGGAATAGGAACTGGAACATGgaagaagaa GGAGGAGAGGAATAGGAACTGG ACCACAGCCGTCATTGCTAT 6 0 85 22 260 20 59,031 59,747 40,000 29,700 3,222,306 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:19887:63929 1 113 128 8 3 AAC GAAGAAGAAGAAGAAAAAAAAAATAAAGATGTAA NA 0 0 7 0 177 aggaggagAGGAATAGGAACTGGAACATGgaagaaga AGGAGGAGAGGAATAGGAACTGG ACCACAGCCGTCATTGCTAT 6 0 84 23 260 20 60,375 59,747 40,000 29,700 3,627,805 G 262 TAtttttGTTGAAAGAATGATTTACGGCGTTCTGTTCGTCTCTGATAGAATATGCGGAAGATGTTGATGTTTGTAGCGAAAAgaggaggagAGGAATAGGAACTGGAACATGgaagaagaagaagaaaaaaaaaaTAAAGATGTAAaagaagaagaagaagaagAAACTATAATGGTTAttgttgttgttgttgttgttgttgTTaagaagaagaagaacaacaacATcaacaacaacaaATAGCAATGACGGCTGTGGTGA

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 12 16 189 AGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAG AGGTCTCTGGATCAGGCACT GGGAAGAGGGAAGGAGAGGG 112 16 26 20 214 20 59,958 60,693 44,000 43,000 0.735186 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 16 191 TCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAATCAGGTCTCTGGATCAGGCA GGGAAGAGGGAAGGAGAGGG 114 16 24 20 214 20 59,958 60,693 47,500 43,000 0.734439 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 15 188 AGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAG AGGTCTCTGGATCAGGCACT GGAAGAGGGAAGGAGAGGGA 112 15 26 20 213 20 59,958 59,660 44,000 42,000 0.382639 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 15 189 CAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAA CAGGTCTCTGGATCAGGCAC GGAAGAGGGAAGGAGAGGGA 113 15 25 20 213 20 59,822 59,660 50,100 42,000 0.517812 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 15 190 TCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAATCAGGTCTCTGGATCAGGCA GGAAGAGGGAAGGAGAGGGA 114 15 24 20 213 20 59,958 59,660 47,500 42,000 0.381892 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:2006:32180_ 1 158 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 15 191 GTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAGTCAGGTCTCTGGATCAGGC GGAAGAGGGAAGGAGAGGGA 115 15 23 20 213 20 59,536 59,660 48,500 42,000 0.803828 F 217 AGTGGGCTCCTCCCTTCCTGATGTCAGGTCTCTGGATCAGGCACTGAAGTGCCTTTGAAGGAGGGAAAACGCCCCTCCGcccccccccccTcccccccTcccccccTcccccGCTTCCATCCCCTcccccTCTCCGCCCCTcccccccTCTACCTGTctcctcctcctcctcctcctccccccTcccccTCTTTCCCTCTCCTTCCCTCTTCCCCTC

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 3 48 190 GACCATCCTGATAGAGTGGTgggggAAAGCATTTTG GACCATCCTGATAGAGTGGTGG CCCAACACCTTGCATTTAACA 48 69 18 22 207 21 59,633 57,258 46,100 24,100 6,109,349 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 48 190 GACCATCCTGATAGAGTGGTgggggAAAGCATTTTG GACCATCCTGATAGAGTGGTGG CCCAACACCTTGCATTTAACAT 48 68 18 22 207 22 59,633 57,730 46,100 27,100 6,637,161 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 48 190 GACCATCCTGATAGAGTGGTgggggAAAGCATTTTG GACCATCCTGATAGAGTGGTGG CCCAACACCTTGCATTTAACATG 48 67 18 22 207 23 59,633 59,004 46,100 32,100 6,362,621 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 47 169 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG CATGTGCCTGTGTCCATTACA 47 50 20 21 188 21 59,304 58,565 46,100 24,100 4,131,758 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 47 170 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG ACATGTGCCTGTGTCCATTACA 47 50 20 21 189 22 59,304 60,225 46,100 24,100 3,921,080 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 47 171 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG AACATGTGCCTGTGTCCATT 47 53 20 21 190 20 59,304 58,000 46,100 31,600 3,695,984 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 13 133 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG GGATGACCATGTTAAATCACCC 47 13 20 21 152 22 59,304 57,081 46,100 46,100 6,615,146 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 13 134 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG AGGATGACCATGTTAAATCACCC 47 13 20 21 153 23 59,304 58,463 46,100 46,100 6,233,101 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:20466:63771 1 88 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 13 135 CCATCCTGATAGAGTGGTgggggAAAGCATTTTGGA CCATCCTGATAGAGTGGTGGG AAGGATGACCATGTTAAATCACCC 47 13 20 21 154 24 59,304 59,044 46,100 46,100 6,652,410 F 211 TGATCAACGTGGGGAATGACCATCCTGATAGAGTGGTgggggAAAGCATTTTGGAATCACTTAAGAATCAGTTGGTGAATTATGGGTtggtggtggtggtggtggtggtggtggtggGGTGGGTgggggggggTGATTTAACATGGTCATCCTTATCTATATGGTATTGTAATGGACACAGGCACATGTTAAATGCAAGGTGTTGGGGTCT

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 1 1 2 47 240 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGGAATGTGCCAGTAATCTACAGAA TGCCGAATACAATGCAGGAG 116 47 1 24 240 20 58,572 58,333 30,200 36,900 7,095,489 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 2 40 226 GCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCGCCAGTAATCTACAGAAGTTCCCT TACAATGCAGGAGCCTGTGG 109 40 8 24 233 20 59,837 60,035 42,000 41,700 4,197,661 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 2 40 227 TGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTAT TGCCAGTAATCTACAGAAGTTCCC TACAATGCAGGAGCCTGTGG 110 40 7 24 233 20 60,081 60,035 39,700 41,700 4,116,238 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 3 47 240 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGGAATGTGCCAGTAATCTACAGA TGCCGAATACAATGCAGGAG 117 47 1 23 240 20 57,976 58,333 34,100 36,900 6,690,769 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 3 47 241 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGGAATGTGCCAGTAATCTACAGA TTGCCGAATACAATGCAGGAG 117 47 1 23 241 21 57,976 58,984 34,100 36,900 7,039,851 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 3 27 139 GCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCC GCAGTCCTCACTCCCAACC TACAATGCAGGAGCCTGTGG 27 40 95 19 233 20 60,003 60,035 37,700 41,700 1,038,385 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 4 40 171 GGGACTGAGTCAGCATGTCCATGGGGAGAGTGGC GGGACTGAGTCAGCATGTCC TACAATGCAGGAGCCTGTGG 58 40 63 20 233 20 60,108 60,035 40,200 41,700 0.143097 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 4 27 126 GCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCC GCAGTCCTCACTCCCAACC CCTGTGGCGTACTTTCCCTT 27 27 95 19 220 20 60,003 59,964 37,700 39,500 1,039,539 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 4 27 134 GGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCC GGAGAGTGGCAGTCCTCACT CCTGTGGCGTACTTTCCCTT 34 27 87 20 220 20 60,903 59,964 34,100 39,500 0.938821 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 4 27 158 GGGACTGAGTCAGCATGTCCATGGGGAGAGTGGC GGGACTGAGTCAGCATGTCC CCTGTGGCGTACTTTCCCTT 58 27 63 20 220 20 60,108 59,964 40,200 39,500 0.144251 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 4 27 214 TGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTAT TGCCAGTAATCTACAGAAGTTCCC CCTGTGGCGTACTTTCCCTT 110 27 7 24 220 20 60,081 59,964 39,700 39,500 4,117,392 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:2209:3911_1 1 141 33 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCATCTCCTCCTC NA 0 0 6 40 166 TGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTTGAGTCAGCATGTCCATGGG TACAATGCAGGAGCCTGTGG 53 40 68 20 233 20 59,746 60,035 40,000 41,700 0.289046 F 261 GGAATGTGCCAGTAATCTACAGAAGTTCCCTGTTAAGTGTATCAGTATTTACAGGTGTCCTGGGGACTGAGTCAGCATGTCCATGGGGAGAGTGGCAGTCCTCACTCCCAAcccccccTCTCCGCCTCCTCCATCTCCATctcctcctcctcctcctcctcCATctcctcctcAcccccTGTCCCCAACCcctcctcctAAAGGGAAAGTACGCCACAGGCTCCTGCATTGTATTCGGCAATAATCAAACAATCAGATCCG

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 1 1 4 12 175 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGT GCTGTGCAACGACATCATCC AGCCCAGAGGAGTATGTTGG 96 12 1 20 175 20 59,902 58,792 35,100 37,700 1,305,466 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 11 129 CCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACT CCTGCCTTAGTGCAAGCTCT GCCCAGAGGAGTATGTTGGA 51 11 46 20 174 20 60,036 58,796 40,900 35,300 1,239,775 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 11 131 CTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTCCTGCCTTAGTGCAAGCT GCCCAGAGGAGTATGTTGGA 53 11 44 20 174 20 60,036 58,796 37,400 35,300 1,239,775 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 11 137 AGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCAGCTTGCTCCTGCCTTAGTG GCCCAGAGGAGTATGTTGGA 59 11 38 20 174 20 60,036 58,796 27,400 35,300 1,239,775 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 11 174 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGT GCTGTGCAACGACATCATCC GCCCAGAGGAGTATGTTGGA 96 11 1 20 174 20 59,902 58,796 35,100 35,300 1,301,820 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:24363:52977 1 117 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 11 175 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGT GCTGTGCAACGACATCATCC AGCCCAGAGGAGTATGTTGGA 96 11 1 20 175 21 59,902 60,274 35,100 35,300 1,371,513 F 207 GCTGTGCAACGACATCATCCTGATGGGGCTCAGGTGCAGCTTGCTCCTGCCTTAGTGCAAGCTCTTGCtgtgtgCGTTGTACTGGCTGTGgctgctgctACTGGGAGAGGTACACCctgctgctgctgctgctgctgctgctgCTATTGCtttttCCAACATACTCCTCTGGGCTTTTACAAGCTGCTCTGGTTTTGCCGGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 1 1 5 2 117 GTGGCCACCATCATGGAGAAAGTGATGGAGCAGG GTGGCCACCATCATGGAGAA ACACACCGAGCTGTCTGATG 60 2 61 20 177 20 60,034 60,038 28,700 30,700 0.072068 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 6 8 123 GTGGCCACCATCATGGAGAAAGTGATGGAGCAGG GTGGCCACCATCATGGAGAA CATCTCACACACCGAGCTGT 60 8 61 20 183 20 60,034 60,038 28,700 44,000 0.072068 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 6 3 118 GTGGCCACCATCATGGAGAAAGTGATGGAGCAGG GTGGCCACCATCATGGAGAA CACACACCGAGCTGTCTGAT 60 3 61 20 178 20 60,034 60,038 28,700 29,000 0.072068 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 12 22 192 ggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGG GGAGGAGGAGATGGGCAAGA TCGTCGTAAGGTGGCATCTC 115 22 6 20 197 20 60,692 59,545 30,200 27,500 1,147,020 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 12 21 191 ggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGG GGAGGAGGAGATGGGCAAGA CGTCGTAAGGTGGCATCTCA 115 21 6 20 196 20 60,692 59,827 30,200 32,700 0.864997 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 12 8 163 CAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTG CAAGAAGGTGGAGGAGCTGG CATCTCACACACCGAGCTGT 100 8 21 20 183 20 60,036 60,038 48,500 44,000 0.073512 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 12 3 158 CAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTG CAAGAAGGTGGAGGAGCTGG CACACACCGAGCTGTCTGAT 100 3 21 20 178 20 60,036 60,038 48,500 29,000 0.073512 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 12 2 157 CAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTG CAAGAAGGTGGAGGAGCTGG ACACACCGAGCTGTCTGATG 100 2 21 20 177 20 60,036 60,038 48,500 30,700 0.073512 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:26240:10380 1 141 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 14 23 190 ggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAGGAGGAGATGGGCAAGAAGG TTCGTCGTAAGGTGGCATCT 112 23 9 20 198 20 59,818 59,107 34,600 29,000 1,075,054 F 236 AACACggaggaggaGATGGGCAAGAAGGTGGAGGAGCTGGTCAACAAGGTGGTGGCGGAGGTGGCCACCATCATGGAGAAAGTGATGGAGCAGGTGGAGCAGAAGCTGGACCGGGACAAGAAGTcccccTCGCCGGAGGGggaggaggaggaggaGTCATCAGACAGCTCGgtgtgtGAGATGCCACCTTACGACGAAgaggaggaggaggaggaggaggaggaggagGACAATGC

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 1 1 12 0 142 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTAGCTTTAGTTCTGTGGTTAGGGC ACCCTAACACGAGCCCTTAG 58 0 1 22 142 20 59,252 58,808 51,900 21,800 3,940,417 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 0 0 14 4 146 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTAGCTTTAGTTCTGTGGTTAGGGC ACTAACCCTAACACGAGCCC 58 4 1 22 146 20 59,252 59,100 51,900 51,900 3,648,410 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 0 0 16 3 145 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTAGCTTTAGTTCTGTGGTTAGGGC CTAACCCTAACACGAGCCCT 58 3 1 22 145 20 59,252 58,808 51,900 51,900 3,940,417 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 0 0 20 4 92 GGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttaggGGGTTAGGTTTAGGGTTAGGGT ACTAACCCTAACACGAGCCC 4 4 55 22 146 20 58,807 59,100 43,400 51,900 4,093,366 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 0 0 20 4 93 AGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagAGGGTTAGGTTTAGGGTTAGGG ACTAACCCTAACACGAGCCC 5 4 54 22 146 20 58,532 59,100 35,300 51,900 4,368,264 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:4239:45822_ 1 81 42 7 1 AACCCT GTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGNA 0 0 21 4 93 AGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagAGGGTTAGGTTTAGGGTTAGGGT ACTAACCCTAACACGAGCCC 4 4 54 23 146 20 60,181 59,100 43,400 51,900 4,081,801 A 152 GCTTTAGTTCTGTGGTTAGGGCTATAGTTAGGGTTACAGTTATTTCTAGGTTTAGGGTTAGGTTTAGGGTTAGGGTTAGTgttagggttagggttagggttagggttagggttagggttaggCTAAGGGCTCGTGTTAGGGTTAGTGTAAGG

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 1 1 5 59 189 CCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCCCAGGAAAGTCAGGCAGGAG CCTTCGCCGCTCTCATGAA 59 61 34 20 222 19 60,036 60,154 36,900 25,700 1,189,198 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 59 223 CCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCCCAGGAAAGTCAGGCAGGAG CTCTCCTGGAAGAACCTGCC 59 94 34 20 256 20 60,036 59,748 36,900 48,500 0.287264 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 59 246 CCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCCCAGGAAAGTCAGGCAGGAG CTCAGTTCCACAGCCTCCTC 59 117 34 20 279 20 60,036 59,751 36,900 37,100 0.284472 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 187 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CTTCGCCGCTCTCATGAACC 58 59 35 20 221 20 60,036 61,424 43,000 36,200 1,460,123 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 188 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CCTTCGCCGCTCTCATGAA 58 61 35 20 222 19 60,036 60,154 43,000 25,700 1,189,198 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 222 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CTCTCCTGGAAGAACCTGCC 58 94 35 20 256 20 60,036 59,748 43,000 48,500 0.287264 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 223 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CCTCTCCTGGAAGAACCTGC 58 95 35 20 257 20 60,036 59,748 43,000 48,500 0.287264 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 245 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CTCAGTTCCACAGCCTCCTC 58 117 35 20 279 20 60,036 59,751 43,000 37,100 0.284472 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 247 CAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgCAGGAAAGTCAGGCAGGAGG CACTCAGTTCCACAGCCTCC 58 119 35 20 281 20 60,036 60,321 43,000 43,000 0.356752 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 18 137 GTCAGGCAGGAGGCGATGGTGGCGGCgggggggAA GTCAGGCAGGAGGCGATG CTGCTGGTGGTGAGCGAG 53 18 42 18 178 18 60,203 60,434 38,400 50,300 4,636,825 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 18 139 AAGTCAGGCAGGAGGCGATGGTGGCGGCggggggg AAGTCAGGCAGGAGGCGATG CTGCTGGTGGTGAGCGAG 53 18 40 20 178 18 62,249 60,434 38,400 50,300 4,683,251 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1112:5223:52906_ 1 113 30 7 1.5 ACC GGCGGCGGCGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 18 139 AAGTCAGGCAGGAGGCGATGGTGGCGGCggggggg AAGTCAGGCAGGAGGCGAT CTGCTGGTGGTGAGCGAG 54 18 40 19 178 18 60,992 60,434 45,800 50,300 4,426,115 F 285 CGACCTTCGTGATGAGGAGCTCGGCCGAGTAGGCCAGGAAAGTCAGGCAGGAGGCGATGGTGGCGGCgggggggAAGGGGAAGCCGCTCCGGGCCTGGGCCTCAGGCGGGGTggcggcggcggtggtggtggtggtggtggtAGCCGGAGCCGGTCCGGCCTCGCTCACCACCAGCAGCGGGTAGGTGACGGAGGCGGCCAGGTTCATGAGAGCGGCGAAGGCGGCCAGGGTGACGGGCAGGTTCTTCCAGGAGAGGGCGAGGAGGCTGTGGAACTGAGTGAACT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 1 1 4 11 241 GCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTT GCTGTGAGCAATAAGGAGCC ATTCTTCTGCTGCTGTGTGT 88 11 3 20 243 20 58,980 57,733 47,000 37,200 3,287,611 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 4 11 242 AGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTAGCTGTGAGCAATAAGGAGCC ATTCTTCTGCTGCTGTGTGT 88 11 2 21 243 20 60,408 57,733 47,000 37,200 3,675,163 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 6 7 240 AGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTAGCTGTGAGCAATAAGGAGCC TCTTCTGCTGCTGTGTGTATGT 88 7 2 21 241 22 60,408 59,962 47,000 22,900 3,445,630 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 6 5 235 GCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTT GCTGTGAGCAATAAGGAGCC CTGCTGCTGTGTGTATGTGT 88 5 3 20 237 20 58,980 58,484 47,000 37,200 2,536,598 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 7 5 236 GCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTT GCTGTGAGCAATAAGGAGCC TCTGCTGCTGTGTGTATGTGT 88 5 3 20 238 21 58,980 59,929 47,000 37,200 2,091,038 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 7 5 237 AGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTAGCTGTGAGCAATAAGGAGCC TCTGCTGCTGTGTGTATGTGT 88 5 2 21 238 21 60,408 59,929 47,000 37,200 2,478,590 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 10 0 149 CCctctctctTTCTCACTCACGcactcactcactcactCAcactCCCTCTCTCTTTCTCACTCACG CTGCTGCTGTGTGTATGTGT 0 5 89 22 237 20 59,837 58,484 43,500 37,200 3,679,573 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 10 0 150 CCctctctctTTCTCACTCACGcactcactcactcactCAcactCCCTCTCTCTTTCTCACTCACG TCTGCTGCTGTGTGTATGTG 0 6 89 22 238 20 59,837 58,200 43,500 32,100 3,962,955 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:10967:36170 1 111 102 14 1.5 ACTC CACTCACTCACTCACTCACACTCACTCACTCACTCAC NA 0 0 10 0 150 CCctctctctTTCTCACTCACGcactcactcactcactCAcactCCCTCTCTCTTTCTCACTCACG TCTGCTGCTGTGTGTATGTGT 0 5 89 22 238 21 59,837 59,929 43,500 37,200 3,234,013 F 261 AAGCTGTGAGCAATAAGGAGCCAATCAAACAAGGTTTTCTTGTCAAAGAGCAAATTTATTAACCAGAgggggaaaaaaaaCGCAATGCCCctctctctTTCTCACTCACGcactcactcactcactCAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcacacacacatatatatatatacacacaTTCATACACATacacacAGCAGCAGAAGAATATAAGGCTAAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 3 8 144 tttAGATGGTGCCGGCGGCAGGGGTgggggggCgggg TTTAGATGGTGCCGGCGG TAGCCGCCAACAACCTCAC 78 8 122 18 265 19 60,125 60,302 61,300 35,100 3,427,093 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 8 145 tttAGATGGTGCCGGCGGCAGGGGTgggggggCgggg TTTAGATGGTGCCGGCGG CTAGCCGCCAACAACCTCAC 78 8 122 18 266 20 60,125 61,299 61,300 35,100 3,423,761 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 8 262 cccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCCCCTCCCTTAACCATATTTATGATTT TAGCCGCCAACAACCTCAC 188 8 4 26 265 19 57,044 60,302 21,700 35,100 10,258,638 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 8 263 cccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCCCCTCCCTTAACCATATTTATGATTT CTAGCCGCCAACAACCTCAC 188 8 4 26 266 20 57,044 61,299 21,700 35,100 10,255,306 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 4 139 tttAGATGGTGCCGGCGGCAGGGGTgggggggCgggg TTTAGATGGTGCCGGCGG GCCAACAACCTCACCGCC 78 4 122 18 260 18 60,125 61,670 61,300 61,300 5,795,278 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 9 145 tttAGATGGTGCCGGCGGCAGGGGTgggggggCgggg TTTAGATGGTGCCGGCGG CTAGCCGCCAACAACCTCA 78 9 122 18 266 19 60,125 60,004 61,300 38,600 3,128,740 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 9 263 cccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCCCCTCCCTTAACCATATTTATGATTT CTAGCCGCCAACAACCTCA 188 9 4 26 266 19 57,044 60,004 21,700 38,600 9,960,285 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 9 209 TTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccc TTCGTTTCCCTCCGCTTCTC CTAGCCGCCAACAACCTCA 140 9 58 20 266 19 60,038 60,004 28,700 38,600 1,041,443 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 9 210 CTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccCTTCGTTTCCCTCCGCTTCT CTAGCCGCCAACAACCTCA 141 9 57 20 266 19 60,037 60,004 28,500 38,600 1,041,071 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 9 216 ATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACATCTCGCTTCGTTTCCCTCC CTAGCCGCCAACAACCTCA 147 9 51 20 266 19 59,824 60,004 43,000 38,600 1,179,828 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:12662:32496 1 218 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 3 138 tttAGATGGTGCCGGCGGCAGGGGTgggggggCgggg TTTAGATGGTGCCGGCGG CCAACAACCTCACCGCCC 78 3 122 18 259 18 60,125 60,984 61,300 61,300 5,108,493 F 279 TcccccTCCCTTAACCATATTTATGAtttttcgcgcgcgTGTGCGtttttATCTCGCTTCGTTTCCCTCCGCTTCTCCTTCATTATACAccccccccccccAATCTCctctctGTTAAAtttttAGATGGTGCCGGCGGCAGGGGTgggggggCgggggATGAgggggAggggggggggggggAggggggggggggggggggggAgggggAGGAGGAgaggaggaggaggaggaggagggggggCGGTGAGGTTGTTGGCGGCTAGGCCTGAGCGGAGG

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 3 2 140 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGT TTTACACGAGTATATACGGTAGGTATT 2 72 1 18 140 27 57,093 57,498 38,500 18,900 14,409,548 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 1 140 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTC TTTACACGAGTATATACGGTAGGTATT 1 72 1 19 140 27 58,366 57,498 38,500 18,900 12,135,951 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 0 140 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC TTTACACGAGTATATACGGTAGGTATT 0 72 1 20 140 27 60,891 57,498 44,600 18,900 10,393,087 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 0 92 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC CTGATGTCATTCGCCTGTGT 0 31 1 20 92 20 60,891 58,269 44,600 37,200 2,621,497 B 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 0 92 ACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAACAGCACCCTTTGAGGTCC ACTGATGTCATTCGCCTGTGT 0 31 2 19 93 21 59,544 59,998 44,600 37,200 2,458,717 B 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 0 93 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC ACTGATGTCATTCGCCTGTGT 0 31 1 20 93 21 60,891 59,998 44,600 37,200 1,893,425 B 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 0 214 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC CAAGACCAGTTCAGACCAGT 0 153 1 20 214 20 60,891 57,081 44,600 40,000 3,809,707 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 0 214 ACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAACAGCACCCTTTGAGGTCC ACAAGACCAGTTCAGACCAGT 0 153 2 19 215 21 59,544 58,881 44,600 40,000 3,575,782 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 0 215 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC ACAAGACCAGTTCAGACCAGT 0 153 1 20 215 21 60,891 58,881 44,600 40,000 3,010,491 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 0 273 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC ACAGTCTGGACCAGTGCTCT 0 212 1 20 273 20 60,891 60,471 44,600 40,900 1,361,829 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 0 274 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC AACAGTCTGGACCAGTGCTC 0 213 1 20 274 20 60,891 59,605 44,600 42,600 1,285,560 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:13169:30105 1 21 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 0 272 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctC CACAGCACCCTTTGAGGTCC CAGTCTGGACCAGTGCTCTT 0 211 1 20 272 20 60,891 59,316 44,600 28,500 1,574,968 F 276 CACAGCACCCTTTGAGGTCCcctcctcctcctcctcctcctCAGGAGAAGACAActctctGTTCCTGCAGAAACACAGGCGAATGACATCAGTAACTGCACTAGAGCAAACAAAATACCTACCGtatataCTCGTGTAAAAGTTGATCTCACCCAAAACGATAAAAGAAACCGTaaaaaCTGAGAAATAAGGATACTGGTCTGAACTGGTCTTGTATACCTTAAAATGAAACACCAGTaaaaaCTGGGAAATAAGAGCACTGGTCCAGACTGTTTC

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 1 1 2 10 138 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA GCAGGGTGAGGCTTCTACAA 10 36 79 20 216 20 58,431 59,675 28,700 24,100 1,893,447 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 2 10 140 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA GAGCAGGGTGAGGCTTCTAC 10 38 79 20 218 20 58,431 59,823 28,700 25,900 1,745,414 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 4 5 107 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA TCACTACCTTCAGCTGCTGC 10 5 79 20 185 20 58,431 60,037 28,700 52,500 1,605,456 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 5 38 218 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATA CACCCACTCCCATAGAACTTCC GAGCAGGGTGAGGCTTCTAC 86 38 1 22 218 20 60,093 59,823 34,600 25,900 2,269,825 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 5 2 104 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA CTACCTTCAGCTGCTGCCAT 10 2 79 20 182 20 58,431 60,107 28,700 44,000 1,675,816 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 6 49 229 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATA CACCCACTCCCATAGAACTTCC AGAGACAGAAGGAGCAGGGT 86 49 1 22 229 20 60,093 59,884 34,600 43,400 2,209,057 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 6 47 190 ACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTACTGTGTGAAGGTTGGACTTGT AGAGACAGAAGGAGCAGGGT 47 49 40 22 229 20 60,026 59,884 31,600 43,400 2,142,405 G 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 6 47 227 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATA CACCCACTCCCATAGAACTTCC AGACAGAAGGAGCAGGGTGA 86 47 1 22 227 20 60,093 60,179 34,600 40,200 2,271,835 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 6 10 149 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA AGACAGAAGGAGCAGGGTGA 10 47 79 20 227 20 58,431 60,179 28,700 40,200 1,747,425 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:16853:24251 1 109 52 8 2 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGAGGAAGAGNA 0 0 6 10 151 AGCACCGGATTACTGGAAGATGGAAGAGGAggtgg AGCACCGGATTACTGGAAGA AGAGACAGAAGGAGCAGGGT 10 49 79 20 229 20 58,431 59,884 28,700 43,400 1,684,647 D 245 CACCCACTCCCATAGAACTTCCTTTTGAGGCTGATACTTACtgtgtgAAGGTTGGACTTGTCTTTCAGAGGTGTTTTAAGCACCGGATTACTGGAAGATGGAAGAGGAggtggtggtggtggtggtggtggtGGAGGAAgaggaggaggaggaggaggagGAATGGCAGCAGCTGAAGGTAGTGAGGAACTTGCACTTGTAGAAGCCTCACCCTGCTCCTTCTGTCTCTTTTCAGCCAGTCGCTT

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 1 1 3 1 151 GGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGGCACCGTAGAACATAGGCA TCCCACAAGGAACCGCATTC 80 1 56 20 206 20 59,823 60,608 47,500 26,700 0.785176 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 4 1 152 AGGCACCGTAGAACATAGGCAAGAATAGCAAGAA AGGCACCGTAGAACATAGGC TCCCACAAGGAACCGCATTC 81 1 55 20 206 20 59,536 60,608 39,300 26,700 1,072,487 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 4 0 150 GGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGGCACCGTAGAACATAGGCA CCCACAAGGAACCGCATTCT 80 0 56 20 205 20 59,823 60,609 47,500 24,000 0.786272 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 44 194 GGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGGCACCGTAGAACATAGGCA GCGCCTCCTTCTCTTCCTTT 80 44 56 20 249 20 59,823 60,036 47,500 31,100 0.213057 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 44 195 AGGCACCGTAGAACATAGGCAAGAATAGCAAGAA AGGCACCGTAGAACATAGGC GCGCCTCCTTCTCTTCCTTT 81 44 55 20 249 20 59,536 60,036 39,300 31,100 0.500368 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 44 248 AGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAAGAAGAATGGGAAGGCAGTGA GCGCCTCCTTCTCTTCCTTT 133 44 2 21 249 20 59,012 60,036 34,100 31,100 2,024,022 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 43 194 GGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGGCACCGTAGAACATAGGCA GCGCCTCCTTCTCTTCCTTTA 80 43 56 20 249 21 59,823 59,793 47,500 18,500 1,384,471 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 9 123 ACACTGGATGAACACAGCCGAAATGGTTGtgatgatg ACACTGGATGAACACAGCCG GCGCCTCCTTCTCTTCCTTT 9 44 127 20 249 20 60,604 60,036 55,200 31,100 0.639622 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 8 122 CACTGGATGAACACAGCCGAAATGGTTGtgatgatga CACTGGATGAACACAGCCGA GCGCCTCCTTCTCTTCCTTT 8 44 128 20 249 20 60,321 60,036 55,400 31,100 0.356598 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 5 7 121 ACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgACTGGATGAACACAGCCGAA GCGCCTCCTTCTCTTCCTTT 7 44 129 20 249 20 59,604 60,036 43,000 31,100 0.432350 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 6 44 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAGAGAAGAATGGGAAGGCAGTGA GCGCCTCCTTCTCTTCCTTT 133 44 1 22 249 20 60,027 60,036 34,100 31,100 2,062,737 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:19847:7321_ 1 156 30 10 1 ATC TGATGATGATGATGATGATGATGATGATGA NA 0 0 7 44 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAGAGAAGAATGGGAAGGCAGTG GCGCCTCCTTCTCTTCCTTT 134 44 1 21 249 20 58,636 60,036 36,600 31,100 2,399,599 A 249 GAGAAGAATGGGAAGGCAGTGAAAACGATAAAGAAGTGACATGACATCATACCTAGGCACCGTAGAACATAGGCAAGAATAGCAAGAATTGAGGTGAATGGGTAAGACATGCGAAGGATGCATCCTACACTGGATGAACACAGCCGAAATGGTTGtgatgatgatgatgatgatgatgatgatgaAGAATGCGGTTCCTTGTGGGAATGCCACCATATCTGGCATAGCTAAAGGAAGAGAAGGAGGCGC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 1 1 4 57 251 CGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCGCCGGAGAAAGGAGTATGA TTCACGCTGGTGCAGAGG 135 57 15 20 265 18 59,255 59,969 21,500 36,900 2,775,887 B 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 57 252 GCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGGCGCCGGAGAAAGGAGTATG TTCACGCTGGTGCAGAGG 136 57 14 20 265 18 60,876 59,969 23,900 36,900 2,907,355 B 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 19 128 TCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCC TCTAAGTCTGGCTCCCGTCC GTCACCCGACAAGCAACCAG 48 19 102 20 229 20 60,684 61,507 47,900 40,000 2,190,644 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 19 215 CGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCGCCGGAGAAAGGAGTATGA GTCACCCGACAAGCAACCAG 135 19 15 20 229 20 59,255 61,507 21,500 40,000 2,252,015 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 57 252 CGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCGCCGGAGAAAGGAGTATGA GTTCACGCTGGTGCAGAGG 135 57 15 20 266 19 59,255 61,321 21,500 36,900 3,065,461 B 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 19 127 TCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCC TCTAAGTCTGGCTCCCGTCC TCACCCGACAAGCAACCAG 48 19 102 20 228 19 60,684 60,228 47,900 40,000 1,911,327 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 19 214 CGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCGCCGGAGAAAGGAGTATGA TCACCCGACAAGCAACCAG 135 19 15 20 228 19 59,255 60,228 21,500 40,000 1,972,698 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 19 215 GCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGGCGCCGGAGAAAGGAGTATG TCACCCGACAAGCAACCAG 136 19 14 20 228 19 60,876 60,228 23,900 40,000 2,104,165 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 20 176 CGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAACGGGAGCAGGAGAAGAAACC GTCACCCGACAAGCAACCA 96 20 54 20 229 19 60,392 60,525 32,700 36,700 1,916,871 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 19 175 CGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAACGGGAGCAGGAGAAGAAACC TCACCCGACAAGCAACCAG 96 19 54 20 228 19 60,392 60,228 32,700 40,000 1,619,617 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 19 176 CGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAACGGGAGCAGGAGAAGAAACC GTCACCCGACAAGCAACCAG 96 19 54 20 229 20 60,392 61,507 32,700 40,000 1,898,934 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:20293:21315 1 170 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 11 90 GGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctGGAAGCACACTCGTTCCTGG TCACCCGACAAGCAACCAG 11 19 139 20 228 19 60,951 60,228 44,500 40,000 2,178,863 A 266 CGGAAGAGAAGGAGCGCCGGAGAAAGGAGTATGATGCCCTCAAAGCAGCCAAGCGGGAGCAGGAGAAGAAACCTAAGAAGGAAGCAAATCAGGCCCCGAAATCTAAGTCTGGCTCCCGTCCCCGCAAGCCACCACCCCGGAAGCACACTCGTTCCTGGGCTGTGCTGAAgctgctgctgctgctgctgctATTTGGTGTGGCGGGAGGGCTGGTTGCTTGTCGGGTGACAGAGCTgcagcagcaGCCCCTCTGCACCAGCGTGAAC

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 1 1 12 23 145 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT AGCGGGCAGGAAGAGGAA 70 23 1 19 145 18 60,460 60,608 40,000 33,600 4,068,055 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 12 22 144 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT GCGGGCAGGAAGAGGAAG 70 22 1 19 144 18 60,460 60,125 40,000 34,600 3,585,247 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 13 22 145 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT AGCGGGCAGGAAGAGGAAG 70 22 1 19 145 19 60,460 61,664 40,000 34,600 4,124,386 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 14 22 118 TTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTTTCCTCTCCACCACCTCCTG GCGGGCAGGAAGAGGAAG 43 22 27 20 144 18 60,545 60,125 38,600 34,600 2,670,252 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 14 22 120 TCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCC TCTTCCTCTCCACCACCTCC GCGGGCAGGAAGAGGAAG 45 22 25 20 144 18 60,252 60,125 43,000 34,600 2,377,227 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 14 18 142 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT GGGCAGGAAGAGGAAGAGGA 70 18 1 19 142 20 60,460 60,619 40,000 37,100 2,079,272 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 14 17 141 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT GGCAGGAAGAGGAAGAGGAG 70 17 1 19 141 20 60,460 59,170 40,000 36,900 2,290,295 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 14 16 140 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCA AGTGTGAGTGAGGCCACCT GCAGGAAGAGGAAGAGGAGG 70 16 1 19 140 20 60,460 59,170 40,000 43,000 2,290,295 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 16 22 119 CTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGCTTCCTCTCCACCACCTCCT GCGGGCAGGAAGAGGAAG 44 22 26 20 144 18 60,252 60,125 36,900 34,600 2,377,409 B 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 18 6 91 CCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCCCTCCTGGTCCACCTCTTCT GAAGAGGAGGAGGTGACGGA 30 6 40 20 130 20 60,252 60,324 28,500 46,900 0.576009 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 18 6 105 CTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGCTTCCTCTCCACCACCTCCT GAAGAGGAGGAGGTGACGGA 44 6 26 20 130 20 60,252 60,324 36,900 46,900 0.576009 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 15 5 1 AGG CTCCTCCTCCTCCTC NA 0 0 18 6 106 TCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCC TCTTCCTCTCCACCACCTCC GAAGAGGAGGAGGTGACGGA 45 6 25 20 130 20 60,252 60,324 43,000 46,900 0.575826 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 1 18 17 114 CTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcct CTCCGTCACCTCCTCCTCTT GGAAAGGGAGCGGAGAGAAA 17 27 110 20 223 20 60,324 59,386 28,500 25,200 0.937685 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 0 18 17 140 CTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcct CTCCGTCACCTCCTCCTCTT GGAGGAGAGGAAGAGGAGGA 17 53 110 20 249 20 60,324 59,069 28,500 37,100 1,254,633 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 0 18 17 141 CTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcct CTCCGTCACCTCCTCCTCTT AGGAGGAGAGGAAGAGGAGG 17 54 110 20 250 20 60,324 59,066 28,500 43,000 1,257,608 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 0 18 16 113 TCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctc TCCGTCACCTCCTCCTCTTC GGAAAGGGAGCGGAGAGAAA 16 27 111 20 223 20 60,324 59,386 28,700 25,200 0.937319 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 0 18 16 140 TCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctc TCCGTCACCTCCTCCTCTTC AGGAGGAGAGGAAGAGGAGG 16 54 111 20 250 20 60,324 59,066 28,700 43,000 1,257,242 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 147 30 7 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCTTCTTCTT NA 0 0 18 14 111 CGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctc CGTCACCTCCTCCTCTTCCT GGAAAGGGAGCGGAGAGAAA 14 27 113 20 223 20 60,324 59,386 33,600 25,200 0.937685 F 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 1 14 27 199 TCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCC TCTTCCTCTCCACCACCTCC GGAAAGGGAGCGGAGAGAAA 45 27 25 20 223 20 60,252 59,386 43,000 25,200 0.866061 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 14 22 194 TCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCC TCTTCCTCTCCACCACCTCC GGGAGCGGAGAGAAAGAGGA 45 22 25 20 218 20 60,252 60,685 43,000 37,100 0.937089 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 27 198 CTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGCTTCCTCTCCACCACCTCCT GGAAAGGGAGCGGAGAGAAA 44 27 26 20 223 20 60,252 59,386 36,900 25,200 0.866244 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 2 159 CCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCCCTCCTGGTCCACCTCTTCT AGAGGAGGAGGAGGATGTGG 30 2 40 20 198 20 60,252 59,736 28,500 41,700 0.516826 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 2 173 CTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGCTTCCTCTCCACCACCTCCT AGAGGAGGAGGAGGATGTGG 44 2 26 20 198 20 60,252 59,736 36,900 41,700 0.516826 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 2 174 TCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCC TCTTCCTCTCCACCACCTCC AGAGGAGGAGGAGGATGTGG 45 2 25 20 198 20 60,252 59,736 43,000 41,700 0.516644 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 1 129 AcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCACCTCCTCCTCCTCCACTTC AGGAGGAGGAGGATGTGGC 2 1 68 20 196 19 59,958 60,384 30,100 50,100 1,425,785 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 16 0 129 ctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCC CTCCTCCTCCTCCACTTCCT AGAGGAGGAGGAGGATGTGG 0 2 70 20 198 20 59,662 59,736 33,600 41,700 0.602479 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 18 54 240 AGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGAGGCCACCTCTAGCTCTTCC AGGAGGAGAGGAAGAGGAGG 59 54 11 20 250 20 60,689 59,066 34,600 43,000 1,623,113 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 18 54 241 GAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGAGGCCACCTCTAGCTCTTC AGGAGGAGAGGAAGAGGAGG 60 54 10 20 250 20 59,250 59,066 28,700 43,000 1,683,949 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 18 53 240 GAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGAGGCCACCTCTAGCTCTTC GGAGGAGAGGAAGAGGAGGA 60 53 10 20 249 20 59,250 59,069 28,700 37,100 1,680,974 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:23703:23143 1 90 87 7 2 AGG CTCCTCCTCCTCCTCTCCCTCTCCGTCACCTCCTCCTCNA 0 0 19 ‐38 139 tctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctc TCTCCGTCACCTCCTCCTC AGAGGAGGAGGAGGATGTGG ‐38 2 109 19 198 20 59,696 59,736 37,100 41,700 1,567,974 G 251 AGTGTGAGTGAGGCCACCTCTAGCTCTTCCTCTCCACCACCTCCTGGTCCACCtcttcttctCCGTCAcctcctcctcctCCACTTCCTctcctcctcctcctcTCCCTCTCCGTCAcctcctcctCTTCCTCTTCCTGCCCGCTGcctcctcctcctcctcctcctcttcttcttCGCCACAtcctcctcctccTCTTCCTCTTtctctcCGCTCCCTTTCCGTCGcctcctcctCTTCCTctcctcctc

ST‐E00142:460:H2K7HCCXY:6:1113:26616:34201 1 29 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 14 1 121 TGCTACACATCCCTCTTGCCAtccattccattccattccatt TGCTACACATCCCTCTTGCC AGCCAAGATGAATGGAGGGA 1 45 8 20 128 20 59,747 58,400 45,200 42,000 1,853,101 B 131 CGTTCCATGCTACACATCCCTCTTGCCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCACtccattccattccattccatTCTAATCCCTCCATTCATCTTGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:1113:26616:34201 1 29 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 14 0 120 GCTACACATCCCTCTTGCCAtccattccattccattccattccGCTACACATCCCTCTTGCCA AGCCAAGATGAATGGAGGGA 0 45 9 20 128 20 59,747 58,400 49,200 42,000 1,853,101 B 131 CGTTCCATGCTACACATCCCTCTTGCCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCACtccattccattccattccatTCTAATCCCTCCATTCATCTTGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:1113:26616:34201 1 29 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 0 121 GCTACACATCCCTCTTGCCAtccattccattccattccattccGCTACACATCCCTCTTGCCA AAGCCAAGATGAATGGAGGGA 0 45 9 20 129 21 59,747 59,075 49,200 42,000 2,178,299 B 131 CGTTCCATGCTACACATCCCTCTTGCCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCACtccattccattccattccatTCTAATCCCTCCATTCATCTTGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:1113:26616:34201 1 29 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 16 7 92 CGTTCCATGCTACACATCCCTCTTGCCAtccattccattc CGTTCCATGCTACACATCCCT TGGAATGGAGTGGATGCCAA 7 9 1 21 92 20 60,134 59,297 42,000 45,200 1,837,889 F 131 CGTTCCATGCTACACATCCCTCTTGCCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCACtccattccattccattccatTCTAATCCCTCCATTCATCTTGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:1113:3011:35502_ 1 94 54 18 1 CCG GCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCG NA 1 1 5 3 114 GCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcgg GCGTTCGCCTATTGATCTGC TCTGTTCGGACCTGACCTGA 3 17 71 20 184 20 59,767 60,179 42,600 38,600 0.412304 A 190 CAGAGCCGCACGCTGGCTCCGGAGCGCATCgggggCTGGGCCGAGCTCGGGCCgcgctgcgctgcgctCCGCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcgGCAGCGGCAGCGAGGAGTCAGGTCAGGTCCGAACAGATTGGCC

ST‐E00142:460:H2K7HCCXY:6:1113:3011:35502_ 1 94 54 18 1 CCG GCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 5 3 119 GCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcgg GCGTTCGCCTATTGATCTGC GCCAATCTGTTCGGACCTGA 3 22 71 20 189 20 59,767 60,036 42,600 38,600 0.269720 A 190 CAGAGCCGCACGCTGGCTCCGGAGCGCATCgggggCTGGGCCGAGCTCGGGCCgcgctgcgctgcgctCCGCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcgGCAGCGGCAGCGAGGAGTCAGGTCAGGTCCGAACAGATTGGCC

ST‐E00142:460:H2K7HCCXY:6:1113:3011:35502_ 1 94 54 18 1 CCG GCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 6 3 113 GCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcgg GCGTTCGCCTATTGATCTGC CTGTTCGGACCTGACCTGAC 3 16 71 20 183 20 59,767 60,038 42,600 35,100 0.271491 A 190 CAGAGCCGCACGCTGGCTCCGGAGCGCATCgggggCTGGGCCGAGCTCGGGCCgcgctgcgctgcgctCCGCGTTCGCCTATTGATCTGCTCCgcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcggcgGCAGCGGCAGCGAGGAGTCAGGTCAGGTCCGAACAGATTGGCC

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 1 1 2 67 228 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC AAGCGGTTCAATGACCTCGT 67 89 27 20 254 20 59,967 59,965 37,100 41,800 0.067711 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 3 75 240 TATGCAGCGGATACAGAAGGCGGCTCCTCACCGCC TATGCAGCGGATACAGAAGGC TGCAAGCGGTTCAATGACCT 75 92 18 21 257 20 60,270 60,537 43,500 38,500 1,807,448 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 3 34 173 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC TCACTTAGCACAGCAGTCGG 67 34 27 20 199 20 59,967 60,038 37,100 47,900 0.071066 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 75 240 ATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCC ATGCAGCGGATACAGAAGGC CTGCAAGCGGTTCAATGACC 75 93 19 20 258 20 60,534 60,110 43,500 40,200 0.643351 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 75 241 TATGCAGCGGATACAGAAGGCGGCTCCTCACCGCC TATGCAGCGGATACAGAAGGC CTGCAAGCGGTTCAATGACC 75 93 18 21 258 20 60,270 60,110 43,500 40,200 1,379,902 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 67 232 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC CTGCAAGCGGTTCAATGACC 67 93 27 20 258 20 59,967 60,110 37,100 40,200 0.142412 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 53 192 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC AATACCACGTTGGCACTGGT 67 53 27 20 218 20 59,967 59,890 37,100 40,000 0.142537 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 43 182 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC TGGCACTGGTCACTTAGCAC 67 43 27 20 208 20 59,967 60,250 37,100 44,000 0.283110 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 31 137 GGGCAACTAGGCATGGGTAATAAATTCTGGCCCAC GGGCAACTAGGCATGGGTAA CTTAGCACAGCAGTCGGGTT 34 31 60 20 196 20 59,742 60,321 28,500 41,100 0.578387 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 30 135 GGGCAACTAGGCATGGGTAATAAATTCTGGCCCAC GGGCAACTAGGCATGGGTAA TAGCACAGCAGTCGGGTTG 34 30 60 20 194 19 59,742 60,005 28,500 37,700 1,262,653 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 30 136 GGGCAACTAGGCATGGGTAATAAATTCTGGCCCAC GGGCAACTAGGCATGGGTAA TTAGCACAGCAGTCGGGTTG 34 30 60 20 195 20 59,742 60,603 28,500 37,700 0.860255 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:30178:55913 1 114 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 5 42 181 GATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGG GATACAGAAGGCGGCTCCTC GGCACTGGTCACTTAGCACA 67 42 27 20 207 20 59,967 60,250 37,100 45,700 0.283110 A 263 TGGGTGTACCTGCACCATATGCAGCGGATACAGAAGGCGGCTCCTCACCGCCCTCTCAGGGGCAACTAGGCATGGGTAATAAATTCTGGCCCACCCAGTGAAGGCCACATGCCatgaatgaatgaatgaatgaatgaatgaatgaATGCAGAAACAAGATACTGAGTGGGGAGGCCAACCCGACTGCTGTGCTAAGTGACCAGTGCCAACGTGGTATTCACCCTTCCCGATCACACGAGGTCATTGAACCGCTTGCAGCACTG

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 1 1 18 28 151 CCTCTCACACTGCCTCTCACACTCCCTCTCACACTCC CCTCTCACACTGCCTCTCAC GCAGATAGCAGCTTGTACAGG 28 28 16 20 166 21 59,754 58,792 35,100 40,000 2,454,518 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 18 28 197 CCTCTCACACTGCCTCTCACACTCCCTCTCACACTCC CCTCTCACACTGCCTCTCAC GCCCAGGGAGAGTGGAGATA 28 75 16 20 212 20 59,754 60,105 35,100 19,800 0.351539 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 18 23 192 CACACTGCCTCTCACACTCCCTCTCACACTCCCTCTC CACACTGCCTCTCACACTCC GCCCAGGGAGAGTGGAGATA 23 75 21 20 212 20 60,320 60,105 38,500 19,800 0.425699 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 18 9 178 CACTCCCTCTCACACTCCCTCTCACACTGcctctccctct CACTCCCTCTCACACTCCCT GCCCAGGGAGAGTGGAGATA 9 75 35 20 212 20 60,252 60,105 42,000 19,800 0.357465 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 19 8 177 ACTCCCTCTCACACTCCCTCTCACACTGcctctccctctc ACTCCCTCTCACACTCCCTC GCCCAGGGAGAGTGGAGATA 8 75 36 20 212 20 59,960 60,105 43,000 19,800 0.145951 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 19 0 102 ACTCCCTCTCACACTCCCTCTCACACTGcctctccctctc ACTCCCTCTCACACTCCCTC ATGGTTTGTGAGTGAGTGCG 8 0 36 20 137 20 59,960 58,771 43,000 53,400 1,269,926 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 5 164 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA GCAGATAGCAGCTTGTACAGGT 5 27 39 20 166 22 59,960 60,419 32,700 40,000 2,459,649 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 5 164 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA GCAGATAGCAGCTTGTACAGG 5 28 39 20 166 21 59,960 58,792 32,700 40,000 2,248,783 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 5 210 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA GCCCAGGGAGAGTGGAGATA 5 75 39 20 212 20 59,960 60,105 32,700 19,800 0.145804 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 5 210 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA GCCCAGGGAGAGTGGAGATA 5 75 39 20 212 20 59,960 60,105 32,700 19,800 0.145804 F 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 0 135 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA ATGGTTTGTGAGTGAGTGCG 5 0 39 20 137 20 59,960 58,771 32,700 53,400 1,269,779 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8258:60167_ 1 64 54 9 1 AGAGGG CCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCC NA 0 0 20 0 135 CCCTCTCACACTCCCTCTCACACTGCCTCTCACACTC CCCTCTCACACTCCCTCTCA ATGGTTTGTGAGTGAGTGCG 5 0 39 20 137 20 59,960 58,771 32,700 53,400 1,269,779 A 213 CTCCCTCTCACACTCCCTCTCACACTGCCTCTCACACTCCCTCTCACACTCCCTCTCACACTGcctctccctctccctctccctctccctctccctctccctctccctctccctctcCGCACTCACTCACAAACCATACAGTTTACCTGTACAAGCTGCTATCTGCCAACACGGCACCtttttttCTTCCTCTATCTCCACTCTCCCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 1 1 4 77 243 CTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGCTGCTGCAGCGCATTTGATG TGTAGCTTATAGTGCACTGCCC 77 92 18 20 260 22 61,140 60,159 30,700 53,600 3,298,773 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 74 240 CTGCAGCGCATTTGATGGATGTTGAAAGACCTGGT CTGCAGCGCATTTGATGGAT TGTAGCTTATAGTGCACTGCCC 74 92 21 20 260 22 59,616 60,159 34,100 53,600 2,543,265 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 50 189 AAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTA AAAGACCTGGTGGAACTGGC TGTTGTTCCTTGCCAAGTGC 50 67 45 20 233 20 60,179 59,541 48,500 44,000 0.638478 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 49 171 AAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTA AAAGACCTGGTGGAACTGGC GCACGACTTCACATTGAGCC 50 49 45 20 215 20 60,179 59,833 48,500 47,000 0.345804 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 49 193 GCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGGCAGCGCATTTGATGGATGT GCACGACTTCACATTGAGCC 72 49 23 20 215 20 59,898 59,833 30,600 47,000 0.268573 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 49 194 TGCAGCGCATTTGATGGATGTTGAAAGACCTGGTG TGCAGCGCATTTGATGGATG GCACGACTTCACATTGAGCC 73 49 22 20 215 20 59,898 59,833 35,100 47,000 0.268393 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 48 170 AAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTA AAAGACCTGGTGGAACTGGC CACGACTTCACATTGAGCCG 50 48 45 20 214 20 60,179 59,560 48,500 55,200 0.618975 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 48 193 TGCAGCGCATTTGATGGATGTTGAAAGACCTGGTG TGCAGCGCATTTGATGGATG CACGACTTCACATTGAGCCG 73 48 22 20 214 20 59,898 59,560 35,100 55,200 0.541564 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 17 137 AGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAA AGAATCTGCCACTGTGCTGC CACGACTTCACATTGAGCCG 17 48 78 20 214 20 60,959 59,560 52,500 55,200 1,399,357 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 4 17 138 AGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAA AGAATCTGCCACTGTGCTGC GCACGACTTCACATTGAGCC 17 49 78 20 215 20 60,959 59,833 52,500 47,000 1,126,186 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 5 78 243 CTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGCTGCTGCAGCGCATTTGAT TGTAGCTTATAGTGCACTGCCC 78 92 18 19 260 22 59,861 60,159 25,700 53,600 3,297,840 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:8887:52889_ 1 115 32 8 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 5 16 136 AATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACa AATCTGCCACTGTGCTGCA GCACGACTTCACATTGAGCC 16 49 80 19 215 20 60,228 59,833 44,100 47,000 1,395,151 A 270 AAGGGATCCCCATTTGGCTGCTGCAGCGCATTTGATGGATGTTGAAAGACCTGGTGGAACTGGCGGGAGGGAAGCCTAGAATCTGCCACTGTGCTGCACCTCCCTCCCAGCAACaaagaaagaaagaaagaaagaaagaaagaaagAGGAAGGAGCCAGTGGCCTCACCATTTTGTACAATTGCAGGGCAGATGCGGCTCAATGTGAAGTCGTGCACTTGGCAAGGAACAACATGGAGGGGCAGTGCACTATAAGCTACAAGGTACAATT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 1 1 3 4 123 ATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgc ATATTGATCGCAGGGCAGGT TCCTGGACCTCTCGAACACT 4 52 12 20 134 20 59,233 59,887 40,000 35,500 0.879981 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 8 190 AAATACAATATTGATCGCAGGGCAGGTGATGtgctg AAATACAATATTGATCGCAGGGC TCCCTGATGTGGCGCAATAT 8 112 5 23 194 20 57,623 59,526 51,900 12,800 5,850,608 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 7 190 AAATACAATATTGATCGCAGGGCAGGTGATGtgctg AAATACAATATTGATCGCAGGGCA TCCCTGATGTGGCGCAATAT 7 112 5 24 194 20 59,173 59,526 53,600 12,800 5,300,488 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 190 AAATACAATATTGATCGCAGGGCAGGTGATGtgctg AAATACAATATTGATCGCAGGGCAG TCCCTGATGTGGCGCAATAT 6 112 5 25 194 20 60,049 59,526 48,500 12,800 5,522,258 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 4 205 ATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgc ATATTGATCGCAGGGCAGGT AGTGTCCAGTTGGCTTTCCC 4 134 12 20 216 20 59,233 60,179 40,000 39,700 0.946364 F 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 122 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG TCCTGGACCTCTCGAACACT 3 52 13 20 134 20 60,179 59,887 40,000 35,500 0.291654 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 123 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG TTCCTGGACCTCTCGAACAC 3 53 13 20 135 20 60,179 59,033 40,000 33,200 1,145,968 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 145 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG GCTCCTCAACTCGGGTTCAA 3 75 13 20 157 20 60,179 59,965 40,000 26,900 0.213944 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 147 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG CAGCTCCTCAACTCGGGTTC 3 77 13 20 159 20 60,179 60,390 40,000 36,200 0.569520 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 183 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG CTCCCTGATGTGGCGCAATA 3 113 13 20 195 20 60,179 60,179 40,000 19,000 0.358096 F 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 204 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG AGTGTCCAGTTGGCTTTCCC 3 134 13 20 216 20 60,179 60,179 40,000 39,700 0.358038 F 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 3 216 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG GTCCCGGAGTAAAGTGTCCA 3 146 13 20 228 20 60,179 59,029 40,000 40,200 1,150,434 F 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1113:9151:17166_ 1 36 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 161 TATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgTATTGATCGCAGGGCAGGTG TGCAGTTCGGATTCCAGCTC 3 91 13 20 173 20 60,179 60,392 40,000 40,900 0.570709 A 259 AATAAAATACAATATTGATCGCAGGGCAGGTGATGtgctgctgctgctgctgctgctgctgcATGTGGGAGCTGCTGGACACCAAGTTTATTCAAAGAAGGCACATCTGTATTAAGTGTTCGAGAGGTCCAGGAAATTTGAACCCGAGTTGAGGAGCTGGAATCCGAACTGCAGATATTGCGCCACATCAGGGAgggggAAAGCCAACTGGACACTTTACTCCGGGACaaaaaGAGAAACAAAATTACCTGGaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 1 1 12 1 148 gggAGATGGTTGgagagaTAGATAAAGAGATGGATA GGGAGATGGTTGGAGAGATAGA TCTTTGTCAACCTGTCTGCC 17 1 29 22 176 20 58,149 58,033 19,800 48,500 5,818,071 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 0 0 12 1 149 gggAGATGGTTGgagagaTAGATAAAGAGATGGATA GGGAGATGGTTGGAGAGATAGA GTCTTTGTCAACCTGTCTGCC 17 1 29 22 177 21 58,149 59,396 19,800 48,500 5,455,030 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 0 0 12 0 148 gggAGATGGTTGgagagaTAGATAAAGAGATGGATA GGGAGATGGTTGGAGAGATAGA TCTTTGTCAACCTGTCTGCCT 17 0 29 22 176 21 58,149 59,510 19,800 47,500 5,341,242 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 0 0 14 0 139 GTTGgagagaTAGATAAAGAGATGGATAGACagatagGTTGGAGAGATAGATAAAGAGATGGA CTTTGTCAACCTGTCTGCCT 5 0 37 26 175 20 57,584 58,027 34,100 47,500 10,388,822 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 0 0 15 0 139 GTTGgagagaTAGATAAAGAGATGGATAGACagatagGTTGGAGAGATAGATAAAGAGATGGAT CTTTGTCAACCTGTCTGCCT 4 0 37 27 175 20 57,965 58,027 34,100 47,500 11,007,672 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:11129:35713 1 68 88 8 2 ACAG AGATAGATAGATAGATAGATAGACAGATAGATAGANA 0 0 17 0 138 TGgagagaTAGATAAAGAGATGGATAGACagatagataTGGAGAGATAGATAAAGAGATGGATAG TCTTTGTCAACCTGTCTGCCT 2 0 39 27 176 21 57,081 59,510 20,800 47,500 11,409,905 G 194 gatagatagatagatagataGAGGCAgggggAGATGGTTGgagagaTAGATAAAGAGATGGATAGACagatagatagatagatagatAGACAGATAGATAGACAGATAGATAGACAGATAGATagacagacagacagacagacagacagacagacAGGCAGACAGGTTGACAAAGACAGaaaaaGGGAGGCAGA

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 4 83 261 TGTCCCTTGGCACATGTACCATACAAGTATCACAAA TGTCCCTTGGCACATGTACC AGGGAATTGCCGGTTGGAAG 117 83 7 20 267 20 59,962 60,612 33,400 34,600 0.649486 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 83 260 GTCCCTTGGCACATGTACCATACAAGTATCACAAAT GTCCCTTGGCACATGTACCA AGGGAATTGCCGGTTGGAAG 116 83 8 20 267 20 59,962 60,612 32,500 34,600 0.649486 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 83 266 CTGAGTGTCCCTTGGCACATGTACCATACAAGTATC CTGAGTGTCCCTTGGCACAT AGGGAATTGCCGGTTGGAAG 122 83 2 20 267 20 59,963 60,612 32,100 34,600 0.649199 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 95 GGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACgGGCCCAGAACTTCCATTCCT GGTGTCCCTCAGTGCATCTT 27 7 97 20 191 20 59,667 59,674 33,600 24,000 0.659235 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 96 TGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACTGGCCCAGAACTTCCATTCC GGTGTCCCTCAGTGCATCTT 28 7 96 20 191 20 59,960 59,674 30,100 24,000 0.365882 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 184 GTCCCTTGGCACATGTACCATACAAGTATCACAAAT GTCCCTTGGCACATGTACCA GGTGTCCCTCAGTGCATCTT 116 7 8 20 191 20 59,962 59,674 32,500 24,000 0.363854 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 185 TGTCCCTTGGCACATGTACCATACAAGTATCACAAA TGTCCCTTGGCACATGTACC GGTGTCCCTCAGTGCATCTT 117 7 7 20 191 20 59,962 59,674 33,400 24,000 0.363854 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 189 TGAGTGTCCCTTGGCACATGTACCATACAAGTATCATGAGTGTCCCTTGGCACATG GGTGTCCCTCAGTGCATCTT 121 7 3 20 191 20 60,251 59,674 32,100 24,000 0.577121 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 190 CTGAGTGTCCCTTGGCACATGTACCATACAAGTATC CTGAGTGTCCCTTGGCACAT GGTGTCCCTCAGTGCATCTT 122 7 2 20 191 20 59,963 59,674 32,100 24,000 0.363567 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 6 190 CTGAGTGTCCCTTGGCACATGTACCATACAAGTATC CTGAGTGTCCCTTGGCACAT GGTGTCCCTCAGTGCATCTTT 122 6 2 20 191 21 59,963 60,272 32,100 25,200 1,308,901 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 7 9 97 TGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACTGGCCCAGAACTTCCATTCC GGGTGTCCCTCAGTGCATC 28 9 96 20 192 19 59,960 60,078 30,100 39,100 1,117,761 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13352:31054 1 144 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 7 9 191 CTGAGTGTCCCTTGGCACATGTACCATACAAGTATC CTGAGTGTCCCTTGGCACAT GGGTGTCCCTCAGTGCATC 122 9 2 20 192 19 59,963 60,078 32,100 39,100 1,115,446 F 281 CCTGAGTGTCCCTTGGCACATGTACCATACAAGTATCACAAATTATACAGGAGATTATTGTTTATaaaaaTGCTGCAAACTATACCAATGAATATTGGCCCAGAACTTCCATTCCTCGGGGCGTTGTATACggggggggggggggtggtggtggtggtggtggtTACCACAAAGATGCACTGAGGGACAcccccACCCCAGAAGTCCACACGTAAGGATTTTACAACAATTGTCCAGGAAGTTCAAACTTCCAACCGGCAATTCCCTGCACTGGGAACCAT

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 1 1 10 27 145 GGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGCA CCAACTACCCGACCATCCAC 48 27 51 22 195 20 59,448 60,108 40,800 40,200 2,660,163 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 10 26 144 GGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGCA CAACTACCCGACCATCCACC 48 26 51 22 194 20 59,448 60,108 40,800 46,100 2,660,163 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 10 26 145 TGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGC CAACTACCCGACCATCCACC 49 26 50 22 194 20 59,448 60,108 36,800 46,100 2,660,163 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 10 18 136 GGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGCA CGACCATCCACCTACCCATC 48 18 51 22 186 20 59,448 59,607 40,800 35,100 2,945,392 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 16 134 GGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGCA ACCATCCACCTACCCATCCA 48 16 51 22 184 20 59,448 59,954 40,800 34,100 2,597,938 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 16 135 TGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGGTTCGACAGAAGGAATTTGC ACCATCCACCTACCCATCCA 49 16 50 22 184 20 59,448 59,954 36,800 34,100 2,597,938 A 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 16 139 tggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATTGGATGGTTCGACAGAAGGA ACCATCCACCTACCCATCCA 55 16 46 20 184 20 58,360 59,954 33,600 34,100 1,685,346 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 57 210 atggatggatggatgCACGGGtggatggatggaTGGTTCGA ATGGATGGATGGATGCACGG CCGTCATTGATCCATCCATCC 84 57 17 20 226 21 60,251 58,570 49,400 35,100 2,681,498 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 56 195 CACGGGtggatggatggaTGGTTCGACAGAAGGAATTTCACGGGTGGATGGATGGATG CCGTCATTGATCCATCCATCCA 69 56 32 20 226 22 60,536 60,225 35,100 34,100 2,760,376 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 56 210 atggatggatggatgCACGGGtggatggatggaTGGTTCGA ATGGATGGATGGATGCACGG CCGTCATTGATCCATCCATCCA 84 56 17 20 226 22 60,251 60,225 49,400 34,100 2,475,629 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 27 179 atggatggatggatgCACGGGtggatggatggaTGGTTCGA ATGGATGGATGGATGCACGG CCAACTACCCGACCATCCAC 84 27 17 20 195 20 60,251 60,108 49,400 40,200 0.358881 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 26 178 atggatggatggatgCACGGGtggatggatggaTGGTTCGA ATGGATGGATGGATGCACGG CAACTACCCGACCATCCACC 84 26 17 20 194 20 60,251 60,108 49,400 46,100 0.358881 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 168 atggatggatggatgCACGGGtggatggatggaTGGTTCGA ATGGATGGATGGATGCACGG ACCATCCACCTACCCATCCA 84 16 17 20 184 20 60,251 59,954 49,400 34,100 0.296656 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 0 137 CACGGGtggatggatggaTGGTTCGACAGAAGGAATTTCACGGGTGGATGGATGGATG TCCACTCATCCATCCACACC 69 0 32 20 168 20 60,536 59,088 35,100 41,600 1,447,549 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:13575:16111 1 121 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 18 0 134 GGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAGGGTGGATGGATGGATGGTT TCCACTCATCCATCCACACC 66 0 35 20 168 20 59,442 59,088 36,700 41,600 1,469,498 F 226 ATGGatatatGAATAgatggatggatggatgCACGGGtggatggatggaTGGTTCGACAGAAGGAATTTGCAAGAATGGATGAATGTACATATGAATGGATGTATAGATGGATGAATGGGtggatggatggatggatggatggatggaGGTGTGGATGGATGAGTGGATGGGTAGGTGGATGGTCGGGTAGTTGGGTAAATGAatggatggatggATCAATGACGG

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 1 1 16 1 98 TTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATTGGTGATGGTGCTGATGCT CAGCCTCAGCATCATCACCA 36 1 105 20 202 20 59,961 60,107 37,900 41,700 0.145961 A 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 130 TGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTG TGCTACTGTTGATGGTGCGT CAGCCTCAGCATCATCACCA 68 1 73 20 202 20 59,965 60,107 52,400 41,700 0.142117 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 146 GTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGT GTGCTAATGCTGCTTCTGCT CAGCCTCAGCATCATCACCA 84 1 57 20 202 20 58,907 60,107 42,400 41,700 1,200,521 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 147 GGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGGGTGCTAATGCTGCTTCTGC CAGCCTCAGCATCATCACCA 85 1 56 20 202 20 59,900 60,107 42,600 41,700 0.207508 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 182 CTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGT CTAGTGATGGTGCTGCTGCT CAGCCTCAGCATCATCACCA 120 1 21 20 202 20 60,108 60,107 42,400 41,700 0.215161 F 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 185 CTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGCTGCTAGTGATGGTGCTGCT CAGCCTCAGCATCATCACCA 123 1 18 20 202 20 60,108 60,107 42,400 41,700 0.215161 F 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 192 GCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGCTGTTGCTGCTAGTGATGG CAGCCTCAGCATCATCACCA 130 1 11 20 202 20 59,269 60,107 35,100 41,700 0.838778 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 198 GCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCC GCTGATGCTGTTGCTGCTAG CAGCCTCAGCATCATCACCA 136 1 5 20 202 20 59,622 60,107 34,200 41,700 0.484915 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 1 199 TGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTC TGCTGATGCTGTTGCTGCTA CAGCCTCAGCATCATCACCA 137 1 4 20 202 20 60,322 60,107 34,900 41,700 0.429192 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 0 146 GGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGGGTGCTAATGCTGCTTCTGC AGCCTCAGCATCATCACCAA 85 0 56 20 201 20 59,900 59,378 42,600 36,700 0.722283 B 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 1 92 ATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGAATGGTGCTGATGCTGCTTCT CAGCCTCAGCATCATCACCA 30 1 111 20 202 20 60,034 60,107 28,500 41,700 0.141742 A 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:15980:68693 1 161 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 1 94 TGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTTGATGGTGCTGATGCTGCTT CAGCCTCAGCATCATCACCA 32 1 109 20 202 20 60,323 60,107 39,100 41,700 0.430449 A 203 TGGTGCTGATGCTGTTGCTGCTAGTGATGGtgctgctgcTCCTGCTTTTGTTGATGGTGCTAATGCTGCTTCTGCTACTGTTGATGGTGCGTctgctgctgCTTTTGGTGATGGTGCTGATGCTGCTTCTGTACTGGTGATGGTGATAGTTCTGATGCTActgctgctgctgctgctgctgTTGGTGATGATGCTGAGGCTGC

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 1 1 10 10 138 AGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGAGCAGAAACATCTTGAAGACAGA GACGAATAGACATAGACAAATACACA 22 10 81 23 218 26 58,034 57,148 34,100 37,200 13,817,774 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 11 10 139 AGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGAGCAGAAACATCTTGAAGACAGA AGACGAATAGACATAGACAAATACACA 22 10 81 23 219 27 58,034 58,316 34,100 37,200 13,649,428 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 11 10 165 ACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAAC ACTGGCTGCAAGTTCTGGAA AGACGAATAGACATAGACAAATACACA 51 10 55 20 219 27 59,817 58,316 35,300 37,200 8,867,106 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 11 8 137 AGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGAGCAGAAACATCTTGAAGACAGA ACGAATAGACATAGACAAATACACAGA 22 8 81 23 217 27 58,034 58,316 34,100 34,100 13,649,428 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 11 8 163 ACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAAC ACTGGCTGCAAGTTCTGGAA ACGAATAGACATAGACAAATACACAGA 51 8 55 20 217 27 59,817 58,316 35,300 34,100 8,867,106 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 11 8 164 AACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAA AACTGGCTGCAAGTTCTGGA ACGAATAGACATAGACAAATACACAGA 52 8 54 20 217 27 59,817 58,316 38,600 34,100 8,867,106 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 17 30 190 AAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCA AAACAACTGGCTGCAAGTTCT AGATACACAGATACATAGATAGACGAA 55 30 50 21 239 27 58,897 57,054 30,100 38,500 12,048,481 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 17 30 190 AAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCA AAACAACTGGCTGCAAGTTCTG AGATACACAGATACATAGATAGACGAA 54 30 50 22 239 27 60,159 57,054 30,200 38,500 12,105,102 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19309:26536 1 126 57 9 1.5 AGAT ATCTATCTATCTATCTATCTGTCTATCTATCTATCTATNA 0 0 17 30 190 AAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCA AAACAACTGGCTGCAAGTTC AGATACACAGATACATAGATAGACGAA 56 30 50 20 239 27 57,416 57,054 30,100 38,500 12,530,396 F 277 TTTTAAATCAGGAGTACGGAAAGTTAGATCAGGTTTTATCAGCCAATGAAAACAACTGGCTGCAAGTTCTGGAAATGCTTAGCAGAAACATCTTGAAGACAGaaaaaCATAAATAGGAACATATGatctatctatctatctatctGtctatctatctatctatctatctatctatctatctaTATATCTATCTGTGTATTTGTCTATGTCTATTCGTCTATCTATGTATCTGTGtatctatctatcTATTTAACTATCTACCTATCTAtctctcTAT

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 1 1 17 12 197 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCA TGCGAGGGCAGTACTGAATC 12 111 14 19 210 20 60,079 59,824 25,700 25,200 1,254,678 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 12 131 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCA AGGGCAGTGCTGAAACTCAG 12 45 14 19 144 20 60,079 60,251 25,700 33,500 1,329,558 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 12 132 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCA GAGGGCAGTGCTGAAACTCA 12 46 14 19 145 20 60,079 60,250 25,700 34,100 1,329,385 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 11 132 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCAG GAGGGCAGTGCTGAAACTCA 11 46 14 20 145 20 61,088 60,250 30,200 34,100 1,338,807 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 11 197 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCAG TGCGAGGGCAGTACTGAATC 11 111 14 20 210 20 61,088 59,824 30,200 25,200 1,264,100 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 5 91 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCA GAGGACAGTGCTGAAACTCA 12 5 14 19 104 20 60,079 57,467 25,700 34,100 3,612,184 A 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 2 187 CTGAGATTCAGCACTGCCCTCTcactgcactgcactgcac CTGAGATTCAGCACTGCCCT GCGAGGGCAGTACTGAATCT 2 110 23 20 209 20 59,748 59,538 51,900 24,000 0.714440 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 2 188 CTGAGATTCAGCACTGCCCTCTcactgcactgcactgcac CTGAGATTCAGCACTGCCCT TGCGAGGGCAGTACTGAATC 2 111 23 20 210 20 59,748 59,824 51,900 25,200 0.428239 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 1 109 TGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgTGAGATTCAGCACTGCCCTC AAACTCAGCCCTCAGTGCAG 1 33 24 20 132 20 59,749 60,251 43,000 44,100 0.501994 F 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 1 110 TGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgTGAGATTCAGCACTGCCCTC GAAACTCAGCCCTCAGTGCA 1 34 24 20 133 20 59,749 60,250 43,000 45,700 0.501821 F 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 1 111 TGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgTGAGATTCAGCACTGCCCTC TGAAACTCAGCCCTCAGTGC 1 35 24 20 134 20 59,749 60,250 43,000 44,000 0.501821 F 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 18 1 187 TGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgTGAGATTCAGCACTGCCCTC TGCGAGGGCAGTACTGAATC 1 111 24 20 210 20 59,749 59,824 43,000 25,200 0.427114 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 19 4 91 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCA GAGGACAGTGCTGAAACTCAG 12 4 14 19 104 21 60,079 58,588 25,700 33,500 3,490,821 A 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 19 4 91 CAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcCAGTGCGGGCTGAGATTCAG GAGGACAGTGCTGAAACTCAG 11 4 14 20 104 21 61,088 58,588 30,200 33,500 3,500,244 A 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:19735:53891 1 45 35 7 1 ACTGC CACTGCACTGCACTGCACTGCACTGCACTGCACTG NA 0 0 19 1 204 TGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgTGAGATTCAGCACTGCCCTC TGAATCTCAGCCCGCAGTG 1 98 24 20 196 19 59,749 60,079 43,000 36,600 1,330,271 B 229 AGCACTGCCCTCGCAGTGCGGGCTGAGATTCAGCACTGCCCTCTcactgcactgcactgcactgcactgcactgcactgCAGGCTGAGTTTCAGCACTGTCCTCgcactgcactgcactGAGGGCTGAGTTTCAGCACTGCCCTCGCCCTGCGGCCCGAGATTCAGCCCTGCCCTCGCACTGCGGGCTGAGATTCAGTACTGCCCTCGCACTGCGGGCTGAGATTCAGC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 1 1 2 12 130 TGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgaTGCTTCATTTGTCTTCAGTGGC CCTGACCAGGGTGGGAGA 12 54 6 22 135 18 59,706 59,877 50,100 37,100 4,416,962 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 12 241 TGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgaTGCTTCATTTGTCTTCAGTGGC TGTGTCTCTCTTTGGCCCAC 12 163 6 22 246 20 59,706 59,891 50,100 46,100 2,402,818 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 11 129 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA CCTGACCAGGGTGGGAGA 11 54 7 22 135 18 59,706 59,877 49,200 37,100 4,416,962 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 11 163 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA TTCCAACACTGCCCTGTCAG 11 86 7 22 169 20 59,706 60,179 49,200 35,100 2,473,254 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 11 204 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA TGCTCCATTCCACTCACACT 11 127 7 22 210 20 59,706 58,941 49,200 35,500 3,353,331 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 11 240 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA TGTGTCTCTCTTTGGCCCAC 11 163 7 22 246 20 59,706 59,891 49,200 46,100 2,402,818 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 2 11 242 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA CCTGTGTCTCTCTTTGGCCC 11 165 7 22 248 20 59,706 60,322 49,200 58,000 2,616,242 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 3 12 239 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGC GTGTCTCTCTTTGGCCCACT 12 162 7 21 245 20 58,061 59,602 50,100 40,000 3,337,187 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 3 11 129 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA CCTGACCAGGGTGGGAGAC 11 53 7 22 135 19 59,706 61,294 49,200 33,600 4,588,311 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 3 11 239 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA GTGTCTCTCTTTGGCCCACT 11 162 7 22 245 20 59,706 59,602 49,200 40,000 2,692,551 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 4 12 166 TGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgaTGCTTCATTTGTCTTCAGTGGC AGTTCCAACACTGCCCTGTC 12 88 6 22 171 20 59,706 60,179 50,100 35,100 2,473,251 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 4 12 204 TGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgaTGCTTCATTTGTCTTCAGTGGC GCTCCATTCCACTCACACTT 12 126 6 22 209 20 59,706 57,809 50,100 31,600 4,485,361 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 4 11 165 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA AGTTCCAACACTGCCCTGTC 11 88 7 22 171 20 59,706 60,179 49,200 35,100 2,473,251 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 4 11 203 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA GCTCCATTCCACTCACACTT 11 126 7 22 209 20 59,706 57,809 49,200 31,600 4,485,361 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 5 11 97 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA GGGAGGAGGACTTGCTTATCA 11 19 7 22 103 21 59,706 58,881 49,200 21,500 4,413,728 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 5 11 203 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA GCTCCATTCCACTCACACTTT 11 125 7 22 209 21 59,706 58,491 49,200 26,600 4,802,759 B 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 6 12 98 TGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgaTGCTTCATTTGTCTTCAGTGGC GGGAGGAGGACTTGCTTATCAG 12 18 6 22 103 22 59,706 59,896 50,100 29,000 4,398,174 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:25976:17377 1 40 24 8 1 ATC GATGATGATGATGATGATGATGAT NA 0 0 6 11 97 GCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgat GCTTCATTTGTCTTCAGTGGCA GGGAGGAGGACTTGCTTATCAG 11 18 7 22 103 22 59,706 59,896 49,200 29,000 4,398,174 F 253 TCTTGTGCTTCATTTGTCTTCAGTGGCAacacacTTTTAgatgatgatgatgatgatgatgatCTGTTTACTTTAAAGATGCTGATAAGCAAGtcctcctccCCCCTGCCTCGCACGTCTCCCACCCTGGTCAGGACAAGTATTGCTGGCTGACAGGGCAGTGTTGGAACTTGGAAGTAATGTGGTTAAAAGTGTGAGTGGAATGGAGCaaaaaaTGAATGATCAAGTGGGCCAAagagagACACAGGGTCCC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 15 27 146 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTCT GGTGGAAGGGAATGGAATGGA 27 40 5 23 150 21 60,117 59,712 24,000 34,100 4,404,985 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 27 166 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTCT TGGATGGATGGATGGAAGGG 27 61 5 23 170 20 60,117 58,848 24,000 39,500 4,269,006 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 26 134 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTCT TGGAATGGATGTCAAGAGAAGGG 27 26 5 23 138 23 60,117 60,054 24,000 39,500 6,171,385 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 25 133 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTCT GGAATGGATGTCAAGAGAAGGGT 27 25 5 23 137 23 60,117 60,054 24,000 43,400 6,171,311 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 1 121 TCCATTCCATCCATTCATCTTTGCAtccattccattccattcTCCATTCCATCCATTCATCTTTGC GGTGGAAGGGAATGGAATGGA 1 40 30 24 150 21 59,657 59,712 36,800 34,100 5,630,691 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 0 120 CCATTCCATCCATTCATCTTTGCAtccattccattccattccCCATTCCATCCATTCATCTTTGCA GGTGGAAGGGAATGGAATGGA 0 40 31 24 150 21 59,900 59,712 40,800 34,100 5,388,083 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 16 28 166 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTC TGGATGGATGGATGGAAGGG 28 61 5 22 170 20 58,772 58,848 26,700 39,500 4,380,213 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 16 25 133 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTC GGAATGGATGTCAAGAGAAGGGT 28 25 5 22 137 23 58,772 60,054 26,700 43,400 6,282,518 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 29 144 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATT TGGAAGGGAATGGAATGGATGT 29 37 5 21 148 22 57,676 59,413 31,600 30,600 5,910,612 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 28 144 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTC TGGAAGGGAATGGAATGGATGT 28 37 5 22 148 22 58,772 59,413 26,700 30,600 5,815,291 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 27 144 ACATCCATCTTGGCATCCATTCTATTCCATTCCATCC ACATCCATCTTGGCATCCATTCT TGGAAGGGAATGGAATGGATGT 27 37 5 23 148 22 60,117 59,413 24,000 30,600 5,704,083 A 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:29589:45189 1 55 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 20 16 136 TGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGTGGCATCCATTCTATTCCATTCCA GGTGGAAGGGAATGGAATGGA 16 40 15 24 150 21 60,141 59,712 35,300 34,100 5,428,710 F 177 CTATACATCCATCTTGGCATCCATTCTATTCCATTCCATCCATTCATCTTTGCAtccattccattccattccattccattccattccatTCAATTCCATTCTATTCCCTTGTATACCCTTCTCTTGACATCCATTCCATTCCCTTCCAcccccTtccatccatccatccaTCTTGGC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 1 1 6 58 244 TCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTC TCTCCTTGCTGAGCTCCTCT GTCCTGTATTACTATCTGACCAAGA 92 58 14 20 257 25 59,959 57,416 36,900 30,200 7,625,064 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 57 244 TCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTC TCTCCTTGCTGAGCTCCTCT GTCCTGTATTACTATCTGACCAAGAA 92 57 14 20 257 26 59,959 57,991 36,900 25,200 8,049,455 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 55 243 TCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTC TCTCCTTGCTGAGCTCCTCT TCCTGTATTACTATCTGACCAAGAAGA 92 55 14 20 256 27 59,959 58,941 36,900 28,700 8,100,402 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 25 206 TCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTC TCTCCTTGCTGAGCTCCTCT CAAGAGTTTGGTGAGGCGGA 92 25 14 20 219 20 59,959 60,250 36,900 55,400 0.291237 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 24 199 TGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTT TGCTGAGCTCCTCTTTCTCG AAGAGTTTGGTGAGGCGGAG 86 24 20 20 218 20 59,470 59,965 40,400 46,300 0.565290 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 24 205 TCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTC TCTCCTTGCTGAGCTCCTCT AAGAGTTTGGTGAGGCGGAG 92 24 14 20 218 20 59,959 59,965 36,900 46,300 0.076399 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 7 26 183 CGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctcCGTTATCCACGTCCTGCTT ACAAGAGTTTGGTGAGGCGG 69 26 38 19 220 20 57,564 60,535 39,100 61,300 3,971,103 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 7 25 182 CGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctcCGTTATCCACGTCCTGCTT CAAGAGTTTGGTGAGGCGGA 69 25 38 19 219 20 57,564 60,250 39,100 55,400 3,686,296 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 7 24 181 CGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctcCGTTATCCACGTCCTGCTT AAGAGTTTGGTGAGGCGGAG 69 24 38 19 218 20 57,564 59,965 39,100 46,300 3,471,458 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 11 13 125 TCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgcTCCTCCTTCTCCTCCTGGC AAGAGTTTGGTGAGGCGGAG 13 24 94 19 218 20 59,998 59,965 48,500 46,300 1,037,732 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 11 12 124 CCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgct CCTCCTTCTCCTCCTGGCT AAGAGTTTGGTGAGGCGGAG 12 24 95 19 218 20 59,997 59,965 47,500 46,300 1,038,249 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 24 166 GCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTGCTTCTCCTCCTCCTTGTCG AAGAGTTTGGTGAGGCGGAG 53 24 53 20 218 20 59,825 59,965 43,500 46,300 0.210074 F 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 14 127 tCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgc TCTCCTCCTTCTCCTCCTGG AAGAGTTTGGTGAGGCGGAG 14 24 92 20 218 20 59,366 59,965 44,500 46,300 0.669378 F 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 14 128 tCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgc TCTCCTCCTTCTCCTCCTGG CAAGAGTTTGGTGAGGCGGA 14 25 92 20 219 20 59,366 60,250 44,500 55,400 0.884216 F 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 13 126 CTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgct CTCCTCCTTCTCCTCCTGGC AAGAGTTTGGTGAGGCGGAG 13 24 93 20 218 20 61,048 59,965 48,500 46,300 1,083,617 B 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 14 24 147 GGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCT GGCCTCCTTCTCCTTCTCCT AAGAGTTTGGTGAGGCGGAG 34 24 72 20 218 20 60,326 59,965 36,900 46,300 0.361600 F 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:32015:52449 1 126 49 7 1.5 AGC CTGCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 14 24 171 GTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctcct GTCCTGCTTCTCCTCCTCCT AAGAGTTTGGTGAGGCGGAG 58 24 48 20 218 20 60,325 59,965 36,900 46,300 0.360661 F 257 GTGTCATCTGTTTTCTCCTTGCTGAGCTCCTCTTTCTCGTTATCCACGTCCTGCTTctcctcctcCTTGTCGGCctccttctccttctccttCTCCTCCTTCTCCTCCTGGCTGCTCCGTGCCATctgctgctgctgTtgctgctgctgctgctgctgcTGTtgctgctgctgcTGACCCTTTCCTCGGCGCCGGTAGCTCCGCCTCACCAAACTCTTGTAGTTTTCATTCTTCTTGGTCAGATAGTAATACAGGAC

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 1 1 12 25 136 TCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccc TCAGTCACTCCCTCCGTCC GATGGAGGGAGTGAGGGTGT 40 25 5 19 140 20 60,304 60,619 47,900 41,600 1,923,184 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 12 24 135 TCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccc TCAGTCACTCCCTCCGTCC ATGGAGGGAGTGAGGGTGTG 40 24 5 19 139 20 60,304 60,912 47,900 38,200 2,215,742 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 13 27 141 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTc TCCGTCAGTCACTCCCTCC GGATGGAGGGAGTGAGGGT 44 27 1 19 141 19 60,304 59,996 43,000 43,400 2,307,790 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 13 25 140 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTc TCCGTCAGTCACTCCCTCC GATGGAGGGAGTGAGGGTGT 44 25 1 19 140 20 60,304 60,619 43,000 41,600 1,923,184 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 13 24 139 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTc TCCGTCAGTCACTCCCTCC ATGGAGGGAGTGAGGGTGTG 44 24 1 19 139 20 60,304 60,912 43,000 38,200 2,215,742 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:4046:61310_ 1 64 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 14 26 141 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTc TCCGTCAGTCACTCCCTCC GGATGGAGGGAGTGAGGGTG 44 26 1 19 141 20 60,304 61,341 43,000 46,100 2,645,372 F 152 TCCGTCAGTCACTCCCTCCGTCCCTCAGTCCCTCCTcccccccccccccccTccccccccccGtccctccctccctccctccctccctccctcccTCACTCCCTCCTCCCCTCACTCCCCACACCCTCACTCCCTCCATCCCCTCCCTGTCT

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 1 1 14 26 143 tgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGTGTGTGAGGGTGTGTGTGAC CTGAATTGCCTCCTCCAGCT 35 26 29 20 171 20 60,108 59,745 36,700 42,400 0.363215 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 14 25 142 tgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGTGTGTGAGGGTGTGTGTGAC TGAATTGCCTCCTCCAGCTC 35 25 29 20 170 20 60,108 59,746 36,700 40,900 0.362075 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 14 15 132 tgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGTGTGTGAGGGTGTGTGTGAC CCTCCAGCTCCTCGTCCTTA 35 15 29 20 160 20 60,108 60,396 36,700 26,900 0.503759 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 14 3 120 tgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGTGTGTGAGGGTGTGTGTGAC CGTCCTTATGTTCCCAGCCA 35 3 29 20 148 20 60,108 59,748 36,700 47,500 0.359812 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 16 25 143 gtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGA GTGTGTGAGGGTGTGTGTGA TGAATTGCCTCCTCCAGCTC 36 25 28 20 170 20 60,108 59,746 35,800 40,900 0.362075 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 16 3 121 gtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGA GTGTGTGAGGGTGTGTGTGA CGTCCTTATGTTCCCAGCCA 36 3 28 20 148 20 60,108 59,748 35,800 47,500 0.359812 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 17 55 195 gtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACG GTGTGTGAGGGTGTGGGTG TTCATTCCTCTCCCTCCCGG 55 59 10 19 204 20 60,526 60,691 46,100 57,300 2,217,073 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 17 53 193 gtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGTGAGGGTGTGGGTGTG TTCATTCCTCTCCCTCCCGG 53 59 12 19 204 20 60,526 60,691 38,200 57,300 2,217,073 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 17 51 191 gtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTG GTGAGGGTGTGGGTGTGTG TTCATTCCTCTCCCTCCCGG 51 59 14 19 204 20 60,526 60,691 38,200 57,300 2,217,073 F 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐2 99 GTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAGTGTGGGTGTGGGTGAGG CGTCCTTATGTTCCCAGCCA ‐2 3 68 18 148 20 59,887 59,748 38,600 47,500 2,365,055 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐7 94 GGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgt GGTGTGGGTGAGGGTGTG CGTCCTTATGTTCCCAGCCA ‐7 3 73 18 148 20 59,887 59,748 38,200 47,500 2,365,055 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐8 93 GTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtggGTGTGGGTGAGGGTGTGG CGTCCTTATGTTCCCAGCCA ‐8 3 74 18 148 20 59,887 59,748 41,700 47,500 2,365,055 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐8 149 GTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtggGTGTGGGTGAGGGTGTGG TTCATTCCTCTCCCTCCCGG ‐8 59 74 18 204 20 59,887 60,691 41,700 57,300 2,804,218 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐13 144 GGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgg GGTGAGGGTGTGGGTGTG TTCATTCCTCTCCCTCCCGG ‐13 59 79 18 204 20 59,887 60,691 38,200 57,300 2,804,218 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1114:7385:6724_1 1 84 42 7 1 ACACCC GGGTGTGGGTGTGGGTGTGGGTGTGGGTGTGGGTNA 0 0 18 ‐14 143 GTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggt GTGAGGGTGTGGGTGTGG TTCATTCCTCTCCCTCCCGG ‐14 59 80 18 204 20 59,887 60,691 41,700 57,300 2,804,218 A 209 GGTGTGGgtgtgtgtGAGGGTGTGGgtgtgtgtGAGGgtgtgtgtGACGGTGTGGGTGTGGGTGAGGGTGTGGGTGTGGGTGAgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtgggtgtGTGTGGCTGGGAACATAAGGACGAGGAGCTGGAGGAGGCAATTCAGCCCCACGAACCTGCCGGGAGGGAGAGGAATGAAGAAAC

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 2 28 125 GCTGTACTGAGACTTTGATTCACCTTGAAGTTACAA GCTGTACTGAGACTTTGATTCACC CCTCAGTGCTTGCCTGTAGC 28 32 32 24 156 20 59,610 61,024 40,200 35,800 5,413,811 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 28 126 GCTGTACTGAGACTTTGATTCACCTTGAAGTTACAA GCTGTACTGAGACTTTGATTCACC ACCTCAGTGCTTGCCTGTAG 28 33 32 24 157 20 59,610 59,677 40,200 27,400 4,713,272 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 28 128 GCTGTACTGAGACTTTGATTCACCTTGAAGTTACAA GCTGTACTGAGACTTTGATTCACC ATACCTCAGTGCTTGCCTGT 28 35 32 24 159 20 59,610 59,013 40,200 40,000 5,377,591 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 60 193 AGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTAAGTTGTTTGATATCAACCGCCA TGCAGACAGTTTCTAACTTGGC 60 68 2 22 194 22 58,583 59,122 56,900 45,200 6,295,507 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 58 190 TGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGTGTTTGATATCAACCGCCAGA TGCAGACAGTTTCTAACTTGGC 58 68 5 21 194 22 57,658 59,122 38,600 45,200 6,220,783 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 58 192 GTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACGTTGTTTGATATCAACCGCCAGA TGCAGACAGTTTCTAACTTGGC 58 68 3 23 194 22 59,561 59,122 38,600 45,200 6,317,187 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 33 153 TGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGTGTTTGATATCAACCGCCAGA ACCTCAGTGCTTGCCTGTAG 58 33 5 21 157 20 57,658 59,677 38,600 27,400 3,665,351 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 33 155 GTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACGTTGTTTGATATCAACCGCCAGA ACCTCAGTGCTTGCCTGTAG 58 33 3 23 157 20 59,561 59,677 38,600 27,400 3,761,756 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:13088:28699 1 84 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 33 156 AGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTAAGTTGTTTGATATCAACCGCCA ACCTCAGTGCTTGCCTGTAG 60 33 2 22 157 20 58,583 59,677 56,900 27,400 3,740,076 F 220 GAGTTGTTTGATATCAACCGCCAGATTAAAAGCTGTACTGAGACTTTGATTCACCTTGAAGTTACAAGCTTTTaaaaaGAGACcatcatcatcatcatcatcatCAGCTATTTCTTCTGACAGCAGCTTACAAATTGCTACAGGCAAGCACTGAGGTATCTGTGAGGAATTAGCCAAGTTAGAAACTGTCTGCATCAGTCTGATAATCTTCTCATTAAAT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 1 1 2 6 186 CTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgCTCAGAACCTCCTCTACCGC ACAAGTGGTGGCAAGACTGT 6 108 4 20 189 20 59,258 59,744 56,800 35,500 0.997806 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 2 5 92 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC TTCTCTGTGGATGGCGGGAA 5 15 5 20 96 20 60,684 61,198 61,300 39,700 1,881,598 A 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 2 5 93 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC TTTCTCTGTGGATGGCGGGA 5 16 5 20 97 20 60,684 61,198 61,300 51,400 1,881,598 A 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 2 5 185 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC ACAAGTGGTGGCAAGACTGT 5 108 5 20 189 20 60,684 59,744 61,300 35,500 0.939394 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 2 5 246 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC AAATCTGAATGGCTGCGGAA 5 169 5 20 250 20 60,684 58,162 61,300 43,000 2,521,616 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 3 5 90 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC CTCTGTGGATGGCGGGAAG 5 14 5 20 94 19 60,684 60,153 61,300 34,600 1,836,793 A 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 3 5 245 TCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcTCAGAACCTCCTCTACCGCC AATCTGAATGGCTGCGGAAA 5 168 5 20 249 20 60,684 58,162 61,300 31,300 2,521,616 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 4 8 190 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgCTGCTCAGAACCTCCTCTACC AACAAGTGGTGGCAAGACTGT 8 108 1 21 190 21 59,246 60,341 31,800 35,500 3,095,216 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 4 8 190 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgCTGCTCAGAACCTCCTCTACC AACAAGTGGTGGCAAGACTG 8 109 1 21 190 20 59,246 58,607 31,800 35,100 3,146,815 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 4 8 191 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgCTGCTCAGAACCTCCTCTACC AAACAAGTGGTGGCAAGACTG 8 109 1 21 191 21 59,246 59,249 31,800 35,100 3,505,003 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 4 3 183 AGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcct AGAACCTCCTCTACCGCCAG ACAAGTGGTGGCAAGACTGT 3 108 7 20 189 20 60,685 59,744 48,500 35,500 0.940695 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:14529:13721 1 30 32 8 1 AGGC TGCCTGCCTGCCTGCCTGCCTGCCTGCCTGCC NA 0 0 4 3 243 AGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcct AGAACCTCCTCTACCGCCAG AATCTGAATGGCTGCGGAAA 3 168 7 20 249 20 60,685 58,162 48,500 31,300 2,522,917 B 281 CTGCTCAGAACCTCCTCTACCGCCAGCCAtgcctgcctgcctgcctgcctgcctgcctgccTCACGTGCTGCTCCCTTCCCGCCATCCACAGAGAAAAGGACTtctctcCTAGTGCTCACTGCCTCCAGCATGACCTCCAGGGCGCCCTCCTCCAATATGCTCAGGGTGACAGTCTTGCCACCACTTGTTTTCCATTTTCCTCCTTTCTGAATAGCACACCAATGAGATTTTCCGCAGCCATTCAGATTTATGTTGGGTTCCCTTTAAATATTGAGCTACT

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 1 1 4 64 240 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT ACTCCTTTATGTAAATGCTGGAAACC 64 80 15 20 254 26 59,891 59,847 38,500 32,700 6,261,415 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 64 256 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT ACAGATTCCCTGATTAACTCCTTT 64 98 15 20 270 24 59,891 57,606 38,500 31,100 6,502,929 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 64 259 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT ACTACAGATTCCCTGATTAACTCCT 64 100 15 20 273 25 59,891 58,794 38,500 36,900 6,314,627 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 38 190 CATCAACCGCAGTGTCCTGATGGGTACTTctcctcctc CATCAACCGCAGTGTCCTGA TGGAACCCTACTCTCCAGCA 62 38 17 20 206 20 60,321 59,884 38,600 44,100 0.437024 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 38 192 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT TGGAACCCTACTCTCCAGCA 64 38 15 20 206 20 59,891 59,884 38,500 44,100 0.224926 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 37 191 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT GGAACCCTACTCTCCAGCAC 64 37 15 20 205 20 59,891 59,462 38,500 44,000 0.646237 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 33 187 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT CCCTACTCTCCAGCACTTGC 64 33 15 20 201 20 59,891 60,108 38,500 40,100 0.216530 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 30 180 TCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCA TCAACCGCAGTGTCCTGATG TACTCTCCAGCACTTGCAGC 60 30 19 20 198 20 60,321 60,037 30,700 52,500 0.357635 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 4 30 184 AACATCAACCGCAGTGTCCTGATGGGTACTTctcctc AACATCAACCGCAGTGTCCT TACTCTCCAGCACTTGCAGC 64 30 15 20 198 20 59,891 60,037 38,500 52,500 0.145537 D 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 11 15 136 cctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTA CCTCCTCCACCTTCTTCTTCC GCAGCTGCATCGCATTTGAA 30 15 48 21 183 20 59,443 60,457 34,600 26,900 2,014,537 G 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 11 15 139 TctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGAT TCTCCTCCTCCACCTTCTTCT GCAGCTGCATCGCATTTGAA 33 15 45 21 183 20 59,281 60,457 28,500 26,900 2,176,544 G 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:17949:2452_ 1 99 50 7 2 AAT GATGATGATGATGATGATTATTATTGTTGTTATTAT NA 0 0 12 15 134 tcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATT TCCTCCACCTTCTTCTTCCTCT GCAGCTGCATCGCATTTGAA 27 15 50 22 183 20 59,887 60,457 36,900 26,900 2,569,857 G 290 ATCATCATAGAGGTAACATCAACCGCAGTGTCCTGATGGGTACTTctcctcctcCACcttcttcttCCtcttcttctCATTGTTGTGATTATTGTTACgatgatgatgatgatgatTATTATTGTTGttattattattattattattaTTTCTTGTGTTCGGATTCAAATGCGATGCAGCTGCAAGTGCTGGAGAGTAGGGTTCCACTATATCGGTGCTGGGACTGCAGGTTTCCAGCATTTACATAAAGGAGTTAATCAGGGAATCTGTAGTATTATTTCAAAATTTGC

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 1 1 8 22 265 ACATCCTCTTACACAACATCATGATCACcatcatcatca ACATCCTCTTACACAACATCATGA TGGCAGTGGAAGGGAAATGG 172 22 8 24 272 20 57,946 60,252 30,700 31,600 6,305,374 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 10 22 185 AGCATTATCATCAGCGTCATCGtcttcttcttctTCATCT AGCATTATCATCAGCGTCATCG TGGCAGTGGAAGGGAAATGG 94 22 88 22 272 20 59,008 60,252 38,400 31,600 3,243,608 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 10 20 183 AGCATTATCATCAGCGTCATCGtcttcttcttctTCATCT AGCATTATCATCAGCGTCATCG GCAGTGGAAGGGAAATGGGT 94 20 88 22 270 20 59,008 60,252 38,400 45,100 3,243,653 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 11 22 178 TCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTA TCATCAGCGTCATCGTCTTCT TGGCAGTGGAAGGGAAATGG 88 22 95 21 272 20 59,254 60,252 28,500 31,600 1,997,396 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 11 22 202 TCATCACCTTCACCATCAGCATTATCATCAGCGTCATTCATCACCTTCACCATCAGCA TGGCAGTGGAAGGGAAATGG 112 22 71 21 272 20 59,370 60,252 44,100 31,600 1,881,603 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 11 20 176 TCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTA TCATCAGCGTCATCGTCTTCT GCAGTGGAAGGGAAATGGGT 88 20 95 21 270 20 59,254 60,252 28,500 45,100 1,997,440 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 11 20 200 TCATCACCTTCACCATCAGCATTATCATCAGCGTCATTCATCACCTTCACCATCAGCA GCAGTGGAAGGGAAATGGGT 112 20 71 21 270 20 59,370 60,252 44,100 45,100 1,881,648 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 12 22 201 CATCACCTTCACCATCAGCATTATCATCAGCGTCATCCATCACCTTCACCATCAGCA TGGCAGTGGAAGGGAAATGG 112 22 72 20 272 20 57,882 60,252 44,100 31,600 2,370,055 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 12 22 268 TCAACATCCTCTTACACAACATCATGATCACcatcatc TCAACATCCTCTTACACAACATCA TGGCAGTGGAAGGGAAATGG 175 22 5 24 272 20 58,136 60,252 30,700 31,600 6,115,707 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 12 20 188 CCATCAGCATTATCATCAGCGTCATCGtcttcttcttctT CCATCAGCATTATCATCAGCGT GCAGTGGAAGGGAAATGGGT 99 20 83 22 270 20 58,928 60,252 50,700 45,100 3,323,998 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 12 20 266 TCAACATCCTCTTACACAACATCATGATCACcatcatc TCAACATCCTCTTACACAACATCA GCAGTGGAAGGGAAATGGGT 175 20 5 24 270 20 58,136 60,252 30,700 45,100 6,115,752 B 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 22 175 TCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTC TCAGCGTCATCGTCTTCTTCT TGGCAGTGGAAGGGAAATGG 85 22 98 21 272 20 59,187 60,252 28,500 31,600 2,064,920 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 22 255 ACACAACATCATGATCACcatcatcatcatTATTatcatcaACACAACATCATGATCACCATCA TGGCAGTGGAAGGGAAATGG 163 22 18 23 272 20 58,408 60,252 30,700 31,600 4,843,672 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 22 261 CCTCTTACACAACATCATGATCACcatcatcatcatTATTCCTCTTACACAACATCATGATCACC TGGCAGTGGAAGGGAAATGG 167 22 12 25 272 20 59,705 60,252 40,200 31,600 5,547,035 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 20 253 ACACAACATCATGATCACcatcatcatcatTATTatcatcaACACAACATCATGATCACCATCA GCAGTGGAAGGGAAATGGGT 163 20 18 23 270 20 58,408 60,252 30,700 45,100 4,843,717 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 3 137 tctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTCTTCATCTTCTTTCTATTCTTCTCCT TGGGTGACTACTTGGAGAAGAC 58 3 119 27 255 22 57,734 59,102 36,900 30,100 12,163,830 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 2 136 tctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTCTTCATCTTCTTTCTATTCTTCTCCT GGGTGACTACTTGGAGAAGACA 58 2 119 27 254 22 57,734 59,102 36,900 34,100 12,163,830 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:20161:34588 1 204 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NA 0 0 13 1 136 tctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTCTTCATCTTCTTTCTATTCTTCTCCT GGGTGACTACTTGGAGAAGACAG 58 1 119 27 254 23 57,734 60,056 36,900 35,100 12,322,326 F 274 ATTTTCAACATCCTCTTACACAACATCATGATCACcatcatcatcatTATTatcatcatcCACATCAACATCATCACCTTCACCATCAGCATTATCATCAGCGTCATCGtcttcttcttctTCATCTTCTTTCTATTCTTCTCCttattattaCTATTTCTTGttcttcttcttcTACttattattaTTGttattattaTAACtattattattattattattattattatTCTGTCTTCTCCAAGTAGTCACCCATTTCCCTTCCACTGCCAAT

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 1 1 6 6 175 ccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTG CCTAGAGGTCAACTGGCCAG CGTCAGTCAATACGGGACCC 108 6 16 20 190 20 59,461 60,179 48,500 44,600 0.718169 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 6 6 176 cccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGCCCTAGAGGTCAACTGGCCA CGTCAGTCAATACGGGACCC 109 6 15 20 190 20 60,910 60,179 53,600 44,600 1,088,728 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 6 3 172 ccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTG CCTAGAGGTCAACTGGCCAG CAGTCAATACGGGACCCTCC 108 3 16 20 187 20 59,461 59,536 48,500 43,000 1,003,503 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 7 6 132 CAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCT CAGCCAATCCTGGAGAGCC CGTCAGTCAATACGGGACCC 66 6 59 19 190 20 60,153 60,179 47,000 44,600 1,332,123 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 7 6 136 CCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAG CCTGCAGCCAATCCTGGAG CGTCAGTCAATACGGGACCC 70 6 55 19 190 20 60,453 60,179 38,600 44,600 1,632,498 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21673:25710 1 144 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 7 3 129 CAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCT CAGCCAATCCTGGAGAGCC CAGTCAATACGGGACCCTCC 66 3 59 19 187 20 60,153 59,536 47,000 43,000 1,617,457 F 226 CCCTTccccccAcccccTAGAGGTCAACTGGCCAGACCCGAGGTCAACTGAACCCCTGCAGCCAATCCTGGAGAGCCCCACAGCTCCAGGCCTGGCCAATCAGCCGATTcccccccGCCCCGCCCCTTCCGCCCTGAGGCTGTcggcggcggcggcggcggcgggggggAGGGTCCCGTATTGACTGACGGGCGCCCCAGCCAATCAGCGGCCGCCCGCGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:1115:21866:24392 1 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 12 11 90 GCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctGCTGGTGCTGTAGCTGCT ACCACCATCACAAACAACATTAGC 11 16 28 18 117 24 60,047 60,262 42,400 30,900 6,308,501 F 117 GATGCTGCTTctgctgctgctgctgGTGCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctgctgctgcTGGTGATGGTGCTGATGCTAATGTTGTTTGTGATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:1115:21866:24392 1 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 11 90 GCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctGCTGGTGCTGTAGCTGCT ACCACCATCACAAACAACATTAG 11 17 28 18 117 23 60,047 57,548 42,400 17,300 7,498,586 F 117 GATGCTGCTTctgctgctgctgctgGTGCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctgctgctgcTGGTGATGGTGCTGATGCTAATGTTGTTTGTGATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:1115:21866:24392 1 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 13 10 90 GCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctGCTGGTGCTGTAGCTGCTG ACCACCATCACAAACAACATTAGC 10 16 28 19 117 24 61,397 60,262 44,100 30,900 6,658,949 F 117 GATGCTGCTTctgctgctgctgctgGTGCTGGTGCTGTAgctgctgctgctGATGGtgctgctgctgctgctgctgcTGGTGATGGTGCTGATGCTAATGTTGTTTGTGATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 1 1 4 11 98 GCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaa GCAAGTCATCCTCGACCCTG AATCAGGTCTGTACTTTCAGGG 11 24 119 20 216 22 60,461 57,440 44,500 44,500 5,020,849 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 5 13 100 AAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagAAGCAAGTCATCCTCGACCC AATCAGGTCTGTACTTTCAGGG 13 24 117 20 216 22 59,749 57,440 44,600 44,500 4,810,376 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 5 13 101 AAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagAAGCAAGTCATCCTCGACCC AAATCAGGTCTGTACTTTCAGGG 13 24 117 20 217 23 59,749 58,089 44,600 44,500 5,161,903 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 56 198 GCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGCTGCAGAGCCTGTAGGTC GTCAGTTGACATTGTACCTGATGT 78 56 53 19 250 24 60,153 59,003 38,500 30,600 6,150,865 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 18 140 GTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACA GTGTGGAAGCAAGTCATCCTC GTCAGTTGACATTGTACCTGATGT 18 56 111 21 250 24 58,920 59,003 37,100 30,600 7,077,321 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 2 122 CGCGCATTGGACTCTTCAGTCACCTGAGAACTCAttt CGCGCATTGGACTCTTCAGT TTTGCTCTCCTGCTGACTGG 59 2 71 20 192 20 61,016 59,964 34,100 40,000 1,052,010 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 2 123 TCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAt TCGCGCATTGGACTCTTCAG TTTGCTCTCCTGCTGACTGG 60 2 70 20 192 20 60,737 59,964 30,200 40,000 0.773247 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 2 124 GTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAGTCGCGCATTGGACTCTTCA TTTGCTCTCCTGCTGACTGG 61 2 69 20 192 20 61,014 59,964 30,200 40,000 1,049,925 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 6 2 140 GCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGCTGCAGAGCCTGTAGGTC TTTGCTCTCCTGCTGACTGG 78 2 53 19 192 20 60,153 59,964 38,500 40,000 1,189,350 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 7 56 201 CCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTC CCTGCTGCAGAGCCTGTAG GTCAGTTGACATTGTACCTGATGT 81 56 50 19 250 24 60,153 59,003 27,400 30,600 6,150,805 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 7 19 140 AGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAAC AGTGTGGAAGCAAGTCATCCT TCAGTTGACATTGTACCTGATGT 19 56 110 21 249 23 59,298 57,772 32,400 30,600 6,929,415 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 7 19 141 AGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAAC AGTGTGGAAGCAAGTCATCCT GTCAGTTGACATTGTACCTGATGT 19 56 110 21 250 24 59,298 59,003 32,400 30,600 6,699,242 A 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 7 2 143 CCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTC CCTGCTGCAGAGCCTGTAG TTTGCTCTCCTGCTGACTGG 81 2 50 19 192 20 60,153 59,964 27,400 40,000 1,189,290 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 8 56 200 CTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCTGCTGCAGAGCCTGTAGG GTCAGTTGACATTGTACCTGATGT 80 56 51 19 250 24 60,153 59,003 31,800 30,600 6,150,805 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:26058:47580 1 150 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 8 2 142 CTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCTGCTGCAGAGCCTGTAGG TTTGCTCTCCTGCTGACTGG 80 2 51 19 192 20 60,153 59,964 31,800 40,000 1,189,290 F 274 CATGGCATCCTGGGTACCCCACCTGTTTCCCCTACCACTGTCTGCCCCACCTGCTGCAGAGCCTGTAGGTCGCGCATTGGACTCTTCAGTCACCTGAGAACTCAtttttAGTGTGGAAGCAAGTCATCCTCGACCCTGAGGAACAGCCTaagaagaagaagaagaagaagGCCCAGTCAGCAGGAGAGCAAAGCCCCTGAAAGTACAGACCTGATTTTGAAAGTGTACATCAGGTACAATGTCAACTGACTTGCAGTTAATTTTCCTTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 1 1 7 2 132 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC TCTAGATTGTCATGTTTGTGGGTT 2 54 11 24 142 24 59,661 58,370 46,100 41,100 9,969,368 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 132 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC TCTAGATTGTCATGTTTGTGGGT 2 55 11 24 142 23 59,661 57,759 46,100 45,100 9,580,650 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 135 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC CCTTCTAGATTGTCATGTTTGTGGG 2 56 11 24 145 25 59,661 59,876 46,100 46,100 9,463,704 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 150 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC ATCTGCTGCCCTTGTCCTTC 2 76 11 24 160 20 59,661 60,035 46,100 34,600 4,373,917 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 153 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC CCTATCTGCTGCCCTTGTCC 2 79 11 24 163 20 59,661 60,179 46,100 40,200 4,518,281 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 155 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC CACCTATCTGCTGCCCTTGT 2 81 11 24 165 20 59,661 59,746 46,100 31,600 4,593,425 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 197 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC TGGTGAGTGACTTGCAATGGA 2 122 11 24 207 21 59,661 59,857 46,100 34,100 5,481,914 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 201 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC AGGATGGTGAGTGACTTGCA 2 127 11 24 211 20 59,661 58,941 46,100 40,800 5,398,345 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:28270:71418 1 37 28 7 1.5 AGC AGCAGCAGCAGCAGCAGCAGCAGTGTGT NA 0 0 7 2 203 CCACAAATATTCACTCCATCCACCATagcagcagcagcaCCACAAATATTCACTCCATCCACC TCAGGATGGTGAGTGACTTGC 2 128 11 24 213 21 59,661 59,998 46,100 40,100 5,341,677 B 216 GTCACCACATCCACAAATATTCACTCCATCCACCATagcagcagcagcagcagcagcAgtgtgtACCATCCACAAGATGCAATACACTAAATCCCCAAGGCTCCTTAGCTCTTAACAAAACCCACAAACATGACAATCTAGAAGGACAAGGGCAGCAGATAGGTGGGAAAACCACCACTTGGAAGTTCCATTGCAAGTCACTCACCATCCTGACTT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 1 1 3 31 187 TCACTTCTGCGATTGACTCCAATGGAAATGACAAGTTCACTTCTGCGATTGACTCCA AGCCATCTGCAGCAAGTGAT 31 80 34 21 220 20 59,382 60,034 38,600 30,600 1,652,724 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 31 247 TCACTTCTGCGATTGACTCCAATGGAAATGACAAGTTCACTTCTGCGATTGACTCCA TGGAGGACCCAGAGATTGTCT 31 139 34 21 280 21 59,382 59,921 38,600 34,100 2,697,834 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 26 181 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA GCCATCTGCAGCAAGTGATC 26 79 39 21 219 20 59,445 59,619 34,100 29,200 1,935,706 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 26 182 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA AGCCATCTGCAGCAAGTGAT 26 80 39 21 220 20 59,445 60,034 34,100 30,600 1,588,997 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 26 242 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA TGGAGGACCCAGAGATTGTCT 26 139 39 21 280 21 59,445 59,921 34,100 34,100 2,634,107 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 13 140 TCAATATGATCTAAGTATCACTTCTGCGATTGACTCCTCAATATGATCTAAGTATCACTTCTGC CCCACCACTTAGACTGTCTAGGG 42 13 17 27 156 23 57,080 61,445 42,600 35,300 14,364,683 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 3 12 140 TCAATATGATCTAAGTATCACTTCTGCGATTGACTCCTCAATATGATCTAAGTATCACTTCTGC CCCACCACTTAGACTGTCTAGGGA 42 12 17 27 156 24 57,080 62,655 42,600 42,000 16,574,716 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 31 229 TCACTTCTGCGATTGACTCCAATGGAAATGACAAGTTCACTTCTGCGATTGACTCCA TCTTCAGGGATGAGCTGGGA 31 122 34 21 262 20 59,382 59,957 38,600 43,700 1,661,526 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 26 220 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA CAGGGATGAGCTGGGATGTC 26 118 39 21 258 20 59,445 59,892 34,100 30,600 1,662,825 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 26 224 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA TCTTCAGGGATGAGCTGGGA 26 122 39 21 262 20 59,445 59,957 34,100 43,700 1,597,800 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 25 242 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGAA TGGAGGACCCAGAGATTGTCT 25 139 39 22 280 21 60,027 59,921 35,300 34,100 3,106,775 F 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 14 140 TCAATATGATCTAAGTATCACTTCTGCGATTGACTCCTCAATATGATCTAAGTATCACTTCTGC CCCACCACTTAGACTGTCTAGG 42 14 17 27 156 22 57,080 59,239 42,600 30,200 12,681,341 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 1 103 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA GTCTAGGGACAGCTGCCATG 26 1 39 21 141 20 59,445 60,179 34,100 36,600 1,733,679 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 1 108 TCACTTCTGCGATTGACTCCAATGGAAATGACAAGTTCACTTCTGCGATTGACTCCA GTCTAGGGACAGCTGCCATG 31 1 34 21 141 20 59,382 60,179 38,600 36,600 1,797,405 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7537:59481_ 1 86 35 7 1 AAATC TCAAATCAAATCAAATCAAATCAAATCAAATCAAA NA 0 0 4 0 102 TCTGCGATTGACTCCAATGGAAATGACAAGTGTTAATCTGCGATTGACTCCAATGGA TCTAGGGACAGCTGCCATGA 26 0 39 21 140 20 59,445 60,326 34,100 30,700 1,880,195 A 284 AGTTTTCCAATATGCTTCAATATGATCTAAGTATCACTTCTGCGATTGACTCCAATGGAAATGACAAGTGTTAAGCATCATTTTCtcaaatcaaatcaaatcaaatcaaatcaaatcaaaTCATGGCAGCTGTCCCTAGACAGTCTAAGTGGTGGGGACAGTCAAAGTTTCACTGTGTACAGCaaaaaaTAATCTCAAAGATCACTTGCTGCAGATGGCTAAATGCTCACGTTCAATGGACATCCCAGCTCATCCCTGAAGACAATCTCTGGGTCCTCCAACCT

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 1 1 3 38 194 GCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACGCTGAGATCGTGCCATTACAC GTTGATGGGCACAGGATTTCT 38 86 2 21 195 21 59,405 58,550 29,000 25,200 4,045,338 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC
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ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 4 39 190 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGAAGCTGAGATCGTGCCATTACA TGGGCACAGGATTTCTATCTGG 39 80 1 21 190 22 59,518 59,827 24,100 38,600 3,655,538 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 4 39 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGAAGCTGAGATCGTGCCATTACA GTTGATGGGCACAGGATTTCT 39 86 1 21 195 21 59,518 58,550 24,100 25,200 3,932,659 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 4 30 180 GTGCCATTACACTCCAGCCTTGGAGACAAGGCGAG GTGCCATTACACTCCAGCCT TGGGCACAGGATTTCTATCTGG 30 80 11 20 190 22 60,035 59,827 45,800 38,600 2,208,411 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 5 32 140 TCGTGCCATTACACTCCAGCCTTGGAGACAAGGCG TCGTGCCATTACACTCCAGC CTGATTGTGGTGATGGTTGCA 32 39 9 20 148 21 60,391 59,112 48,500 40,800 2,278,985 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 5 30 132 GTGCCATTACACTCCAGCCTTGGAGACAAGGCGAG GTGCCATTACACTCCAGCCT GTGGTGATGGTTGCACAACTC 30 33 11 20 142 21 60,035 60,001 45,800 30,100 1,036,433 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 8 35 143 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGAAGCTGAGATCGTGCCATTACA TGTGGTGATGGTTGCACAAC 39 35 1 21 143 20 59,518 59,256 24,100 33,200 2,225,871 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 8 30 133 GTGCCATTACACTCCAGCCTTGGAGACAAGGCGAG GTGCCATTACACTCCAGCCT TGTGGTGATGGTTGCACAAC 30 35 11 20 143 20 60,035 59,256 45,800 33,200 0.778744 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1115:7933:32953_ 1 61 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NA 0 0 8 9 112 GGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaa GGAGACAAGGCGAGACTCAG TGTGGTGATGGTTGCACAAC 9 35 32 20 143 20 59,828 59,256 33,500 33,200 0.916041 F 195 AGCTGAGATCGTGCCATTACACTCCAGCCTTGGAGACAAGGCGAGACTCAGTCTCTAAAAaaataaataaataaataaataaataaatAAGTATACAGTTCAGTGGtttttAgtgtgtTCAGAGTTGTGCAACCATCACCACAATCAGTTTTAGAACATTTCATCACCCCAGATAGAAATCCTGTGCCCATCAAC

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 1 1 16 6 176 CCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccCCACATAAGTTATGGTTGAGCTCC AGGAAGCAAGGAAGGGAGGA 10 6 28 24 203 20 59,424 60,179 47,000 37,100 4,755,324 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 6 203 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTACCAGTCCACAAATCCTGCT AGGAAGCAAGGAAGGGAGGA 41 6 1 20 203 20 59,226 60,179 42,400 37,100 0.952506 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 2 172 CCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccCCACATAAGTTATGGTTGAGCTCC AGCAAGGAAGGGAGGAAGGA 10 2 28 24 199 20 59,424 60,179 47,000 33,600 4,755,324 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 2 199 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTACCAGTCCACAAATCCTGCTT AGCAAGGAAGGGAGGAAGGA 40 2 1 21 199 20 59,854 60,179 39,100 33,600 1,324,599 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 2 199 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTACCAGTCCACAAATCCTGCT AGCAAGGAAGGGAGGAAGGA 41 2 1 20 199 20 59,226 60,179 42,400 33,600 0.952506 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 1 171 CCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccCCACATAAGTTATGGTTGAGCTCC GCAAGGAAGGGAGGAAGGAA 10 1 28 24 198 20 59,424 59,301 47,000 33,600 5,275,281 F 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 169 CACATAAGTTATGGTTGAGCTCCATTTTAATCTttcct CACATAAGTTATGGTTGAGCTCCA CAAGGAAGGGAGGAAGGAAG 9 0 29 24 197 20 58,815 57,203 38,600 34,600 7,982,631 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 170 CCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccCCACATAAGTTATGGTTGAGCTCC CAAGGAAGGGAGGAAGGAAG 10 0 28 24 197 20 59,424 57,203 47,000 34,600 7,373,640 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 171 TCCACATAAGTTATGGTTGAGCTCCATTTTAATCTtt TCCACATAAGTTATGGTTGAGCTC CAAGGAAGGGAGGAAGGAAG 11 0 27 24 197 20 58,572 57,203 40,900 34,600 8,225,431 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 196 CCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTT CCAGTCCACAAATCCTGCTT CAAGGAAGGGAGGAAGGAAG 40 0 2 20 197 20 58,085 57,203 39,100 34,600 4,712,318 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 197 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTACCAGTCCACAAATCCTGCT CAAGGAAGGGAGGAAGGAAG 41 0 1 20 197 20 59,226 57,203 42,400 34,600 3,570,822 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:10368:60694 1 62 116 9 1.5 AAGG TTCCTTCCTTCCTGTCTTCCTTCCTTCCTTCCTTCCTTTNA 0 0 16 0 197 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTACCAGTCCACAAATCCTGCTT CAAGGAAGGGAGGAAGGAAG 40 0 1 21 197 20 59,854 57,203 39,100 34,600 3,942,915 B 213 ACCAGTCCACAAATCCTGCTTTTCTTTCCACATAAGTTATGGTTGAGCTCCATTTTAATCTttccttccttccTGTcttccttccttccttccttcCTTTcttccttccttccttccttccttccttccttccttcTttccttccttccttccttccTTCTttccttccttccttccCTTCCTTCCTCCCTTCCTTGcttccttccttccttc

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 1 1 14 47 174 GGGATCAGGTGGAGTGGAGATGATGGTCTGGGGT GGGATCAGGTGGAGTGGAGA CAGCCCGGCCCAGTACAG 54 47 38 20 211 18 60,326 62,474 37,100 27,400 4,799,192 B 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 47 178 CACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGCACTGGGATCAGGTGGAGTG CAGCCCGGCCCAGTACAG 58 47 34 20 211 18 59,749 62,474 35,100 27,400 4,724,874 B 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 47 179 TCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGTCACTGGGATCAGGTGGAGT CAGCCCGGCCCAGTACAG 59 47 33 20 211 18 59,883 62,474 38,500 27,400 4,590,660 B 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 37 164 GGGATCAGGTGGAGTGGAGATGATGGTCTGGGGT GGGATCAGGTGGAGTGGAGA CAGTACAGGCCAGCCCAG 54 37 38 20 201 18 60,326 59,730 37,100 44,500 2,595,876 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 37 168 CACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGCACTGGGATCAGGTGGAGTG CAGTACAGGCCAGCCCAG 58 37 34 20 201 18 59,749 59,730 35,100 44,500 2,521,559 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 37 169 TCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGTCACTGGGATCAGGTGGAGT CAGTACAGGCCAGCCCAG 59 37 33 20 201 18 59,883 59,730 38,500 44,500 2,387,345 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 18 127 GGAGCTGCTGgtgtgtACAGGGGTGCACGATGACAT GGAGCTGCTGGTGTGTACA CAGTACAGGCCAGCCCAG 18 37 75 19 201 18 59,629 59,730 29,000 44,500 3,641,388 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 17 127 GGAGCTGCTGgtgtgtACAGGGGTGCACGATGACAT GGAGCTGCTGGTGTGTACAG CAGTACAGGCCAGCCCAG 17 37 75 20 201 18 60,672 59,730 27,400 44,500 2,941,986 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:16660:72860 1 112 35 7 1 AGCCC GGCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGNA 0 0 14 16 126 GAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTgGAGCTGCTGGTGTGTACAGG CAGTACAGGCCAGCCCAG 16 37 76 20 201 18 60,672 59,730 40,000 44,500 2,941,986 F 215 GGGAGGGTGGGGCATGGTCACAGGGGTCCTGGTCACTGGGATCAGGTGGAGTGGAGATGATGGTCTGGGGTGTGGGAGCTGCTGgtgtgtACAGGGGTGCACGATGACATTggctgggctgggctgggctgggctgggctgggctgGGCTAGGGtgggctgggctgggctgggcTGTgctgggctgggctggCCTGTACTGGGCCGGGCTGGGCT

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 1 1 2 41 188 GCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGGCTTCGGGCCATTTGACCTA TCCCAGTTTGGCTGTTACCC 86 41 49 20 236 20 60,394 59,888 30,800 36,900 0.505447 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 2 41 191 CAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAG CAAGCTTCGGGCCATTTGAC TCCCAGTTTGGCTGTTACCC 89 41 46 20 236 20 60,109 59,888 31,800 36,900 0.220771 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 2 40 187 GCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGGCTTCGGGCCATTTGACCTA CCCAGTTTGGCTGTTACCCT 86 40 49 20 235 20 60,394 59,888 30,800 43,400 0.506220 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 2 40 190 CAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAG CAAGCTTCGGGCCATTTGAC CCCAGTTTGGCTGTTACCCT 89 40 46 20 235 20 60,109 59,888 31,800 43,400 0.221545 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 41 240 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGC CTCACTTTCCTCCTTTAAGGCAC TATATCCCAGTTTGGCTGTTACCC 131 41 1 23 240 24 59,246 60,141 50,100 36,900 7,895,141 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 40 189 AAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGT AAGCTTCGGGCCATTTGACC CCCAGTTTGGCTGTTACCCT 88 40 47 20 235 20 61,251 59,888 40,200 43,400 1,363,252 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 34 137 tttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAATTTCAATGCTCCAGTGAAGGG TCCCAGTTTGGCTGTTACCC 34 41 100 21 236 20 58,482 59,888 39,500 36,900 2,629,598 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 70 240 TCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACC TCCTAGCACTCTGACCAAGC TCTTCTCATGGAGTACTTTACAGAA 104 70 31 20 270 25 59,102 57,223 40,100 30,200 8,674,938 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 41 240 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGC CTCACTTTCCTCCTTTAAGGCA TATATCCCAGTTTGGCTGTTACCC 132 41 1 22 240 24 57,979 60,141 47,500 36,900 8,162,446 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 34 135 ttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAA TTCAATGCTCCAGTGAAGGG CCCAGTTTGGCTGTTACCCT 34 40 101 20 235 20 57,795 59,888 39,500 43,400 2,317,435 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 34 136 ttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAA TTCAATGCTCCAGTGAAGGG TCCCAGTTTGGCTGTTACCC 34 41 101 20 236 20 57,795 59,888 39,500 36,900 2,316,661 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:17746:71928 1 155 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 41 202 AGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATAGCACTCTGACCAAGCTTCG TCCCAGTTTGGCTGTTACCC 100 41 35 20 236 20 60,320 59,888 37,900 36,900 0.431886 F 273 CTCACTTTCCTCCTTTAAGGCACTTCTTAATCCTAGCACTCTGACCAAGCTTCGGGCCATTTGACCTAATATCCCCTAAAGTGGCTCGGTATCATAttttttCAATGCTCCAGTGAAGGGGTTTTATTGCATTGAAGGTGCtatataAATGCAAgttgttgttgttgttgttgttATCATCTTATGTACATCTAATAAGTCCAGCTATCAGAACAAGGGTAACAGCCAAACTGGGatatatGATTTTCTGTAAAGTACTCCATGAGAAGATTG

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 1 1 15 21 140 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGG TAGTGTTAGCATTAGGGTTACGG TCACGCTATCCCGAACCAGA 21 28 1 23 140 20 57,733 60,682 40,200 38,600 5,948,620 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 16 20 140 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGG TAGTGTTAGCATTAGGGTTACGGT TCACGCTATCCCGAACCAGA 20 28 1 24 140 20 59,289 60,682 48,300 38,600 5,393,242 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 16 20 200 AGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGT AGTGTTAGCATTAGGGTTACGGT CCCTTTCCCTAACCCTAATCCC 20 87 2 23 201 22 59,483 59,554 48,300 38,500 5,962,604 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 16 15 193 GCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGCATTAGGGTTACGGTTAGGA CCCTTTCCCTAACCCTAATCCC 15 87 9 21 201 22 57,175 59,554 29,400 38,500 6,271,048 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 16 15 194 AGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTAGCATTAGGGTTACGGTTAGGA CCCTTTCCCTAACCCTAATCCC 15 87 8 22 201 22 58,622 59,554 29,400 38,500 5,823,478 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 19 140 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGG TAGTGTTAGCATTAGGGTTACGGTT TCACGCTATCCCGAACCAGA 19 28 1 25 140 20 59,812 60,682 44,400 38,600 5,869,463 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 103 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG AGACCCTGAACCCTAACCCT 3 11 21 21 123 20 59,307 59,503 44,500 43,400 2,189,360 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 114 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG TATCCCGAACCAGACCCTGA 3 22 21 21 134 20 59,307 59,663 44,500 38,600 2,029,601 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 119 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG CACGCTATCCCGAACCAGAC 3 27 21 21 139 20 59,307 60,528 44,500 35,100 2,220,335 A 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 121 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG CTCACGCTATCCCGAACCAG 3 29 21 21 141 20 59,307 60,249 44,500 40,000 1,941,591 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 143 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG CGTAAACACTACCACCCTCCC 3 50 21 21 163 21 59,307 60,067 44,500 43,000 2,759,163 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 144 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG CCGTAAACACTACCACCCTCC 3 51 21 21 164 21 59,307 60,067 44,500 43,000 2,759,163 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:19329:3014_ 1 45 48 8 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NA 0 0 17 3 145 CGGTTAGGATTAGGGTCAGGGTTGgggttagggttagg CGGTTAGGATTAGGGTCAGGG ACCGTAAACACTACCACCCTC 3 52 21 21 165 21 59,307 59,380 44,500 43,000 3,312,842 F 203 TAGTGTTAGCATTAGGGTTACGGTTAGGATTAGGGTCAGGGTTGgggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGAGTTAGGGTTAGGGTTCAGGGTCTGGTTCGGGATAGCGTGAgggggAGGGTGGTAGTGTTTACggttagggttagggttagGGATTAGGGTTAGGGAAAGGGTT

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 1 1 4 12 248 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGCCCTCTGCATGAGTAAAT CCAGTGAATAGGGTTGCCGG 175 12 1 20 248 20 57,645 60,748 14,000 61,300 3,103,015 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 11 143 AGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCT AGGACAGCTGTAAGTAGCACT CAGTGAATAGGGTTGCCGGG 70 11 105 21 247 20 58,469 60,748 44,000 57,300 3,278,706 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 11 247 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGCCCTCTGCATGAGTAAAT CAGTGAATAGGGTTGCCGGG 175 11 1 20 247 20 57,645 60,748 14,000 57,300 3,103,015 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 112 CTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCACTACTGGCCTGCTCCAACC ACCAGTGAATAGGGTTGCCG 39 13 138 19 249 20 60,078 60,035 37,700 56,900 1,113,582 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 126 CTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCT CTACTTGCAGGCCGCTACTG ACCAGTGAATAGGGTTGCCG 52 13 124 20 249 20 60,808 60,035 27,400 56,900 0.843106 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 128 CACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCC CACTACTTGCAGGCCGCTAC ACCAGTGAATAGGGTTGCCG 54 13 122 20 249 20 61,084 60,035 35,800 56,900 1,119,809 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 145 AGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCT AGGACAGCTGTAAGTAGCACT ACCAGTGAATAGGGTTGCCG 70 13 105 21 249 20 58,469 60,035 44,000 56,900 2,566,140 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 146 AAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGC AAGGACAGCTGTAAGTAGCACT ACCAGTGAATAGGGTTGCCG 70 13 104 22 249 20 59,099 60,035 44,000 56,900 2,935,984 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 222 TTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCT TTTGCTCAAGGGCTCCACAT ACCAGTGAATAGGGTTGCCG 148 13 28 20 249 20 59,887 60,035 32,100 56,900 0.148434 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 225 GACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGACTTTGCTCAAGGGCTCCA ACCAGTGAATAGGGTTGCCG 151 13 25 20 249 20 60,251 60,035 38,600 56,900 0.286340 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 226 TGACTTTGCTCAAGGGCTCCACATGTAACCTGACTT TGACTTTGCTCAAGGGCTCC ACCAGTGAATAGGGTTGCCG 152 13 24 20 249 20 60,251 60,035 47,000 56,900 0.286340 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:20862:33516 1 196 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 13 249 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGCCCTCTGCATGAGTAAAT ACCAGTGAATAGGGTTGCCG 175 13 1 20 249 20 57,645 60,035 14,000 56,900 2,390,448 F 271 GGCCCTCTGCATGAGTAAATAACTGACTTTGCTCAAGGGCTCCACATGTAACCTGACTTAGCTTCCAAGAGAcccccaaaaaaTGTCTTATGCTTTACTTTATAAGGACAGCTGTAAGTAGCACTACTTGCAGGCCGCTACTGGCCTGCTCCAACCCCTTTCCCtttttCCTAGCATCCAACATCTCTGCCACCAaccaccaccaccaccaccaccccccccACCACCCCGGCAACCCTATTCACTGGTCCCCGCAATTATTACAATCATG

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 1 1 21 2 164 ACTCGATCTTTCATGTGGAAGGATATGTACAAACGAACTCGATCTTTCATGTGGAAGGA GAAGGAGAAGAAGAAGGAGAAGA 52 2 43 23 206 23 59,484 57,006 33,600 28,700 9,509,250 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 0 0 21 2 164 ACTCGATCTTTCATGTGGAAGGATATGTACAAACGAACTCGATCTTTCATGTGGAAGG GAAGGAGAAGAAGAAGGAGAAGA 53 2 43 22 206 23 58,133 57,006 34,600 28,700 9,860,399 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 0 0 21 2 190 TTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTT TTGCCTAAATTTCAACCTGTTCA GAAGGAGAAGAAGAAGGAGAAGA 78 2 17 23 206 23 57,139 57,006 31,800 28,700 11,854,689 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 0 0 21 2 191 TTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTT TTTGCCTAAATTTCAACCTGTTCA GAAGGAGAAGAAGAAGGAGAAGA 78 2 16 24 206 23 57,773 57,006 31,800 28,700 12,221,046 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 0 0 22 1 164 ACTCGATCTTTCATGTGGAAGGATATGTACAAACGAACTCGATCTTTCATGTGGAAGGA GAAGGAGAAGAAGAAGGAGAAGAA 52 1 43 23 206 24 59,484 57,647 33,600 25,200 9,868,907 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:22161:71805 1 118 64 7 2 AAGGAG ACCACCACCACCACCACTTCTTCTTCTCCTTCTCCTTCNA 0 0 22 1 190 TTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTT TTGCCTAAATTTCAACCTGTTCA GAAGGAGAAGAAGAAGGAGAAGAA 78 1 17 23 206 24 57,139 57,647 31,800 25,200 12,214,345 G 206 CATACCAAAGTCGCTTTTGCCTAAATTTCAACCTGTTCATTAACTCGATCTTTCATGTGGAAGGATATGTACAAACGACCCTTTCGttttttGCTGACTTTTATGTTCATCGACGTGaccaccaccaccaccACTTCTTcttctccttctccttctccttctccttctccttctccttctcCTTCTTCTCcttcttcttCTCCTTC

ST‐E00142:460:H2K7HCCXY:6:1116:25378:71506 1 29 48 8 1 AACCCT TAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTNA 1 1 12 6 105 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaacc CCCTTACCCTAAACCCTAACCC GGTTAGGCCTCGGATTAGGG 6 9 1 22 105 20 59,489 59,314 41,100 35,300 3,196,878 A 105 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaaccctaaccctaaccctaaccctaaccctaaccctaacccTGACCCTAACCCTAATCCGAGGCCTAACC

ST‐E00142:460:H2K7HCCXY:6:1116:25378:71506 1 29 48 8 1 AACCCT TAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTNA 0 0 12 4 100 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaacc CCCTTACCCTAAACCCTAACCC GGCCTCGGATTAGGGTTAGG 6 4 1 22 100 20 59,489 59,314 41,100 26,900 3,196,878 A 105 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaaccctaaccctaaccctaaccctaaccctaaccctaacccTGACCCTAACCCTAATCCGAGGCCTAACC

ST‐E00142:460:H2K7HCCXY:6:1116:25378:71506 1 29 48 8 1 AACCCT TAACCCTAACCCTAACCCTAACCCTAACCCTAACCCTNA 0 0 12 3 99 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaacc CCCTTACCCTAAACCCTAACCC GCCTCGGATTAGGGTTAGGG 6 3 1 22 99 20 59,489 59,314 41,100 35,300 3,196,878 A 105 CCCTTACCCTAAACCCTAACCCTAACCAtaaccctaaccctaaccctaaccctaaccctaaccctaaccctaacccTGACCCTAACCCTAATCCGAGGCCTAACC

ST‐E00142:460:H2K7HCCXY:6:1116:28879:23038 1 21 71 10 1.5 ATCC CATCCATCCATCCATCCCTCCATCCATCCATCCATCC NA 1 1 18 0 245 catccatccatcCAGCCATTcatccatccatccatcCCtccatccCATCCATCCATCCAGCCATT GGAGTGCGGTGAGGTGGG 0 136 1 20 245 18 57,696 62,395 31,600 46,100 6,698,934 F 263 catccatccatcCAGCCATTcatccatccatccatcCCtccatccatccatccatccatccatccatccatccatccaGccatccatccatCCAGCCATCCATCCAGCCAGccccccccccccccccccTCCCCGcccccTcccccACCTTCACCGCCCCATcccccACCTTCCCCGCCCCATcccccACCTTCACCGCCCCATcccccACCTCCACCGCCCCATcccccACCTCACCGCACTccccccTGCATCTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:1116:28879:23038 1 21 71 10 1.5 ATCC CATCCATCCATCCATCCCTCCATCCATCCATCCATCC NA 0 0 18 0 246 catccatccatcCAGCCATTcatccatccatccatcCCtccatccCATCCATCCATCCAGCCATT GGGAGTGCGGTGAGGTGG 0 137 1 20 246 18 57,696 62,395 31,600 46,100 6,698,934 F 263 catccatccatcCAGCCATTcatccatccatccatcCCtccatccatccatccatccatccatccatccatccatccaGccatccatccatCCAGCCATCCATCCAGCCAGccccccccccccccccccTCCCCGcccccTcccccACCTTCACCGCCCCATcccccACCTTCCCCGCCCCATcccccACCTTCACCGCCCCATcccccACCTCCACCGCCCCATcccccACCTCACCGCACTccccccTGCATCTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 3 25 236 CCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCCCCAAGTGCGTAAATGGCTG ACAGGATGCAGGATCAGTGC 25 144 21 20 256 20 59,829 60,107 48,500 44,000 0.278320 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 32 243 ATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCC ATTTCGGCCCAAGTGCGTAA ACAGGATGCAGGATCAGTGC 32 144 14 20 256 20 60,607 60,107 31,800 44,000 0.714257 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 31 242 TTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTTTCGGCCCAAGTGCGTAAA ACAGGATGCAGGATCAGTGC 31 144 15 20 256 20 60,818 60,107 20,100 44,000 0.925758 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 30 241 TTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTTTCGGCCCAAGTGCGTAAAT ACAGGATGCAGGATCAGTGC 30 144 16 20 256 20 60,607 60,107 14,000 44,000 0.714257 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 0 211 CCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtCCCTCTAGCCCTCATCCCTC ACAGGATGCAGGATCAGTGC 0 144 46 20 256 20 60,544 60,107 43,000 44,000 0.651432 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 20 127 GTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCGTGCGTAAATGGCTGTTGGG CAGAAACTGACTGGTGGGCA 20 40 26 20 152 20 60,109 60,179 41,200 53,600 0.288339 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 20 231 GTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCGTGCGTAAATGGCTGTTGGG ACAGGATGCAGGATCAGTGC 20 144 26 20 256 20 60,109 60,107 41,200 44,000 0.216631 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 8 38 146 TCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGTCTGAGATTTCGGCCCAAGT TCAGAAACTGACTGGTGGGC 38 41 8 20 153 20 59,016 59,891 31,600 53,600 1,092,815 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 8 36 144 TGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGG TGAGATTTCGGCCCAAGTGC TCAGAAACTGACTGGTGGGC 36 41 10 20 153 20 60,960 59,891 44,000 53,600 1,068,948 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 8 32 140 ATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCC ATTTCGGCCCAAGTGCGTAA TCAGAAACTGACTGGTGGGC 32 41 14 20 153 20 60,607 59,891 31,800 53,600 0.715529 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 8 25 133 CCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCCCCAAGTGCGTAAATGGCTG TCAGAAACTGACTGGTGGGC 25 41 21 20 153 20 59,829 59,891 48,500 53,600 0.279592 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30391:3612_ 1 66 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 8 20 128 GTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCGTGCGTAAATGGCTGTTGGG TCAGAAACTGACTGGTGGGC 20 41 26 20 153 20 60,109 59,891 41,200 53,600 0.217904 A 268 TTGGTTCTCTGAGATTTCGGCCCAAGTGCGTAAATGGCTGTTGGGCCCTCTAGCCCTCATCCCTCtggtggtggtggtggtggtggtggtggTGACTTTGGTGGCGACTTTTGTCCTCCAAAATCCTGCTCCTGCCCACCAGTCAGTTTCTGATTCCTGAATGAAATCCCATCTTCCATAATGAAATGAAGTATGGGAACTAAAATGCTTCTGGGTCTCCAGTGGTGCCAGCCCTTGCACTGATCCTGCATCCTGTTAAAATCAATCC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 1 1 2 86 250 CGCTgagagaCTAACCGCATAACCTGGATGCCATTTC CGCTGAGAGACTAACCGCAT ACCTTTGCTACAGTTACCCAGA 90 86 29 20 278 22 59,899 59,023 47,300 38,600 3,078,281 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 2 85 250 CGCTgagagaCTAACCGCATAACCTGGATGCCATTTC CGCTGAGAGACTAACCGCAT ACCTTTGCTACAGTTACCCAGAA 90 85 29 20 278 23 59,899 59,607 47,300 30,200 3,494,677 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 2 69 229 ACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTT ACCTGGATGCCATTTCGACT ACCTTTGCTACAGTTACCCAGA 69 86 50 20 278 22 59,379 59,023 41,800 38,600 3,597,438 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 3 76 236 CCGCATAACCTGGATGCCATTTCGACTCCATCATCTTCCGCATAACCTGGATGCCAT ACCTTTGCTACAGTTACCCAGA 76 86 43 20 278 22 60,538 59,023 44,000 38,600 3,514,940 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 86 253 CAGCGCTgagagaCTAACCGCATAACCTGGATGCCATCAGCGCTGAGAGACTAACCG ACCTTTGCTACAGTTACCCAGA 93 86 26 20 278 22 60,524 59,023 44,400 38,600 3,501,274 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 66 226 TGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCC TGGATGCCATTTCGACTCCA ACCTTTGCTACAGTTACCCAGA 66 86 53 20 278 22 59,382 59,023 38,600 38,600 3,594,817 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 2 164 CGCTgagagaCTAACCGCATAACCTGGATGCCATTTC CGCTGAGAGACTAACCGCAT TCTTGCCCTAAGTCTCTGCC 90 2 29 20 192 20 59,899 59,095 47,300 48,500 1,006,756 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 1 139 TGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCC TGGATGCCATTTCGACTCCA CTTGCCCTAAGTCTCTGCCT 66 1 53 20 191 20 59,382 59,092 38,600 47,500 1,526,132 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 1 163 CGCTgagagaCTAACCGCATAACCTGGATGCCATTTC CGCTGAGAGACTAACCGCAT CTTGCCCTAAGTCTCTGCCT 90 1 29 20 191 20 59,899 59,092 47,300 47,500 1,009,597 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 0 138 TGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCC TGGATGCCATTTCGACTCCA TTGCCCTAAGTCTCTGCCTC 66 0 53 20 190 20 59,382 59,095 38,600 47,000 1,523,292 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 4 0 162 CGCTgagagaCTAACCGCATAACCTGGATGCCATTTC CGCTGAGAGACTAACCGCAT TTGCCCTAAGTCTCTGCCTC 90 0 29 20 190 20 59,899 59,095 47,300 47,000 1,006,756 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:30604:1836_ 1 139 32 8 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 5 0 139 TGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCC TGGATGCCATTTCGACTCCA CTTGCCCTAAGTCTCTGCCTC 66 0 53 20 191 21 59,382 60,135 38,600 47,000 1,752,485 F 289 AAGAGTCATTGATTGTTTCTCAGATCAGCGCTgagagaCTAACCGCATAACCTGGATGCCATTTCGACTCCATCATCTTTCCTTTTCCCTTGAACCACTGACTTTTAAATTCCTCTAtttttATTAttttttttCGCTgtgagtgagtgagtgagtgagtgagtgagtgaGAGGCAGAGACTTAGGGCAAGACTGATTTTACAATAAACTAATAAGTTTGTTGTTTATCGAAAGAAGCCTGGTTAAAGTCTTTTATTCTGGGTAACTGTAGCAAAGGTAAATAATTGGC

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 1 1 12 12 122 ggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaa GGAGCGGAAGGAAGCAAGAA GCGCCCTCTGTTTCCTTAGT 12 16 64 20 185 20 60,322 60,036 25,200 22,400 0.357946 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 12 10 120 AGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaaga AGCGGAAGGAAGCAAGAAGA GCGCCCTCTGTTTCCTTAGT 10 16 66 20 185 20 59,313 60,036 28,700 22,400 0.723648 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 12 10 121 AGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaaga AGCGGAAGGAAGCAAGAAGA TGCGCCCTCTGTTTCCTTAG 10 17 66 20 186 20 59,313 60,036 28,700 21,800 0.723742 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 12 10 136 AGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaaga AGCGGAAGGAAGCAAGAAGA TTCTGCTTTGCTCTTTGCGC 10 32 66 20 201 20 59,313 60,318 28,700 60,900 1,005,461 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 47 205 GGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaGGCAGAAGAGGAAGGAAGGG CCTCTCCTTCCTCCATTCCC 47 64 29 20 233 20 59,746 58,864 39,500 39,700 1,390,423 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 47 210 GGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaGGCAGAAGAGGAAGGAAGGG TCCTTCCTCTCCTTCCTCCA 47 69 29 20 238 20 59,746 58,907 39,500 38,600 1,347,871 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 46 190 AAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaa AAAGGCAGAAGAGGAAGGAAGG CCCTCCTTCCTTCTTTCTGC 48 46 26 22 215 20 59,959 57,879 34,600 42,600 4,162,238 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 45 190 AAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaa AAAGGCAGAAGAGGAAGGAAGG CCCTCCTTCCTTCTTTCTGCT 48 45 26 22 215 21 59,959 59,367 34,600 42,400 3,673,867 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 44 190 AAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaa AAAGGCAGAAGAGGAAGGAAGG CCCTCCTTCCTTCTTTCTGCTT 48 44 26 22 215 22 59,959 59,959 34,600 39,100 4,081,894 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 32 173 GGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaGGCAGAAGAGGAAGGAAGGG TTCTGCTTTGCTCTTTGCGC 47 32 29 20 201 20 59,746 60,318 39,500 60,900 0.572569 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 28 154 GGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGGAGGCAAGGAAGGAAGGAG TTCTGCTTTGCTCTTTGCGC 28 32 48 20 201 20 59,746 60,318 36,900 60,900 0.572569 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 28 191 GGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGGAGGCAAGGAAGGAAGGAG TCCTTCCTCTCCTTCCTCCA 28 69 48 20 238 20 59,746 58,907 36,900 38,600 1,347,871 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 17 139 GGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGGAGGCAAGGAAGGAAGGAG TGCGCCCTCTGTTTCCTTAG 28 17 48 20 186 20 59,746 60,036 36,900 21,800 0.290851 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 17 158 GGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaGGCAGAAGAGGAAGGAAGGG TGCGCCCTCTGTTTCCTTAG 47 17 29 20 186 20 59,746 60,036 39,500 21,800 0.290851 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 16 138 GGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGGAGGCAAGGAAGGAAGGAG GCGCCCTCTGTTTCCTTAGT 28 16 48 20 185 20 59,746 60,036 36,900 22,400 0.290756 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 14 16 157 GGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaGGCAGAAGAGGAAGGAAGGG GCGCCCTCTGTTTCCTTAGT 47 16 29 20 185 20 59,746 60,036 39,500 22,400 0.290756 B 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 17 72 242 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAAGGAAGGAAGGAAGGAGAGGA TCCTTCCTTCCTCTCCTTCCT 74 72 1 21 242 21 59,275 59,275 37,100 33,600 3,450,364 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 17 72 242 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAAGGAAGGAAGGAAGGAGAGGAA TCCTTCCTTCCTCTCCTTCCT 73 72 1 22 242 21 59,885 59,275 33,600 33,600 3,839,688 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6268:51482_ 1 96 54 9 1.5 AAAG AAGAAAGAAAGAAAGAAGGAAAGAAAGAAAGAAANA 0 0 17 70 240 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAAGGAAGGAAGGAAGGAGAGGA CTTCCTTCCTCTCCTTCCTCC 74 70 1 21 240 21 59,275 58,885 37,100 43,000 3,840,609 F 249 aggaaggaaggaaggaGAGGAAAGAAAAGGCAGAAGAGGAAGGAAGGGGAGGCaaggaaggaaggAGCGGAAGGAAGCAAGAAGAGTAAGGAAGGaagaaagaaagaaagaAGgaaagaaagaaagaaagaaagaaagaaagaaagaaaGAACAGAAAGATGTACACTAAGGAAACAGAGGGCGCAAAGAGCAAAGCAGAAAGAAGGAAGGAGGGGAATGGAGGAAGGAGaggaaggaaggaGAATAAG

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 1 1 14 20 126 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA TGACATAACATCTCATGACAAGGC 23 20 39 24 164 24 59,246 59,122 35,800 43,500 9,631,937 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 14 19 124 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA ACATAACATCTCATGACAAGGCA 23 19 39 24 162 23 59,246 58,153 35,800 47,500 9,601,312 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 14 19 125 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA GACATAACATCTCATGACAAGGCA 23 19 39 24 163 24 59,246 59,122 35,800 47,500 9,631,937 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 15 23 144 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA TCTTGACATATCATGAGATGACATAAC 23 35 39 24 182 27 59,246 57,298 35,800 18,900 14,456,608 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 23 141 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA TGACATATCATGAGATGACATAACATC 23 32 39 24 179 27 59,246 57,351 35,800 30,600 14,403,281 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1116:6827:22669_ 1 86 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 23 143 TCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCA TCGTTGTCATTTCATGTCATGTCA CTTGACATATCATGAGATGACATAACA 23 34 39 24 181 27 59,246 57,515 35,800 24,100 14,239,320 F 190 TATCCCTaaaaaaTTAAgtcatgtcatgtcatGaaaaaTCGTTGTCATTtcatgtcatgtcatgAAATGTATCAATCATGTTTTAtcatgtcatgtcatgtcatgtcatgtcatgtcatgTCCCaaaaattttttGTCATGCCTTGTCATGAGATGTTATGTCATCTCATGATATGTCAAGaaaaaGTTT

ST‐E00142:460:H2K7HCCXY:6:1117:13464:3858_ 1 34 104 16 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNA 1 1 13 1 164 TGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatc TGTAGAGCGCTTTGGGATCC AGGAATGAAAGACAGAAAGAAAGACAG 12 1 2 20 165 27 59,822 59,772 33,600 35,100 7,406,376 B 186 CTGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTCTGTCTTTCTTTCTGTCTTTCATTCCTTTTCTCTTCATTTAAAATCTT

ST‐E00142:460:H2K7HCCXY:6:1117:13464:3858_ 1 34 104 16 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNA 0 0 14 2 156 GCTTTGGGATCCctctctCGTTCTtatctatctatctatctatcGCTTTGGGATCCCTCTCTCG AGGAATGAAAGACAGAAAGAAAGACA 4 2 10 20 165 26 59,894 58,943 40,400 34,100 7,162,414 F 186 CTGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTCTGTCTTTCTTTCTGTCTTTCATTCCTTTTCTCTTCATTTAAAATCTT

ST‐E00142:460:H2K7HCCXY:6:1117:13464:3858_ 1 34 104 16 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNA 0 0 14 2 157 CGCTTTGGGATCCctctctCGTTCTtatctatctatctatcta CGCTTTGGGATCCCTCTCTC AGGAATGAAAGACAGAAAGAAAGACA 5 2 9 20 165 26 59,894 58,943 32,000 34,100 7,162,414 F 186 CTGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTCTGTCTTTCTTTCTGTCTTTCATTCCTTTTCTCTTCATTTAAAATCTT

ST‐E00142:460:H2K7HCCXY:6:1117:13464:3858_ 1 34 104 16 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNA 0 0 14 2 164 TGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatc TGTAGAGCGCTTTGGGATCC AGGAATGAAAGACAGAAAGAAAGACA 12 2 2 20 165 26 59,822 58,943 33,600 34,100 7,234,703 B 186 CTGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTCTGTCTTTCTTTCTGTCTTTCATTCCTTTTCTCTTCATTTAAAATCTT

ST‐E00142:460:H2K7HCCXY:6:1117:13464:3858_ 1 34 104 16 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNA 0 0 15 0 163 TGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatc TGTAGAGCGCTTTGGGATCC GGAATGAAAGACAGAAAGAAAGACAGA 12 0 2 20 164 27 59,822 59,772 33,600 34,100 7,405,581 B 186 CTGTAGAGCGCTTTGGGATCCctctctCGTTCTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatcTCTGTCTTTCTTTCTGTCTTTCATTCCTTTTCTCTTCATTTAAAATCTT

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 10 63 216 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTA GACCGTTCATCGACGTATAACC AGAAAGATAGGTAGACATACGGGT 63 71 1 22 216 24 58,961 58,297 28,500 52,800 8,742,020 B 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 10 62 215 ACCGTTCATCGACGTATAACCTCTGGTTGAACTTAT ACCGTTCATCGACGTATAACCT AGAAAGATAGGTAGACATACGGGT 62 71 2 22 216 24 59,315 58,297 35,000 52,800 8,388,190 B 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 10 60 214 CCGTTCATCGACGTATAACCTCTGGTTGAACTTATG CCGTTCATCGACGTATAACCTCT AGAAAGATAGGTAGACATACGGGT 60 71 3 23 216 24 59,997 58,297 36,900 52,800 8,706,378 B 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 10 21 163 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGT GGTAGACATACGGGTAGAGAGA 21 64 45 20 207 22 57,315 57,651 30,100 31,000 7,033,968 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 10 21 172 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGT AGAAAGATAGGTAGACATACGGGT 21 71 45 20 216 24 57,315 58,297 30,100 52,800 8,388,415 B 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 10 20 172 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGTT AGAAAGATAGGTAGACATACGGGT 20 71 45 21 216 24 58,036 58,297 26,600 52,800 8,667,519 B 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 63 208 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTA GACCGTTCATCGACGTATAACC AGGTAGACATACGGGTAGAGAGA 63 64 1 22 208 23 58,961 59,027 28,500 31,000 7,011,348 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 62 207 ACCGTTCATCGACGTATAACCTCTGGTTGAACTTAT ACCGTTCATCGACGTATAACCT AGGTAGACATACGGGTAGAGAGA 62 64 2 22 208 23 59,315 59,027 35,000 31,000 6,657,518 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 60 206 CCGTTCATCGACGTATAACCTCTGGTTGAACTTATG CCGTTCATCGACGTATAACCTCT AGGTAGACATACGGGTAGAGAGA 60 64 3 23 208 23 59,997 59,027 36,900 31,000 6,975,706 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 21 164 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGT AGGTAGACATACGGGTAGAGAGA 21 64 45 20 208 23 57,315 59,027 30,100 31,000 6,657,743 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 20 164 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGTT AGGTAGACATACGGGTAGAGAGA 20 64 45 21 208 23 58,036 59,027 26,600 31,000 6,936,847 F 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 22 4 105 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGT AGACAGAAAGACAGAAAGACAGAA 21 4 45 20 149 24 57,315 57,773 30,100 30,200 8,912,403 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 23 ‐3 105 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGT AGACAGAAAGACAGAAAGACAGA 21 ‐3 45 20 141 23 57,315 57,139 30,100 34,100 8,546,046 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 23 ‐3 105 TCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTTCTCACTCCCAGTCAGAAGTT AGACAGAAAGACAGAAAGACAGA 20 ‐3 45 21 141 23 58,036 57,139 26,600 34,100 8,825,150 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 23 ‐3 147 CCGTTCATCGACGTATAACCTCTGGTTGAACTTATG CCGTTCATCGACGTATAACCTCT AGACAGAAAGACAGAAAGACAGA 60 ‐3 3 23 141 23 59,997 57,139 36,900 34,100 8,864,009 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 23 ‐3 148 ACCGTTCATCGACGTATAACCTCTGGTTGAACTTAT ACCGTTCATCGACGTATAACCT AGACAGAAAGACAGAAAGACAGA 62 ‐3 2 22 141 23 59,315 57,139 35,000 34,100 8,545,821 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:16153:6372_ 1 86 36 9 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 23 ‐3 149 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTA GACCGTTCATCGACGTATAACC AGACAGAAAGACAGAAAGACAGA 63 ‐3 1 22 141 23 58,961 57,139 28,500 34,100 8,899,651 A 236 GACCGTTCATCGACGTATAACCTCTGGTTGAACTTATGATTCAATCTCACTCCCAGTCAGAAGTTATTTCTCTGCATAATTATGCatctatctatctatctatctatctatctatctatctGTCTTTCTGTCTTTCTGTCTTTCTGTCTATCTACCTACATATCTATCAATCTACCTACTTTCTAtctctcTACCCGTATGTCTACCTATCTTTCTATCTATCCATCTTTAATTCC

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 1 1 2 46 190 ATTCAAGCCTCAGAGAACAGCAagagagAAGAAAAT ATTCAAGCCTCAGAGAACAGCA GCTCTTCTCTCTTAGCTCCTCC 46 79 7 22 196 22 59,961 59,377 44,100 43,000 4,662,896 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 2 46 191 TCAAGCCTCAGAGAACAGCAagagagAAGAAAATCATCAAGCCTCAGAGAACAGCA CAAGCTCTTCTCTCTTAGCTCCT 46 81 9 20 199 23 58,949 59,299 44,100 36,900 4,752,048 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 2 14 121 TCAAGCCTCAGAGAACAGCAagagagAAGAAAATCATCAAGCCTCAGAGAACAGCA ATTTACCCGTCTGCACCCTC 46 14 9 20 129 20 58,949 59,748 44,100 43,000 1,303,205 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 3 46 192 TCAAGCCTCAGAGAACAGCAagagagAAGAAAATCATCAAGCCTCAGAGAACAGCA TCAAGCTCTTCTCTCTTAGCTCC 46 82 9 20 200 23 58,949 59,301 44,100 47,000 4,750,046 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 3 14 117 GCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCGCCTCAGAGAACAGCAAGAGA ATTTACCCGTCTGCACCCTC 41 14 13 21 129 20 59,725 59,748 31,000 43,000 1,526,925 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 4 46 162 TCAAGCCTCAGAGAACAGCAagagagAAGAAAATCATCAAGCCTCAGAGAACAGCA GTCACTCAGTCATGCTGCCT 46 55 9 20 170 20 58,949 60,037 44,100 47,500 1,087,584 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 4 41 158 GCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCGCCTCAGAGAACAGCAAGAGA GTCACTCAGTCATGCTGCCT 41 55 13 21 170 20 59,725 60,037 31,000 47,500 1,311,305 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 5 42 159 AGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGAGCCTCAGAGAACAGCAAGAG GTCACTCAGTCATGCTGCCT 42 55 12 21 170 20 59,724 60,037 28,500 47,500 1,312,432 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:24870:36909 1 75 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 5 14 118 AGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGAGCCTCAGAGAACAGCAAGAG ATTTACCCGTCTGCACCCTC 42 14 12 21 129 20 59,724 59,748 28,500 43,000 1,528,053 F 208 AGAAGGATTCAAGCCTCAGAGAACAGCAagagagAAGAAAATCAGTGCaaaaaTGAAAGACTGACATAGGGATTgtggtggtggtggtggtggtgGGGTgggggggggggAGGGTGCAGACGGGTAAATATCCTAAAGTGGAGAAATGAAAGGCAGCATGACTGAGTGACaggaggaggAGCTAagagagAAGAGCTTGAATCCTTCT

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 1 1 6 13 209 CCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgag CCAAATCTCACAGGCTGGGT TGGCCTGCTTTGTGGATAGC 126 13 51 20 259 20 59,961 60,681 45,100 29,700 0.719666 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 13 255 TGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGC TGGCACCTTCACAGTCATCC TGGCCTGCTTTGTGGATAGC 172 13 5 20 259 20 59,963 60,681 35,100 29,700 0.717654 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 12 130 CATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGCATCTGTGTGCGCAAGTGTC GGCCTGCTTTGTGGATAGCT 48 12 129 20 258 20 60,111 60,395 36,700 33,200 0.505407 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 12 208 CCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgag CCAAATCTCACAGGCTGGGT GGCCTGCTTTGTGGATAGCT 126 12 51 20 258 20 59,961 60,395 45,100 33,200 0.433643 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 12 254 TGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGC TGGCACCTTCACAGTCATCC GGCCTGCTTTGTGGATAGCT 172 12 5 20 258 20 59,963 60,395 35,100 33,200 0.431631 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 12 253 GGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCG GGCACCTTCACAGTCATCCT GGCCTGCTTTGTGGATAGCT 171 12 6 20 258 20 59,674 60,395 32,400 33,200 0.721162 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 10 12 115 GTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGA GTGTCTGAGCCTGTGTGTGT GGCCTGCTTTGTGGATAGCT 33 12 144 20 258 20 60,179 60,395 37,200 33,200 0.573972 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 10 12 116 AGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAG AGTGTCTGAGCCTGTGTGTG GGCCTGCTTTGTGGATAGCT 34 12 143 20 258 20 59,894 60,395 38,200 33,200 0.500492 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 10 12 193 TGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCTGGGTGAGGAGTGAGTGAGT GGCCTGCTTTGTGGATAGCT 111 12 66 20 258 20 59,811 60,395 34,100 33,200 0.583486 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 13 140 gtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtg GTGTGAGTGCATCTGTGTGC TGGCCTGCTTTGTGGATAGC 57 13 120 20 259 20 59,763 60,681 45,700 29,700 0.917632 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 19 12 141 CtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtg CTGTGTGAGTGCATCTGTGTG GGCCTGCTTTGTGGATAGCT 58 12 118 21 258 20 59,470 60,395 38,200 33,200 1,924,764 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:25976:26554 1 197 30 7 1.5 AGG CACACACACCCTCCTCCTCCTCCTCCTCCT NA 0 0 19 12 142 TCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCt TCTGTGTGAGTGCATCTGTGT GGCCTGCTTTGTGGATAGCT 59 12 117 21 258 20 59,586 60,395 37,200 33,200 1,808,711 F 259 ATCTTGGCACCTTCACAGTCATCCTGAATTCCTCCTCGGCGGTAAAATGTCCAAATCTCACAGGCTGGGTGAGgagtgagtgagtgagtCTGTGTCAGTGAGTCtgtgtgAGTGAATCtgtgtgAGTGCATCtgtgtgCGCAAGTGTCTGAGCCtgtgtgtgTAAGTGAGAGCCCCAAGACTGGGAGTGAGCTGGGcacacacaCcctcctcctcctcctcctcctCCCTCCCCaaaaaGCTATCCACAAAGCAGGCCA

ST‐E00142:460:H2K7HCCXY:6:1117:31355:3559_ 1 72 53 15 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 1 1 5 29 163 AGCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaa AGCTGGTGTGAAGAACTCGC AGCAAAGATACCAGCAACTTATTGT 29 36 23 20 185 25 60,601 59,288 50,300 27,100 6,313,287 F 246 CCAGTGaaaaaCTACCAGTTACAGCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaaaaaTaaaaaaCAAaataataataataataataataataataataataataataataatatatatatTTTATTATTGTATGGTTTTCTAATGTTCCAAAAGAAACAATAAGTTGCTGGTATCTTTGCTATAGaaaaaaaTTTATTTaaaaatttttACGATGCAATTTTCACGGGCGATATtatatata

ST‐E00142:460:H2K7HCCXY:6:1117:31355:3559_ 1 72 53 15 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 28 162 GCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaaa GCTGGTGTGAAGAACTCGCA AGCAAAGATACCAGCAACTTATTGT 28 36 24 20 185 25 60,880 59,288 51,000 27,100 6,592,254 F 246 CCAGTGaaaaaCTACCAGTTACAGCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaaaaaTaaaaaaCAAaataataataataataataataataataataataataataataatatatatatTTTATTATTGTATGGTTTTCTAATGTTCCAAAAGAAACAATAAGTTGCTGGTATCTTTGCTATAGaaaaaaaTTTATTTaaaaatttttACGATGCAATTTTCACGGGCGATATtatatata

ST‐E00142:460:H2K7HCCXY:6:1117:31355:3559_ 1 72 53 15 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 6 29 162 AGCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaa AGCTGGTGTGAAGAACTCGC GCAAAGATACCAGCAACTTATTGT 29 36 23 20 184 24 60,601 58,046 50,300 27,100 6,555,646 F 246 CCAGTGaaaaaCTACCAGTTACAGCTGGTGTGAAGAACTCGCAAAGAGTaaaaaaTaaaaaTaaaaaaCAAaataataataataataataataataataataataataataataatatatatatTTTATTATTGTATGGTTTTCTAATGTTCCAAAAGAAACAATAAGTTGCTGGTATCTTTGCTATAGaaaaaaaTTTATTTaaaaatttttACGATGCAATTTTCACGGGCGATATtatatata

Ctaur6 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 1 1 6 25 170 GCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTGCAAGCCCAGAATAACCACC ATGCATTGAAACCCGGCCTC 25 41 42 20 211 20 59,182 61,323 46,100 47,000 2,140,192 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 6 25 170 GCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTGCAAGCCCAGAATAACCACC ATGCATTGAAACCCGGCCT 25 42 42 20 211 19 59,182 60,305 46,100 51,900 2,122,867 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 8 25 167 GCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTGCAAGCCCAGAATAACCACC CATTGAAACCCGGCCTCAAT 25 38 42 20 208 20 59,182 58,815 46,100 25,700 2,002,969 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 42 202 AGACTGTGCAACTCCACATGAATTAAGATTGTGCAAAGACTGTGCAACTCCACATGA ATGCATTGAAACCCGGCCT 56 42 10 21 211 19 59,582 60,305 30,700 51,900 2,722,730 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 41 202 AGACTGTGCAACTCCACATGAATTAAGATTGTGCAAAGACTGTGCAACTCCACATGA ATGCATTGAAACCCGGCCTC 56 41 10 21 211 20 59,582 61,323 30,700 47,000 2,740,055 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 38 199 AGACTGTGCAACTCCACATGAATTAAGATTGTGCAAAGACTGTGCAACTCCACATGA CATTGAAACCCGGCCTCAAT 56 38 10 21 208 20 59,582 58,815 30,700 25,700 2,602,832 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 5 135 GCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTGCAAGCCCAGAATAACCACC ACGAAGGAATGAAGGAACGGA 25 5 42 20 176 21 59,182 59,378 46,100 46,900 2,439,468 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 5 137 GTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGGTGCAAGCCCAGAATAACCAC ACGAAGGAATGAAGGAACGGA 26 5 40 21 176 21 59,798 59,378 41,600 46,900 2,824,162 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:32471:42939 1 87 64 16 1 AAAG TTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTNA 0 0 9 5 138 TGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGTGTGCAAGCCCAGAATAACCA ACGAAGGAATGAAGGAACGGA 27 5 39 21 176 21 60,203 59,378 36,700 46,900 2,824,803 A 211 CTGGAATTAAGACTGTGCAACTCCACATGAATTAAGATTGTGCAAGCCCAGAATAACCACCTGTTTTGCTGTAGGTTTCTAATTTCttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctTTATTTCCGTTCCTTCATTCCTTCGTTCTTTGTTTCTTATTGAGGCCGGGTTTCAATGCAT

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 1 1 12 33 151 GCCATGGAATGTCATGACTTGGAAAGTAGTGTAAT GCCATGGAATGTCATGACTTGG GCATTCGTTGACATGACATCCC 39 33 29 22 179 22 59,900 60,223 36,100 38,500 4,323,592 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 12 16 133 GCCATGGAATGTCATGACTTGGAAAGTAGTGTAAT GCCATGGAATGTCATGACTTGG TCCCAATACATTCCCTGACGT 39 16 29 22 161 21 59,900 58,807 36,100 43,400 4,293,379 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 12 16 139 TGTCATGCCATGGAATGTCATGACTTGGAAAGTAG TGTCATGCCATGGAATGTCA TCCCAATACATTCCCTGACGT 47 16 23 20 161 21 57,489 58,807 35,800 43,400 4,704,055 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 12 15 133 GCCATGGAATGTCATGACTTGGAAAGTAGTGTAAT GCCATGGAATGTCATGACTTGG TCCCAATACATTCCCTGACGTT 39 15 29 22 161 22 59,900 59,426 36,100 39,900 4,674,621 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 16 33 166 GGAATGTCATGTCATGCCATGGAATGTCATGACTTGGGAATGTCATGTCATGCCATGG GCATTCGTTGACATGACATCCC 54 33 14 22 179 22 59,965 60,223 36,600 38,500 4,258,789 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 16 16 148 GGAATGTCATGTCATGCCATGGAATGTCATGACTTGGGAATGTCATGTCATGCCATGG TCCCAATACATTCCCTGACGT 54 16 14 22 161 21 59,965 58,807 36,600 43,400 4,228,576 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 19 54 198 GGAATGTCATGTCATGCCATGGAATGTCATGACTTGGGAATGTCATGTCATGCCATGG TGACATTACATTCCATTCCATGAAA 54 62 14 22 211 25 59,965 57,285 36,600 26,900 9,750,715 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 21 54 200 GGAATGTCATGTCATGCCATGGAATGTCATGACTTGGGAATGTCATGTCATGCCATGG CATGACATTACATTCCATTCCATGA 54 64 14 22 213 25 59,965 57,720 36,600 30,700 9,315,199 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1117:8258:6372_1 1 90 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 22 54 200 GGAATGTCATGTCATGCCATGGAATGTCATGACTTGGGAATGTCATGTCATGCCATGG CATGACATTACATTCCATTCCATGAA 54 63 14 22 213 26 59,965 58,281 36,600 25,700 9,753,973 A 213 CATGAAATGGAATGGAATGTCATGTCATGCCATGGAATGTCATGACTTGGAAAGTAGTGTAATGCTTGGAATGGAATGTAATGTCATGAaatggaatggaatggaatggaatggaatggaatggCATTGAATGGAATGTAACGTCAGGGAATGTATTGGGATGTCATGTCAACGAATGCAATGTCTTTTCATGGAATGGAATGTAATGTCATG

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 3 11 160 CCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTCCAAGGCATTTCACAGGAGT AGCCCTAGAACTCACTCCCT 85 11 70 20 229 20 58,085 59,286 38,500 42,000 2,628,720 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 3 11 161 TCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTCCAAGGCATTTCACAGGAGT AGCCCTAGAACTCACTCCCT 85 11 69 21 229 20 59,575 59,286 38,500 42,000 2,138,645 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 3 11 162 TCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTCCAAGGCATTTCACAGGAGT AAGCCCTAGAACTCACTCCCT 85 11 69 21 230 21 59,575 59,920 38,500 42,000 2,504,723 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 11 113 CACCTCTCCTCACATGGGACAATGTTTGGACAAGTACACCTCTCCTCACATGGGAC AGCCCTAGAACTCACTCCCT 38 11 117 20 229 20 59,461 59,286 44,600 42,000 1,252,630 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 11 114 CCACCTCTCCTCACATGGGACAATGTTTGGACAAGTCCACCTCTCCTCACATGGGA AGCCCTAGAACTCACTCCCT 39 11 116 20 229 20 60,619 59,286 43,700 42,000 1,332,260 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 11 211 TCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGA TCCTCGCCTGGCAATTTCAT AGCCCTAGAACTCACTCCCT 136 11 19 20 229 20 60,034 59,286 25,700 42,000 0.747765 B 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 11 212 TCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGA TCCTCGCCTGGCAATTTCAT AAGCCCTAGAACTCACTCCCT 136 11 19 20 230 21 60,034 59,920 25,700 42,000 1,113,844 B 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 201 TCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGA TCCTCGCCTGGCAATTTCAT CTCACTCCCTAAACCTCTGGC 136 0 19 20 219 21 60,034 59,792 25,700 48,500 1,242,479 B 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:11931:31265 1 175 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 11 116 GACCACCTCTCCTCACATGGGACAATGTTTGGACAAGACCACCTCTCCTCACATGG AGCCCTAGAACTCACTCCCT 41 11 114 20 229 20 59,461 59,286 36,600 42,000 1,252,630 A 235 GCGCCGATCGACATTGGCTCCTCGCCTGGCAATTTCATTtatataGCACCTTTAGAATTCCAAAATCTTCCAAGGCATTTCACAGGAGTGTTATCAGGAAATATTTAACATTTGACCACCTCTCCTCACATGGGACAATGTTTGGACAAGTAGGTAGGTTGTAAGGAGCTTCTTggaggaggaggaggaggaggaggaGCCAGAGGTTTAGGGAGTGAGTTCTAGGGCTTAGGGT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 1 1 2 16 139 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC CGCTGTTTGGAACGCTGATC 16 51 15 22 153 20 59,899 60,179 39,700 29,200 2,280,630 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 2 16 143 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC GTTTCGCTGTTTGGAACGCT 16 55 15 22 157 20 59,899 59,971 39,700 50,700 2,130,317 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 3 16 133 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC TTGGAACGCTGATCCTCCTG 16 45 15 22 147 20 59,899 59,750 39,700 38,600 2,351,649 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 3 16 138 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC GCTGTTTGGAACGCTGATCC 16 50 15 22 152 20 59,899 59,831 39,700 33,600 2,270,424 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 3 16 144 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC TGTTTCGCTGTTTGGAACGC 16 56 15 22 158 20 59,899 60,248 39,700 48,400 2,349,711 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 4 30 191 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCC TCCAGCAGACATAAGCCTATCC GGAGTGGAGGAAATGATATAATGGA 30 84 1 22 191 25 59,365 57,979 25,900 34,100 9,655,766 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 4 30 192 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCC TCCAGCAGACATAAGCCTATCC AGGAGTGGAGGAAATGATATAATGGA 30 84 1 22 192 26 59,365 59,206 25,900 34,100 9,429,433 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 4 29 191 CCAGCAGACATAAGCCTATCCTTGCAACATTTCCCC CCAGCAGACATAAGCCTATCCT AGGAGTGGAGGAAATGATATAATGGA 29 84 2 22 192 26 59,363 59,206 32,400 34,100 9,431,386 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:13200:41409 1 53 30 10 1 AAT TATTATTATTATTATTATTATTATTATTAT NA 0 0 4 16 142 GCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGCCTATCCTTGCAACATTTCCC TTTCGCTGTTTGGAACGCTG 16 54 15 22 156 20 59,899 59,971 39,700 51,800 2,130,185 F 205 TCCAGCAGACATAAGCCTATCCTTGCAACATTTCCCCATTATATGTTCCAGGtattattattattattattattattattatTACTTttattattattatttttATTATCGtcatcatcaTCTATTTCAGGAGGATCAGCGTTCCAAACAGCGAAACATCaaaaaCTCCATTATATCATTTCCTCCACTCCTAAAATCCTGCATT

ST‐E00142:460:H2K7HCCXY:6:1118:16427:55121 1 76 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 19 13 113 gagagAAGGAAGGCggaggaggaGAAGGAAGGCggagGAGAGAAGGAAGGCGGAGGA CCTCCTCCTTCTCCTCCTCC 13 33 43 20 155 20 60,685 60,106 37,100 43,000 0.790514 F 166 GCCCTCTCGCTGCCCCGTAAAATGACGTTgggggTggggggagagagAAGGAAGGCggaggaggaGAAGGAAGGCggaggaggaggaggaggaggaggaggaAGGAaggaggaggaggAGAAGGAGGAAGGCggaggaggaggaGAaggaggaggAGAAGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1118:16427:55121 1 76 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 20 5 110 gagagAAGGAAGGCggaggaggaGAAGGAAGGCggagGAGAGAAGGAAGGCGGAGGA CCTCCTTCTCCTCCTCCTCC 13 5 43 20 127 20 60,685 60,106 37,100 43,000 0.790514 F 166 GCCCTCTCGCTGCCCCGTAAAATGACGTTgggggTggggggagagagAAGGAAGGCggaggaggaGAAGGAAGGCggaggaggaggaggaggaggaggaggaAGGAaggaggaggaggAGAAGGAGGAAGGCggaggaggaggaGAaggaggaggAGAAGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1118:16427:55121 1 76 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 20 5 113 ggagagagAAGGAAGGCggaggaggaGAAGGAAGGCgGGAGAGAGAAGGAAGGCGGA CCTCCTTCTCCTCCTCCTCC 16 5 40 20 127 20 60,685 60,106 55,400 43,000 0.790514 F 166 GCCCTCTCGCTGCCCCGTAAAATGACGTTgggggTggggggagagagAAGGAAGGCggaggaggaGAAGGAAGGCggaggaggaggaggaggaggaggaggaAGGAaggaggaggaggAGAAGGAGGAAGGCggaggaggaggaGAaggaggaggAGAAGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 125 68 7 2 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCATCCNA 0 1 17 1 118 gtccgtccgtCCATCCATccccccccccccccctccctccctccctGTCCGTCCGTCCATCCATC AGGGAGGGAGTGAGGGATG 11 1 95 19 212 19 59,932 59,684 35,100 35,100 2,383,848 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 125 68 7 2 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCATCCNA 0 0 18 1 119 gtccgtccgtCCATCCATccccccccccccccctccctccctccctGTCCGTCCGTCCATCCATC GAGGGAGGGAGTGAGGGATG 11 1 95 19 213 20 59,932 60,762 35,100 35,100 1,830,044 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 125 68 7 2 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCATCCNA 0 0 18 1 136 TAGATAGACGTCCGCccgtccgtccgtCCATCCATccccc TAGATAGACGTCCGCCCGT GAGGGAGGGAGTGAGGGATG 28 1 78 19 213 20 59,853 60,762 52,800 35,100 1,909,391 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 45 148 7 3 AGGG AGAGAGAGAGAGATAGAGAGAGAGCGAGAGAGA NA 0 1 17 1 212 AGAGTGACAGACATACAGACTGatatatAGGTAGAC AGAGTGACAGACATACAGACTGA AGGGAGGGAGTGAGGGATG 21 1 1 23 212 19 58,343 59,684 34,100 35,100 5,973,279 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 45 148 7 3 AGGG AGAGAGAGAGAGATAGAGAGAGAGCGAGAGAGA NA 0 0 18 1 213 AGAGTGACAGACATACAGACTGatatatAGGTAGAC AGAGTGACAGACATACAGACTGA GAGGGAGGGAGTGAGGGATG 21 1 1 23 213 20 58,343 60,762 34,100 35,100 5,419,474 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:18132:8534_ 1 45 148 7 3 AGGG AGAGAGAGAGAGATAGAGAGAGAGCGAGAGAGA NA 0 0 18 1 213 AGAGTGACAGACATACAGACTGatatatAGGTAGAC AGAGTGACAGACATACAGACTGAT GAGGGAGGGAGTGAGGGATG 20 1 1 24 213 20 58,740 60,762 29,000 35,100 6,022,885 G 214 AGAGTGACAGACATACAGACTGatatatAGGTAGACAGACAGATagagagagagagATagagagagagCgagagagaTAGATAGACGTCCGCccgtccgtccgtCCATCCATccccccccccccccctccctccctccctccctccctccctCCGTCCAtccctccctccctccctcccAccgtccgtccgtCCATCCCTCActccctccctcc

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 1 1 3 65 250 AGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACAGTTCATGCCATCTCGTGCC AGAATATCATTAAGAAACGAATGCGA 65 79 2 20 251 26 60,746 57,635 50,100 51,000 9,111,244 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 3 18 159 TGTTAATACTATTAGTTTGTCCGGGAGGATCTAAAT TGTTAATACTATTAGTTTGTCCGGGAG TGAGTTATATTAACGAGACAGGGTT 18 29 42 27 200 25 58,801 57,586 43,000 41,100 15,613,671 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 4 63 248 TTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTCATGCCATCTCGTGCCAA AGAATATCATTAAGAAACGAATGCGA 63 79 4 20 251 26 60,322 57,635 45,200 51,000 8,687,765 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 4 29 197 TTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTCATGCCATCTCGTGCCAA TGAGTTATATTAACGAGACAGGGTT 63 29 4 20 200 25 60,322 57,586 45,200 41,100 7,736,588 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 4 19 159 TGTTAATACTATTAGTTTGTCCGGGAGGATCTAAAT TGTTAATACTATTAGTTTGTCCGGGA TGAGTTATATTAACGAGACAGGGTT 19 29 42 26 200 25 57,923 57,586 51,400 41,100 15,491,132 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 4 19 160 TGTTAATACTATTAGTTTGTCCGGGAGGATCTAAAT TGTTAATACTATTAGTTTGTCCGGGA TTGAGTTATATTAACGAGACAGGGT 19 30 42 26 201 25 57,923 57,586 51,400 43,400 15,491,132 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 6 62 247 TCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTCATGCCATCTCGTGCCAAA AGAATATCATTAAGAAACGAATGCGA 62 79 5 20 251 26 60,322 57,635 32,800 51,000 8,687,765 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 6 30 197 TCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTCATGCCATCTCGTGCCAAA TTGAGTTATATTAACGAGACAGGGT 62 30 5 20 201 25 60,322 57,586 32,800 43,400 7,736,588 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:19096:40934 1 87 60 11 1.5 AAT TTATTATTATTATTATTATTATTATTATTATTAATAAT NA 0 0 6 29 196 TCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTCATGCCATCTCGTGCCAAA TGAGTTATATTAACGAGACAGGGTT 62 29 5 20 200 25 60,322 57,586 32,800 41,100 7,736,588 F 272 TAGTTCATGCCATCTCGTGCCAAAAGGTGATAAACACTATTTGTTAATACTATTAGTTTGTCCGGGAGGATCTAAATGCTCAGTTGttattattattattattattattattattattaataataataataataataataataataATTGTTAGtttttATTTGTTAACTCTTTTAACCCTGTCTCGTTAATATAACTCAAATTAAttttttGAAGGCGTGAAAATCGCATTCGTTTCTTAATGATATTCTAGAAGTATTATACATTACACA

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 74 42 14 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 16 0 94 AAGCAGCAGGAGCAACATcagcagcagcagcagcagcagAAGCAGCAGGAGCAACAT AATGTTACTGCTGCTGGTGC 0 14 56 18 149 20 57,163 59,116 27,100 50,100 5,720,918 F 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 74 42 14 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 18 0 92 AAGCAGCAGGAGCAACATcagcagcagcagcagcagcagAAGCAGCAGGAGCAACAT TGTTACTGCTGCTGGTGCTG 0 12 56 18 147 20 57,163 60,886 27,100 44,100 5,723,128 F 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 74 42 14 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 18 0 93 AAGCAGCAGGAGCAACATcagcagcagcagcagcagcagAAGCAGCAGGAGCAACAT ATGTTACTGCTGCTGGTGCT 0 13 56 18 148 20 57,163 59,963 27,100 44,000 4,874,388 F 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 1 18 3 130 gcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCACCACCAGCAGTAA ATGTTACTGCTGCTGGTGCT 3 13 19 19 148 20 60,601 59,963 22,400 44,000 1,637,939 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 0 19 13 140 AACATcagcagcagCACCACCAGCAGTAACATcagcag AACATCAGCAGCAGCACCA ATGTTACTGCTGCTGGTGCT 13 13 9 19 148 20 60,228 59,963 41,700 44,000 1,265,640 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 0 19 13 141 CAACATcagcagcagCACCACCAGCAGTAACATcagca CAACATCAGCAGCAGCACC ATGTTACTGCTGCTGGTGCT 14 13 8 19 148 20 59,788 59,963 50,100 44,000 1,249,272 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 0 19 0 114 agCACCACCAGCAGTAACATcagcagcagcagcagAAG AGCACCACCAGCAGTAACAT GGTGCTGCTGCTGATGTTG 0 0 21 20 134 19 59,598 59,788 27,100 33,300 1,613,707 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 0 19 0 115 agCACCACCAGCAGTAACATcagcagcagcagcagAAG AGCACCACCAGCAGTAACAT TGGTGCTGCTGCTGATGTT 0 1 21 20 135 19 59,598 60,228 27,100 27,100 1,630,075 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

ST‐E00142:460:H2K7HCCXY:6:1118:21339:56352 1 41 75 14 2 AGC CAGCAGCAGCAGCAGAAGCAGCAGGAGCAACATC NA 0 0 19 ‐43 144 GAGCAACATcagcagcagCACCACCAGCAGTAACATc GAGCAACATCAGCAGCAGC ATGTTACTGCTGCTGGTGCT ‐43 13 65 19 148 20 59,863 59,963 52,500 44,000 1,174,287 G 154 GGCGGAGCAACATcagcagcagCACCACCAGCAGTAACATcagcagcagcagcagAAGCAGCAGGAGCAACATcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACATcagcagcagCACcagcagcagTAACATTAGCAG

Ctaur22 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 1 1 3 52 192 TTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCT TTTGCACTATCAGTTCATCTGTTT TCCAAACCTCTAGGCATTGCA 52 56 14 24 205 21 57,117 59,646 28,300 40,800 8,236,641 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 3 11 148 TTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattatt TTCAGATGCAGAGCCTTAAGT TCCAAACCTCTAGGCATTGCA 11 56 58 21 205 21 57,011 59,646 22,400 40,800 5,343,007 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 3 10 147 TCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattatTCAGATGCAGAGCCTTAAGTT TCCAAACCTCTAGGCATTGCA 10 56 59 21 205 21 57,011 59,646 26,600 40,800 5,343,007 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 3 7 146 CAGATGCAGAGCCTTAAGTTTCATCTTTTCattattatt CAGATGCAGAGCCTTAAGTTTCA TCCAAACCTCTAGGCATTGCA 7 56 60 23 205 21 58,994 59,646 26,900 40,800 5,359,681 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 4 52 191 TTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCT TTTGCACTATCAGTTCATCTGTTT CCAAACCTCTAGGCATTGCA 52 56 14 24 204 20 57,117 58,162 28,300 40,800 8,720,722 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 5 52 191 TTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCT TTTGCACTATCAGTTCATCTGTTT CCAAACCTCTAGGCATTGCAC 52 55 14 24 204 21 57,117 59,526 28,300 45,700 8,356,688 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 6 4 137 TGCAGAGCCTTAAGTTTCATCTTTTCattattattattatt TGCAGAGCCTTAAGTTTCATCT ACCTCTAGGCATTGCACTAACT 4 50 64 22 200 22 57,708 59,159 29,000 22,400 7,132,837 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 6 4 139 TGCAGAGCCTTAAGTTTCATCTTTTCattattattattatt TGCAGAGCCTTAAGTTTCATCT AAACCTCTAGGCATTGCACT 4 54 64 22 202 20 57,708 57,113 29,000 44,000 7,179,337 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23693:25798 1 90 39 13 1 AAT ATTATTATTATTATTATTATTATTATTATTATTATTATTNA 0 0 6 3 137 TGCAGAGCCTTAAGTTTCATCTTTTCattattattattatt TGCAGAGCCTTAAGTTTCATCTT ACCTCTAGGCATTGCACTAACT 3 50 64 23 200 22 58,344 59,159 24,000 22,400 7,496,615 A 243 TTATTTATCTCTATTTGCACTATCAGTTCATCTGTTTTGTTTCGAATGCTACATGCATTCAGATGCAGAGCCTTAAGTTTCATCTTTTCattattattattattattattattattattattattattACTGACCAAATCCAATGCTATTGTCTAACTTTCTTCAGACCAATGCTTAAAGTTAGTGCAATGCCTAGAGGTTTGGAAACACAGTGTAGTACTAAGTGCCATGTGTTTGGCGGGG

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 10 0 124 TGGAATTATATGGACTGCAATGCCatggaatggaatgg TGGAATTATATGGACTGCAATGCC TGCAGTACATGGCATTCCTT 0 45 28 24 151 20 59,476 57,487 44,000 33,600 7,036,634 A 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 10 0 125 TGGAATTATATGGACTGCAATGCCatggaatggaatgg TGGAATTATATGGACTGCAATGCC TTGCAGTACATGGCATTCCT 0 46 28 24 152 20 59,476 57,487 44,000 33,600 7,036,634 A 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 12 0 124 TGGAATTATATGGACTGCAATGCCatggaatggaatgg TGGAATTATATGGACTGCAATGCC TGCAGTACATGGCATTCCTTTC 0 43 28 24 151 22 59,476 59,245 44,000 26,200 7,278,495 A 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 19 26 149 tggaatggaatggaATGTCAAGGAATGGAATTATATGG TGGAATGGAATGGAATGTCAAGG TGCAGTACATGGCATTCCTT 26 45 3 23 151 20 58,975 57,487 36,100 33,600 6,538,052 F 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 19 21 144 tggaatggaATGTCAAGGAATGGAATTATATGGACTG TGGAATGGAATGTCAAGGAATGG TGCAGTACATGGCATTCCTT 21 45 8 23 151 20 58,975 57,487 31,600 33,600 6,538,052 F 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:23855:3401_ 1 52 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 19 21 145 tggaatggaATGTCAAGGAATGGAATTATATGGACTG TGGAATGGAATGTCAAGGAATGG TTGCAGTACATGGCATTCCT 21 46 8 23 152 20 58,975 57,487 31,600 33,600 6,538,052 F 152 CatggaatggaatggaATGTCAAGGAATGGAATTATATGGACTGCAATGCCatggaatggaatggaatggaatggaatggaatggaACGGAATGTCATGGAATGGAATGTCATGGAATGTCATGGTATAGAAAGGAATGCCATGTACTGCAA

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 1 1 11 51 190 ACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggaACTGGTGGATGTCTGGATATGTG ACAATTCTTCCATTCAACCCACC 65 51 25 23 214 23 59,865 59,422 32,100 46,100 6,713,631 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 14 96 AGTGGATGGCTGGAAAGGTGGAAGGATGGATATT AGTGGATGGCTGGAAAGGTG TTCCGAACGTCAGTCCATCC 14 14 79 20 174 20 59,961 59,754 40,000 35,100 0.284284 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 14 154 AGTGGATGGCTGGAAAGGTGGAAGGATGGATATT AGTGGATGGCTGGAAAGGTG ACCATGCATCCATCTTCTACAA 14 70 79 20 232 22 59,961 57,491 40,000 24,100 4,547,295 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 14 155 AGTGGATGGCTGGAAAGGTGGAAGGATGGATATT AGTGGATGGCTGGAAAGGTG AACCATGCATCCATCTTCTACA 14 71 79 20 233 22 59,961 57,491 40,000 27,400 4,547,295 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 12 94 AGTGGATGGCTGGAAAGGTGGAAGGATGGATATT AGTGGATGGCTGGAAAGGTG CCGAACGTCAGTCCATCCAT 14 12 79 20 172 20 59,961 59,824 40,000 34,100 0.214504 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 11 91 GGATGGCTGGAAAGGTGGAAGGATGGATATTtgga GGATGGCTGGAAAGGTGGAA CCGAACGTCAGTCCATCCAT 11 12 82 20 172 20 59,960 59,824 35,300 34,100 0.215378 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 12 11 151 GGATGGCTGGAAAGGTGGAAGGATGGATATTtgga GGATGGCTGGAAAGGTGGAA ACCATGCATCCATCTTCTACAA 11 70 82 20 232 22 59,960 57,491 35,300 24,100 4,548,169 A 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 14 64 206 TGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggTGGTGGATGTCTGGATATGTGG ACCATGCATCCATCTTCTACAA 64 70 27 22 232 22 59,561 57,491 41,700 24,100 6,947,686 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 14 64 207 TGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggTGGTGGATGTCTGGATATGTGG AACCATGCATCCATCTTCTACA 64 71 27 22 233 22 59,561 57,491 41,700 27,400 6,947,686 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 14 14 148 TGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggTGGTGGATGTCTGGATATGTGG TTCCGAACGTCAGTCCATCC 64 14 27 22 174 20 59,561 59,754 41,700 35,100 2,684,675 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 14 12 145 GGTGGATGTCTGGATATGTGGATGGAtgtgtggatggaGGTGGATGTCTGGATATGTGGA CCGAACGTCAGTCCATCCAT 63 12 28 22 172 20 59,294 59,824 40,200 34,100 2,881,418 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 14 12 146 TGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggTGGTGGATGTCTGGATATGTGG CCGAACGTCAGTCCATCCAT 64 12 27 22 172 20 59,561 59,824 41,700 34,100 2,614,895 B 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 15 48 190 TGTGGATGGAtgtgtggatggatggatgAATGGATAGTG TGTGGATGGATGTGTGGATGG AACCATGCATCCATCTTCTACAA 48 70 44 21 233 23 60,065 58,141 35,100 24,100 5,923,387 F 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 15 48 190 TGTGGATGGAtgtgtggatggatggatgAATGGATAGTG TGTGGATGGATGTGTGGATGG AACCATGCATCCATCTTCTACAAT 48 69 44 21 233 24 60,065 58,548 35,100 27,100 6,516,792 F 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:31446:4491_ 1 113 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 15 48 190 TGTGGATGGAtgtgtggatggatggatgAATGGATAGTG TGTGGATGGATGTGTGGATGG AACCATGCATCCATCTTCTACA 48 71 44 21 233 22 60,065 57,491 35,100 27,400 5,573,088 F 233 ATGTATGGATGTATAGAGGAATATACTGGTGGATGTCTGGATATGTGGATGGAtgtgtggatggatggatgAATGGATAGTGGATGGCTGGAAAGGTGGAAGGATGGATATTtggatggatggatggatggatggatggaCGGATGATGGGAATGGATGGACTGACGTTCGGAAAGAATGATGGGAAGTTAGGTGGGTTGAATGGAAGAATTGTAGAAGATGGATGCATGGTT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 1 1 4 3 170 AGGTGATGGACATTAACTGGCAATTCCCCTGAGCC AGGTGATGGACATTAACTGGCA AGAACTGGAGCCAATCTTTACC 75 3 68 22 237 22 59,691 58,043 49,200 28,500 6,265,314 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 4 2 123 CACAGACGGGAACAGTGGTTGTTGGGTAAGGAAG CACAGACGGGAACAGTGGTT AGAACTGGAGCCAATCTTTACCT 30 2 115 20 237 23 60,179 59,411 36,700 30,800 3,768,344 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 4 2 169 AGGTGATGGACATTAACTGGCAATTCCCCTGAGCC AGGTGATGGACATTAACTGGCA GAACTGGAGCCAATCTTTACCT 75 2 68 22 236 22 59,691 58,043 49,200 30,800 6,265,314 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 4 2 170 AGGTGATGGACATTAACTGGCAATTCCCCTGAGCC AGGTGATGGACATTAACTGGCA AGAACTGGAGCCAATCTTTACCT 75 2 68 22 237 23 59,691 59,411 49,200 30,800 5,897,858 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 6 2 122 ACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGT ACAGACGGGAACAGTGGTTG AGAACTGGAGCCAATCTTTACCT 29 2 116 20 237 23 60,179 59,411 37,700 30,800 3,768,344 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 8 2 121 CAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTG CAGACGGGAACAGTGGTTGT AGAACTGGAGCCAATCTTTACCT 28 2 117 20 237 23 60,179 59,411 33,200 30,800 3,768,344 A 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 8 2 222 ttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATT TTGAAGAGTGCAGTGGTTGT AGAACTGGAGCCAATCTTTACCT 129 2 16 20 237 23 57,582 59,411 33,200 30,800 6,007,656 F 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 9 2 222 ttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATT TTGAAGAGTGCAGTGGTTGTT AGAACTGGAGCCAATCTTTACCT 128 2 16 21 237 23 58,278 59,411 28,300 30,800 6,311,382 F 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:3183:70434_ 1 165 48 12 1 AAAT ATAAATAAATAAATAAATAAATAAATAAATAAATAANA 0 0 10 2 221 tGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGTGAAGAGTGCAGTGGTTGTT AGAACTGGAGCCAATCTTTACCT 128 2 17 20 237 23 57,582 59,411 28,300 30,800 6,007,656 F 239 TCAAGAGTAGGttttttGAAGAGTGCAGTGGTTGTTAATTGTATAGTAATTGtttttAATTGTATGCAGGTGATGGACATTAACTGGCAATTCCCCTGAGCCCCTATAAATAGACACAGACGGGAACAGTGGTTGTTGGGTAAGGAAGTGTATGTTTGTAATGTataaataaataaataaataaataaataaataaataaataaataaataaATAGGTAAAGATTGGCTCCAGTTCTAT

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 1 1 17 1 148 AAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGAAGAGTGAGTGGGTGAGTGA CACTCATTCACTCTCATACACAATC 32 1 122 20 269 25 57,912 57,768 34,100 26,700 9,319,810 B 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 1 250 GTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTGTAGGTTCACCACTGGAGGC CACTCATTCACTCTCATACACAATC 134 1 20 20 269 25 60,036 57,768 47,000 26,700 7,267,999 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 0 136 GGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGA GGTGAGTGAGTGTGTGGTGT ACTCATTCACTCTCATACACAATCA 21 0 133 20 268 25 59,822 58,060 41,600 25,700 7,117,691 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 0 140 AGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtg AGTGGGTGAGTGAGTGTGTG ACTCATTCACTCTCATACACAATCA 25 0 129 20 268 25 59,534 58,060 38,200 25,700 7,405,328 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 0 147 AAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGAAGAGTGAGTGGGTGAGTGA ACTCATTCACTCTCATACACAATCA 32 0 122 20 268 25 57,912 58,060 34,100 25,700 9,027,727 B 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 0 230 CCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGA CCAAGGAGGCAGAGTTAGGA ACTCATTCACTCTCATACACAATCA 115 0 39 20 268 25 58,427 58,060 29,400 25,700 8,512,730 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 17 0 249 GTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTGTAGGTTCACCACTGGAGGC ACTCATTCACTCTCATACACAATCA 134 0 20 20 268 25 60,036 58,060 47,000 25,700 6,975,916 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 137 GGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGA GGTGAGTGAGTGTGTGGTGT CACTCATTCACTCTCATACACAATCA 21 0 133 20 269 26 59,822 59,185 41,600 25,700 6,993,210 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 138 GGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtG GGGTGAGTGAGTGTGTGGTG CACTCATTCACTCTCATACACAATCA 22 0 132 20 269 26 60,533 59,185 41,700 25,700 7,348,004 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 140 GTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgGTGGGTGAGTGAGTGTGTGG CACTCATTCACTCTCATACACAATCA 24 0 130 20 269 26 60,533 59,185 41,700 25,700 7,348,004 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 141 AGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtg AGTGGGTGAGTGAGTGTGTG CACTCATTCACTCTCATACACAATCA 25 0 129 20 269 26 59,534 59,185 38,200 25,700 7,280,848 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 148 AAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGAAGAGTGAGTGGGTGAGTGA CACTCATTCACTCTCATACACAATCA 32 0 122 20 269 26 57,912 59,185 34,100 25,700 8,903,247 B 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 231 CCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGA CCAAGGAGGCAGAGTTAGGAA CACTCATTCACTCTCATACACAATCA 114 0 39 21 269 26 59,091 59,185 33,600 25,700 8,724,444 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 231 CCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGA CCAAGGAGGCAGAGTTAGGA CACTCATTCACTCTCATACACAATCA 115 0 39 20 269 26 58,427 59,185 29,400 25,700 8,388,250 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32157:55192 1 174 70 11 1.5 ACTC TGAGTGAGTGAGTGAATGAGTGAGTGAGTGAGTG NA 0 0 18 0 250 GTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTGTAGGTTCACCACTGGAGGC CACTCATTCACTCTCATACACAATCA 134 0 20 20 269 26 60,036 59,185 47,000 25,700 6,851,436 F 269 ATAATAGAAAAGGTGCATTGTAGGTTCACCACTGGAGGCCAAGGAGGCAGAGTTAGGAAGAGAAACTTCAGAAGCTTGGGCtttttCACTTAAGCTGCAAGAAGTGAGTGATTGAATGTGTAAGAGTGAGTGGGTGAGTGAgtgtgtGGTGTGAGAGTGAgtgtgtgtGAGAAtgagtgagtgagTGAAtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagCGTAagagagTGATTGTGTATGAGAGTGAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 1 1 2 23 132 AGGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAAC GCTGATGCAAAGGAACCTCA 23 23 62 21 193 20 59,387 58,462 33,200 38,600 3,151,484 A 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 70 241 AACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAAAACTATAGGCTACAAATGTTTCCTCA AGATCAAACAATCGCAATAACGCT 76 70 4 26 244 24 58,370 59,905 38,600 50,700 11,724,969 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 23 180 AGGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAAC TCAAACAATCGCAATAACGCT 23 70 62 21 241 21 59,387 57,177 33,200 50,700 5,436,031 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 23 200 AGGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAAC ACTTCCAGCATCTTGAAAGATCA 23 88 62 21 261 23 59,387 58,085 33,200 29,200 6,528,420 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 22 131 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT GCTGATGCAAAGGAACCTCA 22 23 63 21 193 20 59,387 58,462 31,600 38,600 3,151,484 A 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 22 179 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT TCAAACAATCGCAATAACGCT 22 70 63 21 241 21 59,387 57,177 31,600 50,700 5,436,031 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 22 182 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT AGATCAAACAATCGCAATAACGCT 22 70 63 21 244 24 59,387 59,905 31,600 50,700 5,708,324 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 22 199 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT ACTTCCAGCATCTTGAAAGATCA 22 88 63 21 261 23 59,387 58,085 31,600 29,200 6,528,420 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 3 0 109 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT ACTGGTATCCTCCTTCTTGGC 22 0 63 21 171 21 59,387 59,159 31,600 45,200 3,454,072 A 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 4 71 240 ACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATACTATAGGCTACAAATGTTTCCTCA AGATCAAACAATCGCAATAACGC 76 71 5 25 244 23 57,805 58,657 38,600 48,400 11,538,145 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 4 70 240 ACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATACTATAGGCTACAAATGTTTCCTCA AGATCAAACAATCGCAATAACGCT 76 70 5 25 244 24 57,805 59,905 38,600 50,700 11,290,261 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:32542:12718 1 106 45 9 1 AAGTG GAAGTGAAGTGAAGTGAAGTGAAGTGAAGTGAAGNA 0 0 4 22 192 GGCACTGCATAAACCACAACTCTCAATCAGAATCTAGGCACTGCATAAACCACAACT GCATCTTGAAAGATCAAACAATCGC 22 79 63 21 254 25 59,387 59,996 31,600 45,800 6,617,593 F 268 TTAAACTATAGGCTACAAATGTTTCCTCATTTTCTGTGAATGATCaaaaaTGTGAAGTCACAGGCACTGCATAAACCACAACTCTCAATCAGAATCTATTCATAAgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtgaagtGCCAAGAAGGAGGATACCAGTTTTGAGGTTCCTTTGCATCAGCACTCtttttCcacacaAAAGAGAAATAAGCGTTATTGCGATTGTTTGATCTTTCAAGATGCTGGAAGTAATTTAA

ST‐E00142:460:H2K7HCCXY:6:1118:3884:25693_ 1 134 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 6 28 120 TGGGTAAAGTGCTTGAGGCCCcggcggcggcggCCTcg TGGGTAAAGTGCTTGAGGCC CCAGCAGCCTCCTCTCCG 33 28 81 20 200 18 60,251 61,848 51,900 46,300 4,098,766 B 234 CTTCGCTGCATCCCCGGCTGGCACGTCGATGGGCGGCAGGCCCTGGCCCggggggCGGGTCAgggggggCGGGTAGCTGCTGGGTAAAGTGCTTGAGGCCCcggcggcggcggCCTcggcggcggTGCTGCTGctcctcctcctcctcctcctcTGGCTGGCCAGCTGGGCTTGGGCTGCGGCGGAGAGGAGGCTGCTGGCCGGGAAggcggcggcGCTCGGGTGGCCGAGGAT

ST‐E00142:460:H2K7HCCXY:6:1118:3884:25693_ 1 134 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 125 GCTGCTGGGTAAAGTGCTTGAGGCCCcggcggcggcg GCTGCTGGGTAAAGTGCTTG CCAGCAGCCTCCTCTCCG 38 28 76 20 200 18 59,758 61,848 40,100 46,300 4,089,619 B 234 CTTCGCTGCATCCCCGGCTGGCACGTCGATGGGCGGCAGGCCCTGGCCCggggggCGGGTCAgggggggCGGGTAGCTGCTGGGTAAAGTGCTTGAGGCCCcggcggcggcggCCTcggcggcggTGCTGCTGctcctcctcctcctcctcctcTGGCTGGCCAGCTGGGCTTGGGCTGCGGCGGAGAGGAGGCTGCTGGCCGGGAAggcggcggcGCTCGGGTGGCCGAGGAT

ST‐E00142:460:H2K7HCCXY:6:1118:3884:25693_ 1 134 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 126 AGCTGCTGGGTAAAGTGCTTGAGGCCCcggcggcggc AGCTGCTGGGTAAAGTGCTT CCAGCAGCCTCCTCTCCG 39 28 75 20 200 18 59,889 61,848 39,100 46,300 3,958,855 B 234 CTTCGCTGCATCCCCGGCTGGCACGTCGATGGGCGGCAGGCCCTGGCCCggggggCGGGTCAgggggggCGGGTAGCTGCTGGGTAAAGTGCTTGAGGCCCcggcggcggcggCCTcggcggcggTGCTGCTGctcctcctcctcctcctcctcTGGCTGGCCAGCTGGGCTTGGGCTGCGGCGGAGAGGAGGCTGCTGGCCGGGAAggcggcggcGCTCGGGTGGCCGAGGAT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 1 1 1 64 247 TAGAGGCACATGCACGTTGTCGGGTAGCTGGAATT TAGAGGCACATGCACGTTGT AGAATGCCTTGGTCCATCGG 64 77 3 20 249 20 59,965 60,107 33,200 41,800 0.141773 F 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 1 26 196 TAGAGGCACATGCACGTTGTCGGGTAGCTGGAATT TAGAGGCACATGCACGTTGT GGGTGGAGAAGTAAGCACCG 64 26 3 20 198 20 59,965 60,391 33,200 49,400 0.426019 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 1 25 195 TAGAGGCACATGCACGTTGTCGGGTAGCTGGAATT TAGAGGCACATGCACGTTGT GGTGGAGAAGTAAGCACCGA 64 25 3 20 197 20 59,965 59,393 33,200 46,900 0.641359 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 1 23 194 TAGAGGCACATGCACGTTGTCGGGTAGCTGGAATT TAGAGGCACATGCACGTTGT GTGGAGAAGTAAGCACCGACA 64 23 3 20 196 21 59,965 59,999 33,200 43,500 1,035,262 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 2 57 240 ACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAACATGCACGTTGTCGGGTAG AGAATGCCTTGGTCCATCGG 57 77 10 20 249 20 60,669 60,107 31,800 41,800 0.776335 F 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 2 26 189 ACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAACATGCACGTTGTCGGGTAG GGGTGGAGAAGTAAGCACCG 57 26 10 20 198 20 60,669 60,391 31,800 49,400 1,060,581 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 3 64 241 TAGAGGCACATGCACGTTGTCGGGTAGCTGGAATT TAGAGGCACATGCACGTTGT CCTTGGTCCATCGGCTGATT 64 71 3 20 243 20 59,965 60,107 33,200 25,700 0.141773 F 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 3 50 227 CGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAACGTTGTCGGGTAGCTGGAAT CCTTGGTCCATCGGCTGATT 50 71 17 20 243 20 60,108 60,107 30,100 25,700 0.215346 F 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 3 50 233 CGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAACGTTGTCGGGTAGCTGGAAT AGAATGCCTTGGTCCATCGG 50 77 17 20 249 20 60,108 60,107 30,100 41,800 0.215346 F 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 3 26 182 CGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAACGTTGTCGGGTAGCTGGAAT GGGTGGAGAAGTAAGCACCG 50 26 17 20 198 20 60,108 60,391 30,100 49,400 0.499592 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 3 25 181 CGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAACGTTGTCGGGTAGCTGGAAT GGTGGAGAAGTAAGCACCGA 50 25 17 20 197 20 60,108 59,393 30,100 46,900 0.714933 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 9 10 138 TCATGTTGCTCCTGAACAATTGTTCAGCACGTAcact TCATGTTGCTCCTGAACAATTGT GAAGTAAGCACCGACAACACT 10 18 54 23 191 21 59,109 58,519 27,100 35,500 6,371,601 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 9 10 139 TCATGTTGCTCCTGAACAATTGTTCAGCACGTAcact TCATGTTGCTCCTGAACAATTGT AGAAGTAAGCACCGACAACACT 10 18 54 23 192 22 59,109 59,897 27,100 35,500 5,993,344 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:4919:16410_ 1 87 66 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC NA 0 0 10 10 138 CATGTTGCTCCTGAACAATTGTTCAGCACGTAcactc CATGTTGCTCCTGAACAATTGT AGAAGTAAGCACCGACAACACT 10 18 55 22 192 22 57,753 59,897 27,100 35,500 6,349,855 B 249 ATTAGAGGCACATGCACGTTGTCGGGTAGCTGGAATTGAAGAAAAGTGTAAAATCATGTTGCTCCTGAACAATTGTTCAGCACGTAcactcactcactcactcactcactcactcactcactctctctctcactcactcactcactcactcaGAACTGTTAGTGAAGAAAAGTGTTGTCGGTGCTTACTTCTCCACCCCACCAcccccAACATAATGTCATTAAATCAGCCGATGGACCAAGGCATTCT

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 1 1 4 16 221 CAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACT CAGCATTCTCCTCTGGCCTC GCCTGCTGAGTTTGGGTGTA 129 16 8 20 228 20 60,179 60,251 47,000 29,000 0.429778 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 34 237 GCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCA GCATTCTCCTCTGGCCTCTG AGTTATGCTCCTGCCTCTGC 127 34 10 20 246 20 60,179 59,820 33,500 42,600 0.358987 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 34 239 CAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACT CAGCATTCTCCTCTGGCCTC AGTTATGCTCCTGCCTCTGC 129 34 8 20 246 20 60,179 59,820 47,000 42,600 0.358987 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 34 240 CCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCAC CCAGCATTCTCCTCTGGCC AGTTATGCTCCTGCCTCTGC 131 34 7 19 246 20 60,153 59,820 53,600 42,600 1,332,941 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 34 242 ATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGC ATCCAGCATTCTCCTCTGGC AGTTATGCTCCTGCCTCTGC 132 34 5 20 246 20 59,527 59,820 48,500 42,600 0.653262 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 33 241 ATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGC ATCCAGCATTCTCCTCTGGC GTTATGCTCCTGCCTCTGCC 132 33 5 20 245 20 59,527 60,817 48,500 48,500 1,290,556 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 32 240 ATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGC ATCCAGCATTCTCCTCTGGC TTATGCTCCTGCCTCTGCCT 132 32 5 20 244 20 59,527 60,985 48,500 47,500 1,458,287 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 16 215 TCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATG TCTCCTCTGGCCTCTGAGAG GCCTGCTGAGTTTGGGTGTA 123 16 14 20 228 20 59,742 60,251 32,000 29,000 0.509211 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 6 16 219 GCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCA GCATTCTCCTCTGGCCTCTG GCCTGCTGAGTTTGGGTGTA 127 16 10 20 228 20 60,179 60,251 33,500 29,000 0.429778 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 7 33 240 ATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGC ATCCAGCATTCTCCTCTGGC TTATGCTCCTGCCTCTGCC 132 33 5 20 244 19 59,527 59,471 48,500 48,500 2,002,150 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA
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ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 8 4 188 AGAGCACCTGCACTCACATGCATGAATGcacacacaAAGAGCACCTGCACTCACATG TTGGGTGTATGCCATCTTTCT 107 4 30 20 217 21 60,321 57,262 32,100 25,200 4,058,946 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 8 3 187 AGAGCACCTGCACTCACATGCATGAATGcacacacaAAGAGCACCTGCACTCACATG TGGGTGTATGCCATCTTTCTT 107 3 30 20 216 21 60,321 57,262 32,100 25,200 4,058,946 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 8 2 187 AGAGCACCTGCACTCACATGCATGAATGcacacacaAAGAGCACCTGCACTCACATG TGGGTGTATGCCATCTTTCTTT 107 2 30 20 216 22 60,321 57,954 32,100 25,200 4,367,672 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 23 133 GAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGAGGGAGGAAGGAGTGGGAG AGTTATGCTCCTGCCTCTGC 23 34 114 20 246 20 60,689 59,820 43,000 42,600 0.869349 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 23 164 GAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGAGGGAGGAAGGAGTGGGAG TGGTCTGTGATTTCTGTGCCT 23 64 114 20 277 21 60,689 59,579 43,000 47,500 2,110,680 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 19 129 GAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGAGGAAGGAGTGGGAGGGAG AGTTATGCTCCTGCCTCTGC 19 34 118 20 246 20 60,689 59,820 43,000 42,600 0.869349 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 19 160 GAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGAGGAAGGAGTGGGAGGGAG TGGTCTGTGATTTCTGTGCC 19 65 118 20 277 20 60,689 58,104 43,000 50,100 2,585,632 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 19 160 GAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGAGGAAGGAGTGGGAGGGAG TGGTCTGTGATTTCTGTGCCT 19 64 118 20 277 21 60,689 59,579 43,000 47,500 2,110,680 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 10 16 111 GAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGAGGAAGGAGTGGGAGGGAG GCCTGCTGAGTTTGGGTGTA 19 16 118 20 228 20 60,689 60,251 43,000 29,000 0.940139 F 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 12 28 135 CGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGCGGGAGGGAGGAAGGAGT GTTATGCTCCTGCCTCTGCC 28 33 111 18 245 20 59,635 60,817 38,500 48,500 3,182,190 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 12 16 118 CGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGCGGGAGGGAGGAAGGAGT GCCTGCTGAGTTTGGGTGTA 28 16 111 18 228 20 59,635 60,251 38,500 29,000 2,615,688 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1118:5863:35696_ 1 157 36 9 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANA 0 0 12 12 114 CGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGCGGGAGGGAGGAAGGAGT GCTGAGTTTGGGTGTATGCC 28 12 111 18 224 20 59,635 59,189 38,500 44,000 3,176,242 B 283 GGGCATCCAGCATTCTCCTCTGGCCTCTGAGAGCACCTGCACTCACATGCATGAATGcacacacaAAATCAAAATAAATATAAATCTTCTAAGAAGAAAACCTGTAATTCCGGGAGGGAGGAAGGAGTgggagggagggaAGGCAGGAAGGGAGGGaggaaggaaggaaggaaggaaggaaggaaggaaggaCAAAAGAAAGATGGCATACACCCAAACTCAGCAGGCAGAGGCAGGAGCATAACtttttAAGTTGAGGCACAGAAATCACAGACCAACCAAA

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 1 1 16 10 192 TGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCTGTTCCTGTTTCCAGTGCTTC TGGAAGGATGGATGGAAGGT 62 10 3 21 194 20 58,702 58,014 38,600 35,000 4,283,322 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 16 10 192 TGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCTGTTCCTGTTTCCAGTGCTTCT TGGAAGGATGGATGGAAGGT 61 10 3 22 194 20 60,092 58,014 28,500 35,000 4,078,051 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 16 10 193 ATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGATGTTCCTGTTTCCAGTGCT TGGAAGGATGGATGGAAGGT 64 10 2 20 194 20 57,336 58,014 44,000 35,000 4,650,023 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 16 6 153 CCTGCACCCTCCCATCATAAATCCAAccatccatccatC CCTGCACCCTCCCATCATAA AGGATGGATGGAAGGTTGGA 28 6 38 20 190 20 59,154 58,014 19,000 35,300 2,831,636 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 16 6 162 cACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccaCACTCTTTCCCTGCACCCTC AGGATGGATGGAAGGTTGGA 37 6 29 20 190 20 60,322 58,014 43,000 35,300 2,307,630 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 8 192 TGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCTGTTCCTGTTTCCAGTGCTTCT TGGAAGGATGGATGGAAGGTTG 61 8 3 22 194 22 60,092 60,025 28,500 37,700 4,117,466 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 8 193 ATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGATGTTCCTGTTTCCAGTGCT TGGAAGGATGGATGGAAGGTTG 64 8 2 20 194 22 57,336 60,025 44,000 37,700 4,689,438 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 6 191 ATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGATGTTCCTGTTTCCAGTGCT GAAGGATGGATGGAAGGTTGGA 64 6 2 20 192 22 57,336 59,758 44,000 35,300 4,906,598 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 2 149 CCTGCACCCTCCCATCATAAATCCAAccatccatccatC CCTGCACCCTCCCATCATAA TGGATGGAAGGTTGGATGGA 28 2 38 20 186 20 59,154 58,320 19,000 34,100 2,525,995 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 2 150 CCCTGCACCCTCCCATCATAAATCCAAccatccatccat CCCTGCACCCTCCCATCATA TGGATGGAAGGTTGGATGGA 29 2 37 20 186 20 61,062 58,320 21,500 34,100 2,741,886 B 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 2 158 cACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccaCACTCTTTCCCTGCACCCTC TGGATGGAAGGTTGGATGGA 37 2 29 20 186 20 60,322 58,320 43,000 34,100 2,001,989 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 18 2 160 ctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAc CTCACTCTTTCCCTGCACCC TGGATGGAAGGTTGGATGGA 39 2 27 20 186 20 60,322 58,320 46,100 34,100 2,001,989 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 19 3 135 CCAAccatccatccatCTATCCATCTatccatccatccATTcaCCAACCATCCATCCATCTATCCA TGGAAGGATGGATGGAAGGT 3 10 60 23 194 20 59,668 58,014 34,100 35,000 5,317,213 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 19 2 127 CCAAccatccatccatCTATCCATCTatccatccatccATTcaCCAACCATCCATCCATCTATCCA TGGATGGAAGGTTGGATGGA 3 2 60 23 186 20 59,668 58,320 34,100 34,100 5,011,572 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:19502:26167 1 86 79 7 1.5 ATCC ATCCATCCATCCATTCATCCATCCATCCATCCATCCA NA 0 0 19 2 128 TCCAAccatccatccatCTATCCATCTatccatccatccATTcTCCAACCATCCATCCATCTATCC TGGATGGAAGGTTGGATGGA 4 2 59 23 186 20 59,411 58,320 25,900 34,100 5,268,823 F 196 AATGTTCCTGTTTCCAGTGCTtctctctcACTCTTTCCCTGCACCCTCCCATCATAAATCCAAccatccatccatCTATCCATCTatccatccatccATTcatccatccatccatccatccatccatcCTtccatccatccatccatccaTTcatccatccatcATTCCATCCAACCTTCCATCCATCCTTCCATC

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 149 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 2 5 93 TCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctc TCATCATGAGTGCTGAGCTGG TACGACACCCAAGAACTGGC 5 23 123 21 215 20 60,134 59,966 48,500 48,500 1,168,828 A 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 149 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 4 91 ATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctc ATCATGAGTGCTGAGCTGGT TACGACACCCAAGAACTGGC 4 23 125 20 215 20 59,090 59,966 40,000 48,500 0.944675 A 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 149 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 3 90 TCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcc TCATGAGTGCTGAGCTGGTG TACGACACCCAAGAACTGGC 3 23 126 20 215 20 60,037 59,966 41,700 48,500 0.071008 A 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 1 4 23 159 CTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGG CTAGGTCAGTACGGTGCCAC TACGACACCCAAGAACTGGC 33 23 57 20 215 20 59,827 59,966 50,100 48,500 0.207140 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 4 23 160 TCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAG TCTAGGTCAGTACGGTGCCA TACGACACCCAAGAACTGGC 34 23 56 20 215 20 59,961 59,966 49,200 48,500 0.072936 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 4 2 128 GAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCGAGGCTGTGAGTGTCGGATC TACGACACCCAAGAACTGGC 2 23 88 20 215 20 60,179 59,966 33,600 48,500 0.213461 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 4 0 126 GGCTGTGAGTGTCGGATCATgagagagagaGCCTCATGGCTGTGAGTGTCGGATCAT TACGACACCCAAGAACTGGC 0 23 90 20 215 20 59,823 59,966 24,500 48,500 0.211017 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 6 23 200 GTTGACTCACCCTGTGCTGATCCTAATTCTACACGA GTTGACTCACCCTGTGCTGA TACGACACCCAAGAACTGGC 74 23 16 20 215 20 59,893 59,966 42,600 48,500 0.141045 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 6 23 201 AGTTGACTCACCCTGTGCTGATCCTAATTCTACACG AGTTGACTCACCCTGTGCTG TACGACACCCAAGAACTGGC 75 23 15 20 215 20 59,893 59,966 44,100 48,500 0.141793 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 8 23 197 GACTCACCCTGTGCTGATCCTAATTCTACACGAGCC GACTCACCCTGTGCTGATCC TACGACACCCAAGAACTGGC 71 23 19 20 215 20 60,108 59,966 33,600 48,500 0.142282 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 8 14 151 TCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAG TCTAGGTCAGTACGGTGCCA CAAGAACTGGCACCTGACCA 34 14 56 20 206 20 59,961 60,179 49,200 40,200 0.217620 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20618:36610 1 110 63 8 2 AGG GAGAGAGAGAGCCTCATCATGAGTGCTGAGCTGGTNA 0 0 8 0 117 GGCTGTGAGTGTCGGATCATgagagagagaGCCTCATGGCTGTGAGTGTCGGATCAT CAAGAACTGGCACCTGACCA 0 14 90 20 206 20 59,823 60,179 24,500 40,200 0.355700 D 235 GCCCAGTCATGCCTAGTTGACTCACCCTGTGCTGATCCTAATTCTACACGAGCCTTCTAGGTCAGTACGGTGCCACTTCCTGAGCTGGAGGCTGTGAGTGTCGGATCATgagagagagaGCCTCATCATGAGTGCTGAGCTGGTGCTCcctcctcctcctcctcctcctcctTGGGATGCTGTGGCTGGTCAGGTGCCAGTTCTTGGGTGTCGTAAAGCAGAAAACCAGGAGAGG

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 1 1 2 5 141 TCTGGCCCATTAAGTTTATTTACAATATACTcagcagc TCTGGCCCATTAAGTTTATTTACAAT TAGGGCTACCTCCGCAGTTA 5 29 2 26 142 20 57,398 59,740 27,100 22,400 8,862,118 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 2 5 205 TCTGGCCCATTAAGTTTATTTACAATATACTcagcagc TCTGGCCCATTAAGTTTATTTACAAT TCTTTAAGATTGACACTTGTTGGG 5 89 2 26 206 24 57,398 57,367 27,100 41,200 15,235,971 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 3 6 142 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA TAGGGCTACCTCCGCAGTTA 6 29 1 26 142 20 57,576 59,740 24,100 22,400 8,683,553 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 3 6 147 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA TAGTGTAGGGCTACCTCCGC 6 34 1 26 147 20 57,576 60,467 24,100 55,400 8,890,828 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 3 6 206 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA TCTTTAAGATTGACACTTGTTGGG 6 89 1 26 206 24 57,576 57,367 24,100 41,200 15,057,406 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 3 6 207 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA ATCTTTAAGATTGACACTTGTTGGG 6 89 1 26 207 25 57,576 57,781 24,100 41,200 15,643,390 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 4 6 138 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA GCTACCTCCGCAGTTAGTGT 6 25 1 26 138 20 57,576 59,469 24,100 35,500 8,955,106 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 4 6 139 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagTTCTGGCCCATTAAGTTTATTTACAA GGCTACCTCCGCAGTTAGTG 6 26 1 26 139 20 57,576 60,179 24,100 27,400 8,603,014 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:20740:5036_ 1 33 61 8 2 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAACAGCAAC NA 0 0 4 5 138 TCTGGCCCATTAAGTTTATTTACAATATACTcagcagc TCTGGCCCATTAAGTTTATTTACAAT GGCTACCTCCGCAGTTAGTG 5 26 2 26 139 20 57,398 60,179 27,100 27,400 8,781,579 D 284 TTCTGGCCCATTAAGTTTATTTACAATATACTcagcagcagcagcagcagcagcagCAACAGcaacaacaacaacaacaaCtgcatgcatgcaTGCTTTCAACTCCAACTCTATCTGTACACTAACTGCGGAGGTAGCCCTACACTACTCTTATATTGGTTACTACAGATCATGTGATCTTCCCCAACAAGTGTCAATCTTAAAGATACATTacacacAAAATAAAACCATAACTACTATAGTCATAGATATAGGAAAATTATTGAATTTACCCTTGGTATTCA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 3 32 139 AAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTAAGGCAGGCTGCTTAGAAGG TATGGAGTGTGGGTGGAGGC 32 46 18 20 156 20 60,035 61,272 34,600 47,000 1,306,511 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 3 11 104 AAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTAAGGCAGGCTGCTTAGAAGG GGAGTGAGAGAGGTGAGGCC 32 11 18 20 121 20 60,035 61,327 34,600 51,900 1,361,622 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 43 190 AGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCAAGACAAGTACCAAGGCAGGC GTGGATACTGGGTGAGTGGC 43 86 7 20 196 20 59,963 60,108 48,500 50,100 0.144529 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 42 189 GACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACGACAAGTACCAAGGCAGGCT GTGGATACTGGGTGAGTGGC 42 86 8 20 196 20 59,963 60,108 45,800 50,100 0.144529 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 37 184 GTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTG GTACCAAGGCAGGCTGCTTA GTGGATACTGGGTGAGTGGC 37 86 13 20 196 20 60,035 60,108 30,900 50,100 0.143093 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 37 193 GTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTG GTACCAAGGCAGGCTGCTTA CTGCCCATGGTGGATACTGG 37 95 13 20 205 20 60,035 60,179 30,900 40,000 0.214448 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 32 179 AAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTAAGGCAGGCTGCTTAGAAGG GTGGATACTGGGTGAGTGGC 32 86 18 20 196 20 60,035 60,108 34,600 50,100 0.142325 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 12 105 AAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTAAGGCAGGCTGCTTAGAAGG GGGAGTGAGAGAGGTGAGGC 32 12 18 20 122 20 60,035 61,327 34,600 47,000 1,361,622 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:21095:49777 1 70 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 5 32 191 AAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTAAGGCAGGCTGCTTAGAAGG GGTCTGCCCATGGTGGATAC 32 98 18 20 208 20 60,035 60,179 34,600 22,400 0.213688 F 242 AGGAGCAGACAAGTACCAAGGCAGGCTGCTTAGAAGGCCCACCCCTGTTCTCTGGGACTTCATCCAAGCtgttgttgttgttgttgttgtTAGACCCTCTAGGCCTCACctctctCACTccccccACCAACTCATGGCCTCCACCCACACTCCATACCCCTCATGTCACTTCCATAGCCACTCACCCAGTATCCACCATGGGCAGACCTCAGGAAACATGGAGATGaaaaaaTAAACTAACA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 4 47 171 TTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTTTGGTGTTGGGCTTTGCTTG AGGGACATCTCTGTGGTGGA 47 60 99 20 269 20 59,822 59,883 40,100 40,200 0.294744 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 37 139 GGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATGGCTTTGCTTGCCTTACACTG ATTTGGTGAGCGGTACCTGG 37 37 108 21 246 20 60,336 60,035 36,600 44,500 1,371,679 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 37 139 GGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATGGCTTTGCTTGCCTTACACT ATTTGGTGAGCGGTACCTGG 38 37 108 20 246 20 59,038 60,035 35,500 44,500 0.997192 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 37 148 TTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTTTGGTGTTGGGCTTTGCTTG ATTTGGTGAGCGGTACCTGG 47 37 99 20 246 20 59,822 60,035 40,100 44,500 0.213043 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 36 138 GCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATC GCTTTGCTTGCCTTACACTGT ATTTGGTGAGCGGTACCTGG 36 37 109 21 246 20 59,662 60,035 35,500 44,500 1,373,459 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 5 74 263 CCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTCCTTCCCTGTTCTCCATCTCC GATTGGTCGGCCTAAGGGAC 124 74 21 21 283 20 59,512 60,179 37,100 44,600 1,667,447 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 5 60 249 CCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTCCTTCCCTGTTCTCCATCTCC AGGGACATCTCTGTGGTGGA 124 60 21 21 269 20 59,512 59,883 37,100 40,200 1,605,533 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 5 60 250 CCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCCCCTTCCCTGTTCTCCATCTC AGGGACATCTCTGTGGTGGA 125 60 20 21 269 20 59,512 59,883 27,500 40,200 1,605,533 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 6 74 217 ctctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTG CTCTCTCTCCAGCCAGGGTA GATTGGTCGGCCTAAGGGAC 79 74 67 20 283 20 59,740 60,179 36,900 44,600 0.439284 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 6 68 211 ctctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTG CTCTCTCTCCAGCCAGGGTA TCGGCCTAAGGGACATCTCT 79 68 67 20 277 20 59,740 59,738 36,900 31,000 0.522221 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 6 60 203 ctctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTG CTCTCTCTCCAGCCAGGGTA AGGGACATCTCTGTGGTGGA 79 60 67 20 269 20 59,740 59,883 36,900 40,200 0.377370 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:22526:10521 1 166 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 6 37 180 ctctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTG CTCTCTCTCCAGCCAGGGTA ATTTGGTGAGCGGTACCTGG 79 37 67 20 246 20 59,740 60,035 36,900 44,500 0.295669 F 286 CCAATTCTATCTCATCCACCCCTTCCCTGTTCTCCATCTCCTTCACTCCATCATCCCTTACAGAAActctctctCCAGCCAGGGTAATGTTGTTAATTTTGGTGTTGGGCTTTGCTTGCCTTACACTGTTTAGTTCCCCACTATCGCCGccccccACCTCCAACCccaccaccaccaccaccaccaccaACACAtgtgtgTcacacaTTCCAGTCCTCTGTACACCCCAGGTACCGCTCACCAAATAAATCCACCACAGAGATGTCCCTTAGGCCGACCAATCGCA

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 102 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 13 5 90 TCTCAGTAGCAACAGCAGCACCAGCATCAGCACCA TCTCAGTAGCAACAGCAGCA CTGAAGCTGCTGGTGGTGA 19 5 63 20 152 19 59,319 59,928 44,100 40,200 1,753,162 A 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 102 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 14 4 90 TCTCAGTAGCAACAGCAGCACCAGCATCAGCACCA TCTCAGTAGCAACAGCAGCAC CTGAAGCTGCTGGTGGTGAT 18 4 63 21 152 20 60,606 60,322 44,000 30,600 1,928,757 A 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 102 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 14 4 90 TCTCAGTAGCAACAGCAGCACCAGCATCAGCACCA TCTCAGTAGCAACAGCAGCA CTGAAGCTGCTGGTGGTGAT 19 4 63 20 152 20 59,319 60,322 44,100 30,600 1,003,452 A 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 1 18 19 97 TCAATTAAagcagcagcACCATCAGCATCAGCACCATCTCAATTAAAGCAGCAGCACCA GTGATGGTGCTGATGCTGGT 22 19 5 21 101 20 58,762 60,679 41,700 40,000 2,916,645 F 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 18 95 CAATTAAagcagcagcACCATCAGCATCAGCACCATCACAATTAAAGCAGCAGCACCA TGATGGTGCTGATGCTGGTG 22 18 6 20 100 20 57,271 60,679 41,700 41,700 3,407,374 F 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 18 96 TCAATTAAagcagcagcACCATCAGCATCAGCACCATCTCAATTAAAGCAGCAGCACCA TGATGGTGCTGATGCTGGTG 22 18 5 21 100 20 58,762 60,679 41,700 41,700 2,916,327 F 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 1 14 4 143 TAAagcagcagcACCATCAGCATCAGCACCATCACCAATAAAGCAGCAGCACCATCAG CTGAAGCTGCTGGTGGTGAT 18 4 10 20 152 20 58,544 60,322 29,000 30,600 1,778,573 G 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 0 14 4 144 TTAAagcagcagcACCATCAGCATCAGCACCATCACCATTAAAGCAGCAGCACCATCAG CTGAAGCTGCTGGTGGTGAT 18 4 9 21 152 20 59,186 60,322 29,000 30,600 2,136,671 G 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 0 14 3 142 TAAagcagcagcACCATCAGCATCAGCACCATCACCAATAAAGCAGCAGCACCATCAG TGAAGCTGCTGGTGGTGATG 18 3 10 20 151 20 58,544 60,607 29,000 30,700 2,063,513 G 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 0 16 4 131 ACCATCAGCATCAGCACCATCACCAAcagcagcagcagACCATCAGCATCAGCACCAT CTGAAGCTGCTGGTGGTGAT 6 4 22 20 152 20 59,742 60,322 35,500 30,600 0.580182 D 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 0 18 0 124 AGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGCATCAGCACCATCACCAA TGAAGCTGCTGGTGGTGATG 0 3 28 20 151 20 59,961 60,607 36,700 30,700 0.645816 D 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:2615:47931_ 1 48 81 9 2 AGC CAGCAGCAGCAGCAGTCTCAGTAGCAACAGCAGCANA 0 0 18 0 125 AGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGCATCAGCACCATCACCAA CTGAAGCTGCTGGTGGTGAT 0 4 28 20 152 20 59,961 60,322 36,700 30,600 0.360876 D 155 ACCATCAATTAAagcagcagcACCATCAGCATCAGCACCATCACCAAcagcagcagcagcagTCTCAGTAGCAACAGCAGCACCAGCATCAGCACCATCACcagcagcagcagcagcagcagcagcagCACCATCACCACCAGCAGCTTCAGCGT

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 1 1 12 32 201 TCTACCCACCTACCTACCCATCTATCTGTCTGTCTAT TCTACCCACCTACCTACCCA GCGACAGAGACACAAGAGGA 32 85 9 20 209 20 58,302 59,401 45,100 37,100 2,296,165 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 12 29 198 ACCCACCTACCTACCCATCTATCTGTCTGTCTATCTG ACCCACCTACCTACCCATCT GCGACAGAGACACAAGAGGA 29 85 12 20 209 20 58,975 59,401 29,000 37,100 1,623,098 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 12 29 199 ACCCACCTACCTACCCATCTATCTGTCTGTCTATCTG ACCCACCTACCTACCCATCT CGCGACAGAGACACAAGAGG 29 86 12 20 210 20 58,975 60,731 29,000 36,900 1,755,370 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 12 21 135 ACCCACCTACCTACCCATCTATCTGTCTGTCTATCTG ACCCACCTACCTACCCATCT ACCATGAAGTCTGTCTTTGCG 29 21 12 20 146 21 58,975 58,854 29,000 48,500 3,170,878 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 12 20 134 ACCCACCTACCTACCCATCTATCTGTCTGTCTATCTG ACCCACCTACCTACCCATCT CCATGAAGTCTGTCTTTGCGT 29 20 12 20 145 21 58,975 58,854 29,000 52,400 3,170,878 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 12 6 175 TGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtct TGTCTGTCTATCTGTGGGCC GCGACAGAGACACAAGAGGA 6 85 35 20 209 20 58,805 59,401 58,000 37,100 1,793,677 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 13 6 112 CTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtcCTGTCTGTCTATCTGTGGGCC CCATGAAGTCTGTCTTTGCGT 6 20 34 21 145 21 59,862 58,854 58,000 52,400 3,284,214 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 13 6 176 CTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtcCTGTCTGTCTATCTGTGGGCC GCGACAGAGACACAAGAGGA 6 85 34 21 209 20 59,862 59,401 58,000 37,100 1,736,434 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1119:30452:45558 1 61 44 8 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTAT NA 0 0 13 6 177 CTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtcCTGTCTGTCTATCTGTGGGCC CGCGACAGAGACACAAGAGG 6 86 34 21 210 20 59,862 60,731 58,000 36,900 1,868,706 B 216 TATGTCTATCTACCCACCTACCTACCCATCTATCTGTCTGTCTATCTGTGGGCCTTTCTTtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctaTCTGTCTATCTTCCTTTTCAACGCAAAGACAGACTTCATGGTACAAGGACAATTCCTGTCTTGTTCTGTCTACCGTTTGTATCTGTCCTCTTGTGTCTCTGTCGCGctctct

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 1 1 10 56 244 ACCATCCTTCAACACATGCAACAATCCATCCTCCATGACCATCCTTCAACACATGCA GGGTGGTTGAATGTGTAGATGC 56 94 16 20 259 22 57,709 59,576 39,600 39,100 4,714,747 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 10 53 243 CCATCCTTCAACACATGCAACAATCCATCCTCCATGCCCATCCTTCAACACATGCAACA GGGTGGTTGAATGTGTAGATGC 53 94 17 22 259 22 59,703 59,576 33,300 39,100 4,720,290 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 10 32 220 TCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACC TCCATCCTCCATGCAACCTT GGGTGGTTGAATGTGTAGATGC 32 94 40 20 259 22 58,998 59,576 35,000 39,100 3,425,608 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 11 5 189 ACGTGCAACCATCCATTCATTAATTcatccatccatccat ACGTGCAACCATCCATTCAT GGTTGAATGTGTAGATGCATGCA 5 89 67 20 255 23 58,162 59,871 25,700 39,600 4,967,225 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 11 5 194 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCAT GGGTGGTTGAATGTGTAGATGC 5 94 66 21 259 22 59,526 59,576 25,700 39,100 3,897,215 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 12 56 246 CAACCATCCTTCAACACATGCAACAATCCATCCTCCACAACCATCCTTCAACACATGCA GGGTGGTTGAATGTGTAGATGC 56 94 14 22 259 22 59,703 59,576 39,600 39,100 4,720,290 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 12 6 189 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA GTTGAATGTGTAGATGCATGCA 6 89 66 20 254 22 59,120 57,640 25,700 39,600 5,240,413 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 12 6 193 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA GGTGGTTGAATGTGTAGATGCA 6 93 66 20 258 22 59,120 58,919 25,700 39,600 3,961,503 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 12 6 194 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA GGGTGGTTGAATGTGTAGATGC 6 94 66 20 259 22 59,120 59,576 25,700 39,100 3,303,980 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 13 6 187 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA TGAATGTGTAGATGCATGCATGA 6 86 66 20 252 23 59,120 58,799 25,700 30,700 5,081,315 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 13 3 104 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA TGGATTGATGGATGCTTGAATGC 6 3 66 20 169 23 59,120 59,931 25,700 35,600 3,949,457 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 22 145 CCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCACCATCCTCCATGCAACCTTG TCGATGCATGGATGAATGGA 31 22 41 20 185 20 58,891 57,065 36,100 34,100 4,043,662 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 22 146 TCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACC TCCATCCTCCATGCAACCTT TCGATGCATGGATGAATGGA 32 22 40 20 185 20 58,998 57,065 35,000 34,100 3,936,955 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 22 153 GCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGGCAACAATCCATCCTCCATGC TCGATGCATGGATGAATGGA 38 22 33 21 185 20 59,932 57,065 40,600 34,100 4,003,013 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 7 121 aCACGTGCAACCATCCATTCATTAATTcatccatccatccACACGTGCAACCATCCATTC TCGATGCATGGATGAATGGA 7 22 65 20 185 20 59,119 57,065 26,700 34,100 3,816,004 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 7 195 aCACGTGCAACCATCCATTCATTAATTcatccatccatccACACGTGCAACCATCCATTC GGGTGGTTGAATGTGTAGATGC 7 94 65 20 259 22 59,119 59,576 26,700 39,100 3,304,656 F 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 6 120 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA TCGATGCATGGATGAATGGA 6 22 66 20 185 20 59,120 57,065 25,700 34,100 3,815,327 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:11079:42481 1 92 52 7 1.5 ACAT CATCCATCCATCCATCCATCCATCCATACATACATACNA 0 0 14 6 123 CACGTGCAACCATCCATTCATTAATTcatccatccatccaCACGTGCAACCATCCATTCA TGATCGATGCATGGATGAATGG 6 23 66 20 188 22 59,120 58,921 25,700 31,600 3,959,278 B 265 CCATCCAACTCTTCAACCATCCTTCAACACATGCAACAATCCATCCTCCATGCAACCTTGaaaaaCACGTGCAACCATCCATTCATTAATTcatccatccatccatccatccatccatacatacatacatacatacatacataCATGCATTCAAGCATCCATCAATCCATTCATCCATGCATCGATCAAAGAGTAATTCATCTATGAAGACATGCAATAATCAATGCATTCATGCATGCATCTACACATTCAACCACCCCTCAAG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 14 17 139 TGGAATGTCATGTGTTGGAGTGTAATGTTATGGAA TGGAATGTCATGTGTTGGAGTG TCCGTTCCATTCCACGACAT 17 45 61 22 199 20 58,852 59,389 35,100 30,600 3,759,612 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 14 17 140 TGGAATGTCATGTGTTGGAGTGTAATGTTATGGAA TGGAATGTCATGTGTTGGAGTG TTCCGTTCCATTCCACGACA 17 46 61 22 200 20 58,852 59,607 35,100 43,500 3,541,861 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 14 16 138 GGAATGTCATGTGTTGGAGTGTAATGTTATGGAAA GGAATGTCATGTGTTGGAGTGT TCCGTTCCATTCCACGACAT 16 45 62 22 199 20 58,851 59,389 35,500 30,600 3,760,396 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 14 16 139 GGAATGTCATGTGTTGGAGTGTAATGTTATGGAAA GGAATGTCATGTGTTGGAGTGT TTCCGTTCCATTCCACGACA 16 46 62 22 200 20 58,851 59,607 35,500 43,500 3,542,644 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 14 16 140 TGGAATGTCATGTGTTGGAGTGTAATGTTATGGAA TGGAATGTCATGTGTTGGAGTGT TTCCGTTCCATTCCACGACA 16 46 61 23 200 20 60,435 59,607 35,500 43,500 3,828,330 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 17 21 145 TGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATTGTCATGGAATGTCATGTGTTGG TTCCGTTCCATTCCACGACA 21 46 56 23 200 20 59,493 59,607 37,700 43,500 3,900,292 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 46 195 TGGAATGTAATGTCATGGAATGGTTTGTAATATAATTGGAATGTAATGTCATGGAATGGT TTCCGTTCCATTCCACGACA 70 46 6 24 200 20 58,482 59,607 35,500 43,500 5,911,372 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 45 194 TGGAATGTAATGTCATGGAATGGTTTGTAATATAATTGGAATGTAATGTCATGGAATGGT TCCGTTCCATTCCACGACAT 70 45 6 24 199 20 58,482 59,389 35,500 30,600 6,129,124 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:1407:73088_ 1 100 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 22 46 200 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATTGTCATGGAATGTAATGTCATGGA TTCCGTTCCATTCCACGACA 75 46 1 24 200 20 58,246 59,607 34,100 43,500 6,147,164 A 218 TGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGTTATGGATTAGAATGTCATAGAATGGAATGTCGTGGAATGGAACGGAATGTGATGTCACAGAATGG

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 1 1 3 59 217 GAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGGAAAGCAGCAGCAGGTTCG CGGCGGTTAAATGAAGCCTG 85 59 12 19 228 20 59,791 59,901 39,500 48,500 1,307,343 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 3 45 177 TGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAG TGTCTTGTGCCAGGCAGAG CGGCGGTTAAATGAAGCCTG 45 59 52 19 228 20 59,928 59,901 33,500 48,500 1,170,715 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 3 15 133 TGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAG TGTCTTGTGCCAGGCAGAG GTATTGTCAATCGCCGCTCC 45 15 52 19 184 20 59,928 59,418 33,500 47,000 1,653,992 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 4 45 178 GTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGA GTGTCTTGTGCCAGGCAGAG CGGCGGTTAAATGAAGCCTG 45 59 51 20 228 20 61,233 59,901 33,500 48,500 1,332,013 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 4 14 132 TGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAG TGTCTTGTGCCAGGCAGAG TATTGTCAATCGCCGCTCCC 45 14 52 19 183 20 59,928 60,532 33,500 43,000 1,603,961 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 5 46 178 GTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGA GTGTCTTGTGCCAGGCAGA CGGCGGTTAAATGAAGCCTG 46 59 51 19 228 20 60,228 59,901 42,600 48,500 1,326,671 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 5 14 133 GTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGA GTGTCTTGTGCCAGGCAGA TATTGTCAATCGCCGCTCCC 46 14 51 19 183 20 60,228 60,532 42,600 43,000 1,759,917 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 7 59 225 ggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGC GGAGGAGGGAAAGCAGCAG CGGCGGTTAAATGAAGCCTG 93 59 4 19 228 20 60,078 59,901 42,400 48,500 1,176,587 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:14133:25798 1 116 34 8 1.5 CCG CGGCGGCGGCGGCGGCGGCGGCGGGGGCGGCGGNA 0 0 7 59 227 gaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGG GAGGAGGAGGGAAAGCAGC CGGCGGTTAAATGAAGCCTG 95 59 2 19 228 20 59,777 59,901 52,500 48,500 1,321,940 F 233 ggaggaggaGGGAAagcagcagcAGGTTCGGTTGCGGGGCGGCGCGGCGCGTGTCTTGTGCCAGGCAGAGGCGGCaaaaaCGAGAGGGGAGAGCGCGAGCGCCGGAGGTGGGTGTcggcggcggcggcggcggcggcggGggcggcggcgggggggggggggggggAGCGGCGATTGACAATACACTTTTAAAACATTTTAAAACGTTCAGGCTTCATTTAACCGCCGGAACA

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 1 1 3 66 232 GGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGGGCTGCGAAGAACCCGTC GTCGCTGGCTTTGTAGTGC 66 105 22 18 253 19 61,119 59,502 47,900 44,000 4,616,818 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 3 64 230 CTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAgCTGCGAAGAACCCGTCCC GTCGCTGGCTTTGTAGTGC 64 105 24 18 253 19 60,434 59,502 44,600 44,000 3,932,081 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 4 65 231 GCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAGCTGCGAAGAACCCGTCC GTCGCTGGCTTTGTAGTGC 65 105 23 18 253 19 61,119 59,502 47,900 44,000 4,616,818 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 6 2 170 CGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccg CGCACATCATCATCCTCGCC GTCGCTGGCTTTGTAGTGC 2 105 84 20 253 19 61,563 59,502 55,400 44,000 3,061,156 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 6 1 169 GCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccGCACATCATCATCCTCGCCC GTCGCTGGCTTTGTAGTGC 1 105 85 20 253 19 61,233 59,502 61,300 44,000 2,731,007 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 6 0 168 CAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccg CACATCATCATCCTCGCCCT GTCGCTGGCTTTGTAGTGC 0 105 86 20 253 19 59,604 59,502 51,900 44,000 1,893,407 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 9 84 251 GGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGGGAGGAAGAGATGGTGGC GTCGCTGGCTTTGTAGTGC 84 105 3 19 253 19 59,471 59,502 50,100 44,000 3,027,031 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 9 83 250 GGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGGGAGGAAGAGATGGTGGCG GTCGCTGGCTTTGTAGTGC 83 105 4 19 253 19 59,855 59,502 56,900 44,000 2,642,657 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:17127:5739_ 1 106 24 8 1 CCG CGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 9 82 249 GAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGT GAGGAAGAGATGGTGGCGG GTCGCTGGCTTTGTAGTGC 82 105 5 19 253 19 59,855 59,502 61,300 44,000 2,642,657 F 253 CGGGGAGGAAGAGATGGTGGCGGCTGCGAAGAACCCGTCCCCGCCGGGCCCGGAGGAggcggcggcgggggAGGCAGTCGCCGCGCAcatcatcatCCTCGCCCTcgccgccgccgccgccgccgccgcCTCCTCGTCCCCGCGCACcgggcgggcgggcgggcgcgcgCCCTCACAGCCTCCGCCAACGACgccggccggccgGAGCGGCGGCCTCGGGCGCCCGCAGCgggggCACTACAAAGCCAGCGAC

ST‐E00142:460:H2K7HCCXY:6:1120:18720:21895 1 47 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 22 0 90 aatggaatAGAATGTAATGGATGCCAAGATGGATGG AATGGAATAGAATGTAATGGATGCCA CCAACCATCCACCTTGGCA 10 0 11 26 100 19 58,988 60,229 49,200 49,200 8,240,825 F 100 GAAggaatggaatggaatAGAATGTAATGGATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGGTGGATGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1120:18720:21895 1 47 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 23 0 91 gaatggaatAGAATGTAATGGATGCCAAGATGGATGGGAATGGAATAGAATGTAATGGATGCCA CCAACCATCCACCTTGGCA 10 0 10 27 100 19 59,823 60,229 49,200 49,200 8,406,047 F 100 GAAggaatggaatggaatAGAATGTAATGGATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGGTGGATGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1120:18720:21895 1 47 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 23 0 93 tggaatggaatAGAATGTAATGGATGCCAAGATGGAT TGGAATGGAATAGAATGTAATGGATGC CCAACCATCCACCTTGGCA 12 0 8 27 100 19 59,823 60,229 39,100 49,200 8,406,047 F 100 GAAggaatggaatggaatAGAATGTAATGGATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGGTGGATGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 1 1 4 45 189 ACGTGACAAATAAGAATACATTCCAGTATCTATGTAACGTGACAAATAAGAATACATTCCAGT ACTTTGATTCGTGCGACATTTG 45 61 87 27 275 22 59,394 58,445 40,000 23,200 11,160,980 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 4 45 189 ACGTGACAAATAAGAATACATTCCAGTATCTATGTAACGTGACAAATAAGAATACATTCCAGT ACTTTGATTCGTGCGACATTTGA 45 60 87 27 275 23 59,394 59,750 40,000 26,900 10,856,255 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 5 68 250 TGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGa TGGAAGGAATGAATTGCATTTCCA CTGTCCACTTTGATTCGTGCG 103 68 32 24 281 21 59,469 60,136 35,300 53,400 5,667,591 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 5 61 205 ACGCAGTTTAACGTGACAAATAAGAATACATTCCAGACGCAGTTTAACGTGACAAAT CTGTCCACTTTGATTCGTGCG 61 68 77 21 281 21 57,044 60,136 23,200 53,400 5,092,024 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 6 68 249 TGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGa TGGAAGGAATGAATTGCATTTCCA TGTCCACTTTGATTCGTGCG 103 68 32 24 280 20 59,469 59,135 35,300 53,400 5,396,450 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 6 65 246 TGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGa TGGAAGGAATGAATTGCATTTCCA CCACTTTGATTCGTGCGACA 103 65 32 24 277 20 59,469 59,135 35,300 43,500 5,396,450 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 6 61 201 ACGCAGTTTAACGTGACAAATAAGAATACATTCCAGACGCAGTTTAACGTGACAAAT CCACTTTGATTCGTGCGACA 61 65 77 21 277 20 57,044 59,135 23,200 43,500 4,820,883 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 6 61 204 ACGCAGTTTAACGTGACAAATAAGAATACATTCCAGACGCAGTTTAACGTGACAAAT TGTCCACTTTGATTCGTGCG 61 68 77 21 280 20 57,044 59,135 23,200 53,400 4,820,883 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19299:65898 1 159 34 8 1.5 AAT ATAATAATAGTAATAATAATAATAATAATAATAA NA 0 0 8 45 189 CGTGACAAATAAGAATACATTCCAGTATCTATGTAT CGTGACAAATAAGAATACATTCCAGT CACTTTGATTCGTGCGACAT 45 64 88 26 276 20 58,025 57,119 40,000 30,600 10,855,497 F 282 ACCAATTAGTACGTTGTCCAATTCTTTTCCTTGGAAGGAATGAATTGCATTTCCACaaaaaaaGGGaaaaaGAAACACGCAGTTTAACGTGACAAATAAGAATACATTCCAGTATCTATGTATCATCaaaaatgatgatgaTATAAATAACAACGACTataataataGtaataataataataataataataaTGATAACGGaaaaaTTATCTCCATTTATCATTAATCAAAATGCTGCAGAGCAAAATATTTTCAAATGTCGCACGAATCAAAGTGGACAGC

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 1 1 4 96 269 CGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTG CGACAGTGGGCTTTAGCTGA GGGATGCTGAGGCCAACTTT 103 96 14 20 282 20 60,037 60,613 42,600 26,600 0.650337 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 6 96 270 TCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGTCGACAGTGGGCTTTAGCTG GGGATGCTGAGGCCAACTTT 104 96 13 20 282 20 60,037 60,613 42,400 26,600 0.650337 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 6 96 272 ACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAA ACTCGACAGTGGGCTTTAGC GGGATGCTGAGGCCAACTTT 106 96 11 20 282 20 60,037 60,613 30,900 26,600 0.650244 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 6 27 200 CGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTG CGACAGTGGGCTTTAGCTGA GGCAATCAAACCTGAGACCC 103 27 14 20 213 20 60,037 58,823 42,600 44,600 1,214,726 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 6 27 201 TCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGTCGACAGTGGGCTTTAGCTG GGCAATCAAACCTGAGACCC 104 27 13 20 213 20 60,037 58,823 42,400 44,600 1,214,726 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 6 27 203 ACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAA ACTCGACAGTGGGCTTTAGC GGCAATCAAACCTGAGACCC 106 27 11 20 213 20 60,037 58,823 30,900 44,600 1,214,633 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 8 10 107 GTTCCCTCAGTGACTGGGTGAATAACTGTCtaataat GTTCCCTCAGTGACTGGGTG GGCAATCAAACCTGAGACCC 10 27 107 20 213 20 59,965 58,823 46,100 44,600 1,212,858 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 8 10 176 GTTCCCTCAGTGACTGGGTGAATAACTGTCtaataat GTTCCCTCAGTGACTGGGTG GGGATGCTGAGGCCAACTTT 10 96 107 20 282 20 59,965 60,613 46,100 26,600 0.648469 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 10 9 106 TTCCCTCAGTGACTGGGTGAATAACTGTCtaataataaTTCCCTCAGTGACTGGGTGA GGCAATCAAACCTGAGACCC 9 27 108 20 213 20 60,105 58,823 40,200 44,600 1,282,595 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 10 9 175 TTCCCTCAGTGACTGGGTGAATAACTGTCtaataataaTTCCCTCAGTGACTGGGTGA GGGATGCTGAGGCCAACTTT 9 96 108 20 282 20 60,105 60,613 40,200 26,600 0.718206 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 10 8 105 TCCCTCAGTGACTGGGTGAATAACTGTCtaataataat TCCCTCAGTGACTGGGTGAA GGCAATCAAACCTGAGACCC 8 27 109 20 213 20 60,105 58,823 31,800 44,600 1,282,595 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:19481:36364 1 137 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NA 0 0 10 8 174 TCCCTCAGTGACTGGGTGAATAACTGTCtaataataat TCCCTCAGTGACTGGGTGAA GGGATGCTGAGGCCAACTTT 8 96 109 20 282 20 60,105 60,613 31,800 26,600 0.718206 A 285 TTCCAGCACAACTCGACAGTGGGCTTTAGCTGATCTCAGGTAGAACTGCTTTTGGAGCTTCTCTGCTTAAGCTACACAGAAATAGTCATGTGAACATTTTGAGAATGTTCCCTCAGTGACTGGGTGAATAACTGTCtaataataataataataataataataataaTGGTATGATACTACACCATATAGACCTGGGTCTCAGGTTTGATTGCCACTCTGTAGTGAGTTAACTGATCTCTATCATGGCAACCATTGTGGTTCTAAAGTTGGCCTCAGCATCCCTGG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 1 1 4 11 142 AAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTAAAAGTCTTAGTTGCCGTTAAGTC TGAAGTTATCAAAGAAACTTTAACCCT 18 11 144 23 285 27 57,081 57,584 30,100 43,400 15,335,555 B 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 179 TTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAATTGTTGCTCCCTGATGTCGT TGAAGTTATCAAAGAAACTTTAACCCT 58 11 107 20 285 27 59,604 57,584 43,400 43,400 9,812,719 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 180 TTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGATTTGTTGCTCCCTGATGTCGT TGAAGTTATCAAAGAAACTTTAACCCT 58 11 106 21 285 27 60,203 57,584 43,400 43,400 10,619,042 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 181 GTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGGTTTGTTGCTCCCTGATGTCG TGAAGTTATCAAAGAAACTTTAACCCT 59 11 105 21 285 27 59,802 57,584 43,500 43,400 10,614,004 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 199 CCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGCCACAAGTGAAGCAAATTGTTTGT TGAAGTTATCAAAGAAACTTTAACCCT 74 11 87 24 285 27 59,369 57,584 28,300 43,400 14,047,224 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 200 ACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGAT ACCACAAGTGAAGCAAATTGTT TGAAGTTATCAAAGAAACTTTAACCCT 77 11 86 22 285 27 57,530 57,584 28,300 43,400 13,886,617 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 201 AACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGAAACCACAAGTGAAGCAAATTGT TGAAGTTATCAAAGAAACTTTAACCCT 78 11 85 22 285 27 57,530 57,584 27,100 43,400 13,886,617 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 247 TCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATTCTTGCTAGTGATGCCCGC TGAAGTTATCAAAGAAACTTTAACCCT 127 11 39 19 285 27 60,153 57,584 61,300 43,400 10,569,653 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 249 GGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAG GGTCTTGCTAGTGATGCCCG TGAAGTTATCAAAGAAACTTTAACCCT 128 11 37 20 285 27 60,812 57,584 61,300 43,400 10,227,900 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 11 250 TGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGTGGTCTTGCTAGTGATGCCC TGAAGTTATCAAAGAAACTTTAACCCT 129 11 36 20 285 27 59,747 57,584 53,600 43,400 9,669,327 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 9 130 GCCGTTAAGTCctctctCGCGATGTATTTtagtagtagta GCCGTTAAGTCCTCTCTCGC TGAAGTTATCAAAGAAACTTTAACCCT 9 11 156 20 285 27 60,526 57,584 50,300 43,400 9,942,165 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 4 8 129 CCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagt CCGTTAAGTCCTCTCTCGCG TGAAGTTATCAAAGAAACTTTAACCCT 8 11 157 20 285 27 60,248 57,584 58,700 43,400 9,664,418 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:21349:40196 1 185 63 21 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 5 7 128 CGTTAAGTCctctctCGCGATGTATTTtagtagtagtagta CGTTAAGTCCTCTCTCGCGA TGAAGTTATCAAAGAAACTTTAACCCT 7 11 158 20 285 27 59,274 57,584 58,700 43,400 10,141,970 F 290 ATGACTTAGCATGTTCAGTTCAAGGTCACTTATGTTGGTCTTGCTAGTGATGCCCGCGTCCCCTAAGAAAGAATGAATAAAATAAACCACAAGTGAAGCAAATTGTTTGTTGCTCCCTGATGTCGTAtttttGGGAGATATGAAAAGTCTTAGTTGCCGTTAAGTCctctctCGCGATGTATTTtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagtagTATCAATAAATAGGGTTAAAGTTTCTTTGATAACTTCAAAGAG

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 8 117 GGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCGGAGGATTCCCGGGTTGG CTTCTGATGGAGGCCGCC 52 8 142 18 258 18 59,404 60,203 37,700 61,300 4,798,781 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 8 128 ttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCTTAAACTGCTGGGAGGATTCC CTTCTGATGGAGGCCGCC 60 8 131 21 258 18 57,634 60,203 30,100 61,300 5,569,177 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 8 151 CGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGCGTTTCCCATCCAGCCTCAA CTTCTGATGGAGGCCGCC 84 8 108 20 258 18 60,322 60,203 30,200 61,300 2,525,582 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 8 156 AGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTAGAGACGTTTCCCATCCAGC CTTCTGATGGAGGCCGCC 89 8 103 20 258 18 59,749 60,203 48,500 61,300 2,453,639 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 9 118 GGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCGGAGGATTCCCGGGTTGG GCTTCTGATGGAGGCCGC 52 9 142 18 259 18 59,404 60,899 37,700 65,300 5,494,994 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 9 193 ATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAATGGAGGCTCTTAAGTGGCG GCTTCTGATGGAGGCCGC 125 9 67 20 259 18 59,821 60,899 56,900 65,300 3,078,338 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 8 153 GACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGGACGTTTCCCATCCAGCCTC CTTCTGATGGAGGCCGCC 86 8 106 20 258 18 60,745 60,203 47,000 61,300 2,947,896 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 8 192 ATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAATGGAGGCTCTTAAGTGGCG CTTCTGATGGAGGCCGCC 125 8 67 20 258 18 59,821 60,203 56,900 61,300 2,382,125 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 8 242 TTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTG TTTATGCTGGGTCTGGTGAGG CTTCTGATGGAGGCCGCC 174 8 17 21 258 18 59,718 60,203 38,600 61,300 3,484,992 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 9 242 TTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGC TTATGCTGGGTCTGGTGAGG GCTTCTGATGGAGGCCGC 174 9 18 20 259 18 59,088 60,899 38,600 65,300 3,811,108 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 8 241 TTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGC TTATGCTGGGTCTGGTGAGG CTTCTGATGGAGGCCGCC 174 8 18 20 258 18 59,088 60,203 38,600 61,300 3,114,895 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:23368:57196 1 212 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 8 8 190 GGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGGGAGGCTCTTAAGTGGCGAA CTTCTGATGGAGGCCGCC 123 8 69 20 258 18 59,751 60,203 47,000 61,300 2,452,524 F 272 TCCCAACCTCTGTGATTTTATGCTGGGTCTGGTGAGGCCTTGGACGGCCTGCCTGCCCTTGCGCCAATGGAGGCTCTTAAGTGGCGAATTATTGACCACTTAAGAGACGTTTCCCATCCAGCCTCAAtttttAAACTGCTGGGAGGATTCCCGGGTTggggggAGGCCTGAAAATGCCGGTGTTTATCCCTAAGGTGGAGTTGGAGGTGGAggtggtggtggtggtggtggtgggggCAGGGCGGCCTCCATCAGAAGcccccTTCTAACTT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 1 1 4 3 181 TGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTT TGTTGGTGCAGACTCGATGG CAGCGGAGGGTCCTTCAAAT 117 3 94 20 274 20 60,321 60,035 35,100 23,200 0.355739 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 3 189 TTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAG TTCTCACGTGTTGGTGCAGA CAGCGGAGGGTCCTTCAAAT 125 3 86 20 274 20 59,823 60,035 42,600 23,200 0.211966 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 3 191 GTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGA GTTTCTCACGTGTTGGTGCA CAGCGGAGGGTCCTTCAAAT 127 3 84 20 274 20 59,270 60,035 45,700 23,200 0.765320 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 3 242 CAAAGCTATGGGCCAAGTGCTGGTAAATGGGATta CAAAGCTATGGGCCAAGTGC CAGCGGAGGGTCCTTCAAAT 178 3 33 20 274 20 59,826 60,035 44,000 23,200 0.209217 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 2 188 TTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAG TTCTCACGTGTTGGTGCAGA AGCGGAGGGTCCTTCAAATC 125 2 86 20 273 20 59,823 59,747 42,600 21,700 0.430237 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 0 239 CAAAGCTATGGGCCAAGTGCTGGTAAATGGGATta CAAAGCTATGGGCCAAGTGC CGGAGGGTCCTTCAAATCGA 178 0 33 20 271 20 59,826 59,465 44,000 35,900 0.709497 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 6 3 241 AAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggAAAGCTATGGGCCAAGTGCT CAGCGGAGGGTCCTTCAAAT 177 3 34 20 274 20 59,960 60,035 44,000 23,200 0.075260 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 6 2 240 AAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggAAAGCTATGGGCCAAGTGCT AGCGGAGGGTCCTTCAAATC 177 2 34 20 273 20 59,960 59,747 44,000 21,700 0.293531 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 6 0 238 AAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggAAAGCTATGGGCCAAGTGCT CGGAGGGTCCTTCAAATCGA 177 0 34 20 271 20 59,960 59,465 44,000 35,900 0.575539 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 7 3 108 ACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGT ACTGACTTCCTCCTCCTCCTC CAGCGGAGGGTCCTTCAAAT 43 3 167 21 274 20 59,993 60,035 37,100 23,200 1,041,694 F 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 9 3 107 CTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTT CTGACTTCCTCCTCCTCCTCA CAGCGGAGGGTCCTTCAAAT 42 3 168 21 274 20 59,993 60,035 38,600 23,200 1,041,575 F 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 9 3 124 TCTGTGATTCTTTGACACTGACTtcctcctcctccTCATC TCTGTGATTCTTTGACACTGACT CAGCGGAGGGTCCTTCAAAT 57 3 151 23 274 20 57,718 60,035 34,100 23,200 5,317,111 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 9 2 123 TCTGTGATTCTTTGACACTGACTtcctcctcctccTCATC TCTGTGATTCTTTGACACTGACT AGCGGAGGGTCCTTCAAATC 57 2 151 23 273 20 57,718 59,747 34,100 21,700 5,535,382 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 10 3 106 TGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTG TGACTTCCTCCTCCTCCTCA CAGCGGAGGGTCCTTCAAAT 42 3 169 20 274 20 58,915 60,035 38,600 23,200 1,119,922 F 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:24231:23811 1 231 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 10 3 125 TTCTGTGATTCTTTGACACTGACTtcctcctcctccTCAT TTCTGTGATTCTTTGACACTGACT CAGCGGAGGGTCCTTCAAAT 57 3 150 24 274 20 58,325 60,035 34,100 23,200 5,709,581 B 285 ACCTGGATGAGCACTTGGCACATCATAACATTCAAAGCTATGGGCCAAGTGCTGGTAAATGGGATtaggtaggtaggTCAGGTGTTTCTCACGTGTTGGTGCAGACTCGATGGGCCGAAGAGTCTCTTCTGCACtgtgtgATTCTGTGATTCTGTGATTCTTTGACACTGACTtcctcctcctccTCATCTtcctcctccTCAGAGGTTGGAGCTCTGCCCATGGCCCCGtcatcatcatcatcatcatcaTCGATTTGAAGGACCCTCCGCTGCGCAATTTTGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 1 1 11 0 201 ATTGCACTTCCAGTGGTGGtatttatttatttatttatttattt ATTGCACTTCCAGTGGTGG ACCTCTAGTGGTGCTAACATTT 0 128 3 19 203 22 57,959 57,090 46,100 23,200 7,951,423 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 12 0 202 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG ACCTCTAGTGGTGCTAACATTT 0 128 2 20 203 22 57,801 57,090 46,100 23,200 7,109,285 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 12 0 214 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG AGTTGTTGTTGCACCTCTAGT 0 141 2 20 215 21 57,801 57,439 46,100 25,700 5,759,463 F 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 12 0 215 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG AAGTTGTTGTTGCACCTCTAGT 0 141 2 20 216 22 57,801 58,114 46,100 25,700 6,084,950 F 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 13 0 203 TTATTGCACTTCCAGTGGTGGtatttatttatttatttattta TTATTGCACTTCCAGTGGTGG ACCTCTAGTGGTGCTAACATTT 0 128 1 21 203 22 58,486 57,090 46,100 23,200 7,424,211 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 13 0 215 TTATTGCACTTCCAGTGGTGGtatttatttatttatttattta TTATTGCACTTCCAGTGGTGG AGTTGTTGTTGCACCTCTAGT 0 141 1 21 215 21 58,486 57,439 46,100 25,700 6,074,390 F 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 14 0 100 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG TGGGCGATAAATGCTGGCTT 0 28 2 20 101 20 57,801 60,396 46,100 43,500 2,594,413 A 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 14 0 101 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG ATGGGCGATAAATGCTGGCT 0 29 2 20 102 20 57,801 60,179 46,100 47,500 2,377,808 A 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 14 0 102 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG GATGGGCGATAAATGCTGGC 0 30 2 20 103 20 57,801 59,758 46,100 48,500 2,440,844 A 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 14 0 158 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG TGTGGGTATCACTGGCAAGG 0 86 2 20 159 20 57,801 59,672 46,100 36,100 2,526,751 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 14 0 163 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG CGGGATGTGGGTATCACTGG 0 91 2 20 164 20 57,801 59,893 46,100 40,000 2,305,535 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:26900:9308_ 1 22 32 8 1 AAAT TATTTATTTATTTATTTATTTATTTATTTATT NA 0 0 16 0 162 TATTGCACTTCCAGTGGTGGtatttatttatttatttatttat TATTGCACTTCCAGTGGTGG GGGATGTGGGTATCACTGGC 0 90 2 20 163 20 57,801 60,179 46,100 48,500 2,377,845 B 229 TTATTGCACTTCCAGTGGTGGtatttatttatttatttatttatttatttattCATTCATGGGATGTGGGTGTCGCTGGCAAAGCCAGCATTTATCGCCCATCCCTTCAGGGCAATTAGGAATGGGCAatatatGCTGGCCTTGCCAGTGATACCCACATCCCGTGAACGAATAAGTTTTAAAATGTTAGCACCACTAGAGGTGcaacaacaaCTTAGATTTTGATAGT

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 1 1 16 4 103 CACCCACTCCCACTCCCACGCCCActcccgctcccgctcc CACCCACTCCCACTCCCA TGAACTTTGAAATAAATAGAGGAGTGT 6 4 39 18 141 27 60,529 57,207 43,700 35,500 12,322,395 A 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 16 4 121 ctcccactcccactCCCACACCCACTCCCACTCCCACGCCCTCCCACTCCCACTCCCA TGAACTTTGAAATAAATAGAGGAGTGT 24 4 21 18 141 27 59,877 57,207 43,700 35,500 11,915,988 F 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 16 2 101 CACCCACTCCCACTCCCACGCCCActcccgctcccgctcc CACCCACTCCCACTCCCA AACTTTGAAATAAATAGAGGAGTGTCA 6 2 39 18 139 27 60,529 57,207 43,700 35,800 12,322,395 A 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 16 2 119 ctcccactcccactCCCACACCCACTCCCACTCCCACGCCCTCCCACTCCCACTCCCA AACTTTGAAATAAATAGAGGAGTGTCA 24 2 21 18 139 27 59,877 57,207 43,700 35,800 11,915,988 F 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 16 1 100 CACCCACTCCCACTCCCACGCCCActcccgctcccgctcc CACCCACTCCCACTCCCA ACTTTGAAATAAATAGAGGAGTGTCAA 6 1 39 18 138 27 60,529 57,207 43,700 31,800 12,322,395 A 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 16 1 118 ctcccactcccactCCCACACCCACTCCCACTCCCACGCCCTCCCACTCCCACTCCCA ACTTTGAAATAAATAGAGGAGTGTCAA 24 1 21 18 138 27 59,877 57,207 43,700 31,800 11,915,988 F 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28107:35801 1 63 48 8 1 AGCGGG CTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCTCCCGCNA 0 0 18 2 141 CACTCCCACTCCCACGcccactcccactcccactCCCACACCACTCCCACTCCCACGCC TGAACTTTGAAATAAATAGAGGAGTGT 2 4 43 18 141 27 62,395 57,207 56,800 35,500 14,187,971 F 146 CACTCCCACTCCCACGcccactcccactcccactCCCACACCCACTCCCACTCCCACGCCCActcccgctcccgctcccgctcccgctcccgctcccgctcccgctcccgCTTGACACTCCTCTATTTATTTCAAAGTTCATGTCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 3 57 201 AGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAAGTGGCTGCAAGTGAGCTAC GGCAGACAAGTGACAGATGGA 79 57 34 20 234 21 60,321 59,998 35,800 34,100 1,323,552 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 57 202 GAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGGAGTGGCTGCAAGTGAGCTA GGCAGACAAGTGACAGATGGA 80 57 33 20 234 21 60,037 59,998 33,200 34,100 1,039,382 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 57 199 TGGCTGCAAGTGAGCTACAATGGATGTATGAGAAT TGGCTGCAAGTGAGCTACAA GGCAGACAAGTGACAGATGGA 77 57 36 20 234 21 59,892 59,998 24,100 34,100 1,110,826 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 5 146 TGGCTGCAAGTGAGCTACAATGGATGTATGAGAAT TGGCTGCAAGTGAGCTACAA TTGGCAGGAGGGAAAGGAAG 77 5 36 20 181 20 59,892 59,594 24,100 34,600 0.513981 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 5 149 GAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGGAGTGGCTGCAAGTGAGCTA TTGGCAGGAGGGAAAGGAAG 80 5 33 20 181 20 60,037 59,594 33,200 34,600 0.442538 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 4 148 GAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGGAGTGGCTGCAAGTGAGCTA TGGCAGGAGGGAAAGGAAGA 80 4 33 20 180 20 60,037 60,476 33,200 28,700 0.512585 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 5 107 GAAGACAGACGGGTGTGACATACCATGACAGCCAAGAAGACAGACGGGTGTGACA TTGGCAGGAGGGAAAGGAAG 38 5 75 20 181 20 59,612 59,594 35,800 34,600 0.793515 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 5 108 GGAAGACAGACGGGTGTGACATACCATGACAGCCAGGAAGACAGACGGGTGTGAC TTGGCAGGAGGGAAAGGAAG 39 5 74 20 181 20 60,320 59,594 36,700 34,600 0.725226 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:28960:66144 1 133 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 4 107 GGAAGACAGACGGGTGTGACATACCATGACAGCCAGGAAGACAGACGGGTGTGAC TGGCAGGAGGGAAAGGAAGA 39 4 74 20 180 20 60,320 60,476 36,700 28,700 0.795273 A 234 TAACCTAGGTGTAGTTGTTGACAGATGTCACAGAGTGGCTGCAAGTGAGCTACAATGGATGTATGAGAATAGCGGAAGACAGACGGGTGTGACATACCATGACAGCCAAATCTCCTGGTAGGAGTAGCTACAagcagcagcagcagcagcagcagcCTTTTCTTCCTTTCCCTCCTGCCAAAATGCATCACCTCACACTCCTCTGTATTAACTTCCATCTGTCACTTGTCTGCC

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 1 1 14 9 150 AAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggAAAGTGGTGGTGCTGGTGG CAGCTCCACCACCATCAACT 9 67 2 19 151 20 60,456 59,963 46,100 31,600 1,492,890 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 14 9 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgt GAAAGTGGTGGTGCTGGTGG CAGCTCCACCACCATCAACT 9 67 1 20 151 20 61,455 59,963 46,100 31,600 1,492,687 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 16 8 91 AAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggAAAGTGGTGGTGCTGGTGG TCATCAGCTTCACCACCACC 9 8 2 19 92 20 60,456 59,963 46,100 46,100 1,492,319 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 16 8 92 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgt GAAAGTGGTGGTGCTGGTGG TCATCAGCTTCACCACCACC 9 8 1 20 92 20 61,455 59,963 46,100 46,100 1,492,115 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 17 1 142 ggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggGGTGCTGGTGGTGGTGAAG CAGCTCCACCACCATCAACT 1 67 10 19 151 20 60,899 59,963 30,200 31,600 1,935,877 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1120:6126:68183_ 1 30 35 8 1.5 ACC TGGTGGTGGTAGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 18 7 91 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgt GAAAGTGGTGGTGCTGGTGG CATCAGCTTCACCACCACCA 9 7 1 20 91 20 61,455 60,251 46,100 41,700 1,706,241 F 151 GAAAgtggtggtgCtggtggtggTGAAGCtggtggtggTAgtggtggtggtggtggtggtggtgAAGCTGTtggtggtggTGAAGCTGATGATGCTGGCGGTGGTGAAGCTGGTCGTGCTGGTGTTGATGAAGTTGAtggtggtggAGCTG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 1 1 3 0 162 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC TGCTGCGGAAATTGACTGGA 0 94 1 21 162 20 60,679 60,251 44,600 38,600 1,929,715 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 3 0 191 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC GCCAGTCGCCCAGCTTTG 0 125 1 21 191 18 60,679 61,741 44,600 27,700 5,420,507 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 1 110 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACC GCAGAGCACAGAGTCAAGGT 1 42 1 20 110 20 58,261 59,965 40,200 35,000 1,773,683 A 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 1 163 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACC GTGCTGCGGAAATTGACTGG 1 95 1 20 163 20 58,261 60,110 40,200 40,000 1,848,664 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 1 190 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACC CCAGTCGCCCAGCTTTGG 1 124 1 20 190 18 58,261 61,058 40,200 32,800 4,797,227 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 0 110 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC GCAGAGCACAGAGTCAAGGT 0 42 1 21 110 20 60,679 59,965 44,600 35,000 1,713,648 A 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 0 111 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC AGCAGAGCACAGAGTCAAGG 0 43 1 21 111 20 60,679 59,679 44,600 36,100 2,000,053 A 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 0 163 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC GTGCTGCGGAAATTGACTGG 0 95 1 21 163 20 60,679 60,110 44,600 40,000 1,788,629 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:11058:25464 1 22 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 0 190 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccacGCCAGTCCTGTGTATTGACCC CCAGTCGCCCAGCTTTGG 0 124 1 21 190 18 60,679 61,058 44,600 32,800 4,737,192 B 222 GCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCTTTCTCACGCTCCCTAACCTTGACTCTGTGCTCTGCTCTGcctcctcctGGCAGGGGTTGGTGCCTTTTCCAGTCAATTTCCGCAGCACATCGGTGTGCCAAAGCTGGGCGACTGGCGGATCTGCCTTcccccTTCACCCCGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 1 1 8 13 159 GGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAG GGAACAAGAAGGAAGAAGAGCA AGAAATGGAACCCTACCCGC 13 77 15 22 173 20 58,255 59,745 42,600 61,300 3,999,692 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 125 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA GCCAAGTTGTCCCAACACAG 13 42 14 23 138 20 59,607 59,615 42,600 36,600 3,778,006 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 126 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA TGCCAAGTTGTCCCAACACA 13 43 14 23 139 20 59,607 60,324 42,600 37,200 3,716,432 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 160 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA AGAAATGGAACCCTACCCGC 13 77 14 23 173 20 59,607 59,745 42,600 61,300 3,647,648 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 206 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA TTTCACACCCTGCCCTCTTC 13 123 14 23 219 20 59,607 59,890 42,600 28,700 3,503,102 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 207 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA GTTTCACACCCTGCCCTCTT 13 124 14 23 220 20 59,607 60,179 42,600 28,500 3,571,605 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 240 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA CAGCATTAATTTCAAATTGTCCAACA 13 151 14 23 253 26 59,607 57,914 42,600 33,300 11,478,336 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 240 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA CAGCATTAATTTCAAATTGTCCAACAG 13 150 14 23 253 27 59,607 58,775 42,600 31,600 11,617,723 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 9 13 241 AGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAA AGGAACAAGAAGGAAGAAGAGCA TCAGCATTAATTTCAAATTGTCCAACA 13 151 14 23 254 27 59,607 59,070 42,600 33,300 11,322,941 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 15 22 140 AGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAA AGAAGGAGAAGGAACAAGAAGGA AGATTTGCCAAGTTGTCCCAAC 22 46 5 23 144 22 58,765 59,635 33,600 37,700 6,600,665 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 15 22 140 AGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAA AGAAGGAGAAGGAACAAGAAGGA AGATTTGCCAAGTTGTCCCA 22 48 5 23 144 20 58,765 57,620 33,600 43,700 6,615,436 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 16 22 140 AAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCA AAGAAGGAGAAGGAACAAGAAGGA GATTTGCCAAGTTGTCCCAACA 22 45 4 24 143 22 59,339 59,898 33,600 33,300 6,763,023 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 16 4 116 AGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaaAGGAAGAAGAGCAAGAAGGAGA TGCCAAGTTGTCCCAACACA 4 43 24 22 139 20 58,484 60,324 37,100 37,200 3,839,378 A 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 16 4 150 AGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaaAGGAAGAAGAGCAAGAAGGAGA AGAAATGGAACCCTACCCGC 4 77 24 22 173 20 58,484 59,745 37,100 61,300 3,770,595 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16275:67621 1 50 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 16 4 196 AGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaaAGGAAGAAGAGCAAGAAGGAGA TTTCACACCCTGCCCTCTTC 4 123 24 22 219 20 58,484 59,890 37,100 28,700 3,626,048 F 286 CTAAAGAAGGAGAAGGAACAAGAAGGAAGAAGAGCAAGAAGGAGAAGAGgaagaagaagaagaagaagaagaagaaACATAATATTCATGCTTTTGTACCCTATGGCCCAAATTTTCACTGTGTTGGGACAACTTGGCAAATCTTTaaaaaTGGCGGGTAGGGTTCCATTTCTGACAGATCCCAATTTTGCGGGCAGGGGAAGAGGGCAGGGTGTGAAACATAAATCTGTTGGACAATTTGAAATTAATGCTGATTTCAAACATACCCCATTTTCATGTTCCAAAG

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 5 50 197 GCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACC GCTGCTTCTCCATAGCGAGT CAGTCAGGCCACTGGAGC 50 88 7 20 203 18 59,896 60,047 41,800 47,000 2,150,445 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 38 149 GCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACC GCTGCTTCTCCATAGCGAGT ACACAATGCATCCAGGTGGG 50 38 7 20 155 20 59,896 60,613 41,800 46,100 0.716670 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 51 198 AGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCAC AGCTGCTTCTCCATAGCGAG CAGTCAGGCCACTGGAGC 51 88 6 20 203 18 59,611 60,047 50,300 47,000 2,435,166 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 39 150 GCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACC GCTGCTTCTCCATAGCGAGT CACACAATGCATCCAGGTGG 50 39 7 20 156 20 59,896 59,471 41,800 46,100 0.632861 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 39 151 AGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCAC AGCTGCTTCTCCATAGCGAG CACACAATGCATCCAGGTGG 51 39 6 20 156 20 59,611 59,471 50,300 46,100 0.917583 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 32 132 GTACGAAGAGGGCCACCATCAGCATCCAGCTGCTC GTACGAAGAGGGCCACCATC CACACAATGCATCCAGGTGG 32 39 25 20 156 20 60,179 59,471 35,100 46,100 0.708005 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 6 105 CAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccac CAGCTGCTCCATGACCTCAA ACACAATGCATCCAGGTGGG 6 38 51 20 155 20 60,036 60,613 30,200 46,100 0.648457 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 6 106 CAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccac CAGCTGCTCCATGACCTCAA CACACAATGCATCCAGGTGG 6 39 51 20 156 20 60,036 59,471 30,200 46,100 0.564649 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:16853:70170 1 77 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 52 199 AAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCA AAGCTGCTTCTCCATAGCGA CAGTCAGGCCACTGGAGC 52 88 5 20 203 18 59,173 60,047 49,300 47,000 2,873,222 F 206 TGGGAAGCTGCTTCTCCATAGCGAGTACGAAGAGGGCCACCATCAGCATCCAGCTGCTCCATGACCTCAAAGTCAGcaccaccaccaccaccaccacCATCAACAGccccccGCAcccccACAGCCTGCGCCAcccccACCTGGATGCATtgtgtgCACATCCTGTGGGTGCAGTGGCAGCTGTGGCTCCAGTGGCCTGACTGTCA

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 1 1 12 4 102 TCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTCTGGAACCTCCTACCACCC GGGCTGGAGGAGGTTACAGA 26 4 136 20 237 20 60,253 60,618 46,100 34,100 0.870379 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 12 4 222 CGTTCACCACCCACTCCCCGGGCTCGCTGACCCCAC CGTTCACCACCCACTCCC GGGCTGGAGGAGGTTACAGA 148 4 16 18 237 20 59,968 60,618 43,000 34,100 2,649,892 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 12 4 223 CCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCA CCGTTCACCACCCACTCC GGGCTGGAGGAGGTTACAGA 149 4 15 18 237 20 59,968 60,618 38,500 34,100 2,649,892 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 12 4 224 CCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCC CCCGTTCACCACCCACTC GGGCTGGAGGAGGTTACAGA 150 4 14 18 237 20 59,968 60,618 35,100 34,100 2,649,892 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 12 3 101 TCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTCTGGAACCTCCTACCACCC GGCTGGAGGAGGTTACAGAG 26 3 136 20 236 20 60,253 59,173 46,100 33,500 1,079,926 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 16 4 116 CGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACCGTCCCTCCCTATCTCTGGA GGGCTGGAGGAGGTTACAGA 40 4 122 20 237 20 59,521 60,618 38,600 34,100 1,096,763 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 21 ‐7 144 CCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCC CCCTCCTGTTCAAATCCCTCC GGGCTGGAGGAGGTTACAGA ‐7 4 168 21 237 20 60,064 60,618 43,000 34,100 1,682,209 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 21 ‐8 142 CCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCC CCTCCTGTTCAAATCCCTCCC GGCTGGAGGAGGTTACAGAG ‐8 3 169 21 236 20 60,064 59,173 43,000 33,500 1,891,757 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

ST‐E00142:460:H2K7HCCXY:6:1121:24079:17184 1 182 32 8 1 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCC NA 0 0 21 ‐8 143 CCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCC CCTCCTGTTCAAATCCCTCCC GGGCTGGAGGAGGTTACAGA ‐8 4 169 21 237 20 60,064 60,618 43,000 34,100 1,682,209 F 255 TCCTAACTCACTCCCCGTTCACCACCCACTCCCCGGGCTCGCTGACCCCACACCGGCTCCCGGTCCGGCAACGCCTCGATTTTCAAATTCTGACCCTCCTGTTCAAATCCCTCCCTCACCCCGTCCCTCCCTATCTCTGGAACCTCCTACCAcccccACAATTCTCACCCTCCTGTTCAAAtccctccctccctccctccctccctccctcccTATCTCTGTAACCTCCTCCAGCCCCTACAATTCTCACCCTCC

Ctaur9 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 1 1 1 50 195 GCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGCTCTTTCTTGATAGCCTCCTCA GCAACGCAGTCAGCTGAAG 64 50 16 23 210 19 59,866 59,794 38,600 30,200 4,339,793 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 46 192 GCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGCTCTTTCTTGATAGCCTCCTCA ACGCAGTCAGCTGAAGAACA 64 46 16 23 207 20 59,866 59,895 38,600 31,800 3,238,576 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 21 152 CCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCCCTCCTCAAGAGCAAGGCTA TCTTTGTGTCTGTTGCAGCG 52 21 31 20 182 20 58,801 59,343 39,300 51,800 1,856,025 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 20 151 CCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCCCTCCTCAAGAGCAAGGCTA CTTTGTGTCTGTTGCAGCGT 52 20 31 20 181 20 58,801 59,622 39,300 50,700 1,576,970 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 20 154 TAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCTAGCCTCCTCAAGAGCAAGG CTTTGTGTCTGTTGCAGCGT 55 20 28 20 181 20 58,801 59,622 36,100 50,700 1,576,970 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 118 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT CTTTGTGTCTGTTGCAGCGT 19 20 64 20 181 20 59,899 59,622 30,100 50,700 0.478760 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 119 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT TCTTTGTGTCTGTTGCAGCG 19 21 64 20 182 20 59,899 59,343 30,100 51,800 0.757815 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 143 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT CGCAGTCAGCTGAAGAACAC 19 45 64 20 206 20 59,899 59,490 30,100 33,200 0.610862 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 144 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT ACGCAGTCAGCTGAAGAACA 19 46 64 20 207 20 59,899 59,895 30,100 31,800 0.205358 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 147 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT GCAACGCAGTCAGCTGAAGA 19 49 64 20 210 20 59,899 61,224 30,100 28,700 1,324,572 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 2 19 147 GCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAGCAACCGCAACTTGTGTTCT GCAACGCAGTCAGCTGAAG 19 50 64 20 210 19 59,899 59,794 30,100 30,200 1,306,575 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 5 46 196 TCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGG TCCAGCTCTTTCTTGATAGCCTC ACGCAGTCAGCTGAAGAACA 68 46 12 23 207 20 59,866 59,895 47,000 31,800 3,238,576 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 5 36 161 GCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTGCTAAGAAGATGAGGCGGCA ACGCAGTCAGCTGAAGAACA 36 46 47 20 207 20 60,179 59,895 56,900 31,800 0.283928 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 5 36 164 GCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTGCTAAGAAGATGAGGCGGCA GCAACGCAGTCAGCTGAAG 36 50 47 20 210 19 60,179 59,794 56,900 30,200 1,385,145 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 5 20 135 GCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTGCTAAGAAGATGAGGCGGCA CTTTGTGTCTGTTGCAGCGT 36 20 47 20 181 20 60,179 59,622 56,900 50,700 0.557330 A 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 6 50 199 TCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGG TCCAGCTCTTTCTTGATAGCCT GCAACGCAGTCAGCTGAAG 69 50 12 22 210 19 58,889 59,794 45,800 30,200 4,316,777 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 6 49 199 TCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGG TCCAGCTCTTTCTTGATAGCCT GCAACGCAGTCAGCTGAAGA 69 49 12 22 210 20 58,889 61,224 45,800 28,700 4,334,774 B 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:24170:51025 1 103 39 13 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NA 0 0 6 46 196 TCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGG TCCAGCTCTTTCTTGATAGCCT ACGCAGTCAGCTGAAGAACA 69 46 12 22 207 20 58,889 59,895 45,800 31,800 3,215,560 F 212 GGAAAATATTCTCCAGCTCTTTCTTGATAGCCTCCTCAAGAGCAAGGCTAAGAAGATGAGGCGGCAACCGCAACTTGTGTTCTATTAGGCTTAGATAGAACAttcttcttcttcttcttcttcttcttcttcttcttcttcAAGAATTCACAATCCAAGATACGCTGCAACAGACACAAAGAgtgtgtgtTCTTCAGCTGACTGCGTTGCCG

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 15 9 132 TCATGGTCTCATTCCCAcccccACCACAATGCGccccccTCATGGTCTCATTCCCACCC GGCGGAGATTAGAGGGATTGG 61 9 157 20 288 21 59,081 59,997 46,100 31,600 1,921,527 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 9 141 tCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATCAAGCCCATCATGGTCTCA GGCGGAGATTAGAGGGATTGG 70 9 148 20 288 21 58,712 59,997 32,700 31,600 2,290,732 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 9 205 GACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGGACCAGCTCCTTGTCCCTTT GGCGGAGATTAGAGGGATTGG 134 9 84 20 288 21 59,598 59,997 31,100 31,600 1,404,665 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 9 250 CTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTC CTGTTATGCAAATCCTTCTGGCT GGCGGAGATTAGAGGGATTGG 176 9 39 23 288 21 59,302 59,997 47,500 31,600 4,700,584 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 131 TCATGGTCTCATTCCCAcccccACCACAATGCGccccccTCATGGTCTCATTCCCACCC GCGGAGATTAGAGGGATTGGG 61 8 157 20 287 21 59,081 59,997 46,100 41,200 1,921,527 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 137 AGCCCATCATGGTCTCATTCCCAcccccACCACAATG AGCCCATCATGGTCTCATTCC GCGGAGATTAGAGGGATTGGG 66 8 151 21 287 21 59,855 59,997 30,100 41,200 2,147,047 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 140 tCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATCAAGCCCATCATGGTCTCA GCGGAGATTAGAGGGATTGGG 70 8 148 20 287 21 58,712 59,997 32,700 41,200 2,290,732 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 141 ttCAAGCCCATCATGGTCTCATTCCCAcccccACCACA TTCAAGCCCATCATGGTCTCA GCGGAGATTAGAGGGATTGGG 70 8 147 21 287 21 59,365 59,997 32,700 41,200 2,637,517 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 204 GACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGGACCAGCTCCTTGTCCCTTT GCGGAGATTAGAGGGATTGGG 134 8 84 20 287 21 59,598 59,997 31,100 41,200 1,404,665 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 205 TGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAA TGACCAGCTCCTTGTCCCTT GCGGAGATTAGAGGGATTGGG 135 8 83 20 287 21 60,768 59,997 39,500 41,200 1,770,765 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 249 CTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTC CTGTTATGCAAATCCTTCTGGCT GCGGAGATTAGAGGGATTGGG 176 8 39 23 287 21 59,302 59,997 47,500 41,200 4,700,584 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:29143:35590 1 238 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 15 8 251 AGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGT AGCTGTTATGCAAATCCTTCTGG GCGGAGATTAGAGGGATTGGG 178 8 37 23 287 21 59,302 59,997 38,600 41,200 4,700,584 F 289 GATTGTTGATAAGTCCAGTTACTGCTTCATTTTCTTAGCTGTTATGCAAATCCTTCTGGCTTAATAACAGGTTCTTAACTACTGACCAGCTCCTTGTCCCtttttCAATGAATGTTTGAAGTCTTAAAATTCTCTTCTTTAtttttttCAAGCCCATCATGGTCTCATTCCCAcccccACCACAATGCGcccccccTccccccAtctctcTAATCTCCACCAGCCATCAAATCCCATcaccaccaccaccaccaccacCATAcccccccAATCCCTCTAATCTCCGCCA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 3 58 243 ACCCATTTAAGGTGGTATCCAACGACAAATCTCTAC ACCCATTTAAGGTGGTATCCAA TCAGGCTAGGCACAGGAAA 58 123 7 22 249 19 57,042 58,228 35,300 31,300 7,729,708 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 3 57 243 ACCCATTTAAGGTGGTATCCAACGACAAATCTCTAC ACCCATTTAAGGTGGTATCCAAC TCAGGCTAGGCACAGGAAA 57 123 7 23 249 19 58,394 58,228 37,700 31,300 7,378,312 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 3 57 243 ACCCATTTAAGGTGGTATCCAACGACAAATCTCTAC ACCCATTTAAGGTGGTATCCAAC TCAGGCTAGGCACAGGAA 57 124 7 23 249 18 58,394 57,441 37,700 33,600 9,165,358 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 3 8 191 CTGCCTTCGACCAGAGCATACATGTTGCtgatgatgat CTGCCTTCGACCAGAGCATA TCAGGCTAGGCACAGGAAA 8 123 59 20 249 19 59,538 58,228 31,400 31,300 3,233,650 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 3 0 184 CGACCAGAGCATACATGTTGCtgatgatgatgatgatgat CGACCAGAGCATACATGTTGC TCAGGCTAGGCACAGGAAA 0 123 66 21 249 19 59,671 58,228 41,700 31,300 4,100,782 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 23 206 AAATGAGCCAAGGACCTGCCTTCGACCAGAGCATA AAATGAGCCAAGGACCTGCC TCAGGCTAGGCACAGGAAA 23 123 44 20 249 19 60,613 58,228 48,500 31,300 3,385,114 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 7 91 TGCCTTCGACCAGAGCATACATGTTGCtgatgatgatg TGCCTTCGACCAGAGCATAC AGATTCCATGCACCAGCCAT 7 23 60 20 150 20 59,824 59,739 23,900 44,000 0.436576 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 7 190 TGCCTTCGACCAGAGCATACATGTTGCtgatgatgatg TGCCTTCGACCAGAGCATAC TCAGGCTAGGCACAGGAAA 7 123 60 20 249 19 59,824 58,228 23,900 31,300 2,947,862 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 6 90 GCCTTCGACCAGAGCATACATGTTGCtgatgatgatga GCCTTCGACCAGAGCATACA AGATTCCATGCACCAGCCAT 6 23 61 20 150 20 59,824 59,739 22,900 44,000 0.436576 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 6 95 GCCTTCGACCAGAGCATACATGTTGCtgatgatgatga GCCTTCGACCAGAGCATACA ACCACAGATTCCATGCACCA 6 28 61 20 155 20 59,824 59,595 22,900 41,700 0.580958 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 6 189 GCCTTCGACCAGAGCATACATGTTGCtgatgatgatga GCCTTCGACCAGAGCATACA TCAGGCTAGGCACAGGAAA 6 123 61 20 249 19 59,824 58,228 22,900 31,300 2,947,862 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:30147:19997 1 87 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 5 189 GCCTTCGACCAGAGCATACATGTTGCtgatgatgatga GCCTTCGACCAGAGCATACAT TCAGGCTAGGCACAGGAAA 5 123 61 21 249 19 60,203 58,228 22,900 31,300 3,974,682 B 249 CAGGTCACCCATTTAAGGTGGTATCCAACGACAAATCTCTACGAAATGAGCCAAGGACCTGCCTTCGACCAGAGCATACATGTTGCtgatgatgatgatgatgatgaTAATgagagaACTGGAAATAGAAATGGCTGGTGCATGGAATCTGTGGTATCTTGCACTAGAAGGCTATTTCAAATAATTTAAGGTTTGCTGAATAGGAAACCTTCTAAATCTTCTTTGATTGTTTTCCTGTGCCTAGCCTGA

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 2 34 142 CATCCATTTCCCACACCAGCCGTACTCAATGTGGGC CATCCATTTCCCACACCAGC GGTCTACCACGTGCAGGAAA 34 47 10 20 151 20 59,180 59,966 48,500 31,300 0.853919 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 2 33 141 ATCCATTTCCCACACCAGCCGTACTCAATGTGGGCg ATCCATTTCCCACACCAGCC GGTCTACCACGTGCAGGAAA 33 47 11 20 151 20 60,325 59,966 48,500 31,300 0.358982 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 2 20 109 ACCAGCCGTACTCAATGTGGGCgagagaGTGCCAAT ACCAGCCGTACTCAATGTGG AGAGTGTAGGTTGCCACAGC 20 28 24 20 132 20 60,036 59,965 41,700 44,000 0.071846 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 2 20 128 ACCAGCCGTACTCAATGTGGGCgagagaGTGCCAAT ACCAGCCGTACTCAATGTGG GGTCTACCACGTGCAGGAAA 20 47 24 20 151 20 60,036 59,966 41,700 31,300 0.070725 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 33 140 TCCATTTCCCACACCAGCCGTACTCAATGTGGGCga TCCATTTCCCACACCAGCC GGTCTACCACGTGCAGGAAA 33 47 12 19 151 20 59,923 59,966 48,500 31,300 1,110,886 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 33 243 ATCCATTTCCCACACCAGCCGTACTCAATGTGGGCg ATCCATTTCCCACACCAGCC CACTCCATGACTTGATGGCCA 33 148 11 20 253 21 60,325 60,340 48,500 53,600 1,664,953 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 30 240 CATTTCCCACACCAGCCGTACTCAATGTGGGCgagagCATTTCCCACACCAGCCGTA CACTCCATGACTTGATGGCCA 30 148 14 20 253 21 60,322 60,340 40,200 53,600 1,662,405 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 33 242 ATCCATTTCCCACACCAGCCGTACTCAATGTGGGCg ATCCATTTCCCACACCAGCC ACTCCATGACTTGATGGCCA 33 148 11 20 252 20 60,325 59,006 48,500 53,600 1,318,892 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 30 144 CATTTCCCACACCAGCCGTACTCAATGTGGGCgagagCATTTCCCACACCAGCCGTA ATTCCTGGTCTACCACGTGC 30 53 14 20 157 20 60,322 59,751 40,200 53,400 0.571496 F 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 29 143 ATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaATTTCCCACACCAGCCGTAC ATTCCTGGTCTACCACGTGC 29 53 15 20 157 20 60,322 59,751 36,700 53,400 0.571585 F 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 24 132 CCACACCAGCCGTACTCAATGTGGGCgagagaGTGC CCACACCAGCCGTACTCAAT GGTCTACCACGTGCAGGAAA 24 47 20 20 151 20 60,036 59,966 25,700 31,300 0.070725 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 24 223 CCACACCAGCCGTACTCAATGTGGGCgagagaGTGC CCACACCAGCCGTACTCAAT TTGATGGCCAAGGAAGGTCC 24 138 20 20 242 20 60,036 59,960 25,700 44,600 0.076006 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 20 212 ACCAGCCGTACTCAATGTGGGCgagagaGTGCCAAT ACCAGCCGTACTCAATGTGG CCAAGGAAGGTCCACCAAGG 20 131 24 20 235 20 60,036 60,251 41,700 36,100 0.287730 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 20 219 ACCAGCCGTACTCAATGTGGGCgagagaGTGCCAAT ACCAGCCGTACTCAATGTGG TTGATGGCCAAGGAAGGTCC 20 138 24 20 242 20 60,036 59,960 41,700 44,600 0.076006 B 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC
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ST‐E00142:460:H2K7HCCXY:6:1121:6695:17588_ 1 64 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 14 213 CGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgc CGTACTCAATGTGGGCGAGA TTGATGGCCAAGGAAGGTCC 14 138 30 20 242 20 59,827 59,960 40,400 44,600 0.212196 F 273 CATCTTATACATCCATTTCCCACACCAGCCGTACTCAATGTGGGCgagagaGTGCCAATTCCAtgctgctgctgctgctgctgcATTGTAGTTCACTCATGAAGTCCAAATTGCTGTGGCAACCTACACTCTTTCCTGCACGTGGTAGACCAGGAAtctctcCCGCTTTTACAAGTTGATACTCAGCCTGTTTGTCTGCGTTATGAacacacCTTCCTTGGTGGACCTTCCTTGGCCATCAAGTCATGGAGTGGGACTTAAACCCAAAGCTTC

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 1 1 2 7 141 TTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCA TTGCCTAAGTCGCTGCATCT TGGAAACTGATAGGGACAAGGT 52 7 115 20 255 22 59,750 58,743 29,000 35,000 3,506,938 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 3 7 116 AGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTA AGTTGCACTCAGAGCCTACC TGGAAACTGATAGGGACAAGGT 27 7 140 20 255 22 59,389 58,743 31,800 35,000 3,867,391 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 3 7 139 GCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTAAGTCGCTGCATCTGT TGGAAACTGATAGGGACAAGGT 50 7 117 20 255 22 60,461 58,743 34,100 35,000 3,717,691 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 3 7 140 TGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGTGCCTAAGTCGCTGCATCTG TGGAAACTGATAGGGACAAGGT 51 7 116 20 255 22 60,461 58,743 29,000 35,000 3,717,515 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 3 7 240 GTAATACACTGCAGACTGGATCTGTTATTCTTGCAT GTAATACACTGCAGACTGGATCT TGGAAACTGATAGGGACAAGGT 148 7 16 23 255 22 57,730 58,743 27,500 35,000 8,526,209 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 3 6 141 TTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCA TTGCCTAAGTCGCTGCATCT TGGAAACTGATAGGGACAAGGTT 52 6 115 20 255 23 59,750 59,344 29,000 35,000 3,906,011 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 4 7 115 GTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAG GTTGCACTCAGAGCCTACCC TGGAAACTGATAGGGACAAGGT 26 7 141 20 255 22 60,392 58,743 36,900 35,000 3,648,497 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 4 7 241 AGTAATACACTGCAGACTGGATCTGTTATTCTTGCA AGTAATACACTGCAGACTGGATC TGGAAACTGATAGGGACAAGGT 149 7 15 23 255 22 57,730 58,743 33,600 35,000 8,526,209 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 4 7 241 AGTAATACACTGCAGACTGGATCTGTTATTCTTGCA AGTAATACACTGCAGACTGGATCT TGGAAACTGATAGGGACAAGGT 148 7 15 24 255 22 59,041 58,743 27,500 35,000 8,215,914 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 7 7 227 GACTGGATCTGTTATTCTTGCATCAAACATTATATTCGACTGGATCTGTTATTCTTGCATCA TGGAAACTGATAGGGACAAGGT 133 7 29 25 255 22 59,181 58,743 30,700 35,000 9,076,083 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 8 7 226 ACTGGATCTGTTATTCTTGCATCAAACATTATATTCAACTGGATCTGTTATTCTTGCATCA TGGAAACTGATAGGGACAAGGT 133 7 30 24 255 22 58,252 58,743 30,700 35,000 9,005,105 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:11099:5141_ 1 187 40 9 1.5 AAT TATTATTATTATTATTATTATTATTATGATTATTATTATTNA 0 0 9 7 228 AGACTGGATCTGTTATTCTTGCATCAAACATTATATTAGACTGGATCTGTTATTCTTGCA TGGAAACTGATAGGGACAAGGT 136 7 28 23 255 22 57,573 58,743 40,800 35,000 8,683,393 B 271 ACAGTGGCtttttCAGTAATACACTGCAGACTGGATCTGTTATTCTTGCATCAAACATTATATTCATCACATTTAACTTTGCTGTTCTTAATCTATTCCCTGTGTCCACTTTAATTGCCTAAGTCGCTGCATCTGTGATAGTTGCACTCAGAGCCTACCCGTTATTCAAATTCTAGTGCAAACATCtattattattattattattattattatGattattattattGCTGAAAACCTTGTCCCTATCAGTTTCCAATAGAAATCCGTTTCA

ST‐E00142:460:H2K7HCCXY:6:1122:12692:37858 1 75 75 15 1.5 AAAG GAAAGAAAGAAAGAGAGAAAGAAAGAAAGAAAG NA 1 1 11 10 168 AGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaAGAGGGAAAGACGTATAGAAGGA CCTGAGCCTTTAACAATCTGACA 10 37 42 23 209 23 57,873 58,673 33,600 35,800 9,453,525 F 234 GAAGaaaaaGAGGAAGAAGATgaagaagaagaagaaAGAGAAGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaagaaagaaaGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaTGGACAATTTTAAGTCGATCGTGAAGAtttttCAATCTGTCAGATTGTTAAAGGCTCAGGTTAAAATATTCTGTTAGTTGCGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:12692:37858 1 75 75 15 1.5 AAAG GAAAGAAAGAAAGAGAGAAAGAAAGAAAGAAAG NA 0 0 11 10 169 AGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaAGAGGGAAAGACGTATAGAAGGA ACCTGAGCCTTTAACAATCTGACA 10 37 42 23 210 24 57,873 60,202 33,600 35,800 9,329,160 F 234 GAAGaaaaaGAGGAAGAAGATgaagaagaagaagaaAGAGAAGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaagaaagaaaGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaTGGACAATTTTAAGTCGATCGTGAAGAtttttCAATCTGTCAGATTGTTAAAGGCTCAGGTTAAAATATTCTGTTAGTTGCGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:12692:37858 1 75 75 15 1.5 AAAG GAAAGAAAGAAAGAGAGAAAGAAAGAAAGAAAG NA 0 0 11 10 169 AGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaAGAGGGAAAGACGTATAGAAGGA ACCTGAGCCTTTAACAATCTGAC 10 38 42 23 210 23 57,873 58,672 33,600 35,100 9,454,379 F 234 GAAGaaaaaGAGGAAGAAGATgaagaagaagaagaaAGAGAAGAGGGAAAGACGTATAGAAGGAAGTaaaaaaagaaagaaagaaaGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaTGGACAATTTTAAGTCGATCGTGAAGAtttttCAATCTGTCAGATTGTTAAAGGCTCAGGTTAAAATATTCTGTTAGTTGCGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 1 1 14 7 132 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC ATGGTGGTGATGGTGATGGG 29 7 1 19 132 20 59,927 59,740 46,100 40,000 1,332,846 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 0 0 18 18 143 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC TGATGGTGGTGATGGTGGTG 29 18 1 19 143 20 59,927 59,962 46,100 41,700 1,111,221 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 0 0 20 15 149 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC TGGTGGTGATGGTGGTGATG 29 15 1 19 140 20 59,927 59,962 46,100 30,700 1,111,221 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 0 0 20 13 147 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC GTGGTGATGGTGGTGATGGT 29 13 1 19 138 20 59,927 59,962 46,100 35,500 1,111,365 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 0 0 20 12 146 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC TGGTGATGGTGGTGATGGTG 29 12 1 19 137 20 59,927 59,962 46,100 41,700 1,111,221 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:14793:42095 1 49 57 9 1.5 ACC CACCACCACCACCACCATCACCACCACCATCACCAC NA 0 0 20 12 146 CACAACCTCCTccaccaccaGCACCACCAGCACCACCACACAACCTCCTCCACCACC TGGTGATGGTGGTGATGGTG 29 12 1 19 137 20 59,927 59,962 46,100 41,700 1,111,221 F 156 CACAACCTCCTccaccaccaGCACCACCAGCACCACCAGCACCACCATcaccaccaccaccacCATcaccaccacCATcaccaccaccaccaccaccaccaccacCATCAcccccATCACCATCACCACCATCACCACCATCACCACCATCTCCAC

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 1 1 9 0 139 GCTGAGAACCAACATCGATTGatctatctatctatctatct GCTGAGAACCAACATCGATTG GGAGGGACGGATGGAAATAGA 0 0 90 21 228 21 57,604 58,674 26,700 19,800 5,722,285 G 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 10 3 143 GAGCTGAGAACCAACATCGATTGatctatctatctatcta GAGCTGAGAACCAACATCGA AGGGAGGGACGGATGGAAAT 3 3 88 20 230 20 57,630 60,328 35,900 21,700 2,697,857 G 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 10 3 144 AGAGCTGAGAACCAACATCGATTGatctatctatctatctAGAGCTGAGAACCAACATCGA AGGGAGGGACGGATGGAAAT 3 3 87 21 230 20 59,104 60,328 35,900 21,700 2,223,374 G 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 10 3 145 AAGAGCTGAGAACCAACATCGATTGatctatctatctat AAGAGCTGAGAACCAACATCGA AGGGAGGGACGGATGGAAAT 3 3 86 22 230 20 59,700 60,328 35,900 21,700 2,627,728 G 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 10 0 139 GCTGAGAACCAACATCGATTGatctatctatctatctatct GCTGAGAACCAACATCGATTG GGAGGGACGGATGGAAATAG 0 1 90 21 228 20 57,604 57,159 26,700 17,300 6,237,300 G 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 15 3 172 GAGCTGAGAACCAACATCGATTGatctatctatctatcta GAGCTGAGAACCAACATCGA GATGGATGGACGGACGAGC 3 33 88 20 259 19 57,630 60,300 35,900 50,300 3,670,514 D 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 15 3 173 AGAGCTGAGAACCAACATCGATTGatctatctatctatctAGAGCTGAGAACCAACATCGA GATGGATGGACGGACGAGC 3 33 87 21 259 19 59,104 60,300 35,900 50,300 3,196,031 D 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:17320:67849 1 111 97 7 2 AGAT ATCTATCTATCTATCTATCTATCTATCTATCCATCTATNA 0 0 15 3 174 AAGAGCTGAGAACCAACATCGATTGatctatctatctat AAGAGCTGAGAACCAACATCGA GATGGATGGACGGACGAGC 3 33 86 22 259 19 59,700 60,300 35,900 50,300 3,600,385 D 260 AACAGACAACATAGTTATATCTAGCTAACTAGCAAGGCTTTTAACAAttttttATCTGTTTAACTAGTTAGATAAAGTTTTGAATAAGAGCTGAGAACCAACATCGATTGatctatctatctatctatctatctatctATCCATCTATCTATCCATCTAtccgtccgtccgTCCAtccgtccgtccgtccatccatccatccatccaTCTATTTCCATCCGtccctccctcccTCCGTCCGCTCGTCCGTCCATCCATCA

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 1 1 2 19 132 AACACAACAATGCGGCCAACGTCCCCGTGCCAGGC AACACAACAATGCGGCCAAC TGCGGAGGATGCATGATTCA 52 19 2 20 133 20 60,530 59,819 37,700 25,700 0.710433 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 2 19 133 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGG TAACACAACAATGCGGCCAA TGCGGAGGATGCATGATTCA 53 19 1 20 133 20 58,967 59,819 45,200 25,700 1,213,671 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 19 131 ACACAACAATGCGGCCAACGTCCCCGTGCCAGGCT ACACAACAATGCGGCCAAC TGCGGAGGATGCATGATTCA 52 19 3 19 133 20 59,933 59,819 37,700 25,700 1,248,127 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 53 188 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGG TAACACAACAATGCGGCCAA AGCTCCGCTGAGGTTGGC 53 76 1 20 188 18 58,967 62,401 45,200 45,200 5,433,754 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 52 186 ACACAACAATGCGGCCAACGTCCCCGTGCCAGGCT ACACAACAATGCGGCCAAC AGCTCCGCTGAGGTTGGC 52 76 3 19 188 18 59,933 62,401 37,700 45,200 5,468,210 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:18700:69467 1 74 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 52 187 AACACAACAATGCGGCCAACGTCCCCGTGCCAGGC AACACAACAATGCGGCCAAC AGCTCCGCTGAGGTTGGC 52 76 2 20 188 18 60,530 62,401 37,700 45,200 4,930,516 F 268 TAACACAACAATGCGGCCAACGTCCCCGTGCCAGGCTGGGGAgggggCACCGCACCGTCCACGCACGAGCATCgcagcagcagcagcagcagcaGTCAGCGAGCGAcccccTTTGAATCATGCATCCTCCGCAGCGGCCGTTGCGGGGCTCCGCTGCCTCCACAGCCTCCGCCAACCTCAGCGGAGCTGGGTCGCGCCCCACCGCGgccgccgccTGGCTGGCCGCCCCGCCGTCCCGCGTCCCGCGGGTGGTggggggTGGAAGTCG

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 15 28 124 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA GGCAAGTGTAGTTGTGGCTG 28 28 37 27 160 20 59,553 59,407 33,300 48,500 8,040,059 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 15 28 125 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA AGGCAAGTGTAGTTGTGGCT 28 29 37 27 161 20 59,553 59,526 33,300 47,500 7,921,115 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 15 28 137 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA CTGCACTCATCCAGGCAAGT 28 41 37 27 173 20 59,553 60,322 33,300 31,600 7,769,208 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 15 28 144 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA GTTGGACCTGCACTCATCCA 28 48 37 27 180 20 59,553 59,963 33,300 34,100 7,483,663 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 15 28 145 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA TGTTGGACCTGCACTCATCC 28 49 37 27 181 20 59,553 59,963 33,300 35,100 7,483,663 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 15 28 148 ACACCTACATTATCAACATCAACAACACcaacaacaaTACACCTACATTATCAACATCAACAACA TGTTGTTGGACCTGCACTCA 28 52 37 27 184 20 59,553 59,746 33,300 34,100 7,701,394 B 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 16 21 140 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAA TGAGTGTTGTTGGACCTGCA 21 56 49 22 188 20 57,209 59,746 28,300 44,100 5,045,228 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 17 20 140 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAAC TGAGTGTTGTTGGACCTGCA 20 56 49 23 188 20 58,510 59,746 33,200 44,100 4,744,273 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 18 60 190 acaacaacAATACcaacaacaaCACTATGTTAACACCTA ACAACAACAATACCAACAACAACA GCTTCTTGAGTGTTGTTGGACC 63 60 5 24 194 22 58,216 59,967 33,300 44,600 7,817,601 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 18 19 132 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAACA GTTGGACCTGCACTCATCCA 19 48 49 24 180 20 60,022 59,963 33,300 34,100 4,058,713 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 18 19 133 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAACA TGTTGGACCTGCACTCATCC 19 49 49 24 181 20 60,022 59,963 33,300 35,100 4,058,713 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 18 19 136 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAACA TGTTGTTGGACCTGCACTCA 19 52 49 24 184 20 60,022 59,746 33,300 34,100 4,276,444 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 18 19 140 TCAACATCAACAACACcaacaacaaTACCAATACCAACTCAACATCAACAACACCAACAACA TGAGTGTTGTTGGACCTGCA 19 56 49 24 188 20 60,022 59,746 33,300 44,100 4,276,444 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 19 60 190 acaacaacAATACcaacaacaaCACTATGTTAACACCTA ACAACAACAATACCAACAACAACAC GCTTCTTGAGTGTTGTTGGACC 62 60 5 25 194 22 59,364 59,967 33,200 44,600 7,669,124 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:22343:67269 1 92 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 21 57 190 aacaacaacaacAATACcaacaacaaCACTATGTTAACACAACAACAACAACAATACCAACAACA CTTGAGTGTTGTTGGACCTGC 66 57 1 25 190 21 58,776 59,665 33,300 48,500 7,558,721 F 227 aacaacaacaacAATACcaacaacaaCACTATGTTAACACCTACATTATCAACATCAACAACACcaacaacaaTACCAATACCAACAACACcaacaacaacaacaacaacaaTATCTTCTACCTATTTTATCAACATCAACAGCCACAACTACACTTGCCTGGATGAGTGCAGGTCCAACAACACTCAAGAAGCTTTACATCATCCAGGACAAAACAGCCCACTTGA

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 1 1 3 44 178 tAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaTAGTCACCTCAGAACCCGCA ATTATTATGGTGGCGCGCAC 44 70 46 20 223 20 60,541 59,409 56,900 53,400 1,132,233 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 3 23 133 tAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaTAGTCACCTCAGAACCCGCA TGCGGTGTTATCATGGATTGTC 44 23 46 20 178 22 60,541 59,058 56,900 31,800 3,483,439 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 3 23 134 ttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaa TTAGTCACCTCAGAACCCGC TGCGGTGTTATCATGGATTGTC 45 23 45 20 178 22 59,393 59,058 61,300 31,800 3,548,979 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 45 178 ttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaa TTAGTCACCTCAGAACCCGC TTATTATGGTGGCGCGCACT 45 69 45 20 222 20 59,393 60,463 61,300 44,000 1,069,541 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 44 177 tAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaTAGTCACCTCAGAACCCGCA TTATTATGGTGGCGCGCACT 44 69 46 20 222 20 60,541 60,463 56,900 44,000 1,004,000 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 24 133 tAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaTAGTCACCTCAGAACCCGCA TGCGGTGTTATCATGGATTGT 44 24 46 20 178 21 60,541 58,002 56,900 27,100 3,539,043 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 84 249 TACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGA TACTTGCGCTACTTGTGGCA GGCTTCTGTTGTCTTGCGTC 84 101 6 20 254 20 59,966 59,764 49,200 51,900 0.270124 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 84 256 TACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGA TACTTGCGCTACTTGTGGCA GGTGTTGGGCTTCTGTTGTC 84 108 6 20 261 20 59,966 59,331 49,200 31,800 0.702732 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 70 218 TACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGA TACTTGCGCTACTTGTGGCA ATTATTATGGTGGCGCGCAC 84 70 6 20 223 20 59,966 59,409 49,200 53,400 0.625368 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 69 217 TACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGA TACTTGCGCTACTTGTGGCA TTATTATGGTGGCGCGCACT 84 69 6 20 222 20 59,966 60,463 49,200 44,000 0.497135 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 8 84 257 TACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGA TACTTGCGCTACTTGTGGCA TGGTGTTGGGCTTCTGTTGT 84 109 6 20 262 20 59,966 60,034 49,200 33,200 0.067798 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:25895:70293 1 110 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 8 44 217 tAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaTAGTCACCTCAGAACCCGCA TGGTGTTGGGCTTCTGTTGT 44 109 46 20 262 20 60,541 60,034 56,900 33,200 0.574664 F 273 AGCACTACTTGCGCTACTTGTGGCAGAGCATGAGCTTGGACtttttAGTCACCTCAGAACCCGCAACGCCGGAGTGGaaaaaaaGTCATCCCCAGTCCTGAGGGGCTGCagaagaagaagaagaagaagaagaAACATTGATTCTCACATACAGAAGACAATCCATGATAACACCGCAAAACAATAAAATAACTCAAGAACCAGTgcgcgcCACCataataataAGTCAAAACAGACGCAAGACAACAGAAGCCCAACACCaaaaaTAACAAC

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 14 26 159 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CTCCTCTCCTCCTCACTGCT 26 72 1 20 159 20 59,749 60,033 30,100 42,400 0.283721 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 14 26 160 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT TCTCCTCTCCTCCTCACTGC 26 73 1 20 160 20 59,749 60,034 30,100 44,000 0.284114 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 14 26 167 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CCACTCCTCTCCTCTCCTCC 26 80 1 20 167 20 59,749 60,106 30,100 43,000 0.356731 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 14 26 193 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT TCCTCTCCACCTCCTCACTG 26 106 1 20 193 20 59,749 59,960 30,100 36,600 0.290865 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 14 26 195 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT ACTCCTCTCCACCTCCTCAC 26 108 1 20 195 20 59,749 59,960 30,100 35,100 0.291012 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 14 26 196 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CACTCCTCTCCACCTCCTCA 26 109 1 20 196 20 59,749 59,960 30,100 38,600 0.290865 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 15 4 90 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT GCCTCACTGCTTCACCCTC 26 4 1 20 90 19 59,749 60,377 30,100 43,000 1,627,067 A 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 26 131 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT TTCCCTCCTCCTCCTCACTG 26 44 1 20 131 20 59,749 59,958 30,100 36,600 0.292346 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 26 133 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT ACTTCCCTCCTCCTCCTCAC 26 46 1 20 133 20 59,749 59,958 30,100 35,100 0.292495 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 26 134 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CACTTCCCTCCTCCTCCTCA 26 47 1 20 134 20 59,749 59,958 30,100 38,600 0.292346 F 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 3 90 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT GCCTCACTGCTTCACCCTCT 26 3 1 20 90 20 59,749 61,836 30,100 36,900 2,086,440 A 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 17 8 94 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CTCCGCCTCACTGCTTCAC 26 8 1 20 94 19 59,749 60,740 30,100 31,800 1,990,075 A 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 18 26 176 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CTGCTTCACCCACTCCTCTC 26 89 1 20 176 20 59,749 59,751 30,100 32,000 0.499356 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 18 26 178 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CACTGCTTCACCCACTCCTC 26 91 1 20 178 20 59,749 60,321 30,100 37,100 0.571635 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:26210:15672 1 47 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 18 26 189 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAATCAGCGAGGAAGT CTCCACCTCCTCACTGCTTC 26 102 1 20 189 20 59,749 59,751 30,100 38,600 0.499356 B 200 GGGTGAATCAGCGAGGAAGTTAGAGGAGGGGATTGGGTGAAGCAGTgaggaggaggaggaggaggagGGGAGAGGGTGAAGCAGTGAGGCGGAGGAGGGGAGTGGGTGAAGCAGTgaggaggaggagGGAAGTGGGTGAAGCAGTgaggaggagAGGAGAGGAGTGGGTGAAGCAGTGAGGAGGTGGAGAGGAGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 1 1 12 3 138 TCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtg TCAACGATTGGGTGGGTGAG TCCATGCACTCACTCACACT 3 48 61 20 198 20 59,964 58,949 35,100 35,500 1,087,171 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 0 0 12 3 138 TCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtg TCAACGATTGGGTGGGTGAG TCCATGCACTCACTCACACTC 3 47 61 20 198 21 59,964 59,999 35,100 35,100 1,037,457 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 0 0 13 3 140 TCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtg TCAACGATTGGGTGGGTGAG CATCCATGCACTCACTCACAC 3 49 61 20 200 21 59,964 59,264 35,100 38,200 1,772,289 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 0 0 13 3 141 TCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtg TCAACGATTGGGTGGGTGAG TCATCCATGCACTCACTCACA 3 50 61 20 201 21 59,964 59,375 35,100 35,800 1,660,977 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 0 0 13 2 140 CAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtga CAACGATTGGGTGGGTGAGT TCATCCATGCACTCACTCACA 2 50 62 20 201 21 60,251 59,375 34,100 35,800 1,875,540 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:7101:55315_ 1 84 47 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGT NA 0 0 15 3 133 TCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtg TCAACGATTGGGTGGGTGAG GCACTCACTCACACTCACTCA 3 42 61 20 193 21 59,964 59,932 35,100 34,100 1,103,833 F 214 ccccctttttACAACATAAACTGCCGtttttAGTTAAGTGTTTaaaaaTCTCAAATGTTTTCAACGATTGGGTGGGTGAGTGGgtgagtgagtgagtgagtgagtgagtgaGTAagtgagtgagtgagtgGGTGGgtgagtgagtgaGCGAGTAAAAGATTGGATGGAtgagtgagtgagTGTGAGTGAGTGCATGGAtgagtgagtgagTCAG

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 201 18 6 1 CCG CGCCGCCGCCGCCGCCGC NA 1 1 6 18 117 CCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGG CCAGCTCTGGCGTGTCCC CGGTGAACGGCATGCTGA 45 18 138 18 254 18 62,767 60,742 44,600 42,600 7,509,240 B 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 201 18 6 1 CCG CGCCGCCGCCGCCGCCGC NA 0 0 6 17 117 CCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGG CCAGCTCTGGCGTGTCCC CGGTGAACGGCATGCTGAG 45 17 138 18 254 19 62,767 61,744 44,600 33,500 7,511,007 F 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 201 18 6 1 CCG CGCCGCCGCCGCCGCCGC NA 0 0 6 16 115 CCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGG CCAGCTCTGGCGTGTCCC GTGAACGGCATGCTGAGC 45 16 138 18 252 18 62,767 59,518 44,600 42,600 7,249,629 F 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 94 8 2 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 1 8 7 175 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCA CCAGAGCTTGGTGCACCC 7 37 13 19 187 18 59,931 60,674 40,200 46,100 3,743,470 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 94 8 2 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 8 6 175 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCAG CCAGAGCTTGGTGCACCC 6 37 13 20 187 18 60,946 60,674 38,600 46,100 3,620,601 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 94 8 2 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 8 6 176 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCAG CCCAGAGCTTGGTGCACC 6 38 13 20 188 18 60,946 60,674 38,600 50,100 3,620,601 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 1 5 7 240 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCA GTGAACGGCATGCTGAGC 7 16 13 19 252 18 59,931 59,518 40,200 42,600 3,551,464 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 5 6 239 TCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcc TCGTGGCTGTTGAGTCCAG GTGAACGGCATGCTGAGC 6 16 14 19 252 18 59,633 59,518 38,600 42,600 3,849,845 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 5 5 238 CGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccg CGTGGCTGTTGAGTCCAGG GTGAACGGCATGCTGAGC 5 16 15 19 252 18 60,669 59,518 44,500 42,600 4,151,489 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 6 6 239 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCAG TGAACGGCATGCTGAGCG 6 15 13 20 251 18 60,946 61,120 38,600 50,300 4,066,606 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 6 6 240 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCAG GTGAACGGCATGCTGAGC 6 16 13 20 252 18 60,946 59,518 38,600 42,600 3,428,596 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1122:9090:45083_ 1 39 180 8 3 ACC CGCCGCCGCCGCCGCCGCCGTGGTGCGGGGGTCCCNA 0 0 6 6 242 GTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgcGTCGTGGCTGTTGAGTCCAG CGGTGAACGGCATGCTGA 6 18 13 20 254 18 60,946 60,742 38,600 42,600 3,688,206 G 261 GTCCGAGTGCGGGTCGTGGCTGTTGAGTCCAGGCCCCGcgccgccgccgccgccgcCGTGGTGCgggggTCCCTGCGCGTGGTGCGGGTGCGGCgggggAGGATGCGCgtggtggtggtggtggtggtggtgCTCGGCCAGCTCTGGCGTGTCCCCGCGCACCAGCCCCGGGTGCACCAAGCTCTGGGCTCCACCGCCCGcgccgccgccgccgccgcCGGGCCCCGGTGgcgcgcTCAGCATGCCGTTCACCGTGAAGCC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 1 1 2 50 210 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG TAATCCTGCCCGTGGATGAG 50 84 11 20 220 20 60,249 59,241 68,600 29,000 1,007,477 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 14 141 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG CCATTAGGTTGGATGGGACCC 50 14 11 20 151 21 60,249 60,133 68,600 44,600 1,382,225 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 13 140 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG CATTAGGTTGGATGGGACCCA 50 13 11 20 150 21 60,249 59,431 68,600 45,100 1,817,340 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 50 211 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG CTAATCCTGCCCGTGGATGA 50 85 11 20 221 20 60,249 59,241 68,600 29,200 1,007,477 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 50 212 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG TCTAATCCTGCCCGTGGATG 50 86 11 20 222 20 60,249 59,241 68,600 35,100 1,007,477 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 13 139 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG ATTAGGTTGGATGGGACCCA 50 13 11 20 149 20 60,249 58,006 68,600 45,100 2,243,142 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 12 138 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG TTAGGTTGGATGGGACCCAA 50 12 11 20 148 20 60,249 58,238 68,600 41,200 2,010,454 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 12 140 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG CATTAGGTTGGATGGGACCCAA 50 12 11 20 150 22 60,249 60,024 68,600 41,200 2,273,207 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:14215:43835 1 81 36 9 1 AATT ATTAATTAATTAATTAATTAATTAATTAATTAATTA NA 0 0 6 11 137 TATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATATTTCGGTCTGTAGGCGCG TAGGTTGGATGGGACCCAAA 50 11 11 20 147 20 60,249 58,238 68,600 32,800 2,010,454 F 263 ACTTGTGCGATATTTCGGTCTGTAGgcgcgcgcAGGAGTCGGCAGCATGCCTGCCAACAATTAAGAAGGCTGTTAAGCCCattaattaattaattaattaattaattaattaattaATTTGAAtttttttGGGTCCCATCCAACCTAATGGTTGGCGGGCAGGCaaaaaGGCCAAGCGGCCTTTGGGtttttGAGGAAGCCTCATCCACGGGCAGGATTAGATTTCCAATGTTAACTaaaaaTAAAATTAAAATGTTTAGCAC

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 1 1 3 5 157 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG AGACTGCATTCAGAACCCTCC 5 45 8 25 164 21 60,106 59,720 57,300 43,000 6,386,579 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 3 5 212 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG CATTGAGAGAGCGGTGCAGA 5 101 8 25 219 20 60,106 60,108 57,300 42,600 5,214,630 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 4 5 156 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG GACTGCATTCAGAACCCTCCT 5 44 8 25 163 21 60,106 59,720 57,300 36,900 6,386,579 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 4 5 221 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG TCAGCCGAGCATTGAGAGAG 5 110 8 25 228 20 60,106 59,541 57,300 32,000 5,565,236 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 4 5 224 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG ACATCAGCCGAGCATTGAGA 5 113 8 25 231 20 60,106 59,461 57,300 32,700 5,644,742 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 5 5 155 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG ACTGCATTCAGAACCCTCCT 5 44 8 25 162 20 60,106 58,634 57,300 36,900 6,472,476 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 8 5 257 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG TGCTACAAGTGCCCAGGAAT 5 146 8 25 264 20 60,106 59,302 57,300 30,100 5,804,395 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 8 5 258 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG TTGCTACAAGTGCCCAGGAA 5 147 8 25 265 20 60,106 59,524 57,300 33,600 5,582,496 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:15696:4315_ 1 38 61 7 2 ACC GGTGGTGGTGGTGGTGGTTTTGGGGGGGGTGGGGNA 0 0 8 5 259 GGATTGCAATAGATTTGTATCCGGGGAGGAggtggt GGATTGCAATAGATTTGTATCCGGG ATTGCTACAAGTGCCCAGGA 5 148 8 25 266 20 60,106 59,302 57,300 38,600 5,804,395 G 284 GTTAGGAGGATTGCAATAGATTTGTATCCGGGGAGGAggtggtggtggtggtggtTTTggggggggTgggggggggCggtggtggtggtggtggtggtgggggTGGGTGGAggggggaaaaaGTTTACAACAATGCaaaaaaaGGAGGGTTCTGAATGCAGTCTCTGTGTTTCTAGCAGAGACagagagTGAGTGTATATCTGCACCGctctctCAATGCTCGGCTGATGTAGCAAAACCTGTAATTCCTGGGCACTTGTAGCAATCTCTGTATTTATAACCGG

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 76 273 TCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAA TCCAATCAGGAAGAAATGTCTTAGC AGGACACGGCGTAATTCTCC 131 76 8 25 280 20 59,117 59,825 30,900 37,100 6,057,630 B 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 75 272 TCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAA TCCAATCAGGAAGAAATGTCTTAGC GGACACGGCGTAATTCTCCT 131 75 8 25 279 20 59,117 59,825 30,900 36,900 6,057,630 B 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 73 270 TCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAA TCCAATCAGGAAGAAATGTCTTAGC ACACGGCGTAATTCTCCTCG 131 73 8 25 277 20 59,117 60,179 30,900 46,300 6,061,702 B 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 76 268 TCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCA TCAGGAAGAAATGTCTTAGCGAGA AGGACACGGCGTAATTCTCC 127 76 13 24 280 20 59,537 59,825 40,400 37,100 4,637,908 F 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 75 267 TCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCA TCAGGAAGAAATGTCTTAGCGAGA GGACACGGCGTAATTCTCCT 127 75 13 24 279 20 59,537 59,825 40,400 36,900 4,637,908 F 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 73 265 TCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCA TCAGGAAGAAATGTCTTAGCGAGA ACACGGCGTAATTCTCCTCG 127 73 13 24 277 20 59,537 60,179 40,400 46,300 4,641,979 F 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 108 CTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGCTGAGATTGGGCTGGAGCTG GGGCGCCATGTTTGAAGGAA 47 0 97 20 204 20 60,464 61,532 42,400 33,600 1,995,752 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 57 182 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG AATTCTCCTCGCACCAGTCC 57 64 87 20 268 20 60,035 59,749 31,600 38,500 0.285280 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 57 186 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG GCGTAATTCTCCTCGCACCA 57 68 87 20 272 20 60,035 60,460 31,600 41,700 0.494352 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 57 191 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG ACACGGCGTAATTCTCCTCG 57 73 87 20 277 20 60,035 60,179 31,600 46,300 0.213912 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 57 193 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG GGACACGGCGTAATTCTCCT 57 75 87 20 279 20 60,035 59,825 31,600 36,900 0.209840 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 57 194 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG AGGACACGGCGTAATTCTCC 57 76 87 20 280 20 60,035 59,825 31,600 37,100 0.209840 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 45 163 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG CAAAGTGGAGGTGGGCTCTC 57 45 87 20 249 20 60,035 60,322 31,600 32,000 0.356775 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 117 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG GGCGCCATGTTTGAAGGAA 57 0 87 20 203 19 60,035 59,036 31,600 33,600 1,998,446 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:20435:27785 1 164 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 118 TCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGG TCAGGCAAGGCTGAGATTGG GGGCGCCATGTTTGAAGGAA 57 0 87 20 204 20 60,035 61,532 31,600 33,600 1,566,506 A 283 AATCCAATCCAATCAGGAAGAAATGTCTTAGCgagagaAAGAACTTCAATGAGAAGAGTAGGATTGGGAATGTCTGAAGATCAAAGTCAGGCAAGGCTGAGATTGGGCTGGAGCTGCCGGCAGGGGAGGGTTGCCATGGTGACGGGGCCTGGTCCCGCCGCCTctcctcctcctcctcctcctcTTCCTTCAAACATGGCGCCCGTCCATGACCGGCCAGGCTTCTGGGGAGAGCCCACCTCCACTTTGGACTGGTGCGAGGAGAATTACGCCGTGTCCTATT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 3 13 94 AGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggAGCAGGCAAGATCAGCATGT GACCCAGGCTGAAGATCCAC 13 20 33 20 126 20 60,034 60,107 32,100 40,200 0.141840 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 13 192 AGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggAGCAGGCAAGATCAGCATGT AGGGCTCAGACACGTTTCAC 13 118 33 20 224 20 60,034 60,250 32,100 31,800 0.284291 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 13 193 AGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggAGCAGGCAAGATCAGCATGT CAGGGCTCAGACACGTTTCA 13 119 33 20 225 20 60,034 60,250 32,100 26,900 0.284248 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 13 90 AGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggAGCAGGCAAGATCAGCATGT CAGGCTGAAGATCCACCACC 13 16 33 20 122 20 60,034 60,394 32,100 46,100 0.427918 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 13 163 AGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggAGCAGGCAAGATCAGCATGT TTCGGAGTGCTCAGTTCACC 13 89 33 20 195 20 60,034 59,966 32,100 40,200 0.067884 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 12 93 GCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggt GCAGGCAAGATCAGCATGTG GACCCAGGCTGAAGATCCAC 12 20 34 20 126 20 59,899 60,107 32,100 40,200 0.208141 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 12 162 GCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggt GCAGGCAAGATCAGCATGTG TTCGGAGTGCTCAGTTCACC 12 89 34 20 195 20 59,899 59,966 32,100 40,200 0.134186 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 12 192 GCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggt GCAGGCAAGATCAGCATGTG CAGGGCTCAGACACGTTTCA 12 119 34 20 225 20 59,899 60,250 32,100 26,900 0.350550 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:22962:2592_ 1 66 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 3 153 ATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtgATCAGCATGTGGTTGACCGT TTCGGAGTGCTCAGTTCACC 3 89 43 20 195 20 59,963 59,966 48,300 40,200 0.070236 A 231 AGCCTCTGCGAGTGCACGAGGGATGGGTGTGCAGCAGGCAAGATCAGCATGTGGTTGACCGTCCCtggtggtggtggtggtggtggTAGTGCTGGTGGCGGCGGTGGTGGATCTTCAGCCTGGGTCGCTGCGCTCCGCGTGCTCCTACGCTGGTGACCGGCTGGGAAATGTCCGGGGTGAACTGAGCACTCCGAAGGGAACTGGGTGAAACGTGTCTGAGCCCTGGCGGCT

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 1 1 16 0 146 aggaggaggagGACACAAGCgaggaggaggaggaggaggaAGGAGGAGGAGGACACAAGC TATCCTCCTCTCTGGCCCTC 0 60 42 20 187 20 60,907 59,515 40,100 43,000 1,392,328 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 0 0 17 3 148 CgaggaggaggagGACACAAGCgaggaggaggaggaggagCGAGGAGGAGGAGGACACA TATCCTCCTCTCTGGCCCTC 3 60 40 19 187 20 60,001 59,515 37,200 43,000 1,485,870 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 0 0 18 2 95 CgaggaggaggagGACACAAGCgaggaggaggaggaggagCGAGGAGGAGGAGGACACAA CCTCGCTTCTCCTCCTCCT 2 8 40 20 134 19 60,612 60,076 33,300 36,900 1,688,513 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 0 0 18 2 98 CgaggaggaggagGACACAAGCgaggaggaggaggaggagCGAGGAGGAGGAGGACACAA CCTCCTCGCTTCTCCTCCT 2 11 40 20 137 19 60,612 60,076 33,300 36,900 1,688,513 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 0 0 18 2 101 CgaggaggaggagGACACAAGCgaggaggaggaggaggagCGAGGAGGAGGAGGACACAA CCTCCTCCTCGCTTCTCCT 2 14 40 20 140 19 60,612 60,076 33,300 36,900 1,688,513 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3518:23935_ 1 62 46 8 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGACAAGCGANA 0 0 18 2 148 CgaggaggaggagGACACAAGCgaggaggaggaggaggagCGAGGAGGAGGAGGACACAA TATCCTCCTCTCTGGCCCTC 2 60 40 20 187 20 60,612 59,515 33,300 43,000 1,097,273 G 226 AgggggACAAGCGGggaggaggaAGGGGAgggggACAAGCgaggaggaggagGACACAAGCgaggaggaggaggaggaggaggagGACAAGCgaggaggaggaggagGACAAGCgaggaggaggagAAGCgaggaggaggagGACAAAAGAATggggggAGCATGGGGAGGGCCagagagGAGGATAACTCTCAACAAGGGGCCATATCCAGACCCCTGTCTTCAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 10 90 249 TAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGC TAGTGTCTTGTACGAGCCGC CACTCCCTCCTCCTCCTTCA 92 90 11 20 259 20 59,830 59,958 65,300 30,200 0.211505 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 89 248 TAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGC TAGTGTCTTGTACGAGCCGC ACTCCCTCCTCCTCCTTCAC 92 89 11 20 258 20 59,830 59,958 65,300 31,800 0.211655 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 53 210 CCTgagagaTGGCACCTACGGCAGGGCGGCActctctGCCTGAGAGATGGCACCTACG CACTCCCTCCTCCTCCTTCA 53 90 50 20 259 20 59,613 59,958 35,100 30,200 0.429034 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 52 208 CTgagagaTGGCACCTACGGCAGGGCGGCActctctGACTGAGAGATGGCACCTACGG ACTCCCTCCTCCTCCTTCAC 52 89 51 20 258 20 59,613 59,958 40,200 31,800 0.429184 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 52 209 CTgagagaTGGCACCTACGGCAGGGCGGCActctctGACTGAGAGATGGCACCTACGG CACTCCCTCCTCCTCCTTCA 52 90 51 20 259 20 59,613 59,958 40,200 30,200 0.429034 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 22 179 ctctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGCTCTCTGAGTCCCGGCAATG CACTCCCTCCTCCTCCTTCA 22 90 81 20 259 20 60,179 59,958 28,200 30,200 0.220922 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 9 165 GGCAATGTCGGAGAGGATGTTGGGGCTCCggaggagGGCAATGTCGGAGAGGATGT ACTCCCTCCTCCTCCTTCAC 9 89 94 20 258 20 59,821 59,958 30,600 31,800 0.220982 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 9 166 GGCAATGTCGGAGAGGATGTTGGGGCTCCggaggagGGCAATGTCGGAGAGGATGT CACTCCCTCCTCCTCCTTCA 9 90 94 20 259 20 59,821 59,958 30,600 30,200 0.220833 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:3671:45962_ 1 123 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 12 88 247 TAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGC TAGTGTCTTGTACGAGCCGC CTCCCTCCTCCTCCTTCACC 92 88 11 20 257 20 59,830 60,689 65,300 40,200 0.859085 F 271 CTTCTTCCAATAGTGTCTTGTACGAGCCGCCTGGCAGGGACTGGCATTACCTgagagaTGGCACCTACGGCAGGGCGGCActctctGAGTCCCGGCAATGTCGGAGAGGATGTTGGGGCTCCggaggaggaggaggaggaggaggaggaGAggggggggggggAgggggggggggggggggAggggggggggggggggggggAggggggggggggggggggAgggggggggAGTgggggTGAaggaggaggaggGAGTgggggTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 13 2 151 gAGGAAGGAGGGAGGAGGGTgggggggAgggggggg GAGGAAGGAGGGAGGAGGG TCTACGTCACAGAAACGGGC 86 2 80 19 230 20 60,075 60,039 43,000 61,300 1,113,742 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 13 2 152 ggAGGAAGGAGGGAGGAGGGTgggggggAggggggg GGAGGAAGGAGGGAGGAGG TCTACGTCACAGAAACGGGC 87 2 79 19 230 20 60,075 60,039 43,000 61,300 1,113,742 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 13 2 153 gggAGGAAGGAGGGAGGAGGGTgggggggAgggggg GGGAGGAAGGAGGGAGGAG TCTACGTCACAGAAACGGGC 88 2 78 19 230 20 60,075 60,039 36,900 61,300 1,113,742 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 15 5 101 AGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaAGCTGCGTTCTACGTCACC ACTCTGGGCGAAGGTTTCAC 5 33 161 19 261 20 60,081 60,250 40,200 31,800 1,331,042 A 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 15 5 102 AGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaAGCTGCGTTCTACGTCACC CACTCTGGGCGAAGGTTTCA 5 34 161 19 262 20 60,081 60,250 40,200 26,900 1,330,999 A 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 16 34 205 gaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGAGGGAGGAGGGTGG CACTCTGGGCGAAGGTTTCA 109 34 58 18 262 20 60,041 60,250 46,100 26,900 2,291,700 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 16 34 206 ggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGAGGGAGGAGGGTG CACTCTGGGCGAAGGTTTCA 110 34 57 18 262 20 60,041 60,250 46,100 26,900 2,291,700 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 16 33 204 gaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGAGGGAGGAGGGTGG ACTCTGGGCGAAGGTTTCAC 109 33 58 18 261 20 60,041 60,250 46,100 31,800 2,291,742 F 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1123:6674:14564_ 1 185 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 16 5 103 CAGCTGCGTTCTACGTCACCGGCCGccaccaccaccac CAGCTGCGTTCTACGTCACC CACTCTGGGCGAAGGTTTCA 5 34 160 20 262 20 61,345 60,250 40,200 26,900 1,595,237 A 267 GGGAAAAGGGGAGGGAgggggAAGgggagggagggaGAGGggaggaggaggggggaggaggaggGAGGAGGGTgggggggAGGAAGGAGGGAGGAGGGTgggggggAgggggggggggggcggcggcggggggggAgggggCgggggAAGGTTTCACCGCAGCTGCGTTCTACGTCACCGGCCGccaccaccaccaccaccaccaccaGCGCCCGTTTCTGTGACGTAGAACGCAGATGAGGTGAAACCTTCGCCCAGAGTGGTGAC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 1 1 5 36 153 AATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTA AATCTCAAGGCACAGCAGCT CAGACCTTTCCCAGCTGTGT 42 36 31 20 183 20 59,962 59,891 42,400 37,200 0.147220 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 5 22 128 CAGCAGCTGAGAGCAGTCAATTAACTGACTCAttttt CAGCAGCTGAGAGCAGTCAA GCTGTGTGCTGGTTACACTTG 30 22 43 20 170 21 60,321 60,002 31,800 31,600 1,322,976 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 6 35 152 AATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTA AATCTCAAGGCACAGCAGCT AGACCTTTCCCAGCTGTGTG 42 35 31 20 182 20 59,962 59,891 42,400 38,200 0.147220 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 6 30 140 CAGCAGCTGAGAGCAGTCAATTAACTGACTCAttttt CAGCAGCTGAGAGCAGTCAA AGACCTTTCCCAGCTGTGTG 30 35 43 20 182 20 60,321 59,891 31,800 38,200 0.429850 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 6 29 139 AGCAGCTGAGAGCAGTCAATTAACTGACTCAttttttt AGCAGCTGAGAGCAGTCAAT AGACCTTTCCCAGCTGTGTG 29 35 44 20 182 20 59,386 59,891 25,700 38,200 0.723637 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:16599:41497 1 93 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 6 28 139 AGCAGCTGAGAGCAGTCAATTAACTGACTCAttttttt AGCAGCTGAGAGCAGTCAATT AGACCTTTCCCAGCTGTGTG 28 35 44 21 182 20 59,997 59,891 23,200 38,200 1,112,691 F 191 AAACTGAGATTGCGGTAAAACCACACGAAGAATCTCAAGGCACAGCAGCTGAGAGCAGTCAATTAACTGACTCAtttttttGAATAcccccccctctcctctcctctcctctcctctcctctcctctCCAGTTACAATTGGGTTAAGTTCAAGTGTAACCAGcacacaGCTGGGAAAGGTCTGCAGACAGC

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 1 1 14 19 172 GTCCcactcactcactCAGCAACCTGTCTTCCCAAACCC GTCCCACTCACTCACTCAGC GTTCAGCCATCACTCAGAGGT 19 44 20 20 191 21 60,038 59,722 42,600 38,500 1,315,347 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 19 173 GTCCcactcactcactCAGCAACCTGTCTTCCCAAACCC GTCCCACTCACTCACTCAGC AGTTCAGCCATCACTCAGAGG 19 45 20 20 192 21 60,038 59,446 42,600 36,900 1,591,950 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 19 191 GTCCcactcactcactCAGCAACCTGTCTTCCCAAACCC GTCCCACTCACTCACTCAGC TGGCTGAAATACTGTCTGAGTTCA 19 60 20 20 210 24 60,038 59,960 42,600 31,800 4,078,129 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 19 192 GTCCcactcactcactCAGCAACCTGTCTTCCCAAACCC GTCCCACTCACTCACTCAGC CTGGCTGAAATACTGTCTGAGT 19 63 20 20 211 22 60,038 57,801 42,600 34,100 4,237,222 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 16 18 190 TCCcactcactcactCAGCAACCTGTCTTCCCAAACCCct TCCCACTCACTCACTCAGCA TGGCTGAAATACTGTCTGAGTTCA 18 60 21 20 210 24 60,470 59,960 44,100 31,800 4,510,232 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 18 17 170 CCcactcactcactCAGCAACCTGTCTTCCCAAACCCctc CCCACTCACTCACTCAGCAA GTTCAGCCATCACTCAGAGGT 17 44 22 20 191 21 59,606 59,722 39,100 38,500 1,671,749 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 18 5 137 ctCAGCAACCTGTCTTCCCAAACCCctcactcactcactcaCTCAGCAACCTGTCTTCCCA ACAAAGGAATGAATGAGTGTAGGG 5 20 34 20 170 24 59,602 58,744 43,700 35,300 5,654,415 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 18 1 133 GCAACCTGTCTTCCCAAACCCctcactcactcactcactca GCAACCTGTCTTCCCAAACC ACAAAGGAATGAATGAGTGTAGGG 1 20 38 20 170 24 59,326 58,744 32,700 35,300 5,930,459 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:17411:43255 1 59 68 17 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 ‐83 138 actCAGCAACCTGTCTTCCCAAACCCctcactcactcactcACTCAGCAACCTGTCTTCCC ACAAAGGAATGAATGAGTGTAGGG ‐83 20 122 20 170 24 59,602 58,744 39,700 35,300 5,654,792 F 211 CCTCCcctcctcctCCCCTGTCCcactcactcactCAGCAACCTGTCTTCCCAAACCCctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaGCAACCTGTCTTCCCCAAcccccTACACTCATTCATTCCTTTGTACCTCTGAGTGATGGCTGAACTCAGACAGTATTTCAGCCAG

ST‐E00142:460:H2K7HCCXY:6:1124:20324:61064 1 120 24 8 1 AAT AATAATAATAATAATAATAATAAT NA 1 1 7 3 103 ACAATTATACCAAGAACCATAGCAGTAAaataataataACAATTATACCAAGAACCATAGCAG TGTTGGTATATGGAGTTGATGTGT 3 27 92 25 194 24 57,192 57,939 42,400 37,200 13,868,999 A 194 CTCAAATGTTAATTTAATGTTAAGTTCTTACAttttttttttttttCAAAATTGCTATCAACTCTAAAAGATTAACaaaaaaaaaaaaCAAACAATTATACCAAGAACCATAGCAGTAAaataataataataataataataatAACAATAGGGAATTGACATATTTATGTACACATCAACTCCATATACCAACA

ST‐E00142:460:H2K7HCCXY:6:1124:20324:61064 1 120 24 8 1 AAT AATAATAATAATAATAATAATAAT NA 0 0 7 2 102 CAATTATACCAAGAACCATAGCAGTAAaataataataaCAATTATACCAAGAACCATAGCAGT TGTTGGTATATGGAGTTGATGTGT 2 27 93 25 194 24 57,192 57,939 44,000 37,200 13,868,999 A 194 CTCAAATGTTAATTTAATGTTAAGTTCTTACAttttttttttttttCAAAATTGCTATCAACTCTAAAAGATTAACaaaaaaaaaaaaCAAACAATTATACCAAGAACCATAGCAGTAAaataataataataataataataatAACAATAGGGAATTGACATATTTATGTACACATCAACTCCATATACCAACA

ST‐E00142:460:H2K7HCCXY:6:1124:20324:61064 1 120 24 8 1 AAT AATAATAATAATAATAATAATAAT NA 0 0 8 2 103 ACAATTATACCAAGAACCATAGCAGTAAaataataataACAATTATACCAAGAACCATAGCAGT TGTTGGTATATGGAGTTGATGTGT 2 27 92 26 194 24 58,654 57,939 44,000 37,200 13,407,493 A 194 CTCAAATGTTAATTTAATGTTAAGTTCTTACAttttttttttttttCAAAATTGCTATCAACTCTAAAAGATTAACaaaaaaaaaaaaCAAACAATTATACCAAGAACCATAGCAGTAAaataataataataataataataatAACAATAGGGAATTGACATATTTATGTACACATCAACTCCATATACCAACA

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 1 1 4 42 240 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGA CCCATCTTTGAGGTAATTCTAATGCC 42 126 1 19 240 26 60,614 60,016 43,700 44,000 7,629,570 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 42 240 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGA CCCATCTTTGAGGTAATTCTAATGC 42 127 1 19 240 25 60,614 58,025 43,700 35,600 8,588,595 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 41 240 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGAC CCCATCTTTGAGGTAATTCTAATGCC 41 126 1 20 240 26 61,905 60,016 44,600 44,000 7,920,931 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 9 94 GAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGG GAAAGCAGCGCCTTCTTGG TCTGGTACTGGGAGAGAGGG 19 9 24 19 117 20 59,789 59,368 36,100 43,000 1,842,942 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 9 115 GAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTT GAGCTCTTCCTGTGGGACG TCTGGTACTGGGAGAGAGGG 40 9 3 19 117 20 59,783 59,368 47,900 43,000 1,848,463 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 8 154 CCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggc CCTTCTTGGTGGTTCGCCTT ACATGATGTTGCGTTGGACT 8 79 34 20 187 20 60,537 58,104 43,500 38,500 2,433,591 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 9 95 GGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAG GGAAAGCAGCGCCTTCTTG TCTGGTACTGGGAGAGAGGG 20 9 23 19 117 20 59,789 59,368 30,200 43,000 1,842,942 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 7 42 190 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGA GCTACATGATGTTGCGTTGGA 42 81 1 19 190 21 60,614 59,263 43,700 35,300 3,350,866 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 7 41 190 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGAC GCTACATGATGTTGCGTTGGA 41 81 1 20 190 21 61,905 59,263 44,600 35,300 3,642,227 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 7 8 157 CCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggc CCTTCTTGGTGGTTCGCCTT GCTACATGATGTTGCGTTGGA 8 81 34 20 190 21 60,537 59,263 43,500 35,300 2,274,607 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 7 7 156 CTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcg CTTCTTGGTGGTTCGCCTTC GCTACATGATGTTGCGTTGGA 7 81 35 20 190 21 59,125 59,263 34,600 35,300 2,612,295 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:23551:13703 1 62 27 9 1 CCG CGGCGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 8 42 190 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCGGGAGCTCTTCCTGTGGGA GCTACATGATGTTGCGTTGG 42 82 1 19 190 20 60,614 57,822 43,700 37,700 3,792,104 F 258 GGGAGCTCTTCCTGTGGGACGCGGAAAGCAGCGCCTTCTTGGTGGTTCGCCTTCGAGGTCCcggcggcggcggcggcggcggcggcggCGTGGAGccccctctctcCCAGTACCAGAGATTACTTTGCATAAATCCACCCCTATTTGAAATTCATCAAGTCTTGTTAAGTCCAACGCAACATCATGTAGCACTGATAGGAATGAAAGGACTTATGGCATTAGAATTACCTCAAAGATgggggAAAGAGTCTGAATTTG

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 2 10 187 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG GCACTCCTCTAGTCCGTGGT 10 113 21 20 207 20 60,107 60,966 35,300 41,600 1,073,585 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 10 188 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG TGCACTCCTCTAGTCCGTGG 10 114 21 20 208 20 60,107 60,966 35,300 49,400 1,073,080 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 10 189 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG CTGCACTCCTCTAGTCCGTG 10 115 21 20 209 20 60,107 59,546 35,300 49,400 0.561007 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 3 10 139 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG AGGCACTACTATCAGGGAGATC 10 63 21 20 159 22 60,107 58,226 35,300 27,500 3,880,774 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 3 10 190 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG TCTGCACTCCTCTAGTCCGT 10 116 21 20 210 20 60,107 59,671 35,300 46,900 0.435806 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 20 149 CAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTCAATCCATGGTCGCCAATGC AGGCACTACTATCAGGGAGATCT 20 62 11 20 159 23 60,249 59,599 35,600 27,500 3,650,157 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 20 200 CAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTCAATCCATGGTCGCCAATGC TCTGCACTCCTCTAGTCCGT 20 116 11 20 210 20 60,249 59,671 35,600 46,900 0.577747 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 14 143 ATGGTCGCCAATGCCTTCTTAGGGCATGGTACATgg ATGGTCGCCAATGCCTTCTT AGGCACTACTATCAGGGAGATCT 14 62 17 20 159 23 60,324 59,599 25,200 27,500 3,724,726 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 14 194 ATGGTCGCCAATGCCTTCTTAGGGCATGGTACATgg ATGGTCGCCAATGCCTTCTT TCTGCACTCCTCTAGTCCGT 14 116 17 20 210 20 60,324 59,671 25,200 46,900 0.652316 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 10 138 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG GGCACTACTATCAGGGAGATCT 10 62 21 20 158 22 60,107 58,226 35,300 27,500 3,880,774 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 10 139 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG AGGCACTACTATCAGGGAGATCT 10 62 21 20 159 23 60,107 59,599 35,300 27,500 3,508,216 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 10 144 TCGCCAATGCCTTCTTAGGGCATGGTACATggaggag TCGCCAATGCCTTCTTAGGG GCATTAGGCACTACTATCAGGGA 10 67 21 20 164 23 60,107 59,421 35,300 42,000 3,685,930 A 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 20 247 CAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTCAATCCATGGTCGCCAATGC GTCACCCTGGTTGAAATCAGC 20 162 11 20 257 21 60,249 59,458 35,600 42,600 1,790,744 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 20 246 CAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTCAATCCATGGTCGCCAATGC TCACCCTGGTTGAAATCAGCT 20 161 11 20 256 21 60,249 59,575 35,600 42,400 1,674,221 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:25215:61521 1 51 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 14 240 ATGGTCGCCAATGCCTTCTTAGGGCATGGTACATgg ATGGTCGCCAATGCCTTCTT TCACCCTGGTTGAAATCAGCT 14 161 17 20 256 21 60,324 59,575 25,200 42,400 1,748,790 F 261 AATCATGGACCAATCCATGGTCGCCAATGCCTTCTTAGGGCATGGTACATggaggaggaggaggaggaggaggaAGTTTCTATGACTCTAATGATTTAAGTGCTTTAACTCGTCAATACGATTAAAACAGAGTTGAAGATCTCCCTGATAGTAGTGCCTAATGCACTATATGATGAGGCaaaaaGTAACCACGGACTAGAGGAGTGCAGATTCAAATCCCAGTTTGTGATGAGTTAGCTGATTTCAACCAGGGTGACATCT

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 1 1 6 0 125 GCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGAGCTTTGTGTGGCTGTTTGGA TTTCACCCACCATTCCAGGC 49 0 45 20 169 20 59,541 60,542 35,300 48,500 1,001,252 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 6 0 126 TGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGTGCTTTGTGTGGCTGTTTGG TTTCACCCACCATTCCAGGC 50 0 44 20 169 20 59,825 60,542 32,800 48,500 0.717066 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 7 1 128 TGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGTGCTTTGTGTGGCTGTTTGG TCTTTCACCCACCATTCCAGG 50 1 44 20 171 21 59,825 59,925 32,800 44,500 1,250,676 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 11 0 154 TGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgTGCATTGGTTGTTTAAGGGATGG TTTCACCCACCATTCCAGGC 75 0 16 23 169 20 59,740 60,542 35,100 48,500 3,802,143 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 12 29 154 GCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGAGCTTTGTGTGGCTGTTTGGA CGCCCATCCTTCCATCCATT 49 29 45 20 198 20 59,541 60,179 35,300 31,600 0.638470 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 12 29 155 TGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGTGCTTTGTGTGGCTGTTTGG CGCCCATCCTTCCATCCATT 50 29 44 20 198 20 59,825 60,179 32,800 31,600 0.354283 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 12 29 182 GCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtGCATTGGTTGTTTAAGGGATGGA CGCCCATCCTTCCATCCATT 74 29 17 23 198 20 59,486 60,179 34,100 31,600 3,692,496 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 12 29 183 TGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgTGCATTGGTTGTTTAAGGGATGG CGCCCATCCTTCCATCCATT 75 29 16 23 198 20 59,740 60,179 35,100 31,600 3,439,361 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 13 29 198 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGAGGATGGAAGGATAGATGCATTGG CGCCCATCCTTCCATCCATT 90 29 1 23 198 20 58,985 60,179 31,600 31,600 4,194,066 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 13 0 110 TGAAACAATAAATGCATTGGTGGACggatggatggatg TGAAACAATAAATGCATTGGTGGAC CGCCCATCCTTCCATCCATT 0 29 89 25 198 20 59,069 60,179 40,200 31,600 6,110,127 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 14 37 190 GCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtGCATTGGTTGTTTAAGGGATGGA CATCCATCCGCCCATCCTTC 74 37 17 23 206 20 59,486 60,607 34,100 34,600 4,121,004 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 14 37 191 TGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgTGCATTGGTTGTTTAAGGGATGG CATCCATCCGCCCATCCTTC 75 37 16 23 206 20 59,740 60,607 35,100 34,600 3,867,868 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 14 33 159 TGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGTGCTTTGTGTGGCTGTTTGG CATCCGCCCATCCTTCCATC 50 33 44 20 202 20 59,825 60,607 32,800 35,100 0.782791 F 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 14 1 110 TGAAACAATAAATGCATTGGTGGACggatggatggatg TGAAACAATAAATGCATTGGTGGA CGCCCATCCTTCCATCCATT 1 29 89 24 198 20 57,893 60,179 40,200 31,600 6,285,629 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7080:55209_ 1 114 36 9 1 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNA 0 0 14 0 114 TGAAACAATAAATGCATTGGTGGACggatggatggatg TGAAACAATAAATGCATTGGTGGAC CATCCGCCCATCCTTCCATC 0 33 89 25 202 20 59,069 60,607 40,200 35,100 6,538,635 B 206 GGATGGAAGGATAGATGCATTGGTTGTTTAAGGGATGGATGAATGCTTtgtgtgGCTGTTTGGATGAatggatggatggGTGGATTAATGAAACAATAAATGCATTGGTGGACggatggatggatggatggatggatggatggatggatGCCTGGAATGGTGGGTGAAAGAatatatGAATGGATGGAAGGATGGGCGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 1 14 32 159 CCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTT CCTGTCCCAGTCAGTCAGTC GTACTGGGAAGGGAGGGAGA 32 43 17 20 175 20 59,394 59,661 35,100 37,100 0.944403 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 2 98 CTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcaCTCCCTCCCTTTCCCATTCC CTGATTGACTGAGACTGGGACA 2 10 47 20 144 22 59,447 59,435 30,100 40,200 3,117,837 B 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 2 99 CTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcaCTCCCTCCCTTTCCCATTCC ACTGATTGACTGAGACTGGGAC 2 11 47 20 145 22 59,447 59,435 30,100 44,600 3,118,280 B 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 16 3 99 CCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagt CCTCCCTCCCTTTCCCATTC CTGATTGACTGAGACTGGGACA 3 10 46 20 144 22 59,447 59,435 26,700 40,200 3,117,837 B 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 13 137 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC CTGGGAAGGGAGGGAGAGAG 13 40 36 20 172 20 60,179 60,398 43,000 32,000 0.577316 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 13 140 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC GTACTGGGAAGGGAGGGAGA 13 43 36 20 175 20 60,179 59,661 43,000 37,100 0.517749 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 13 141 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC GGTACTGGGAAGGGAGGGAG 13 44 36 20 176 20 60,179 60,691 43,000 43,000 0.870348 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 12 139 AGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagAGATCTCTCCCTCCCTCCCT GTACTGGGAAGGGAGGGAGA 12 43 37 20 175 20 60,330 59,661 42,000 37,100 0.669245 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 44 9 1.5 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 9 136 tctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcag TCTCTCCCTCCCTCCCTTTC GTACTGGGAAGGGAGGGAGA 9 43 40 20 175 20 59,660 59,661 26,200 37,100 0.679022 F 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 1 12 0 188 CCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagt CCCTCCCTTTCCCATTCCCT TGACATAATGATTGGTACTGGGACA 0 6 49 20 236 25 60,926 59,809 42,000 40,200 6,116,946 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 2 189 CTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcaCTCCCTCCCTTTCCCATTCC GACATAATGATTGGTACTGGGACA 2 6 47 20 235 24 59,447 58,319 30,100 40,200 6,233,952 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 2 192 CTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcaCTCCCTCCCTTTCCCATTCC CCTGACATAATGATTGGTACTGGGA 2 8 47 20 238 25 59,447 60,163 30,100 43,700 5,716,538 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 2 192 CTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcaCTCCCTCCCTTTCCCATTCC CCTGACATAATGATTGGTACTGGG 2 9 47 20 238 24 59,447 58,934 30,100 44,500 5,619,247 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 14 1 189 TCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagTCCCTCCCTTTCCCATTCCC TGACATAATGATTGGTACTGGGACA 1 6 48 20 236 25 60,924 59,809 39,700 40,200 6,114,952 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 16 3 193 CCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagt CCTCCCTCCCTTTCCCATTC CCTGACATAATGATTGGTACTGGG 3 9 46 20 238 24 59,447 58,934 26,700 44,500 5,619,247 D 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 9 203 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC CCTGACATAATGATTGGTACTGGG 13 9 36 20 238 24 60,179 58,934 43,000 44,500 5,244,849 G 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 8 203 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC CCTGACATAATGATTGGTACTGGGA 13 8 36 20 238 25 60,179 60,163 43,000 43,700 5,342,141 G 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7263:70961_ 1 69 137 9 2 ACTG GTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCAGTCANA 0 0 18 6 201 CAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcaCAGATCTCTCCCTCCCTCCC TGACATAATGATTGGTACTGGGACA 13 6 36 20 236 25 60,179 59,809 43,000 40,200 5,369,661 G 240 tctctcCCTCCCTGCCCCTGTCCcagtcagtcagtCAGAtctctcCCTCCCTCCCTTTCCCATTCCCTgtcagtcagtcagtcagtcagtcagtcagtcagtcaGGtctctcCCTCCCTCCCTGTCCCAGTCTCAGTCAATCAGTAAGGTAtctctctcCCTCCCTTCCCAGTACCTgtcagtcagtcaTGTAGTtctctctctcCATCCCTGTCCCAGTACCAATCATTATGTCAGGTC

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 54 213 CtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATACTGTGTGGTGTGAGCTCACT AATCCAGCGTGTGACTTTGC 98 54 40 20 252 20 59,894 59,407 34,100 36,800 0.698721 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 54 216 TTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAATTCCTGTGTGGTGTGAGCTC AATCCAGCGTGTGACTTTGC 101 54 37 20 252 20 59,893 59,407 40,900 36,800 0.699835 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 21 136 GGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTC GGTCCTCAATAGGCCCAAGG AATCCAGCGTGTGACTTTGC 21 54 117 20 252 20 59,816 59,407 36,100 36,800 0.776859 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 20 113 GTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCA GTCCTCAATAGGCCCAAGGG CCACCTACAAGCCTGCACTC 20 32 118 20 230 20 59,816 60,675 39,500 35,100 0.858626 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 20 135 GTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCA GTCCTCAATAGGCCCAAGGG AATCCAGCGTGTGACTTTGC 20 54 118 20 252 20 59,816 59,407 39,500 36,800 0.776859 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 54 212 tgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGTGTGGTGTGAGCTCACTC AATCCAGCGTGTGACTTTGC 97 54 41 20 252 20 59,895 59,407 35,100 36,800 0.697983 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 54 252 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCCCACTTGCCCAATCTGTACA AATCCAGCGTGTGACTTTGC 137 54 1 20 252 20 57,801 59,407 29,000 36,800 2,791,954 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 50 165 CAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCCAGGATGAGGCCCTTACGTG AATCCAGCGTGTGACTTTGC 50 54 88 20 252 20 60,179 59,407 44,900 36,800 0.772200 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 29 187 tgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGTGTGGTGTGAGCTCACTC CCTACAAGCCTGCACTCGAC 97 29 41 20 227 20 59,895 60,738 35,100 42,000 0.842570 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 28 186 tgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGTGTGGTGTGAGCTCACTC CTACAAGCCTGCACTCGACC 97 28 41 20 226 20 59,895 60,738 35,100 47,900 0.842570 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 54 252 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCCCACTTGCCCAATCTGTACAG AATCCAGCGTGTGACTTTGC 136 54 1 21 252 20 58,913 59,407 27,400 36,800 2,679,997 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:7527:62347_ 1 158 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 54 253 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCCCACTTGCCCAATCTGTACAG AAATCCAGCGTGTGACTTTGC 136 54 1 21 253 21 58,913 60,001 27,400 36,800 3,088,247 F 285 CCACTTGCCCAATCTGTACAGTTAAAGCTGCTGGGCTTCCtgtgtgGTGTGAGCTCACTCTCACTATGCGTAAAATATTGGCAGGGGCAGGATGAGGCCCTTACGTGGCCATTTAAGGTCCTCAATAGGCCCAAGGGCCGCCCAACGCCTCACTCCAcaccaccaccaccaccaccaccccccccACCCCAGTAAAATTTCACGCAGGTCGAGTGCAGGCTTGTAGGTgggggCAAAGTCACACGCTGGATTTTACATATCAcccccGCCTTCAAACCCGGCATT

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 1 1 4 29 126 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA CCTCGCTCCTATGCTTTCGA 29 30 13 20 138 20 59,890 59,614 45,200 37,100 0.496046 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 29 127 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA TCCTCGCTCCTATGCTTTCG 29 31 13 20 139 20 59,890 59,614 45,200 34,600 0.496046 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 29 131 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA CCTCTCCTCGCTCCTATGCT 29 35 13 20 143 20 59,890 60,539 45,200 37,900 0.649733 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 29 182 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA CACTCTCCTCGACTGCAACC 29 86 13 20 194 20 59,890 60,389 45,200 37,700 0.499461 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 30 193 CTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTACTGTTAAGAGCTGCCAGCCA CACTTGCCCTCACTCTCCTC 30 96 12 20 204 20 60,322 59,751 47,500 37,100 0.570762 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 29 192 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA CACTTGCCCTCACTCTCCTC 29 96 13 20 204 20 59,890 59,751 45,200 37,100 0.359137 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 32 195 ACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCAC ACCTGTTAAGAGCTGCCAGC CACTTGCCCTCACTCTCCTC 32 96 10 20 204 20 60,322 59,751 48,500 37,100 0.570851 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 29 159 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA ATCCCACCATCACACACCTG 29 63 13 20 171 20 59,890 59,671 45,200 40,000 0.439555 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1124:8471:35115_ 1 62 27 7 1.5 ACC GTGTGTTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 29 160 TGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGTGTTAAGAGCTGCCAGCCAA CATCCCACCATCACACACCT 29 64 13 20 172 20 59,890 59,671 45,200 40,000 0.439555 F 221 GGAAGTGCTACCTGTTAAGAGCTGCCAGCCAATCAGAGGCTCACTTAGCGGCgggggTGGGgtgtgttggtggtggtggtggtggtggAAACAGTGGCTGTTGCCAGTACTAAACCCATCGAAAGCATAGGAGCGAGGAGAGGCCCAGGCACAGgtgtgtGATGGTGGGATgggggTTGCAGTCGAGGAGAGTGAGGGCAAGTGCAGGGTCTTTCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 1 1 2 37 156 TCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTCAGTCCAACACAGGCATCC CAGTGAGGACTGGAGTTGCA 42 37 97 20 252 20 59,963 59,606 35,100 40,800 0.430924 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 52 241 GGGTACAGCGGGTTCAGAATTGATGGACCAGATGGGGGTACAGCGGGTTCAGAAT TGACAGCAAGAACAGCAGTG 112 52 27 20 267 20 59,748 58,698 24,000 36,600 1,554,563 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 37 196 GATGGCTGCACTACCTCAGGTTAGCTGAAGCATGT GATGGCTGCACTACCTCAGG CAGTGAGGACTGGAGTTGCA 82 37 57 20 252 20 60,179 59,606 38,600 40,800 0.573254 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 8 127 TCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTCAGTCCAACACAGGCATCC AAGGTGTTGAGTGCTGTGCA 42 8 97 20 223 20 59,963 60,394 35,100 45,700 0.430948 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 7 126 TCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTCAGTCCAACACAGGCATCC AGGTGTTGAGTGCTGTGCAT 42 7 97 20 222 20 59,963 60,179 35,100 39,600 0.215741 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 7 166 GATGGCTGCACTACCTCAGGTTAGCTGAAGCATGT GATGGCTGCACTACCTCAGG AGGTGTTGAGTGCTGTGCAT 82 7 57 20 222 20 60,179 60,179 38,600 39,600 0.358071 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 7 169 CCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCA CCAGATGGCTGCACTACCTC AGGTGTTGAGTGCTGTGCAT 85 7 54 20 222 20 60,179 60,179 38,500 39,600 0.358071 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 4 7 196 GGGTACAGCGGGTTCAGAATTGATGGACCAGATGGGGGTACAGCGGGTTCAGAAT AGGTGTTGAGTGCTGTGCAT 112 7 27 20 222 20 59,748 60,179 24,000 39,600 0.431206 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 5 51 241 GGGTACAGCGGGTTCAGAATTGATGGACCAGATGGGGGTACAGCGGGTTCAGAAT TGACAGCAAGAACAGCAGTGA 112 51 27 20 267 21 59,748 60,134 24,000 34,100 1,386,628 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 5 50 240 GGGTACAGCGGGTTCAGAATTGATGGACCAGATGGGGGTACAGCGGGTTCAGAAT GACAGCAAGAACAGCAGTGAG 112 50 27 20 266 21 59,748 59,470 24,000 35,100 1,782,490 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 6 9 128 TCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTCAGTCCAACACAGGCATCC GAAGGTGTTGAGTGCTGTGC 42 9 97 20 224 20 59,963 59,691 35,100 45,700 0.345725 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:15595:8886_ 1 159 37 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCTTCCTCCTCCTCC NA 0 0 6 9 198 GGGTACAGCGGGTTCAGAATTGATGGACCAGATGGGGGTACAGCGGGTTCAGAAT GAAGGTGTTGAGTGCTGTGC 112 9 27 20 224 20 59,748 59,691 24,000 45,700 0.561190 B 287 GATTGTTGATTGTGCTgggggCTGAGGGGTACAGCGGGTTCAGAATTGATGGACCAGATGGCTGCACTACCTCAGGTTAGCTGAAGCATGTCTGAATCAGTCCAACACAGGCATCCCTGGCAACtgtgtgtgGCTGGAGGTGCCCTCACCACATCTGTctcctcctcctcctcctcctcctcTtcctcctcctccCCTGAAAATGCACAGCACTCAACACCTTCCTTGTCTTTGCAACTCCAGTCCTCACTGCTGTTCTTGCTGTCAATGACctctctTGTGCTGAT

ST‐E00142:460:H2K7HCCXY:6:1201:20009:45681 1 71 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 17 0 122 CCTTCCATTCCAGTCCACTCCATACATCCATCTTGGC CCTTCCATTCCAGTCCACTCC GGGATGCCAAGATGGATGT 47 0 3 21 124 19 60,065 57,164 38,500 30,600 4,900,936 A 124 TCCCTTCCATTCCAGTCCACTCCATACATCCATCTTGGCATCCATTCCATTCCACTCATCCATCTTGGTAtccattccattccattccattccattccattccatACATCCATCTTGGCATCCC

ST‐E00142:460:H2K7HCCXY:6:1201:20009:45681 1 71 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 17 0 123 CCCTTCCATTCCAGTCCACTCCATACATCCATCTTGGCCCTTCCATTCCAGTCCACT GGGATGCCAAGATGGATGT 49 0 2 20 124 19 59,005 57,164 40,000 30,600 4,830,834 A 124 TCCCTTCCATTCCAGTCCACTCCATACATCCATCTTGGCATCCATTCCATTCCACTCATCCATCTTGGTAtccattccattccattccattccattccattccatACATCCATCTTGGCATCCC

ST‐E00142:460:H2K7HCCXY:6:1201:20009:45681 1 71 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 17 0 124 TCCCTTCCATTCCAGTCCACTCCATACATCCATCTTG TCCCTTCCATTCCAGTCCAC GGGATGCCAAGATGGATGT 50 0 1 20 124 19 59,008 57,164 40,200 30,600 4,827,730 A 124 TCCCTTCCATTCCAGTCCACTCCATACATCCATCTTGGCATCCATTCCATTCCACTCATCCATCTTGGTAtccattccattccattccattccattccattccatACATCCATCTTGGCATCCC

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 1 1 4 46 226 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT AGCTTCACCATAGCCTCTCA 46 81 11 24 236 20 57,101 58,129 21,700 32,700 8,770,810 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 4 46 227 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT CAGCTTCACCATAGCCTCTCA 46 81 11 24 237 21 57,101 59,516 21,700 32,700 8,383,220 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 4 46 228 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT TCAGCTTCACCATAGCCTCTC 46 82 11 24 238 21 57,101 59,241 21,700 32,000 8,658,838 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 4 33 178 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT CCTTTCTCTGCTCCCACAGG 46 33 11 24 188 20 57,101 60,036 21,700 40,000 6,935,022 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 4 22 167 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT TCCCACAGGCAAGTTGTCTT 46 22 11 24 177 20 57,101 59,449 21,700 30,100 7,450,306 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 6 51 240 TGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaa TGAATTTATTTAAGTGCTGTGAAGATG ACATTCAGCTTCACCATAGCCT 51 85 3 27 242 22 57,155 59,759 29,000 45,800 12,085,458 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 6 51 240 TGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaa TGAATTTATTTAAGTGCTGTGAAGATG ACATTCAGCTTCACCATAGCC 51 86 3 27 242 21 57,155 58,352 29,000 39,300 12,492,849 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 6 23 168 TTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAttttt TTTAAGTGCTGTGAAGATGGATTT CTCCCACAGGCAAGTTGTCT 46 23 11 24 178 20 57,101 59,891 21,700 34,100 7,008,735 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:22150:9449_ 1 81 55 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGNA 0 0 8 53 242 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaa CTTGAATTTATTTAAGTGCTGTGAAGA ACATTCAGCTTCACCATAGCCT 53 85 1 27 242 22 57,102 59,759 28,700 45,800 12,138,411 F 267 CTTGAATTTATTTAAGTGCTGTGAAGATGGAtttttaaaaaTATAtttttGGAAACATGGGGTAtttttATAGAGAAGGAagtgagtgagtgagtgagtgagtgagtgagagagagtgtgtgTgagagagagagaTTAAACTAgggggAGGTTGGTAAAGACAACTTGCCTGTGGGAGCAGAGAAAGGTAAAGGTGCTAAATGTATGCATTTGTAATGAGAGGCTATGGTGAAGCTGAATGTATGAGTAAATATGTTGGGTTAGAAA

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 2 26 169 TGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACC TGGATGAGTGCTCTCCAGGA GGCTCTGGCTTCTTCCACAT 82 26 41 20 209 20 59,958 60,035 38,600 32,100 0.076354 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 26 206 TCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAATCCCAGTCTTTAGAAACCGGTG GGCTCTGGCTTCTTCCACAT 117 26 4 22 209 20 59,962 60,035 49,400 32,100 2,072,703 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 26 166 ATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGATGAGTGCTCTCCAGGACCT GGCTCTGGCTTCTTCCACAT 79 26 44 20 209 20 59,958 60,035 38,500 32,100 0.077101 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 26 205 CCCAGTCTTTAGAAACCGGTGACCTATAAGACGAA CCCAGTCTTTAGAAACCGGTGA GGCTCTGGCTTCTTCCACAT 116 26 5 22 209 20 59,962 60,035 40,200 32,100 2,072,703 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 11 154 TGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACC TGGATGAGTGCTCTCCAGGA CACATTCCCTCATCCTCCGG 82 11 41 20 194 20 59,958 59,893 38,600 51,400 0.149140 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 11 190 CCCAGTCTTTAGAAACCGGTGACCTATAAGACGAA CCCAGTCTTTAGAAACCGGTGA CACATTCCCTCATCCTCCGG 116 11 5 22 194 20 59,962 59,893 40,200 51,400 2,145,489 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 26 121 ATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACAATTAGCCCGGGTCTCTGGAT GGCTCTGGCTTCTTCCACAT 34 26 89 20 209 20 60,105 60,035 34,100 32,100 0.139605 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 12 107 ATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACAATTAGCCCGGGTCTCTGGAT CCACATTCCCTCATCCTCCG 34 12 89 20 195 20 60,105 59,893 34,100 46,300 0.212390 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23267:51254 1 143 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 11 106 ATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACAATTAGCCCGGGTCTCTGGAT CACATTCCCTCATCCTCCGG 34 11 89 20 194 20 60,105 59,893 34,100 51,400 0.212390 F 231 TGTTCCCAGTCTTTAGAAACCGGTGACCTATAAGACGAACTGGATGAGTGCTCTCCAGGACCTGGGTTCGAGACCCCTGCCCTACAGCATTAGCCCGGGTCTCTGGATTACTGGTCCAGTAACATTACCACAATGTCACCCCcctcctcctcctcctcctcctcccccccccGGCCGGAGGATGAGGGAATGTGGAAGAAGCCAGAGCCGGAGGAGTGCGGAGGTCCAGAG

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 2 58 234 TCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTC TCCTGCAGATTGTGGTGGTC CTCCTGTGCAACACAATGGC 58 109 5 20 238 20 59,963 60,039 40,200 44,000 0.075624 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 39 215 CTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCCTGCTGCACTCCTCTTCACA CTCCTGTGCAACACAATGGC 39 109 24 20 238 20 59,966 60,039 35,800 44,000 0.073368 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 27 133 CTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCCTGCTGCACTCCTCTTCACA TCGTCTCCCAGCACAGTACT 39 27 24 20 156 20 59,966 60,251 35,800 27,300 0.285685 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 6 112 CTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCCTGCTGCACTCCTCTTCACA TTACCATGCTGCTCTGCGTT 39 6 24 20 135 20 59,966 60,322 35,800 48,400 0.356040 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 26 132 CTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCCTGCTGCACTCCTCTTCACA CGTCTCCCAGCACAGTACTG 39 26 24 20 155 20 59,966 60,109 35,800 27,400 0.143562 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 26 151 TCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTC TCCTGCAGATTGTGGTGGTC CGTCTCCCAGCACAGTACTG 58 26 5 20 155 20 59,963 60,109 40,200 27,400 0.145818 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 61 241 AGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCAGGTCCTGCAGATTGTGGTG TCAGCTCCTGTGCAACACAA 61 113 2 20 242 20 59,963 60,107 41,700 33,300 0.144567 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 61 242 AGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCAGGTCCTGCAGATTGTGGTG TTCAGCTCCTGTGCAACACA 61 114 2 20 243 20 59,963 60,107 41,700 37,200 0.144567 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 59 240 GTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTT GTCCTGCAGATTGTGGTGGT TTCAGCTCCTGTGCAACACA 59 114 4 20 243 20 60,251 60,107 41,600 37,200 0.358165 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 39 216 CTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCCTGCTGCACTCCTCTTCACA GCTCCTGTGCAACACAATGG 39 110 24 20 239 20 59,966 60,039 35,800 31,600 0.073368 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 26 150 CCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCA CCTGCAGATTGTGGTGGTCT CGTCTCCCAGCACAGTACTG 57 26 6 20 155 20 59,963 60,109 38,500 27,400 0.146389 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:23449:52660 1 83 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 26 154 AGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCAGGTCCTGCAGATTGTGGTG CGTCTCCCAGCACAGTACTG 61 26 2 20 155 20 59,963 60,109 41,700 27,400 0.146389 F 244 AAGGTCCTGCAGATTGTGGTGGTCTGCTGCACTCCTCTTCACATGACACTCCAGCTCATCAGAGGAgggggATGTGGAATGTgaggaggaggaggaggaggaggaggagGAAGACAACGCAGAGCAGCATGGTAACAGTACTGTGCTGGGAGACGATCGGGGATTCCATGAGATTGGCCActctctCAATGGTagagagCATGTGTTCAGAACCCTTAGCCATTGTGTTGCACAGGAGCTGAAT

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 1 1 4 80 247 CCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACA CCTCGCTTACCGTCGCTTT TTGTATAGAGAGCAGGGCGC 104 80 6 19 252 20 60,446 59,611 35,100 65,300 1,834,972 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 78 245 CCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACA CCTCGCTTACCGTCGCTTT GTATAGAGAGCAGGGCGCAT 104 78 6 19 250 20 60,446 59,394 35,100 47,300 2,051,171 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 52 196 GCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGGCTATCGGCTTGCTCGATCG TTGTATAGAGAGCAGGGCGC 52 80 57 20 252 20 61,341 59,611 36,900 65,300 1,730,047 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 51 194 TATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCC TATCGGCTTGCTCGATCGC TTGTATAGAGAGCAGGGCGC 51 80 59 19 252 20 60,372 59,611 45,800 65,300 1,761,149 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 51 195 CTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGC CTATCGGCTTGCTCGATCGC TTGTATAGAGAGCAGGGCGC 51 80 58 20 252 20 61,341 59,611 45,800 65,300 1,730,047 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 27 169 GACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttGACTCTCCAAGCCGCATCTA GTATAGAGAGCAGGGCGCAT 27 78 82 20 250 20 59,253 59,394 19,800 47,300 1,352,845 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 4 27 171 GACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttGACTCTCCAAGCCGCATCTA TTGTATAGAGAGCAGGGCGC 27 80 82 20 252 20 59,253 59,611 19,800 65,300 1,136,646 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 6 77 244 CCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACA CCTCGCTTACCGTCGCTTT TATAGAGAGCAGGGCGCATG 104 77 6 19 249 20 60,446 59,395 35,100 40,600 2,050,665 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26788:57460 1 129 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 6 27 168 GACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttGACTCTCCAAGCCGCATCTA TATAGAGAGCAGGGCGCATG 27 77 82 20 249 20 59,253 59,395 19,800 40,600 1,352,338 F 267 ATCGGCCTCGCTTACCGTCGCTTTTCCCTCGATCTTTTCACAGAGGAAGGGGAGTAGCTATCGGCTTGCTCGATCGCCCTGGACTCTCCAAGCCGCATCTAATCGGAGCTGTCGCtttttCTTTTAAAattattattattattattattattTTTCCTcccccTCGGCCCCTcccccccccGTcccccAGttttttttttAAGGACAAAACAggggggTTCACGGGGCGCATGCGCCCTGctctctATACAAAgggggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 4 29 148 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC CAGAGTGAGGGTAACGGCAG 29 58 11 20 158 20 59,963 60,109 40,200 48,500 0.145347 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT
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ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 29 226 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC CAACGCTCCATTTGCCTTCC 29 136 11 20 236 20 59,963 60,109 40,200 34,600 0.145864 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 29 240 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC TTTGACATCAAGGCCAACGC 29 150 11 20 250 20 59,963 59,686 40,200 48,400 0.350404 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 18 137 CTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGG CTTGTGACCCAGGGCTTTCT CAGAGTGAGGGTAACGGCAG 18 58 22 20 158 20 59,889 60,109 25,200 48,500 0.219868 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 17 136 TTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGC TTGTGACCCAGGGCTTTCTC CAGAGTGAGGGTAACGGCAG 17 58 23 20 158 20 59,890 60,109 28,700 48,500 0.219101 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 11 101 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC GCTTGGTCAGGACATGCAAC 29 11 11 20 111 20 59,963 59,758 40,200 41,700 0.278749 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 35 154 CCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCCCAGTCTGATGAGTGCCCTT CAGAGTGAGGGTAACGGCAG 35 58 5 20 158 20 59,383 60,109 39,500 48,500 0.726027 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 29 223 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC CGCTCCATTTGCCTTCCCTA 29 133 11 20 233 20 59,963 60,107 40,200 35,300 0.143946 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 36 155 ACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTACCAGTCTGATGAGTGCCCT CAGAGTGAGGGTAACGGCAG 36 58 4 20 158 20 60,546 60,109 51,900 48,500 0.654881 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 36 247 ACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTACCAGTCTGATGAGTGCCCT TTTGACATCAAGGCCAACGC 36 150 4 20 250 20 60,546 59,686 51,900 48,400 0.859939 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 29 227 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC CCAACGCTCCATTTGCCTTC 29 137 11 20 237 20 59,963 60,109 40,200 34,600 0.145864 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:26798:72807 1 60 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 29 244 TGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAATGATGAGTGCCCTTGTGACC TCCCTTTGACATCAAGGCCA 29 154 11 20 254 20 59,963 59,223 40,200 53,600 0.813542 A 275 CTTACCAGTCTGATGAGTGCCCTTGTGACCCAGGGCTTTCTCTGAAAGCGAGCTGGCATtggtggtggtggtggtggtggGGGATGGGGCTGTTGCATGTCCTGACCAAGCGTAATTACTGGAACAGTCTGGGCGGCCCTGCCGTTACCCTCACTCTGCCCGGGACGAGATCCGATCGCGGGGTCCGGGGTCTGAAGCAAGTTCAGCAGGTAATAGGGAAGGCAAATGGAGCGTTGGCCTTGATGTCAAAGGGATTGGAGGATaaaaaTAGGGAT

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 1 1 1 13 241 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcat TTGTGGACGGAGAGGGAGC AGTAAAGGCAACAGGAAGGAAG 13 163 1 19 241 22 61,284 58,244 47,000 34,600 6,039,646 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 1 13 241 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcat TTGTGGACGGAGAGGGAGC AGTAAAGGCAACAGGAAGGAA 13 164 1 19 241 21 61,284 57,124 47,000 33,600 6,159,838 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 2 13 108 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcat TTGTGGACGGAGAGGGAGC AAATGCTGTGGTTGCTTGAAA 13 31 1 19 108 21 61,284 57,460 47,000 26,900 5,823,843 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 2 13 240 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcat TTGTGGACGGAGAGGGAGC GTAAAGGCAACAGGAAGGAAGC 13 162 1 19 240 22 61,284 59,771 47,000 38,600 4,512,591 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 2 5 99 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGA AAATGCTGTGGTTGCTTGAAA 5 31 10 18 108 21 59,960 57,460 42,000 26,900 5,579,938 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 2 4 99 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT AAATGCTGTGGTTGCTTGAAA 4 31 10 19 108 21 60,384 57,460 38,500 26,900 4,924,117 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 2 4 228 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT AAGGCAACAGGAAGGAAGCA 4 161 10 19 237 20 60,384 59,814 38,500 39,100 1,569,704 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 3 5 227 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGA AGGCAACAGGAAGGAAGCAA 5 160 10 18 236 20 59,960 59,814 42,000 39,100 2,225,525 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 3 4 161 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT TGGCTCATTTCTATGAAGTGCCT 4 91 10 19 170 23 60,384 60,054 38,500 47,500 4,437,942 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 3 4 162 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT GTGGCTCATTTCTATGAAGTGCC 4 92 10 19 171 23 60,384 59,934 38,500 50,100 4,449,728 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 3 4 227 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT AGGCAACAGGAAGGAAGCAA 4 160 10 19 236 20 60,384 59,814 38,500 39,100 1,569,704 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:5852:52203_ 1 33 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 4 4 161 GAGAGGGAGCCACAGGGATCCTGcatcatcatcatcat GAGAGGGAGCCACAGGGAT TGGCTCATTTCTATGAAGTGCC 4 92 10 19 170 22 60,384 58,718 38,500 50,100 4,665,824 A 270 TTGTGGACGGAGAGGGAGCCACAGGGATCCTGcatcatcatcatcatcatcatcatGTCATTGTGCACAGTTGAGTCAATGGTTCATTTTCAAGCAACCACAGCATTTTGCACTCATAAAGTACCTTTAATGTCAATAAATGCCCCAAGGCACTTCATAGAAATGAGCCACAATTTACATTTTGATATAAAAGTGGAAAATTGACCACTTAGCAATTTGCTTCCTTCCTGTTGCCTTTACTTATTAGAACACTGATAAACATGTTAGCCA

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 1 1 3 11 138 CAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagCAGAATCCCAGGGTCAGCG TAAGGAGCTGACGGCCACTA 11 28 111 19 248 20 60,153 60,324 51,800 27,400 1,477,288 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 4 28 185 CACCCTCCAATAGTGGCAGGGATCTGAACCCCAAC CACCCTCCAATAGTGGCAGG TAAGGAGCTGACGGCCACTA 57 28 64 20 248 20 60,107 60,324 48,500 27,400 0.431016 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 4 13 170 CACCCTCCAATAGTGGCAGGGATCTGAACCCCAAC CACCCTCCAATAGTGGCAGG CACTAGTGGGAGCATAGGGC 57 13 64 20 233 20 60,107 59,605 48,500 51,900 0.501582 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 5 12 125 ATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccc ATCAGAATCCCAGGGTCAGC CACTAGTGGGAGCATAGGGC 12 13 109 20 233 20 59,157 59,605 42,600 51,900 1,237,199 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 5 9 136 GAATCCCAGGGTCAGCGACCAAAATCCCgccccagcc GAATCCCAGGGTCAGCGAC TAAGGAGCTGACGGCCACTA 9 28 113 19 248 20 60,153 60,324 51,900 27,400 1,477,349 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 45 202 CACCCTCCAATAGTGGCAGGGATCTGAACCCCAAC CACCCTCCAATAGTGGCAGG CAGGATGCAGCTGGTGGTAA 57 45 64 20 265 20 60,107 60,035 48,500 28,500 0.142169 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 45 203 CCACCCTCCAATAGTGGCAGGGATCTGAACCCCAA CCACCCTCCAATAGTGGCAG CAGGATGCAGCTGGTGGTAA 58 45 63 20 265 20 60,107 60,035 48,500 28,500 0.142169 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 45 245 CCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCACCCTCCCTCATCCAAACCTT CAGGATGCAGCTGGTGGTAA 100 45 21 20 265 20 58,997 60,035 35,000 28,500 1,038,009 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 42 242 CCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCACCCTCCCTCATCCAAACCTT GATGCAGCTGGTGGTAAGGA 100 42 21 20 262 20 58,997 59,747 35,000 33,600 1,255,901 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 41 241 CCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCACCCTCCCTCATCCAAACCTT ATGCAGCTGGTGGTAAGGAG 100 41 21 20 261 20 58,997 59,746 35,000 36,900 1,257,035 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 35 192 CACCCTCCAATAGTGGCAGGGATCTGAACCCCAAC CACCCTCCAATAGTGGCAGG CTGGTGGTAAGGAGCTGACG 57 35 64 20 255 20 60,107 60,109 48,500 43,500 0.215631 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1201:7892:55385_ 1 141 60 10 1 AGCCCC GCCCCAGCCCCAGCCCCAGCCCCAGCCCCAGCCCCANA 0 0 6 28 186 CCACCCTCCAATAGTGGCAGGGATCTGAACCCCAA CCACCCTCCAATAGTGGCAG TAAGGAGCTGACGGCCACTA 58 28 63 20 248 20 60,107 60,324 48,500 27,400 0.431016 A 280 GATTCCTATCAAACCCTCTCCCCTCCCTCATCCAAACCTTTCTACAATCGGGAATCAATATTCCACCCTCCAATAGTGGCAGGGATCTGAACCCCAACGCTCCCGGGGATCAGAATCCCAGGGTCAGCGACCAAAATCCCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaACCCCAACCACCAGCCCTATGCTCCCACTAGTGGCCGTCAGCTCCTTACCACCAGCTGCATCCTGCTCCAGAGTTCTCAC

ST‐E00142:460:H2K7HCCXY:6:1202:12388:40636 1 80 75 7 2 CCG GCCGCCGCCGCCGCCGCCGCCGCTGCCGCCGCTGC NA 1 1 4 6 155 CACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCCACCTCAGAGCCGTTCTCG GGCCCGAGATGTTGTCTGG 36 6 25 19 179 19 60,154 60,450 40,400 38,600 2,604,251 D 272 CGCCAGGCCCGCGGTTGGCGCGGCCACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCGGGCCCGGCCTCAGTCCCAgccgccgccgccgccgccgccGCTGCCGCCGCTGCTgccgccgccgccgccGCTgccgccgccgccgccgccgccTTCTTCCCAGACAACATCTCGGGCCGCCTGGCCGCCGCGGGCCGCAGGGGCCGCTCGGTCTGCCGCTCCGTGGGTCCGCAGCCGCCTAGCCTTCCCGCCCCGCACCTCACACGACCCG

ST‐E00142:460:H2K7HCCXY:6:1202:12388:40636 1 80 75 7 2 CCG GCCGCCGCCGCCGCCGCCGCCGCTGCCGCCGCTGC NA 0 0 5 7 156 CACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCCACCTCAGAGCCGTTCTCG CGGCCCGAGATGTTGTCTG 36 7 25 19 180 19 60,154 60,811 40,400 35,100 2,965,205 D 272 CGCCAGGCCCGCGGTTGGCGCGGCCACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCGGGCCCGGCCTCAGTCCCAgccgccgccgccgccgccgccGCTGCCGCCGCTGCTgccgccgccgccgccGCTgccgccgccgccgccgccgccTTCTTCCCAGACAACATCTCGGGCCGCCTGGCCGCCGCGGGCCGCAGGGGCCGCTCGGTCTGCCGCTCCGTGGGTCCGCAGCCGCCTAGCCTTCCCGCCCCGCACCTCACACGACCCG

ST‐E00142:460:H2K7HCCXY:6:1202:12388:40636 1 80 75 7 2 CCG GCCGCCGCCGCCGCCGCCGCCGCTGCCGCCGCTGC NA 0 0 5 6 156 CCACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCCACCTCAGAGCCGTTCTC GGCCCGAGATGTTGTCTGG 37 6 24 19 179 19 59,783 60,450 28,700 38,600 2,667,022 D 272 CGCCAGGCCCGCGGTTGGCGCGGCCACCTCAGAGCCGTTCTCGGCGCCGCTCGCCGATCCGGGCCCGGCCTCAGTCCCAgccgccgccgccgccgccgccGCTGCCGCCGCTGCTgccgccgccgccgccGCTgccgccgccgccgccgccgccTTCTTCCCAGACAACATCTCGGGCCGCCTGGCCGCCGCGGGCCGCAGGGGCCGCTCGGTCTGCCGCTCCGTGGGTCCGCAGCCGCCTAGCCTTCCCGCCCCGCACCTCACACGACCCG

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 3 56 219 CACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCCACCTGGACGCTCAAGAAGA CAGGTTGGGTTCATCGACCT 56 90 2 20 220 20 59,682 59,675 28,700 38,500 0.643383 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 57 207 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTTCACCTGGACGCTCAAGAAG TCGACCTTCAATTCCACCGG 57 77 1 20 207 20 59,682 60,037 28,500 52,800 0.355205 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 57 241 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTTCACCTGGACGCTCAAGAAG TCGCCATCACGGTCTCAATC 57 111 1 20 241 20 59,682 60,179 28,500 26,700 0.497551 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 56 206 CACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCCACCTGGACGCTCAAGAAGA TCGACCTTCAATTCCACCGG 56 77 2 20 207 20 59,682 60,037 28,700 52,800 0.355205 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 56 240 CACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCCACCTGGACGCTCAAGAAGA TCGCCATCACGGTCTCAATC 56 111 2 20 241 20 59,682 60,179 28,700 26,700 0.497551 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 56 241 CACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCCACCTGGACGCTCAAGAAGA GTCGCCATCACGGTCTCAAT 56 112 2 20 242 20 59,682 60,460 28,700 25,700 0.778725 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 20 171 TCATGTTTCTCTTCACCGGATATGACAATATTGAAA TCATGTTTCTCTTCACCGGAT TCGACCTTCAATTCCACCGG 20 77 37 21 207 20 57,019 60,037 41,800 52,800 4,017,836 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 21 172 TTCATGTTTCTCTTCACCGGATATGACAATATTGAAATTCATGTTTCTCTTCACCGGA TCGACCTTCAATTCCACCGG 21 77 36 21 207 20 57,238 60,037 51,400 52,800 3,799,172 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13017:6812_ 1 78 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 21 185 TTCATGTTTCTCTTCACCGGATATGACAATATTGAAATTCATGTTTCTCTTCACCGGA CAGGTTGGGTTCATCGACCT 21 90 36 21 220 20 57,238 59,675 51,400 38,500 4,087,350 F 260 TCACCTGGACGCTCAAGAAGATTTGTCATTTCCTTTTCATGTTTCTCTTCACCGGATATGACAATATTGAAAACCTGggtggtggtggtggtggtggtggtggtggtggtgggggggCAATAAAAGCCtgtgtgGCCCAGCCTGATGcccccccccccccccccGGGTTGAAATCCCACTGGGGCGGCCGGTGGAATTGAAGGTCGATGAACCCAACCTGGGATTGAGACCGTGATGGCGACCGCGAGACCATCATCGAT

ST‐E00142:460:H2K7HCCXY:6:1202:13687:35783 1 21 75 7 2 ACTCC TGGAGTGGAGTGGAGTGGAGTGGAGTGGAGTGAANA 1 1 14 0 114 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtgg CGGAGTGAAGCAGAGTAGAC CACCACTCCACTCCGCTC 0 1 1 20 114 18 57,447 59,737 25,900 50,300 4,815,994 D 117 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtggagtggagtggagTGAATGGAGGggagtggagtggagtggagtggagtggagtggagtGGAGCGGAGTGGAGTGGTGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:13687:35783 1 21 75 7 2 ACTCC TGGAGTGGAGTGGAGTGGAGTGGAGTGGAGTGAANA 0 0 14 0 116 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtgg CGGAGTGAAGCAGAGTAGAC CACACCACTCCACTCCGC 0 3 1 20 116 18 57,447 60,358 25,900 55,400 4,910,596 D 117 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtggagtggagtggagTGAATGGAGGggagtggagtggagtggagtggagtggagtggagtGGAGCGGAGTGGAGTGGTGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:13687:35783 1 21 75 7 2 ACTCC TGGAGTGGAGTGGAGTGGAGTGGAGTGGAGTGAANA 0 0 14 0 117 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtgg CGGAGTGAAGCAGAGTAGAC CCACACCACTCCACTCCG 0 4 1 20 117 18 57,447 59,656 25,900 46,300 4,896,837 D 117 CGGAGTGAAGCAGAGTAGACtggagtggagtggagtggagtggagtggagTGAATGGAGGggagtggagtggagtggagtggagtggagtggagtGGAGCGGAGTGGAGTGGTGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 1 1 2 0 134 CTTGGAAGTTAAGGGATGTCACTcacaacacaacacaa CTTGGAAGTTAAGGGATGTCACT AGCTTGGCCATATCTTTGTTGT 0 54 6 23 139 22 58,089 58,566 34,100 33,200 8,345,699 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 0 0 3 1 135 TCTTGGAAGTTAAGGGATGTCACTcacaacacaacaca TCTTGGAAGTTAAGGGATGTCAC AGCTTGGCCATATCTTTGTTGT 1 54 5 23 139 22 58,093 58,566 36,700 33,200 8,340,927 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 0 0 3 0 135 TCTTGGAAGTTAAGGGATGTCACTcacaacacaacaca TCTTGGAAGTTAAGGGATGTCACT AGCTTGGCCATATCTTTGTTGT 0 54 5 24 139 22 59,402 58,566 34,100 33,200 8,031,816 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 0 0 6 1 161 TCTTGGAAGTTAAGGGATGTCACTcacaacacaacaca TCTTGGAAGTTAAGGGATGTCAC TGGGATCATTGTGCACATCA 1 82 5 23 165 20 58,093 57,489 36,700 30,700 7,417,546 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 0 0 6 0 160 CTTGGAAGTTAAGGGATGTCACTcacaacacaacacaa CTTGGAAGTTAAGGGATGTCACT TGGGATCATTGTGCACATCA 0 82 6 23 165 20 58,089 57,489 34,100 30,700 7,422,318 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:15077:47650 1 29 35 7 1 AACAC CACAACACAACACAACACAACACAACACAACACAA NA 0 0 6 0 161 TCTTGGAAGTTAAGGGATGTCACTcacaacacaacaca TCTTGGAAGTTAAGGGATGTCACT TGGGATCATTGTGCACATCA 0 82 5 24 165 20 59,402 57,489 34,100 30,700 7,108,435 A 172 AGATTCTTGGAAGTTAAGGGATGTCACTcacaacacaacacaacacaacacaacacaacacaaCACCTGAGGTCCTTGGATTCATCAAACAGAAGCATCAAGGTTGATTTGACAAGAACAACAAAGATATGGCCAAGCTATTAAATGATGTGCACAATGATCCCATATCCTA

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 11 4 116 AGTGACACATGGTAGCAACAGAGATACctatctatcta AGTGACACATGGTAGCAACAGA GGCATAAACACAGACAGACGG 5 4 75 22 190 21 59,631 59,268 34,100 47,900 4,100,807 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 4 117 CAGTGACACATGGTAGCAACAGAGATACctatctatct CAGTGACACATGGTAGCAACAG GGCATAAACACAGACAGACGG 6 4 74 22 190 21 59,518 59,268 31,600 47,900 4,213,827 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 4 118 ACAGTGACACATGGTAGCAACAGAGATACctatctat ACAGTGACACATGGTAGCAACA GGCATAAACACAGACAGACGG 7 4 73 22 190 21 60,159 59,268 33,300 47,900 3,891,086 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 4 164 TGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTGTTTCTGGCCCTTTCTGATGA GGCATAAACACAGACAGACGG 53 4 27 22 190 21 59,892 59,268 29,200 47,900 3,840,334 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 4 172 ACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATA ACTGGTAATGTTTCTGGCCCTT GGCATAAACACAGACAGACGG 61 4 19 22 190 21 59,890 59,268 39,500 47,900 3,842,270 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 4 172 ACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATA ACTGGTAATGTTTCTGGCCCT GGCATAAACACAGACAGACGG 62 4 19 21 190 21 59,289 59,268 51,900 47,900 3,443,068 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 12 21 192 ACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATA ACTGGTAATGTTTCTGGCCCT AGCAAATAGACAGACAGATAGGCA 62 21 19 21 210 24 59,289 59,593 51,900 47,500 6,117,781 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 12 21 192 ACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATA ACTGGTAATGTTTCTGGCCCTT AGCAAATAGACAGACAGATAGGCA 61 21 19 22 210 24 59,890 59,593 39,500 47,500 6,516,983 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:1570:10046_ 1 102 64 10 1.5 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 21 191 ACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATA ACTGGTAATGTTTCTGGCCCT GCAAATAGACAGACAGATAGGCA 62 21 19 21 209 23 59,289 58,302 51,900 47,500 6,408,323 B 222 TGCATATTCTATTGAAATACTGGTAATGTTTCTGGCCCTTTCTGATGATAGATATGAAGGGGTCACACTGTTACAGTGACACATGGTAGCAACAGAGATACctatctatctatctatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtCTATCCGTCTGTCTGTGTTTATGCCTATCTGTCTGTCTATTTGCTATCTATCTGTCC

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 1 1 4 18 193 CAGGGAACAGCGAAGGATCAATGCAGAAGTCACG CAGGGAACAGCGAAGGATCA ACCCACCTCATCACCCTACT 107 18 60 20 252 20 59,750 59,582 29,200 25,700 0.668075 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 18 220 AGAACCCTCTCAGCTCAGGAATCCACGCAGGGAAC AGAACCCTCTCAGCTCAGGA ACCCACCTCATCACCCTACT 134 18 33 20 252 20 59,589 59,582 38,600 25,700 0.829293 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 18 247 GCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCGCTCGGACTTCCAATCCACA ACCCACCTCATCACCCTACT 161 18 6 20 252 20 60,036 59,582 41,700 25,700 0.454229 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 18 250 AAGGCTCGGACTTCCAATCCACAATGCAGAAGAAC AAGGCTCGGACTTCCAATCC ACCCACCTCATCACCCTACT 164 18 3 20 252 20 59,747 59,582 30,100 25,700 0.671168 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 17 246 GCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCGCTCGGACTTCCAATCCACA CCCACCTCATCACCCTACTC 161 17 6 20 251 20 60,036 58,876 41,700 25,900 1,160,316 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 8 96 ACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatg ACGGGTGATGGTTAATTGTTGG ACCCACCTCATCACCCTACT 8 18 157 22 252 20 59,177 59,582 37,700 25,700 3,240,995 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 8 97 AACGGGTGATGGTTAATTGTTGGTGAATGGGtgaat AACGGGTGATGGTTAATTGTTGG ACCCACCTCATCACCCTACT 8 18 156 23 252 20 59,743 59,582 37,700 25,700 3,674,968 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 4 7 95 CGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaaCGGGTGATGGTTAATTGTTGGT ACCCACCTCATCACCCTACT 7 18 158 22 252 20 59,177 59,582 36,700 25,700 3,240,995 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 6 18 187 ACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGT ACAGCGAAGGATCAATGCAG ACCCACCTCATCACCCTACT 101 18 66 20 252 20 58,623 59,582 44,100 25,700 1,794,383 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 7 18 187 ACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGT ACAGCGAAGGATCAATGCAGA ACCCACCTCATCACCCTACT 100 18 66 21 252 20 60,066 59,582 42,600 25,700 1,483,767 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 8 18 172 TGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGTGCAGAAGTCACGTCTCTGT ACCCACCTCATCACCCTACT 86 18 81 20 252 20 58,967 59,582 34,100 25,700 1,450,634 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:19177:10626 1 187 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NA 0 0 8 18 226 TGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCA TGCAGAAGAACCCTCTCAGC ACCCACCTCATCACCCTACT 140 18 27 20 252 20 59,677 59,582 42,600 25,700 0.740815 A 263 AAAAGGCTCGGACTTCCAATCCACAATGCAGAAGAACCCTCTCAGCTCAGGAATCCACGCAGGGAACAGCGAAGGATCAATGCAGAAGTCACGTCTCTGTTTTACGGCACCAGCTGCCGTAAGGTAAGTTTAAATGTCTACTGTGAATGTTAATGAACGGGTGATGGTTAATTGTTGGTGAATGGGtgaatgaatgaatgaatgaatgaatgaaTAAATGAATGAGTGAATGAGTAGGGTGATGAGGTGGGTAAAGTAAGTGG

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 1 1 15 1 131 AGAGAATGAGATTGAGCTTGAGATAgagagtgagagt AGAGAATGAGATTGAGCTTGAGA ACGCCTACATGAAACCTCACT 2 1 37 23 167 21 57,064 59,376 32,700 34,100 7,559,998 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 15 1 158 GCATGAGATAGAGTGTGAGCGTGAGATAGAGAAT GCATGAGATAGAGTGTGAGCG ACGCCTACATGAAACCTCACT 31 1 10 21 167 21 58,607 59,376 50,300 34,100 4,016,632 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 31 215 AGCATGAGATAGAGTGTGAGCGTGAGATAGAGAA AGCATGAGATAGAGTGTGAGCG TGTCACGAGTTGGAACATGT 31 58 9 22 223 20 59,966 57,387 50,300 32,100 4,647,457 F 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 31 215 AGCATGAGATAGAGTGTGAGCGTGAGATAGAGAA AGCATGAGATAGAGTGTGAGCG TGTCACGAGTTGGAACATGTC 31 57 9 22 223 21 59,966 58,520 50,300 30,600 4,514,269 F 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 30 214 GCATGAGATAGAGTGTGAGCGTGAGATAGAGAAT GCATGAGATAGAGTGTGAGCGT TGTCACGAGTTGGAACATGTC 30 57 10 22 223 21 60,224 58,520 50,700 30,600 4,703,525 F 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 1 139 CGTGAGATAGAGAATGAGATTGAGCTTGAGATAga CGTGAGATAGAGAATGAGATTGAGCT ACGCCTACATGAAACCTCACT 7 1 29 26 167 21 60,294 59,376 40,900 34,100 7,917,931 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 1 158 GCATGAGATAGAGTGTGAGCGTGAGATAGAGAAT GCATGAGATAGAGTGTGAGCGT ACGCCTACATGAAACCTCACT 30 1 10 22 167 21 60,224 59,376 50,700 34,100 3,847,499 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 16 1 159 AGCATGAGATAGAGTGTGAGCGTGAGATAGAGAA AGCATGAGATAGAGTGTGAGCG ACGCCTACATGAAACCTCACT 31 1 9 22 167 21 59,966 59,376 50,300 34,100 3,658,243 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:25033:28646 1 62 84 14 1 ACTCTC GAGAGTGAGAGTGAGAGTGAGAGTGAGAGTGAGANA 0 0 17 1 139 CGTGAGATAGAGAATGAGATTGAGCTTGAGATAga CGTGAGATAGAGAATGAGATTGAGC ACGCCTACATGAAACCTCACT 8 1 29 25 167 21 59,142 59,376 42,600 34,100 7,481,860 A 267 agagagATAGCATGAGATAGAGTGTGAGCGTGAGATAGAGAATGAGATTGAGCTTGAGATAgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtgagagtGAGTGAGGTTTCATGTAGGCGTTaaaaaaTTTAAATAAAGGTTTTGTGAAAATTATGGACATGTTCCAACTCGTGACATTGTCACAGGAGGGGACATGTAAGGGAAATTTTACTTTTCTATT

ST‐E00142:460:H2K7HCCXY:6:1202:5304:22739_ 1 95 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NA 1 1 17 4 112 GTCTTCCTGCCTGTCGATCCATCTGTTTGTCTATCTT GTCTTCCTGCCTGTCGATCC AGACAGAAAGACAGACATGCAGA 37 4 38 20 149 23 60,179 59,677 33,600 42,600 3,502,212 F 161 TATCTATCCATCtttttATCTGtttttCTACCTATCTGTCTTCCTGCCTGTCGATCCATCTGTTTGTCTATCTTTCTGtttttCTTTCTAGCTAtctgtctgtctgtctgtctgtctgtctgTATGTCTGCATGTCTGTCTTTCTGTCTAtctctcTGTCT

ST‐E00142:460:H2K7HCCXY:6:1202:5304:22739_ 1 95 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NA 0 0 17 2 105 CCTGCCTGTCGATCCATCTGTTTGTCTATCTTTCTGtt CCTGCCTGTCGATCCATCTG ACAGAAAGACAGACATGCAGACA 32 2 43 20 147 23 60,250 60,181 29,000 34,100 3,431,245 F 161 TATCTATCCATCtttttATCTGtttttCTACCTATCTGTCTTCCTGCCTGTCGATCCATCTGTTTGTCTATCTTTCTGtttttCTTTCTAGCTAtctgtctgtctgtctgtctgtctgtctgTATGTCTGCATGTCTGTCTTTCTGTCTAtctctcTGTCT

ST‐E00142:460:H2K7HCCXY:6:1202:5304:22739_ 1 95 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NA 0 0 17 2 110 GTCTTCCTGCCTGTCGATCCATCTGTTTGTCTATCTT GTCTTCCTGCCTGTCGATCC ACAGAAAGACAGACATGCAGACA 37 2 38 20 147 23 60,179 60,181 33,600 34,100 3,360,559 F 161 TATCTATCCATCtttttATCTGtttttCTACCTATCTGTCTTCCTGCCTGTCGATCCATCTGTTTGTCTATCTTTCTGtttttCTTTCTAGCTAtctgtctgtctgtctgtctgtctgtctgTATGTCTGCATGTCTGTCTTTCTGTCTAtctctcTGTCT

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 1 1 3 74 241 TCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGC TCTCAGTCAATTGTCTGGCCA ACGCACACCCAGCATCATTT 74 105 34 21 274 20 59,301 60,895 53,600 23,200 2,594,183 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 4 17 134 CATTGTCACCAGCTAGCCCATCACCTGGCATGTCAT CATTGTCACCAGCTAGCCCA GCTGTGGTGGGATTTGAACC 56 17 53 20 186 20 60,035 59,397 53,600 36,200 0.638217 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 5 65 241 TTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTG TTGTCTGGCCATTGTCACCA TGATGTTGGGACGCACACC 65 116 44 20 284 19 59,815 60,600 41,700 41,600 1,784,211 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 5 61 207 CTGGCCATTGTCACCAGCTAGCCCATCACCTGGCAT CTGGCCATTGTCACCAGCTA TACATGTTGGAGAGCAGGCC 61 85 48 20 254 20 60,035 59,747 33,200 51,900 0.288195 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 5 60 206 TGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTGGCCATTGTCACCAGCTAG TACATGTTGGAGAGCAGGCC 60 85 49 20 254 20 60,035 59,747 34,200 51,900 0.288195 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 5 56 202 CATTGTCACCAGCTAGCCCATCACCTGGCATGTCAT CATTGTCACCAGCTAGCCCA TACATGTTGGAGAGCAGGCC 56 85 53 20 254 20 60,035 59,747 53,600 51,900 0.288195 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 6 26 127 CCCATCACCTGGCATGTCATGCAATAATTTGAGGTACCCATCACCTGGCATGTCAT TCATCATCTGCTGTGGTGGG 40 26 69 20 195 20 60,106 59,746 30,600 46,100 0.360263 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 6 26 143 CATTGTCACCAGCTAGCCCATCACCTGGCATGTCAT CATTGTCACCAGCTAGCCCA TCATCATCTGCTGTGGTGGG 56 26 53 20 195 20 60,035 59,746 53,600 46,100 0.289046 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 7 65 240 TTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTG TTGTCTGGCCATTGTCACCA GATGTTGGGACGCACACCC 65 115 44 20 283 19 59,815 61,333 41,700 46,100 2,517,347 F 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 7 56 193 TCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGC TCTCAGTCAATTGTCTGGCCA ACTCACAAACCAGAAGATGCT 74 56 34 21 226 21 59,301 57,501 53,600 37,900 5,197,857 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 8 55 192 CTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCC CTCAGTCAATTGTCTGGCCA ACTCACAAACCAGAAGATGCTG 74 55 35 20 226 22 57,810 58,855 53,600 44,100 5,334,100 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 8 55 193 TCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGC TCTCAGTCAATTGTCTGGCCA ACTCACAAACCAGAAGATGCTG 74 55 34 21 226 22 59,301 58,855 53,600 44,100 4,843,589 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 8 25 126 CCCATCACCTGGCATGTCATGCAATAATTTGAGGTACCCATCACCTGGCATGTCAT CATCATCTGCTGTGGTGGGA 40 25 69 20 194 20 60,106 59,746 30,600 43,700 0.360263 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 8 25 142 CATTGTCACCAGCTAGCCCATCACCTGGCATGTCAT CATTGTCACCAGCTAGCCCA CATCATCTGCTGTGGTGGGA 56 25 53 20 194 20 60,035 59,746 53,600 43,700 0.289046 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:5974:70205_ 1 129 21 7 1 ACT ACTACTACTACTACTACTACT NA 0 0 8 25 146 TGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTGGCCATTGTCACCAGCTAG CATCATCTGCTGTGGTGGGA 60 25 49 20 194 20 60,035 59,746 34,200 43,700 0.289046 A 284 TAttttttttaaaaaTCAATATACAAATCATGATCTCAGTCAATTGTCTGGCCATTGTCACCAGCTAGCCCATCACCTGGCATGTCATGCAATAATTTGAGGTAATGGTATAGTGGTATTGTCACTAGactactactactactactactAGAGACCCAGGGATCAGGGTTCAAATCCCACCACAGCAGATGATGAAATTTGGGCCAGCATCTTCTGGTTTGTGAGTgggggTGGGGCCTGCTCTCCAACATGTAAAATGATGCTGGGTGTGCGTCCCAACATCA

ST‐E00142:460:H2K7HCCXY:6:1202:7314:49496_ 1 73 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 17 1 93 tggaatggaatggCATGTCATGGAAAGTAATGTCatgga TGGAATGGAATGGCATGTCA TCATTCCATGACATTCCATCCCA 14 1 39 20 131 23 57,471 59,795 35,800 43,700 5,733,504 F 176 GAATGGAATCTCGTAATTTGGATTTTCACGACATGAaatggaatggaatggCATGTCATGGAAAGTAATGTCatggaatggaatggaatggaatggaatggaatggaATGGGATGGAATGTCATGGAATGAAATGTCatggaatggaatggaAAGGAAACTTTTGAAATGGAAAGG

ST‐E00142:460:H2K7HCCXY:6:1202:7314:49496_ 1 73 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 1 91 ggaatggaatggCATGTCATGGAAAGTAATGTCatggaaGGAATGGAATGGCATGTCATGG CATTCCATGACATTCCATCCCA 11 1 40 22 130 22 59,963 58,432 36,600 43,700 5,605,176 F 176 GAATGGAATCTCGTAATTTGGATTTTCACGACATGAaatggaatggaatggCATGTCATGGAAAGTAATGTCatggaatggaatggaatggaatggaatggaatggaATGGGATGGAATGTCATGGAATGAAATGTCatggaatggaatggaAAGGAAACTTTTGAAATGGAAAGG

ST‐E00142:460:H2K7HCCXY:6:1202:7314:49496_ 1 73 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 1 92 ggaatggaatggCATGTCATGGAAAGTAATGTCatggaaGGAATGGAATGGCATGTCATGG TCATTCCATGACATTCCATCCCA 11 1 40 22 131 23 59,963 59,795 36,600 43,700 5,241,564 F 176 GAATGGAATCTCGTAATTTGGATTTTCACGACATGAaatggaatggaatggCATGTCATGGAAAGTAATGTCatggaatggaatggaatggaatggaatggaatggaATGGGATGGAATGTCATGGAATGAAATGTCatggaatggaatggaAAGGAAACTTTTGAAATGGAAAGG

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 3 89 258 TGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTG TGATGGTTTCACCTTTAAGTTTCTT ACAAACATGGGATGAAAGTGCTT 89 100 6 25 263 23 57,346 59,357 25,200 39,100 11,296,870 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 89 258 TGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTG TGATGGTTTCACCTTTAAGTTTCTT ACAAACATGGGATGAAAGTGCT 89 101 6 25 263 22 57,346 58,766 25,200 44,000 10,887,529 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 89 259 TGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTG TGATGGTTTCACCTTTAAGTTTCTT AACAAACATGGGATGAAAGTGCT 89 101 6 25 264 23 57,346 59,357 25,200 44,000 11,296,870 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 29 147 TTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCT TTGAATTGTCTTCTCAGCTCATTT GCCAACTGCTAGAAACCAGG 53 29 43 24 189 20 57,111 58,831 23,200 44,500 8,058,015 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 29 148 TTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGC TTTGAATTGTCTTCTCAGCTCATT GCCAACTGCTAGAAACCAGG 54 29 42 24 189 20 57,111 58,831 25,700 44,500 8,058,015 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 147 TTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCT TTGAATTGTCTTCTCAGCTCATTT GCCAACTGCTAGAAACCAGGA 53 28 43 24 189 21 57,111 60,271 23,200 38,600 8,160,681 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 2 166 TTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgct TTGGCTCAGTTTCTGGAGCT ACAAACATGGGATGAAAGTGCT 2 101 98 20 263 22 59,233 58,766 40,900 44,000 4,000,882 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 1 91 TGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctg TGGCTCAGTTTCTGGAGCTT GCCAACTGCTAGAAACCAGG 1 29 99 20 189 20 59,233 58,831 37,400 44,500 1,936,088 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 1 165 TGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctg TGGCTCAGTTTCTGGAGCTT ACAAACATGGGATGAAAGTGCT 1 101 99 20 263 22 59,233 58,766 37,400 44,000 4,000,882 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 32 171 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC TGAGGAAGACAACAACTCAGAGA 32 75 68 20 238 23 60,392 59,039 40,200 31,000 4,353,082 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 32 196 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC ACAAACATGGGATGAAAGTGCT 32 101 68 20 263 22 60,392 58,766 40,200 44,000 3,625,834 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 32 196 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC ACAAACATGGGATGAAAGTGCTT 32 100 68 20 263 23 60,392 59,357 40,200 39,100 4,035,175 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 32 197 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC AACAAACATGGGATGAAAGTGCT 32 101 68 20 264 23 60,392 59,357 40,200 44,000 4,035,175 F 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 29 122 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC GCCAACTGCTAGAAACCAGG 32 29 68 20 189 20 60,392 58,831 40,200 44,500 1,561,041 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7395:21544_ 1 120 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 28 122 GCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTC GCTTCTCCAGCTCCTTGTCC GCCAACTGCTAGAAACCAGGA 32 28 68 20 189 21 60,392 60,271 40,200 38,600 1,663,706 A 272 TTCAGTGATGGTTTCACCTTTAAGTTTCttttttttCACCTTTTGAATTGTCTTCTCAGCTCATTTTGCTTCTCCAGCTCCTTGTCCTTTTCCGTCATTGGCTCAGTTTCTGGAGCTTGtgctgctgctgctgctgctgcTGGAGTTGGGTTAGCATTAGATCCCCAGTCCTGGTTTCTAGCAGTTGGCATCCTTTTCCCTGTCTCAATTTCAtctctcTGAGTTGTTGTCTTCCTCaaaaaGCACTTTCATCCCATGTTTGTTAACCTAGT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 1 1 2 49 187 CAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAG CAGGCAGTGTGTGAAATGGG GGTTTCCAGCCTTCTACGGG 49 70 18 20 204 20 59,400 60,393 40,000 52,800 0.992153 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 2 48 186 AGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGT AGGCAGTGTGTGAAATGGGA GGTTTCCAGCCTTCTACGGG 48 70 19 20 204 20 59,522 60,393 43,700 52,800 0.870667 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 2 48 187 AGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGT AGGCAGTGTGTGAAATGGGA AGGTTTCCAGCCTTCTACGG 48 71 19 20 205 20 59,522 59,386 43,700 40,200 1,091,849 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 3 58 196 AGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGAGCAGAAGTCAGGCAGTGTG GGTTTCCAGCCTTCTACGGG 58 70 9 20 204 20 60,250 60,393 38,200 52,800 0.642804 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 4 59 197 GAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGAGCAGAAGTCAGGCAGTGT GGTTTCCAGCCTTCTACGGG 59 70 8 20 204 20 59,965 60,393 35,500 52,800 0.427211 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 5 60 198 TGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAAC TGAGCAGAAGTCAGGCAGTG GGTTTCCAGCCTTCTACGGG 60 70 7 20 204 20 59,966 60,393 36,600 52,800 0.427071 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 5 0 137 aaaCCTGAACTGCAGCCACaataaataaataaataaataa AAACCTGAACTGCAGCCAC GGTTTCCAGCCTTCTACGGG 0 70 68 19 204 20 58,581 60,393 50,100 52,800 2,811,652 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 5 0 138 aaaCCTGAACTGCAGCCACaataaataaataaataaataa AAACCTGAACTGCAGCCAC AGGTTTCCAGCCTTCTACGG 0 71 68 19 205 20 58,581 59,386 50,100 40,200 3,032,834 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1202:7578:67357_ 1 87 28 7 1 AAAT AATAAATAAATAAATAAATAAATAAATA NA 0 0 5 0 139 aaaCCTGAACTGCAGCCACaataaataaataaataaataa AAACCTGAACTGCAGCCAC GAGGTTTCCAGCCTTCTACGG 0 71 68 19 206 21 58,581 60,406 50,100 40,200 3,824,719 F 240 CATTCCTGAGCAGAAGTCAGGCAgtgtgtGAAATGGGAAAACAGCGCCACTAGTATGAATGTGGTaaaaaCCTGAACTGCAGCCACaataaataaataaataaataaataaataAAGAGGGgagagaACaaaaaaCAGTAGCTATATTGCTGAGtctctcTATAGAGTACAGAGGTTACAAATCCCCGTAGAAGGCTGGAAACCTCAGGAAGATGACCACCAAATTCCCCAGCATGAATT

ST‐E00142:460:H2K7HCCXY:6:1203:10521:14019 1 36 112 20 1.5 ACTC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 1 1 2 0 158 TGAAGCAATGAAGGCTCTCActctctctctctctctctctct TGAAGCAATGAAGGCTCTCA GTTTGTCAGGAAGATATAGTAACGTG 0 0 16 20 173 26 57,135 57,883 32,700 44,900 10,981,743 B 209 CTGCCTTTAATTCAATGAAGCAATGAAGGCTCTCActctctctctctctctctctctctctctctctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACGTTACTATATCTTCCTGACAAACaaaaaaaaTAGTCGGGCTATATTTTGGATGTACAAT

ST‐E00142:460:H2K7HCCXY:6:1203:10521:14019 1 36 112 20 1.5 ACTC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 2 0 159 TGAAGCAATGAAGGCTCTCActctctctctctctctctctct TGAAGCAATGAAGGCTCTCA TGTTTGTCAGGAAGATATAGTAACGTG 0 0 16 20 174 27 57,135 59,242 32,700 44,900 10,623,195 F 209 CTGCCTTTAATTCAATGAAGCAATGAAGGCTCTCActctctctctctctctctctctctctctctctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACGTTACTATATCTTCCTGACAAACaaaaaaaaTAGTCGGGCTATATTTTGGATGTACAAT

ST‐E00142:460:H2K7HCCXY:6:1203:10521:14019 1 36 112 20 1.5 ACTC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 2 0 159 TGAAGCAATGAAGGCTCTCActctctctctctctctctctct TGAAGCAATGAAGGCTCTCA TGTTTGTCAGGAAGATATAGTAACGT 0 1 16 20 174 26 57,135 58,166 32,700 39,900 10,698,905 F 209 CTGCCTTTAATTCAATGAAGCAATGAAGGCTCTCActctctctctctctctctctctctctctctctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACGTTACTATATCTTCCTGACAAACaaaaaaaaTAGTCGGGCTATATTTTGGATGTACAAT

ST‐E00142:460:H2K7HCCXY:6:1203:10521:14019 1 36 112 20 1.5 ACTC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 3 0 159 ATGAAGCAATGAAGGCTCTCActctctctctctctctctctcATGAAGCAATGAAGGCTCTCA GTTTGTCAGGAAGATATAGTAACGTG 0 0 15 21 173 26 57,639 57,883 32,700 44,900 11,477,905 B 209 CTGCCTTTAATTCAATGAAGCAATGAAGGCTCTCActctctctctctctctctctctctctctctctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACGTTACTATATCTTCCTGACAAACaaaaaaaaTAGTCGGGCTATATTTTGGATGTACAAT

ST‐E00142:460:H2K7HCCXY:6:1203:10521:14019 1 36 112 20 1.5 ACTC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 5 0 161 CAATGAAGCAATGAAGGCTCTCActctctctctctctctct CAATGAAGCAATGAAGGCTCTCA GTTTGTCAGGAAGATATAGTAACGTG 0 0 13 23 173 26 59,557 57,883 32,700 44,900 11,559,249 B 209 CTGCCTTTAATTCAATGAAGCAATGAAGGCTCTCActctctctctctctctctctctctctctctctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACGTTACTATATCTTCCTGACAAACaaaaaaaaTAGTCGGGCTATATTTTGGATGTACAAT

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 1 1 6 0 108 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CAGTGAGACCAACGGGACAA 0 2 5 20 112 20 59,806 59,894 36,900 31,800 0.299538 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 133 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT GCAACACGCTAACCACCATG 0 27 5 20 137 20 59,806 60,110 36,900 36,600 0.303355 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 136 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CTTGCAACACGCTAACCACC 0 30 5 20 140 20 59,806 60,040 36,900 46,100 0.233999 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 142 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT AGGACACTTGCAACACGCTA 0 36 5 20 146 20 59,806 59,894 36,900 42,600 0.299538 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 143 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT AAGGACACTTGCAACACGCT 0 37 5 20 147 20 59,806 60,748 36,900 50,700 0.941579 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 144 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CAAGGACACTTGCAACACGC 0 38 5 20 148 20 59,806 60,592 36,900 53,400 0.785821 A 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 213 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CCTCACTTAGGCACAGGCAG 0 107 5 20 217 20 59,806 60,392 36,900 48,500 0.585767 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 223 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CCAAACGCTGCCTCACTTAG 0 117 5 20 227 20 59,806 59,201 36,900 21,800 0.992350 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 224 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CCCAAACGCTGCCTCACTTA 0 118 5 20 228 20 59,806 60,605 36,900 22,400 0.798893 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 242 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT CACCTCTACAGAACCTGCCC 0 136 5 20 246 20 59,806 59,749 36,900 53,600 0.444087 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 244 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT GTCACCTCTACAGAACCTGCC 0 137 5 20 248 21 59,806 60,067 36,900 48,500 1,260,361 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:11424:17096 1 25 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 0 250 TTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccct TTCCTCCACCTTGTCCCTCT AGGCAGGTCACCTCTACAGA 0 144 5 20 254 20 59,806 59,590 36,900 34,100 0.603450 F 255 TCTTTTCCTCCACCTTGTCCCTCTccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCTTTGTCCCGTTGGTCTCACTGGGGCCCATGGTGGTTAGCGTGTTGCAAGTGTCCTTGGTAGTAGTGACACGAAGCATTTCTTCTGCTTcccccTCATTGGCTTTGGCTGCCTGTGCCTAAGTGAGGCAGCGTTTGGGGCAGGTTCTGTAGAGGTGACCTGCCTC

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 1 1 4 39 240 TCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATCTTCAAAGCACTTAGGGAACG TGTGCAGTATACTTGTCAGAAATTCC 39 120 34 22 273 26 58,601 59,628 39,500 30,100 9,770,878 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 38 237 TCAAAGCACTTAGGGAACGtttttAGACCTTGATATA TCAAAGCACTTAGGGAACGT TGTGCAGTATACTTGTCAGAAATTCC 38 120 37 20 273 26 57,077 59,628 39,900 30,100 9,294,288 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 38 239 CTTCAAAGCACTTAGGGAACGtttttAGACCTTGATA CTTCAAAGCACTTAGGGAACGT TGTGCAGTATACTTGTCAGAAATTCC 38 120 35 22 273 26 58,861 59,628 39,900 30,100 9,510,625 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 38 240 TCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATCTTCAAAGCACTTAGGGAACGT TGTGCAGTATACTTGTCAGAAATTCC 38 120 34 23 273 26 60,181 59,628 39,900 30,100 9,553,007 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 38 240 CTTCAAAGCACTTAGGGAACGtttttAGACCTTGATA CTTCAAAGCACTTAGGGAACGT TTGTGCAGTATACTTGTCAGAAATTCC 38 120 35 22 274 27 58,861 60,095 39,900 30,100 10,233,882 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 0 201 AAAGAAACTCCATATCAACGGCtattattatTACtattat AAAGAAACTCCATATCAACGGC TGTGCAGTATACTTGTCAGAAATTCC 0 120 73 22 273 26 57,035 59,628 56,800 30,100 11,336,668 B 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 5 0 199 AAAGAAACTCCATATCAACGGCtattattatTACtattat AAAGAAACTCCATATCAACGGC TGCAGTATACTTGTCAGAAATTCCT 0 119 73 22 271 25 57,035 58,289 56,800 33,600 11,676,396 B 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 6 38 236 TCAAAGCACTTAGGGAACGtttttAGACCTTGATATA TCAAAGCACTTAGGGAACGT GTGCAGTATACTTGTCAGAAATTCCT 38 119 37 20 272 26 57,077 59,404 39,900 33,600 9,518,456 F 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13677:5985_ 1 95 33 7 1.5 AAT TATTATTATTACTATTATTATTATTATTATTAT NA 0 0 6 0 200 AAAGAAACTCCATATCAACGGCtattattatTACtattat AAAGAAACTCCATATCAACGGC GTGCAGTATACTTGTCAGAAATTCCT 0 119 73 22 272 26 57,035 59,404 56,800 33,600 11,560,836 B 276 ATATTCGGCTGCACTTCaaaaaaTAATTGAATATCTTCAAAGCACTTAGGGAACGtttttAGACCTTGATATAAAGAAACTCCATATCAACGGCtattattatTACtattattattattattattatATTATCATTATGATATTAGTATGATATTATATTTTATTGTTAAAATATTATTAATCTTatcatcatcattattattTAGACTAGAATGCtatataACTAAGAAGTGTTGAAAGTTTATTAGGAATTTCTGACAAGTATACTGCACAATT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 1 1 4 12 141 GAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAGAACCAAGTGCGTTGTGTCC ATTGTTCCTCTCCCTCTGGG 57 12 103 20 243 20 59,971 58,411 40,200 44,500 1,618,316 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 4 11 138 ACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAACCAAGTGCGTTGTGTCCTT TTGTTCCTCTCCCTCTGGGC 55 11 105 20 242 20 60,394 61,201 33,600 53,600 1,595,237 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 4 11 139 AACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAACCAAGTGCGTTGTGTCCT TTGTTCCTCTCCCTCTGGGC 56 11 104 20 242 20 60,394 61,201 38,500 53,600 1,595,237 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 4 11 140 GAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAGAACCAAGTGCGTTGTGTCC TTGTTCCTCTCCCTCTGGGC 57 11 103 20 242 20 59,971 61,201 40,200 53,600 1,230,331 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 4 11 143 CCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAACCTGAACCAAGTGCGTTGTG TTGTTCCTCTCCCTCTGGGC 60 11 100 20 242 20 59,971 61,201 33,300 53,600 1,230,729 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 5 11 139 GAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAGAACCAAGTGCGTTGTGTCC TGTTCCTCTCCCTCTGGGC 57 11 103 20 241 19 59,971 60,614 40,200 53,600 1,642,532 A 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 12 243 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGCTGAGCTCGGCCAATGGG ATTGTTCCTCTCCCTCTGGG 161 12 1 18 243 20 60,516 58,411 40,000 44,500 4,104,937 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 11 195 ATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTATCCACCAATCAGAGCGCAG TTGTTCCTCTCCCTCTGGGC 112 11 48 20 242 20 60,463 61,201 51,800 53,600 1,664,724 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 11 196 GATCCACCAATCAGAGCGCAGCgggggCCGTACTTC GATCCACCAATCAGAGCGCA TTGTTCCTCTCCCTCTGGGC 113 11 47 20 242 20 60,463 61,201 60,900 53,600 1,664,010 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 11 197 AGATCCACCAATCAGAGCGCAGCgggggCCGTACTT AGATCCACCAATCAGAGCGC TTGTTCCTCTCCCTCTGGGC 114 11 46 20 242 20 60,179 61,201 59,200 53,600 1,380,491 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 11 241 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGCTGAGCTCGGCCAATGGG TGTTCCTCTCCCTCTGGGC 161 11 1 18 241 19 60,516 60,614 40,000 53,600 4,129,153 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:13880:37770 1 180 32 8 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 6 11 242 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGCTGAGCTCGGCCAATGGG TTGTTCCTCTCCCTCTGGGC 161 11 1 18 242 20 60,516 61,201 40,000 53,600 3,716,952 F 264 CTGAGCTCGGCCAATgggggAGCGCGGCTGACTGGGTAACTAGGTAGATCCACCAATCAGAGCGCAGCgggggCCGTACTTCCTCctgctgctgCAGCCCCTGAACCAAGTGCGTTGTGTCCTTTTCGGCTGGAAATAAAATGGGAGCCGCAGTCAGAGCGGAGTGTCGAGCATGGCAGctccctccctccctccctccctccctccctccTTCCCAGTGCGGCCCAGAGGGAGAGGAACAATACACTGGATTGCCAGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 1 1 14 1 242 tcacacaCTCActctctCCGTcacacacactctctctctCCCTC TCACACACTCACTCTCTCCG TGAGAGGGCGATTGCAAACT 1 127 23 20 264 20 58,761 59,963 46,300 26,600 1,276,079 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 15 1 243 ctcacacaCTCActctctCCGTcacacacactctctctctCCCTCCTCACACACTCACTCTCTCCG TGAGAGGGCGATTGCAAACT 1 127 22 21 264 20 59,801 59,963 46,300 26,600 1,235,599 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 134 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT AGCCAGTGAGTGTGAGTGTG 0 20 24 20 157 20 59,045 59,894 46,900 38,200 1,060,771 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 135 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT CAGCCAGTGAGTGTGAGTGT 0 21 24 20 158 20 59,045 59,894 46,900 35,500 1,060,771 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 136 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT ACAGCCAGTGAGTGTGAGTG 0 22 24 20 159 20 59,045 59,894 46,900 35,100 1,060,771 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 172 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT ACTGAACACACTCGATGCCA 0 58 24 20 195 20 59,045 59,607 46,900 49,200 1,347,884 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 179 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT TCACGCCACTGAACACACTC 0 65 24 20 202 20 59,045 60,530 46,900 35,100 1,484,952 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 180 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT CTCACGCCACTGAACACACT 0 66 24 20 203 20 59,045 60,531 46,900 35,500 1,485,828 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 200 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT CAACCGCACCATATTGCCTG 0 86 24 20 223 20 59,045 59,899 46,900 48,500 1,056,218 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 206 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT TGAAGCCAACCGCACCATAT 0 92 24 20 229 20 59,045 60,035 46,900 17,800 0.989752 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 233 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT CGATTGCAAACTGGCTCCAC 0 119 24 20 256 20 59,045 60,110 46,900 40,200 1,064,775 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14590:66566 1 44 74 7 2 ACTC CACACACACTCTCTCTCTCCCTCATACTCACTCACTC NA 0 0 16 0 241 cacacaCTCActctctCCGTcacacacactctctctctCCCTCACACACACTCACTCTCTCCGT TGAGAGGGCGATTGCAAACT 0 127 24 20 264 20 59,045 59,963 46,900 26,600 0.991910 G 266 TCATACACATTCACTCActctctcacacaCTCActctctCCGTcacacacactctctctctCCCTCATactcactcactcactcactcactcactcCCCctctctctctTCcacacaCTCTGGCTCTTTCTATCTcacacaCTCACACTCACTGGCTGTGATTTTCTGTGCCCGCTGGCATCGAgtgtgtTCAGTGGCGTGAGCAGGCAATATGGTGCGGTTGGCTTCACGACAGTGTGGAGCCAGTTTGCAATCGCCCTCTCAGC

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 3 15 275 CCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtccCCTGCGACAATATGGTCTCCT TGCTGGTTTATTTCTTCTAGCTGT 15 194 7 21 281 24 59,586 58,439 36,900 44,000 6,974,905 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 16 188 ACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTt ACCTGCGACAATATGGTCTCC AGCGAGCAGTGTTGTAGGTG 16 110 6 21 193 20 59,861 60,320 37,100 40,000 1,458,957 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 16 276 ACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTt ACCTGCGACAATATGGTCTCC TGCTGGTTTATTTCTTCTAGCTGT 16 194 6 21 281 24 59,861 58,439 37,100 44,000 6,699,782 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 16 137 ACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTt ACCTGCGACAATATGGTCTCC CACAAACCAGTTGCTCCCTG 16 59 6 21 142 20 59,861 59,330 37,100 44,500 1,809,220 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 16 140 ACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTt ACCTGCGACAATATGGTCTCC CTGCACAAACCAGTTGCTCC 16 62 6 21 145 20 59,861 59,969 37,100 47,000 1,170,236 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 15 139 CCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtccCCTGCGACAATATGGTCTCCT CTGCACAAACCAGTTGCTCC 15 62 7 21 145 20 59,586 59,969 36,900 47,000 1,445,359 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 18 191 ACAACCTGCGACAATATGGTCTCCTACTGAGAAtttt ACAACCTGCGACAATATGGTCT AGCGAGCAGTGTTGTAGGTG 18 110 3 22 193 20 60,027 60,320 38,500 40,000 2,347,092 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 16 136 ACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTt ACCTGCGACAATATGGTCTCC ACAAACCAGTTGCTCCCTGA 16 58 6 21 141 20 59,861 59,449 37,100 38,600 1,689,971 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 21 145 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtGCACAACCTGCGACAATATGG CTGCACAAACCAGTTGCTCC 21 62 1 21 145 20 60,202 59,969 27,400 47,000 1,233,355 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 21 193 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtGCACAACCTGCGACAATATGG AGCGAGCAGTGTTGTAGGTG 21 110 1 21 193 20 60,202 60,320 27,400 40,000 1,522,077 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 21 194 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtGCACAACCTGCGACAATATGG CAGCGAGCAGTGTTGTAGGT 21 111 1 21 194 20 60,202 60,320 27,400 30,800 1,522,077 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:14631:11963 1 43 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 21 281 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtGCACAACCTGCGACAATATGG TGCTGGTTTATTTCTTCTAGCTGT 21 194 1 21 281 24 60,202 58,439 27,400 44,000 6,762,901 F 284 GCACAACCTGCGACAATATGGTCTCCTACTGAGAAtttttCTtcctcctcctcctcctcctccCTTTTCTTGCAGTTTGTCTTACTCCAAGTCTCCAAGTCATGCTCCATTCCATAAGAATTCAGGGAGCAACTGGTTTGTGCAGAAGATTTGAAGTCAGCAAAGTACTTCAGCACCTACAACACTGCTCGCTGCCTATAACCTTTTGAAACTTGAAACAACTATGGGAAGCACCAAAAGCATATGAAATTGTAACAACAGCTAGAAGAAATAAACCAGCAACT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 3 35 156 ACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACACAATCCACCCAACTTCCCTC CTCACGGAGCATGTTGGTGA 35 59 36 21 191 20 59,924 60,321 43,000 40,200 1,396,219 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 34 153 AATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAAATCCACCCAACTTCCCTCC TCACGGAGCATGTTGGTGAT 34 58 38 20 190 20 59,295 59,675 43,000 30,600 1,029,278 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 34 154 AATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAAATCCACCCAACTTCCCTCC CTCACGGAGCATGTTGGTGA 34 59 38 20 191 20 59,295 60,321 43,000 40,200 1,025,347 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 18 113 AATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAAATCCACCCAACTTCCCTCC GTGCACATGGCCATGGAAGA 34 18 38 20 150 20 59,295 60,967 43,000 28,700 1,671,539 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 17 112 AATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAAATCCACCCAACTTCCCTCC TGCACATGGCCATGGAAGAG 34 17 38 20 149 20 59,295 60,682 43,000 28,500 1,386,550 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 3 98 AATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAAATCCACCCAACTTCCCTCC GAAGAGGCCCATGCGAACAT 34 3 38 20 135 20 59,295 60,749 43,000 27,100 1,454,118 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 46 193 CAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCAGCACACATATAGTACAATCCACC CAATGGACATTGCCAGGGTC 46 81 21 25 213 20 59,533 59,180 46,100 44,600 6,286,310 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 45 191 GcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTGCACACATATAGTACAATCCACCC CAATGGACATTGCCAGGGTC 45 81 23 24 213 20 59,245 59,180 46,100 44,600 5,574,705 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:16275:69414 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 45 192 AGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCAGCACACATATAGTACAATCCACCC CAATGGACATTGCCAGGGTC 45 81 22 25 213 20 60,455 59,180 46,100 44,600 6,274,337 F 217 GTGCTGTTAGACTAGGTTTTCAGcacacaTATAGTACAATCCACCCAACTTCCCTCCCCTTGcccccAACAACAAGCTAATTcccccAAAAcaccaccaccaccaccaccacACCATGTTCGCATGGGCCTCTTCCATGGCCATGTGCACCCTGAATGCGGGGCTTCACTATCACCAACATGCTCCGTGAGGGGACCCTGGCAATGTCCATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 3 37 142 GAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTC GAAATGGAGCGGGCTGAGG GCTGCCGGGATCCATTTACT 42 37 58 19 199 20 60,821 60,179 38,600 22,400 2,000,350 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 3 35 140 GAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTC GAAATGGAGCGGGCTGAGG TGCCGGGATCCATTTACTCG 42 35 58 19 197 20 60,821 59,894 38,600 41,800 1,927,296 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 3 35 141 GGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGT GGAAATGGAGCGGGCTGAG TGCCGGGATCCATTTACTCG 43 35 57 19 197 20 60,821 59,894 33,500 41,800 1,927,296 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 3 6 104 TGGGCATCGCAACCATGAcccccccccgccgccgccgccg TGGGCATCGCAACCATGAC TGCCGGGATCCATTTACTCG 6 35 94 19 197 20 61,046 59,894 30,600 41,800 2,151,672 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 89 241 CAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCG CAGGAGCGGGATTCATGCC CCACCAACCCTCTTTCTCCC 89 89 11 19 251 20 60,896 59,962 44,000 43,000 1,934,017 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 89 242 CCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGCCAGGAGCGGGATTCATGC CCACCAACCCTCTTTCTCCC 90 89 10 19 251 20 60,896 59,962 40,600 43,000 1,934,017 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 89 242 CAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCG CAGGAGCGGGATTCATGCC CCCACCAACCCTCTTTCTCC 89 90 11 19 252 20 60,896 59,962 44,000 37,100 1,934,017 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 43 195 GGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGT GGAAATGGAGCGGGCTGAG CCACCAACCCTCTTTCTCCC 43 89 57 19 251 20 60,821 59,962 33,500 43,000 1,859,642 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 42 194 GAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTC GAAATGGAGCGGGCTGAGG CCACCAACCCTCTTTCTCCC 42 89 58 19 251 20 60,821 59,962 38,600 43,000 1,859,642 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 42 195 GAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTC GAAATGGAGCGGGCTGAGG CCCACCAACCCTCTTTCTCC 42 90 58 19 252 20 60,821 59,962 38,600 37,100 1,859,642 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 28 133 GAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTC GAAATGGAGCGGGCTGAGG ATCCATTTACTCGGCGAGGC 42 28 58 19 190 20 60,821 60,250 38,600 47,000 2,071,243 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:19816:17008 1 119 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 28 134 GGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGT GGAAATGGAGCGGGCTGAG ATCCATTTACTCGGCGAGGC 43 28 57 19 190 20 60,821 60,250 33,500 47,000 2,071,243 F 279 GGCCTGGCGCCAGGAGCGGGATTCATGCCGGAGCCCCGGGCCCGAGCTCTGAGAGGGGAAATGGAGCGGGCTGAGGCTGGCGACTCCGGTCCGTGGGCATCGCAACCATGAcccccccccgccgccgccgccgccgccgccgGCGGGCCGTTTTCTGTTGGTAATGAGTGGCCTCGCCGAGTAAATGGATCCCGGCAGCTGCCTCTCACCCGGGGCCCAATCTTGTCTCCTGGGAGAAAGAGGGTTGGTggggggggggggTTGGGGAATAAACTTCTT

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 6 19 174 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT TAGGATCAGCCACTGCCCT 19 45 1 20 174 19 57,294 59,997 35,600 51,900 3,709,782 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 19 177 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT ATGTAGGATCAGCCACTGCC 19 47 1 20 177 20 57,294 59,528 35,600 48,500 3,177,956 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 19 199 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT CAGCAGAGAAATGGCTCAGGA 19 68 1 20 199 21 57,294 60,066 35,600 38,600 3,771,975 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 19 201 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT CCCAGCAGAGAAATGGCTCA 19 71 1 20 201 20 57,294 60,035 35,600 42,600 2,741,106 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 19 245 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT AGGAGAGGAACTACAGTGACA 19 114 1 20 245 21 57,294 57,472 35,600 35,800 6,233,846 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 6 19 248 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT AGTAGGAGAGGAACTACAGTGACA 19 114 1 20 248 24 57,294 59,957 35,600 35,800 6,749,398 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 7 18 177 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAATT ATGTAGGATCAGCCACTGCC 18 47 1 21 177 20 58,003 59,528 23,200 48,500 3,468,248 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 7 18 201 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAATT CCCAGCAGAGAAATGGCTCA 18 71 1 21 201 20 58,003 60,035 23,200 42,600 3,031,398 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 7 18 245 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAATT AGGAGAGGAACTACAGTGACA 18 114 1 21 245 21 58,003 57,472 23,200 35,800 6,524,138 G 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 14 148 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAATT AACAGGAATTTCAGCATAGCTATG 18 14 1 21 148 24 58,003 57,370 23,200 22,300 9,627,075 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 14 148 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT AACAGGAATTTCAGCATAGCTATG 19 14 1 20 148 24 57,294 57,370 35,600 22,300 9,336,783 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 4 139 TCCTCTGCAATTATTACCCTTATCTGATGActatctatc TCCTCTGCAATTATTACCCTTATCTG AACAGGAATTTCAGCATAGCTATG 4 14 10 26 148 24 58,547 57,370 29,000 22,300 14,083,837 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 3 138 CCTCTGCAATTATTACCCTTATCTGATGActatctatctaCCTCTGCAATTATTACCCTTATCTGA AACAGGAATTTCAGCATAGCTATG 3 14 11 26 148 24 58,547 57,370 32,700 22,300 14,083,837 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 3 139 TCCTCTGCAATTATTACCCTTATCTGATGActatctatc TCCTCTGCAATTATTACCCTTATCTGA AACAGGAATTTCAGCATAGCTATG 3 14 10 27 148 24 59,708 57,370 32,700 22,300 13,922,800 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:20770:46331 1 40 71 11 2 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 14 149 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGTGGATGTCTCCTCTGCAAT TAACAGGAATTTCAGCATAGCTATG 19 14 1 20 149 25 57,294 57,265 35,600 22,300 10,441,263 D 271 GTGGATGTCTCCTCTGCAATTATTACCCTTATCTGATGActatctatctatctatctatctatctatctatctatctatctatGCatatatatGGGgtgtgtgtgtgtgtATGatatatatGTGCATAGCTATGCTGAAATTCCTGTTATgggggAGGGCAGTGGCTGATCCTACATCTCCTGAGCCATTTCTCTGCTGGGgagagaATACATCCAGATGTTAATGTCACTGTAGTTCCTCTCCTACTGTTCTTTTCTCAGTCTACTCCTG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 2 8 148 CCCTCACTATGTTGAAATTACGAACAATTGCTTTttatCCCTCACTATGTTGAAATTACGAACA AGGAAACAGGGAAGCTCGTA 8 73 27 26 174 20 59,630 58,359 31,800 34,300 8,011,358 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 11 149 ACCCTCACTATGTTGAAATTACGAACAATTGCTTTtt ACCCTCACTATGTTGAAATTACGA AGGAAACAGGGAAGCTCGTA 11 73 26 24 174 20 57,955 58,359 34,300 34,300 7,685,988 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 11 150 ACCCTCACTATGTTGAAATTACGAACAATTGCTTTtt ACCCTCACTATGTTGAAATTACGA TAGGAAACAGGGAAGCTCGT 11 74 26 24 175 20 57,955 58,359 34,300 41,800 7,685,988 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 11 206 ACCCTCACTATGTTGAAATTACGAACAATTGCTTTtt ACCCTCACTATGTTGAAATTACGA GCCAAACCGTCTTCAATCCC 11 130 26 24 231 20 57,955 59,474 34,300 38,500 6,571,283 B 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 9 206 ACCCTCACTATGTTGAAATTACGAACAATTGCTTTtt ACCCTCACTATGTTGAAATTACGAAC GCCAAACCGTCTTCAATCCC 9 130 26 26 231 20 59,629 59,474 39,500 38,500 6,896,929 B 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 8 205 CCCTCACTATGTTGAAATTACGAACAATTGCTTTttatCCCTCACTATGTTGAAATTACGAACA GCCAAACCGTCTTCAATCCC 8 130 27 26 231 20 59,630 59,474 31,800 38,500 6,896,653 B 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 0 139 TGTTGAAATTACGAACAATTGCTTTttattattattattat TGTTGAAATTACGAACAATTGCTTT AGGAAACAGGGAAGCTCGTAA 0 72 36 25 174 21 57,237 59,024 35,100 31,800 9,738,852 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 0 139 TGTTGAAATTACGAACAATTGCTTTttattattattattat TGTTGAAATTACGAACAATTGCTTT AGGAAACAGGGAAGCTCGTAAA 0 71 36 25 174 22 57,237 59,629 35,100 20,100 10,134,021 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:23673:25903 1 61 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 0 139 TGTTGAAATTACGAACAATTGCTTTttattattattattat TGTTGAAATTACGAACAATTGCTTT AGGAAACAGGGAAGCTCGTA 0 73 36 25 174 20 57,237 58,359 35,100 34,300 9,404,088 A 253 CTTACAAGTAACaaaaaCAAAACAAACCCTCACTATGTTGAAATTACGAACAATTGCTTTttattattattattattattaCTTGTACCCAATTGCATTAGAAATCTTGCACATAAATACTCTTTAGCCTGTTGGGGCTGGTACATATGCATTTTACGAGCTTCCCTGTTTCCTAATTCATTTCAGCATACCTAATTTAAgtgtgtGGGTAGGGATTGAAGACGGTTTGGCTATTTACCAGTGATGACAGAAG

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 2 21 112 GGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccc GGAAGTTCTCTGAAGCTGTGGA ACAGAGATAACAGAGCGGCT 25 21 136 22 247 20 59,962 58,520 40,200 55,200 3,517,481 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 2 21 113 AGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccc AGGAAGTTCTCTGAAGCTGTGG ACAGAGATAACAGAGCGGCT 26 21 135 22 247 20 59,962 58,520 41,700 55,200 3,518,004 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 2 21 127 cccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGCCCACATTGCAGAAAGGAAGT ACAGAGATAACAGAGCGGCT 41 21 121 21 247 20 58,758 58,520 30,100 55,200 3,721,752 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 2 21 178 GCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGGCGCTCAGAGCAGGTATTCA ACAGAGATAACAGAGCGGCT 93 21 70 20 247 20 60,179 58,520 25,700 55,200 1,658,809 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 2 21 179 GCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGGCGCTCAGAGCAGGTATTCA AACAGAGATAACAGAGCGGCT 93 21 70 20 248 21 60,179 59,172 25,700 55,200 2,007,069 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 2 21 240 AACTGTGCAGgagagaGCCAGAGTCATGAACTTGAC AACTGTGCAGGAGAGAGCCA AACAGAGATAACAGAGCGGCT 154 21 9 20 248 21 61,124 59,172 47,500 55,200 2,951,830 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 3 21 240 CAACTGTGCAGgagagaGCCAGAGTCATGAACTTGA CAACTGTGCAGGAGAGAGCC ACAGAGATAACAGAGCGGCT 155 21 8 20 247 20 60,673 58,520 47,000 55,200 2,152,731 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 3 21 241 CAACTGTGCAGgagagaGCCAGAGTCATGAACTTGA CAACTGTGCAGGAGAGAGCC AACAGAGATAACAGAGCGGCT 155 21 8 20 248 21 60,673 59,172 47,000 55,200 2,500,991 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 21 211 AACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGAACTTGACCCTGAACCTGGC ACAGAGATAACAGAGCGGCT 126 21 37 20 247 20 60,179 58,520 48,500 55,200 1,658,699 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 21 212 AACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGAACTTGACCCTGAACCTGGC AACAGAGATAACAGAGCGGCT 126 21 37 20 248 21 60,179 59,172 48,500 55,200 2,006,959 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 6 165 GCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGGCGCTCAGAGCAGGTATTCA AGCGGCTAGAAACATAGTGAGG 93 6 70 20 234 22 60,179 59,898 25,700 38,600 2,280,682 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:24150:48388 1 183 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 6 198 AACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGAACTTGACCCTGAACCTGGC AGCGGCTAGAAACATAGTGAGG 126 6 37 20 234 22 60,179 59,898 48,500 38,600 2,280,572 F 284 ACAATGGCAACTGTGCAGgagagaGCCAGAGTCATGAACTTGACCCTGAACCTGGCGGCTCTCAGCCCGGCGCTCAGAGCAGGTATTCAGCACACTGTCACTTTGTAAATGATCTATccccccACATTGCAGAAAGGAAGTTCTCTGAAGCTGTGGACTTTCTTTcccccccccccccACCCccaccaccaccaccaccaccaccaccccccccTCACTATGTTTCTAGCCGCTCTGTTATCTCTGTTACTAAGTATCCCCGTGTcccccTTTTCCTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 1 1 3 21 242 CCATGCTGACTTTGTCTAATCCCATTGATATTTTCTA CCATGCTGACTTTGTCTAATCCC TCTTGAACAATCCTGGCACA 129 21 5 23 246 20 59,371 57,345 38,500 45,700 6,284,488 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 21 243 CCATGCTGACTTTGTCTAATCCCATTGATATTTTCTA CCATGCTGACTTTGTCTAATCCC TTCTTGAACAATCCTGGCACA 129 21 5 23 247 21 59,371 58,057 38,500 45,700 6,572,202 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 8 228 CCATGCTGACTTTGTCTAATCCCATTGATATTTTCTA CCATGCTGACTTTGTCTAATCCC GGCACAGTGGAGGTTGGAA 129 8 5 23 232 19 59,371 59,849 38,500 35,300 4,779,934 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 136 TGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctc TGTTAGGCTAACCGGTCTGT GGCACAGTGGAGGTTGGAAA 40 7 97 20 232 20 58,364 60,467 34,100 31,300 2,103,438 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 138 GATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtct GATGTTAGGCTAACCGGTCTGT GGCACAGTGGAGGTTGGAAA 40 7 95 22 232 20 59,832 60,467 34,100 31,300 2,635,190 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 139 TGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtc TGATGTTAGGCTAACCGGTCTG GGCACAGTGGAGGTTGGAAA 41 7 94 22 232 20 59,832 60,467 35,100 31,300 2,634,983 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 161 ACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACACTCTCGCACTTTCCCTACT GGCACAGTGGAGGTTGGAAA 65 7 72 20 232 20 58,074 60,467 25,700 31,300 2,393,398 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 162 GACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAAGACTCTCGCACTTTCCCTACT GGCACAGTGGAGGTTGGAAA 65 7 71 21 232 20 59,180 60,467 25,700 31,300 2,287,193 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 3 7 228 CCATGCTGACTTTGTCTAATCCCATTGATATTTTCTA CCATGCTGACTTTGTCTAATCCC GGCACAGTGGAGGTTGGAAA 129 7 5 23 232 20 59,371 60,467 38,500 31,300 4,096,688 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 4 21 241 CATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGCATGCTGACTTTGTCTAATCCCA TCTTGAACAATCCTGGCACA 128 21 6 23 246 20 58,736 57,345 43,700 45,700 6,919,343 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 4 7 227 CATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGCATGCTGACTTTGTCTAATCCCA GGCACAGTGGAGGTTGGAAA 128 7 6 23 232 20 58,736 60,467 43,700 31,300 4,731,543 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:29579:51430 1 157 49 11 1.5 AAT ATAATAATAATAATACATAATAATAATAATAATAAT NA 0 0 5 7 163 AGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAAGACTCTCGCACTTTCCCTAC GGCACAGTGGAGGTTGGAAA 66 7 70 21 232 20 59,180 60,467 31,800 31,300 2,287,193 B 271 AAATCCATGCTGACTTTGTCTAATCCCATTGATATTTTCTAGGTGTCCTGTTATTACATCCTTTATAATAGACTCTCGCACTTTCCCTACTACTGATGTTAGGCTAACCGGTCTGTAATTCTCTGTTTtctctctcCCTCCTTTTCCAAATAACACataataataataataCataataataataataataataataataataataAATACATTTTCCAACCTCCACTGTGCCAGGATTGTTCAAGAATCTACAGAATTTTGGAAGATGACA

ST‐E00142:460:H2K7HCCXY:6:1203:30147:72280 1 53 86 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCATCCCCAGCCCCAGCCCCNA 1 1 18 ‐4 137 CCCAACCCAGAACAAATCCTagccccagccccagccccATCCCAACCCAGAACAAATCCT GGGCTGGGCTGTGACTGG 0 ‐4 33 20 152 18 57,691 62,730 32,400 40,000 7,039,054 B 178 CGCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAACCCAGAACAAATCCTagccccagccccagccccATccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagTCACAGCCCAGCCCCAGTCACAGCCCAGCCCCAGTCACAG

ST‐E00142:460:H2K7HCCXY:6:1203:30147:72280 1 53 86 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCATCCCCAGCCCCAGCCCCNA 0 0 18 ‐4 167 CCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAA CCAGTCACAGTCACAGCCC GGGCTGGGCTGTGACTGG 31 ‐4 3 19 152 18 60,302 62,730 51,900 40,000 6,031,951 B 178 CGCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAACCCAGAACAAATCCTagccccagccccagccccATccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagTCACAGCCCAGCCCCAGTCACAGCCCAGCCCCAGTCACAG

ST‐E00142:460:H2K7HCCXY:6:1203:30147:72280 1 53 86 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCATCCCCAGCCCCAGCCCCNA 0 0 18 ‐4 168 GCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCA GCCAGTCACAGTCACAGCC GGGCTGGGCTGTGACTGG 32 ‐4 2 19 152 18 60,963 62,730 48,500 40,000 6,693,256 B 178 CGCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAACCCAGAACAAATCCTagccccagccccagccccATccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagTCACAGCCCAGCCCCAGTCACAGCCCAGCCCCAGTCACAG

ST‐E00142:460:H2K7HCCXY:6:1203:30147:72280 1 53 86 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCATCCCCAGCCCCAGCCCCNA 0 0 18 ‐5 136 CCCAACCCAGAACAAATCCTagccccagccccagccccATCCCAACCCAGAACAAATCCT GGCTGGGCTGTGACTGGG 0 ‐5 33 20 151 18 57,691 62,730 32,400 44,500 7,039,054 B 178 CGCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAACCCAGAACAAATCCTagccccagccccagccccATccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagTCACAGCCCAGCCCCAGTCACAGCCCAGCCCCAGTCACAG

ST‐E00142:460:H2K7HCCXY:6:1203:30147:72280 1 53 86 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCATCCCCAGCCCCAGCCCCNA 0 0 18 ‐5 167 GCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCA GCCAGTCACAGTCACAGCC GGCTGGGCTGTGACTGGG 32 ‐5 2 19 151 18 60,963 62,730 48,500 44,500 6,693,256 B 178 CGCCAGTCACAGTCACAGCCCCAGCACCAAGCCCCAACCCAGAACAAATCCTagccccagccccagccccATccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagTCACAGCCCAGCCCCAGTCACAGCCCAGCCCCAGTCACAG

ST‐E00142:460:H2K7HCCXY:6:1203:31324:54805 1 161 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 3 11 119 TGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTGGTGTCTAAAGGAGAGGTGAAAGGG TTGAGGCAGAGTCCATTGGC 44 11 94 23 212 20 59,417 60,323 39,500 45,200 3,905,902 A 217 gagagagagaCagagagagagagACagagagACagagagagagagagagGgagagagagagagaCagagagGGACagagagagagagagagTGTGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTGGCGAGCCCGGAGCTGGGAGATTTTCAACTCATTttattattattattattattaTTTTGCAAAGTGCCAATGGACTCTGCCTCAAGATGG

ST‐E00142:460:H2K7HCCXY:6:1203:31324:54805 1 161 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 11 121 TGTGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTTGTGTCTAAAGGAGAGGTGAAAGG TTGAGGCAGAGTCCATTGGC 45 11 92 24 212 20 59,960 60,323 31,100 45,200 4,363,278 A 217 gagagagagaCagagagagagagACagagagACagagagagagagagagGgagagagagagagaCagagagGGACagagagagagagagagTGTGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTGGCGAGCCCGGAGCTGGGAGATTTTCAACTCATTttattattattattattattaTTTTGCAAAGTGCCAATGGACTCTGCCTCAAGATGG

ST‐E00142:460:H2K7HCCXY:6:1203:31324:54805 1 161 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 7 115 TGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTGGTGTCTAAAGGAGAGGTGAAAGGG GGCAGAGTCCATTGGCACTT 44 7 94 23 208 20 59,417 60,610 39,500 31,600 4,193,318 A 217 gagagagagaCagagagagagagACagagagACagagagagagagagagGgagagagagagagaCagagagGGACagagagagagagagagTGTGTCTAAAGGAGAGGTGAAAGGGGTCCAAGCTTGGCGAGCCCGGAGCTGGGAGATTTTCAACTCATTttattattattattattattaTTTTGCAAAGTGCCAATGGACTCTGCCTCAAGATGG

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 4 40 174 ATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTAATGACCGCTGAAGTGTTCCA CAGCCCAGTCATCAACCAGA 40 70 4 20 177 20 59,604 59,674 35,300 38,600 0.722368 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 26 237 GTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCGTTCCAGCAGTCACAGCACT TTGGCCGGAATGGATGGAAA 26 147 18 20 254 20 60,534 59,960 44,000 31,300 0.574106 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 16 121 ATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTAATGACCGCTGAAGTGTTCCA TCTTGTTGCAGGGACACAACT 40 16 4 20 124 21 59,604 60,065 35,300 31,600 1,461,194 A 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 39 173 TGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACTGACCGCTGAAGTGTTCCAG CAGCCCAGTCATCAACCAGA 39 70 5 20 177 20 60,250 59,674 38,600 38,600 0.575801 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 39 250 TGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACTGACCGCTGAAGTGTTCCAG TTGGCCGGAATGGATGGAAA 39 147 5 20 254 20 60,250 59,960 38,600 31,300 0.290220 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 39 258 TGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACTGACCGCTGAAGTGTTCCAG ACCCTGTATTGGCCGGAATG 39 155 5 20 262 20 60,250 60,107 38,600 26,700 0.356587 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 25 159 TTCCAGCAGTCACAGCACTTACCTGAAACAACAGCATTCCAGCAGTCACAGCACTT CAGCCCAGTCATCAACCAGA 25 70 19 20 177 20 59,819 59,674 31,600 38,600 0.507047 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 25 236 TTCCAGCAGTCACAGCACTTACCTGAAACAACAGCATTCCAGCAGTCACAGCACTT TTGGCCGGAATGGATGGAAA 25 147 19 20 254 20 59,819 59,960 31,600 31,300 0.221465 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 25 237 TTCCAGCAGTCACAGCACTTACCTGAAACAACAGCATTCCAGCAGTCACAGCACTT ATTGGCCGGAATGGATGGAA 25 148 19 20 255 20 59,819 59,739 31,600 35,300 0.442516 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 25 244 TTCCAGCAGTCACAGCACTTACCTGAAACAACAGCATTCCAGCAGTCACAGCACTT ACCCTGTATTGGCCGGAATG 25 155 19 20 262 20 59,819 60,107 31,600 26,700 0.287833 F 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 16 106 TTCCAGCAGTCACAGCACTTACCTGAAACAACAGCATTCCAGCAGTCACAGCACTT TCTTGTTGCAGGGACACAACT 25 16 19 20 124 21 59,819 60,065 31,600 31,600 1,245,872 A 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:31609:70873 1 64 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 16 120 TGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACTGACCGCTGAAGTGTTCCAG TCTTGTTGCAGGGACACAACT 39 16 5 20 124 21 60,250 60,065 38,600 31,600 1,314,627 A 271 TTGATGACCGCTGAAGTGTTCCAGCAGTCACAGCACTTACCTGAAACAACAGCAACAACATTGagcagcagcagcagcagcagcagcAGGAGGAGTTTCTGTAAGTTGTGTCCCTGCAACAAGAAAACACAGTAAcccccTTTACAACAGATTCACTTCTGGTTGATGACTGGGCTGGGCCGGGCTAAGCGCATGCGTGGGTTTGATCCCCGCCCCTTCTTACCTTCAGCTCCTTTTCCATCCATTCCGGCCAATACAGGGTTAAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 4 47 182 GACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCGACTCAGCGGCTTTCGAGTC AGGTCCTTGCTCCGGTAGAA 71 47 22 20 203 20 61,074 60,252 33,600 21,000 1,325,870 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 47 192 CTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGC CTCAGGTGCGGACTCAGC AGGTCCTTGCTCCGGTAGAA 83 47 12 18 203 20 60,126 60,252 42,600 21,000 2,377,855 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 44 178 ACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCC ACTCAGCGGCTTTCGAGTC TCCTTGCTCCGGTAGAAAGC 71 44 23 19 200 20 60,080 59,751 33,600 35,100 1,329,832 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 44 179 GACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCGACTCAGCGGCTTTCGAGTC TCCTTGCTCCGGTAGAAAGC 71 44 22 20 200 20 61,074 59,751 33,600 35,100 1,323,166 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 44 190 GCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGGCTCAGGTGCGGACTCAG TCCTTGCTCCGGTAGAAAGC 84 44 11 18 200 20 60,126 59,751 33,500 35,100 2,375,151 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 44 192 CAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGCAGCTCAGGTGCGGACTC TCCTTGCTCCGGTAGAAAGC 86 44 9 18 200 20 60,126 59,751 33,600 35,100 2,375,151 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 21 129 CGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACGTGTCTCAGAGCCCGATTT TCCTTGCTCCGGTAGAAAGC 21 44 72 20 200 20 60,109 59,751 21,700 35,100 0.358013 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 21 132 CGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACGTGTCTCAGAGCCCGATTT AGGTCCTTGCTCCGGTAGAA 21 47 72 20 203 20 60,109 60,252 21,700 21,000 0.360717 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:6340:44433_ 1 113 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 16 124 CTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCCTCAGAGCCCGATTTACCCG TCCTTGCTCCGGTAGAAAGC 16 44 77 20 200 20 60,249 59,751 52,800 35,100 0.498887 A 251 TTGATCCCCAGCTCAGGTGCGGACTCAGCGGCTTTCGAGTCGGTGCGGGGCCTGCCCGCCCACGGAGGCCGCGTGTCTCAGAGCCCGATTTACCCGGGCGCTGACTACCCGCccgccgccgccgccgccgccgccgCGGGAAACGCCGCTTTCCGACCCCGCTTCGAGTACGGGGCCAGCGCTTTCTACCGGAGCAAGGACCTGCACACCGGCAACTGCAGGCAGGGCGGGCAGACcggcggcggcggCGA

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 2 14 122 CGCCATTCCTCATGCGAGAGCAAAATGCAGCAACG CGCCATTCCTCATGCGAGA GCTCTCGGCACCAAACAAAG 48 14 101 19 222 20 60,227 60,040 40,400 27,700 1,267,418 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 14 122 CGCCATTCCTCATGCGAGAGCAAAATGCAGCAACG CGCCATTCCTCATGCGAGAG GCTCTCGGCACCAAACAAAG 47 14 101 20 222 20 61,220 60,040 32,000 27,700 1,260,236 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 14 124 CTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAA CTCGCCATTCCTCATGCGAG GCTCTCGGCACCAAACAAAG 49 14 99 20 222 20 61,220 60,040 50,300 27,700 1,260,236 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 14 169 GACATGGAGACCAGGCACTCGGCGGCGAAACGGT GACATGGAGACCAGGCACTC GCTCTCGGCACCAAACAAAG 94 14 54 20 222 20 60,108 60,040 35,100 27,700 0.148012 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 13 168 GACATGGAGACCAGGCACTCGGCGGCGAAACGGT GACATGGAGACCAGGCACTC CTCTCGGCACCAAACAAAGG 94 13 54 20 221 20 60,108 59,407 35,100 31,100 0.701073 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 12 167 GACATGGAGACCAGGCACTCGGCGGCGAAACGGT GACATGGAGACCAGGCACTC TCTCGGCACCAAACAAAGGG 94 12 54 20 220 20 60,108 60,822 35,100 39,500 0.929656 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 15 191 CTGTGAACCACTGCAGTCCGGGACATGGAGACCAGCTGTGAACCACTGCAGTCCG CGCTCTCGGCACCAAACAAA 115 15 33 20 223 20 61,224 61,781 47,900 28,300 3,005,095 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 14 190 CTGTGAACCACTGCAGTCCGGGACATGGAGACCAGCTGTGAACCACTGCAGTCCG GCTCTCGGCACCAAACAAAG 115 14 33 20 222 20 61,224 60,040 47,900 27,700 1,264,136 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7496:28119_ 1 168 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 14 190 CTGTGAACCACTGCAGTCCGGGACATGGAGACCAGCTGTGAACCACTGCAGTCC GCTCTCGGCACCAAACAAAG 116 14 33 19 222 20 58,378 60,040 38,500 27,700 2,661,830 A 224 AGTCCCCGGGCGGAGTGGCTGCCGGAGCGGGGCTGTGAACCACTGCAGTCCGGGACATGGAGACCAGGCACTCGGCGGCGAAACGGTCGAAAGCTGCGCTCGCCATTCCTCATGCGAGAGCAAAATGCAGCAACGAGCGAACTTTAAACCCCTTCTCTACCCGCCCCccaccaccaccaccaccaccaGCGGCTCCCAGCCCCTTTGTTTGGTGCCGAGAGCGG

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 1 1 3 31 133 TTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTA TTCCTGTGAAGAGCCTTGGG ACAGATGTCTTTGTGCCCACA 37 31 35 20 167 21 59,598 60,134 41,200 41,700 1,535,561 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 3 31 162 GGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGGGCCCAGTGTCGTACTTTGT ACAGATGTCTTTGTGCCCACA 66 31 6 20 167 21 60,250 60,134 28,300 41,700 1,383,989 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 3 31 164 GTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGGTGGCCCAGTGTCGTACTTT ACAGATGTCTTTGTGCCCACA 68 31 4 20 167 21 60,250 60,134 26,600 41,700 1,383,989 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 3 0 129 GGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGGGCCCAGTGTCGTACTTTGT AGAAACCTCTGCATCAGCC 66 0 6 20 134 19 60,250 57,434 28,300 48,500 3,816,296 B 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 3 0 131 GTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGGTGGCCCAGTGTCGTACTTT AGAAACCTCTGCATCAGCC 68 0 4 20 134 19 60,250 57,434 26,600 48,500 3,816,296 B 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 68 229 GTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGGTGGCCCAGTGTCGTACTTT CTTACCCAGGCATCCCACAG 68 97 4 20 232 20 60,250 60,107 26,600 36,600 0.357183 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 67 228 TGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTTGGCCCAGTGTCGTACTTTG CTTACCCAGGCATCCCACAG 67 97 5 20 232 20 60,250 60,107 27,700 36,600 0.357141 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 66 227 GGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGGGCCCAGTGTCGTACTTTGT CTTACCCAGGCATCCCACAG 66 97 6 20 232 20 60,250 60,107 28,300 36,600 0.357183 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 31 131 CCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAACCTGTGAAGAGCCTTGGGAT ACAGATGTCTTTGTGCCCACA 35 31 37 20 167 21 59,377 60,134 38,500 41,700 1,756,487 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 31 132 TCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAA TCCTGTGAAGAGCCTTGGGA ACAGATGTCTTTGTGCCCACA 36 31 36 20 167 21 60,474 60,134 43,700 41,700 1,607,516 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 31 163 TGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTTGGCCCAGTGTCGTACTTTG ACAGATGTCTTTGTGCCCACA 67 31 5 20 167 21 60,250 60,134 27,700 41,700 1,383,946 F 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:7638:6284_1 1 92 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 0 130 TGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTTGGCCCAGTGTCGTACTTTG AGAAACCTCTGCATCAGCC 67 0 5 20 134 19 60,250 57,434 27,700 48,500 3,816,253 B 254 AATGTGGCCCAGTGTCGTACTTTGTTTTATAATGTTCCTGTGAAGAGCCTTGGGATATTTCATTGCATTAAAGGTTCtatataAATATAAAgttgttgttgttgttgttgttgttGGCTGATGCAGAGGTTTCTaaaaaCTATAGATGTGGGCACAAAGACATCTGTTCATAACTTCTATGTTCACAGATGAATTCCAAACAagagagCCCTCTGTGGGATGCCTGGGTAAGGAGAAAAGCAGACTTGAATTTC

ST‐E00142:460:H2K7HCCXY:6:1203:8207:40846_ 1 82 91 10 2 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCGATCGATG NA 1 1 10 20 174 GTtgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTC GTTGCTGCTGCTGTACGTTC GCACTATTGCCCATCCACAT 23 20 39 20 212 20 60,111 58,304 39,500 32,100 1,806,707 G 224 TGttcttcttcttcttcttcttcttcttcttcttttttGTtgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTCGttcttcttcttcttcttcttcttcttcttcGATCGATGCTACTGTTCGttcttcttcttcttcttcttcttcttcttcGtcttcttcttctTGGTATCTTCTGTTATTCATATGTGGATGGGCAATAGTGCCTAGGATCAGTT

ST‐E00142:460:H2K7HCCXY:6:1203:8207:40846_ 1 82 91 10 2 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCGATCGATG NA 0 0 12 20 172 tgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTCGtt TGCTGCTGCTGTACGTTCTT GCACTATTGCCCATCCACAT 21 20 41 20 212 20 60,250 58,304 25,200 32,100 1,945,931 G 224 TGttcttcttcttcttcttcttcttcttcttcttttttGTtgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTCGttcttcttcttcttcttcttcttcttcttcGATCGATGCTACTGTTCGttcttcttcttcttcttcttcttcttcttcGtcttcttcttctTGGTATCTTCTGTTATTCATATGTGGATGGGCAATAGTGCCTAGGATCAGTT

ST‐E00142:460:H2K7HCCXY:6:1203:8207:40846_ 1 82 91 10 2 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCGATCGATG NA 0 0 12 20 173 TtgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTCG TTGCTGCTGCTGTACGTTCT GCACTATTGCCCATCCACAT 22 20 40 20 212 20 60,250 58,304 30,100 32,100 1,945,931 G 224 TGttcttcttcttcttcttcttcttcttcttcttttttGTtgctgctgcTGTACGTTCTTCTTATTttcttcttcTGTTCGttcttcttcttcttcttcttcttcttcttcGATCGATGCTACTGTTCGttcttcttcttcttcttcttcttcttcttcGtcttcttcttctTGGTATCTTCTGTTATTCATATGTGGATGGGCAATAGTGCCTAGGATCAGTT

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 1 1 3 0 217 TGCTGACATTTCCAAAGGGCtattattattattattattatc TGCTGACATTTCCAAAGGGC AATCTCCTCAGATGGTTAATCTCTT 0 142 29 20 245 25 59,032 57,311 51,900 28,500 8,657,323 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 3 0 218 TTGCTGACATTTCCAAAGGGCtattattattattattattat TTGCTGACATTTCCAAAGGGC AATCTCCTCAGATGGTTAATCTCTT 0 142 28 21 245 25 59,656 57,311 51,900 28,500 9,033,031 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 3 0 218 TGCTGACATTTCCAAAGGGCtattattattattattattatc TGCTGACATTTCCAAAGGGC AAATCTCCTCAGATGGTTAATCTCT 0 143 29 20 246 25 59,032 57,311 51,900 31,000 8,657,323 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 4 0 145 TGCTGACATTTCCAAAGGGCtattattattattattattatc TGCTGACATTTCCAAAGGGC AGCCTCTTTAAACCATCAGTCA 0 73 29 20 173 22 59,032 57,359 51,900 34,100 5,609,177 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 4 0 146 TTGCTGACATTTCCAAAGGGCtattattattattattattat TTGCTGACATTTCCAAAGGGC AGCCTCTTTAAACCATCAGTCA 0 73 28 21 173 22 59,656 57,359 51,900 34,100 5,984,885 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 5 0 136 TGCTGACATTTCCAAAGGGCtattattattattattattatc TGCTGACATTTCCAAAGGGC AAACCATCAGTCAAACTGTAAACTT 0 61 29 20 164 25 59,032 57,595 51,900 26,600 8,373,076 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 5 0 145 TGCTGACATTTCCAAAGGGCtattattattattattattatc TGCTGACATTTCCAAAGGGC AGCCTCTTTAAACCATCAGTCAA 0 72 29 20 173 23 59,032 58,014 51,900 31,800 5,953,943 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 7 24 244 TGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTGTTCGTGCAATTTCACCAAAGT AATCTCCTCAGATGGTTAATCTCTT 24 142 2 23 245 25 60,119 57,311 26,600 28,500 10,808,234 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 7 24 245 TGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTGTTCGTGCAATTTCACCAAAGT AAATCTCCTCAGATGGTTAATCTCT 24 143 2 23 246 25 60,119 57,311 26,600 31,000 10,808,234 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 7 10 109 TGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTGTTCGTGCAATTTCACCAAAGT TTGAAACTCAACCAAGCATTCA 24 10 2 23 110 22 60,119 57,001 26,600 25,700 8,117,987 B 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 8 21 241 TCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCTCGTGCAATTTCACCAAAGTTCT AATCTCCTCAGATGGTTAATCTCTT 21 142 5 23 245 25 59,620 57,311 30,100 28,500 11,068,922 F 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 8 10 106 TCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCTCGTGCAATTTCACCAAAGTTCT TTGAAACTCAACCAAGCATTCA 21 10 5 23 110 22 59,620 57,001 30,100 25,700 8,378,675 B 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1203:9262:30334_ 1 49 30 7 1.5 AAT TATTATTATTATTATTATTATCATCATCAT NA 0 0 12 10 96 TCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtat TCACCAAAGTTCTTTGCTGACA TTGAAACTCAACCAAGCATTCA 12 10 15 22 110 22 58,648 57,001 35,800 25,700 8,350,410 B 269 ATGTTCGTGCAATTTCACCAAAGTTCTTTGCTGACATTTCCAAAGGGCtattattattattattattatcatcatcatTATTTCATTATGAATGCTTGGTTGAGTTTCAAAATCTACAGTTACCTCAGCAgggggTTTTAAGTTTACAGTTTGACTGATGGTTTAAAGAGGCTATTAAATGATTAGctctctTTGATATGGGGACTGAATAGAAATTTATAAGAGATTAACCATCTGAGGAGATTTAAAATCCTTGAATGTGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 1 1 4 18 119 CTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGCTTGAACTGAGGGCCAAAGG TGGGTGCAGTCCATTGTCTC 40 18 137 20 255 20 58,749 59,963 31,100 33,600 1,287,983 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 18 171 ATTACAGAAGGCAGACCGAAAAGCACTCATTGTGA ATTACAGAAGGCAGACCGAAA TGGGTGCAGTCCATTGTCTC 91 18 85 21 255 20 57,304 59,963 34,600 33,600 3,732,562 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 18 203 CTTGCATGCCTGTCCATGTGAATTCTtctctcATTACA CTTGCATGCCTGTCCATGTG TGGGTGCAGTCCATTGTCTC 124 18 53 20 255 20 59,827 59,963 32,100 33,600 0.209310 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 15 116 CTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGCTTGAACTGAGGGCCAAAGG GTGCAGTCCATTGTCTCCCA 40 15 137 20 252 20 58,749 59,963 31,100 43,700 1,287,983 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 15 168 ATTACAGAAGGCAGACCGAAAAGCACTCATTGTGA ATTACAGAAGGCAGACCGAAA GTGCAGTCCATTGTCTCCCA 91 15 85 21 252 20 57,304 59,963 34,600 43,700 3,732,562 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 15 198 TGCATGCCTGTCCATGTGAATTCTtctctcATTACAGA TGCATGCCTGTCCATGTGAA GTGCAGTCCATTGTCTCCCA 122 15 55 20 252 20 60,251 59,963 31,800 43,700 0.287985 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 15 200 CTTGCATGCCTGTCCATGTGAATTCTtctctcATTACA CTTGCATGCCTGTCCATGTG GTGCAGTCCATTGTCTCCCA 124 15 53 20 252 20 59,827 59,963 32,100 43,700 0.209310 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 0 101 CTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGCTTGAACTGAGGGCCAAAGG TCCCAAGATGGTTGGATGCC 40 0 137 20 237 20 58,749 60,033 31,100 44,000 1,284,459 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 0 153 ATTACAGAAGGCAGACCGAAAAGCACTCATTGTGA ATTACAGAAGGCAGACCGAAA TCCCAAGATGGTTGGATGCC 91 0 85 21 237 20 57,304 60,033 34,600 44,000 3,729,038 A 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG
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ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 0 183 TGCATGCCTGTCCATGTGAATTCTtctctcATTACAGA TGCATGCCTGTCCATGTGAA TCCCAAGATGGTTGGATGCC 122 0 55 20 237 20 60,251 60,033 31,800 44,000 0.284461 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 0 184 TTGCATGCCTGTCCATGTGAATTCTtctctcATTACAG TTGCATGCCTGTCCATGTGA TCCCAAGATGGTTGGATGCC 123 0 54 20 237 20 60,251 60,033 35,800 44,000 0.284461 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 0 185 CTTGCATGCCTGTCCATGTGAATTCTtctctcATTACA CTTGCATGCCTGTCCATGTG TCCCAAGATGGTTGGATGCC 124 0 53 20 237 20 59,827 60,033 32,100 44,000 0.205785 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 22 240 ACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGACAACCCTTGCTTTGTGTACT ACCATGGGTGCAGTCCATTG 156 22 20 21 259 20 57,987 60,613 27,300 28,200 3,625,666 F 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 22 240 ACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGACAACCCTTGCTTTGTGTACTGA ACCATGGGTGCAGTCCATTG 154 22 20 23 259 20 60,624 60,613 34,100 28,200 4,236,436 F 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 20 240 ATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTATACAACCCTTGCTTTGTGTACTG CATGGGTGCAGTCCATTGTC 155 20 18 24 257 20 59,481 59,187 27,400 31,800 5,332,154 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 20 240 ATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTATACAACCCTTGCTTTGTGTACT CATGGGTGCAGTCCATTGTC 156 20 18 23 257 20 58,275 59,187 27,300 31,800 5,538,675 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 19 240 ATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTATACAACCCTTGCTTTGTGTACTG CATGGGTGCAGTCCATTGTCT 155 19 18 24 257 21 59,481 60,615 27,400 34,100 6,134,086 B 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:11231:70908 1 197 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 6 22 240 ACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGACAACCCTTGCTTTGTGTACTG ACCATGGGTGCAGTCCATTG 155 22 20 22 259 20 59,312 60,613 27,400 28,200 3,300,667 F 264 GATCCAGGGATCATAATATACAACCCTTGCTTTGTGTACTGACTACTAAAACCTTGCATGCCTGTCCATGTGAATTCTtctctcATTACAGAAGGCAGACCGAAAAGCACTCATTGTGATGAGACACAACTATTAACTTGAACTGAGGGCCAAAGGCCTAGGAATTAGTGGAGTTCTCTTTTCAAGCAAAACAGGAattattattattattattattGGCATCCAACCATCTTGGGAGACAATGGACTGCACCCATGgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 1 1 3 9 210 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttct TCCACATAGTCCATGAAACCCA TTTCTTTGTGCTGTACCGGG 9 99 1 22 210 20 59,084 58,400 45,100 57,300 4,516,292 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 4 0 142 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG CCAAATGCATTGTTCCACTCACT 0 39 12 20 153 23 58,891 59,994 38,600 34,100 4,114,886 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 4 0 143 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG ACCAAATGCATTGTTCCACTCA 0 41 12 20 154 22 58,891 59,036 38,600 34,100 4,073,241 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 4 0 177 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG CATTCGTTGCTGGAGTGGG 0 78 12 20 188 19 58,891 58,826 38,600 46,100 3,283,111 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 4 0 198 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG TTCTTTGTGCTGTACCGGG 0 99 12 20 209 19 58,891 57,684 38,600 57,300 4,424,541 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 4 0 199 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG TTTCTTTGTGCTGTACCGGG 0 99 12 20 210 20 58,891 58,400 38,600 57,300 2,708,800 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 5 0 137 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG TGCATTGTTCCACTCACTACA 0 36 12 20 148 21 58,891 57,516 38,600 27,400 4,592,585 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 5 0 137 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG TGCATTGTTCCACTCACTACATC 0 34 12 20 148 23 58,891 58,997 38,600 30,600 5,111,758 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:13798:17518 1 32 60 15 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 6 0 137 CATGAAACCCATGGCTCTGGtctttctttctttctttctttctt CATGAAACCCATGGCTCTGG TGCATTGTTCCACTCACTACAT 0 35 12 20 148 22 58,891 57,980 38,600 22,900 5,128,568 F 212 TCCACATAGTCCATGAAACCCATGGCTCTGGtctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttttGAGATGCTTCCTTTATTAGAAACAAGTAAGATGTAGTGAGTGGAACAATGCATTTGGTATATCTGcccccGACCCCACTCCAGCAACGAATGcccccGGTACAGCACAAAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 1 1 19 12 153 GTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGGTGCTCCCTCGATCTTCCTT GGAGAAAGAGAGAAAGAGAGAAAGA 24 12 18 20 170 25 59,173 57,773 33,600 25,200 8,054,417 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 0 0 19 12 167 TTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctc TTTCTCACGTGTCGGTGCTC GGAGAAAGAGAGAAAGAGAGAAAGA 38 12 4 20 170 25 60,597 57,773 42,600 25,200 7,823,648 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 0 0 19 12 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTGTGTTTCTCACGTGTCGGTG GGAGAAAGAGAGAAAGAGAGAAAGA 41 12 1 20 170 25 59,425 57,773 49,400 25,200 7,802,439 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 0 0 19 4 139 CCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttCCTCGATCTTCCTTTCTCTCTCT AGAGAAAGAGAGAAAGAAGGAAAGA 15 4 24 23 162 25 58,793 57,389 31,000 25,200 11,817,744 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 0 0 20 2 139 CCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGt CCCTCGATCTTCCTTTCTCTCT GAGAAAGAGAGAAAGAAGGAAAGAAA 17 2 23 22 161 26 58,704 57,330 31,000 25,200 11,965,919 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:14133:6460_ 1 62 72 18 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCNA 0 0 20 2 139 CCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGt CCCTCGATCTTCCTTTCTCTCTC GAGAAAGAGAGAAAGAAGGAAAGAAA 16 2 23 23 161 26 59,682 57,330 32,000 25,200 11,987,939 F 170 GTGTTTCTCACGTGTCGGTGCTCCCTCGATCTTCCTTtctctctcTTTCTCACTGTGATTGtttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttttCTTTCCTTCTTtctctcTTtctctcTTTCTCC

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 1 1 4 24 140 GAGGTGACACGGAGGGTTGGCCACTATCAAGCCACGAGGTGACACGGAGGGTTG CACAGCGCCAGCCTCAAC 24 58 9 19 148 18 60,005 61,731 37,700 31,800 4,735,679 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 11 120 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC CAGCCTCAACATCTGGAGCG 11 48 21 20 140 20 60,034 61,088 40,100 50,300 1,122,429 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 11 189 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC ATCCCTCCCGCAGCTGAG 11 119 21 20 209 18 60,034 61,160 40,100 33,500 3,194,136 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 11 190 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC CATCCCTCCCGCAGCTGA 11 120 21 20 210 18 60,034 61,474 40,100 42,600 3,507,736 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 6 11 190 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC CATCCCTCCCGCAGCTGAG 11 119 21 20 210 19 60,034 62,458 40,100 33,500 3,491,714 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 7 11 119 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC AGCCTCAACATCTGGAGCG 11 48 21 20 139 19 60,034 59,780 40,100 50,300 1,254,294 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 7 11 185 AGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcAGGGTTGGCCACTATCAAGC CTCCCGCAGCTGAGCCTC 11 115 21 20 205 18 60,034 62,528 40,100 47,000 4,561,672 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 8 13 122 GGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgc GGAGGGTTGGCCACTATCAA CAGCCTCAACATCTGGAGCG 13 48 19 20 140 20 59,376 61,088 25,700 50,300 1,712,063 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:15138:33762 1 52 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 8 13 191 GGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgc GGAGGGTTGGCCACTATCAA ATCCCTCCCGCAGCTGAG 13 119 19 20 209 18 59,376 61,160 25,700 33,500 3,783,770 A 211 AGCGTCGGGAGGTGACACGGAGGGTTGGCCACTATCAAGCCACCGGCGTGGgcagcagcagcagcagcagcaGATCAGGTGCCCGCTGGACGTGCGGGCAGCAGGAGCCGGGACACTCCGCGCTCCAGATGTTGAGGCTGGCGCTGTGGGCGCTGCCCGGGCGCAGATCCCCGTCCAGTGCGCCAGCGAGGCTCAGCTGCGGGAGGGATGG

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 2 62 186 CATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGC CATAATCCCTCGCTCGCTGG GGCCGAACGGTGTTAAAGTG 63 62 2 20 187 20 60,669 59,764 48,500 31,600 0.905155 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 62 187 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGG CCATAATCCCTCGCTCGCTG GGCCGAACGGTGTTAAAGTG 64 62 1 20 187 20 60,669 59,764 51,800 31,600 0.905155 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 63 202 CATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGC CATAATCCCTCGCTCGCTGG CATCTAACTTGTTGCCGGCC 63 78 2 20 203 20 60,669 59,548 48,500 61,300 1,120,489 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 64 204 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGG CCATAATCCCTCGCTCGCTG GCATCTAACTTGTTGCCGGC 64 79 1 20 204 20 60,669 60,179 51,800 61,300 0.847870 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 63 203 CATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGC CATAATCCCTCGCTCGCTGG GCATCTAACTTGTTGCCGGC 63 79 2 20 204 20 60,669 60,179 48,500 61,300 0.847870 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 8 114 AAACAAACCTCCCTCCTccccccccccccctcctcctcctcct AAACAAACCTCCCTCCTCCC GTGAAAGAGACGGAGAGGCG 8 45 57 20 170 20 59,222 60,457 43,000 55,200 1,235,077 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 8 115 AAACAAACCTCCCTCCTccccccccccccctcctcctcctcct AAACAAACCTCCCTCCTCCC AGTGAAAGAGACGGAGAGGC 8 46 57 20 171 20 59,222 59,108 43,000 47,000 1,670,146 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 8 131 AAACAAACCTCCCTCCTccccccccccccctcctcctcctcct AAACAAACCTCCCTCCTCCC GGCCGAACGGTGTTAAAGTG 8 62 57 20 187 20 59,222 59,764 43,000 31,600 1,014,531 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:17411:43466 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 8 148 AAACAAACCTCCCTCCTccccccccccccctcctcctcctcct AAACAAACCTCCCTCCTCCC GCATCTAACTTGTTGCCGGC 8 79 57 20 204 20 59,222 60,179 43,000 61,300 0.957246 F 205 CCATAATCCCTCGCTCGCTGGGCCGTGAACTGGGGCGAGGAGAGtttttCtttttAAAACAAACCTCCCTCCTccccccccccccctcctcctcctcctcctcctcccccccAGAAGCAGAGaaaaaaaGaaaaaaaGGGAACAAAATGGCGCCTCTCCGTCTCTTTCACTTTAACACCGTTCGGCCGGCAACAAGTTAGATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 3 16 124 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA CGGGTTATCGCTTCCTGTGA 16 45 7 22 130 20 59,358 59,825 32,700 35,800 2,817,156 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 3 16 131 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA CCTGTGTCGGGTTATCGCTT 16 52 7 22 137 20 59,358 60,108 32,700 46,800 2,750,640 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 16 129 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA TGTGTCGGGTTATCGCTTCC 16 50 7 22 135 20 59,358 60,109 32,700 34,600 2,750,831 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 9 94 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGAAGCTTATGTGGCTTTACCTTGGA CTGTGGAGGGTCAGATGGGT 21 9 1 23 94 20 59,990 60,912 35,300 45,100 3,921,664 A 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 7 92 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGAAGCTTATGTGGCTTTACCTTGGA GTGGAGGGTCAGATGGGTGA 21 7 1 23 92 20 59,990 60,910 35,300 40,200 3,919,748 A 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 6 91 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGAAGCTTATGTGGCTTTACCTTGGA TGGAGGGTCAGATGGGTGAG 21 6 1 23 91 20 59,990 60,619 35,300 35,100 3,628,819 A 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 16 108 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA GTGAGCTGCACCTCTCTCTC 16 29 7 22 114 20 59,358 59,827 32,700 32,000 2,815,566 F 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 16 157 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA AGGAAGCTGCTCCTCTGACT 16 78 7 22 163 20 59,358 60,252 32,700 34,100 2,894,504 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 16 158 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA CAGGAAGCTGCTCCTCTGAC 16 79 7 22 164 20 59,358 60,108 32,700 35,100 2,750,544 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18294:25376 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 10 16 161 TGTGGCTTTACCTTGGATCTCAGATGGGGACAAAG TGTGGCTTTACCTTGGATCTCA ATCCAGGAAGCTGCTCCTCT 16 82 7 22 167 20 59,358 60,326 32,700 36,900 2,968,738 B 204 AGCTTATGTGGCTTTACCTTGGATCTCAGATGGGGACAAAGATGagcagcagcagcagcagcagcCCTCTCCTCACCCATCTGACCCTCCACAGgagagagaGGTGCAGCTCACAGGAAGCGATAACCCGACACAGGGTACATAGTCAGAGGAGCAGCTTCCTGGATATTTCTGAGTATCTGTGCCACAGGAGGCTCAGGGGAT

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 2 127 TTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcct TTCGGAATGGCCTTCATGGG AATTGTCGATCGCTGCATGC 2 64 41 20 167 20 60,396 59,971 40,000 40,600 0.424092 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 43 240 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCT TCCCTGCTGCTCTGCCATT TTAAAGATGAGATTCTGATGCCTCA 43 132 1 19 240 25 61,610 58,108 31,600 38,600 9,502,019 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 42 240 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCT TCCCTGCTGCTCTGCCATTG TTAAAGATGAGATTCTGATGCCTCA 42 132 1 20 240 25 62,832 58,108 28,200 38,600 9,724,379 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 43 240 CCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTC CCCTGCTGCTCTGCCATT TTTAAAGATGAGATTCTGATGCCTCA 43 132 2 18 241 26 60,044 58,659 31,600 38,600 9,385,282 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 10 135 TCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctccTCCTCTGTTTCGGAATGGCC AATTGTCGATCGCTGCATGC 10 64 33 20 167 20 60,035 59,971 53,600 40,600 0.063944 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 10 190 TCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctccTCCTCTGTTTCGGAATGGCC TGCCTCAATTGCTCAAGTGG 10 119 33 20 222 20 60,035 58,750 53,600 40,000 1,285,767 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 10 190 TCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctccTCCTCTGTTTCGGAATGGCC TGCCTCAATTGCTCAAGTGGA 10 118 33 20 222 21 60,035 60,203 53,600 40,200 1,238,354 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 9 134 CCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcct CCTCTGTTTCGGAATGGCCT AATTGTCGATCGCTGCATGC 9 64 34 20 167 20 60,035 59,971 51,900 40,600 0.063561 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 9 166 CCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcct CCTCTGTTTCGGAATGGCCT TCTCCAATACGCCCAGCAAG 9 96 34 20 199 20 60,035 60,108 51,900 40,100 0.142759 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 9 167 CCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcct CCTCTGTTTCGGAATGGCCT CTCTCCAATACGCCCAGCAA 9 97 34 20 200 20 60,035 60,108 51,900 39,100 0.142759 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 9 169 CCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcct CCTCTGTTTCGGAATGGCCT AACTCTCCAATACGCCCAGC 9 99 34 20 202 20 60,035 60,108 51,900 48,500 0.142710 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 9 190 CCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcct CCTCTGTTTCGGAATGGCCT ATGCCTCAATTGCTCAAGTGG 9 119 34 20 223 21 60,035 59,177 51,900 40,000 1,858,046 F 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 9 15 97 GGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATG GGGCTCATCCTCCTCTGTTT AGCAAGTAGGTGAGGAGGAAG 20 15 23 20 119 21 59,085 58,816 28,300 34,600 3,099,044 A 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 9 14 96 GGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATG GGGCTCATCCTCCTCTGTTT GCAAGTAGGTGAGGAGGAAGA 20 14 23 20 118 21 59,085 58,820 28,300 28,700 3,095,640 A 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:18781:31177 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 10 14 97 GGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATG GGGCTCATCCTCCTCTGTTT AGCAAGTAGGTGAGGAGGAAGA 20 14 23 20 119 22 59,085 60,225 28,300 28,700 3,140,759 A 246 TCCCTGCTGCTCTGCCATTGGCGGGCTCATCCTCCTCTGTTTCGGAATGGCCTTCATGGGCTtcctcctcctcctcctcctccTCTCTTCCTCATCTTCTTCCTCCTCACCTACTTGCTGGcccccTCTGCTGCGCAATGTTGTGCAGCATGCAGCGATCGACAATTATTCTTGAAACCCTTGCTGGGCGTATTGGAGAGTTCCACTTGAGCAATTGAGGCATCAGAATCTCATCTTTAAAATGCC

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 1 1 5 1 183 TCCGAGTGGACAGCAGCATGagcagcagcaggaggagg TCCGAGTGGACAGCAGCAT TCCCATCCTGCGGATACAGA 1 110 7 19 189 20 61,286 60,106 37,900 34,100 2,391,482 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 6 1 134 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCAT GGAGGACAACAAGTCATGCA 1 62 8 18 141 20 59,733 58,104 37,900 39,600 4,163,226 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 6 1 182 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCAT TCCCATCCTGCGGATACAGA 1 110 8 18 189 20 59,733 60,106 37,900 34,100 2,372,716 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 134 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG GGAGGACAACAAGTCATGCA 0 62 8 19 141 20 61,105 58,104 40,600 39,600 4,001,079 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 139 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG TTGCAGGAGGACAACAAGTC 0 67 8 19 146 20 61,105 58,033 40,600 30,100 4,072,178 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 182 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG TCCCATCCTGCGGATACAGA 0 110 8 19 189 20 61,105 60,106 40,600 34,100 2,210,568 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 256 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG AGCCTGGAAAGTGACATGGG 0 184 8 19 263 20 61,105 59,961 40,600 40,000 2,143,603 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 265 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG CTCCTCCCAAGCCTGGAAAG 0 193 8 19 272 20 61,105 60,035 40,600 26,200 2,139,530 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 7 0 270 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG CTCAACTCCTCCCAAGCCTG 0 198 8 19 277 20 61,105 60,036 40,600 48,500 2,140,489 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 14 0 206 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG ATCCTCCTCCTCCCATCGTC 0 134 8 19 213 20 61,105 60,179 40,600 42,000 2,283,806 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 14 0 232 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG CCTCCTCCACCCATCTTCCT 0 160 8 19 239 20 61,105 60,327 40,600 33,600 2,431,859 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:20161:70697 1 27 33 8 1.5 AGG AGCAGCAGCAGGAGGAGGAGGAGGAGGAGGAGGNA 0 0 16 0 230 CCGAGTGGACAGCAGCATGagcagcagcaggaggagga CCGAGTGGACAGCAGCATG TCCTCCACCCATCTTCCTCC 0 158 8 19 237 20 61,105 60,327 40,600 43,000 2,431,477 F 285 GAGAGGTCCGAGTGGACAGCAGCATGagcagcagcaggaggaggaggaggaggaggaggAGTGGGGTTAgggggCAGGCTGCAGGCTGCAGGCGAGGCCACTGTGCCGCCCGATTTTGCAATGCATGACTTGTTGTCCTCCTGCAAGAGGTGGGCATCCGTCGGCACCTTCTGTATCCGCAGGATGGGAgggggACGATGggaggaggaggaTggggggAGGAAGATGGGTGGAGGAGGGccccccATGTCACTTTCCAGGCTTGGGAGGAGTTGAGCGACGCTG

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 1 1 2 1 116 GAATGGGCAAAGGATGAACTACATgcagcagcagcag GAATGGGCAAAGGATGAACTACA TCTGGTGTGGACTGAGAGGT 1 41 1 23 116 20 58,984 59,811 27,400 38,500 4,205,032 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 2 1 190 GAATGGGCAAAGGATGAACTACATgcagcagcagcag GAATGGGCAAAGGATGAACTACA ATTACTGCAAGACGTTTGGCTT 1 113 1 23 190 22 58,984 59,115 27,400 43,500 6,901,083 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 2 1 190 GAATGGGCAAAGGATGAACTACATgcagcagcagcag GAATGGGCAAAGGATGAACTACA ATTACTGCAAGACGTTTGGC 1 115 1 23 190 20 58,984 57,011 27,400 45,200 7,005,867 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 2 0 113 TGGGCAAAGGATGAACTACATgcagcagcagcagcagc TGGGCAAAGGATGAACTACAT TCTGGTGTGGACTGAGAGGT 0 41 4 21 116 20 57,262 59,811 22,900 38,500 3,926,147 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 2 0 176 TGGGCAAAGGATGAACTACATgcagcagcagcagcagc TGGGCAAAGGATGAACTACAT ACGTTTGGCTTAGGGTCCTG 0 104 4 21 179 20 57,262 59,964 22,900 38,600 3,773,865 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 3 1 114 ATGGGCAAAGGATGAACTACATgcagcagcagcagcagATGGGCAAAGGATGAACTACA TCTGGTGTGGACTGAGAGGT 1 41 3 21 116 20 57,262 59,811 27,400 38,500 3,926,147 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 3 1 177 ATGGGCAAAGGATGAACTACATgcagcagcagcagcagATGGGCAAAGGATGAACTACA ACGTTTGGCTTAGGGTCCTG 1 104 3 21 179 20 57,262 59,964 27,400 38,600 3,773,865 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 3 1 190 GAATGGGCAAAGGATGAACTACATgcagcagcagcag GAATGGGCAAAGGATGAACTACA ATTACTGCAAGACGTTTGGCT 1 114 1 23 190 21 58,984 58,496 27,400 47,500 6,520,812 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:22536:56071 1 25 31 7 1.5 AGC GCAGCAGCAGCAGCAGCAGCAACAGCAGCAG NA 0 0 6 0 174 TGGGCAAAGGATGAACTACATgcagcagcagcagcagc TGGGCAAAGGATGAACTACAT GTTTGGCTTAGGGTCCTGCT 0 102 4 21 177 20 57,262 59,962 22,900 42,400 3,775,869 B 215 GAATGGGCAAAGGATGAACTACATgcagcagcagcagcagcagcaAcagcagcagCCGCACCCTCAGCAGATGAGCATGTGCCAGAATGCTAATCAACCTCTCAGTCCACACCAGACTTTTAATCAGTCCAACCAAATGCTTAGTCCCAATGTTGCTAGCAGGACCCTAAGCCAAACGTCTTGCAGTAATATGTCAGCAAACAATATCATGGGTT

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 3 7 131 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA TTTCGCATGCCTCACTGCAG 7 63 5 20 135 20 60,107 61,580 32,800 44,100 1,686,733 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 131 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA TTTCGCATGCCTCACTGCA 7 64 5 20 135 19 60,107 60,600 32,800 44,100 1,707,125 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 150 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA ATGCCGTTGACCTCATCGTT 7 82 5 20 154 20 60,107 60,036 32,800 38,500 0.143157 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 161 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA GATTGGACGTGATGCCGTTG 7 93 5 20 165 20 60,107 59,903 32,800 41,000 0.203745 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 173 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA TGTCTCGGTGCTGATTGGAC 7 105 5 20 177 20 60,107 60,037 32,800 40,200 0.144095 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 224 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CTTCTTGCGGCACAACTTCC 7 156 5 20 228 20 60,107 60,040 32,800 34,600 0.146836 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 225 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CCTTCTTGCGGCACAACTTC 7 157 5 20 229 20 60,107 60,040 32,800 30,100 0.146836 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 240 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CTTTCACCAACATGGCCTTC 7 172 5 20 244 20 60,107 57,269 32,800 34,600 2,837,318 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 7 240 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CTTTCACCAACATGGCCTTCT 7 171 5 20 244 21 60,107 58,758 32,800 28,500 2,348,811 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 7 240 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CTTTCACCAACATGGCCTTCTT 7 170 5 20 244 22 60,107 59,370 32,800 25,200 2,736,386 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 5 129 ACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctg ACCTGCAAGTGCTCCAAAGA TTTCGCATGCCTCACTGCAG 5 63 7 20 135 20 59,817 61,580 25,200 44,100 1,763,456 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:23734:13000 1 32 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 7 236 TGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctg TGACCTGCAAGTGCTCCAAA CACCAACATGGCCTTCTTGC 7 168 5 20 240 20 60,107 60,038 32,800 40,100 0.144744 A 244 CGGGTGACCTGCAAGTGCTCCAAAGACATGGtgctgctgctgctgctgctgcAAGACCAGCCCTGCTCAGCCCTGCGCTGCCAGCCAGCTTGTCGTCTGCTGCGAGCAGCGGCAGCTGCAGTGAGGCATGCGAAAACGATGAGGTCAACGGCATCACGTCCAATCAGCACCGAGACAGCCCTTCCCTTCCCAAAATGCCTCGGCTGGAGGAAGTTGTGCCGCAAGAAGGCCATGTTGGTGAAAG

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 1 1 14 5 147 TCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctg TCTGCTCTTGCTGCTGATGT ACAAGTAGCAGGAGCAGCAG 5 57 12 20 158 20 59,676 60,037 30,600 42,400 0.360534 G 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 14 5 150 TCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctg TCTGCTCTTGCTGCTGATGT AGCACAAGTAGCAGGAGCAG 5 60 12 20 161 20 59,676 60,037 30,600 42,400 0.360534 G 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 16 7 100 ACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgACTTCTGCTCTTGCTGCTGA CACCAGCAGAAGCATCAGGA 8 7 9 20 108 20 59,604 60,036 42,600 38,600 0.431411 D 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 16 5 97 TCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctg TCTGCTCTTGCTGCTGATGT CACCAGCAGAAGCATCAGGA 5 7 12 20 108 20 59,676 60,036 30,600 38,600 0.359682 D 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 16 5 153 TCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctg TCTGCTCTTGCTGCTGATGT AGCAGCACAAGTAGCAGGAG 5 63 12 20 164 20 59,676 60,037 30,600 36,900 0.360534 G 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 16 2 94 GCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgc GCTCTTGCTGCTGATGTTGC CACCAGCAGAAGCATCAGGA 2 7 15 20 108 20 60,456 60,036 41,700 38,600 0.492037 D 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29406:36469 1 37 45 7 2 AGC CTGCTGCTGCTGCTGCTGCTGGTGTTGTTCCTGCTG NA 0 0 18 5 126 TCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctg TCTGCTCTTGCTGCTGATGT AGAAGCAGCAGGAGCAACAT 5 36 12 20 137 20 59,676 59,962 30,600 27,100 0.361834 G 179 CTCCTGCAACTTCTGCTCTTGCTGCTGATGTTGCTCctgctgctgctgctgctgctgGTGTTGTTCctgctgctgctgctgTAGTTGCTCCTGATGCTTCTGCTGGTGGGGCTGCTGATGTTGCTCCTGCTGCTTctgctgctgCTCCTGCTACTTGtgctgctgcTGATGGTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 1 1 3 27 141 TGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCC TGCTGCATTCTTCTTTGGTCT AGCAGGTCTGACAGCATCTG 27 52 25 21 165 20 58,132 59,750 38,500 29,000 3,117,300 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 27 142 TGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCC TGCTGCATTCTTCTTTGGTCT CAGCAGGTCTGACAGCATCT 27 53 25 21 166 20 58,132 59,750 38,500 29,000 3,117,300 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 27 143 TGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCC TGCTGCATTCTTCTTTGGTCT TCAGCAGGTCTGACAGCATC 27 54 25 21 167 20 58,132 59,751 38,500 39,100 3,116,189 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 27 146 TGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCC TGCTGCATTCTTCTTTGGTCT AACTCAGCAGGTCTGACAGC 27 57 25 21 170 20 58,132 59,965 38,500 44,000 2,902,240 F 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 12 125 GGTCTAGCAGGACAACTCCCTCTATTGTTGACtatta GGTCTAGCAGGACAACTCCC AGCAGGTCTGACAGCATCTG 12 52 41 20 165 20 59,462 59,750 43,000 29,000 0.787329 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 12 126 GGTCTAGCAGGACAACTCCCTCTATTGTTGACtatta GGTCTAGCAGGACAACTCCC CAGCAGGTCTGACAGCATCT 12 53 41 20 166 20 59,462 59,750 43,000 29,000 0.787329 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 12 127 GGTCTAGCAGGACAACTCCCTCTATTGTTGACtatta GGTCTAGCAGGACAACTCCC TCAGCAGGTCTGACAGCATC 12 54 41 20 167 20 59,462 59,751 43,000 39,100 0.786218 A 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29772:10169 1 73 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 12 130 GGTCTAGCAGGACAACTCCCTCTATTGTTGACtatta GGTCTAGCAGGACAACTCCC AACTCAGCAGGTCTGACAGC 12 57 41 20 170 20 59,462 59,965 43,000 44,000 0.572269 F 202 ACCAAATTTGTGATTCttttttATTGCTGCATTCTTCTTTGGTCTAGCAGGACAACTCCCTCTATTGTTGACtattattattattattattatTGTTCTGATGAAGGGTCACACGGACTCGAAATGTCAACTGTATTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGGTAtttttGtttttGTTCCCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 3 0 92 AGTTGTGGTGAGGCAAGTGATGGAGATGGGACTG AGTTGTGGTGAGGCAAGTGAT ACCATCTGATCTGAGGCTTTC 20 0 153 21 244 21 59,856 57,443 30,600 26,200 4,700,913 A 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 157 CATCGAAGGAAGTAGCCGGGAAGAGATTGAAATA CATCGAAGGAAGTAGCCGGG ACCATCTGATCTGAGGCTTTC 86 0 88 20 244 21 60,249 57,443 57,300 26,200 3,806,717 B 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 236 GCTGAGATGGAtgtgtgGAGTAACAAGAATGGACAT GCTGAGATGGATGTGTGGAGT ACCATCTGATCTGAGGCTTTC 164 0 9 21 244 21 59,791 57,443 38,500 26,200 4,766,247 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 237 TGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACA TGCTGAGATGGATGTGTGGAG ACCATCTGATCTGAGGCTTTC 165 0 8 21 244 21 59,791 57,443 38,600 26,200 4,766,005 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 241 TGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATG TGGATGCTGAGATGGATGTGT ACCATCTGATCTGAGGCTTTC 169 0 4 21 244 21 59,158 57,443 37,200 26,200 5,399,147 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 92 AGTTGTGGTGAGGCAAGTGATGGAGATGGGACTG AGTTGTGGTGAGGCAAGTGA ACCATCTGATCTGAGGCTTTC 21 0 153 20 244 21 59,454 57,443 34,100 26,200 4,103,350 A 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 97 gagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGGAGGAAGTTGTGGTGAGGCA ACCATCTGATCTGAGGCTTTC 26 0 148 20 244 21 59,891 57,443 47,500 26,200 3,665,813 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 98 agagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGAGAGGAAGTTGTGGTGAGGC ACCATCTGATCTGAGGCTTTC 27 0 147 20 244 21 59,602 57,443 47,000 26,200 3,955,546 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 154 CGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTT CGAAGGAAGTAGCCGGGAAG ACCATCTGATCTGAGGCTTTC 83 0 91 20 244 21 60,179 57,443 34,600 26,200 3,736,336 B 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 159 AGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAA AGCATCGAAGGAAGTAGCCG ACCATCTGATCTGAGGCTTTC 88 0 86 20 244 21 59,897 57,443 55,200 26,200 3,660,436 B 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 241 TGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATG TGGATGCTGAGATGGATGTGTG ACCATCTGATCTGAGGCTTTC 168 0 4 22 244 21 60,421 57,443 38,200 26,200 5,978,195 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 0 93 AAGTTGTGGTGAGGCAAGTGATGGAGATGGGACT AAGTTGTGGTGAGGCAAGTGA ACCATCTGATCTGAGGCTTTC 21 0 152 21 244 21 60,065 57,443 34,100 26,200 4,621,987 A 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 0 198 TCAGGAACCAACCATCAgggggTTAGTGAAGATTGT TCAGGAACCAACCATCAGGG ACCATCTGATCTGAGGCTTTC 127 0 47 20 244 21 59,302 57,443 44,500 26,200 4,255,466 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:29954:44415 1 194 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 0 240 GGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGGGATGCTGAGATGGATGTGTG ACCATCTGATCTGAGGCTTTC 168 0 5 21 244 21 58,781 57,443 38,200 26,200 5,776,686 F 263 GAATGGATGCTGAGATGGAtgtgtgGAGTAACAAGAATGGACATAATCAGGAACCAACCATCAgggggTTAGTGAAGATTGTGAGAGCATCGAAGGAAGTAGCCGGGAAGAGATTGAAATAGTTTGGTAATCTGTTGCGGAGAAagagagGAAGTTGTGGTGAGGCAAGTGATGGAGATGGGACTGCCAGGAAgaggaggaggaggaggaggaggaggaggagGAAAGCCTCAGATCAGATGGTAAAATGCGGTACCAAGACA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 1 1 2 51 206 CATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAG CATTCTGCCATGTGTGAGCG CCGAATGGCCTACTTCTGCT 94 51 46 20 251 20 59,902 59,821 50,300 42,400 0.277200 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 2 51 207 GCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAA GCATTCTGCCATGTGTGAGC CCGAATGGCCTACTTCTGCT 95 51 45 20 251 20 60,179 59,821 42,600 42,400 0.358145 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 3 4 117 ttGAATCTGAGGTGATGCTGAATTAagtagtagtagtag TTGAATCTGAGGTGATGCTGA CCGAATGGCCTACTTCTGCT 4 51 135 21 251 20 57,013 59,821 42,600 42,400 4,165,996 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 3 3 116 tGAATCTGAGGTGATGCTGAATTAagtagtagtagtagt TGAATCTGAGGTGATGCTGAA CCGAATGGCCTACTTCTGCT 3 51 136 21 251 20 57,013 59,821 30,200 42,400 4,165,996 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 5 51 251 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATGACCTTTCCAGAGAACTTTGAGT CCGAATGGCCTACTTCTGCT 136 51 1 23 251 20 58,291 59,821 34,100 42,400 4,888,250 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 51 250 ACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATT ACCTTTCCAGAGAACTTTGAGT CCGAATGGCCTACTTCTGCT 136 51 2 22 251 20 57,220 59,821 34,100 42,400 4,958,993 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 45 189 gtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCAT GTGTGAGCGGTAGTTAACATGA GGCCTACTTCTGCTCCTACG 81 45 57 22 245 20 58,418 59,614 30,700 35,100 3,967,868 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 45 200 CATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAG CATTCTGCCATGTGTGAGCG GGCCTACTTCTGCTCCTACG 94 45 46 20 245 20 59,902 59,614 50,300 35,100 0.484314 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 45 245 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATGACCTTTCCAGAGAACTTTGAGT GGCCTACTTCTGCTCCTACG 136 45 1 23 245 20 58,291 59,614 34,100 35,100 5,095,363 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 3 110 tGAATCTGAGGTGATGCTGAATTAagtagtagtagtagt TGAATCTGAGGTGATGCTGAA GGCCTACTTCTGCTCCTACG 3 45 136 21 245 20 57,013 59,614 30,200 35,100 4,373,109 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 7 43 189 tgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCA TGTGTGAGCGGTAGTTAACATGA GCCTACTTCTGCTCCTACGTC 81 43 56 23 244 21 59,994 59,934 30,700 43,400 4,071,855 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:3508:32777_ 1 160 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 9 39 152 TCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttG TCCAGGTAAATTTGTCTGGCT CCGAATGGCCTACTTCTGCT 39 51 100 21 251 20 57,193 59,821 47,500 42,400 3,985,949 F 279 GACCTTTCCAGAGAACTTTGAGTAAATGCTAAGTATTGAGCATAGCATTCTGCCAtgtgtgAGCGGTAGTTAACATGAAAAGTTTTAACTCATTGCATATCCAGGTAAATTTGTCTGGCTAACTGGTTTTAtttttGAATCTGAGGTGATGCTGAATTAagtagtagtagtagtagtagtAATAGTATTAGAGTATTAAGATTGGGCAAGTAGATTGATATAAGACGTAGGAGCAGAAGTAGGCCATTCGGCCCATCCAGTCTGTTCCATTTAGTGAGA

ST‐E00142:460:H2K7HCCXY:6:1204:4574:40425_ 1 39 64 14 1.5 AGAT AGAGAGACAGATAGATAGATAGATAGATAGATAG NA 1 1 20 1 111 gagagACGGATagagagACAGATagagagACagatagataGAGAGACGGATAGAGAGACAGA ATGTCTCTCCCGCTCTTTGC 1 4 16 22 126 20 57,669 60,108 34,100 36,800 4,438,889 F 143 ATagagagACAGATagagagACGGATagagagACAGATagagagACagatagatagatagatagatagatagatagatagatagatagatagatagatagatAGAGGCAAAGAGCGGgagagaCATAGATGGGGAGGTGAATA

ST‐E00142:460:H2K7HCCXY:6:1204:4574:40425_ 1 39 64 14 1.5 AGAT AGAGAGACAGATAGATAGATAGATAGATAGATAG NA 0 0 21 4 124 agagagACAGATagagagACGGATagagagACAGATag AGAGAGACAGATAGAGAGACGGA ATGTCTCTCCCGCTCTTTGC 13 4 3 23 126 20 59,035 60,108 46,900 36,800 4,072,633 F 143 ATagagagACAGATagagagACGGATagagagACAGATagagagACagatagatagatagatagatagatagatagatagatagatagatagatagatagatAGAGGCAAAGAGCGGgagagaCATAGATGGGGAGGTGAATA

ST‐E00142:460:H2K7HCCXY:6:1204:4574:40425_ 1 39 64 14 1.5 AGAT AGAGAGACAGATAGATAGATAGATAGATAGATAG NA 0 0 21 1 112 agagagACGGATagagagACAGATagagagACagataga AGAGAGACGGATAGAGAGACAGA ATGTCTCTCCCGCTCTTTGC 1 4 15 23 126 20 59,035 60,108 34,100 36,800 4,072,633 F 143 ATagagagACAGATagagagACGGATagagagACAGATagagagACagatagatagatagatagatagatagatagatagatagatagatagatagatagatAGAGGCAAAGAGCGGgagagaCATAGATGGGGAGGTGAATA

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 1 1 2 6 180 AAGCGAGAATTCAGGGCCAAGGATTTagaagaagaa AAGCGAGAATTCAGGGCCAA ACAAGCTGAGCCGAGTGTTT 6 110 22 20 201 20 59,962 60,179 45,200 28,300 0.217211 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 23 195 GAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGC GAGCGGGTTGAGCAAACAAG AAGCTGAGCCGAGTGTTTGT 23 108 5 20 199 20 60,040 60,179 31,600 28,300 0.219113 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 6 100 AAGCGAGAATTCAGGGCCAAGGATTTagaagaagaa AAGCGAGAATTCAGGGCCAA TTGCAGCCTCTTCTCCTACC 6 30 22 20 121 20 59,962 59,095 45,200 31,800 0.943523 A 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 6 178 AAGCGAGAATTCAGGGCCAAGGATTTagaagaagaa AAGCGAGAATTCAGGGCCAA AAGCTGAGCCGAGTGTTTGT 6 108 22 20 199 20 59,962 60,179 45,200 28,300 0.217211 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 19 113 GGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAG GGGTTGAGCAAACAAGCGAG TTGCAGCCTCTTCTCCTACC 19 30 9 20 121 20 60,040 59,095 50,300 31,800 0.945424 A 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 19 191 GGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAG GGGTTGAGCAAACAAGCGAG AAGCTGAGCCGAGTGTTTGT 19 108 9 20 199 20 60,040 60,179 50,300 28,300 0.219113 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 19 193 GGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAG GGGTTGAGCAAACAAGCGAG ACAAGCTGAGCCGAGTGTTT 19 110 9 20 201 20 60,040 60,179 50,300 28,300 0.219113 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 6 170 AAGCGAGAATTCAGGGCCAAGGATTTagaagaagaa AAGCGAGAATTCAGGGCCAA CCGAGTGTTTGTGGAACCCT 6 100 22 20 191 20 59,962 60,179 45,200 43,400 0.217194 F 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8237:30140_ 1 48 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 3 90 GAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGC GAGCGGGTTGAGCAAACAAG CCCTCTGTTCTGCCTCTCCT 23 3 5 20 94 20 60,040 60,617 31,600 36,900 0.657316 A 232 CAGCGAGCGGGTTGAGCAAACAAGCGAGAATTCAGGGCCAAGGATTTagaagaagaagaagaagaagaagaGCAAGGAGAGGCAGAACAGAGGGGCGGTGCGGTAGGAGAAGAGGCTGCAAAATTAAGATAAAGTGCCATTTCTTTCAGaaaaaCCAAACaaaaaaaTAGCAGGGTTCCACAAACACTCGGCTCAGCTTGTGAATCTCTTAAGAGTTGCACTTTAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 1 1 14 37 191 TCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTCCTTCTGTCCTTCCTCCCG GGATTGAATGAAGGCTGGATGG 69 37 6 20 196 22 60,615 59,373 51,400 35,100 3,241,722 F 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 14 26 175 TTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATTTCTGTCCTTCCTCCCGTCT GCTGGATGGAAGGAAGGGAG 66 26 9 20 183 20 59,885 59,818 41,800 43,000 0.296859 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 14 0 149 TTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATTTCTGTCCTTCCTCCCGTCT AGGGAGGAATGAAGGACGGA 66 0 9 20 157 20 59,885 59,957 41,800 46,900 0.157292 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 34 190 CATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCCATTCCTTCTGTCCTTCCTCCC TGAATGAAGGCTGGATGGAAG 70 34 3 22 192 21 60,093 57,991 43,000 34,600 5,101,535 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 33 190 CATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCCATTCCTTCTGTCCTTCCTCCC TGAATGAAGGCTGGATGGAAGG 70 33 3 22 192 22 60,093 60,357 43,000 34,600 4,450,164 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 32 190 TCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTC TCATTCCTTCTGTCCTTCCTCC GAATGAAGGCTGGATGGAAGGA 71 32 2 22 191 22 59,159 60,092 43,000 33,600 4,932,864 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 0 136 CCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATT CCCGTCTATCCTCCCTTCCT AGGGAGGAATGAAGGACGGA 53 0 22 20 157 20 59,811 59,957 33,600 46,900 0.231565 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 0 137 TCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTTCCCGTCTATCCTCCCTTCC AGGGAGGAATGAAGGACGGA 54 0 21 20 157 20 59,812 59,957 34,600 46,900 0.230582 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 0 139 CCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCACCTCCCGTCTATCCTCCCTT AGGGAGGAATGAAGGACGGA 56 0 19 20 157 20 59,811 59,957 39,500 46,900 0.231565 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 16 0 141 TTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTTTCCTCCCGTCTATCCTCCC AGGGAGGAATGAAGGACGGA 58 0 17 20 157 20 59,812 59,957 43,000 46,900 0.230582 B 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 18 41 192 TTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATTTCTGTCCTTCCTCCCGTCT GGAAGGATTGAATGAAGGCTGG 66 41 9 20 200 22 59,885 59,308 41,800 48,500 2,806,602 F 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:8511:48300_ 1 95 43 7 1.5 AAGG CCTTCCTTCCTTCCTTCCTTCCTTCCTTCCGTCCTTCCTNA 0 0 18 41 193 CTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTACTTCTGTCCTTCCTCCCGTC GGAAGGATTGAATGAAGGCTGG 67 41 8 20 200 22 59,467 59,308 47,900 48,500 3,225,074 F 225 TTCATTCCTTCTGTCCTTCCTCCCGTCTATCCTCCCTTCCTTGTATCTGGCCTTCATTCAAtccttccttcctTCTGATCTTCCTTCTTTCCTCccttccttccttccttccttccttccttCCGtccttccttcctTCCGTCCTTCATTCCTCCCTTCTGTCCTCCCTTCCTTCCATCCAGCCTTCATTCAAtccttccttcctTCTGTTGTTCCTTCTTTACT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 1 1 4 16 218 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA CTGGCACAAACATGATGGGC 16 128 3 26 220 20 59,339 60,109 33,600 53,600 6,769,041 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 7 98 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA AGAAATGGTGAAGGCAGGTGT 16 7 3 26 100 21 59,339 59,854 33,600 41,600 7,806,259 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 2 93 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA TGGTGAAGGCAGGTGTAGAAC 16 2 3 26 95 21 59,339 59,928 33,600 30,100 7,732,221 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 1 92 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA GGTGAAGGCAGGTGTAGAACA 16 1 3 26 94 21 59,339 59,928 33,600 31,800 7,732,221 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 17 240 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGG GCTGAGTAGCTCTTACAGAGGG 17 148 3 25 242 22 58,140 59,639 31,100 43,000 9,220,881 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 17 241 ctctctcCATAACGTACAACTAAAGGAAAATAGTTGA CTCTCTCCATAACGTACAACTAAAGG GCTGAGTAGCTCTTACAGAGGG 17 148 2 26 242 22 59,027 59,639 31,100 43,000 9,334,275 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 16 153 tctcCATAACGTACAACTAAAGGAAAATAGTTGAACTTCTCCATAACGTACAACTAAAGGA TGACTGAGTCAGAAGCAGGG 16 65 5 24 157 20 57,161 59,028 33,600 44,500 7,811,258 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 16 154 ctctcCATAACGTACAACTAAAGGAAAATAGTTGAACCTCTCCATAACGTACAACTAAAGGA TGACTGAGTCAGAAGCAGGG 16 65 4 25 157 20 58,140 59,028 33,600 44,500 7,832,214 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 16 155 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA TGACTGAGTCAGAAGCAGGG 16 65 3 26 157 20 59,339 59,028 33,600 44,500 7,632,655 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 16 240 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA GCTGAGTAGCTCTTACAGAGGG 16 148 3 26 242 22 59,339 59,639 33,600 43,000 9,021,323 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 8 16 229 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA CTTACAGAGGGCTGGCACAA 16 139 3 26 231 20 59,339 59,963 33,600 33,300 6,697,253 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9475:21421_ 1 45 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 8 16 231 tctctcCATAACGTACAACTAAAGGAAAATAGTTGAA TCTCTCCATAACGTACAACTAAAGGA CTCTTACAGAGGGCTGGCAC 16 141 3 26 233 20 59,339 60,108 33,600 50,100 6,768,466 F 279 tctctctcCATAACGTACAACTAAAGGAAAATAGTTGAACTCGTttaattaattaattaattaattaattaaTTGTTCTACACCTGCCTTCACCATTTCTTAAATTCAAAGGTCGATAATTCAACAAATTGTTGAATCCCTGCTTCTGACTCAGTCATAGAATGGTTCCAGCACAATATAAGGGGTgggggTGACATTTGGCCCATCATGTTTGTGCCAGCCCTCTGTAAGAGCTACTCAGCTAGCCCCATTCCCCTGCtttttGAGTTACTTGGCATT

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 1 1 12 14 201 CCACCACAGGCAAATACCTTGTAGGTATTTAGATAGCCACCACAGGCAAATACCTTG TCCTCTCTCCCTCCCTACCT 114 14 64 21 264 20 59,454 59,952 36,100 30,800 1,593,699 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 12 14 211 AATGAGATTGCCACCACAGGCAAATACCTTGTAGG AATGAGATTGCCACCACAGG TCCTCTCTCCCTCCCTACCT 125 14 54 20 264 20 58,157 59,952 40,000 30,800 1,891,485 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 12 14 244 ACAGATACATCATAAGACTGATTAGCATTTACAAATACAGATACATCATAAGACTGATTAGCA TCCTCTCTCCCTCCCTACCT 151 14 21 27 264 20 58,136 59,952 34,900 30,800 8,912,204 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 12 14 249 TTCCTACAGATACATCATAAGACTGATTAGCATTTA TTCCTACAGATACATCATAAGACTGA TCCTCTCTCCCTCCCTACCT 157 14 16 26 264 20 57,003 59,952 34,100 30,800 9,044,768 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 14 5 240 TTCCTACAGATACATCATAAGACTGATTAGCATTTA TTCCTACAGATACATCATAAGACTGA CCTCCCTACCTACCTCCCTC 157 5 16 26 255 20 57,003 59,516 34,100 43,000 9,480,421 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 14 3 190 CCACCACAGGCAAATACCTTGTAGGTATTTAGATAGCCACCACAGGCAAATACCTTG TCCCTACCTACCTCCCTCCT 114 3 64 21 253 20 59,454 59,951 36,100 36,900 1,594,649 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 18 14 100 agggagggaaggaaggaaggaagggggggAGGGGggaagg AGGGAGGGAAGGAAGGAAGG TCCTCTCTCCCTCCCTACCT 14 14 165 20 264 20 60,253 59,952 34,600 30,800 0.301512 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 18 14 167 AGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAGGCAGGAAGGAAGGAAGGA TCCTCTCTCCCTCCCTACCT 81 14 98 20 264 20 60,179 59,952 33,600 30,800 0.226979 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 18 13 99 gggagggaaggaaggaaggaagggggggAGGGGggaagga GGGAGGGAAGGAAGGAAGGA TCCTCTCTCCCTCCCTACCT 13 14 166 20 264 20 60,253 59,952 33,600 30,800 0.301324 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 18 3 156 AGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAGGCAGGAAGGAAGGAAGGA TCCCTACCTACCTCCCTCCT 81 3 98 20 253 20 60,179 59,951 33,600 36,900 0.227928 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 20 14 150 ggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAA GGAGGGAGGGAAGGAAGGAA TCCTCTCTCCCTCCCTACCT 16 14 163 20 264 20 60,253 59,952 33,600 30,800 0.301324 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1204:9881:47193_ 1 199 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 20 14 150 ggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAA GGAGGGAGGGAAGGAAGGAA TCCTCTCTCCCTCCCTACCT 16 14 163 20 264 20 60,253 59,952 33,600 30,800 0.301324 F 265 ACTCTTGTTCCTATATTCCTACAGATACATCATAAGACTGATTAGCATTTACAAATGAGATTGCCACCACAGGCAAATACCTTGTAGGTATTTAGATAGGCaggaaggaaggaaggaGGGAGggaaggaaggaaATAAGGAAGGGAGGAAggggggggggagggagggagggaaggaaggaaggaagggggggAGGGGggaaggaaggaaggaaggaaggaaggaaggaaGGGAGGAGGGAGGTAGGTAGGGAGGgagagaGGAA

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 13 91 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG TCCTGTGCCAAGTTGGTGTT 13 18 6 19 96 20 60,891 60,034 35,300 33,200 1,924,580 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 13 142 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG GTGACCACCCTGTCCATGTT 13 69 6 19 147 20 60,891 59,890 35,300 27,100 2,001,465 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 13 209 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG GTAAGCGGTGACATCAGCCA 13 136 6 19 214 20 60,891 60,391 35,300 47,500 2,282,109 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 13 270 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG AGATACACATCCAGCACAGTT 13 196 6 19 275 21 60,891 57,011 35,300 31,600 5,879,955 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 13 271 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG AAGATACACATCCAGCACAGT 13 197 6 19 276 21 60,891 57,011 35,300 35,500 5,879,955 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 14 92 CCTGCGCTCAATGCCTAGGGGCAggggggggggggtggCCTGCGCTCAATGCCTAGG TCCTGTGCCAAGTTGGTGTT 14 18 5 19 96 20 60,891 60,034 30,200 33,200 1,924,580 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 14 143 CCTGCGCTCAATGCCTAGGGGCAggggggggggggtggCCTGCGCTCAATGCCTAGG GTGACCACCCTGTCCATGTT 14 69 5 19 147 20 60,891 59,890 30,200 27,100 2,001,465 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 14 210 CCTGCGCTCAATGCCTAGGGGCAggggggggggggtggCCTGCGCTCAATGCCTAGG GTAAGCGGTGACATCAGCCA 14 136 5 19 214 20 60,891 60,391 30,200 47,500 2,282,109 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 14 271 CCTGCGCTCAATGCCTAGGGGCAggggggggggggtggCCTGCGCTCAATGCCTAGG AGATACACATCCAGCACAGTT 14 196 5 19 275 21 60,891 57,011 30,200 31,600 5,879,955 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 13 210 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG TGTAAGCGGTGACATCAGCC 13 137 6 19 215 20 60,891 60,391 35,300 48,500 2,282,109 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 13 103 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG ATCTGCTCCAACTCCTGTGC 13 30 6 19 108 20 60,891 60,036 35,300 45,700 1,926,609 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:13555:58339 1 38 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 13 162 CTGCGCTCAATGCCTAGGGGCAggggggggggggtggt CTGCGCTCAATGCCTAGGG AAGGTGTGCTGCTGATGGAG 13 89 6 19 167 20 60,891 60,322 35,300 38,600 2,213,255 F 276 AAAGCCTGCGCTCAATGCCTAGGGGCAggggggggggggtggtggtggtggtggtggtgggggggggggggTGTCCAACACCAACTTGGCACAGGAGTTGGAGCAGATTCTAGACCCCATCCTTTCAAACATGGACAGGGTGGTCACCTCCATCAGCAGCACACCTTATGAATCCATCATGATGCAGCATGTGATGGCTGATGTCACCGCTTACATTGCAACACAAAGAATTTCCATCAGAGATCTGACATTAAAACTGTGCTGGATGTGTATCTT

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 7 27 140 CGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGACGCCTCCTTCTGTCAGTCAC ATGGAGGGAGGGAAGAGTAGG 42 27 97 20 236 21 60,389 59,778 36,700 31,800 1,610,947 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 136 CTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACC CTCCTTCTGTCAGTCACGGC TGGAGGGAGGGAAGAGTAGG 39 27 100 20 235 20 60,389 59,363 56,800 31,800 1,026,361 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 137 CCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAAC CCTCCTTCTGTCAGTCACGG TGGAGGGAGGGAAGAGTAGG 40 27 99 20 235 20 59,755 59,363 49,400 31,800 0.882189 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 138 GCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAAGCCTCCTTCTGTCAGTCACG TGGAGGGAGGGAAGAGTAGG 41 27 98 20 235 20 60,389 59,363 43,500 31,800 1,026,361 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 167 TAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTAACAGGAGCTCGCTTAGGC TGGAGGGAGGGAAGAGTAGG 70 27 69 20 235 20 59,540 59,363 39,300 31,800 1,097,506 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 198 CCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGCCTGTCAATCGTCTCCTCCAC TGGAGGGAGGGAAGAGTAGG 100 27 38 21 235 20 60,135 59,363 40,200 31,800 1,772,160 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 198 CCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGCCTGTCAATCGTCTCCTCCA TGGAGGGAGGGAAGAGTAGG 101 27 38 20 235 20 58,814 59,363 38,600 31,800 1,823,395 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 199 TCCTGTCAATCGTCTCCTCCACATTGTACATTTAACA TCCTGTCAATCGTCTCCTCCA TGGAGGGAGGGAAGAGTAGG 101 27 37 21 235 20 60,272 59,363 38,600 31,800 1,909,675 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:18304:40196 1 159 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 10 26 166 TAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTAACAGGAGCTCGCTTAGGC GGAGGGAGGGAAGAGTAGGA 70 26 69 20 234 20 59,540 59,065 39,300 29,400 1,395,504 A 240 GCGGGCCCTCGTTTTGTcccccTGTCCTGTCGCTTTTCCTGTCAATCGTCTCCTCCACATTGTACATTTAACAGGAGCTCGCTTAGGCAGGGACGGCGCCTCCTTCTGTCAGTCACGGCCCCTGCGACCCGAACCCACCCCTGCACTGAGCTTCCTGAcctcctcctcctcctcctcctcctcctcctCTCCCATCCCCGCGCTTCTCGCAAAATCCTACTCTTCCCTCCCTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 1 1 4 5 138 AGCAAATAAGAAATATGACTAGGTCAATAAAGTAT AGCAAATAAGAAATATGACTAGGTCAA ACTGTGTTAAAGGTGGCATATAAAT 54 5 123 27 260 25 57,094 57,045 31,800 14,000 17,860,379 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 139 AAGCAAATAAGAAATATGACTAGGTCAATAAAGTA AAGCAAATAAGAAATATGACTAGGTCA ACTGTGTTAAAGGTGGCATATAAAT 55 5 122 27 260 25 57,094 57,045 40,200 14,000 17,860,379 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 154 AGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACAGGTGGCTCTAGAGAAAGCA ACTGTGTTAAAGGTGGCATATAAAT 77 5 107 20 260 25 58,056 57,045 39,100 14,000 9,898,843 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 167 CACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAACACAAGCAAAGTAAGGTGGCT ACTGTGTTAAAGGTGGCATATAAAT 89 5 94 21 260 25 59,044 57,045 47,500 14,000 9,911,143 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 168 TCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAATCACAAGCAAAGTAAGGTGGC ACTGTGTTAAAGGTGGCATATAAAT 90 5 93 21 260 25 59,046 57,045 50,100 14,000 9,908,352 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 216 TGATTGGGACATGAAATTGCGAATAGTTAATGATCATGATTGGGACATGAAATTGCGA ACTGTGTTAAAGGTGGCATATAAAT 137 5 45 22 260 25 58,912 57,045 51,000 14,000 11,042,447 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 217 CTGATTGGGACATGAAATTGCGAATAGTTAATGAT CTGATTGGGACATGAAATTGCGA ACTGTGTTAAAGGTGGCATATAAAT 137 5 44 23 260 25 59,871 57,045 51,000 14,000 11,083,779 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 218 TCTGATTGGGACATGAAATTGCGAATAGTTAATGATTCTGATTGGGACATGAAATTGCG ACTGTGTTAAAGGTGGCATATAAAT 138 5 43 23 260 25 59,871 57,045 48,500 14,000 11,083,779 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 242 ACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACACATGTCTGTTCGATGTAAAGGT ACTGTGTTAAAGGTGGCATATAAAT 162 5 19 23 260 25 58,105 57,045 35,000 14,000 12,849,450 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 5 249 ACTCAATACATGTCTGTTCGATGTAAAGGTATCTGAACTCAATACATGTCTGTTCGATGT ACTGTGTTAAAGGTGGCATATAAAT 168 5 12 24 260 25 58,276 57,045 30,600 14,000 13,678,994 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 2 136 AGCAAATAAGAAATATGACTAGGTCAATAAAGTAT AGCAAATAAGAAATATGACTAGGTCAA TGTGTTAAAGGTGGCATATAAATACA 54 2 123 27 258 26 57,094 57,191 31,800 22,900 18,715,181 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:22211:36170 1 204 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NA 0 0 4 2 240 ACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACACATGTCTGTTCGATGTAAAGGT TGTGTTAAAGGTGGCATATAAATACA 162 2 19 23 258 26 58,105 57,191 35,000 22,900 13,704,252 B 269 TGAAACAGATAACTCAATACATGTCTGTTCGATGTAAAGGTATCTGATTGGGACATGAAATTGCGAATAGTTAATGATCAATAACTAAAGATTCACAAGCAAAGTAAGGTGGCTCTAGAGAAAGCAAATAAGAAATATGACTAGGTCAATAAAGTATAAAATTAAGAGCATTGTACTAAGGTtatataAAGGTTTAGTATATTcaacaacaacaacaacaacaacaacaaCTTGTATTTATATGCCACCTTTAACACAGTAAAATATTC

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 2 43 163 GGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTAGGATTCTGAGGGCTGTGCAT GCCTCTGTGAAGTGTCTTGG 59 43 74 20 236 20 60,107 58,483 39,600 36,100 1,624,061 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 48 240 GGAGGCATAGTCTCAGATCAAGGGGTTGACCATTT GGAGGCATAGTCTCAGATCAAGG TTTAGAATGCCTCTGTGAAGTGT 125 48 5 23 244 23 59,993 58,027 36,100 35,500 7,979,920 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 46 240 TTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCA TTAGGAGGCATAGTCTCAGATCA AGAATGCCTCTGTGAAGTGTCT 128 46 2 23 241 22 57,933 59,363 29,200 34,100 7,703,805 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 46 240 AGGAGGCATAGTCTCAGATCAAGGGGTTGACCATT AGGAGGCATAGTCTCAGATCA TTAGAATGCCTCTGTGAAGTGTCT 128 46 4 21 243 24 57,391 59,716 29,200 34,100 7,893,746 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 43 164 GGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTAGGATTCTGAGGGCTGTGCAT TGCCTCTGTGAAGTGTCTTGG 59 43 74 20 237 21 60,107 60,203 39,600 36,100 1,309,505 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 43 231 AGGCATAGTCTCAGATCAAGGGGTTGACCATTTAG AGGCATAGTCTCAGATCAAGGG TGCCTCTGTGAAGTGTCTTGG 124 43 7 22 237 21 59,029 60,203 39,500 36,100 4,174,017 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 43 232 GAGGCATAGTCTCAGATCAAGGGGTTGACCATTTA GAGGCATAGTCTCAGATCAAGGG TGCCTCTGTGAAGTGTCTTGG 124 43 6 23 237 21 59,993 60,203 39,500 36,100 4,209,438 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 43 233 GGAGGCATAGTCTCAGATCAAGGGGTTGACCATTT GGAGGCATAGTCTCAGATCAAGG TGCCTCTGTGAAGTGTCTTGG 125 43 5 23 237 21 59,993 60,203 36,100 36,100 4,209,438 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 30 136 TGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGTGCTGATTATACCCAAGGCTGA GCCTCTGTGAAGTGTCTTGG 30 43 101 22 236 20 59,223 58,483 42,600 36,100 4,294,356 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 30 137 TGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGTGCTGATTATACCCAAGGCTGA TGCCTCTGTGAAGTGTCTTGG 30 43 101 22 237 21 59,223 60,203 42,600 36,100 3,979,800 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 43 152 CTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGCTGTGCATGCTCAGTTGCTG TGCCTCTGTGAAGTGTCTTGG 47 43 86 20 237 21 60,110 60,203 44,100 36,100 1,312,422 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:32694:50322 1 153 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 28 136 GCTGATTATACCCAAGGCTGAGATCAatatatTTTTG GCTGATTATACCCAAGGCTGAGA TGCCTCTGTGAAGTGTCTTGG 28 43 102 23 237 21 59,928 60,203 32,700 36,100 4,274,288 B 251 ATTAGGAGGCATAGTCTCAGATCAAGGGGTTGACCATTTAGAGGTGAGTTGAGGGGAAATGTCTTCACTCAGAGGATTCTGAGGGCTGTGCATGCTCAGTTGCTGATTATACCCAAGGCTGAGATCAatatatTTTTGGCCTCTAAGGGAATcaacaacaacaacaacaacaaCATTTTGTATTTATGCAGCATCTTTAATGTAATAACATTAATCCCAAGACACTTCACAGAGGCATTCTAAAACAAAAT

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 1 1 3 5 109 GGCCGTCATTGACCAGAAACTTAGCTGGACCAGCC GGCCGTCATTGACCAGAAAC TCTGAGCCTCTGATCCACTCT 15 5 25 20 133 21 59,478 59,713 27,800 32,400 1,809,178 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 0 0 3 5 110 GGGCCGTCATTGACCAGAAACTTAGCTGGACCAGC GGGCCGTCATTGACCAGAA TCTGAGCCTCTGATCCACTCT 17 5 24 19 133 21 60,003 59,713 30,200 32,400 2,290,066 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 0 0 4 5 110 GGGCCGTCATTGACCAGAAACTTAGCTGGACCAGC GGGCCGTCATTGACCAGAAA TCTGAGCCTCTGATCCACTCT 16 5 24 20 133 21 60,608 59,713 25,200 32,400 1,895,477 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 0 0 6 17 145 GGGCCGTCATTGACCAGAAACTTAGCTGGACCAGC GGGCCGTCATTGACCAGAA TGAGGTGTCAGGAGGTGAGT 17 41 24 19 168 20 60,003 59,811 30,200 34,100 1,191,212 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 0 0 6 16 145 GGGCCGTCATTGACCAGAAACTTAGCTGGACCAGC GGGCCGTCATTGACCAGAAA TGAGGTGTCAGGAGGTGAGT 16 41 24 20 168 20 60,608 59,811 25,200 34,100 0.796622 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1205:5964:40970_ 1 60 48 8 1 AAATAT ATATAAATATAAATATAAATATAAATATAAATATAA NA 0 0 6 15 144 GGCCGTCATTGACCAGAAACTTAGCTGGACCAGCC GGCCGTCATTGACCAGAAAC TGAGGTGTCAGGAGGTGAGT 15 41 25 20 168 20 59,478 59,811 27,800 34,100 0.710323 A 204 AggggggggggggggTCAGGGCGGGGCCGTCATTGACCAGAAACTTAGCTGGACCAGCCatataaatataaatataaatataaatataaatataaatataaatataaATACAAGAGTGGATCAGAGGCTCAGAATTCACTGGTAAGTAACTCACCTCCTGACACCTCAGAATCTGTCCACAATCTACAGAACAAGAGTCAGGAG

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 146 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 1 1 6 0 90 TTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcg TTAGTCGGAACTCCAGCGC CTCCGTCTCCGCCTCTCG 0 32 127 19 216 18 59,785 61,578 59,200 40,400 4,792,861 F 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 146 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 6 0 91 ATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggc ATTAGTCGGAACTCCAGCGC CTCCGTCTCCGCCTCTCG 0 32 126 20 216 18 60,179 61,578 59,200 40,400 3,757,380 F 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 146 21 7 1 CCG CGGCGGCGGCGGCGGCGGCGG NA 0 0 6 0 92 ATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggc ATTAGTCGGAACTCCAGCGC GCTCCGTCTCCGCCTCTC 0 33 126 20 217 18 60,179 61,895 59,200 32,000 4,074,055 F 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 1 2 3 109 CGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAACGGTGGGACTTGAGTGTTTG GCGCTGGAGTTCCGACTAAT 51 3 37 20 145 20 59,056 60,179 29,300 17,300 1,123,493 A 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 3 3 110 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTTT GCGCTGGAGTTCCGACTAAT 52 3 36 20 145 20 60,818 60,179 28,300 17,300 0.997147 A 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 15 5 1 AGG GGAGGAGGAGGAGGA NA 0 0 3 3 110 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTT GCGCTGGAGTTCCGACTAAT 53 3 36 19 145 20 60,228 60,179 33,200 17,300 1,406,961 A 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 1 6 0 129 TTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGTTTGGTTCGTGAAGGAGCCG TTCCTCTTTCCTTTCTCCTCCT 28 0 60 20 188 22 60,883 58,124 55,200 36,900 4,758,498 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 6 0 153 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTTT TTCCTCTTTCCTTTCTCCTCCT 52 0 36 20 188 22 60,818 58,124 28,300 36,900 4,693,611 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 1 131 TTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGTTTGGTTCGTGAAGGAGCCG CCTTCCTCTTTCCTTTCTCCTCC 28 1 60 20 190 23 60,883 60,055 55,200 43,000 3,937,655 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 1 155 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTTT CCTTCCTCTTTCCTTTCTCCTCC 52 1 36 20 190 23 60,818 60,055 28,300 43,000 3,872,768 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 0 127 TTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGTTGGTTCGTGAAGGAGCCG TCCTCTTTCCTTTCTCCTCCT 28 0 61 19 187 21 60,301 57,431 55,200 36,900 4,870,535 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 0 128 TTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGTTTGGTTCGTGAAGGAGCCG TCCTCTTTCCTTTCTCCTCCT 28 0 60 20 187 21 60,883 57,431 55,200 36,900 4,452,062 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 0 151 CGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAACGGTGGGACTTGAGTGTTTG TCCTCTTTCCTTTCTCCTCCT 51 0 37 20 187 21 59,056 57,431 29,300 36,900 4,513,520 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 7 0 152 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTTT TCCTCTTTCCTTTCTCCTCCT 52 0 36 20 187 21 60,818 57,431 28,300 36,900 4,387,174 D 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 9 2 132 TTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGTTTGGTTCGTGAAGGAGCCG CCCTTCCTCTTTCCTTTCTCCTC 28 2 60 20 191 23 60,883 60,055 55,200 37,100 3,937,655 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 10 3 132 TTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGTTTGGTTCGTGAAGGAGCCG CCCTTCCTCTTTCCTTTCTCCT 28 3 60 20 191 22 60,883 59,084 55,200 36,900 3,799,196 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 10 3 155 CGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAACGGTGGGACTTGAGTGTTTG CCCTTCCTCTTTCCTTTCTCCT 51 3 37 20 191 22 59,056 59,084 29,300 36,900 3,860,654 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:14194:33217 1 108 59 7 2 CCG GGAGGAGGAGGAGGAAGAATTAGTCGGAACTCCANA 0 0 10 3 156 GCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAGCGGTGGGACTTGAGTGTTT CCCTTCCTCTTTCCTTTCTCCT 52 3 36 20 191 22 60,818 59,084 28,300 36,900 3,734,308 G 231 GGCGGGGCCGGCACCGGGCAGCGGAAGTGGCTCCGGCGGTGGGACTTGAGTGTTTGTGTTTTGGTTCGTGAAGGAGCCGGCGGCTGGCCTTAGGGGAGGAGGCAGAGggaggaggaggaggaAGAATTAGTCGGAACTCCAGCGCcggcggcggcggcggcggcggAGGAGGAGAAAGGAAAGAGGAAgggggAGCGGCGAGAGGCGGAGACGGAGCCCGACAGGGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 1 1 4 39 168 TGGACCATCAATTACTAGAGTGCTATAATAAAATTT TGGACCATCAATTACTAGAGTGCT TGCTACACTGCAATTCAGCC 61 39 42 24 209 20 59,283 58,832 44,000 48,500 5,884,635 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 39 190 AGACGGAACACCATATAATCTCTGGACCATCAATTAAGACGGAACACCATATAATCTCTGG TGCTACACTGCAATTCAGCC 82 39 20 25 209 20 59,989 58,832 38,600 48,500 6,178,976 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 39 202 GTCAATTTCATAAGACGGAACACCATATAATCTCTG GTCAATTTCATAAGACGGAACACCA TGCTACACTGCAATTCAGCC 94 39 8 25 209 20 59,820 58,832 41,700 48,500 6,348,343 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 32 162 TGGACCATCAATTACTAGAGTGCTATAATAAAATTT TGGACCATCAATTACTAGAGTGCT ACTGCAATTCAGCCTTCATGC 61 32 42 24 203 21 59,283 59,796 44,000 40,600 5,920,778 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 5 38 168 TGGACCATCAATTACTAGAGTGCTATAATAAAATTT TGGACCATCAATTACTAGAGTGCT TGCTACACTGCAATTCAGCCT 61 38 42 24 209 21 59,283 60,272 44,000 45,800 5,988,326 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 5 38 190 AGACGGAACACCATATAATCTCTGGACCATCAATTAAGACGGAACACCATATAATCTCTGG TGCTACACTGCAATTCAGCCT 82 38 20 25 209 21 59,989 60,272 38,600 45,800 6,282,668 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 8 82 258 AGACGGAACACCATATAATCTCTGGACCATCAATTAAGACGGAACACCATATAATCTCTGG ACATGCTTGTTAATTACTTGCATACT 82 101 20 25 277 26 59,989 57,945 38,600 21,200 13,066,404 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 8 81 256 ACGGAACACCATATAATCTCTGGACCATCAATTACT ACGGAACACCATATAATCTCTGGA ACATGCTTGTTAATTACTTGCATACT 81 101 22 24 277 26 59,101 57,945 38,600 21,200 12,954,736 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:16975:15144 1 127 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 8 81 257 GACGGAACACCATATAATCTCTGGACCATCAATTACGACGGAACACCATATAATCTCTGGA ACATGCTTGTTAATTACTTGCATACT 81 101 21 25 277 26 59,989 57,945 38,600 21,200 13,065,997 F 277 ATATAAAGTCAATTTCATAAGACGGAACACCATATAATCTCTGGACCATCAATTACTAGAGTGCTATAATAAAATTTAAATTGGCTTGTCTAGGAATTATTTAATTCCATACAGGaaaaaCTGATCtaataataataataataataataaTAGCGGTATTTTATTCAAGAAACATGTTCTCAGCATGAAGGCTGAATTGCAGTGTAGCATACACCGaaaaaTTCATATAGAGACTAAGTAATCAAGTTAAAAGTATGCAAGTAATTAACAAGCATGT

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 2 36 190 AAATGCTGAGACGAATGACACATGCAACTATTtatatAAATGCTGAGACGAATGACACA TTGTGGCTCAGTGAGATGCT 36 88 15 22 204 20 58,598 59,311 37,200 37,900 4,091,164 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 2 34 190 AATGCTGAGACGAATGACACATGCAACTATTtatata AATGCTGAGACGAATGACACATG TTTGTGGCTCAGTGAGATGCT 34 88 16 23 205 21 59,627 59,927 32,100 37,900 4,445,937 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 2 33 185 GCTGAGACGAATGACACATGCAACTATTtatataCAAGCTGAGACGAATGACACATGC TGTGGCTCAGTGAGATGCTT 33 87 19 21 203 20 59,938 59,311 40,600 39,100 1,750,766 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 2 33 186 GCTGAGACGAATGACACATGCAACTATTtatataCAAGCTGAGACGAATGACACATGC TTGTGGCTCAGTGAGATGCT 33 88 19 21 204 20 59,938 59,311 40,600 37,900 1,750,766 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 3 36 190 AATGCTGAGACGAATGACACATGCAACTATTtatata AATGCTGAGACGAATGACACA TTTGTGGCTCAGTGAGATGCT 36 88 16 21 205 21 57,956 59,927 37,200 37,900 4,117,041 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 33 150 GCTGAGACGAATGACACATGCAACTATTtatataCAAGCTGAGACGAATGACACATGC TTCTGATGTGCCTTGGGACA 33 52 19 21 168 20 59,938 59,230 40,600 40,200 1,832,211 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 0 117 aCAAATTGCACAACATCAGGCggtggtggtggtggtggtg ACAAATTGCACAACATCAGGC TTCTGATGTGCCTTGGGACA 0 52 52 21 168 20 58,242 59,230 48,500 40,200 3,528,508 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 0 118 aCAAATTGCACAACATCAGGCggtggtggtggtggtggtg ACAAATTGCACAACATCAGGC TTTCTGATGTGCCTTGGGACA 0 52 52 21 169 21 58,242 59,855 48,500 40,200 3,902,717 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17401:7233_ 1 73 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 0 116 aCAAATTGCACAACATCAGGCggtggtggtggtggtggtg ACAAATTGCACAACATCAGGC TCTGATGTGCCTTGGGACAT 0 51 52 21 167 20 58,242 59,006 48,500 30,600 3,752,256 F 247 TTGTGCTGTTGATAAAATGCTGAGACGAATGACACATGCAACTATTtatataCAAATTGCACAACATCAGGCggtggtggtggtggtggtggtggtTggggggggggggggggggTTTGATGGGTGGTTAAACAGGTTaaaaaTAAAATGTCCCAAGGCACATCAGAAAAGCATTATGAAATAAAGCATCTCACTGAGCCACAAAAGATGATATTAGGTCAGGTGACCAAAAGCTTGGTCAAAGAGG

ST‐E00142:460:H2K7HCCXY:6:1206:17827:4702_ 1 41 28 7 1 ATCC ATGGATGGATGGATGGATGGATGGATGG NA 1 1 10 0 90 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGCTGGGTGGGTGTATGGATGT TTCCATCCATTGAACCGTTCAG 20 0 1 20 90 22 59,081 58,919 30,600 30,200 4,000,045 A 105 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGGATGAatggatggatggatggatggatggatggCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:17827:4702_ 1 41 28 7 1 ATCC ATGGATGGATGGATGGATGGATGGATGG NA 0 0 13 14 105 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGCTGGGTGGGTGTATGGATGT TCGATCAGTCCATCATTCCATCC 20 14 1 20 105 23 59,081 59,993 30,600 35,100 3,926,273 A 105 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGGATGAatggatggatggatggatggatggatggCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:17827:4702_ 1 41 28 7 1 ATCC ATGGATGGATGGATGGATGGATGGATGG NA 0 0 13 5 96 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGCTGGGTGGGTGTATGGATGT CCATCATTCCATCCATTGAACCG 20 5 1 20 96 23 59,081 59,995 30,600 44,400 3,924,033 A 105 CTGGGTGGGTGTATGGATGTATGGATTGACGGATGGATGAatggatggatggatggatggatggatggCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:18264:4016_ 1 34 32 8 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGA NA 1 1 11 8 94 GGGTGGGCGGATGGATATTTCTGTTTGTGGGtggat GGGTGGGCGGATGGATATTT CCATCATTCCATCCATTGAACCG 11 8 3 20 96 23 59,888 59,995 14,000 44,400 3,117,462 A 105 CTGGGTGGGCGGATGGATATTTCTGTTTGTGGGtggatggatggatggatggatggatggatggaTGGCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:18264:4016_ 1 34 32 8 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGA NA 0 0 13 11 102 GGGTGGGCGGATGGATATTTCTGTTTGTGGGtggat GGGTGGGCGGATGGATATTT CGATCAGTCCATCATTCCATCCA 11 16 3 20 104 23 59,888 60,244 14,000 34,100 3,356,731 A 105 CTGGGTGGGCGGATGGATATTTCTGTTTGTGGGtggatggatggatggatggatggatggatggaTGGCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:18264:4016_ 1 34 32 8 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGA NA 0 0 13 11 103 GGGTGGGCGGATGGATATTTCTGTTTGTGGGtggat GGGTGGGCGGATGGATATTT TCGATCAGTCCATCATTCCATCC 11 17 3 20 105 23 59,888 59,993 14,000 35,100 3,119,702 A 105 CTGGGTGGGCGGATGGATATTTCTGTTTGTGGGtggatggatggatggatggatggatggatggaTGGCTGAACGGTTCAATGGATGGAATGATGGACTGATCGA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 2 17 205 TGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAATGAAGTGAGGTCATGCAGAGAC TGGTTGTGGCTGCATCAGAT 17 125 15 22 219 20 60,029 59,961 33,600 29,000 2,067,257 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 29 247 TGACTGGGAGAATGAAGTGAGGTCATGCAGAGAC TGACTGGGAGAATGAAGTGAGG ATGATGAGGTCTTGGCCCTG 29 155 3 22 249 20 59,431 59,450 38,600 44,500 3,118,907 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 27 245 ACTGGGAGAATGAAGTGAGGTCATGCAGAGACCA ACTGGGAGAATGAAGTGAGGTC ATGATGAGGTCTTGGCCCTG 27 155 5 22 249 20 59,431 59,450 38,500 44,500 3,119,355 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 26 244 CTGGGAGAATGAAGTGAGGTCATGCAGAGACCAA CTGGGAGAATGAAGTGAGGTCA ATGATGAGGTCTTGGCCCTG 26 155 6 22 249 20 59,431 59,450 40,200 44,500 3,118,907 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 18 141 TGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAATGAAGTGAGGTCATGCAGAGA AAGCATTGGCCACTGCAAAG 18 61 15 21 155 20 58,749 59,966 31,000 27,700 2,285,261 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 17 141 TGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAATGAAGTGAGGTCATGCAGAGAC AAGCATTGGCCACTGCAAAG 17 61 15 22 155 20 60,029 59,966 33,600 27,700 2,062,995 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 17 142 TGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAATGAAGTGAGGTCATGCAGAGAC CAAGCATTGGCCACTGCAAA 17 62 15 22 156 20 60,029 60,250 33,600 36,800 2,278,611 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 121 TGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaTGCAGAGACCAAACTGTCAGA GGCCACTGCAAAGTTCAAGG 5 54 28 21 148 20 59,238 59,967 32,700 36,100 1,794,911 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 128 TGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaTGCAGAGACCAAACTGTCAGA AAGCATTGGCCACTGCAAAG 5 61 28 21 155 20 59,238 59,966 32,700 27,700 1,796,707 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 129 TGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaTGCAGAGACCAAACTGTCAGA CAAGCATTGGCCACTGCAAA 5 62 28 21 156 20 59,238 60,250 32,700 36,800 2,012,323 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 192 TGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaTGCAGAGACCAAACTGTCAGA TGGTTGTGGCTGCATCAGAT 5 125 28 21 219 20 59,238 59,961 32,700 29,000 1,800,970 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

ST‐E00142:460:H2K7HCCXY:6:1206:20791:43941 1 54 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 196 TGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaTGCAGAGACCAAACTGTCAGA GTTGTGGTTGTGGCTGCATC 5 129 28 21 223 20 59,238 60,319 32,700 39,100 2,081,325 A 267 CATGACTGGGAGAATGAAGTGAGGTCATGCAGAGACCAAACTGTCAGAAAAGTgaggaggaggaggaggaggagGGGCTGTGAGCCGGAAGCCATATCCAATGAAGGTGCTTAGGGAGCAATTCTCCTCCTTGAACTTTGCAGTGGCCAATGCTTGAGTTATCTGTGTTTAATAACAGAAGTCATCACTGAAATGTGCCATCTGATGCAGCCACAACCACAACTCAAGGCAGGGCCAAGACCTCATCATTTGTAGCTGTTAAGGTAA

Ctaur12 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 1 1 10 38 207 GGAGTAATGAAGGAAAGGAAGACATAAAGCAATG GGAGTAATGAAGGAAAGGAAGACA TCCTACCTTATCACTTTCTTCCCT 38 69 35 24 241 24 58,194 58,399 34,100 42,000 11,406,477 B 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 11 38 192 AGGAGTAATGAAGGAAAGGAAGACATAAAGCAAT AGGAGTAATGAAGGAAAGGAAGACA TCTTCCCTTTCTCTCTTTCATTCCT 38 52 34 25 225 25 59,452 59,450 34,100 33,600 11,097,675 F 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 11 38 208 AGGAGTAATGAAGGAAAGGAAGACATAAAGCAAT AGGAGTAATGAAGGAAAGGAAGACA TCCTACCTTATCACTTTCTTCCCT 38 69 34 25 241 24 59,452 58,399 34,100 42,000 11,148,804 B 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 31 184 TGAAGGAAAGGAAGACATAAAGCAATGAATGAAT TGAAGGAAAGGAAGACATAAAGCA TCTTCCCTTTCTCTCTTTCATTCCT 31 52 42 24 225 25 58,370 59,450 39,100 33,600 11,179,740 F 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 31 184 TGAAGGAAAGGAAGACATAAAGCAATGAATGAAT TGAAGGAAAGGAAGACATAAAGCA TCTTCCCTTTCTCTCTTTCATTCC 31 53 42 24 225 24 58,370 58,190 39,100 30,100 11,440,216 F 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 31 200 TGAAGGAAAGGAAGACATAAAGCAATGAATGAAT TGAAGGAAAGGAAGACATAAAGCA TCCTACCTTATCACTTTCTTCCCT 31 69 42 24 241 24 58,370 58,399 39,100 42,000 11,230,870 B 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:2514:3383_1 1 97 52 13 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 13 38 189 AGGAGTAATGAAGGAAAGGAAGACATAAAGCAAT AGGAGTAATGAAGGAAAGGAAGACA TCCCTTTCTCTCTTTCATTCCTT 38 51 34 25 222 23 59,452 57,150 34,100 33,600 11,398,101 F 255 AAGAAAGAATGAAAGAAAgggggATAGAAATAAAGGAGTAATGAAGGAAAGGAAGACATAAAGCAATGAATGAATAAATATGCTAGAAAGAAAGATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaATAGACTGGGAGAAATAGATTAAGAAATAATTCTGTAAGAAATTTAGTGATAAGGAATGAAagagagAAAGGGAAGAAAGTGATAAGGTAGGAATAACAGAAGTGAA

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 1 1 2 10 137 CACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgCACTGGTGTGAGAATGGATGC TCCTATCAATCTCTTGCCCAGC 14 10 107 21 243 22 59,258 59,895 39,100 48,500 3,847,184 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 3 10 136 ACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgt ACTGGTGTGAGAATGGATGCT TCCTATCAATCTCTTGCCCAGC 13 10 108 21 243 22 59,368 59,895 37,900 48,500 3,737,886 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 3 9 135 ACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgt ACTGGTGTGAGAATGGATGCT CCTATCAATCTCTTGCCCAGCT 13 9 108 21 242 22 59,368 59,894 37,900 42,400 3,738,574 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 4 33 206 GCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAAGCAGCTGACAGACTCAGGAG CCAACACCCAGACAACCTGA 63 33 59 20 264 20 60,109 59,817 36,900 38,600 0.291246 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 4 29 175 GGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGA GGCAGGAACCAAAGGAAGGT CACCCAGACAACCTGACTCC 36 29 86 20 260 20 60,179 59,965 35,000 38,500 0.214419 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 4 29 202 GCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAAGCAGCTGACAGACTCAGGAG CACCCAGACAACCTGACTCC 63 29 59 20 260 20 60,109 59,965 36,900 38,500 0.144167 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 5 34 244 TGATTCTCATCAGCATGCCTGATGTGGGCGGAAGG TGATTCTCATCAGCATGCCTG TCCAACACCCAGACAACCTG 99 34 22 21 265 20 58,428 59,817 48,500 40,000 2,754,826 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 5 33 243 TGATTCTCATCAGCATGCCTGATGTGGGCGGAAGG TGATTCTCATCAGCATGCCTG CCAACACCCAGACAACCTGA 99 33 22 21 264 20 58,428 59,817 48,500 38,600 2,754,826 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 6 29 176 TGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGATGGCAGGAACCAAAGGAAGG CACCCAGACAACCTGACTCC 37 29 85 20 260 20 60,179 59,965 34,600 38,500 0.214422 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 6 29 240 TTGATTCTCATCAGCATGCCTGATGTGGGCGGAAG TTGATTCTCATCAGCATGCCTG CACCCAGACAACCTGACTCC 99 29 21 22 260 20 59,050 59,965 48,500 38,500 2,985,101 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 6 28 174 GGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGA GGCAGGAACCAAAGGAAGGT ACCCAGACAACCTGACTCCT 36 28 86 20 259 20 60,179 60,105 35,000 36,900 0.283895 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:25581:51465 1 142 70 9 1.5 ACTC TGTGTGTGTGCGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 6 28 201 GCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAAGCAGCTGACAGACTCAGGAG ACCCAGACAACCTGACTCCT 63 28 59 20 259 20 60,109 60,105 36,900 36,900 0.213643 F 279 CTCCACAGAGCAATTTTAATTTGATTCTCATCAGCATGCCTGATGTGGGCGGAAGGTGGCAGCTGACAGACTCAGGAGTTTGGCTGGCAGGAACCAAAGGAAGGTTCACTGGTGTGAGAATGGATGCTTAttttttAACATtgtgtgtgtgCgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagaCagagagGGGTAATTAAGCTGGGCAAGAGATTGATAGGAGTCAGGTTGTCTGGGTGTTGGAATTATGAAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 1 1 16 20 133 agggagggagggACGGAGGGTCCCCAGCCGCAGAGG AGGGAGGGAGGGACGGAG TCCCTCCCTCCTCCCTCT 20 49 1 18 133 18 61,757 59,867 46,300 36,900 5,889,984 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 17 20 134 agggagggagggACGGAGGGTCCCCAGCCGCAGAGG AGGGAGGGAGGGACGGAG CTCCCTCCCTCCTCCCTCT 20 49 1 18 134 19 61,757 61,018 46,300 36,900 5,774,869 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 20 174 agggagggagggACGGAGGGTCCCCAGCCGCAGAGG AGGGAGGGAGGGACGGAG CTCCCTACCTCCACCCTCTG 20 88 1 18 174 20 61,757 60,398 46,300 33,500 4,154,599 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 17 171 gagggagggACGGAGGGTCCCCAGCCGCAGAGGGTg GAGGGAGGGACGGAGGGT CTCCCTACCTCCACCCTCTG 17 88 4 18 174 20 62,077 60,398 43,400 33,500 4,474,996 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 16 170 agggagggACGGAGGGTCCCCAGCCGCAGAGGGTgg AGGGAGGGACGGAGGGTC CTCCCTACCTCCACCCTCTG 16 88 5 18 174 20 62,077 60,398 44,600 33,500 4,474,996 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:29965:51394 1 39 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 18 ‐34 98 agggagggagggACGGAGGGTCCCCAGCCGCAGAGG AGGGAGGGAGGGACGGAG CTCCCTCCCTCCACCCTC 20 ‐34 1 18 50 18 61,757 60,041 46,300 43,000 5,798,188 F 202 agggagggagggACGGAGGGTCCCCAGCCGCAGAGGGTggagggagggagggagggagggagggagGGTCCCCAGCCCCAGAGGGTggagggagggagggagGGTCCCGAGCCCCAGAGGGAggagggagggagggagGGTGGGTcccccGACCCAGAGGGTGGAGGTAGGGAGGGAGGCTGTGTCCCCAGCCCCAGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1206:30837:60782 1 58 33 7 1.5 AGC CACCACCACCAACAGCAGCAGCAGCAGCAGCAG NA 1 1 16 0 104 agcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcAGCAGAAGCAGCATCAGCAA TTGATGCTGCTGCTGATGGT 0 31 38 20 141 20 60,608 60,323 39,100 35,500 0.931396 F 150 CACCATCAACCgcagcagcagcagcaTCACAGgcagcagcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcagcagcagcagcagCATCAGCACcagcagcagcatcatcatCAGCACCATcagcagcagCATCAACACCAGCAC

ST‐E00142:460:H2K7HCCXY:6:1206:30837:60782 1 58 33 7 1.5 AGC CACCACCACCAACAGCAGCAGCAGCAGCAGCAG NA 0 0 16 0 105 agcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcAGCAGAAGCAGCATCAGCAA GTTGATGCTGCTGCTGATGG 0 32 38 20 142 20 60,608 59,899 39,100 35,100 0.708990 F 150 CACCATCAACCgcagcagcagcagcaTCACAGgcagcagcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcagcagcagcagcagCATCAGCACcagcagcagcatcatcatCAGCACCATcagcagcagCATCAACACCAGCAC

ST‐E00142:460:H2K7HCCXY:6:1206:30837:60782 1 58 33 7 1.5 AGC CACCACCACCAACAGCAGCAGCAGCAGCAGCAG NA 0 0 17 1 105 agcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcAGCAGAAGCAGCATCAGCA GTTGATGCTGCTGCTGATGG 1 32 38 19 142 20 60,003 59,899 44,100 35,100 1,103,184 F 150 CACCATCAACCgcagcagcagcagcaTCACAGgcagcagcaGAAGCAGCATCAGCAAcaccaccacCAAcagcagcagcagcagcagcagCATCAGCACcagcagcagcatcatcatCAGCACCATcagcagcagCATCAACACCAGCAC

Ctaur11 1 73 39 13 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGNA 1 1 3 41 227 AGTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCGAGTTCAATTCGCCAAACCCG TCGCTGTTCGAGGGAGAGG 41 108 12 20 238 19 59,404 61,047 52,800 36,900 2,642,946 B 246 GCatatatTCGAGTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCGGCCCCAGCGACGGCGGCCGTCGTCGggtggtggtggtggtggtggtggtggtggtggtggtggtCGCACAGGGCCCACCCGGCCCGCTCGTGTtcccctcccctccccTTTAAGGGAAGGGGAGACCCGCCGGCCCCTTACCCGGTCTGGGCCCGACACGTGACTCCAGGCCCCTCTCCCTCGAACAGCGAGGCGCGGT

ST‐E00142:460:H2K7HCCXY:6:1206:30847:59956 1 73 39 13 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 3 40 226 GTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCG GTTCAATTCGCCAAACCCGA TCGCTGTTCGAGGGAGAGG 40 108 13 20 238 19 59,406 61,047 51,400 36,900 2,640,974 B 246 GCatatatTCGAGTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCGGCCCCAGCGACGGCGGCCGTCGTCGggtggtggtggtggtggtggtggtggtggtggtggtggtCGCACAGGGCCCACCCGGCCCGCTCGTGTtcccctcccctccccTTTAAGGGAAGGGGAGACCCGCCGGCCCCTTACCCGGTCTGGGCCCGACACGTGACTCCAGGCCCCTCTCCCTCGAACAGCGAGGCGCGGT

ST‐E00142:460:H2K7HCCXY:6:1206:30847:59956 1 73 39 13 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGNA 0 0 4 40 207 GTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCG GTTCAATTCGCCAAACCCGA GGCCTGGAGTCACGTGTC 40 90 13 20 219 18 59,406 60,048 51,400 36,700 2,642,237 B 246 GCatatatTCGAGTTCAATTCGCCAAACCCGAAATTCAAAAGAGCCGGCCCCAGCGACGGCGGCCGTCGTCGggtggtggtggtggtggtggtggtggtggtggtggtggtCGCACAGGGCCCACCCGGCCCGCTCGTGTtcccctcccctccccTTTAAGGGAAGGGGAGACCCGCCGGCCCCTTACCCGGTCTGGGCCCGACACGTGACTCCAGGCCCCTCTCCCTCGAACAGCGAGGCGCGGT

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 4 14 103 TCCTCTTTCCACCACTTGCCCCAGCATAATTTCAcccc TCCTCTTTCCACCACTTGCC GTTTGGAGCAGGGTGGATAGA 24 14 74 20 176 21 59,890 59,440 45,200 19,800 1,670,168 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 14 109 CCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATT CCTTGCTCCTCTTTCCACCA GTTTGGAGCAGGGTGGATAGA 30 14 68 20 176 21 59,598 59,440 41,700 19,800 1,961,420 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 14 110 CCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAAT CCCTTGCTCCTCTTTCCACC GTTTGGAGCAGGGTGGATAGA 31 14 67 20 176 21 60,323 59,440 46,100 19,800 1,882,589 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 14 174 ACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACAT ACAGCAGTATGTGTGCACCC GTTTGGAGCAGGGTGGATAGA 95 14 3 20 176 21 60,606 59,440 46,100 19,800 2,166,084 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 14 174 CACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACACACAGCAGTATGTGTGCACC TTTGGAGCAGGGTGGATAGA 96 14 2 20 175 20 59,481 58,035 50,100 19,800 2,484,050 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:1206:6685:48265_ 1 118 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 14 175 CACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACACACAGCAGTATGTGTGCACC GTTTGGAGCAGGGTGGATAGA 96 14 2 20 176 21 59,481 59,440 50,100 19,800 2,078,318 F 176 ACACAGCAGTAtgtgtgCACCCCTCCTCTGACATTTACATTCTGACCCTCCAACACAGACACAAATCCCTTGCTCCTCTTTCCACCACTTGCCCCAGCATAATTTCAccccccccACccaccaccaccaccaccaccaccaCCTTTGTCCCCTAATCTATCCACCCTGCTCCAAAC
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ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 1 1 8 20 132 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA GCAGAACTCTCAGCCCTCAG 20 40 61 20 192 20 59,889 60,108 44,100 33,500 0.219295 F 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 20 134 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA GAGCAGAACTCTCAGCCCTC 20 42 61 20 194 20 59,889 59,824 44,100 43,000 0.286592 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 20 156 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA GATGCTGCCCAAATGTTGCT 20 64 61 20 216 20 59,889 59,752 44,100 39,100 0.359350 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 20 190 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA TGTGCTGTGGTCCTCATCAG 20 98 61 20 250 20 59,889 59,677 44,100 29,000 0.433709 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 20 196 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA TTGGTTTGTGCTGTGGTCCT 20 104 61 20 256 20 59,889 60,034 44,100 38,500 0.144662 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 131 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA GCAGAACTCTCAGCCCTCAG 19 40 62 20 192 20 59,889 60,108 39,100 33,500 0.219295 F 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 133 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA GAGCAGAACTCTCAGCCCTC 19 42 62 20 194 20 59,889 59,824 39,100 43,000 0.286592 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 135 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA TTGAGCAGAACTCTCAGCCC 19 44 62 20 196 20 59,889 59,677 39,100 51,900 0.434036 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 155 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA GATGCTGCCCAAATGTTGCT 19 64 62 20 216 20 59,889 59,752 39,100 39,100 0.359350 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 189 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA TGTGCTGTGGTCCTCATCAG 19 98 62 20 250 20 59,889 59,677 39,100 29,000 0.433709 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 19 195 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA TTGGTTTGTGCTGTGGTCCT 19 104 62 20 256 20 59,889 60,034 39,100 38,500 0.144662 B 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 2 97 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA CCCATCTGTCAGTACTTGATTTGA 19 2 62 20 158 24 59,889 58,509 39,100 26,900 5,602,131 A 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 0 96 ACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCACCTGCAGGATGAACAGCAA CCATCTGTCAGTACTTGATTTGAGC 19 0 62 20 157 25 59,889 59,936 39,100 42,600 5,175,513 A 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1206:6999:12595_ 1 101 32 8 1 AATC GATTGATTGATTGATTGATTGATTGATTGATT NA 0 0 8 0 97 AACCTGCAGGATGAACAGCAAAATAAGTAACTGGCAACCTGCAGGATGAACAGCA CCATCTGTCAGTACTTGATTTGAGC 20 0 61 20 157 25 59,889 59,936 44,100 42,600 5,175,513 A 265 TAAACTGTCCTTTATGAAGAATTATTTAAACATGGATATTAAGCTAGTCTTTAGCTGCAAAACCTGCAGGATGAACAGCAAAATAAGTAACTGGCCAGCAgattgattgattgattgattgattgattgattGCTCAAATCAAGTACTGACAGATGGGGAGAAGCTTCctctctGAGGGCTGAGAGTTCTGCTCAAAGCAACATTTGGGCAGCATCCATCCCATTTATGGCTGATGAGGACCACAGCACAAACCAATTTCAGGCA

ST‐E00142:460:H2K7HCCXY:6:1207:10054:5335_ 1 27 64 12 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 1 1 12 1 106 AATGGATGGACCGATGGACGCatggatggatggatgga AATGGATGGACCGATGGACG TCGATTCACCCATCCGTCAC 1 1 6 20 111 20 59,893 59,825 47,900 36,700 0.281553 B 113 GGACGAATGGATGGACCGATGGACGCatggatggatggatggatggatggatggatggatggatggatggatggATGAatggatggatggAGTGACGGATGGGTGAATCGATG

ST‐E00142:460:H2K7HCCXY:6:1207:10054:5335_ 1 27 64 12 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 12 0 105 AATGGATGGACCGATGGACGCatggatggatggatgga AATGGATGGACCGATGGACG CGATTCACCCATCCGTCACT 1 0 6 20 110 20 59,893 59,824 47,900 34,100 0.282468 B 113 GGACGAATGGATGGACCGATGGACGCatggatggatggatggatggatggatggatggatggatggatggatggATGAatggatggatggAGTGACGGATGGGTGAATCGATG

ST‐E00142:460:H2K7HCCXY:6:1207:10054:5335_ 1 27 64 12 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 1 109 ACGAATGGATGGACCGATGGACGCatggatggatgga ACGAATGGATGGACCGATGG TCGATTCACCCATCCGTCAC 4 1 3 20 111 20 59,893 59,825 35,100 36,700 0.281553 B 113 GGACGAATGGATGGACCGATGGACGCatggatggatggatggatggatggatggatggatggatggatggatggATGAatggatggatggAGTGACGGATGGGTGAATCGATG

ST‐E00142:460:H2K7HCCXY:6:1207:11190:70662 1 41 48 8 1 AGGGGG GGGGAGGGGGAGGGGGAGGGGGAGGGGGAGGGNA 1 1 11 2 102 GAGTGTTTGGCGGAAGGGGAGGGGTggggggAAgg GAGTGTTTGGCGGAAGGG CCCTTTACCTCCCACTCCC 15 2 8 18 109 19 58,332 58,692 39,500 43,000 5,976,570 F 118 GGAAGGGGAGTGTTTGGCGGAAGGGGAGGGGTggggggAAggggagggggagggggagggggagggggagggggagggggagggggaggggggAGTGGGAGGTAAAgggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1207:11190:70662 1 41 48 8 1 AGGGGG GGGGAGGGGGAGGGGGAGGGGGAGGGGGAGGGNA 0 0 11 2 103 GGAGTGTTTGGCGGAAGGGGAGGGGTggggggAAgGGAGTGTTTGGCGGAAGGG CCCTTTACCTCCCACTCCC 15 2 7 19 109 19 60,972 58,692 39,500 43,000 4,279,879 F 118 GGAAGGGGAGTGTTTGGCGGAAGGGGAGGGGTggggggAAggggagggggagggggagggggagggggagggggagggggagggggaggggggAGTGGGAGGTAAAgggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1207:11190:70662 1 41 48 8 1 AGGGGG GGGGAGGGGGAGGGGGAGGGGGAGGGGGAGGGNA 0 0 11 2 104 GGGAGTGTTTGGCGGAAGGGGAGGGGTggggggAAGGGAGTGTTTGGCGGAAGG CCCTTTACCTCCCACTCCC 16 2 6 19 109 19 60,972 58,692 34,600 43,000 4,279,879 F 118 GGAAGGGGAGTGTTTGGCGGAAGGGGAGGGGTggggggAAggggagggggagggggagggggagggggagggggagggggagggggaggggggAGTGGGAGGTAAAgggggggggggA

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 1 1 5 7 157 TTTACAAGTGACAGCTAGAGCATAATAACcaacaaca TTTACAAGTGACAGCTAGAGCA TCAGTCAATTGAGACGCGTGA 7 71 2 22 158 21 57,399 60,001 42,600 43,500 5,601,409 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 0 0 5 7 158 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaa GTTTACAAGTGACAGCTAGAGCA TCAGTCAATTGAGACGCGTGA 7 71 1 23 158 21 58,693 60,001 42,600 43,500 5,308,149 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 0 0 5 7 161 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaa GTTTACAAGTGACAGCTAGAGCA GGTTCAGTCAATTGAGACGCG 7 74 1 23 161 21 58,693 59,873 42,600 60,100 5,434,278 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 0 0 6 7 101 TTTACAAGTGACAGCTAGAGCATAATAACcaacaaca TTTACAAGTGACAGCTAGAGCA ACACCACAACTGTAACTTTAACAA 7 12 2 22 102 24 57,399 57,179 42,600 28,300 11,421,724 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 0 0 6 7 102 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaa GTTTACAAGTGACAGCTAGAGCA ACACCACAACTGTAACTTTAACAA 7 12 1 23 102 24 58,693 57,179 42,600 28,300 11,128,464 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:14763:47878 1 31 36 8 1.5 AAC CAACAACAACAACAACAACAACAAAGGTCTTCTTCTNA 0 0 7 7 102 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaa GTTTACAAGTGACAGCTAGAGCA ACACCACAACTGTAACTTTAACAAA 7 11 1 23 102 25 58,693 57,783 42,600 28,300 11,524,405 B 231 GTTTACAAGTGACAGCTAGAGCATAATAACcaacaacaacaacaacaacaacaaAGGtcttcttctGAGACTCCACATTTGTTAAAGTTACAGTTGTGGTGTAATTAAAATATTCAACGGTGATATTTAATCAGTTTTCACGCGTCTCAATTGACTGAACCCGTTATTTTACCATAATAATTTTCCCCGAACCGCGCTcgcgcgcgcgcgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 5 51 186 GGGACCAATGAATTGCTTTGTCAAACTATTTCGAACGGGACCAATGAATTGCTTTGTCA ACAGATGCTGTCAGACCTGC 51 71 13 23 198 20 59,993 60,037 35,800 48,500 3,043,328 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 51 190 GGGACCAATGAATTGCTTTGTCAAACTATTTCGAACGGGACCAATGAATTGCTTTGTCA TGGAACAGATGCTGTCAGACC 51 74 13 23 202 21 59,993 59,998 35,800 38,500 4,009,181 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 51 240 GGGACCAATGAATTGCTTTGTCAAACTATTTCGAACGGGACCAATGAATTGCTTTGTCA ACAGAGTTAACGTTTCAAGTCCA 51 122 13 23 252 23 59,993 58,238 35,800 40,200 7,768,727 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 19 135 GGGACCAATGAATTGCTTTGTCAAACTATTTCGAACGGGACCAATGAATTGCTTTGTCA CAGATCTCCAGCATCTGCAGT 51 19 13 23 147 21 59,993 59,861 35,800 44,000 4,146,008 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 53 187 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGT ACAGATGCTGTCAGACCTGC 53 71 12 22 198 20 59,029 60,037 28,300 48,500 3,007,907 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 53 191 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGT TGGAACAGATGCTGTCAGACC 53 74 12 22 202 21 59,029 59,998 28,300 38,500 3,973,760 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 53 241 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGT ACAGAGTTAACGTTTCAAGTCCA 53 122 12 22 252 23 59,029 58,238 28,300 40,200 7,733,305 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 21 140 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGT ATTTCAGATCTCCAGCATCTGCA 53 21 12 22 151 23 59,029 60,118 28,300 44,100 6,089,331 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 21 140 TTTGGGACCAATGAATTGCTTTGTCAAACTATTTCG TTTGGGACCAATGAATTGCTTTGT TTCAGATCTCCAGCATCTGCA 53 21 10 24 149 21 60,142 59,164 28,300 44,100 5,977,059 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 19 136 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGT CAGATCTCCAGCATCTGCAGT 53 19 12 22 147 21 59,029 59,861 28,300 44,000 4,110,586 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 52 187 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGTC ACAGATGCTGTCAGACCTGC 52 71 12 23 198 20 59,993 60,037 31,800 48,500 3,043,328 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 52 191 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGTC TGGAACAGATGCTGTCAGACC 52 74 12 23 202 21 59,993 59,998 31,800 38,500 4,009,181 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 52 241 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGTC ACAGAGTTAACGTTTCAAGTCCA 52 122 12 23 252 23 59,993 58,238 31,800 40,200 7,768,727 F 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 21 140 TTGGGACCAATGAATTGCTTTGTCAAACTATTTCGA TTGGGACCAATGAATTGCTTTGT TTTCAGATCTCCAGCATCTGCA 53 21 11 23 150 22 59,609 59,762 28,300 44,100 5,628,532 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:16478:59534 1 87 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 7 19 136 TGGGACCAATGAATTGCTTTGTCAAACTATTTCGAA TGGGACCAATGAATTGCTTTGTC CAGATCTCCAGCATCTGCAGT 52 19 12 23 147 21 59,993 59,861 31,800 44,000 4,146,008 A 254 CATCAATATTTTGGGACCAATGAATTGCTTTGTCAAACTATTTCGAACTAGTCAGTTTTGACGAATGAATATTGATGTAATGAGGTcaacaacaacaacaacaacaaCTTAGATAAAAGCACAAATACTGCAGATGCTGGAGATCTGAAATaaaaaCAGAAAGTGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTTCCACAACTCCGTCACAAAGAAGAGTCATATTGGACTTGAAACGTTAACTCTGTTT

ST‐E00142:460:H2K7HCCXY:6:1207:18101:69344 1 40 45 9 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 1 1 10 3 166 GCAGACTGCATTTGGGCTATTCCccactccactccactcc GCAGACTGCATTTGGGCTAT GAGGAGGGAGGAGTGAGTGG 3 78 17 20 182 20 58,603 60,686 29,700 40,000 2,082,765 F 192 AGAACTGTTGCTGGAAGCAGACTGCATTTGGGCTATTCCccactccactccactccactccactccactccactccactccactCCAcccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccTCCTccccccccccACTCACTCCTCcctcctcctcccccACT

ST‐E00142:460:H2K7HCCXY:6:1207:18101:69344 1 40 45 9 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 10 3 169 GCAGACTGCATTTGGGCTATTCCccactccactccactcc GCAGACTGCATTTGGGCTAT GAGGAGGAGGGAGGAGTGAG 3 81 17 20 185 20 58,603 60,106 29,700 35,100 1,502,870 F 192 AGAACTGTTGCTGGAAGCAGACTGCATTTGGGCTATTCCccactccactccactccactccactccactccactccactccactCCAcccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccTCCTccccccccccACTCACTCCTCcctcctcctcccccACT

ST‐E00142:460:H2K7HCCXY:6:1207:18101:69344 1 40 45 9 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 10 2 169 GCAGACTGCATTTGGGCTATTCCccactccactccactcc GCAGACTGCATTTGGGCTATT GAGGAGGAGGGAGGAGTGAG 2 81 17 21 185 20 59,247 60,106 17,300 35,100 1,859,291 F 192 AGAACTGTTGCTGGAAGCAGACTGCATTTGGGCTATTCCccactccactccactccactccactccactccactccactccactCCAcccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccccTCCTccccccccccACTCACTCCTCcctcctcctcccccACT

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 2 8 134 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC GCCATCTTTCTTTGTGCTCCC 8 58 21 20 154 21 60,685 59,797 47,000 43,000 1,888,745 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 8 94 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TGGGCCATGAAGTTACAGATT 8 18 21 20 114 21 60,685 57,262 47,000 24,000 4,423,017 A 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 8 95 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TTGGGCCATGAAGTTACAGAT 8 19 21 20 115 21 60,685 57,262 47,000 29,000 4,423,017 A 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 8 96 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TTTGGGCCATGAAGTTACAGA 8 20 21 20 116 21 60,685 57,483 47,000 34,100 4,202,754 A 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 8 133 AACTGGGCATCCATGAGGCACTGGGCTagcagcagcaAACTGGGCATCCATGAGGC GCCATCTTTCTTTGTGCTCCC 8 58 22 19 154 21 60,076 59,797 47,000 43,000 2,279,772 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 8 139 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC ACACAGCCATCTTTCTTTGTGC 8 62 21 20 159 22 60,685 59,965 47,000 45,700 2,720,524 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 8 182 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TCCTGCATTAGTGGCATGGG 8 107 21 20 202 20 60,685 60,107 47,000 40,000 0.792027 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 8 217 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC GCAGCTGAAGATGGTTGGAC 8 142 21 20 237 20 60,685 59,193 47,000 40,200 1,492,954 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 26 249 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCAT AGAACAGATCTAGCAGCTCAAA GCCATTGAAGAAGCAGCTGA 26 154 1 22 249 20 57,184 58,829 26,900 42,600 5,986,841 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 26 251 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCAT AGAACAGATCTAGCAGCTCAAA ATGCCATTGAAGAAGCAGCTG 26 155 1 22 251 21 57,184 59,523 26,900 42,400 6,292,424 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 26 250 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCAT AGAACAGATCTAGCAGCTCAAA TGCCATTGAAGAAGCAGCTG 26 155 1 22 250 20 57,184 59,114 26,900 42,400 5,701,412 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 8 218 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC AGCAGCTGAAGATGGTTGGA 8 143 21 20 238 20 60,685 59,305 47,000 35,300 1,380,229 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 8 230 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TGCCATTGAAGAAGCAGCTG 8 155 21 20 250 20 60,685 59,114 47,000 42,400 1,571,337 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 10 8 152 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC TTGGCTCCAACAAACACAGC 8 77 21 20 172 20 60,685 59,541 47,000 44,000 1,144,946 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:23561:54787 1 49 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 10 8 163 AAACTGGGCATCCATGAGGCACTGGGCTagcagcag AAACTGGGCATCCATGAGGC GGCTGAGTTGATTGGCTCCA 8 88 21 20 183 20 60,685 60,323 47,000 38,600 1,008,274 F 255 AGAACAGATCTAGCAGCTCAAAACTGGGCATCCATGAGGCACTGGGCTagcagcagcagcagcagcagcagcagcAAAATTGTATTCAACCATAATCTGTAACTTCATGGCCCAAAAGCTCTACCCTGGTTgggggAGCACAAAGAAAGATGGCTGTGTTTGTTGGAGCCAATCAACTCAGCCCCATGCCACTAATGCAGGACATCCTTGTCCTAGTGTCCAACCATCTTCAGCTGCTTCTTCAATGGCATTCTC

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 1 1 14 0 137 CCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACCAT CGGGTGATGGTGGTGATGG 0 41 2 20 138 19 59,740 60,452 35,500 35,100 1,711,574 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 0 0 14 0 151 CCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACCAT TAGTGATGATGGTGCGGGTG 0 54 2 20 152 20 59,740 59,822 35,500 46,100 0.437483 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 0 0 14 0 152 CCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACCAT GTAGTGATGATGGTGCGGGT 0 55 2 20 153 20 59,740 59,822 35,500 52,800 0.437715 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 0 0 14 0 182 CCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACCAT TGAGAGCAGACCTGGAGACT 0 85 2 20 183 20 59,740 59,592 35,500 32,400 0.667175 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 0 0 16 0 136 CCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACCAT GGGTGATGGTGGTGATGGTG 0 39 2 20 137 20 59,740 60,681 35,500 41,700 0.940568 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:25053:65916 1 22 57 9 2 ACC CACCACCACCACCACCACCAGCATCCCCAGCACCACNA 0 0 18 2 135 ACCCACCATCATCACCACCATcaccaccaccaccaccacCACCCACCATCATCACCACC GTGATGGTGGTGATGGTGGT 2 37 1 19 135 20 59,309 59,962 46,100 41,600 1,729,385 G 184 ACCCACCATCATCACCACCATcaccaccaccaccaccacCAGCATCCCCAGcaccaccaccaccaccaccaccaccacCAGCACCAGCGCCACCGccaccaccaccacccccAGCACCACCATCACCACCATCACCCGCACCATCATCACTACCACACTCAAAAGTCTCCAGGTCTGCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 5 44 190 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTACTGTCAGCACCTCAAAGAATG AGACTTCACCATCGTAGGCAG 83 44 1 21 190 21 57,174 59,521 26,700 48,500 5,304,746 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 1 99 TCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgct TCTTGTAACATGGGCCAAGCT CATCGTAGGCAGCCTCATGT 1 36 83 21 181 20 59,925 59,894 37,400 32,100 1,180,967 A 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 1 106 TCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgct TCTTGTAACATGGGCCAAGCT ACTTCACCATCGTAGGCAGC 1 43 83 21 188 20 59,925 60,108 37,400 52,500 1,183,511 A 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 45 190 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTACTGTCAGCACCTCAAAGAATGA AGACTTCACCATCGTAGGCA 82 45 1 22 190 20 58,594 58,443 25,700 47,500 4,962,930 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 44 190 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTACTGTCAGCACCTCAAAGAATGA AGACTTCACCATCGTAGGCAG 82 44 1 22 190 21 58,594 59,521 25,700 48,500 4,884,341 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 43 188 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTACTGTCAGCACCTCAAAGAATGA ACTTCACCATCGTAGGCAGC 82 43 1 22 188 20 58,594 60,108 25,700 52,500 3,513,969 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 36 181 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTACTGTCAGCACCTCAAAGAATGA CATCGTAGGCAGCCTCATGT 82 36 1 22 181 20 58,594 59,894 25,700 32,100 3,511,424 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 2 99 TCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgct TCTTGTAACATGGGCCAAGC CATCGTAGGCAGCCTCATGT 2 36 83 20 181 20 58,455 59,894 40,100 32,100 1,650,317 A 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:27559:22616 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 7 36 180 TGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAATGTCAGCACCTCAAAGAATGA CATCGTAGGCAGCCTCATGT 82 36 2 21 181 20 57,510 59,894 25,700 32,100 3,596,032 F 207 CTGTCAGCACCTCAAAGAATGATCTAGCCACTGTTAAAATATCAACATCAAGTTCATCAGGGaaaaaCTATTCAGGCTTTGATCTTGTAACATGGGCCAAGCTTtgctgctgctgctgctgctgcTCTGAGAATGTATAAGTGAAAGATGACTTGATTATAACATGAGGCTGCCTACGATGGTGAAGTCTTTAACATAAACATGTCT

ST‐E00142:460:H2K7HCCXY:6:1207:29548:8236_ 1 47 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 1 8 25 113 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGC CATCTGGCAGCTTTCCTGGG GAGGGCAGGTGGGAGAGA 26 25 1 20 113 18 61,036 59,960 44,500 31,000 3,075,557 F 231 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGCCGGCCTGCActcctcctcctcctcctcctcctcCCCCTCCTccccccTCTGCCCTGCctctctCCCACCTGCCCTCCCTCCTcccccccTcccccTCCctctctctctctctctctctctctctctctTCCTTAACTCAATCGActctctCGTTGCTCCACCTCGctctctctctctctctctctctctCAACT

ST‐E00142:460:H2K7HCCXY:6:1207:29548:8236_ 1 47 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 8 19 107 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGC CATCTGGCAGCTTTCCTGGG AGGTGGGAGAGAGGCAGG 26 19 1 20 107 18 61,036 59,960 44,500 48,500 3,076,210 F 231 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGCCGGCCTGCActcctcctcctcctcctcctcctcCCCCTCCTccccccTCTGCCCTGCctctctCCCACCTGCCCTCCCTCCTcccccccTcccccTCCctctctctctctctctctctctctctctctTCCTTAACTCAATCGActctctCGTTGCTCCACCTCGctctctctctctctctctctctctCAACT

ST‐E00142:460:H2K7HCCXY:6:1207:29548:8236_ 1 47 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 9 24 112 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGC CATCTGGCAGCTTTCCTGGG AGGGCAGGTGGGAGAGAG 26 24 1 20 112 18 61,036 59,960 44,500 32,000 3,076,210 F 231 CATCTGGCAGCTTTCCTggggggggCTCCCAGCCGGCCGGCCTGCActcctcctcctcctcctcctcctcCCCCTCCTccccccTCTGCCCTGCctctctCCCACCTGCCCTCCCTCCTcccccccTcccccTCCctctctctctctctctctctctctctctctTCCTTAACTCAATCGActctctCGTTGCTCCACCTCGctctctctctctctctctctctctCAACT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 42 8 1.5 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 1 8 1 126 TATGCCTTACACCATGCAGGTTATGTTTGTGTAGTT TATGCCTTACACCATGCAGG TCGATAGAAAGGTAGATATATGCACA 37 1 4 20 129 26 57,653 57,424 48,500 45,700 10,922,415 F 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 42 8 1.5 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 8 1 127 CTATGCCTTACACCATGCAGGTTATGTTTGTGTAGT CTATGCCTTACACCATGCAGG TCGATAGAAAGGTAGATATATGCACA 37 1 3 21 129 26 58,775 57,424 48,500 45,700 10,800,254 F 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 42 8 1.5 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 8 1 128 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG TCGATAGAAAGGTAGATATATGCACA 37 1 2 22 129 26 60,159 57,424 48,500 45,700 10,734,418 F 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 1 7 37 241 TATGCCTTACACCATGCAGGTTATGTTTGTGTAGTT TATGCCTTACACCATGCAGG CGAAGCGAATTTACAAAGCTGA 37 73 4 20 244 22 57,653 57,935 48,500 42,600 6,412,189 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 7 37 242 CTATGCCTTACACCATGCAGGTTATGTTTGTGTAGT CTATGCCTTACACCATGCAGG CGAAGCGAATTTACAAAGCTGA 37 73 3 21 244 22 58,775 57,935 48,500 42,600 6,290,029 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 7 37 243 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG CGAAGCGAATTTACAAAGCTGA 37 73 2 22 244 22 60,159 57,935 48,500 42,600 6,224,192 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 8 37 226 CTATGCCTTACACCATGCAGGTTATGTTTGTGTAGT CTATGCCTTACACCATGCAGG AGCTGAAATCAGATGGATGGATCT 37 55 3 21 228 24 58,775 59,649 48,500 27,500 6,576,013 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 8 37 227 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG AGCTGAAATCAGATGGATGGATCT 37 55 2 22 228 24 60,159 59,649 48,500 27,500 6,510,177 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 8 37 231 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG ACAAAGCTGAAATCAGATGGATGG 37 59 2 22 232 24 60,159 59,598 48,500 35,100 6,560,288 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 11 37 217 TATGCCTTACACCATGCAGGTTATGTTTGTGTAGTT TATGCCTTACACCATGCAGG TCAGATGGATGGATCTGGAGAGA 37 48 4 20 220 23 57,653 59,858 48,500 31,000 5,488,416 G 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 11 37 218 CTATGCCTTACACCATGCAGGTTATGTTTGTGTAGT CTATGCCTTACACCATGCAGG TCAGATGGATGGATCTGGAGAGA 37 48 3 21 220 23 58,775 59,858 48,500 31,000 5,366,255 G 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 11 37 219 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG TCAGATGGATGGATCTGGAGAGA 37 48 2 22 220 23 60,159 59,858 48,500 31,000 5,300,418 G 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 15 10 181 TATGCCTTACACCATGCAGGTTATGTTTGTGTAGTT TATGCCTTACACCATGCAGG AGGGAGATAAATAGAGACAGAGGGA 37 10 4 20 184 25 57,653 59,623 48,500 42,000 7,723,930 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 15 10 182 CTATGCCTTACACCATGCAGGTTATGTTTGTGTAGT CTATGCCTTACACCATGCAGG AGGGAGATAAATAGAGACAGAGGGA 37 10 3 21 184 25 58,775 59,623 48,500 42,000 7,601,769 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:3762:1362_2 1 61 89 8 2 ACAT ATATATATATGTATGTATGTATGTATGTATGTATGTANA 0 0 15 10 183 TCTATGCCTTACACCATGCAGGTTATGTTTGTGTAG TCTATGCCTTACACCATGCAGG AGGGAGATAAATAGAGACAGAGGGA 37 10 2 22 184 25 60,159 59,623 48,500 42,000 7,535,933 D 266 TTCTATGCCTTACACCATGCAGGTTATGTTTGTGTAGTTCTATCATCTTCTTGTGCTTAAatatatatatgtatgtatgtatgtatgtatgtatgtatgtatATGTGCatatatCTACCTTTCTATCGATCCATCCAtctctctctctcTTTATAATTTTCCCTCTGTCTCTATTTATCTCCCTATTTCTCTATCTAtctctcCAGATCCATCCATCTGATTTCAGCTTTGTAAATTCGCTTCGCTTTTCTAATCTGTTTCAGCTT

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 167 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 1 1 4 15 107 CGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccCGGAAGTGGTTATTGCTGCC GCCGCACACAACATGTCTTT 15 31 132 20 238 20 59,548 59,969 48,500 25,200 0.482421 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 167 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 4 14 106 GGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgGGAAGTGGTTATTGCTGCCG GCCGCACACAACATGTCTTT 14 31 133 20 238 20 59,548 59,969 56,900 25,200 0.482421 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 167 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 6 13 105 GAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgc GAAGTGGTTATTGCTGCCGC GCCGCACACAACATGTCTTT 13 31 134 20 238 20 60,179 59,969 65,300 25,200 0.209802 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 1 3 7 144 TAAGACGACACGTTCCGGAGGCCCTTGATCTTGGA TAAGACGACACGTTCCGGAG GGCAGCAATAACCACTTCCG 79 7 8 20 151 20 59,481 59,548 46,300 43,000 0.970419 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 0 4 8 129 GGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCAGGAGGCCCTTGATCTTGGAA CGGCAGCAATAACCACTTCC 63 8 24 20 152 20 59,374 59,548 35,300 34,600 1,077,632 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 0 4 8 145 TAAGACGACACGTTCCGGAGGCCCTTGATCTTGGA TAAGACGACACGTTCCGGAG CGGCAGCAATAACCACTTCC 79 8 8 20 152 20 59,481 59,548 46,300 34,600 0.970419 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 0 4 7 128 GGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCAGGAGGCCCTTGATCTTGGAA GGCAGCAATAACCACTTCCG 63 7 24 20 151 20 59,374 59,548 35,300 43,000 1,077,632 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 0 6 9 130 GGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCAGGAGGCCCTTGATCTTGGAA GCGGCAGCAATAACCACTTC 63 9 24 20 153 20 59,374 60,179 35,300 30,100 0.805012 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 18 6 1 CCG GCCGCCGCCGCCGCCGCC NA 0 0 6 9 146 TAAGACGACACGTTCCGGAGGCCCTTGATCTTGGA TAAGACGACACGTTCCGGAG GCGGCAGCAATAACCACTTC 79 9 8 20 153 20 59,481 60,179 46,300 30,100 0.697799 F 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 1 4 31 215 GGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCAGGAGGCCCTTGATCTTGGAA GCCGCACACAACATGTCTTT 63 31 24 20 238 20 59,374 59,969 35,300 25,200 0.656487 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 4 31 231 TAAGACGACACGTTCCGGAGGCCCTTGATCTTGGA TAAGACGACACGTTCCGGAG GCCGCACACAACATGTCTTT 79 31 8 20 238 20 59,481 59,969 46,300 25,200 0.549274 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 6 35 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTCCTAATAAGACGACACGTTCC CGGCCGCACACAACATGT 83 35 1 23 240 18 58,650 61,659 36,200 32,100 8,008,593 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 6 34 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTCCTAATAAGACGACACGTTCC CGGCCGCACACAACATGTC 83 34 1 23 240 19 58,650 62,594 36,200 30,600 7,943,052 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 6 34 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTCCTAATAAGACGACACGTTCCG CGGCCGCACACAACATGTC 82 34 1 24 240 19 61,017 62,594 43,000 30,600 8,610,766 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 6 23 223 TAAGACGACACGTTCCGGAGGCCCTTGATCTTGGA TAAGACGACACGTTCCGGAG CAACATGTCTTTCCGAGGCG 79 23 8 20 230 20 59,481 59,556 46,300 55,200 0.962505 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 6 19 171 cccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATT CCCTCGTCCAAATCCTCCTC GCCGCACACAACATGTCTTT 19 31 68 20 238 20 59,534 59,969 37,100 25,200 0.496763 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 8 18 170 ccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgCCTCGTCCAAATCCTCCTCG GCCGCACACAACATGTCTTT 18 31 69 20 238 20 59,897 59,969 46,300 25,200 0.133846 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1207:6624:58180_ 1 107 81 7 2 CCG GCCGCCGCCGCCGCCGCCTCCCCCTCGGAAGTGGT NA 0 0 8 17 169 cTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgcCTCGTCCAAATCCTCCTCGG GCCGCACACAACATGTCTTT 17 31 70 20 238 20 59,897 59,969 46,300 25,200 0.133846 G 240 CTCCTAATAAGACGACACGTTCCGGAGGCCCTTGATCTTGGAATTTATTAAAACCTCCACGTCCGcccccTCGTCCAAATCCTCCTCGgccgccgccCCTGAAATTgccgccgccgccgccgccTcccccTCGGAAGTGGTTATTGCTgccgccgccACGGTTGAAgccgccgccgccgccgccgccGCGACTGAAGCCTCCGCGGCCTCCGCCTCGGAAAGACATGTtgtgtgCGGCCG

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 1 1 3 18 129 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGGA CCGCCCTGATTCAACTGAGT 43 18 7 21 135 20 60,273 60,036 40,200 34,100 1,308,995 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 44 171 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG TCTTAGGACGTGGGCATTGC 44 60 7 20 177 20 58,806 60,392 46,100 35,600 1,586,679 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 44 204 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG TGTGTCCCAGCTGACAATGA 44 93 7 20 210 20 58,806 59,236 46,100 25,700 1,958,489 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 44 207 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG AGATGTGTCCCAGCTGACAA 44 96 7 20 213 20 58,806 58,941 46,100 31,800 2,253,316 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 43 204 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGGA TGTGTCCCAGCTGACAATGA 43 93 7 21 210 20 60,273 59,236 40,200 25,700 2,037,255 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 34 145 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG GGCCAGTATTTATTGCCCGC 44 34 7 20 151 20 58,806 59,686 46,100 61,300 1,508,205 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 33 144 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG GCCAGTATTTATTGCCCGCC 44 33 7 20 150 20 58,806 59,686 46,100 61,300 1,508,205 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 24 135 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG TATTGCCCGCCCTGATTCAA 44 24 7 20 141 20 58,806 59,743 46,100 26,900 1,451,546 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:11241:46138 1 71 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 18 129 GGGTGAATGGGATTTGGTGGAAGTTGAGATTAGG GGGTGAATGGGATTTGGTGG CCGCCCTGATTCAACTGAGT 44 18 7 20 135 20 58,806 60,036 46,100 34,100 1,230,228 A 215 GGTGATGGGTGAATGGGATTTGGTGGAAGTTGAGATTAGGTGAGGGACATTTCACTATGTTAAAATGCAAgttgttgttgttgttgttgttgttgttCAGGTGGCCCAGCAAATTACTCAGTTGAATCAGGGCGGGCAATAAATACTGGCCTTGCCAGCAATGCCCACGTCCTAAGAATGAATAATAAGATCATTGTCAGCTGGGACACATCTTT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 1 1 4 59 240 CAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCCAAGTGCAAATGATATGGTTGTGG GGGTGGGTGCAGACAAACAA 105 59 13 24 252 20 59,134 61,040 41,700 28,300 5,906,264 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 58 240 ACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGACAAGTGCAAATGATATGGTTGTG GGTGGGTGCAGACAAACAAG 106 58 12 24 251 20 58,528 59,615 33,300 31,600 5,857,538 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 58 240 ACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGACAAGTGCAAATGATATGGTTGTGG GGTGGGTGCAGACAAACAAG 105 58 12 25 251 20 60,567 59,615 41,700 31,600 5,952,614 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 54 204 TGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAA TGGCAAACCAACACTGACCA GGTGCAGACAAACAAGGCAG 78 54 44 20 247 20 60,324 59,969 40,200 48,500 0.354994 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 54 215 GTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaGTGGAAGGCAATGGCAAACC GGTGCAGACAAACAAGGCAG 89 54 33 20 247 20 60,321 59,969 32,700 48,500 0.351861 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 54 216 TGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaTGTGGAAGGCAATGGCAAAC GGTGCAGACAAACAAGGCAG 90 54 32 20 247 20 59,608 59,969 29,300 48,500 0.423514 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 27 153 GCATCAGCAGACAATGAGCCAAGAAcccccTTTTGG GCATCAGCAGACAATGAGCC GGTGCAGACAAACAAGGCAG 27 54 95 20 247 20 59,619 59,969 47,000 48,500 0.412267 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 27 156 GCATCAGCAGACAATGAGCCAAGAAcccccTTTTGG GCATCAGCAGACAATGAGCC GTGGGTGCAGACAAACAAGG 27 57 95 20 250 20 59,619 59,615 47,000 36,100 0.766479 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 27 157 GCATCAGCAGACAATGAGCCAAGAAcccccTTTTGG GCATCAGCAGACAATGAGCC GGTGGGTGCAGACAAACAAG 27 58 95 20 251 20 59,619 59,615 47,000 31,600 0.766479 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 4 0 102 GCATCAGCAGACAATGAGCCAAGAAcccccTTTTGG GCATCAGCAGACAATGAGCC AATTGCCATCTGATTCCATTCAG 27 0 95 20 196 23 59,619 57,469 47,000 30,200 5,912,210 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 5 0 96 GCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGGCAGACAATGAGCCAAGAACC AATTGCCATCTGATTCCATTCAG 20 0 101 21 196 23 59,799 57,469 36,200 30,200 6,732,070 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:21907:28400 1 142 32 8 1 AATG ATGAATGAATGAATGAATGAATGAATGAATGA NA 0 0 5 0 99 TCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCG TCAGCAGACAATGAGCCAAGA AATTGCCATCTGATTCCATTCAG 23 0 98 21 196 23 59,651 57,469 30,200 30,200 6,879,817 F 282 CGCAAAATTGAACAAGTGCAAATGATATGGTTGTGGAAGGCAATGGCAAACCAACACTGACCaaaaaaCTGCCAAGAAAACAGCTCAGAATGAAGCATCAGCAGACAATGAGCCAAGAAcccccTTTTGGGCGGAGCACACatgaatgaatgaatgaatgaatgaatgaatgaCTGAATGGAATCAGATGGCAATTATAAAATATGGGGCATATGATCATATCATTACTGCCTTGTTTGTCTGCACCCACCCCaaaaaTGGGTGAAGCTTCCGCTGGCTGCT

ST‐E00142:460:H2K7HCCXY:6:1208:23774:19258 1 49 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 1 1 19 9 112 CCGTTTCTTGCAAtccattccattccattccatCCATCCATGCCGTTTCTTGCAATCCATTCCA TGGAATGCAATGGAAGCCAAC 25 9 2 22 113 21 59,769 59,724 35,300 37,700 3,506,848 F 116 TCCGTTTCTTGCAAtccattccattccattccatCCATCCATGTTGGCttccattccattccattccattccattccattccaTCCATTCATGTTGGCTTCCATTGCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1208:23774:19258 1 49 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 19 8 111 CCGTTTCTTGCAAtccattccattccattccatCCATCCATGCCGTTTCTTGCAATCCATTCCA GGAATGCAATGGAAGCCAACA 25 8 2 22 112 21 59,769 59,724 35,300 33,300 3,506,848 F 116 TCCGTTTCTTGCAAtccattccattccattccatCCATCCATGTTGGCttccattccattccattccattccattccattccaTCCATTCATGTTGGCTTCCATTGCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1208:23774:19258 1 49 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 19 8 112 TCCGTTTCTTGCAAtccattccattccattccatCCATCCAT TCCGTTTCTTGCAATCCATTCC GGAATGCAATGGAAGCCAACA 26 8 1 22 112 21 59,508 59,724 30,100 33,300 3,767,548 F 116 TCCGTTTCTTGCAAtccattccattccattccatCCATCCATGTTGGCttccattccattccattccattccattccattccaTCCATTCATGTTGGCTTCCATTGCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1208:31558:25218 1 35 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 4 157 ATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtg ATCGGTCAGAAGTCTGGTGG TACCCTCTGGACCTCTTGCA 4 92 11 20 167 20 59,102 59,884 46,100 40,800 1,014,661 F 178 gggggggAAAATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtggtggtgggggtggtggtggggggggggggggggggggggggggggggggggggTgggggggTggggggggggggggggggggggggggggggggAGGTGCAAGAGGTCCAGAGGGTAGGGTTGGGGTG

ST‐E00142:460:H2K7HCCXY:6:1208:31558:25218 1 35 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 153 ATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtg ATCGGTCAGAAGTCTGGTGG CTCTGGACCTCTTGCACCTC 4 88 11 20 163 20 59,102 59,751 46,100 38,500 1,147,162 F 178 gggggggAAAATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtggtggtgggggtggtggtggggggggggggggggggggggggggggggggggggTgggggggTggggggggggggggggggggggggggggggggAGGTGCAAGAGGTCCAGAGGGTAGGGTTGGGGTG

ST‐E00142:460:H2K7HCCXY:6:1208:31558:25218 1 35 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 4 162 ATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtg ATCGGTCAGAAGTCTGGTGG AACCCTACCCTCTGGACCTC 4 97 11 20 172 20 59,102 59,957 46,100 38,500 0.941201 F 178 gggggggAAAATCGGTCAGAAGTCTGGTggggggggtggtggtggtggtggtggtgggggtggtggtggggggggggggggggggggggggggggggggggggTgggggggTggggggggggggggggggggggggggggggggAGGTGCAAGAGGTCCAGAGGGTAGGGTTGGGGTG

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 3 10 197 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT ATCCTTAACCCTGGCACCG 10 127 1 20 197 19 58,245 59,392 44,000 49,400 3,362,791 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 10 198 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT TATCCTTAACCCTGGCACCG 10 127 1 20 198 20 58,245 59,165 44,000 49,400 2,589,792 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 10 199 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT ATATCCTTAACCCTGGCACCG 10 127 1 20 199 21 58,245 59,580 44,000 49,400 3,175,317 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 10 245 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT GCTCGAACCTAAGTAAGACTCCA 10 171 1 20 245 23 58,245 59,557 44,000 38,600 5,198,156 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 10 246 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT AGCTCGAACCTAAGTAAGACTCC 10 172 1 20 246 23 58,245 59,304 44,000 38,500 5,450,735 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 10 153 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT CTCTCTTGGCGGCAGAGAAT 10 82 1 20 153 20 58,245 59,822 44,000 24,000 1,932,784 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 10 154 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT TCTCTCTTGGCGGCAGAGAA 10 83 1 20 154 20 58,245 60,900 44,000 28,700 2,655,361 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 10 245 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT GCTCGAACCTAAGTAAGACTCC 10 172 1 20 245 22 58,245 57,969 44,000 38,500 5,786,597 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:10419:71506 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 10 182 GGCATATTGACCACAGCACTATGGTACTGTtggtggtgGGCATATTGACCACAGCACT ACCGGGAAGGCAATACAGC 10 112 1 20 182 19 58,245 60,078 44,000 44,000 2,832,895 F 249 GGCATATTGACCACAGCACTATGGTACTGTtggtggtggtggtggtggtggggggggggAGAGACACTCAAGTGGGAGAGCaaaaaGGAATGTAGTAATAATAgggggCAGAATAATTAgggggATAGATACTATTCTCTGCCGCCAagagagagTCCCCAAGGCTGTATTGCCTTCCCGGTGCCAGGGTTAAGGATATTGTAAGGATgagagaGTCCCTTATGGAGTCTTACTTAGGTTCGAGCTGTA

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 1 1 16 2 92 TACAAGGTACTGGTGCAGGTACgggagggagggagggaTACAAGGTACTGGTGCAGGT CTCCCTCCCTCTCTCCATCC 2 10 29 20 120 20 58,275 60,179 40,000 35,100 1,903,480 F 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 16 1 91 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTA CTCCCTCCCTCTCTCCATCC 1 10 30 20 120 20 58,275 60,179 30,800 35,100 1,903,480 F 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 16 0 91 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTAC CTCCCTCCCTCTCTCCATCC 0 10 30 21 120 20 59,653 60,179 33,400 35,100 1,525,657 F 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 1 9 0 167 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTAC CCCTCCTCTGTCCCTCCTC 0 1 30 21 196 19 59,653 60,076 33,400 37,100 2,422,322 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 14 2 190 TACAAGGTACTGGTGCAGGTACgggagggagggagggaTACAAGGTACTGGTGCAGGT CTCCCTCCCTCTCTCTCCCT 2 22 29 20 218 20 58,275 60,999 40,000 42,000 2,723,490 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 14 1 190 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTA ACTCCCTCCCTCTCTCTCCC 1 23 30 20 219 20 58,275 61,294 30,800 43,000 3,018,227 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 14 0 188 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTAC TCCCTCCCTCTCTCTCCCTC 0 21 30 21 217 20 59,653 60,997 33,400 43,000 2,343,484 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 14 0 189 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTAC CTCCCTCCCTCTCTCTCCCT 0 22 30 21 218 20 59,653 60,999 33,400 42,000 2,345,668 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:13291:39036 1 51 126 10 2 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 14 0 190 ACAAGGTACTGGTGCAGGTACgggagggagggagggagACAAGGTACTGGTGCAGGTAC ACTCCCTCCCTCTCTCTCCC 0 23 30 21 219 20 59,653 61,294 33,400 43,000 2,640,405 G 219 GTGCATTGTGGaaaaaaCTGAAGAACAATACAAGGTACTGGTGCAGGTACgggagggagggagggagggagggagggagggagggagggaAAGGGGAGAGGGATGgagagaGGGAGGGAGAgggggAggggggggggggAGGGAGGGGAGAAAgggggggggAAAGgagagagagaTGAGGAGGGACAGAGGAgggggAGGgagagagaGGGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 1 1 2 15 110 ACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACACTACCACCTTTCCCTGGGT AAAGCCACTCAGCTGCAAA 21 15 81 20 190 19 60,104 58,189 45,100 36,800 2,915,397 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 3 80 250 AACAGACCATGGGCCATCTTTACATATCCCTCAATG AACAGACCATGGGCCATCTT ACTGTTGGGAAATTTGAGAGTGC 80 92 22 20 271 23 59,294 59,681 24,000 44,000 4,025,555 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 79 247 ACAGACCATGGGCCATCTTTACATATCCCTCAATGT ACAGACCATGGGCCATCTTT TGTTGGGAAATTTGAGAGTGCT 79 91 23 20 269 22 59,294 58,435 25,200 44,000 4,271,740 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 79 249 ACAGACCATGGGCCATCTTTACATATCCCTCAATGT ACAGACCATGGGCCATCTTT ACTGTTGGGAAATTTGAGAGTGC 79 92 23 20 271 23 59,294 59,681 25,200 44,000 4,025,555 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 67 221 ACAGACCATGGGCCATCTTTACATATCCCTCAATGT ACAGACCATGGGCCATCTTT AGGACCAGTTTGCATCAGCT 79 67 23 20 243 20 59,294 59,597 25,200 42,400 1,109,704 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 67 222 AACAGACCATGGGCCATCTTTACATATCCCTCAATG AACAGACCATGGGCCATCTT AGGACCAGTTTGCATCAGCT 80 67 22 20 243 20 59,294 59,597 24,000 42,400 1,109,704 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 66 220 ACAGACCATGGGCCATCTTTACATATCCCTCAATGT ACAGACCATGGGCCATCTTT GGACCAGTTTGCATCAGCTG 79 66 23 20 242 20 59,294 59,475 25,200 42,400 1,231,295 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 21 163 ACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACACTACCACCTTTCCCTGGGT AGGACCAGTTTGCATCAGCT 21 67 81 20 243 20 60,104 59,597 45,100 42,400 0.507361 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 122 TACGGAGGGAGGACTACCACCTTTCCCTGGGTTAG TACGGAGGGAGGACTACCAC AAAGCCACTCAGCTGCAAA 33 15 69 20 190 19 59,743 58,189 41,600 36,800 3,068,346 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 30 171 GGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCGGAGGGAGGACTACCACCTT GGACCAGTTTGCATCAGCTG 30 66 72 20 242 20 59,957 59,475 35,000 42,400 0.567744 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 30 172 GGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCGGAGGGAGGACTACCACCTT AGGACCAGTTTGCATCAGCT 30 67 72 20 243 20 59,957 59,597 35,000 42,400 0.446152 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:15432:65001 1 122 35 8 1.5 AGG GAGGAGGAGGGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 15 119 GGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCGGAGGGAGGACTACCACCTT AAAGCCACTCAGCTGCAAA 30 15 72 20 190 19 59,957 58,189 35,000 36,800 2,854,188 F 273 AAGTCTTTGATATAAAAGAATAACAGACCATGGGCCATCTTTACATATCCCTCAATGTCACCAGCTTTTACGGAGGGAGGACTACCACCTTTCCCTGGGTTAGAGCAAAGTGAGACAACATgaggaggagGGggaggaggaggaggaggaggaggaGGTGGTGACGGTGGTTTTGCAGCTGAGTGGCttttttCTCTTTCTCAGAGAAGCAATGTCTGTATACAGCTGATGCAAACTGGTCCTAAGTAGCACTCTCAAATTTCCCAACAGTAT

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 1 1 6 15 134 CCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCCACAGCGAACTTCTTCCCT GCCTAAGACTTTGTGTGACCC 25 15 139 20 272 21 59,965 58,848 42,000 44,600 2,187,473 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 135 ACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGC ACCACAGCGAACTTCTTCCC GCCTAAGACTTTGTGTGACCC 26 15 138 20 272 21 60,250 58,848 39,700 44,600 2,402,353 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 141 ATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACATTCCCACCACAGCGAACTT GCCTAAGACTTTGTGTGACCC 32 15 132 20 272 21 59,890 58,848 26,600 44,600 2,262,502 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 142 AATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCAAATTCCCACCACAGCGAACT GCCTAAGACTTTGTGTGACCC 33 15 131 20 272 21 59,890 58,848 30,100 44,600 2,262,502 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 144 ACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCACAATTCCCACCACAGCGAA GCCTAAGACTTTGTGTGACCC 35 15 129 20 272 21 60,179 58,848 47,000 44,600 2,331,019 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 214 AGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGCCTGATTACTGCTGCAA GCCTAAGACTTTGTGTGACCC 105 15 59 20 272 21 59,671 58,848 40,800 44,600 2,481,276 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 215 GAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAGAGGCCTGATTACTGCTGCA GCCTAAGACTTTGTGTGACCC 106 15 58 20 272 21 60,108 58,848 44,100 44,600 2,259,524 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 216 TGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGT TGAGGCCTGATTACTGCTGC GCCTAAGACTTTGTGTGACCC 107 15 57 20 272 21 60,108 58,848 52,500 44,600 2,259,524 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 240 GCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTGCGTTGCCAAATGGACAAATC GCCTAAGACTTTGTGTGACCC 130 15 33 21 272 21 59,274 58,848 21,700 44,600 3,878,264 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 240 GCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTGCGTTGCCAAATGGACAAAT GCCTAAGACTTTGTGTGACCC 131 15 33 20 272 21 58,205 58,848 23,200 44,600 3,946,528 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 6 15 241 GCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTGCGTTGCCAAATGGACAAATC TGCCTAAGACTTTGTGTGACCC 130 15 33 21 273 22 59,274 60,487 21,700 44,600 4,212,797 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:17959:7251_ 1 184 53 10 1.5 AGGG ACTCACTCACTCACTCCCTCCCTCCCTCCCTCCCTCCCNA 0 0 10 15 128 CGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAA CGAACTTCTTCCCTCCCACC GCCTAAGACTTTGTGTGACCC 19 15 145 20 272 21 60,036 58,848 46,100 44,600 2,188,309 F 287 CCCATTTTAATTCCTTGCtttttGTTTCTTGGGCGTTGCCAAATGGACAAATCTTTTGAGGCCTGATTACTGCTGCaaaaaaaaaGCCTATGTAAAGGTAAATTaaaaaaaaaaaCCCTGCAGTTGAAACAATTCCCACCACAGCGAACTTCTTCCCTCCCACCCCACTCAGCCGCTGAAGCTactcactcactcActccctccctccctccctccctccctccctccctccctccTCCGGTCGCTTCCTGGGGTcacacaAAGTCTTAGGCATTAAAATGGGGTCA

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 1 1 12 1 90 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT TTCCATTCCATTCCACCCATCA 1 10 7 22 96 22 59,829 59,686 34,100 30,700 4,485,484 F 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 12 1 122 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT CATTCTCTTGGCATCCAATCCA 1 42 7 22 128 22 59,829 58,707 34,100 34,100 5,464,574 B 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 13 1 119 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT TCTCTTGGCATCCAATCCATTCT 1 38 7 22 125 23 59,829 59,796 34,100 24,000 5,374,947 B 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 14 1 119 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT TCTCTTGGCATCCAATCCATTC 1 39 7 22 125 22 59,829 58,441 34,100 26,700 5,730,306 B 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 17 1 93 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT CCATTCCATTCCATTCCACCC 1 14 7 22 99 21 59,829 58,958 34,100 46,100 4,212,938 F 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:19613:33357 1 30 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 18 1 94 TCGAATGGATGCCAAGATGAGTAaatggaatggaatgg TCGAATGGATGCCAAGATGAGT TCCATTCCATTCCATTCCACCC 1 14 7 22 100 22 59,829 60,359 34,100 46,100 4,530,380 F 128 ATGGAATCGAATGGATGCCAAGATGAGTAaatggaatggaatggaatggaatggaatggaatggATGCCAAGTTTGATGGGtggaatggaatggaatggaaTAGAATGGATTGGATGCCAAGAGAATG

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 57 208 TCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCT TCCTCCTTCATCTGCATTCTCC ACAAGTTCCACACTCAACACA 57 87 2 22 209 21 59,563 57,934 37,100 37,200 5,503,572 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 56 207 CCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTG CCTCCTTCATCTGCATTCTCCA ACAAGTTCCACACTCAACACA 56 87 3 22 209 21 59,828 57,934 38,600 37,200 5,238,373 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 56 207 CCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTG CCTCCTTCATCTGCATTCTCCA ACAAGTTCCACACTCAACACAA 56 86 3 22 209 22 59,828 58,583 38,600 33,300 5,589,183 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 56 242 CCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTG CCTCCTTCATCTGCATTCTCCA GGCTACAAGATTTAAGTAAGTCTGCT 56 117 3 22 244 26 59,828 59,181 38,600 42,400 8,991,228 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 56 243 CCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTG CCTCCTTCATCTGCATTCTCCA TGGCTACAAGATTTAAGTAAGTCTGC 56 118 3 22 245 26 59,828 59,406 38,600 42,600 8,766,240 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 56 249 CCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTG CCTCCTTCATCTGCATTCTCCA TGCAAATGGCTACAAGATTTAAGT 56 126 3 22 251 24 59,828 57,411 38,600 22,400 8,760,801 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 1 131 GGATGGCAGTGTGGGAGGGggaggaggaggaggagga GGATGGCAGTGTGGGAGG CACAAATGTGCCAGTTCATCT 1 70 62 18 192 21 59,727 57,071 43,000 29,000 6,202,176 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 31 180 GGTGTCTCTGGAATTgtggggtggggtgggGGGGATGG GGTGTCTCTGGAATTGTGGG ACAAGTTCCACACTCAACACA 31 87 30 20 209 21 58,174 57,934 46,100 37,200 4,892,676 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 2 132 GGGATGGCAGTGTGGGAGGGggaggaggaggaggaggGGGATGGCAGTGTGGGAG CACAAATGTGCCAGTTCATCT 2 70 61 18 192 21 59,727 57,071 43,000 29,000 6,202,176 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 0 130 GATGGCAGTGTGGGAGGGggaggaggaggaggaggag GATGGCAGTGTGGGAGGG CACAAATGTGCCAGTTCATCT 0 70 63 18 192 21 59,727 57,071 43,000 29,000 6,202,176 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 31 181 TGGTGTCTCTGGAATTgtggggtggggtgggGGGGATG TGGTGTCTCTGGAATTGTGGG ACAAGTTCCACACTCAACACAA 31 86 29 21 209 22 59,926 58,583 46,100 33,300 4,490,864 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20009:14775 1 81 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 31 181 TGGTGTCTCTGGAATTgtggggtggggtgggGGGGATG TGGTGTCTCTGGAATTGTGGG ACAAGTTCCACACTCAACACA 31 87 29 21 209 21 59,926 57,934 46,100 37,200 4,140,054 F 251 TTCCTCCTTCATCTGCATTCTCCAACATTGGTGTCTCTGGAATTgtggggtggggtgggGGGGATGGCAGTGTGGGAGGGggaggaggaggaggaggaggaGATACATGTGCAAAATAGAGaaaaaaaaCAAATTTAAatatatTTCAGACAAGATACTTTCAAGAGTTAAAGATGAACTGGCACATTTGTGTTGAGTGTGGAACTTGTATACATTGAAGCAGACTTACTTAAATCTTGTAGCCATTTGCA

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 1 1 13 25 131 GACGATGATGGCGataataataACACTAATAGTATtaaGACGATGATGGCGATAATAATAACACT TGGTACATAGGAACAATGGACAGT 25 40 49 27 179 24 59,724 59,466 35,500 35,500 11,810,279 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 13 25 184 GACGATGATGGCGataataataACACTAATAGTATtaaGACGATGATGGCGATAATAATAACACT TGCTTGCTCGTTATGGCGAT 25 97 49 27 232 20 59,724 60,462 35,500 45,800 7,737,649 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 13 25 231 GACGATGATGGCGataataataACACTAATAGTATtaaGACGATGATGGCGATAATAATAACACT TCCACACAAACATTGAGCGC 25 144 49 27 279 20 59,724 59,689 35,500 59,200 7,586,322 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 14 25 130 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACACT TGGTACATAGGAACAATGGACAGT 25 40 50 26 179 24 58,903 59,466 35,500 35,500 11,631,692 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 14 25 183 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACACT TGCTTGCTCGTTATGGCGAT 25 97 50 26 232 20 58,903 60,462 35,500 45,800 7,559,062 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 14 25 184 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACACT ATGCTTGCTCGTTATGGCGA 25 98 50 26 233 20 58,903 60,462 35,500 55,400 7,559,062 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 14 25 230 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACACT TCCACACAAACATTGAGCGC 25 144 50 26 279 20 58,903 59,689 35,500 59,200 7,407,735 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 14 12 100 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACACT ACACCTCAAGAATATTCAGCCA 25 12 50 26 149 22 58,903 57,425 35,500 47,500 11,671,867 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:20801:64878 1 101 15 5 1 AAT ATAATAATAATAATA NA 0 0 15 26 230 ACGATGATGGCGataataataACACTAATAGTATtaat ACGATGATGGCGATAATAATAACAC TCCACACAAACATTGAGCGC 26 144 50 25 279 20 57,709 59,689 33,200 59,200 7,601,400 F 287 AATGATGACGATTATGATGGAgatgatgatgatgatgatgatgatgatGACGATGATGGCGataataataACACTAATAGTATtaataataaTGATGATGataataataataataCATCTCCTTGAATGGCTGAATATTCTTGAGGTGTAAAATGACTGTCCATTGTTCCTATGTACCAATGTTTCTATGAGTTCTGGGCAGTAACATCAGAATCGCCATAACGAGCAAGCATATTTTCGAGGGGAAGGaaaaaGGTGGGCGCTCAATGTTtgtgtgGATGGCTATT

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 1 1 14 8 118 TGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagTGGGTTAGGGTTAGGCTTCG TCCAAACTCTGACCCTAACCC 8 27 26 20 143 21 59,093 59,017 37,900 41,100 2,889,733 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 15 8 117 TGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagTGGGTTAGGGTTAGGCTTCG CCAAACTCTGACCCTAACCCT 8 26 26 20 142 21 59,093 59,014 37,900 43,400 2,892,670 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 16 8 113 TGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagTGGGTTAGGGTTAGGCTTCG ACTCTGACCCTAACCCTAACCA 8 21 26 20 138 22 59,093 59,887 37,900 36,700 3,019,828 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 23 140 GGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTGGTTTAGGGTTAGGGATTGGGT TCGAATCCAAACTCTGACCCT 23 32 9 22 148 21 59,416 58,743 45,100 43,400 4,841,238 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 23 141 GGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTGGTTTAGGGTTAGGGATTGGGT CTCGAATCCAAACTCTGACCCT 23 32 9 22 149 22 59,416 59,765 45,100 43,400 4,818,939 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:23876:22915 1 54 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 23 142 GGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTGGTTTAGGGTTAGGGATTGGGT TCTCGAATCCAAACTCTGACCC 23 33 9 22 150 22 59,416 59,766 45,100 44,600 4,817,953 A 150 TAGGGTTAGGTTTAGGGTTAGGGATTGGGTTAGGGTTAGGCTTCGAGTTAGGTttagggttagggttagggttagggttagggttagggttagggTTATGGTTAGGGTTAGGGTTATGGTTAGGGTTAGGGTCAGAGTTTGGATTCGAGA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 1 1 10 3 96 tcATTCCGTCCATCGAACCGTTCAAccatccatccatcca TCATTCCGTCCATCGAACCG TTTGTGTGCGGGTGGATGAA 5 3 43 20 138 20 60,179 60,466 44,400 25,700 0.645493 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 12 5 169 tcATTCCGTCCATCGAACCGTTCAAccatccatccatcca TCATTCCGTCCATCGAACCG GGTGGCTGGATGGAAGGATC 5 76 43 20 211 20 60,179 60,179 44,400 33,600 0.358128 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 12 5 171 tcATTCCGTCCATCGAACCGTTCAAccatccatccatcca TCATTCCGTCCATCGAACCG TAGGTGGCTGGATGGAAGGA 5 78 43 20 213 20 60,179 59,956 44,400 33,600 0.223213 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 12 3 94 ATTCCGTCCATCGAACCGTTCAAccatccatccatccatc ATTCCGTCCATCGAACCGTT TTTGTGTGCGGGTGGATGAA 3 3 45 20 138 20 59,752 60,466 44,400 25,700 0.714661 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 12 3 169 ATTCCGTCCATCGAACCGTTCAAccatccatccatccatc ATTCCGTCCATCGAACCGTT TAGGTGGCTGGATGGAAGGA 3 78 45 20 213 20 59,752 59,956 44,400 33,600 0.292381 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 14 2 93 TTCCGTCCATCGAACCGTTCAAccatccatccatccatccaTTCCGTCCATCGAACCGTTC TTTGTGTGCGGGTGGATGAA 2 3 46 20 138 20 60,389 60,466 39,500 25,700 0.855280 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 15 41 200 ACCCATTCTtccatccatccaACCATTcatccatccatcATTCACCCATTCTTCCATCCATCCA TGGATGGAAGGATCGATGGC 41 70 6 21 205 20 58,783 59,602 34,100 44,000 2,614,822 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 15 41 206 ACCCATTCTtccatccatccaACCATTcatccatccatcATTCACCCATTCTTCCATCCATCCA GGTGGCTGGATGGAAGGATC 41 76 6 21 211 20 58,783 60,179 34,100 33,600 2,395,887 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:2930:13422_ 1 68 48 12 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 15 41 208 ACCCATTCTtccatccatccaACCATTcatccatccatcATTCACCCATTCTTCCATCCATCCA TAGGTGGCTGGATGGAAGGA 41 78 6 21 213 20 58,783 59,956 34,100 33,600 2,260,973 F 213 CATCTACCCATTCTtccatccatccaACCATTcatccatccatcATTCCGTCCATCGAACCGTTCAAccatccatccatccatccatccatccatccatccatccatccatccatCCGTTCATCCACCCGcacacaAAAATATCCTTACACCCACCaaaaaGTAACACGCCCCTTCATCAATTCAGCCATCGATCCTTCCATCCAGCCACCTA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 4 42 207 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC TCCTCCTGCTGAGTGCTGTA 42 104 1 20 207 20 59,382 60,252 46,100 27,400 0.870245 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 42 244 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC CCTGTCCAGTACGTCAAGTCA 42 140 1 20 244 21 59,382 59,388 46,100 34,100 2,230,434 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 42 245 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC ACCTGTCCAGTACGTCAAGTC 42 141 1 20 245 21 59,382 59,388 46,100 30,100 2,230,920 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 42 245 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC ACCTGTCCAGTACGTCAAGT 42 142 1 20 245 20 59,382 58,299 46,100 31,600 2,319,413 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 41 205 GTCCCTTCATGCACCACCAGTGCATCCCAGACCTCC GTCCCTTCATGCACCACCA TCCTCCTGCTGAGTGCTGTA 41 104 3 19 207 20 59,925 60,252 41,700 27,400 1,326,562 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 40 205 GTCCCTTCATGCACCACCAGTGCATCCCAGACCTCC GTCCCTTCATGCACCACCAG TCCTCCTGCTGAGTGCTGTA 40 104 3 20 207 20 60,962 60,252 40,000 27,400 1,214,143 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 39 141 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC TGGGCATTGTGGTCTTGGT 42 39 1 20 141 19 59,382 59,459 46,100 36,700 2,159,627 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 39 142 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC ATGGGCATTGTGGTCTTGGT 42 39 1 20 142 20 59,382 59,885 46,100 36,700 0.733412 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 38 141 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC TGGGCATTGTGGTCTTGGTG 42 38 1 20 141 20 59,382 60,827 46,100 41,700 1,445,547 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 37 140 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC GGGCATTGTGGTCTTGGTGG 42 37 1 20 140 20 59,382 61,535 46,100 46,100 2,153,662 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 4 107 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCT TAGTCCCTTCATGCACCACC CAGTGAGGAGGAGAGGACGA 42 4 1 20 107 20 59,382 60,035 46,100 42,000 0.653417 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 95 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC TGTGGTCTTGGTGGGAGACA 3 31 40 20 134 20 59,822 60,693 32,000 34,100 0.870592 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 96 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC TTGTGGTCTTGGTGGGAGAC 3 32 40 20 135 20 59,822 59,528 32,000 33,600 0.650307 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 99 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC GCATTGTGGTCTTGGTGGGA 3 35 40 20 138 20 59,822 60,539 32,000 43,700 0.717274 B 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 103 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC ATGGGCATTGTGGTCTTGGT 3 39 40 20 142 20 59,822 59,885 32,000 36,700 0.292791 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 143 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC TTCTCGGCCATCATGCAAGG 3 79 40 20 182 20 59,822 60,749 32,000 36,100 0.926928 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:30137:42306 1 63 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 168 GCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcc GCTCTGCCCTTCTTCCTCTC TCCTCCTGCTGAGTGCTGTA 3 104 40 20 207 20 59,822 60,252 32,000 27,400 0.429623 F 265 TAGTCCCTTCATGCACCACCAGTGCATCCCAGACCTCCCGCTCTGCCCTTCTTCCTCTCACTctcctcctcctcctcctcctcTTCATCGTCCTctcctcctcACTGGTGGTTGTGTCTCCCACCAAGACCACAATGCCCAtttttCTCAGCTACTTTAATGCCTTGCATGATGGCCGAGAAATAAATACAGCACTCAGCAGGAGGATAAAAGACCACTGTAATGACTTGACGTACTGGACAGGTTTCAACAAGAAACAGATAAA

ST‐E00142:460:H2K7HCCXY:6:1209:7019:66882_ 1 50 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 20 ‐46 108 GGCATGCCATGTGTTCTattccattccattccATCCATCC GGCATGCCATGTGTTCTATTCC TGGAATGGATGCCAAGATGG 27 ‐46 1 22 58 20 59,965 57,924 30,100 35,100 4,111,273 F 121 GGCATGCCATGTGTTCTattccattccattccATCCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCAtccattccattccatTACATTC

ST‐E00142:460:H2K7HCCXY:6:1209:7019:66882_ 1 50 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 21 ‐47 108 GGCATGCCATGTGTTCTattccattccattccATCCATCC GGCATGCCATGTGTTCTATTCC TGGAATGGATGCCAAGATGGA 27 ‐47 1 22 58 21 59,965 59,430 30,100 34,100 3,605,090 F 121 GGCATGCCATGTGTTCTattccattccattccATCCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCAtccattccattccatTACATTC

ST‐E00142:460:H2K7HCCXY:6:1209:7019:66882_ 1 50 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 22 ‐43 113 GGCATGCCATGTGTTCTattccattccattccATCCATCC GGCATGCCATGTGTTCTATTCC TGGAATGGAATGGATGCCAAGA 27 ‐43 1 22 63 22 59,965 60,024 30,100 30,200 4,059,243 F 121 GGCATGCCATGTGTTCTattccattccattccATCCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCAtccattccattccatTACATTC

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 1 1 20 ‐41 122 atggaatggaatgGATGCCaaaaaGGATGGATGAaatgg ATGGAATGGAATGGATGCCA CTAGGCATCCGCTCCATTCC ‐41 33 77 20 143 20 57,221 60,321 49,200 30,100 3,100,551 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 20 ‐42 117 tggaatggaatgGATGCCaaaaaGGATGGATGAaatgga TGGAATGGAATGGATGCCAA GCATCCGCTCCATTCCATTC ‐42 29 78 20 139 20 57,453 59,405 45,200 26,700 3,141,747 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 20 ‐42 121 tggaatggaatgGATGCCaaaaaGGATGGATGAaatgga TGGAATGGAATGGATGCCAA CTAGGCATCCGCTCCATTCC ‐42 33 78 20 143 20 57,453 60,321 45,200 30,100 2,867,774 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 21 20 140 TGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGTGGAATTGAATGGAATGGAATGG TCATTCCATCTAGGCATCCGC 20 41 13 23 152 21 57,382 59,998 31,600 55,400 6,619,957 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 22 19 140 TGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGTGGAATTGAATGGAATGGAATGGA TCATTCCATCTAGGCATCCGC 19 41 13 24 152 21 58,721 59,998 34,100 55,400 6,281,302 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7121:22827_ 1 56 35 7 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATGGNA 0 0 23 18 140 TGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGTGGAATTGAATGGAATGGAATGGAT TCATTCCATCTAGGCATCCGC 18 41 13 25 152 21 59,094 59,998 34,100 55,400 6,908,925 F 153 AATGAAATTGAATGGAATTgaatggaatggaatgGATGCCaaaaaGGATGGATGAaatggaatggaatggaatggaatggaatggaatggATGCCAAGATGAATGAAAGGAATGGAATCGAATGGAATGGAGCGGATGCCTAGATGGAATGAT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 1 1 14 18 104 TGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTT TGCTACTGCTACTGCTCCTG CGGCAGCAACAGAAACAGAA 18 25 34 20 137 20 59,180 59,337 38,600 30,200 1,482,845 B 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 14 18 105 TGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTT TGCTACTGCTACTGCTCCTG ACGGCAGCAACAGAAACAGA 18 26 34 20 138 20 59,180 60,464 38,600 34,100 1,283,880 B 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 14 17 104 GCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTT GCTACTGCTACTGCTCCTGT ACGGCAGCAACAGAAACAGA 17 26 35 20 138 20 59,179 60,464 40,000 34,100 1,284,525 B 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 50 210 TCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGTCTGCTCCTGTTTCTGCTGC CGGAAACAGGAGCAGCAGAA 50 99 2 20 211 20 60,605 60,604 52,500 30,200 1,208,487 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 16 43 203 CTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTG CTGTTTCTGCTGCTGCTCCT CGGAAACAGGAGCAGCAGAA 43 99 9 20 211 20 60,606 60,604 36,900 30,200 1,209,566 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 45 205 TCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTTCCTGTTTCTGCTGCTGCTC CGGAAACAGGAGCAGCAGAA 45 99 7 20 211 20 60,605 60,604 42,600 30,200 1,208,487 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 40 155 TTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTT TAGCAGAACAGGCACAGCAG 40 54 12 20 166 20 60,179 60,321 31,600 42,400 0.500043 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 39 154 TTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTTT TAGCAGAACAGGCACAGCAG 39 54 13 20 166 20 60,179 60,321 28,300 42,400 0.500043 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 39 155 TTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTTT ATAGCAGAACAGGCACAGCA 39 55 13 20 167 20 60,179 59,674 28,300 44,100 0.504942 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 10 110 TTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTTT CAGAAGCAGCAGCACAAACA 39 10 13 20 122 20 60,179 59,617 28,300 28,300 0.561882 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 8 108 TTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTTT GAAGCAGCAGCACAAACAGG 39 8 13 20 120 20 60,179 60,318 28,300 40,000 0.497454 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1209:7801:66338_ 1 72 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 18 8 109 TTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTTTCTGCTGCTGCTCCTGTT GAAGCAGCAGCACAAACAGG 40 8 12 20 120 20 60,179 60,318 31,600 40,000 0.497454 F 231 TTCTGCTCCTGTTTctgctgctgCTCCTGTTTCTGCTACTGCTACTGCTCCTGTTTCTGCTACTGCTCTTTctgctgctgctgctgctgctgTTGCTGCTCCTGTTTGtgctgctgcTTCTGTTTCTGTTGCTGCCGTAGtttttGCTGCTGTGCCTGTTCTGCTATTGTTTCTGATGATACCCCTATTTCTTCTGCTGCTCCTGTTTCCGCTGCAGCTCCTACTTCTGCT

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 1 1 13 21 138 TGGAATGGTATGTCATGAAATTTCATGTCATTGTAT TGGAATGGTATGTCATGAAATTTCA CCATGACATGACAATGCTTTCA 21 35 6 25 143 22 57,285 57,556 26,900 26,900 12,159,179 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 0 0 13 21 139 TGGAATGGTATGTCATGAAATTTCATGTCATTGTAT TGGAATGGTATGTCATGAAATTTCA TCCATGACATGACAATGCTTTCA 21 35 6 25 144 23 57,285 58,919 26,900 26,900 11,795,953 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 0 0 13 21 139 TGGAATGGTATGTCATGAAATTTCATGTCATTGTAT TGGAATGGTATGTCATGAAATTTCA TCCATGACATGACAATGCTTTCAA 21 34 6 25 144 24 57,285 59,476 26,900 26,900 12,238,823 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 0 0 15 28 143 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGGAATGGAATGGTATGTCATGA CCATGACATGACAATGCTTTCA 28 35 1 23 143 22 57,614 57,556 30,700 26,900 9,829,541 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 0 0 15 28 144 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGGAATGGAATGGTATGTCATGA TCCATGACATGACAATGCTTTCA 28 35 1 23 144 23 57,614 58,919 30,700 26,900 9,466,315 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:11515:2135_ 1 52 35 7 1 AATGG GGAATGGAATGGAATGGAATGGAATGGAATGGAATNA 0 0 16 27 144 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGGAATGGAATGGTATGTCATGAA TCCATGACATGACAATGCTTTCA 27 35 1 24 144 23 58,236 58,919 25,700 26,900 9,845,119 A 145 TGGAATGGAATGGTATGTCATGAAATTTCATGTCATTGTATATCATGACAAggaatggaatggaatggaatggaatggaatggaatAAAATGTAATGCCATGTCATGGAATGTAATGTAATTGAAAGCATTGTCATGTCATGGAA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 1 1 16 38 234 AGATCGGAGGCCAGGTACAATTTAAATCCAGAATG AGATCGGAGGCCAGGTACAA GGGTTAGTGTTAGGGTTGGAGT 112 38 38 20 271 22 60,325 59,359 24,100 38,500 2,966,617 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 38 268 TCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGTCCGGTCCAGAGAATCCCAA GGGTTAGTGTTAGGGTTGGAGT 146 38 4 20 271 22 60,253 59,359 41,200 38,500 2,893,833 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 38 269 TTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGATTCCGGTCCAGAGAATCCCA GGGTTAGTGTTAGGGTTGGAGT 147 38 3 20 271 22 60,253 59,359 43,700 38,500 2,893,833 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 34 156 GCACGAGccctaaccctaaccctaaCCCTTACACTACCACGCACGAGCCCTAACCCTAAC GGGTTAGTGTTAGGGTTGGAGT 34 38 116 20 271 22 60,462 59,359 23,400 38,500 3,102,837 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 33 155 CACGAGccctaaccctaaccctaaCCCTTACACTACCACC CACGAGCCCTAACCCTAACC GGGTTAGTGTTAGGGTTGGAGT 33 38 117 20 271 22 59,823 59,359 28,500 38,500 2,818,693 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 8 131 CCCTTACACTACCACCTACCCCAAGCACCaaccctaac CCCTTACACTACCACCTACCC GGGTTAGTGTTAGGGTTGGAGT 8 38 141 21 271 22 58,886 59,359 36,900 38,500 4,755,127 A 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 17 40 235 AGATCGGAGGCCAGGTACAATTTAAATCCAGAATG AGATCGGAGGCCAGGTACAA AGGGTTAGTGTTAGGGTTGGA 112 40 38 20 272 21 60,325 58,006 24,100 35,300 3,319,652 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 17 13 131 CACGAGccctaaccctaaccctaaCCCTTACACTACCACC CACGAGCCCTAACCCTAACC AGGGTTAGTGTTTGGGTTAGTGT 33 13 117 20 247 23 59,823 59,539 28,500 35,500 3,638,085 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 17 13 132 GCACGAGccctaaccctaaccctaaCCCTTACACTACCACGCACGAGCCCTAACCCTAAC AGGGTTAGTGTTTGGGTTAGTGT 34 13 116 20 247 23 60,462 59,539 23,400 35,500 3,922,228 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 17 8 132 CCCTTACACTACCACCTACCCCAAGCACCaaccctaac CCCTTACACTACCACCTACCC AGGGTTAGTGTTAGGGTTGGA 8 40 141 21 272 21 58,886 58,006 36,900 35,300 5,108,162 A 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 18 39 235 AGATCGGAGGCCAGGTACAATTTAAATCCAGAATG AGATCGGAGGCCAGGTACAA AGGGTTAGTGTTAGGGTTGGAG 112 39 38 20 272 22 60,325 59,089 24,100 38,600 3,236,274 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 18 39 269 TCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGTCCGGTCCAGAGAATCCCAA AGGGTTAGTGTTAGGGTTGGAG 146 39 4 20 272 22 60,253 59,089 41,200 38,600 3,163,490 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 18 33 156 CACGAGccctaaccctaaccctaaCCCTTACACTACCACC CACGAGCCCTAACCCTAACC AGGGTTAGTGTTAGGGTTGGAG 33 39 117 20 272 22 59,823 59,089 28,500 38,600 3,088,350 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 18 13 130 CACGAGccctaaccctaaccctaaCCCTTACACTACCACC CACGAGCCCTAACCCTAACC GGGTTAGTGTTTGGGTTAGTGT 33 13 117 20 246 22 59,823 58,176 28,500 35,500 4,001,506 F 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17188:53100 1 170 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 18 8 132 CCCTTACACTACCACCTACCCCAAGCACCaaccctaac CCCTTACACTACCACCTACCC AGGGTTAGTGTTAGGGTTGGAG 8 39 141 21 272 22 58,886 59,089 36,900 38,600 5,024,784 A 273 AATTCCGGTCCAGAGAATCCCAATGTCATAATCCCGGAGATCGGAGGCCAGGTACAATTTAAATCCAGAATGATCGACGAACCCTGaaaaaTGGTACATGGTaaaaaTAACACTGGCACGAGccctaaccctaaccctaaCCCTTACACTACCACCTACCCCAAGCACCaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACACAAACACAAACACTAACCCAAACACTAACCCTAAACTCCAACCCTAACACTAACCCTA

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 1 1 3 47 175 CCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGCCCAAACCGCTTCTACATCCT TGGGACCTGAACACTGAAGG 47 55 34 21 208 20 60,065 59,235 32,400 34,600 1,830,308 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 9 129 CCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGCCCAAACCGCTTCTACATCCT AGCTAGGAGAAGATGGAGGG 47 9 34 21 162 20 60,065 57,603 32,400 43,000 3,462,462 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 5 58 203 TGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTT TGTCATCTCTACCCAAACCGC TGCAGGGTGACATAGATTGGG 58 71 23 21 225 21 60,066 59,787 56,800 41,200 2,279,118 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 5 57 202 GTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTC GTCATCTCTACCCAAACCGCT TGCAGGGTGACATAGATTGGG 57 71 24 21 225 21 59,793 59,787 55,200 41,200 2,420,017 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 5 47 192 CCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGCCCAAACCGCTTCTACATCCT TGCAGGGTGACATAGATTGGG 47 71 34 21 225 21 60,065 59,787 32,400 41,200 2,278,106 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 5 44 171 AACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCAAACCGCTTCTACATCCTGCT TGGGACCTGAACACTGAAGG 44 55 38 20 208 20 59,095 59,235 42,400 34,600 1,670,247 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 5 9 125 AACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCAAACCGCTTCTACATCCTGCT AGCTAGGAGAAGATGGAGGG 44 9 38 20 162 20 59,095 57,603 42,400 43,000 3,302,401 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 43 170 ACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATACCGCTTCTACATCCTGCTT TGGGACCTGAACACTGAAGG 43 55 39 20 208 20 59,095 59,235 39,100 34,600 1,670,247 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17848:53469 1 102 32 8 1 AATT TTAATTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 9 124 ACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATACCGCTTCTACATCCTGCTT AGCTAGGAGAAGATGGAGGG 43 9 39 20 162 20 59,095 57,603 39,100 43,000 3,302,401 A 228 ATTACTTCTTGCTTTTATAATTTGTCATCTCTACCCAAACCGCTTCTACATCCTGCTTTCCTGAACTTAGGTCATCCTTCTCTATTGTGCCAATACCATCCttaattaattaattaattaattaattaattaaGAGAGCCACCCCTCCATCTTCTCCTAGCTTCCTTTCCTTCCTAAATGTCATGTATCCTTCAGTGTTCAGGTCCCAATCTATGTCACCCTGCAACC

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 1 1 2 1 101 TCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTCCTCATCTGATCTGGGCCT TCAACTATAGGGTGGGAGGG 18 1 163 20 263 20 59,733 57,510 51,900 43,000 2,756,582 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 2 1 102 ATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACATCCTCATCTGATCTGGGCCT TCAACTATAGGGTGGGAGGG 18 1 162 21 263 20 60,132 57,510 51,900 43,000 3,621,990 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 2 1 103 CATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACATCCTCATCTGATCTGGGCC TCAACTATAGGGTGGGAGGG 19 1 161 21 263 20 59,997 57,510 58,000 43,000 3,492,876 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 3 1 143 ACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAA ACTGGTTCACTGAAGTAACCCTT TCAACTATAGGGTGGGAGGG 57 1 121 23 263 20 59,542 57,510 39,500 43,000 5,948,015 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 3 1 144 AACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAA AACTGGTTCACTGAAGTAACCCT TCAACTATAGGGTGGGAGGG 58 1 120 23 263 20 59,542 57,510 43,400 43,000 5,948,015 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 3 1 196 TCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATCACATTTACTGGAAAGTGACCA TCAACTATAGGGTGGGAGGG 110 1 68 23 263 20 57,958 57,510 40,200 43,000 7,531,991 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 4 1 143 ACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAA ACTGGTTCACTGAAGTAACCCT TCAACTATAGGGTGGGAGGG 58 1 121 22 263 20 58,954 57,510 43,400 43,000 5,535,902 A 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 4 1 197 CTCACATTTACTGGAAAGTGACCATTAAAGTTTTGG CTCACATTTACTGGAAAGTGACCA TCAACTATAGGGTGGGAGGG 110 1 67 24 263 20 58,937 57,510 40,200 43,000 7,552,732 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 4 1 198 CCTCACATTTACTGGAAAGTGACCATTAAAGTTTTG CCTCACATTTACTGGAAAGTGACC TCAACTATAGGGTGGGAGGG 111 1 66 24 263 20 59,544 57,510 40,200 43,000 6,945,405 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 7 1 252 CCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttCCTTCTGCTTCTGGTTCTCCT TCAACTATAGGGTGGGAGGG 168 1 12 21 263 20 59,372 57,510 36,900 43,000 4,117,362 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 7 1 253 ACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCt ACCTTCTGCTTCTGGTTCTCC TCAACTATAGGGTGGGAGGG 169 1 11 21 263 20 59,651 57,510 37,100 43,000 3,838,884 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:17949:20770 1 201 42 7 1 AGAGGG CTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCT NA 0 0 8 1 252 CCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttCCTTCTGCTTCTGGTTCTCC TCAACTATAGGGTGGGAGGG 169 1 12 20 263 20 57,894 57,510 37,100 43,000 4,596,005 F 263 TGCATCTTGAACCTTCTGCTTCTGGTTCTCCTATTTCATTCTCAATCtttttATGAATGTAAAGACCTCACATTTACTGGAAAGTGACCATTAAAGTTTTGGATTGTCGTGaaaaaTTCAACTGGTTCACTGAAGTAACCCTTTAGGGAAGGAAACCTGTCATCCTCATCTGATCTGGGCCTATGTGTTACTCCCCACCTctctccctctccctctccctctccctctccctctccctctccCCCCTCCCACCCTATAGTTGA

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 1 1 13 38 207 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG AGGGAGAGAGACAGAGAAGCA 41 38 12 20 218 21 60,250 59,643 53,400 39,100 1,607,288 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 13 37 206 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG GGGAGAGAGACAGAGAAGCAG 41 37 12 20 217 21 60,250 59,249 53,400 42,400 2,000,646 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 13 31 197 CTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCG CTCTTGTGCGCTTGCTTGTC AGGGAGAGAGACAGAGAAGCA 31 38 22 20 218 21 60,385 59,643 31,800 39,100 1,742,643 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC
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ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 20 8 190 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG AGCAGAGACAGAGAAGCAGA 41 8 12 20 187 20 60,250 58,078 53,400 42,600 2,171,850 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 7 190 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG AGCAGAGACAGAGAAGCAGAG 41 7 12 20 187 21 60,250 59,179 53,400 33,500 2,070,387 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 7 190 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG AGCAGAGACAGAGAAGCAGAG 41 7 12 20 187 21 60,250 59,179 53,400 33,500 2,070,387 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 6 189 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG GCAGAGACAGAGAAGCAGAGA 41 6 12 20 186 21 60,250 59,182 53,400 31,000 2,067,928 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 6 189 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG GCAGAGACAGAGAAGCAGAGA 41 6 12 20 186 21 60,250 59,182 53,400 31,000 2,067,928 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 2 150 TTGctctctCGCGAATATCGCGctctctctTTCtccttccttc TTGCTCTCTCGCGAATATCG GCAGAGACAGAGAAGCAGAGA 2 6 51 20 186 21 57,962 59,182 29,200 31,000 3,856,001 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 2 151 CTTGctctctCGCGAATATCGCGctctctctTTCtccttcctt CTTGCTCTCTCGCGAATATCG GCAGAGACAGAGAAGCAGAGA 2 6 50 21 186 21 59,025 59,182 29,200 31,000 3,793,422 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 21 2 152 CTTGctctctCGCGAATATCGCGctctctctTTCtccttcctt CTTGCTCTCTCGCGAATATCG AGCAGAGACAGAGAAGCAGAG 2 7 50 21 187 21 59,025 59,179 29,200 33,500 3,795,881 F 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18528:39493 1 73 87 19 1.5 AAGG CTCTCTCTTTCTCCTTCCTTCCTTCCTTCCTTCCTTCCTNA 0 0 22 8 192 TTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTC TTCACACTCCCTCTTGTGCG GAAGCAGAGACAGAGAAGCAGA 41 8 12 20 189 22 60,250 59,769 53,400 42,600 2,480,860 B 235 CTGTGCTTTCTTTCACACTCCCTCTTGTGCGCTTGCTTGTCctctctTTCTTGctctctCGCGAATATCGCGctctctctTTCtccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcctTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGTCTCTGCTTCTCTGtctctctcCCTACAtctctctctcACTC

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 1 1 14 1 189 GCGAGAGGGAGACAGAGTgagagaAAATGAGACAGGCGAGAGGGAGACAGAGTGA GTCTCCCTCCCGCTCTGTAT 50 1 59 20 247 20 60,678 60,468 34,100 22,900 1,146,765 F 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 138 ACAAGACTGAGGGAGACAGGgagagagaGTtagatag ACAAGACTGAGGGAGACAGG TCTCCCTCCCGCTCTGTATC 0 0 109 20 246 20 58,361 60,179 40,000 22,400 1,817,516 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 139 ACAAGACTGAGGGAGACAGGgagagagaGTtagatag ACAAGACTGAGGGAGACAGG GTCTCCCTCCCGCTCTGTAT 0 1 109 20 247 20 58,361 60,468 40,000 22,900 2,106,929 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 139 AACAAGACTGAGGGAGACAGGgagagagaGTtagata AACAAGACTGAGGGAGACAGG TCTCCCTCCCGCTCTGTATC 0 0 108 21 246 20 59,026 60,179 40,000 22,400 2,153,222 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 140 GAACAAGACTGAGGGAGACAGGgagagagaGTtaga GAACAAGACTGAGGGAGACAGG TCTCCCTCCCGCTCTGTATC 0 0 107 22 246 20 60,029 60,179 40,000 22,400 2,207,554 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 140 AACAAGACTGAGGGAGACAGGgagagagaGTtagata AACAAGACTGAGGGAGACAGG GTCTCCCTCCCGCTCTGTAT 0 1 108 21 247 20 59,026 60,468 40,000 22,900 2,442,635 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 188 GCGAGAGGGAGACAGAGTgagagaAAATGAGACAGGCGAGAGGGAGACAGAGTGA TCTCCCTCCCGCTCTGTATC 50 0 59 20 246 20 60,678 60,179 34,100 22,400 0.857353 F 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 189 AGCGAGAGGGAGACAGAGTgagagaAAATGAGACAAGCGAGAGGGAGACAGAGT TCTCCCTCCCGCTCTGTATC 52 0 58 19 246 20 59,311 60,179 32,400 22,400 1,867,798 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 189 AGCGAGAGGGAGACAGAGTgagagaAAATGAGACAAGCGAGAGGGAGACAGAGTG TCTCCCTCCCGCTCTGTATC 51 0 58 20 246 20 60,680 60,179 35,100 22,400 0.858627 F 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 190 GAGCGAGAGGGAGACAGAGTgagagaAAATGAGACGAGCGAGAGGGAGACAGAGT TCTCCCTCCCGCTCTGTATC 52 0 57 20 246 20 60,394 60,179 32,400 22,400 0.572795 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 14 0 201 TgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagTGAGAGAGCCAGAGCGAGAG TCTCCCTCCCGCTCTGTATC 63 0 46 20 246 20 60,748 60,179 32,000 22,400 0.926631 F 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 16 7 197 AGAGCGAGAGGGAGACAGAGTgagagaAAATGAGAAGAGCGAGAGGGAGACAGAG ATTCAGTCTCCCTCCCGCT 53 7 56 20 252 19 60,107 59,998 33,500 55,200 1,109,488 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:18568:23565 1 129 98 22 1.5 AGAT GAGAGAGAGTTAGATAGATAGATAGATAGATAGA NA 0 0 16 0 191 AGAGCGAGAGGGAGACAGAGTgagagaAAATGAGAAGAGCGAGAGGGAGACAGAG TCTCCCTCCCGCTCTGTATC 53 0 56 20 246 20 60,107 60,179 33,500 22,400 0.286201 B 254 gagagaGTTAATgagagagagagagagaCAGAGGGACTGAATGAGTgagagaGCCAGAGCGAGAGGGAGACAGAGTgagagaAAATGAGACAGATAGAAATACAGAGAACAAGACTGAGGGAGACAGGgagagagaGTtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaGATACAGAGCGGGAGGGAGACTGAATGA

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 1 1 4 22 172 AGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTG AGAACATTCTCATGGCCTAGCT GATGCCCTTCCCAGAGCTTT 80 22 84 22 255 20 59,223 60,034 33,200 35,100 2,810,235 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 173 CAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTT CAGAACATTCTCATGGCCTAGC GATGCCCTTCCCAGAGCTTT 81 22 83 22 255 20 59,123 60,034 34,200 35,100 2,910,866 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 177 ACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAAACAACAGAACATTCTCATGGCC GATGCCCTTCCCAGAGCTTT 85 22 79 22 255 20 59,178 60,034 53,600 35,100 2,855,668 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 210 ACAACATGGCCAGTGCTGTAATGATGGAAGTGAACACAACATGGCCAGTGCTGTA GATGCCCTTCCCAGAGCTTT 120 22 46 20 255 20 59,890 60,034 27,400 35,100 0.143993 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 241 CTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACCTGAGCCTTACTGCCACCTT GATGCCCTTCCCAGAGCTTT 151 22 15 20 255 20 59,674 60,034 35,000 35,100 0.359962 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 243 CTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACA CTCTGAGCCTTACTGCCACC GATGCCCTTCCCAGAGCTTT 153 22 13 20 255 20 60,108 60,034 46,100 35,100 0.141644 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 22 248 TGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGC TGCTGCTCTGAGCCTTACTG GATGCCCTTCCCAGAGCTTT 158 22 8 20 255 20 59,751 60,034 27,400 35,100 0.282264 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 5 22 118 TCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaa TCCTGTTTCTCAAGATACTGAATCA GATGCCCTTCCCAGAGCTTT 23 22 138 25 255 20 57,755 60,034 25,700 35,100 7,278,585 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 5 21 118 TCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaa TCCTGTTTCTCAAGATACTGAATCAGA GATGCCCTTCCCAGAGCTTT 21 22 138 27 255 20 59,821 60,034 32,700 35,100 7,212,859 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 6 21 117 CCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaa CCTGTTTCTCAAGATACTGAATCAGA GATGCCCTTCCCAGAGCTTT 21 22 139 26 255 20 58,674 60,034 32,700 35,100 7,360,152 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 8 22 225 CCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAACCTTTGACAGCGCTGACAAC GATGCCCTTCCCAGAGCTTT 135 22 31 20 255 20 60,041 60,034 33,200 35,100 0.074657 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19207:64193 1 186 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 8 21 224 CCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAACCTTTGACAGCGCTGACAAC ATGCCCTTCCCAGAGCTTTG 135 21 31 20 254 20 60,041 60,324 33,200 27,700 0.365050 F 274 CTTTGTCTGCTGCTCTGAGCCTTACTGCCACCTTTGACAGCGCTGACAACATGGCCAGTGCTGTAATGATGGAAGTGAACAACAGAACATTCTCATGGCCTAGCTTTCtttttAAATCTTGCTTTTGaaaaaaaaaaTCCTGTTTCTCAAGATACTGAATCAGAAGACTGTaaaaaaTGTATTTAaaacaaacaaacaaacaaacaaacaaacAAAAGAATGACTCCCAAcccccAAAGCTCTGGGAAGGGCATCTTCCTCTCCTCTATTCAAG

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 1 1 2 23 259 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGT CGCCTCATAGATGGTCAGATTTG ATCATGAACCCTGGCAGACG 172 23 1 23 259 20 59,255 60,108 23,200 41,800 3,852,450 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 2 17 188 TTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGATTAGTCCCACACCACGATGT AACCCTGGCAGACGTCATTC 110 17 66 20 253 20 58,656 60,322 30,600 26,700 1,665,718 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 23 144 TGGCTTACCAACGATGACACTGGAGGTATCTTTGCCTGGCTTACCAACGATGACACT ATCATGAACCCTGGCAGACG 59 23 116 21 259 20 59,654 60,108 35,500 41,800 1,453,903 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 23 195 GTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGGTTAGTCCCACACCACGATGT ATCATGAACCCTGGCAGACG 110 23 65 21 259 20 59,998 60,108 30,600 41,800 1,109,141 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 23 259 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGT CGCCTCATAGATGGTCAGATT ATCATGAACCCTGGCAGACG 174 23 1 21 259 20 57,325 60,108 24,000 41,800 3,782,036 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 17 189 GTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGGTTAGTCCCACACCACGATGT AACCCTGGCAGACGTCATTC 110 17 65 21 253 20 59,998 60,322 30,600 26,700 1,323,285 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 17 253 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGT CGCCTCATAGATGGTCAGATT AACCCTGGCAGACGTCATTC 174 17 1 21 253 20 57,325 60,322 24,000 26,700 3,996,180 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 23 137 CCAACGATGACACTGGAGGTATCTTTGCCAATAtttt CCAACGATGACACTGGAGGT ATCATGAACCCTGGCAGACG 53 23 123 20 259 20 59,678 60,108 38,500 41,800 0.429179 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 23 196 TGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTT TGTTAGTCCCACACCACGATG ATCATGAACCCTGGCAGACG 111 23 64 21 259 20 59,998 60,108 38,400 41,800 1,109,028 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 17 131 CCAACGATGACACTGGAGGTATCTTTGCCAATAtttt CCAACGATGACACTGGAGGT AACCCTGGCAGACGTCATTC 53 17 123 20 253 20 59,678 60,322 38,500 26,700 0.643323 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 17 190 TGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTT TGTTAGTCCCACACCACGATG AACCCTGGCAGACGTCATTC 111 17 64 21 253 20 59,998 60,322 38,400 26,700 1,323,172 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:19613:5968_ 1 196 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 5 23 138 ACCAACGATGACACTGGAGGTATCTTTGCCAATAtt ACCAACGATGACACTGGAGG ATCATGAACCCTGGCAGACG 54 23 122 20 259 20 59,678 60,108 43,000 41,800 0.429179 F 268 CGCCTCATAGATGGTCAGATTTGAGTTACTACATGTTTTAGAAAACTATTCCATTTAGCAAGATGTTAGTCCCACACCACGAtgtgtgGTAACTTCAATTTGAAGTCAACAAAGTTGGCTTACCAACGATGACACTGGAGGTATCTTTGCCAATAtttttttCAAGGAATTATTTAAATAATCATTTGATTATAGtcatcatcatcatcatcatcaTTAGTCCATCGAAAGGGGAATGACGTCTGCCAGGGTTCATGATTtgtgtgTT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 1 1 2 23 214 GGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGGGATGTCCGCCTAAGAGCAG TCGTTGTCCGTTGTCTCTCT 63 23 56 20 269 20 60,250 58,684 42,400 31,000 1,565,347 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 2 23 216 GTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTGTGGATGTCCGCCTAAGAGC TCGTTGTCCGTTGTCTCTCT 65 23 54 20 269 20 60,531 58,684 40,900 31,000 1,846,560 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 2 23 267 AATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGG AATCCTCCCAATGCTGAGGG TCGTTGTCCGTTGTCTCTCT 116 23 3 20 269 20 59,445 58,684 43,000 31,000 1,870,482 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 3 22 214 GGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGGGATGTCCGCCTAAGAGCAG TCGTTGTCCGTTGTCTCTCTT 63 22 56 20 269 21 60,250 59,320 42,400 28,500 1,929,337 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 3 22 267 AATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGG AATCCTCCCAATGCTGAGGG TCGTTGTCCGTTGTCTCTCTT 116 22 3 20 269 21 59,445 59,320 43,000 28,500 2,234,472 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 4 19 263 AATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGG AATCCTCCCAATGCTGAGGG TGTCCGTTGTCTCTCTTCCA 116 19 3 20 265 20 59,445 58,300 43,000 35,300 2,254,522 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 4 1 194 GGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGGGATGTCCGCCTAAGAGCAG TCCATTGCATCAGTGGAATCTT 63 1 56 20 249 22 60,250 58,028 42,400 24,000 4,221,790 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 4 1 247 AATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGG AATCCTCCCAATGCTGAGGG TCCATTGCATCAGTGGAATCTT 116 1 3 20 249 22 59,445 58,028 43,000 24,000 4,526,925 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 19 189 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT TGTCCGTTGTCTCTCTTCCA 35 19 77 27 265 20 57,559 58,300 37,400 35,300 11,140,503 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 18 189 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT TGTCCGTTGTCTCTCTTCCAT 35 18 77 27 265 21 57,559 58,752 37,400 34,100 11,689,021 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 15 186 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT CCGTTGTCTCTCTTCCATTGC 35 15 77 27 262 21 57,559 59,266 37,400 35,600 11,175,238 F 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 2 173 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT TCCATTGCATCAGTGGAATCT 35 2 77 27 249 21 57,559 57,343 37,400 24,000 13,098,171 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 2 194 GGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGGGATGTCCGCCTAAGAGCAG TCCATTGCATCAGTGGAATCT 63 2 56 20 249 21 60,250 57,343 42,400 24,000 3,907,055 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 2 196 GTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTGTGGATGTCCGCCTAAGAGC TCCATTGCATCAGTGGAATCT 65 2 54 20 249 21 60,531 57,343 40,900 24,000 4,188,268 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 2 247 AATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGG AATCCTCCCAATGCTGAGGG TCCATTGCATCAGTGGAATCT 116 2 3 20 249 21 59,445 57,343 43,000 24,000 4,212,190 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 2 248 GAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAG GAATCCTCCCAATGCTGAGGG TCCATTGCATCAGTGGAATCT 116 2 2 21 249 21 60,478 57,343 43,000 24,000 5,135,686 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 1 173 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT TCCATTGCATCAGTGGAATCTT 35 1 77 27 249 22 57,559 58,028 37,400 24,000 13,412,906 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:21968:59446 1 139 88 19 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 5 0 173 AAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAAAAGAGAAAGTTTGAAATTTGAAAGCT TCCATTGCATCAGTGGAATCTTA 35 0 77 27 249 23 57,559 57,885 37,400 21,000 14,555,537 B 270 AGAATCCTCCCAATGCTGAGGGGCTTCAGTGGCAAGGATGCATTAGACAGGCTGTGGATGTCCGCCTAAGAGCAGAAAAGAGAAAGTTTGAAATTTGAAAGCTATATTCATAGTCATGAAAAGTCTGGTTAGATAGACagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaaagaaagaaTAAGATTCCACTGATGCAATGGAagagagACAACGGACAACGAT

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 1 1 3 81 243 TCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTTCATCATTGTCCTGGGTGAC ACTGCTACAAGGAGTACCATCT 99 81 2 20 244 22 57,213 58,286 36,700 29,000 6,501,617 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 81 244 TCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTTCATCATTGTCCTGGGTGAC AACTGCTACAAGGAGTACCATCT 99 81 2 20 245 23 57,213 58,903 36,700 29,000 6,884,891 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 80 243 TCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTTCATCATTGTCCTGGGTGAC ACTGCTACAAGGAGTACCATCTC 99 80 2 20 244 23 57,213 59,298 36,700 27,500 6,489,518 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 54 200 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT TCCAAAGCTACCTGGTGACA 85 54 16 20 215 20 59,894 58,570 38,500 35,800 1,536,079 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 54 201 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT TTCCAAAGCTACCTGGTGACA 85 54 16 20 216 21 59,894 59,228 38,500 35,800 1,878,003 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 54 202 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT TTTCCAAAGCTACCTGGTGACA 85 54 16 20 217 22 59,894 59,826 38,500 35,800 2,279,932 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 11 132 TCTGTCAAATTAAGAACGTTTGAAGTTATCAATATT TCTGTCAAATTAAGAACGTTTGAAGT TCCAAAGCTACCTGGTGACA 11 54 84 26 215 20 58,019 58,570 30,100 35,800 9,411,072 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 6 113 AGGCATGAATCTGTATATGGATCTGAATCTGTCAAAAGGCATGAATCTGTATATGGATCTGA GTCAGGTGGACTTGATGTCAAC 38 6 57 26 169 22 59,557 59,191 32,700 31,800 9,251,427 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 7 41 188 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT TGGTGACAGAGTGCTACATGT 85 41 16 20 203 21 59,894 59,029 38,500 32,100 2,076,789 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 8 40 188 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT TGGTGACAGAGTGCTACATGTC 85 40 16 20 203 22 59,894 60,029 38,500 30,600 2,135,169 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 9 40 187 GGTGACCTCAACCACTTCGTATTGGATGTATTGGAGGGTGACCTCAACCACTTCGT GGTGACAGAGTGCTACATGTC 85 40 16 20 202 21 59,894 58,388 38,500 30,600 2,717,667 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:24485:4702_ 1 121 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 9 18 138 TCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATC TCTGAATCTGTCAAATTAAGAACGT TCCAAAGCTACCTGGTGACA 18 54 78 25 215 20 57,037 58,570 39,900 35,800 9,392,894 A 262 ATCATCATTGTCCTGGGTGACCTCAACCACTTCGTATTGGATGTATTGGAGATAAAAGGCATGAATCTGTATATGGATCTGAATCTGTCAAATTAAGAACGTTTGAAGTTATCAATATTAaataataataataataataatACTACTGTTGACATCAAGTCCACCTGACTGAGTGTTATATGACATGTAGCACTCTGTCACCAGGTAGCTTTGGAAATAGGGAGATGGTACTCCTTGTAGCAGTTTTATACAGTTAAGTGAC

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 1 1 8 1 115 GCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGGA TCGGTCATGCTCACTCACAC 38 1 21 20 135 20 59,318 60,038 35,300 38,200 0.719984 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 8 0 114 GCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGGA CGGTCATGCTCACTCACACT 38 0 21 20 134 20 59,318 60,038 35,300 35,500 0.719616 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 8 0 115 AGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGG CGGTCATGCTCACTCACACT 39 0 20 20 134 20 59,316 60,038 37,700 35,500 0.721855 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 10 2 90 TGTGAGTGACTCAGTATGTATGTGACtgagtgagtgag TGTGAGTGACTCAGTATGTATGTG TATGCACTCGGTCATGCTCA 2 8 53 24 142 20 58,046 59,177 32,100 42,600 6,777,795 A 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 11 1 90 TGTGAGTGACTCAGTATGTATGTGACtgagtgagtgag TGTGAGTGACTCAGTATGTATGTGA TATGCACTCGGTCATGCTCA 1 8 53 25 142 20 59,290 59,177 35,800 42,600 6,533,559 A 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 11 1 93 TGTGAGTGACTCAGTATGTATGTGACtgagtgagtgag TGTGAGTGACTCAGTATGTATGTGA ACATATGCACTCGGTCATGCT 1 10 53 25 145 21 59,290 59,860 35,800 37,900 6,849,753 A 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 39 183 AGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGG CTCACTCGCTCACACACTCA 39 68 20 20 202 20 59,316 59,688 37,700 34,100 0.996075 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 38 182 GCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGGA CTCACTCGCTCACACACTCA 38 68 21 20 202 20 59,318 59,688 35,300 34,100 0.993836 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 38 183 GCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGGA ACTCACTCGCTCACACACTC 38 69 21 20 203 20 59,318 59,688 35,300 35,100 0.994149 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 2 161 TGTGAGTGACTCAGTATGTATGTGACtgagtgagtgag TGTGAGTGACTCAGTATGTATGTG TCACTCATTAACTCACTCGCTC 2 77 53 24 213 22 58,046 57,902 32,100 50,300 10,052,390 B 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 1 161 TGTGAGTGACTCAGTATGTATGTGACtgagtgagtgag TGTGAGTGACTCAGTATGTATGTGA TCACTCATTAACTCACTCGCTC 1 77 53 25 213 22 59,290 57,902 35,800 50,300 9,808,154 B 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 16 0 160 GTGAGTGACTCAGTATGTATGTGACtgagtgagtgagt GTGAGTGACTCAGTATGTATGTGAC TCACTCATTAACTCACTCGCTC 0 77 54 25 213 22 58,969 57,902 36,700 50,300 10,128,905 B 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 17 39 190 AGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGG TCATTAACTCACTCGCTCACACA 39 72 20 20 209 23 59,316 59,995 37,700 37,200 3,689,339 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 19 39 192 AGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGG ACTCATTAACTCACTCGCTCACA 39 74 20 20 211 23 59,316 59,744 37,700 35,800 3,939,861 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1210:27864:38754 1 79 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 19 38 191 GCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGCTCACAGAGACTGGTTGGA ACTCATTAACTCACTCGCTCACA 38 74 21 20 211 23 59,318 59,744 35,300 35,800 3,937,622 F 237 ACCTGCCACACGCtttttCAGCTCACAGAGACTGGTTGGAAAGATAtttttATGTGAGTGACTCAGTATGTATGTGACtgagtgagtgagtgagtgagtgagtgagtgagtgagAGTGTGAGTGAGCATGACCGAGTGCATATGTGTTTGTGCCTGTGAGTAAGTGTGAGTGAgtgtgtTAATGAgtgtgtGAGCGAGTGAGTTAATGAGTGAATTTGAGTGCATAAGATGAGTGAT

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 1 1 4 1 132 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG CACCCACCAGTCTCAACACA 1 27 41 18 172 20 60,360 59,820 49,400 37,200 2,540,146 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 1 190 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG CAACAGCAATGCCCATCCAG 1 85 41 18 230 20 60,360 59,825 49,400 38,600 2,534,820 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 0 189 GGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgcGGCCCAGAGTTTCCGTGA CAACAGCAATGCCCATCCAG 0 85 42 18 230 20 59,252 59,825 43,500 38,600 2,922,531 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 0 190 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTGA CAACAGCAATGCCCATCCAG 0 85 41 19 230 20 61,891 59,825 43,500 38,600 3,065,611 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 5 1 192 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG GCCAACAGCAATGCCCATC 1 88 41 18 232 19 60,360 60,154 49,400 35,100 3,513,484 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 8 1 168 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG CCCTTCCCTCCCTCTACTGG 1 63 41 18 208 20 60,360 60,399 49,400 40,000 2,759,209 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 8 0 167 GGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgcGGCCCAGAGTTTCCGTGA CCCTTCCCTCCCTCTACTGG 0 63 42 18 208 20 59,252 60,399 43,500 40,000 3,146,919 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 12 1 115 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG ACATCACCATCACCACCAGC 1 10 41 18 155 20 60,360 60,323 49,400 48,500 2,682,791 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:13108:16287 1 60 66 22 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 14 1 114 GGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgct GGGCCCAGAGTTTCCGTG CATCACCATCACCACCAGCA 1 9 41 18 154 20 60,360 60,323 49,400 44,100 2,682,701 A 243 TACCGCCCTCCAGTGGGTGGGGAAATGCTCCaggaggaggGGGCCCAGAGTTTCCGTGAtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGTTGCTGTTGCTGGTGGTGATGGTGATGTGTTGAGACTGGTGGGTGGGCGGTGGACTGGGCCCCAGTAGAGGGAGGGAAGGGGCCTGGATGGGCATTGCTGTTGGCTAAGAGGCGGC

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 4 2 172 GTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcct GTGCCCTTTAGAGTAAGCGT TTCGAATCCAGACCAGAGGC 2 103 2 20 173 20 57,618 59,463 50,700 47,000 2,918,913 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 173 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT TTCGAATCCAGACCAGAGGC 2 103 1 21 173 20 59,100 59,463 50,700 47,000 2,437,674 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 174 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT TTTCGAATCCAGACCAGAGGC 2 103 1 21 174 21 59,100 60,066 50,700 47,000 2,966,629 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 233 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT TGAGGCAGCACATCATTTGGA 2 162 1 21 233 21 59,100 60,272 50,700 35,300 3,172,523 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 233 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT TGAGGCAGCACATCATTTGG 2 163 1 21 233 20 59,100 58,821 50,700 32,800 3,079,638 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 239 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT AGCTAATGAGGCAGCACATCA 2 168 1 21 239 21 59,100 59,789 50,700 30,700 3,111,698 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 241 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT ACAGCTAATGAGGCAGCACA 2 171 1 21 241 20 59,100 59,674 50,700 45,700 2,226,419 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 243 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT TGACAGCTAATGAGGCAGCA 2 173 1 21 243 20 59,100 59,385 50,700 44,100 2,515,298 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22353:14617 1 24 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 260 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctccAGTGCCCTTTAGAGTAAGCGT CCCAGCATTGTTCCCTCTGA 2 190 1 21 260 20 59,100 59,671 50,700 32,700 2,229,747 F 290 AGTGCCCTTTAGAGTAAGCGTAAtcctcctcctcctcctcctcctcctccCTCATGCCCTCCCCTcccccccccccccccccTCCTCTcccccTcccccccccccTcccccccccccccccccccccccccccccccccccccccTCGCCTGGGCCTCTGGTCTGGATTCGAAACACATTCTGAGACAAAACGGCGTTGCATAAAGTGCTCTTCCAAATGATGTGCTGCCTCATTAGCTGTCAGAGGGAACAATGCTGGGCTGATTAGAAAGCCAATTCATGGGCTTTTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 1 1 2 17 179 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA TGCAGTTGTCGAATGATGGG 101 17 31 20 209 20 59,602 58,548 42,600 40,000 1,849,674 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 48 211 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA GAGTGTGTGTGACAGTTGTGC 101 48 31 20 241 21 59,602 59,937 42,600 45,700 1,460,150 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 47 209 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA GTGTGTGTGACAGTTGTGCT 101 47 31 20 239 20 59,602 58,913 42,600 44,000 1,484,260 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 26 189 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA TGACACATTGTGCAGTTGTCG 101 26 31 20 219 21 59,602 59,670 42,600 43,500 1,727,777 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 26 190 GTGTGAGGCATGTCAAGAGCATATACCATGTCAAC GTGTGAGGCATGTCAAGAGC TGACACATTGTGCAGTTGTCG 102 26 30 20 219 21 59,199 59,670 40,900 43,500 2,131,465 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 3 17 180 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA GTGCAGTTGTCGAATGATGGG 101 17 31 20 210 21 59,602 59,869 42,600 40,000 1,528,690 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 55 240 ATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAG ATTGAAGTCATCATCAAGAAGTGTGA AGCATGTAGAGTGTGTGTGACA 116 55 10 26 249 22 59,061 59,635 35,800 35,800 9,303,890 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 55 240 ATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAG ATTGAAGTCATCATCAAGAAGTGTGAG AGCATGTAGAGTGTGTGTGACA 115 55 10 27 249 22 59,881 59,635 35,100 35,800 9,484,701 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 48 210 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA AGTGTGTGTGACAGTTGTGC 101 48 31 20 240 20 59,602 58,913 42,600 45,700 1,484,260 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 31 193 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA TGCTTGACACATTGTGCAGT 101 31 31 20 223 20 59,602 58,608 42,600 44,000 1,789,140 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 0 92 TCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatca TCAAGTCCATGGTACTGGCT TGCTTGACACATTGTGCAGT 0 31 132 20 223 20 58,343 58,608 47,500 44,000 3,048,164 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 0 108 TCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatca TCAAGTCCATGGTACTGGCT GTGTGTGTGACAGTTGTGCT 0 47 132 20 239 20 58,343 58,913 47,500 44,000 2,743,283 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 0 109 TCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatca TCAAGTCCATGGTACTGGCT AGTGTGTGTGACAGTTGTGC 0 48 132 20 240 20 58,343 58,913 47,500 45,700 2,743,283 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 4 0 110 TCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatca TCAAGTCCATGGTACTGGCT GAGTGTGTGTGACAGTTGTGC 0 48 132 20 241 21 58,343 59,937 47,500 45,700 2,719,174 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 5 55 240 ATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAG ATTGAAGTCATCATCAAGAAGTGTG AGCATGTAGAGTGTGTGTGACA 117 55 10 25 249 22 57,858 59,635 38,200 35,800 9,507,600 F 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 5 30 193 TGTGAGGCATGTCAAGAGCATATACCATGTCAACA TGTGAGGCATGTCAAGAGCA TGCTTGACACATTGTGCAGTT 101 30 31 20 223 21 59,602 59,250 42,600 31,600 2,147,769 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 5 0 92 TCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatca TCAAGTCCATGGTACTGGCT TGCTTGACACATTGTGCAGTT 0 30 132 20 223 21 58,343 59,250 47,500 31,600 3,406,793 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:22384:10169 1 152 21 7 1 ATC TCATCATCATCATCATCATCA NA 0 0 5 0 93 TTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatc TTCAAGTCCATGGTACTGGCT TGCTTGACACATTGTGCAGT 0 31 131 21 223 20 59,015 58,608 47,500 44,000 3,376,736 A 268 AACAATTAAATTGAAGtcatcatcaAGAAGTGTGAGGCATGTCAAGAGCATATACCATGTCAACACAAAGAACCACTGATTCCACATGAAGTTCTTACCTATCCTTGGTCCAAAATCCCATCCAACCTCTTTCAAGTCCATGGTACTGGCTtcatcatcatcatcatcatcaACTACTTTACCAAGTACCCCATCATTCGACAACTGCACAATGTGTCAAGCACAACTGTcacacacaCTCTACATGCTATTTTCAGTTTATTTGGTG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 1 1 2 0 102 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT TGCTCTGAGGTGTCTTGCAG 0 37 20 21 121 20 60,062 59,966 39,500 44,100 1,096,828 A 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 2 0 103 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CTGCTCTGAGGTGTCTTGCA 0 38 20 21 122 20 60,062 59,966 39,500 40,800 1,096,828 A 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 2 0 105 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT TGCTGCTCTGAGGTGTCTTG 0 40 20 21 124 20 60,062 59,966 39,500 30,200 1,096,828 A 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 3 0 206 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CAGCTGCCTGGGCCATAAA 0 142 20 21 225 19 60,062 60,380 39,500 14,000 2,442,597 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 188 GGTAATCTAGGCCGACCCTTcaacaacaacaacaacaac GGTAATCTAGGCCGACCCTT AAACCTGGAATTCCCTCCCT 0 124 21 20 208 20 58,579 58,226 39,500 42,000 3,195,021 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 189 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT AAACCTGGAATTCCCTCCCT 0 124 20 21 208 20 60,062 58,226 39,500 42,000 2,835,893 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 227 GGTAATCTAGGCCGACCCTTcaacaacaacaacaacaac GGTAATCTAGGCCGACCCTT CCAACATTGGTGGCCATGC 0 164 21 20 247 19 58,579 60,079 39,500 40,600 2,500,467 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 228 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CCAACATTGGTGGCCATGC 0 164 20 21 247 19 60,062 60,079 39,500 40,600 2,141,339 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 262 GGTAATCTAGGCCGACCCTTcaacaacaacaacaacaac GGTAATCTAGGCCGACCCTT ATCTGGCCTCTTCTGCATCC 0 198 21 20 282 20 58,579 59,527 39,500 35,100 1,894,806 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 4 0 263 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT ATCTGGCCTCTTCTGCATCC 0 198 20 21 282 20 60,062 59,527 39,500 35,100 1,535,678 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 6 0 175 GGTAATCTAGGCCGACCCTTcaacaacaacaacaacaac GGTAATCTAGGCCGACCCTT CCTCCCTAAACCTCTCTGCC 0 111 21 20 195 20 58,579 59,166 39,500 48,500 2,255,429 F 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 6 0 176 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CCTCCCTAAACCTCTCTGCC 0 111 20 21 195 20 60,062 59,166 39,500 48,500 1,896,301 F 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 6 0 267 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CCAAATCTGGCCTCTTCTGC 0 202 20 21 286 20 60,062 58,899 39,500 42,600 2,163,683 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 8 0 177 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT CCCTCCCTAAACCTCTCTGC 0 112 20 21 196 20 60,062 59,166 39,500 42,600 1,896,301 F 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:3873:8587_1 1 41 24 8 1 AAC CAACAACAACAACAACAACAACAA NA 0 0 8 0 187 AGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaaAGGTAATCTAGGCCGACCCTT ACCTGGAATTCCCTCCCTAAAC 0 120 20 21 206 22 60,062 59,419 39,500 20,100 3,643,597 B 286 GTTCAAACCCCACTCCAGTAGGTAATCTAGGCCGACCCTTcaacaacaacaacaacaacaacaaCTTGTATTTATATGAGCATCTTTAACATAGTAATACTCTGCAAGACACCTCAGAGCAGCATTATCAGACAAATTTTGGCATAAAGAAGTAGGTTTTAAGGAGGGTCTTAAAGGCagagagGTTTAGGGAGGGAATTCCAGGTTTTATGGCCCAGGCAGCTGAAGGCATGGCCACCAATGTTGGAGCGATTAAAATCGGGGATGCAGAAGAGGCCAGATTTGG

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 1 1 19 6 110 ACCCAAATCCTAACCATAACCCTAAAACCTTAACCC ACCCAAATCCTAACCATAACCCT AGGGTTAGTGTTAAGGTTAGGGT 16 6 51 23 160 23 59,138 58,494 43,400 43,400 8,368,662 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 19 6 117 ACCCATAACCCAAATCCTAACCATAACCCTAAAACC ACCCATAACCCAAATCCTAACCA AGGGTTAGTGTTAAGGTTAGGGT 23 6 44 23 160 23 59,401 58,494 36,700 43,400 8,105,136 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 19 6 121 ACCTACCCATAACCCAAATCCTAACCATAACCCTAA ACCTACCCATAACCCAAATCCT AGGGTTAGTGTTAAGGTTAGGGT 28 6 40 22 160 23 58,519 58,494 32,400 43,400 7,987,389 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 19 6 145 CCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAGACTCAGAAACTGACCA AGGGTTAGTGTTAAGGTTAGGGT 53 6 16 21 160 23 59,306 58,494 40,200 43,400 6,200,504 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 19 6 146 ACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAGACTCAGAAACTGACC AGGGTTAGTGTTAAGGTTAGGGT 54 6 15 21 160 23 59,305 58,494 40,200 43,400 6,201,050 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:4655:63911_ 1 90 42 7 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 20 5 145 CCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAGACTCAGAAACTGACCA AGGGTTAGTGTTAAGGTTAGGGTT 53 5 16 21 160 24 59,306 59,084 40,200 41,100 6,609,959 A 171 TGAATCTGAACATGACCCAGACTCAGAAACTGACCATAAACCTACCCATAACCCAAATCCTAACCATAACCCTAAAACCTTAACCCTAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCCTAACCCTAACCTTAACACTAACCCTAACACTATTCC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 2 6 193 GAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATA GAGGGCAGCAGAAAGAAGGG GCATTTAGTGTCTTCTGCCACG 124 6 64 20 256 22 60,679 60,160 39,500 49,400 2,838,974 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 3 6 194 GGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCAT GGAGGGCAGCAGAAAGAAGG GCATTTAGTGTCTTCTGCCACG 125 6 63 20 256 22 60,679 60,160 34,600 49,400 2,838,974 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 6 190 GGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGGCAGCAGAAAGAAGGGTCA GCATTTAGTGTCTTCTGCCACG 121 6 67 20 256 22 60,251 60,160 40,200 49,400 2,410,554 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 121 ACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGAACGAGCTACAGTGAATGCGT AGTGTCTTCTGCCACGAAGA 58 2 130 20 250 20 59,756 58,959 52,400 28,700 1,284,553 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 126 TGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTGCACACGAGCTACAGTGAA AGTGTCTTCTGCCACGAAGA 63 2 125 20 250 20 59,612 58,959 31,800 28,700 1,428,212 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 133 GAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGAGTGGTTGCACACGAGCTA AGTGTCTTCTGCCACGAAGA 70 2 118 20 250 20 60,320 58,959 33,200 28,700 1,360,201 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 181 AGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATAGCAGAAAGAAGGGTCACCC AGTGTCTTCTGCCACGAAGA 118 2 70 20 250 20 59,598 58,959 46,100 28,700 1,442,767 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 184 GGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGGCAGCAGAAAGAAGGGTCA AGTGTCTTCTGCCACGAAGA 121 2 67 20 250 20 60,251 58,959 40,200 28,700 1,291,548 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 187 GAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATA GAGGGCAGCAGAAAGAAGGG AGTGTCTTCTGCCACGAAGA 124 2 64 20 250 20 60,679 58,959 39,500 28,700 1,719,967 A 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 189 tGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATTGGAGGGCAGCAGAAAGAAG AGTGTCTTCTGCCACGAAGA 126 2 62 20 250 20 59,963 58,959 28,500 28,700 1,077,950 F 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 190 ctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCACTGGAGGGCAGCAGAAAGAA AGTGTCTTCTGCCACGAAGA 127 2 61 20 250 20 59,963 58,959 25,200 28,700 1,077,950 F 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 2 192 ctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAG CTCTGGAGGGCAGCAGAAAG AGTGTCTTCTGCCACGAAGA 129 2 59 20 250 20 60,393 58,959 26,200 28,700 1,433,375 F 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5416:29718_ 1 208 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 5 2 191 tctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGC TCTGGAGGGCAGCAGAAAGA AGTGTCTTCTGCCACGAAGA 128 2 60 20 250 20 60,838 58,959 25,200 28,700 1,878,337 F 256 CCAGAAAAGAAAATGTCTATTTTGGCCATTTGAGTGAAATTTGAAAAGCTACAGAGctctctGGAGGGCAGCAGAAAGAAGGGTCACCCTAAGCATAGTTGGATGACAGATATCACAGAGTGGTTGCACACGAGCTACAGTGAATGCGTGAGGATAGCTTAAGACAGATAAGCGTGAGATACCAGTCTCCTTATAGGAGTAGCTACAagcagcagcagcagcagcagcAGTCTTCGTGGCAGAAGACACTAAATGC

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 1 1 6 20 158 ATCAGGACATCATCACGGCCATCATCACCAGCACTGATCAGGACATCATCACGGCC GACGACGGTGGACTTGATGT 20 65 75 20 232 20 59,893 60,039 61,300 30,600 0.145982 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 6 17 155 AGGACATCATCACGGCCATCATCACCAGCACTGTCAAGGACATCATCACGGCCATC GACGACGGTGGACTTGATGT 17 65 78 20 232 20 59,893 60,039 35,100 30,600 0.145982 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 8 17 156 AGGACATCATCACGGCCATCATCACCAGCACTGTCAAGGACATCATCACGGCCATC TGACGACGGTGGACTTGATG 17 66 78 20 233 20 59,893 60,039 35,100 30,700 0.146074 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 9 62 201 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC GACGACGGTGGACTTGATGT 62 65 32 21 232 20 57,103 60,039 30,600 30,600 3,935,175 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 9 62 202 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC TGACGACGGTGGACTTGATG 62 66 32 21 233 20 57,103 60,039 30,600 30,700 3,935,266 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 9 61 197 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC ACGGTGGACTTGATGTTGCT 62 61 32 21 228 20 57,103 59,891 30,600 39,100 4,005,233 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 10 3 137 GCCATCATCACCAGCACTGTCACcatcatcatcatcatca GCCATCATCACCAGCACTGT ACGGTGGACTTGATGTTGCT 3 61 92 20 228 20 60,679 59,891 35,500 39,100 0.787587 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 15 20 138 ATCAGGACATCATCACGGCCATCATCACCAGCACTGATCAGGACATCATCACGGCC TGCTGACGATGTTGATGGTGA 20 44 75 20 212 21 59,893 59,998 61,300 40,200 1,109,316 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:5467:71541_ 1 115 33 11 1 ATC CATCATCATCATCATCATCATCATCATCATCAT NA 0 0 15 17 135 AGGACATCATCACGGCCATCATCACCAGCACTGTCAAGGACATCATCACGGCCATC TGCTGACGATGTTGATGGTGA 17 44 78 20 212 21 59,893 59,998 35,100 40,200 1,109,316 F 234 TAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTGTCACcatcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCGTCAT

ST‐E00142:460:H2K7HCCXY:6:1211:8044:22880_ 1 57 38 9 1.5 AAC CAACAACAACAACAACAACAACAACAAGTACAACA NA 1 1 10 5 101 GGAAGGAGGagcagcagcTGCTGcaacaacaacaacaac GGAAGGAGGAGCAGCAGC GGTCTCCAGGAAGTGACGTG 5 20 34 18 134 20 60,125 60,038 52,500 44,900 2,162,937 F 241 AGTAGCGGGGAGGTCCGGGCTCCGACATCCCCGGGAAGGAGGagcagcagcTGCTGcaacaacaacaacaacaacaacaacaaGTacaacaacaACCCGGCTTCCGCTCCCCGACACGTCACTTCCTGGAGACCACACCCCGcccccGccccccccTCGATAggggggggggAGAGGAGAAggggggCgggggggggggCgggggAgggggggggggggAAAGaaaaaGGATGTTGCGCCG

ST‐E00142:460:H2K7HCCXY:6:1211:8044:22880_ 1 57 38 9 1.5 AAC CAACAACAACAACAACAACAACAACAAGTACAACA NA 0 0 10 5 103 GGAAGGAGGagcagcagcTGCTGcaacaacaacaacaac GGAAGGAGGAGCAGCAGC GTGGTCTCCAGGAAGTGACG 5 22 34 18 136 20 60,125 60,038 52,500 43,500 2,162,937 F 241 AGTAGCGGGGAGGTCCGGGCTCCGACATCCCCGGGAAGGAGGagcagcagcTGCTGcaacaacaacaacaacaacaacaacaaGTacaacaacaACCCGGCTTCCGCTCCCCGACACGTCACTTCCTGGAGACCACACCCCGcccccGccccccccTCGATAggggggggggAGAGGAGAAggggggCgggggggggggCgggggAgggggggggggggAAAGaaaaaGGATGTTGCGCCG

ST‐E00142:460:H2K7HCCXY:6:1211:8044:22880_ 1 57 38 9 1.5 AAC CAACAACAACAACAACAACAACAACAAGTACAACA NA 0 0 10 5 106 GGAAGGAGGagcagcagcTGCTGcaacaacaacaacaac GGAAGGAGGAGCAGCAGC GGTGTGGTCTCCAGGAAGTG 5 25 34 18 139 20 60,125 59,965 52,500 31,600 2,160,235 F 241 AGTAGCGGGGAGGTCCGGGCTCCGACATCCCCGGGAAGGAGGagcagcagcTGCTGcaacaacaacaacaacaacaacaacaaGTacaacaacaACCCGGCTTCCGCTCCCCGACACGTCACTTCCTGGAGACCACACCCCGcccccGccccccccTCGATAggggggggggAGAGGAGAAggggggCgggggggggggCgggggAgggggggggggggAAAGaaaaaGGATGTTGCGCCG

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 1 1 6 41 205 aGCgagagagaAAGGATGGCGGACGgagagaGCAGCAAGCGAGAGAGAAAGGATGGC TTGGTCTGTACCCAACCGTG 41 82 15 20 219 20 59,536 59,893 44,000 49,400 0.570701 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 41 252 aGCgagagagaAAGGATGGCGGACGgagagaGCAGCAAGCGAGAGAGAAAGGATGGC GGGAGAATCGGTGGCAATCA 41 129 15 20 266 20 59,536 60,107 44,000 25,700 0.570834 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 39 203 CgagagagaAAGGATGGCGGACGgagagaGCAGCAGACGAGAGAGAAAGGATGGCGG TTGGTCTGTACCCAACCGTG 39 82 17 20 219 20 60,249 59,893 61,300 49,400 0.356320 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 39 250 CgagagagaAAGGATGGCGGACGgagagaGCAGCAGACGAGAGAGAAAGGATGGCGG GGGAGAATCGGTGGCAATCA 39 129 17 20 266 20 60,249 60,107 61,300 25,700 0.356453 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 36 247 gagagaAAGGATGGCGGACGgagagaGCAGCAGACA GAGAGAAAGGATGGCGGACG GGGAGAATCGGTGGCAATCA 36 129 20 20 266 20 60,529 60,107 47,900 25,700 0.635898 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 8 129 CgagagagaAAGGATGGCGGACGgagagaGCAGCAGACGAGAGAGAAAGGATGGCGG TTGTGGAGGATCAGACGACG 39 8 17 20 145 20 60,249 59,474 61,300 51,200 0.775450 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 6 8 131 aGCgagagagaAAGGATGGCGGACGgagagaGCAGCAAGCGAGAGAGAAAGGATGGC TTGTGGAGGATCAGACGACG 41 8 15 20 145 20 59,536 59,474 44,000 51,200 0.989831 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 8 16 180 gagagaGCAGCAGACACCacgacgacgAGAACAACAacGAGAGAGCAGCAGACACCAC TTGGTCTGTACCCAACCGTG 16 82 40 20 219 20 60,390 59,893 41,600 49,400 0.496768 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 8 16 227 gagagaGCAGCAGACACCacgacgacgAGAACAACAacGAGAGAGCAGCAGACACCAC GGGAGAATCGGTGGCAATCA 16 129 40 20 266 20 60,390 60,107 41,600 25,700 0.496901 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 8 8 106 gagagaGCAGCAGACACCacgacgacgAGAACAACAacGAGAGAGCAGCAGACACCAC TTGTGGAGGATCAGACGACG 16 8 40 20 145 20 60,390 59,474 41,600 51,200 0.915898 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 10 0 164 CCacgacgacgAGAACAACAacgacgacgacgacgacgacgCCACGACGACGAGAACAACA TTGGTCTGTACCCAACCGTG 0 82 56 20 219 20 60,593 59,893 33,300 49,400 0.700090 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11749:67480 1 76 42 8 1.5 ACG ACGACGACGACGACGACGACGACGACCACCACCACNA 0 0 12 2 166 CACCacgacgacgAGAACAACAacgacgacgacgacgacg CACCACGACGACGAGAACAA TTGGTCTGTACCCAACCGTG 2 82 54 20 219 20 60,593 59,893 28,300 49,400 0.700090 F 284 GGaaaaaaaGaaaaaGCgagagagaAAGGATGGCGGACGgagagaGCAGCAGACACCacgacgacgAGAACAACAacgacgacgacgacgacgacgacgaccaccaccaccaccaccGTGACAGGCGTCGTCTGATCCTCCACAATTTTGTTTCCCTCGCTGAATGCAAGGAGTTGGAGTTCATACACAAGagcagcagcACGGTTGGGTACAGACCAAACGTGTTTTCAACCActctctctCATCTGATTGCCACCGATTCTCCCCACTTCCTCGTTCCTTTT

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 1 1 3 35 201 TGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTGCAGAGTCTCTCAGTAAGGT ACTTACATATATTCGTATTGGCCCA 78 35 17 21 217 25 57,838 57,989 35,000 53,600 10,173,646 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 3 9 131 TTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataa TTCTCAGAAGCTGCTGCCTC ACTTACATATATTCGTATTGGCCCA 9 35 87 20 217 25 60,037 57,989 47,000 53,600 7,048,076 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 37 204 TGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTGCAGAGTCTCTCAGTAAGGT GCAACTTACATATATTCGTATTGGCC 78 37 17 21 220 26 57,838 58,759 35,000 53,600 10,403,523 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 129 CTCAGAAGCTGCTGCCTCATTTTCTCTataataataata CTCAGAAGCTGCTGCCTCAT ACTTACATATATTCGTATTGGCCCA 7 35 89 20 217 25 60,108 57,989 29,000 53,600 7,119,105 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 5 37 205 TGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTGCAGAGTCTCTCAGTAAGGT TGCAACTTACATATATTCGTATTGGCC 78 37 17 21 221 27 57,838 60,095 35,000 53,600 10,257,122 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 5 9 135 TTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataa TTCTCAGAAGCTGCTGCCTC TGCAACTTACATATATTCGTATTGGCC 9 37 87 20 221 27 60,037 60,095 47,000 53,600 7,131,552 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 7 70 254 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTATCTTTCTGTGTTTGAATGCAGAG AGCTTTGCAAGTTAATTACAATTGATT 92 70 1 23 254 27 57,572 57,507 33,500 25,700 14,921,468 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 84 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTATCTTTCTGTGTTTGAATGCAGAG TGTTACTGATATAGCTTTGCAAGTT 92 84 1 23 266 25 57,572 57,078 33,500 26,600 13,350,282 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 82 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTATCTTTCTGTGTTTGAATGCAGAG TGTTACTGATATAGCTTTGCAAGTTAA 92 82 1 23 266 27 57,572 57,557 33,500 20,100 14,871,818 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 78 250 TGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTGCAGAGTCTCTCAGTAAGGT TGTTACTGATATAGCTTTGCAAGTT 78 84 17 21 266 25 57,838 57,078 35,000 26,600 11,083,933 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 78 251 ATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGATGCAGAGTCTCTCAGTAAGGT TGTTACTGATATAGCTTTGCAAGTT 78 84 16 22 266 25 58,293 57,078 35,000 26,600 11,629,103 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 76 250 TGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTGCAGAGTCTCTCAGTAAGGTAC TGTTACTGATATAGCTTTGCAAGTT 76 84 17 23 266 25 58,989 57,078 33,400 26,600 11,932,809 F 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 38 212 TTTGGATGACAAATTGAACACCAATTCCTGATTTCT TTTGGATGACAAATTGAACACCA TGTTACTGATATAGCTTTGCAAGTT 38 84 55 23 266 25 57,395 57,078 41,700 26,600 13,526,544 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 37 211 TTGGATGACAAATTGAACACCAATTCCTGATTTCTC TTGGATGACAAATTGAACACCAA TGTTACTGATATAGCTTTGCAAGTT 37 84 56 23 266 25 57,395 57,078 36,700 26,600 13,526,544 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 23 198 TGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCC TGAACACCAATTCCTGATTTCTCA TGTTACTGATATAGCTTTGCAAGTT 23 84 69 24 266 25 58,616 57,078 32,700 26,600 13,306,123 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 9 180 TTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataa TTCTCAGAAGCTGCTGCCTC TGTTACTGATATAGCTTTGCAAGTT 9 84 87 20 266 25 60,037 57,078 47,000 26,600 7,958,363 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 7 178 CTCAGAAGCTGCTGCCTCATTTTCTCTataataataata CTCAGAAGCTGCTGCCTCAT TGTTACTGATATAGCTTTGCAAGTT 7 84 89 20 266 25 60,108 57,078 29,000 26,600 8,029,392 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:11891:57565 1 116 42 14 1 AAT ATAATAATAATAATAATAATAATAATAATAATAATA NA 0 0 9 6 177 TCAGAAGCTGCTGCCTCATTTTCTCTataataataataa TCAGAAGCTGCTGCCTCATT TGTTACTGATATAGCTTTGCAAGTT 6 84 90 20 266 25 59,673 57,078 25,700 26,600 8,249,045 B 266 TCTTTCTGTGTTTGAATGCAGAGtctctcAGTAAGGTACTGGTGTATTAAAGCTTTTGGATGACAAATTGAACACCAATTCCTGATTTCTCAGAAGCTGCTGCCTCATTTTCTCTataataataataataataataataataataataataataataACTGACAGTTTCACTATTATTCTTACCCCAAAATTTGGGCCAATACGAatatatGTAAGTTGCAATGATAAATCAATTGTAATTAACTTGCAAAGCTATATCAGTAACA

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 1 1 4 39 192 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC CCCATCCATCAATCCGCGAT 39 74 5 20 196 20 60,108 60,322 36,700 45,800 0.429864 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 4 39 207 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC GCGTGGCTATCACATCCCAT 39 89 5 20 211 20 60,108 60,250 36,700 40,000 0.358412 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 4 30 146 CAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCAGGAGGTGATCAGTGACCC CAGGAGGCAGCTTACCTTGG 37 30 7 20 152 20 59,461 60,394 44,600 36,100 0.932588 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 4 30 147 CCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCAGGAGGTGATCAGTGACC CAGGAGGCAGCTTACCTTGG 38 30 6 20 152 20 59,461 60,394 40,200 36,100 0.932588 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 4 30 148 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC CAGGAGGCAGCTTACCTTGG 39 30 5 20 152 20 60,108 60,394 36,700 36,100 0.501482 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 6 39 194 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC ATCCCATCCATCAATCCGCG 39 76 5 20 198 20 60,108 60,322 36,700 64,600 0.429864 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 6 39 249 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC AGCAGCATTCCTCACTCAGC 39 131 5 20 253 20 60,108 60,393 36,700 42,600 0.500674 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 6 39 281 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC CCCTGTGCTGTGAAGCTGAA 39 163 5 20 285 20 60,108 60,536 36,700 30,200 0.643725 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 6 37 247 CAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCAGGAGGTGATCAGTGACCC AGCAGCATTCCTCACTCAGC 37 131 7 20 253 20 59,461 60,393 44,600 42,600 0.931779 F 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 7 18 134 CAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCAGGAGGTGATCAGTGACCC TACCTTGGCTGTGAGTCTGC 37 18 7 20 140 20 59,461 59,678 44,600 42,600 0.860721 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 7 18 135 CCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCAGGAGGTGATCAGTGACC TACCTTGGCTGTGAGTCTGC 38 18 6 20 140 20 59,461 59,678 40,200 42,600 0.860721 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:12418:48634 1 64 39 7 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAAGAGGAGGA NA 0 0 7 18 136 GCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGGCCAGGAGGTGATCAGTGAC TACCTTGGCTGTGAGTCTGC 39 18 5 20 140 20 60,108 59,678 36,700 42,600 0.429616 B 285 AGCGGCCAGGAGGTGATCAGTGACCCCGAGGTGGCCTCGCCCGGATCGGAGGCCGGGAGCAGCgaggaggaggaggaggaggagGAAgaggaggaggaggagGGCCCGAACGAGGAGGCGGCAGACTCACAGCCAAGGTAAGCTGCCTCCTGCTCCTCGGAGCAGGGATTaaaaaCATCGCGGATTGATGGATGGGATGTGATAGCCACGCGGGGTGGAGAggggggAGGGCCGCTGAGTGAGGAATGCTGCTAATCTTGTTTCATTCAGCTTCACAGCACAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:14357:66056 1 34 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 13 9 99 cagcAGACACAGCACCAACCCCAGCACAagcagcagcaCAGCAGACACAGCACCAAC GTTACTGCTGCTTTGCTGGG 9 30 6 19 104 20 59,349 59,758 37,700 44,500 1,892,929 F 116 agcagcagcAGACACAGCACCAACCCCAGCACAagcagcagcagcagcagcagcACCAACCCCAGCACCGGCCCCAGCACCAGCCCCAGCAAAGCAGCAGTAACATACACAACAGC

ST‐E00142:460:H2K7HCCXY:6:1212:14357:66056 1 34 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 13 8 98 agcAGACACAGCACCAACCCCAGCACAagcagcagcagAGCAGACACAGCACCAACC GTTACTGCTGCTTTGCTGGG 8 30 7 19 104 20 60,527 59,758 37,700 44,500 1,768,934 F 116 agcagcagcAGACACAGCACCAACCCCAGCACAagcagcagcagcagcagcagcACCAACCCCAGCACCGGCCCCAGCACCAGCCCCAGCAAAGCAGCAGTAACATACACAACAGC

ST‐E00142:460:H2K7HCCXY:6:1212:14357:66056 1 34 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 8 99 cagcAGACACAGCACCAACCCCAGCACAagcagcagcaCAGCAGACACAGCACCAACC GTTACTGCTGCTTTGCTGGG 8 30 6 20 104 20 61,789 59,758 37,700 44,500 2,031,095 F 116 agcagcagcAGACACAGCACCAACCCCAGCACAagcagcagcagcagcagcagcACCAACCCCAGCACCGGCCCCAGCACCAGCCCCAGCAAAGCAGCAGTAACATACACAACAGC

ST‐E00142:460:H2K7HCCXY:6:1212:14834:23003 1 105 20 5 1 ATCC ATGGATGGATGGATGGATGG NA 1 1 10 0 91 TGACAATGTGTAGTTGTTTCGATGTatggatggatggat TGACAATGTGTAGTTGTTTCGATGT GTCCCTCCTGCCATCCCT 0 28 80 25 170 18 59,474 60,368 30,600 42,000 7,893,257 B 170 atggatggatggatggAGTgatggatggatggatggatggatggatggatgCAGTGAtttttGGGTAGGTTAatatatTTGACAATGTGTAGTTGTTTCGATGTatggatggatggatggatggTTGGACGAatggatggatggACGGAAGGAGGGATGGCAGGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:1212:14834:23003 1 105 20 5 1 ATCC ATGGATGGATGGATGGATGG NA 0 0 11 0 91 TGACAATGTGTAGTTGTTTCGATGTatggatggatggat TGACAATGTGTAGTTGTTTCGATGT GTCCCTCCTGCCATCCCTC 0 27 80 25 170 19 59,474 61,448 30,600 43,000 7,973,459 B 170 atggatggatggatggAGTgatggatggatggatggatggatggatggatgCAGTGAtttttGGGTAGGTTAatatatTTGACAATGTGTAGTTGTTTCGATGTatggatggatggatggatggTTGGACGAatggatggatggACGGAAGGAGGGATGGCAGGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:1212:14834:23003 1 105 20 5 1 ATCC ATGGATGGATGGATGGATGG NA 0 0 12 0 90 TGACAATGTGTAGTTGTTTCGATGTatggatggatggat TGACAATGTGTAGTTGTTTCGATGT TCCCTCCTGCCATCCCTC 0 27 80 25 169 18 59,474 60,040 30,600 43,000 7,566,209 B 170 atggatggatggatggAGTgatggatggatggatggatggatggatggatgCAGTGAtttttGGGTAGGTTAatatatTTGACAATGTGTAGTTGTTTCGATGTatggatggatggatggatggTTGGACGAatggatggatggACGGAAGGAGGGATGGCAGGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 2 13 113 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC CCTGAAATTCTTGCCGCTGT 39 13 18 20 130 20 59,691 59,116 41,700 44,000 1,192,826 B 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 44 232 cagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCAGCAACGCTTCAGCAGAAA GGGATGCTCTGATGCGTAGG 44 127 13 20 244 20 59,691 60,320 25,200 31,800 0.628931 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 42 230 gcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGC GCAACGCTTCAGCAGAAAGT GGGATGCTCTGATGCGTAGG 42 127 15 20 244 20 59,691 60,320 26,600 31,800 0.629240 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 39 227 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC GGGATGCTCTGATGCGTAGG 39 127 18 20 244 20 59,691 60,320 41,700 31,800 0.629240 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 14 114 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC CCCTGAAATTCTTGCCGCTG 39 14 18 20 131 20 59,691 59,828 41,700 51,800 0.480896 B 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 14 117 gcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGC GCAACGCTTCAGCAGAAAGT CCCTGAAATTCTTGCCGCTG 42 14 15 20 131 20 59,691 59,828 26,600 51,800 0.480896 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 14 119 cagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCAGCAACGCTTCAGCAGAAA CCCTGAAATTCTTGCCGCTG 44 14 13 20 131 20 59,691 59,828 25,200 51,800 0.480587 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 39 140 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC CCTTGTGAGTGTGGGCTGT 39 41 18 20 157 19 59,691 59,851 41,700 44,000 1,458,167 B 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 5 106 CAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctccCAGAGGCTGCACAAGAGGAG CCTTGTGAGTGTGGGCTGT 5 41 52 20 157 19 60,391 59,851 36,900 44,000 1,540,570 A 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 40 143 gcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGC GCAACGCTTCAGCAGAAAGT CCTTGTGAGTGTGGGCTGTT 42 40 15 20 157 20 59,691 60,466 26,600 31,600 0.775182 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 40 145 cagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCAGCAACGCTTCAGCAGAAA CCTTGTGAGTGTGGGCTGTT 44 40 13 20 157 20 59,691 60,466 25,200 31,600 0.774874 F 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 39 140 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC CCTTGTGAGTGTGGGCTGTT 39 40 18 20 157 20 59,691 60,466 41,700 31,600 0.775182 B 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 5 106 CAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctccCAGAGGCTGCACAAGAGGAG CCTTGTGAGTGTGGGCTGTT 5 40 52 20 157 20 60,391 60,466 36,900 31,600 0.857584 A 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 39 143 ACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGACGCTTCAGCAGAAAGTTGC TCACCTTGTGAGTGTGGGC 39 44 18 20 160 19 59,691 59,852 41,700 53,600 1,457,266 B 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:15848:24022 1 77 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 5 109 CAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctccCAGAGGCTGCACAAGAGGAG TCACCTTGTGAGTGTGGGC 5 44 52 20 160 19 60,391 59,852 36,900 53,600 1,539,668 A 278 CCCGGCGagcagcagcAACGCTTCAGCAGAAAGTTGCTGAgcggcggcgGCCAGAGGCTGCACAAGAGGAGCATCCcctcctcctcctcctcctcctCCACTAGCTGCCAACAGCGGCAAGAATTTCAGGGGAATTTAACAGCCCACACTCACAAGGTGAGTCAGAGCTTTTCTTGTTCCTTGTTGtttttATTTATTTTAAATTGTCCGTacacacacATTAACCTACGCATCAGAGCATCCCctctctTATCTTTAAAAGGTTGTGTCATATCTTA

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 8 17 240 tccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCTCCTCATCTTCCTCATCTTCGC AGGCTTATCTTTAAACTTCTTGATCAC 17 126 13 22 252 27 59,636 58,049 47,000 30,600 11,314,924 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 126 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG TGCACTGAAGCCACAGAAGA 11 27 21 20 146 20 60,391 59,531 44,400 28,700 0.860624 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 127 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG GTGCACTGAAGCCACAGAAG 11 28 21 20 147 20 60,391 59,410 44,400 28,500 0.981326 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 128 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG GGTGCACTGAAGCCACAGAA 11 29 21 20 148 20 60,391 60,819 44,400 30,200 1,210,389 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 169 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG GCTAGAGACCGTGGTGGATG 11 70 21 20 189 20 60,391 59,897 44,400 35,100 0.494338 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 170 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG AGCTAGAGACCGTGGTGGAT 11 71 21 20 190 20 60,391 60,033 44,400 34,100 0.424141 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 174 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG GCAAAGCTAGAGACCGTGGT 11 75 21 20 194 20 60,391 60,037 44,400 41,600 0.428363 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 193 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG CGAGCCAGGCTTGCTGTTAG 11 94 21 20 213 20 60,391 61,365 44,400 23,400 1,755,757 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 193 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG CGAGCCAGGCTTGCTGTTA 11 95 21 20 213 19 60,391 60,376 44,400 24,100 1,767,039 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 11 204 TTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagc TTCCTCATCTTCGCCAACCG ATCTTCTTAGCCGAGCCAGG 11 105 21 20 224 20 60,391 59,244 44,400 44,500 1,146,816 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 13 24 245 tcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCA TCCTCCTCCTCATCTTCCTCA GGCTTATCTTTAAACTTCTTGATCACT 24 125 7 21 251 27 59,067 58,049 38,600 34,100 10,884,294 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

ST‐E00142:460:H2K7HCCXY:6:1212:16772:71436 1 52 48 16 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 13 24 246 tcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCA TCCTCCTCCTCATCTTCCTCA AGGCTTATCTTTAAACTTCTTGATCAC 24 126 7 21 252 27 59,067 58,049 38,600 30,600 10,884,294 F 267 GAGGAAtcctcctccTCATCTTCCTCATCTTCGCCAACCGCTGCAATCTCAcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagcagCAACTTaaaaaTAAGAGTATATTAATTTCTTCTGTGGCTTCAGTGCACCATGCAAACGGTCTGACCAAATCATCCACCACGGTCTCTAGCTTTGCTAACAGCAAGCCTGGCTCGGCTAAGAAGATAGTGATCAAGAAGTTTAAAGATAAGCCTAAATTACCAGAAAAC

Ctaur8 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 1 1 11 29 155 GATGGCAGGCAGGATGGAGGGACGGGtggatggatg GATGGCAGGCAGGATGGAG GCGTCGTGTAGGGTAAGAGT 29 31 47 19 201 20 60,228 59,193 38,600 32,400 2,035,681 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 11 29 157 GATGGCAGGCAGGATGGAGGGACGGGtggatggatg GATGGCAGGCAGGATGGAG GAGCGTCGTGTAGGGTAAGAG 29 32 47 19 203 21 60,228 59,936 38,600 28,500 2,291,948 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 11 15 139 GATGGCAGGCAGGATGGAGGGACGGGtggatggatg GATGGCAGGCAGGATGGAG GAGTGTAGATCTCGGTGGCC 29 15 47 19 185 20 60,228 59,614 38,600 53,600 1,614,298 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 11 15 142 CTGGATGGCAGGCAGGATGGAGGGACGGGtggatg CTGGATGGCAGGCAGGATG GAGTGTAGATCTCGGTGGCC 32 15 44 19 185 20 60,529 59,614 35,100 53,600 1,914,655 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 11 2 126 GATGGCAGGCAGGATGGAGGGACGGGtggatggatg GATGGCAGGCAGGATGGAG GGTGGCCGCCGTATCATTAA 29 2 47 19 172 20 60,228 60,533 38,600 14,000 1,761,492 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 11 2 129 CTGGATGGCAGGCAGGATGGAGGGACGGGtggatg CTGGATGGCAGGCAGGATG GGTGGCCGCCGTATCATTAA 32 2 44 19 172 20 60,529 60,533 35,100 14,000 2,061,850 B 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 38 192 CtggatggatggaCGGATGGGCGGATGGCTGGATGGC CTGGATGGATGGACGGATGG GGAAGAGCGTCGTGTAGGG 59 38 16 20 207 19 59,964 59,861 35,100 35,300 1,174,976 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 36 191 CtggatggatggaCGGATGGGCGGATGGCTGGATGGC CTGGATGGATGGACGGATGG GAAGAGCGTCGTGTAGGGTA 59 36 16 20 206 20 59,964 58,910 35,100 36,900 1,125,800 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 15 170 CtggatggatggaCGGATGGGCGGATGGCTGGATGGC CTGGATGGATGGACGGATGG GAGTGTAGATCTCGGTGGCC 59 15 16 20 185 20 59,964 59,614 35,100 53,600 0.421994 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 8 119 GACGGGtggatggatggaTGGGTGGATTgatggatggatgGACGGGTGGATGGATGGATG GAGTGTAGATCTCGGTGGCC 8 15 67 20 185 20 60,250 59,614 35,100 53,600 0.636580 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 4 115 GGtggatggatggaTGGGTGGATTgatggatggatggatgg GGTGGATGGATGGATGGGTG GAGTGTAGATCTCGGTGGCC 4 15 71 20 185 20 60,179 59,614 46,100 53,600 0.565094 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 2 157 CtggatggatggaCGGATGGGCGGATGGCTGGATGGC CTGGATGGATGGACGGATGG GGTGGCCGCCGTATCATTAA 59 2 16 20 172 20 59,964 60,533 35,100 14,000 0.569188 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 17 31 192 ggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGGGATGGCTGGATGGATGGAC GCGTCGTGTAGGGTAAGAGT 65 31 10 20 201 20 60,251 59,193 40,200 32,400 1,058,573 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 17 15 176 ggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGGGATGGCTGGATGGATGGAC GAGTGTAGATCTCGGTGGCC 65 15 10 20 185 20 60,251 59,614 40,200 53,600 0.637190 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:21653:70047 1 95 56 14 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 17 3 114 GtggatggatggaTGGGTGGATTgatggatggatggatggatGTGGATGGATGGATGGGTGG GAGTGTAGATCTCGGTGGCC 3 15 72 20 185 20 60,179 59,614 46,100 53,600 0.565094 F 236 tggatggatggaTGGCtggatggatggaCGGATGGGCGGATGGCTGGATGGCAGGCAGGATGGAGGGACGGGtggatggatggaTGGGTGGATTgatggatggatggatggatggatggatggatggatggatggatggatggatggatgTTTTAATGATACGGCGGCCACCGAGATCTACACTCTTACCCTACACGACGCTCTTCCGATCTtggatggatggatggatggatgga

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 3 21 192 TGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGA TGTATCGTCATCATAATTCAGTGCC TGGAACAACGAAGGCCTCC 106 21 56 25 247 19 59,304 59,927 50,100 43,000 6,768,775 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 191 TGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGA TGTATCGTCATCATAATTCAGTGCC GGAACAACGAAGGCCTCCTG 106 19 56 25 246 20 59,304 60,956 50,100 38,600 6,652,189 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 5 164 TAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGT TAATTCAGTGCCTGCTGCCT CTCCTGCTGAGGTCCCTTCA 98 5 69 20 232 20 59,671 60,907 47,500 30,200 1,236,016 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 19 190 GTATCGTCATCATAATTCAGTGCCTGCTGCCTTGAT GTATCGTCATCATAATTCAGTGCCT GGAACAACGAAGGCCTCCTG 105 19 57 25 246 20 59,071 60,956 47,500 38,600 6,884,758 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 19 170 TGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGT TGCCTGCTGCCTTGATGATT GGAACAACGAAGGCCTCCTG 90 19 77 20 246 20 60,324 60,956 25,700 38,600 1,279,918 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 5 156 TGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGT TGCCTGCTGCCTTGATGATT CTCCTGCTGAGGTCCCTTCA 90 5 77 20 232 20 60,324 60,907 25,700 30,200 1,230,755 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 21 128 TGTCCGtccatccatccaTCTACATaaaaaGCAGGACAA TGTCCGTCCATCCATCCATC TGGAACAACGAAGGCCTCC 47 21 120 20 247 19 59,241 59,927 35,100 43,000 1,831,239 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 19 127 TGTCCGtccatccatccaTCTACATaaaaaGCAGGACAA TGTCCGTCCATCCATCCATC GGAACAACGAAGGCCTCCTG 47 19 120 20 246 20 59,241 60,956 35,100 38,600 1,714,653 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:22516:44468 1 187 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 5 113 TGTCCGtccatccatccaTCTACATaaaaaGCAGGACAA TGTCCGTCCATCCATCCATC CTCCTGCTGAGGTCCCTTCA 47 5 120 20 232 20 59,241 60,907 35,100 30,200 1,665,489 F 273 CTTTATTAAATGATTGTCTACAACTATGTTATGAATTATGACGACCTGTTTTATTTGTATCGTCATCATAATTCAGTGCCTGCTGCCTTGATGAtttttCAATAGTGCATCTGTCCATTTGTCCGtccatccatccaTCTACATaaaaaGCAGGACAAGCTGCTAGAAGAggggggAgggggAGGGggaggaggaggaggaggaggaAGAGGTGAAGGGACCTCAGCAGGAGGCCTTCGTTGTTCCATGTGgtgtgtAAAATGACTACTGCCC

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 8 2 117 GGAGTACATGCCAAGGTGGATGGATGGGATGAAA GGAGTACATGCCAAGGTGGA CCATTCGCTTGCACTATCTTGG 38 2 6 20 122 22 59,382 59,967 40,200 36,100 2,651,008 A 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 8 2 118 GGGAGTACATGCCAAGGTGGATGGATGGGATGAA GGGAGTACATGCCAAGGTGG CCATTCGCTTGCACTATCTTGG 39 2 5 20 122 22 60,394 59,967 46,100 36,100 2,426,902 A 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 14 2 110 ATGCCAAGGTGGATGGATGGGATGAAATGGAATG ATGCCAAGGTGGATGGATGG CCATTCGCTTGCACTATCTTGG 31 2 13 20 122 22 60,106 59,967 35,100 36,100 2,138,413 A 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 31 137 ATGCCAAGGTGGATGGATGGGATGAAATGGAATG ATGCCAAGGTGGATGGATGG TTGGCGTCCATTCCATTCCA 31 31 13 20 149 20 60,106 59,961 35,100 35,300 0.144752 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 31 139 ACATGCCAAGGTGGATGGATGGGATGAAATGGAA ACATGCCAAGGTGGATGGAT TTGGCGTCCATTCCATTCCA 33 31 11 20 149 20 59,367 59,961 34,100 35,300 0.671725 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 31 144 GGAGTACATGCCAAGGTGGATGGATGGGATGAAA GGAGTACATGCCAAGGTGGA TTGGCGTCCATTCCATTCCA 38 31 6 20 149 20 59,382 59,961 40,200 35,300 0.657347 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 31 145 GGGAGTACATGCCAAGGTGGATGGATGGGATGAA GGGAGTACATGCCAAGGTGG TTGGCGTCCATTCCATTCCA 39 31 5 20 149 20 60,394 59,961 46,100 35,300 0.433242 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 30 136 ATGCCAAGGTGGATGGATGGGATGAAATGGAATG ATGCCAAGGTGGATGGATGG TGGCGTCCATTCCATTCCAT 31 30 13 20 148 20 60,106 59,742 35,100 34,100 0.364347 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:23429:21684 1 64 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 30 144 GGGAGTACATGCCAAGGTGGATGGATGGGATGAA GGGAGTACATGCCAAGGTGG TGGCGTCCATTCCATTCCAT 39 30 5 20 148 20 60,394 59,742 46,100 34,100 0.652836 F 177 GGAAGGGAGTACATGCCAAGGTGGATGGATGGGATGAAATGGAATGGATCCCAAAATGGATCGatggaatggaatggaatggaatggaatggaatggaTTCCAAGATAGTGCAAGCGAATGGAATATaatggaatggaatggACGCCAATatggatggatggAATGTAATAGATTGG

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 1 1 16 2 117 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA TCTCGGGACATGACATGACA 2 40 1 20 117 20 57,213 58,444 39,700 35,800 4,343,440 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 16 2 143 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA CCTCCGGACATGACATGACA 2 66 1 20 143 20 57,213 59,463 39,700 35,800 3,324,197 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 2 117 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA TCTCGGGACATGACATGACAT 2 39 1 20 117 21 57,213 58,889 39,700 30,600 4,898,051 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 2 143 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA CCTCCGGACATGACATGACAT 2 65 1 20 143 21 57,213 59,860 39,700 30,600 3,927,127 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 1 117 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAAA TCTCGGGACATGACATGACA 1 40 1 21 117 20 57,928 58,444 31,300 35,800 4,627,840 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 17 1 143 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAAA CCTCCGGACATGACATGACA 1 66 1 21 143 20 57,928 59,463 31,300 35,800 3,608,598 F 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 18 2 93 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA TTTCACGGGACATGAAATGACA 2 14 1 20 93 22 57,213 58,519 39,700 35,800 6,268,926 A 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 18 1 93 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAAA TTTCACGGGACATGAAATGACA 1 14 1 21 93 22 57,928 58,519 31,300 35,800 6,553,327 A 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:24292:26097 1 23 35 7 1 ACATG TCATGTCATGTCATGTCATGTCATGTCATGTCATG NA 0 0 19 2 93 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtca GTCATGTCATGTCCAGGGAA TTTCACGGGACATGAAATGACAT 2 13 1 20 93 23 57,213 58,921 39,700 30,600 6,866,010 A 153 GTCATGTCATGTCCAGGGAAATtcatgtcatgtcatgtcatgtcatgtcatgtcatgTGCAGTTCATGTTATGTCATTTCATGTCCCGTGAAATtcatgtcatgtcatgTCCCGAGAAATtcatgtcatgtcatgTCCGGAGGTATTCATGTC

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 1 1 6 1 240 GCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaac GCTGCCCTGCTGTGTCTG AGGCTTAGGAATTCCCTCCTT 1 176 2 18 241 21 61,055 58,135 35,100 33,600 5,919,701 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 240 GCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaac GCTGCCCTGCTGTGTCTG AGGCTTAGGAATTCCCTCCT 1 177 2 18 241 20 61,055 57,404 35,100 36,900 5,650,914 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 99 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT TGCTCATGTAAAGTGCCTTGAGA 0 34 3 18 101 23 59,571 60,245 34,100 32,700 5,673,584 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 99 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT TGCTCATGTAAAGTGCCTTGA 0 36 3 18 101 21 59,571 57,861 34,100 30,200 5,567,942 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 99 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT TGCTCATGTAAAGTGCCTTGAG 0 35 3 18 101 22 59,571 58,923 34,100 30,200 5,505,678 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 161 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT ACTCTTTGATCATCTGCCCTG 0 98 3 18 163 21 59,571 57,721 34,100 44,500 5,707,726 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 161 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT ACTCTTTGATCATCTGCCCTGA 0 97 3 18 163 22 59,571 59,158 34,100 38,600 5,271,554 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 162 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT AACTCTTTGATCATCTGCCCTGA 0 97 3 18 164 23 59,571 59,735 34,100 38,600 5,694,279 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 227 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT TCCCTCCTTAAACTCCTCCATCT 0 162 3 18 229 23 59,571 59,986 34,100 29,000 5,443,167 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 239 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT AGGCTTAGGAATTCCCTCCT 0 177 3 18 241 20 59,571 57,404 34,100 36,900 5,025,468 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 239 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT AGGCTTAGGAATTCCCTCCTT 0 176 3 18 241 21 59,571 58,135 34,100 33,600 5,294,256 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:2432:24339_ 1 21 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 0 241 CTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaaCTGCCCTGCTGTGTCTGT CTAGGCTTAGGAATTCCCTCCT 0 177 3 18 243 22 59,571 58,407 34,100 36,900 6,021,923 A 245 TGCTGCCCTGCTGTGTCTGTacaacaacaacaacaacaacaacaTCCATTTAAATAGCAGCTTTAATGTAATTAAGCATCTCAAGGCACTTTACATGAGCATTATAAAGCACAATTTGACACTGAATCACATAAGGAGATATCAGGGCAGATGATCAAAGAGTTAAGTTTTAATGAACATCTTAAAGGAAGAAATACAAGTTAGACAGATGGAGGAGTTTAAGGAGGGAATTCCTAAGCCTAGGG

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 1 1 3 33 164 TGAAACTGGCAGAAATGACTGACAATTCATGTAAG TGAAACTGGCAGAAATGACTGAC GAGCCTGCTCCACCATTCAA 33 60 46 23 209 20 59,435 60,323 35,100 26,900 3,888,298 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 4 34 164 TGAAACTGGCAGAAATGACTGACAATTCATGTAAG TGAAACTGGCAGAAATGACTGA GAGCCTGCTCCACCATTCAA 34 60 46 22 209 20 58,181 60,323 34,100 26,900 4,142,184 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 4 33 163 TGAAACTGGCAGAAATGACTGACAATTCATGTAAG TGAAACTGGCAGAAATGACTGAC AGCCTGCTCCACCATTCAAT 33 59 46 23 208 20 59,435 59,666 35,100 25,700 3,899,475 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 6 0 129 GTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaa GTGAAAGAAGGACCAAGGAAGG AGCCTGCTCCACCATTCAAT 0 59 80 22 208 20 58,850 59,666 34,600 25,700 3,483,974 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 6 0 130 GTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaa GTGAAAGAAGGACCAAGGAAGG GAGCCTGCTCCACCATTCAA 0 60 80 22 209 20 58,850 60,323 34,600 26,900 3,472,797 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:5426:41690_ 1 102 28 7 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 7 0 131 AGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaa AGTGAAAGAAGGACCAAGGAAGG GAGCCTGCTCCACCATTCAA 0 60 79 23 209 20 60,181 60,323 34,600 26,900 3,504,255 F 227 AATTGGAAAACGAGAACACaaaaaaTATTAAGGGCACatatatCATGAAACTGGCAGAAATGACTGACAATTCATGTAAGTGAAAGAAGGACCAAGGAAGGaagaaagaaagaaagaaagaaagaaagaaaaaaaTaaagaaagaaagAATGTGGGTTTGAGGTTACATTCAGATCAGCCATCATCTTATTGAATGGTGGAGCAGGCTCGAGGGCCCGAGTGGCCTA

ST‐E00142:460:H2K7HCCXY:6:1212:6898:47966_ 1 63 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 1 1 18 28 127 ggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGGTGAGTGGGTGAGTGAGTG ACCCTCACTCACTCCCTCAC 31 28 12 20 138 20 59,966 60,543 35,100 35,100 0.577232 F 138 GAgggtgggtgggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGTgggggAgggtgggtgggtgggtgggtgggtgggtgggggggggggggggggggggggggTGGGTGAGGGAGTGAGTGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1212:6898:47966_ 1 63 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 18 25 124 ggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGGTGAGTGGGTGAGTGAGTG CTCACTCACTCCCTCACCCA 31 25 12 20 135 20 59,966 60,543 35,100 45,100 0.576996 F 138 GAgggtgggtgggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGTgggggAgggtgggtgggtgggtgggtgggtgggtgggggggggggggggggggggggggTGGGTGAGGGAGTGAGTGAGGGT

ST‐E00142:460:H2K7HCCXY:6:1212:6898:47966_ 1 63 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 18 24 123 ggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGGTGAGTGGGTGAGTGAGTG TCACTCACTCCCTCACCCAC 31 24 12 20 134 20 59,966 60,832 35,100 46,100 0.866193 F 138 GAgggtgggtgggtGAGTGGgtgagtgagtgagtgagggtgggtgggtgggtGAGTgggggAgggtgggtgggtgggtgggtgggtgggtgggggggggggggggggggggggggTGGGTGAGGGAGTGAGTGAGGGT
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ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 1 1 2 17 249 CTGTTTGCGTGGAAATCCCATTTTGACAATCCAAAT CTGTTTGCGTGGAAATCCCA GAGTGGAAGAAAGTCATCCTCGA 168 17 10 20 258 23 59,042 59,806 43,700 40,400 4,151,782 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 3 17 248 CTGTTTGCGTGGAAATCCCATTTTGACAATCCAAAT CTGTTTGCGTGGAAATCCCA AGTGGAAGAAAGTCATCCTCGA 168 17 10 20 257 22 59,042 58,834 43,700 40,400 4,123,966 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 3 14 246 CTGTTTGCGTGGAAATCCCATTTTGACAATCCAAAT CTGTTTGCGTGGAAATCCCA TGGAAGAAAGTCATCCTCGATCC 168 14 10 20 255 23 59,042 59,867 43,700 33,600 4,091,095 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 17 147 ACCATCACTGAATCTCCCAACATCAACATCCATTGA ACCATCACTGAATCTCCCAACA AGTGGAAGAAAGTCATCCTCGA 65 17 111 22 257 22 59,356 58,834 33,300 40,400 5,810,174 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 17 148 ACCATCACTGAATCTCCCAACATCAACATCCATTGA ACCATCACTGAATCTCCCAACA GAGTGGAAGAAAGTCATCCTCGA 65 17 111 22 258 23 59,356 59,806 33,300 40,400 5,837,990 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 14 145 ACCATCACTGAATCTCCCAACATCAACATCCATTGA ACCATCACTGAATCTCCCAACA TGGAAGAAAGTCATCCTCGATCC 65 14 111 22 255 23 59,356 59,867 33,300 33,600 5,777,303 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 2 130 ACCATCACTGAATCTCCCAACATCAACATCCATTGA ACCATCACTGAATCTCCCAACA CTCGATCCTGAGGGACTGTC 65 2 111 22 240 20 59,356 58,971 33,300 35,100 3,673,204 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 2 231 CTGTTTGCGTGGAAATCCCATTTTGACAATCCAAAT CTGTTTGCGTGGAAATCCCA CTCGATCCTGAGGGACTGTC 168 2 10 20 240 20 59,042 58,971 43,700 35,100 1,986,996 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 1 114 CCCAACATCAACATCCATTGACCAGAAATTGAAATGCCCAACATCAACATCCATTGACC TCGATCCTGAGGGACTGTCT 49 1 126 23 239 20 60,119 59,374 40,200 34,100 3,745,411 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 1 129 ACCATCACTGAATCTCCCAACATCAACATCCATTGA ACCATCACTGAATCTCCCAACA TCGATCCTGAGGGACTGTCT 65 1 111 22 239 20 59,356 59,374 33,300 34,100 3,270,681 A 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 1 230 CTGTTTGCGTGGAAATCCCATTTTGACAATCCAAAT CTGTTTGCGTGGAAATCCCA TCGATCCTGAGGGACTGTCT 168 1 10 20 239 20 59,042 59,374 43,700 34,100 1,584,473 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 1 231 TCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAA TCTGTTTGCGTGGAAATCCC TCGATCCTGAGGGACTGTCT 169 1 9 20 239 20 58,756 59,374 38,500 34,100 1,870,284 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 5 2 188 CCCTCTCACACCTAACAAgggggAATCTAGCCATCTC CCCTCTCACACCTAACAAGGG CTCGATCCTGAGGGACTGTC 124 2 53 21 240 20 59,721 58,971 39,500 35,100 2,308,176 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 5 1 187 CCCTCTCACACCTAACAAgggggAATCTAGCCATCTC CCCTCTCACACCTAACAAGGG TCGATCCTGAGGGACTGTCT 124 1 53 21 239 20 59,721 59,374 39,500 34,100 1,905,653 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:13129:8657_ 1 198 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 5 1 188 CCCTCTCACACCTAACAAgggggAATCTAGCCATCTC CCCTCTCACACCTAACAAGGG CTCGATCCTGAGGGACTGTCT 124 1 53 21 240 21 59,721 60,410 39,500 34,100 2,688,792 F 281 TTACTTGTTCTGTTTGCGTGGAAATCCCATTTTGACAATCCAAATGCtttttCCCTCTCACACCTAACAAgggggAATCTAGCCATCTCCCCTTTACATTCAATGGCATTACCATCACTGAATCTCCCAACATCAACATCCATTGACCAGAAATTGAAATGAACTAGCCATATAAATACTGTGGCGACAAGAGCAGGtcttcttcttcttcttcttctTAGACAGTCCCTCAGGATCGAGGATGACTTTCTTCCACTCTGGGGTAAGGGACTAAGCAGTAA

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 2 67 231 AGAATTGTACCTGACCCGGCGAAATCACGAGAAGT AGAATTGTACCTGACCCGGC GAGCATGAACAGGTCCCTCC 67 103 18 20 248 20 59,748 60,107 61,300 43,000 0.359656 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 52 216 CCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGCCGGCGAAATCACGAGAAGT GAGCATGAACAGGTCCCTCC 52 103 33 20 248 20 60,736 60,107 30,100 43,000 0.843784 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 17 183 ACGTCGCTAATGGTTACCAACTAcccccTTccccccccc ACGTCGCTAATGGTTACCAACT GAGCATGAACAGGTCCCTCC 17 103 66 22 248 20 60,029 60,107 31,600 43,000 2,136,208 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 67 232 AGAATTGTACCTGACCCGGCGAAATCACGAGAAGT AGAATTGTACCTGACCCGGC GGAGCATGAACAGGTCCCTC 67 104 18 20 249 20 59,748 60,107 61,300 43,000 0.359656 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 18 183 ACGTCGCTAATGGTTACCAACTAcccccTTccccccccc ACGTCGCTAATGGTTACCAAC GAGCATGAACAGGTCCCTCC 18 103 66 21 248 20 58,660 60,107 37,700 43,000 2,447,796 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:16660:58585 1 105 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 17 184 ACGTCGCTAATGGTTACCAACTAcccccTTccccccccc ACGTCGCTAATGGTTACCAACT GGAGCATGAACAGGTCCCTC 17 104 66 22 249 20 60,029 60,107 31,600 43,000 2,136,208 F 250 ATTACACGGACTGGAACAGAATTGTACCTGACCCGGCGAAATCACGAGAAGTTTCCCTCATTCTAACGTCGCTAATGGTTACCAACTAcccccTTcccccccccccaccaccaccaccaccaccaCCGGCAGACATGTCCCCAATAAATAAGTaaacaaacaaacAAATGaataaataaataACAACACttttttttCCTTtaaataaataaaAAGCACGcacacaGGGGAGGGACCTGTTCATGCTCCT

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 1 1 10 20 142 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggaggCTCTGGAGGAGGAGAAAGAGGA GGGAACTGGAGCCTAAGCAT 20 41 1 22 142 20 60,024 59,451 37,100 37,900 2,572,974 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 10 19 141 TCTggaggaggaGAAAGAGGAAGTggaggaggaggagggTCTGGAGGAGGAGAAAGAGGAA GGGAACTGGAGCCTAAGCAT 19 41 2 22 142 20 59,616 59,451 33,600 37,900 2,932,193 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 11 20 141 TCTggaggaggaGAAAGAGGAAGTggaggaggaggagggTCTGGAGGAGGAGAAAGAGGA GGGAACTGGAGCCTAAGCAT 20 41 2 21 142 20 58,996 59,451 37,100 37,900 2,552,340 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 5 103 GAGGAAGTggaggaggaggagggggagaagaagaagaagaGAGGAAGTGGAGGAGGAGGA GCTCATGGTTAGCTCGTCCA 5 19 18 20 120 20 59,663 59,824 37,100 40,200 0.512497 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 5 104 GAGGAAGTggaggaggaggagggggagaagaagaagaagaGAGGAAGTGGAGGAGGAGGA TGCTCATGGTTAGCTCGTCC 5 20 18 20 121 20 59,663 59,824 37,100 47,900 0.512497 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 5 208 GAGGAAGTggaggaggaggagggggagaagaagaagaagaGAGGAAGTGGAGGAGGAGGA CCATGAGGACACTTTGATGGC 5 123 18 20 225 21 59,663 59,253 37,100 44,000 2,084,092 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 5 209 GAGGAAGTggaggaggaggagggggagaagaagaagaagaGAGGAAGTGGAGGAGGAGGA GCCATGAGGACACTTTGATGG 5 124 18 20 226 21 59,663 59,253 37,100 35,100 2,084,092 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 5 210 GAGGAAGTggaggaggaggagggggagaagaagaagaagaGAGGAAGTGGAGGAGGAGGA GGCCATGAGGACACTTTGATG 5 125 18 20 227 21 59,663 59,253 37,100 30,700 2,084,092 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:17229:15936 1 43 39 7 1.5 AAT AGAAGAAGAAGAAGAAGAATAATAATAATAATAATNA 0 0 12 4 102 AGGAAGTggaggaggaggagggggagaagaagaagaagaa AGGAAGTGGAGGAGGAGGAG GCTCATGGTTAGCTCGTCCA 4 19 19 20 120 20 59,662 59,824 36,900 40,200 0.513880 F 255 CTCTggaggaggaGAAAGAGGAAGTggaggaggaggagggggagaagaagaagaagaagaataataataataataataataATCCGGGACCCCTTCGCTCTGGACGAGCTAACCATGAGCAGATGCTTAGGCTCCAGTTCCCCTGAGATGtctctcATGTCACAAtctctcCACAATTCGCACTTTTAAATCCATCTGTTACATGCCATCAAAGTGTCCTCATGGCCAAAACCCTGACGTAAAAGCTACCaaaaa

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 16 27 118 AACATCACCAGCACCACCAAcaccaccacCAGCACCA AACATCACCAGCACCACCAA AGTAGTTGCTGGTGGTGGTG 30 27 42 20 159 20 60,106 59,891 36,700 41,700 0.214853 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 17 27 142 ACCAGCAACACCACCAACACCACCAACATCACCAGCACCAGCAACACCACCAACA AGTAGTTGCTGGTGGTGGTG 55 27 18 19 159 20 60,000 59,891 33,300 41,700 1,108,855 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 18 27 133 ACCACCAACACCACCAACATCACCAGCACCACCAAc ACCACCAACACCACCAACAT AGTAGTTGCTGGTGGTGGTG 45 27 27 20 159 20 60,033 59,891 27,100 41,700 0.141199 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 18 27 136 AACACCACCAACACCACCAACATCACCAGCACCACCAACACCACCAACACCACCAA AGTAGTTGCTGGTGGTGGTG 48 27 24 20 159 20 60,252 59,891 36,700 41,700 0.360417 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 18 27 145 AACACCAGCAACACCACCAACACCACCAACATCACCAACACCAGCAACACCACCAA AGTAGTTGCTGGTGGTGGTG 57 27 15 20 159 20 60,613 59,891 36,700 41,700 0.721876 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

ST‐E00142:460:H2K7HCCXY:6:1213:1824:53697_ 1 92 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 18 27 154 AACACCAGCAACACCAGCAACACCACCAACACCAC AACACCAGCAACACCAGCAA AGTAGTTGCTGGTGGTGGTG 66 27 6 20 159 20 60,970 59,891 39,100 41,700 1,078,502 F 162 CCAGCAACACCAGCAACACCAGCAACACCACCAACACCACCAACATCACCAGCACCACCAAcaccaccacCAGCACCAACACCACCAGCAAcaccaccaccaccaccaccacCAACACCACCAAcaccaccaccacAaccaccaccaccAGCAACTACTACC

Ctaur4 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 1 1 3 31 195 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC GGGAAGTGGATGCAAGGCA 31 77 21 20 215 19 59,685 60,304 38,500 47,500 1,619,633 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 30 194 GCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTGCACTTTGCTTTCCAGTCCA GGGAAGTGGATGCAAGGCA 30 77 22 20 215 19 58,968 60,304 40,200 47,500 2,336,395 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 32 196 TGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTAT TGGCACTTTGCTTTCCAGTC GGGAAGTGGATGCAAGGCA 32 77 20 20 215 19 58,968 60,304 35,100 47,500 2,336,395 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 31 184 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC GCAAGGCATTGATGGAACCC 31 65 21 20 204 20 59,685 59,824 38,500 41,100 0.491701 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 31 248 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC GTGATCAAACCTATCAATTCCTTTCA 31 123 21 20 268 26 59,685 57,945 38,500 26,900 8,370,530 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 31 248 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC GTGATCAAACCTATCAATTCCTTTCAA 31 122 21 20 268 27 59,685 58,477 38,500 26,900 8,838,081 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 18 138 CCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACT CCAGTCCATCTCTGCCTTCT TGCTAAATGAAAGGCAGTATTACAGA 18 26 34 20 171 26 58,798 58,890 28,500 34,100 8,311,831 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 31 247 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC TGATCAAACCTATCAATTCCTTTCAA 31 122 21 20 267 26 59,685 57,351 38,500 26,900 8,963,950 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 18 139 TCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTAC TCCAGTCCATCTCTGCCTTCT TGCTAAATGAAAGGCAGTATTACAGA 18 26 33 21 171 26 60,273 58,890 28,500 34,100 8,382,996 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 6 31 180 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC GGCATTGATGGAACCCACAG 31 61 21 20 200 20 59,685 59,180 38,500 36,600 1,134,833 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 6 31 181 GGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATT GGCACTTTGCTTTCCAGTCC AGGCATTGATGGAACCCACA 31 62 21 20 201 20 59,685 59,591 38,500 41,700 0.724343 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:18548:48986 1 72 48 16 1 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 6 19 139 TCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTAC TCCAGTCCATCTCTGCCTTC TGCTAAATGAAAGGCAGTATTACAGA 19 26 33 20 171 26 58,801 58,890 34,600 34,100 8,308,214 A 268 CTGTAACCaaaaaGAGTAATGGCACTTTGCTTTCCAGTCCATCTCTGCCTTCTTATTCTAACCAGGTACTCtattattattattattattattattattattattattattattattatGGAAGAAGTCCTGCTCAAATTTTACATCTGTAATACTGCCTTTCATTTAGCAATCCTTACACTGTGGGTTCCATCAATGCCTTGCATCCACTTCCCCTTATAGTTACAAGGCTTTTAGCATTTTGAAAGGAATTGATAGGTTTGATCAC

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 1 1 7 43 190 tGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTTGGGTGGCTATGTGTGTCTT GTCTCATAATATCTGACTCAATCTCCC 56 43 13 20 202 27 58,936 58,750 30,100 43,000 9,314,335 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 43 191 atGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGATGGGTGGCTATGTGTGTCT GTCTCATAATATCTGACTCAATCTCCC 57 43 12 20 202 27 58,711 58,750 34,100 43,000 9,539,493 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 22 135 TCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtg TCTGCTTTCGTATCTTTGTCTGT CCCAGCTCTCTTTCTCCATCC 25 22 41 23 175 21 58,117 59,859 34,100 35,100 6,023,735 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 22 136 GTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgt GTCTGCTTTCGTATCTTTGTCTGT CCCAGCTCTCTTTCTCCATCC 25 22 40 24 175 21 59,313 59,859 34,100 35,100 5,827,206 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 22 163 tGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTTGGGTGGCTATGTGTGTCTT CCCAGCTCTCTTTCTCCATCC 56 22 13 20 175 21 58,936 59,859 30,100 35,100 2,204,655 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 22 163 tGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTTGGGTGGCTATGTGTGTCTTT CCCAGCTCTCTTTCTCCATCC 55 22 13 21 175 21 59,576 59,859 25,200 35,100 2,564,193 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 7 22 164 atGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGATGGGTGGCTATGTGTGTCT CCCAGCTCTCTTTCTCCATCC 57 22 12 20 175 21 58,711 59,859 34,100 35,100 2,429,812 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 8 43 190 atGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGATGGGTGGCTATGTGTGTCT TCTCATAATATCTGACTCAATCTCCC 57 43 12 20 201 26 58,711 57,640 34,100 43,000 9,649,035 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:19045:6495_ 1 89 44 8 1.5 AGAT AGAGAGAGAGAGATAGATAGATAGATAGATAGAT NA 0 0 8 22 137 TGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgTGTCTGCTTTCGTATCTTTGTCTG CCCAGCTCTCTTTCTCCATCC 26 22 39 24 175 21 59,314 59,859 35,100 35,100 5,826,743 F 240 TGTGGAAatatatGGGTGGCTAtgtgtgTCTTTCTTAATGTCTGCTTTCGTATCTTTGTCTGTTGATTAATGTTtgtgtgAGTGAGAAagagagagagagatagatagatagatagatagatagatagatagATGGATAGATGGATAgatggatggatgGAGAAagagagCTggggggAGATTGAGTCAGATATTATGAGACagagagagagagagagagagAATGAAAGACAGAGACCT

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 9 16 192 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTTT GGCAAATGTCTTGCTCAGGG 16 114 3 21 194 20 59,919 59,471 25,200 44,500 1,610,552 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 9 13 189 CAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctccCACCTCCTCCTGATCTTTCCA GGCAAATGTCTTGCTCAGGG 13 114 6 21 194 20 58,809 59,471 35,300 44,500 2,720,778 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 18 108 TTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcc TTCCCACCTCCTCCTGATCT CAGCTACTCCATTATCCAGAGCA 18 26 2 20 109 23 59,281 59,677 27,500 42,600 4,042,130 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 18 158 TTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcc TTCCCACCTCCTCCTGATCT GGTAGTATTGAGGTGTGGAGGG 18 77 2 20 159 22 59,281 59,565 27,500 43,000 3,153,718 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 18 193 TTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcc TTCCCACCTCCTCCTGATCT GGCAAATGTCTTGCTCAGGG 18 114 2 20 194 20 59,281 59,471 27,500 44,500 1,248,393 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 18 270 TTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcc TTCCCACCTCCTCCTGATCT CGGAATGAGGCAGCATGGAT 18 191 2 20 271 20 59,281 60,537 27,500 34,100 1,255,702 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 107 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT CAGCTACTCCATTATCCAGAGCA 17 26 3 20 109 23 59,281 59,677 24,000 42,600 4,042,130 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 108 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT ACAGCTACTCCATTATCCAGAGC 17 27 3 20 110 23 59,281 59,677 24,000 40,900 4,042,418 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 157 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT GGTAGTATTGAGGTGTGGAGGG 17 77 3 20 159 22 59,281 59,565 24,000 43,000 3,153,718 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 192 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT GGCAAATGTCTTGCTCAGGG 17 114 3 20 194 20 59,281 59,471 24,000 44,500 1,248,393 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 264 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT TGAGGCAGCATGGATAGCAA 17 186 3 20 266 20 59,281 59,452 24,000 39,100 1,266,568 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21115:19047 1 40 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 17 269 TCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcTCCCACCTCCTCCTGATCTT CGGAATGAGGCAGCATGGAT 17 191 3 20 271 20 59,281 60,537 24,000 34,100 1,255,702 F 278 CTTCCCAcctcctcctGATCTTTCCATTCTCCCTCATCCcctcctcctcctcctcctcctTATCATCACCCATTGTCCAGGttttttGCTCTGGATAATGGAGTAGCTGTTTAGTCAGATGGAGTTACCTTTGTTTCCCCTCCACACCTCAATACTACCACTGATCTGATTGTCCCCTGAGCAAGACATTTGCCACTTTCCTGGCCCAGCTTCCCCAATTATCTGTTATCCTGTCCTTTAATTAAGTTGCTATCCATGCTGCCTCATTCCGTTTAATA

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 1 1 6 7 103 TCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcacc TCTGTCCCTCCCAAGAGCAT TCCTTTCCATATTCCTGTCCAGA 13 7 170 20 272 23 60,253 58,629 37,900 38,600 4,623,658 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 107 TCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACC TCAGTCTGTCCCTCCCAAGA TCCTTTCCATATTCCTGTCCAGA 17 7 166 20 272 23 59,513 58,629 30,200 38,600 4,858,102 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 230 GGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGGGACATCAGTGACCCAGTGG CCTTTCCATATTCCTGTCCAGA 141 7 42 20 271 22 60,036 57,222 40,000 38,600 4,814,223 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 231 GGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGGGACATCAGTGACCCAGTGG TCCTTTCCATATTCCTGTCCAGA 141 7 42 20 272 23 60,036 58,629 40,000 38,600 4,406,786 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 250 GCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGGCAAATTCTCTTTACTGAAGGACA TCCTTTCCATATTCCTGTCCAGA 156 7 23 24 272 23 57,440 58,629 40,200 38,600 10,931,029 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 251 AGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAAGCAAATTCTCTTTACTGAAGGACA TCCTTTCCATATTCCTGTCCAGA 156 7 22 25 272 23 58,701 58,629 40,200 38,600 10,669,917 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 271 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTAC GAGGCCAGAATGTGTGAGGA CCTTTCCATATTCCTGTCCAGA 182 7 1 20 271 22 59,385 57,222 37,100 38,600 5,393,544 F 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 6 7 272 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTAC GAGGCCAGAATGTGTGAGGA TCCTTTCCATATTCCTGTCCAGA 182 7 1 20 272 23 59,385 58,629 37,100 38,600 4,986,107 F 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 8 1 186 AGCCCGCACATCACCAATTTTAAGGAATTCAATTAT AGCCCGCACATCACCAATTT TCCATATTCCTGTCCAGATCTCTG 101 1 82 20 267 24 60,900 59,163 18,200 33,500 5,737,015 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 97 TCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcacc TCTGTCCCTCCCAAGAGCAT CCATATTCCTGTCCAGATCTCTGT 13 0 170 20 266 24 60,253 59,408 37,900 34,100 4,845,232 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 185 AGCCCGCACATCACCAATTTTAAGGAATTCAATTAT AGCCCGCACATCACCAATTT CCATATTCCTGTCCAGATCTCTGT 101 0 82 20 266 24 60,900 59,408 18,200 34,100 5,492,068 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 185 AGCCCGCACATCACCAATTTTAAGGAATTCAATTAT AGCCCGCACATCACCAATT CCATATTCCTGTCCAGATCTCTGT 102 0 82 19 266 24 60,304 59,408 23,200 34,100 5,896,732 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 225 GGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGGGACATCAGTGACCCAGTGG CCATATTCCTGTCCAGATCTCTGT 141 0 42 20 266 24 60,036 59,408 40,000 34,100 4,628,361 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 245 AGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAAGCAAATTCTCTTTACTGAAGGACA CCATATTCCTGTCCAGATCTCTGT 156 0 22 25 266 24 58,701 59,408 40,200 34,100 10,891,492 A 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:21328:63156 1 203 40 8 1 ACCCC CACCCCACCCCACCCCACCCCACCCCACCCCACCCCANA 0 0 9 0 266 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTAC GAGGCCAGAATGTGTGAGGA CCATATTCCTGTCCAGATCTCTGT 182 0 1 20 266 24 59,385 59,408 37,100 34,100 5,207,682 F 275 GAGGCCAGAAtgtgtgAGGATAGCAAATTCTCTTTACTGAAGGACATCAGTGACCCAGTGGAGTTTGTAGGACAAGCCGTCAGCCCGCACATCACCAATTTTAAGGAATTCAATTATGTAAGTTGCTACCGTGAAATTTAAATTCAAAACATCTACTGGGCTATCTCAGTCTGTCCCTCCCAAGAGCATTCAGTCCCCACCGcaccccaccccaccccaccccaccccaccccaccccacccACAGAGATCTGGACAGGAATATGGAAAGGATTT

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 3 0 90 TTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcTTTGTTTGTACCAGGTTGTTATGAG AAGTCAAACGTATGGAATCCCGA 6 0 166 25 255 23 57,966 60,056 29,000 51,400 10,089,205 A 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 0 90 TTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcTTTGTTTGTACCAGGTTGTTATGAGA AAGTCAAACGTATGGAATCCCGA 5 0 166 26 255 23 59,171 60,056 32,700 51,400 9,884,973 A 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 1 90 TTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctccTTGTTTGTACCAGGTTGTTATGAGA AAAGTCAAACGTATGGAATCCCG 5 1 167 25 256 23 58,642 59,312 32,700 51,400 10,045,877 A 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 0 147 ACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATACTTTAGGAGAGGAAATGCTGAAA AGTCAAACGTATGGAATCCCGA 65 0 108 24 254 22 58,119 59,502 26,900 51,400 8,379,382 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 0 157 TCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGTCCCATCTTTACTTTAGGAGAGGA AGTCAAACGTATGGAATCCCGA 75 0 98 24 254 22 58,150 59,502 37,100 51,400 8,348,759 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 5 0 147 ACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATACTTTAGGAGAGGAAATGCTGAA AGTCAAACGTATGGAATCCCGA 66 0 108 23 254 22 57,495 59,502 30,200 51,400 8,003,662 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 33 259 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA TTGGAAGTTAGAACTGTGTTCCT 143 33 30 24 288 23 59,362 57,632 37,200 33,600 10,005,922 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 32 258 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA TGGAAGTTAGAACTGTGTTCCTT 143 32 30 24 287 23 59,362 57,632 37,200 33,600 10,005,922 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 31 258 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA TGGAAGTTAGAACTGTGTTCCTTT 143 31 30 24 287 24 59,362 58,248 37,200 31,100 10,389,563 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 1 225 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA AGTCAAACGTATGGAATCCCG 143 1 30 24 254 21 59,362 58,099 37,200 51,400 7,539,225 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 0 224 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA GTCAAACGTATGGAATCCCGA 143 0 30 24 253 21 59,362 58,104 37,200 51,400 7,534,145 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:24282:6319_ 1 197 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 0 225 TGTGCTAATGTTGAACAAGACACATTGAAAATGATTTGTGCTAATGTTGAACAAGACACA AGTCAAACGTATGGAATCCCGA 143 0 30 24 254 22 59,362 59,502 37,200 51,400 7,136,458 F 288 TAAAGGGAACAAACCAtttttGGTTTAATTGTGCTAATGTTGAACAAGACACATTGAAAATGATTTTCTGATTGCAatatatCTTTATTTGCCATTATCCCATCTTTACTTTAGGAGAGGAAATGCTGaaaaaGAAAGCTGATAAATCAAGACAAGTATAAATGTTTTGTTTGTACCAGGTTGTTATGAGATCTTGtcctcctcctcctcctcctcctcctcctcctcctccTCGGGATTCCATACGTTTGACTTTATATGGAAAAGGAACACAGTTCTAACTTCCAA

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 5 3 120 TGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATG TGGTGCTGGGATGTTTGGAG TAACGCTCTGTGAAGGTGGC 53 3 149 20 268 20 60,251 60,320 38,600 50,100 0.571718 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 3 126 CACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACACTGATGGTGCTGGGATGT TAACGCTCTGTGAAGGTGGC 59 3 143 20 268 20 60,035 60,320 30,600 50,100 0.355188 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 3 164 GGTGCATGCCACACTGTTTAGTGTGGACTGGTCAG GGTGCATGCCACACTGTTTA TAACGCTCTGTGAAGGTGGC 97 3 105 20 268 20 59,042 60,320 20,100 50,100 1,278,512 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 3 173 TGTATACAGGGTGCATGCCACACTGTTTAGTGTGGATGTATACAGGGTGCATGCCA TAACGCTCTGTGAAGGTGGC 106 3 96 20 268 20 59,085 60,320 49,200 50,100 1,235,785 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 3 234 ACTAACCTCATGGGCAGCACTTGTGGCAGCACTCG ACTAACCTCATGGGCAGCAC TAACGCTCTGTGAAGGTGGC 167 3 35 20 268 20 60,035 60,320 44,000 50,100 0.355477 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 3 235 GACTAACCTCATGGGCAGCACTTGTGGCAGCACTC GACTAACCTCATGGGCAGCA TAACGCTCTGTGAAGGTGGC 168 3 34 20 268 20 59,747 60,320 44,100 50,100 0.573465 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 3 100 GGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGCCACTTATGTTCCA TAACGCTCTGTGAAGGTGGC 33 3 169 20 268 20 60,323 60,320 35,300 50,100 0.643781 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 3 171 TATACAGGGTGCATGCCACACTGTTTAGTGTGGACTTATACAGGGTGCATGCCACA TAACGCTCTGTGAAGGTGGC 104 3 98 20 268 20 59,085 60,320 41,700 50,100 1,235,785 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 3 236 TGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCTGACTAACCTCATGGGCAGC TAACGCTCTGTGAAGGTGGC 169 3 33 20 268 20 59,747 60,320 52,500 50,100 0.573465 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 11 23 255 ACTAACCTCATGGGCAGCACTTGTGGCAGCACTCG ACTAACCTCATGGGCAGCAC CAAGGAGGCTGAGGAAGATGA 167 23 35 20 289 21 60,035 59,164 44,000 29,200 1,871,222 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 11 23 256 GACTAACCTCATGGGCAGCACTTGTGGCAGCACTC GACTAACCTCATGGGCAGCA CAAGGAGGCTGAGGAAGATGA 168 23 34 20 289 21 59,747 59,164 44,100 29,200 2,089,210 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25378:20524 1 222 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 11 23 257 TGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCTGACTAACCTCATGGGCAGC CAAGGAGGCTGAGGAAGATGA 169 23 33 20 289 21 59,747 59,164 52,500 29,200 2,089,210 A 289 CTTTGAGCACATGAGCTCTTTCATTgagagaGTGACTAACCTCATGGGCAGCACTTGTGGCAGCACTCGGAGTGCATGCAGCAACTGTGCACCGATGTATACAGGGTGCATGCCACACTGTTTAGTGTGGACTGGTCAGTGGCACTGATGGTGCTGGGATGTTTGGAGGGGCTGCCACTTATGTTCCACATGAGTGCCCGCCAAGGGCTGTGGGTGACACCgaggaggaggaggaggaggaggagGGTGCCACCTTCACAGAGCGTTATCATCTTCCTCAGCCTCCTTG

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 1 1 4 72 269 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTAGCTTGGTAGAGCAGTGTCA AATCCAGACACGCTGTGGG 118 72 1 20 269 19 58,658 60,003 35,800 46,100 2,345,429 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 4 72 270 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTAGCTTGGTAGAGCAGTGTCAA AAATCCAGACACGCTGTGGG 117 72 1 21 270 20 59,306 60,606 31,800 46,100 2,300,552 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 4 72 270 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTAGCTTGGTAGAGCAGTGTCA AAATCCAGACACGCTGTGGG 118 72 1 20 270 20 58,658 60,606 35,800 46,100 1,948,475 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 43 177 TTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATT TTCCTGTCCTGCCTCAGTTC GGGTCAAGCCTGCAGTTAAA 43 54 76 20 252 20 59,313 58,384 30,100 15,200 2,303,513 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 43 195 TTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATT TTCCTGTCCTGCCTCAGTTC AAATCCAGACACGCTGTGGG 43 72 76 20 270 20 59,313 60,606 30,100 46,100 1,293,755 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 42 176 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT GGGTCAAGCCTGCAGTTAAA 42 54 77 20 252 20 60,179 58,384 30,100 15,200 1,795,079 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 42 193 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT AATCCAGACACGCTGTGGG 42 72 77 20 269 19 60,179 60,003 30,100 46,100 1,182,275 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 42 194 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT AAATCCAGACACGCTGTGGG 42 72 77 20 270 20 60,179 60,606 30,100 46,100 0.785322 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 12 137 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT TGGTCACCAGAAAGAAAGAATGC 42 12 77 20 213 23 60,179 59,430 30,100 35,600 3,748,621 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 8 11 136 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT GGTCACCAGAAAGAAAGAATGCA 42 11 77 20 212 23 60,179 59,430 30,100 39,600 3,748,621 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 9 43 178 TTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATAT TTTCCTGTCCTGCCTCAGTTC GGGTCAAGCCTGCAGTTAAA 43 54 75 21 252 20 59,928 58,384 30,100 15,200 2,688,489 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:25560:42394 1 139 40 8 1 AAAGG TTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTTTCCTNA 0 0 11 7 132 TCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTT TCCTGTCCTGCCTCAGTTCT ACCAGAAAGAAAGAATGCAAGCA 42 7 77 20 208 23 60,179 59,362 30,100 39,100 3,817,081 F 275 AGCTTGGTAGAGCAGTGTCAAATCTTgagagaCAGTTGCTATGGTCAATCTAtttttaaaaaaaaTCTACTTGATTTCCTGTCCTGCCTCAGTTCTAATTTCATAACATATTTTGTTCACAGAAGCTATCTTCCTTCCttcctttcctttcctttcctttcctttcctttcctttcctTCCTGCTTGCTTGCAttctttctttctGGTGACCAGTACCTGAATTCCTTCCtttttAACTGCAGGCTTGACCCCACAGCGTGTCTGGATTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 4 17 142 CCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCCCACTCAGTCTCCCTCTGA GATGTTCTTCCTCTGCAAGGT 63 17 120 20 261 21 59,960 57,935 32,700 35,000 3,105,251 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 17 143 CCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCCCACTCAGTCTCCCTCTGA TGATGTTCTTCCTCTGCAAGGT 63 17 120 20 262 22 59,960 59,627 32,700 35,000 2,413,521 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 17 144 CCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCCCACTCAGTCTCCCTCTGA TTGATGTTCTTCCTCTGCAAGGT 63 17 120 20 263 23 59,960 60,181 32,700 35,000 3,221,792 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 5 7 132 CCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCCCACTCAGTCTCCCTCTGA CTCTGCAAGGTAGAGGTCAGT 63 7 120 20 251 21 59,960 58,825 32,700 34,100 2,215,553 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 7 121 TCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCTCCCTCTGAACTTGCTGCAG CTCTGCAAGGTAGAGGTCAGT 52 7 131 20 251 21 59,964 58,825 44,100 34,100 2,211,083 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1213:27773:18063 1 203 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 7 122 CTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCTCCCTCTGAACTTGCTGCA CTCTGCAAGGTAGAGGTCAGT 53 7 130 20 251 21 59,964 58,825 44,100 34,100 2,211,083 A 265 CACGCGCACGCGCACTcacacacacacacacacacacacacacacacacacaCCAccccccccccccGGTaaaaaaaCCCCGCACGACAACACCCAcccccAtctctcCGCTCCCCTCGCCCACTCAGTCTCCCTCTGAACTTGCTGCAGTCCATTCTCTTCGGTCCAACCCGAACATTGTCATCCAACTTGTTCAGAAGGGtgttgttgttgttgttgttgtCTGTAAAACTGACCTCTACCTTGCAGAGGAAGAACATCAACT

ST‐E00142:460:H2K7HCCXY:6:1214:10348:6583_ 1 36 64 16 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 1 1 16 5 116 CGGGtggatggatggaATGATGGATGAatggatggatgga CGGGTGGATGGATGGAATGA TCCACCCATGCATTCATCCA 7 5 9 20 124 20 59,526 59,370 25,700 34,100 1,103,889 F 124 tgtgtgGGCGGGtggatggatggaATGATGGATGAatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggATGAATGGATGAATGCATGGGTGGA

ST‐E00142:460:H2K7HCCXY:6:1214:10348:6583_ 1 36 64 16 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 5 116 CGGGtggatggatggaATGATGGATGAatggatggatgga CGGGTGGATGGATGGAATGAT TCCACCCATGCATTCATCCA 6 5 9 21 124 20 59,926 59,370 24,500 34,100 1,704,539 F 124 tgtgtgGGCGGGtggatggatggaATGATGGATGAatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggATGAATGGATGAATGCATGGGTGGA

ST‐E00142:460:H2K7HCCXY:6:1214:10348:6583_ 1 36 64 16 1 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGAT NA 0 0 17 4 116 CGGGtggatggatggaATGATGGATGAatggatggatgga CGGGTGGATGGATGGAATGA TCCACCCATGCATTCATCCAT 7 4 9 20 124 21 59,526 59,782 25,700 34,100 1,692,204 F 124 tgtgtgGGCGGGtggatggatggaATGATGGATGAatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggatggATGAATGGATGAATGCATGGGTGGA

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 1 1 4 65 223 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC ACCAATCTAACCAACACCAGT 65 96 7 20 229 21 58,174 57,124 40,100 40,000 5,702,694 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 65 225 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC CAACCAATCTAACCAACACCAGT 65 96 7 20 231 23 58,174 59,111 40,100 40,000 5,715,315 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 65 226 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC TCAACCAATCTAACCAACACCAG 65 97 7 20 232 23 58,174 58,859 40,100 40,000 5,967,671 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 65 242 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC TCTTCACTGCTAGAGATCAACCA 65 113 7 20 248 23 58,174 58,911 40,100 36,700 5,915,746 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 65 243 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC CTCTTCACTGCTAGAGATCAACCA 65 113 7 20 249 24 58,174 59,841 40,100 36,700 5,985,705 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 65 244 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC TCTCTTCACTGCTAGAGATCAACC 65 114 7 20 250 24 58,174 59,599 40,100 37,700 6,227,269 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 41 167 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC TGAGATACCTGCGTGCTTCA 65 41 7 20 173 20 58,174 59,105 40,100 30,200 2,721,220 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 4 34 160 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC CCTGCGTGCTTCAGGTACTT 65 34 7 20 166 20 58,174 60,321 40,100 22,400 2,147,156 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 5 32 158 ATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGAT ATTCCTGTAGGTGCACAAGC TGCGTGCTTCAGGTACTTCT 65 32 7 20 164 20 58,174 59,320 40,100 28,500 2,505,890 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 5 27 123 ATACATGTTGCAGATGAGGGTAAATTTGAgggggAT ATACATGTTGCAGATGAGGGT CCTGCGTGCTTCAGGTACTT 27 34 44 21 166 20 57,060 60,321 43,400 22,400 4,260,510 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 5 16 114 GCAGATGAGGGTAAATTTGAgggggATGATGAAGATGCAGATGAGGGTAAATTTGAGGG CCTGCGTGCTTCAGGTACTT 16 34 53 23 166 20 59,366 60,321 43,000 22,400 3,954,757 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:12885:20155 1 92 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 7 25 121 ACATGTTGCAGATGAGGGTAAATTTGAgggggATGAACATGTTGCAGATGAGGGTAA CCTGCGTGCTTCAGGTACTT 25 34 46 21 166 20 57,281 60,321 28,500 22,400 4,040,039 F 258 CTCTATATTCCTGTAGGTGCACAAGCAGTATTGTAAGGGATCAATACATGTTGCAGATGAGGGTAAATTTGAgggggATGATGAAGATGAAgatgatgatgatgatgatgatGAAGAAGAGGAAGATGAGCCACAAAACGTTAAAGAAGTACCTGAAGCACGCAGGTATCTCATTACAGTACTGGATTATTCACCTTCCTTGTTTTAAACTGGTGTTGGTTAGATTGGTTGATCTCTAGCAGTGAAGAGAATTAGTTG

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 81 233 AGACAGAAGCATCCGCAACAATCTTCCTACAGAAG AGACAGAAGCATCCGCAACA AGCCTTCCTTAGTGTTGCCG 91 81 7 20 239 20 59,965 60,322 33,300 56,900 0.356969 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 79 231 AGACAGAAGCATCCGCAACAATCTTCCTACAGAAG AGACAGAAGCATCCGCAACA CCTTCCTTAGTGTTGCCGGG 91 79 7 20 237 20 59,965 60,677 33,300 57,300 0.712099 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 51 193 AGTTCATGACCCATCACGGCCTCAGCCGGAGGTAC AGTTCATGACCCATCACGGC AGCCTTCCTTAGTGTTGCCG 51 81 47 20 239 20 60,393 60,322 56,800 56,900 0.714650 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 32 184 AGACAGAAGCATCCGCAACAATCTTCCTACAGAAG AGACAGAAGCATCCGCAACA ATGTTCTGTGCCTTCAGCCA 91 32 7 20 190 20 59,965 59,889 33,300 47,500 0.146378 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 31 183 AGACAGAAGCATCCGCAACAATCTTCCTACAGAAG AGACAGAAGCATCCGCAACA TGTTCTGTGCCTTCAGCCAT 91 31 7 20 189 20 59,965 59,889 33,300 44,000 0.146378 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 26 178 AGACAGAAGCATCCGCAACAATCTTCCTACAGAAG AGACAGAAGCATCCGCAACA TGTGCCTTCAGCCATTTCCT 91 26 7 20 184 20 59,965 59,887 33,300 33,600 0.148312 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 4 91 AGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccac AGCCAGTCTTCTGCCCATTC TGTGCCTTCAGCCATTTCCT 4 26 94 20 184 20 60,035 59,887 26,700 33,600 0.147665 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 4 96 AGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccac AGCCAGTCTTCTGCCCATTC TGTTCTGTGCCTTCAGCCAT 4 31 94 20 189 20 60,035 59,889 26,700 44,000 0.145732 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:13342:6108_ 1 118 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 4 97 AGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccac AGCCAGTCTTCTGCCCATTC ATGTTCTGTGCCTTCAGCCA 4 32 94 20 190 20 60,035 59,889 26,700 47,500 0.145732 F 241 AACAAAAGACAGAAGCATCCGCAACAATCTTCCTACAGAAGTGCTGAGTTCATGACCCATCACGGCCTCAGCCGGAGGTACCCATCATCACATAGCCAGTCTTCTGCCCATTCGATTcaccaccaccaccaccaccaccccccAccccccccccccGTGATATCAGGAAATGGCTGAAGGCACAGAACATTTCAAAAGCAATTGCCCATGGCAATCGCCCGGCAACACTAAGGAAGGCTCT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 2 9 204 AGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcct AGGGCTTGGTAACGTCTTCC AGCTGTTCACCAATGGCAGA 9 134 34 20 237 20 59,676 59,889 34,600 42,600 0.435018 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 2 8 202 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT GCTGTTCACCAATGGCAGAC 8 133 35 20 236 20 59,676 59,758 33,600 35,100 0.565974 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 2 8 203 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT AGCTGTTCACCAATGGCAGA 8 134 35 20 237 20 59,676 59,889 33,600 42,600 0.435018 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 9 168 AGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcct AGGGCTTGGTAACGTCTTCC TGTGGAACTCTGTCTTGTGAA 9 97 34 20 201 21 59,676 57,095 34,600 31,800 4,228,756 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 8 129 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT GCAAGGAAGAGAGTTACGCTG 8 59 35 20 163 21 59,676 59,004 33,600 51,800 2,320,147 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 8 167 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT TGTGGAACTCTGTCTTGTGAA 8 97 35 20 201 21 59,676 57,095 33,600 31,800 4,228,756 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 8 168 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT TTGTGGAACTCTGTCTTGTGA 8 98 35 20 202 21 59,676 57,095 33,600 35,800 4,228,756 B 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 15 240 AAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAt AAAGGCAGGGCTTGGTAACG ATTGCTATGTCTCTCATCAGCT 15 162 28 20 267 22 60,894 57,040 31,800 42,400 5,853,287 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 15 240 AAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAt AAAGGCAGGGCTTGGTAACG ATTGCTATGTCTCTCATCAGCTT 15 161 28 20 267 23 60,894 57,707 31,800 37,400 6,187,046 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 15 240 AAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAt AAAGGCAGGGCTTGGTAACG ATTGCTATGTCTCTCATCAGCTTT 15 160 28 20 267 24 60,894 58,317 31,800 35,100 6,576,386 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 9 131 AGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcct AGGGCTTGGTAACGTCTTCC AGCAAGGAAGAGAGTTACGCT 9 60 34 20 164 21 59,676 59,104 34,600 50,700 2,220,422 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:16001:23161 1 63 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 8 130 GGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctccGGGCTTGGTAACGTCTTCCT AGCAAGGAAGAGAGTTACGCT 8 60 35 20 164 21 59,676 59,104 33,600 50,700 2,220,422 F 267 ATCGCTGTGGTGATAttttttAGTTGAAAAGGCAGGGCTTGGTAACGTCTTCCTTTTCCATAtcctcctcctcctcctcctccAGGAGTGAGCCTGGCTATTGAGTtatatataATGGACAAATCAATGaataataatATTTCAGCGTAActctctTCCTTGCTGAGGGGTGCAGTGTATTTCACAAGACAGAGTTCCACAATTAACTGTTTTATTGTCTGCCATTGGTGAACAGCTTCACAGAAAGCTGATgagagaCATAGCAAT

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 3 0 100 CACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggCACTCGACTGATTCCTGGGA TCCATGGATATAGGCCCAGC 0 39 79 20 178 20 58,814 58,711 43,700 48,500 2,475,361 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 0 101 CACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggCACTCGACTGATTCCTGGGA CTCCATGGATATAGGCCCAGC 0 39 79 20 179 21 58,814 59,789 43,700 48,500 2,397,658 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 1 102 TCACTCGACTGATTCCTGGGAtggtggtggtggtggtggt TCACTCGACTGATTCCTGGG CTCCATGGATATAGGCCCAGC 1 39 78 20 179 21 58,814 59,789 44,500 48,500 2,397,658 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 0 176 CACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggCACTCGACTGATTCCTGGGA CCTTTCAGTGTCCACCCTGT 0 115 79 20 254 20 58,814 59,526 43,700 40,000 1,660,384 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 13 191 AGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGA AGTTCAGAGAAGGTTCACTCGA CCTTTCAGTGTCCACCCTGT 13 115 64 22 254 20 58,777 59,526 40,400 40,000 3,697,619 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 169 TCACTCGACTGATTCCTGGGAtggtggtggtggtggtggt TCACTCGACTGATTCCTGGG TGTCCACCCTGTCAAATCCC 1 107 78 20 246 20 58,814 59,596 44,500 38,500 1,590,241 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 168 CACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggCACTCGACTGATTCCTGGGA TGTCCACCCTGTCAAATCCC 0 107 79 20 246 20 58,814 59,596 43,700 38,500 1,590,241 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 12 191 AGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGA AGTTCAGAGAAGGTTCACTCGAC CCTTTCAGTGTCCACCCTGT 12 115 64 23 254 20 59,995 59,526 42,000 40,000 3,479,128 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:20253:13299 1 99 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 11 190 GTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtgGTTCAGAGAAGGTTCACTCGACT CCTTTCAGTGTCCACCCTGT 11 115 65 23 254 20 59,995 59,526 41,800 40,000 3,479,128 F 257 CTCCTTATGAAAGGACATAATTACATTAGAATCATTGTATTAGAATTACATTAGAATTACATTAGTTCAGAGAAGGTTCACTCGACTGATTCCTGGGAtggtggtggtggtggtggtggGGGAggggggATGTTATCTTATAAGGAAAGGTTGGACAGGCTGGGCCTATATCCATGGAGTTTAGAAGAATGAAAAGTGGACATATTAAAatatatAAGACCCTGAAGGGATTTGACAGGGTGGACACTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 37 141 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC ACTTGGAGGGAGAGGACAGC 37 45 2 18 142 20 59,647 60,907 39,700 44,000 3,260,035 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 37 196 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC GCTGCTCTCTCTGGGATGAC 37 100 2 18 197 20 59,647 59,895 39,700 30,600 2,457,476 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 37 197 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC AGCTGCTCTCTCTGGGATGA 37 101 2 18 198 20 59,647 60,032 39,700 29,200 2,385,121 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 37 219 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC TTTGGCTGTCCTCTTGTGGG 37 123 2 18 220 20 59,647 60,179 39,700 46,100 2,531,797 B 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 20 180 CCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGCCTCAAGGAGTCAGGCCG AGCTGCTCTCTCTGGGATGA 20 101 19 18 198 20 59,419 60,032 61,300 29,200 2,613,671 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 38 142 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGCCCACAGGTGCTCCTTCC ACTTGGAGGGAGAGGACAGC 38 45 1 18 142 20 59,647 60,907 34,600 44,000 3,260,035 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 38 198 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGCCCACAGGTGCTCCTTCC AGCTGCTCTCTCTGGGATGA 38 101 1 18 198 20 59,647 60,032 34,600 29,200 2,385,121 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 37 151 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC GGCAAAGTGAACTTGGAGGG 37 55 2 18 152 20 59,647 59,038 39,700 43,000 3,314,558 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 38 223 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGCCCACAGGTGCTCCTTCC CCCTTTGGCTGTCCTCTTGT 38 126 1 18 223 20 59,647 59,889 34,600 31,600 2,464,058 B 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 37 222 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC CCCTTTGGCTGTCCTCTTGT 37 126 2 18 223 20 59,647 59,889 39,700 31,600 2,464,058 B 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 19 178 CTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGACTCAAGGAGTCAGGCCGG GCTGCTCTCTCTGGGATGAC 19 100 20 18 197 20 59,419 59,895 61,300 30,600 2,686,025 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 19 179 CTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGACTCAAGGAGTCAGGCCGG AGCTGCTCTCTCTGGGATGA 19 101 20 18 198 20 59,419 60,032 61,300 29,200 2,613,671 F 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 25 121 CCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGCCACAGGTGCTCCTTCCC CTCTGAGGTCCCTGAGTGGA 37 25 2 18 122 20 59,647 59,960 39,700 40,200 2,393,156 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 25 122 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGCCCACAGGTGCTCCTTCC CTCTGAGGTCCCTGAGTGGA 38 25 1 18 122 20 59,647 59,960 34,600 40,200 2,393,156 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:22871:52045 1 57 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 19 103 CTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGACTCAAGGAGTCAGGCCGG CTCTGAGGTCCCTGAGTGGA 19 25 20 18 122 20 59,419 59,960 61,300 40,200 2,621,706 A 235 CCCACAGGTGCTCCTTCCCCTCAAGGAGTCAGGCCGGGGCCCTTGGGAACCTGAATggaggaggaggaggaggaggaGCGGCAGCTGGACACCCCTGGGTCATCCACTCAGGGACCTCAGAGGCTGTCCTCTCCCTCCAAGTTCACTTTGCCTGTGACCCCATCAACCTCATCTTCTGTCATCCCagagagagCAGCTGGCCCACAAGAGGACAGCCAAAGGGAGGAAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 1 1 13 18 126 gggAGAAAGAGAAAGAAAGAGGgagagaAATAAagaGGGAGAAAGAGAAAGAAAGAGGG GGGCTGTAGAAAGGTGCTATAT 27 18 72 23 197 22 58,415 57,374 43,000 0.8600 9,210,481 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 49 199 agagagGAagagagGAAGAgggggAGAAAGAGAAAGAAGAGAGGAAGAGAGGAAGAGGG TGGAGCGTCCTTCTTGTCTC 49 72 51 22 249 20 59,755 59,396 43,000 33,600 2,848,337 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 49 200 agagagGAagagagGAAGAgggggAGAAAGAGAAAGAAGAGAGGAAGAGAGGAAGAGGG CTGGAGCGTCCTTCTTGTCT 49 73 51 22 250 20 59,755 59,394 43,000 34,100 2,850,358 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 49 201 agagagGAagagagGAAGAgggggAGAAAGAGAAAGAAGAGAGGAAGAGAGGAAGAGGG CCTGGAGCGTCCTTCTTGTC 49 74 51 22 251 20 59,755 60,390 43,000 31,800 2,635,240 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 26 178 gggAGAAAGAGAAAGAAAGAGGgagagaAATAAagaGGGAGAAAGAGAAAGAAAGAGGGA TGGAGCGTCCTTCTTGTCTC 26 72 72 24 249 20 59,713 59,396 42,000 33,600 4,890,894 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 26 179 gggAGAAAGAGAAAGAAAGAGGgagagaAATAAagaGGGAGAAAGAGAAAGAAAGAGGGA CTGGAGCGTCCTTCTTGTCT 26 73 72 24 250 20 59,713 59,394 42,000 34,100 4,892,915 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 26 180 gggAGAAAGAGAAAGAAAGAGGgagagaAATAAagaGGGAGAAAGAGAAAGAAAGAGGGA CCTGGAGCGTCCTTCTTGTC 26 74 72 24 251 20 59,713 60,390 42,000 31,800 4,677,797 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 14 18 126 gggAGAAAGAGAAAGAAAGAGGgagagaAATAAagaGGGAGAAAGAGAAAGAAAGAGGGA GGGCTGTAGAAAGGTGCTATAT 26 18 72 24 197 22 59,713 57,374 42,000 0.8600 8,912,933 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:29072:25411 1 122 36 9 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 17 18 125 ggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagGGAGAAAGAGAAAGAAAGAGGGAGA GGGCTGTAGAAAGGTGCTATAT 24 18 73 25 197 22 59,753 57,374 37,100 0.8600 9,872,944 F 261 TAACAAagagagAAAGAAagagagagagAAAGAACgagagagagaAGGAAagagagGAagagagGAAGAgggggAGAAAGAGAAAGAAAGAGGgagagaAATAAagagagaaaaaaaaGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagGAAGGATTGATTGCATTtatataGCACCTTTCTACAGCCCCAGGGCATTTCGAAATGCCTTTTAAGAATTAAGAGACAAGAAGGACGCTCCAGGGGCTAGACTG

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 1 1 3 4 105 CCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGCCAGAGGAAGGCCAGAAGTG AATCCTGGCAGCTTTGGCA 32 4 118 20 222 19 60,036 60,229 31,600 49,200 1,264,586 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 4 131 TGCCAAACTCGCAACATTCGACATGCCCAGAGGAA TGCCAAACTCGCAACATTCG AATCCTGGCAGCTTTGGCA 58 4 92 20 222 19 60,041 60,229 33,400 49,200 1,269,470 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 4 196 GTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGTCGATCGGCCTACTTGGAC AATCCTGGCAGCTTTGGCA 123 4 27 20 222 19 60,249 60,229 40,200 49,200 1,477,905 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 4 205 AACACAGTAGTCGATCGGCCTACTTGGACACAAGC AACACAGTAGTCGATCGGCC AATCCTGGCAGCTTTGGCA 132 4 18 20 222 19 59,827 60,229 61,300 49,200 1,401,759 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 Mar‐75 4 106 CCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGCCAGAGGAAGGCCAGAAGTG GAATCCTGGCAGCTTTGGCA 32 4 118 20 223 20 60,036 61,253 31,600 49,200 1,288,533 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 Mar‐75 4 206 AACACAGTAGTCGATCGGCCTACTTGGACACAAGC AACACAGTAGTCGATCGGCC GAATCCTGGCAGCTTTGGCA 132 4 18 20 223 20 59,827 61,253 61,300 49,200 1,425,707 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 6 5 141 TCATCTAGATGCCAAACTCGCAACATTCGACATGCC TCATCTAGATGCCAAACTCGCA GAATCCTGGCAGCTTTGGC 65 5 83 22 223 19 59,832 59,485 51,000 45,200 3,682,867 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 6 4 140 TCATCTAGATGCCAAACTCGCAACATTCGACATGCC TCATCTAGATGCCAAACTCGCA AATCCTGGCAGCTTTGGCA 65 4 83 22 222 19 59,832 60,229 51,000 49,200 3,397,270 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1214:32705:27064 1 170 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 6 4 141 TCATCTAGATGCCAAACTCGCAACATTCGACATGCC TCATCTAGATGCCAAACTCGCA GAATCCTGGCAGCTTTGGCA 65 4 83 22 223 20 59,832 61,253 51,000 49,200 3,421,217 A 225 AACTACctctctTGGGAAACACAGTAGTCGATCGGCCTACTTGGACACAAGCACTGAAATTTGGTTCAGCATATTTTAAGGATCATCTAGATGCCAAACTCGCAACATTCGACATGCCCAGAGGAAGGCCAGAAGTGGCATGGGTGCAGAGGTTTTCCTAAACACCAATaacaacaacaacaacaacaacaacaacaacGAGCTGCCAAAGCTGCCAGGATTCNT

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 1 1 2 42 195 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC ATTGCTAGTGCCAGTGAGCA 42 82 2 23 196 20 59,730 59,674 51,900 42,600 3,595,839 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 2 27 139 CCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCCCCTATCTACTCTATCCAGCCC ACCCATTGGAGTCTACACCA 42 27 3 22 141 20 58,362 57,961 51,900 41,700 5,676,632 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 42 179 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC AGCATGGAGGCTAGGAAGGA 42 66 2 23 180 20 59,730 60,031 51,900 33,600 3,300,611 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 42 184 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC CAGTGAGCATGGAGGCTAGG 42 71 2 23 185 20 59,730 59,894 51,900 30,200 3,376,241 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 42 193 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC TGCTAGTGCCAGTGAGCATG 42 80 2 23 194 20 59,730 60,392 51,900 40,600 3,661,966 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 42 194 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC TTGCTAGTGCCAGTGAGCAT 42 81 2 23 195 20 59,730 59,674 51,900 37,900 3,595,839 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 26 139 CCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCCCCTATCTACTCTATCCAGCCC ACCCATTGGAGTCTACACCAT 42 26 3 22 141 21 58,362 58,438 51,900 35,500 6,200,065 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 6 106 TGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataa TGAGCACCTCTATTAAATCTCCTCT ACCCATTGGAGTCTACACCA 6 27 36 25 141 20 58,860 57,961 36,900 41,700 8,178,534 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 6 145 TGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataa TGAGCACCTCTATTAAATCTCCTCT AGCATGGAGGCTAGGAAGGA 6 66 36 25 180 20 58,860 60,031 36,900 33,600 6,170,376 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 6 150 TGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataa TGAGCACCTCTATTAAATCTCCTCT CAGTGAGCATGGAGGCTAGG 6 71 36 25 185 20 58,860 59,894 36,900 30,200 6,246,007 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 42 183 TCCCTATCTACTCTATCCAGcccccTCATGATTTTGAG TCCCTATCTACTCTATCCAGCCC AGTGAGCATGGAGGCTAGGA 42 70 2 23 184 20 59,730 60,032 51,900 29,400 3,301,622 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 25 139 CCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCCCCTATCTACTCTATCCAGCCC ACCCATTGGAGTCTACACCATT 42 25 3 22 141 22 58,362 59,080 51,900 31,600 6,557,371 F 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 6 149 TGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataa TGAGCACCTCTATTAAATCTCCTCT AGTGAGCATGGAGGCTAGGA 6 70 36 25 184 20 58,860 60,032 36,900 29,400 6,171,387 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 0 139 ACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataACCTCTATTAAATCTCCTCTTAGCCT GCATGGAGGCTAGGAAGGAA 0 65 41 26 179 20 58,690 59,160 45,800 33,600 8,149,809 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:11332:56493 1 67 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 5 0 139 CCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataa CCTCTATTAAATCTCCTCTTAGCCT AGCATGGAGGCTAGGAAGGA 0 66 42 25 180 20 57,209 60,031 45,800 33,600 7,821,487 A 197 CTCCCTATCTACTCTATCCAGcccccTCATGATTTTGAGCACCTCTATTAAATCTCCTCTTAGCCTtaaataaataaataaataaataaataaaTAATCACAAACCACAAGACTAGAGAAATGGTGTAGACTCCAATGGGTTACTATTACCTTATCATTTTCCTTCCTAGCCTCCATGCTCACTGGCACTAGCAATG

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 200 40 9 1.5 ACC CCACCACCACCACCACCACCACCACCATCACCACCA NA 0 1 3 2 103 CTCAGAGGAGATTCCACCGCATcccccccTCAccccccc CTCAGAGGAGATTCCACCGC ACATTTGATAACTGAGGTGGGTGA 17 2 163 20 265 24 59,896 59,957 56,800 40,200 4,146,746 F 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 200 40 9 1.5 ACC CCACCACCACCACCACCACCACCACCATCACCACCA NA 0 0 3 0 94 GAGGAGATTCCACCGCATcccccccTCAcccccccaccacGAGGAGATTCCACCGCATCC TGATAACTGAGGTGGGTGATG 13 0 167 20 260 21 60,250 57,088 35,100 30,700 4,162,577 F 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 200 40 9 1.5 ACC CCACCACCACCACCACCACCACCACCATCACCACCA NA 0 0 3 0 98 CTCAGAGGAGATTCCACCGCATcccccccTCAccccccc CTCAGAGGAGATTCCACCGC TGATAACTGAGGTGGGTGATG 17 0 163 20 260 21 59,896 57,088 56,800 30,700 4,016,434 F 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 1 2 0 233 ACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAAT ACAGATCTTCTTTCACGCATGT TTGATAACTGAGGTGGGTGATG 76 0 29 22 261 22 58,332 57,779 32,100 30,700 7,889,140 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 3 2 237 ACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAAT ACAGATCTTCTTTCACGCATGT ACATTTGATAACTGAGGTGGGTGA 76 2 29 22 265 24 58,332 59,957 32,100 40,200 7,711,256 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 3 2 257 TGGAACGTTGTTGGTGAATTACAGATCTTCTTTCAC TGGAACGTTGTTGGTGAATTACA ACATTTGATAACTGAGGTGGGTGA 95 2 9 23 265 24 59,054 59,957 24,100 40,200 7,988,731 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 3 0 232 ACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAAT ACAGATCTTCTTTCACGCATGT TGATAACTGAGGTGGGTGATG 76 0 29 22 260 21 58,332 57,088 32,100 30,700 7,580,944 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 3 0 252 TGGAACGTTGTTGGTGAATTACAGATCTTCTTTCAC TGGAACGTTGTTGGTGAATTACA TGATAACTGAGGTGGGTGATG 95 0 9 23 260 21 59,054 57,088 24,100 30,700 7,858,418 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 4 0 252 TGGAACGTTGTTGGTGAATTACAGATCTTCTTTCAC TGGAACGTTGTTGGTGAATTACAG TGATAACTGAGGTGGGTGATG 94 0 9 24 260 21 59,964 57,088 27,400 30,700 7,948,288 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 5 0 155 aaTGCACTAGTGGAGTACTCGctctctctctCATCCTGT AATGCACTAGTGGAGTACTCG TGATAACTGAGGTGGGTGATG 0 0 106 21 260 21 57,215 57,088 41,800 30,700 7,697,198 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 5 0 156 aaTGCACTAGTGGAGTACTCGctctctctctCATCCTGT AATGCACTAGTGGAGTACTCG TTGATAACTGAGGTGGGTGATG 0 0 106 21 261 22 57,215 57,779 41,800 30,700 8,005,394 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:12855:69854 1 127 113 9 2 ACC CTCTCTCTCTCATCCTGTGATCCTCACACATTCTGCC NA 0 0 5 0 160 aaTGCACTAGTGGAGTACTCGctctctctctCATCCTGT AATGCACTAGTGGAGTACTCG ACATTTGATAACTGAGGTGGGTGA 0 2 106 21 265 24 57,215 59,957 41,800 40,200 7,827,510 G 281 CTAATAAATGGAACGTTGTTGGTGAATTACAGATCTTCTTTCACGCATGTaaaaaaTGCAACAATAATCTTGACCAAAAGGGAGTCCTGAGACTTCTTATaaaaaaaTGCACTAGTGGAGTACTCGctctctctctCATCCTGTGATCCTcacacaTTCTGCCTCAGAGGAGATTCCACCGCATcccccccTCAcccccccaccaccaccaccaccaccaccaccaTcaccaccaccacCATCACCCACCTCAGTTATCAAATGTAAAATTCCTCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:1215:19877:71119 1 56 15 5 1 AGC TGCTGCTGCTGCTGC NA 1 1 14 0 90 TGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGG TGATGGTGCTGGTGCTGT AAAGCATCCGCATGACCATC 0 37 38 18 127 20 59,162 58,973 44,000 35,100 3,865,717 B 148 CTGTTGGTGTTGGtgctgctgctgctgctgctgctgcTGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGGTGATGGTGCTGATGCTGCAgctgctgctGGTGATGGTCATGCGGATGCTTTTGCTGCTGATGATGCTGATGA

ST‐E00142:460:H2K7HCCXY:6:1215:19877:71119 1 56 15 5 1 AGC TGCTGCTGCTGCTGC NA 0 0 15 0 111 TGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGG TGATGGTGCTGGTGCTGT TCATCAGCATCATCAGCAGCA 0 57 38 18 148 21 59,162 60,134 44,000 44,100 3,972,580 B 148 CTGTTGGTGTTGGtgctgctgctgctgctgctgctgcTGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGGTGATGGTGCTGATGCTGCAgctgctgctGGTGATGGTCATGCGGATGCTTTTGCTGCTGATGATGCTGATGA

ST‐E00142:460:H2K7HCCXY:6:1215:19877:71119 1 56 15 5 1 AGC TGCTGCTGCTGCTGC NA 0 0 16 0 110 TGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGG TGATGGTGCTGGTGCTGT CATCAGCATCATCAGCAGCA 0 57 38 18 147 20 59,162 58,691 44,000 44,100 4,147,358 B 148 CTGTTGGTGTTGGtgctgctgctgctgctgctgctgcTGATGGTGCTGGTGCTGTtgctgctgctgctgcTGGTGGTGATGGTGCTGATGCTGCAgctgctgctGGTGATGGTCATGCGGATGCTTTTGCTGCTGATGATGCTGATGA

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 1 1 2 1 93 TGCTGAAGATACCAGTACTGCCAatgatgatgatgatga TGCTGAAGATACCAGTACTGCC TCTCAGCAGCTTTGTTGTGT 1 29 44 22 136 20 59,831 57,957 48,500 37,200 4,211,207 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 2 0 92 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA TCTCAGCAGCTTTGTTGTGT 0 29 45 22 136 20 59,831 57,957 49,200 37,200 4,211,207 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 3 23 240 CAAGGATGATTACTTGTTGAATGGTGATGCTGAAG CAAGGATGATTACTTGTTGAATGGTGA ATTATATACATTTCACCCAATAGCCCA 23 142 17 27 256 27 60,094 58,602 40,200 53,600 15,492,205 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 24 240 CAAGGATGATTACTTGTTGAATGGTGATGCTGAAG CAAGGATGATTACTTGTTGAATGGTG ATTATATACATTTCACCCAATAGCCCA 24 142 17 26 256 27 58,969 58,602 41,700 53,600 15,429,329 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 0 94 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA CATCTCAGCAGCTTTGTTGTGT 0 29 45 22 138 22 59,831 59,707 49,200 37,200 4,461,089 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 0 155 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA AAAGCTTAATGTTGAAACCCTTCA 0 88 45 22 199 24 59,831 57,521 49,200 30,200 8,647,033 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 25 240 CAAGGATGATTACTTGTTGAATGGTGATGCTGAAG CAAGGATGATTACTTGTTGAATGGT ATTATATACATTTCACCCAATAGCCCA 25 142 17 25 256 27 57,838 58,602 35,500 53,600 15,559,731 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 1 206 TGCTGAAGATACCAGTACTGCCAatgatgatgatgatga TGCTGAAGATACCAGTACTGCC ACATTTCACCCAATAGCCCA 1 142 44 22 249 20 59,831 57,082 48,500 53,600 5,086,234 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 0 205 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA ACATTTCACCCAATAGCCCAA 0 141 45 22 249 21 59,831 57,817 49,200 41,200 5,351,408 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 0 205 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA ACATTTCACCCAATAGCCCA 0 142 45 22 249 20 59,831 57,082 49,200 53,600 5,086,234 F 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 1 155 TGCTGAAGATACCAGTACTGCCAatgatgatgatgatga TGCTGAAGATACCAGTACTGCC AAGCTTAATGTTGAAACCCTTCAA 1 87 44 22 198 24 59,831 57,521 48,500 26,900 8,647,033 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24170:26835 1 67 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 0 154 GCTGAAGATACCAGTACTGCCAatgatgatgatgatgat GCTGAAGATACCAGTACTGCCA AAGCTTAATGTTGAAACCCTTCAA 0 87 45 22 198 24 59,831 57,521 49,200 26,900 8,647,033 A 258 AATGTGCTCGATGGTACAAGGATGATTACTTGTTGAATGGTGATGCTGAAGATACCAGTACTGCCAatgatgatgatgatgatgatgAAGATGAGGAAGATCCATATGATTATGTTACACAACAAAGCTGCTGAGATGAATTGTTCAATGATTCAGATAGTCATCAGAGTGATTTTGAAGGGTTTCAACATTAAGCTTTATAATTAATTTATTAAGACatatatTATATTGGGCTATTGGGTGAAATGtatataATGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 1 1 4 21 132 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG CAAAGCGAAAGGAAGGAGCG 21 52 1 18 132 20 62,080 59,833 35,100 50,300 4,246,664 A 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 21 171 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG TGGTTTCACTGGCTCGTTGT 21 91 1 18 171 20 62,080 60,107 35,100 33,200 4,187,260 F 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 21 173 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG ACTGGTTTCACTGGCTCGTT 21 93 1 18 173 20 62,080 59,820 35,100 38,500 4,260,256 F 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 14 94 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG CGAAATGGAGCGTTGATCCG 21 14 1 18 94 20 62,080 59,698 35,100 41,800 4,381,537 A 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 11 91 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG AATGGAGCGTTGATCCGTCG 21 11 1 18 91 20 62,080 60,806 35,100 51,200 4,885,951 A 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24322:65669 1 40 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 7 21 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATAGCCCGCTGAGCAGACAG ACCACTGGTTTCACTGGCTC 21 96 1 18 176 20 62,080 60,179 35,100 47,000 4,258,867 F 176 AGCCCGCTGAGCAGACAGCTGCATTTCAATATTCATTTCattattattattattattattGTTCAACTCCTCGACGGATCAACGCTCCATTTCGTTCAACACTCTGAAAAGCCGCTCCTTCCTTTCGCTTTGTCGAAtttttaaaaaGGCTACAACGAGCCAGTGAAACCAGTGGT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 1 1 2 55 195 CATTCAGGGCCATGACGACTACTGGGTGGTGCCAT CATTCAGGGCCATGACGACT TAAGCTCCTCCCAGCCTTCT 55 64 74 20 268 20 60,108 59,957 41,800 28,500 0.150842 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 2 55 199 CATTCAGGGCCATGACGACTACTGGGTGGTGCCAT CATTCAGGGCCATGACGACT CAACTAAGCTCCTCCCAGCC 55 68 74 20 272 20 60,108 60,107 41,800 48,500 0.214968 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 4 55 200 CATTCAGGGCCATGACGACTACTGGGTGGTGCCAT CATTCAGGGCCATGACGACT CCAACTAAGCTCCTCCCAGC 55 69 74 20 273 20 60,108 60,107 41,800 48,500 0.214968 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 5 68 264 TCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGTCCAAAGGTTCCAGTTGCTCT CAACTAAGCTCCTCCCAGCC 119 68 9 21 272 20 59,505 60,107 40,900 48,500 1,602,181 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 5 64 260 TCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGTCCAAAGGTTCCAGTTGCTCT TAAGCTCCTCCCAGCCTTCT 119 64 9 21 268 20 59,505 59,957 40,900 28,500 1,538,055 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 5 7 150 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT TAAGCTCCTCCCAGCCTTCT 7 64 119 23 268 20 57,347 59,957 28,300 28,500 5,696,328 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 5 7 154 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT CAACTAAGCTCCTCCCAGCC 7 68 119 23 272 20 57,347 60,107 28,300 48,500 5,760,453 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 7 8 138 aTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatt ATCACAAAGGTAGCTTGTTTGTT GCCTTCTCAGTCACAGAAGCT 8 50 118 23 255 21 57,148 59,998 28,300 37,400 6,854,142 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 7 7 137 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT GCCTTCTCAGTCACAGAAGCT 7 50 119 23 255 21 57,347 59,998 28,300 37,400 6,654,854 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 55 186 CATTCAGGGCCATGACGACTACTGGGTGGTGCCAT CATTCAGGGCCATGACGACT CCCAGCCTTCTCAGTCACAG 55 55 74 20 259 20 60,108 60,037 41,800 36,600 0.144085 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 55 251 TCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGTCCAAAGGTTCCAGTTGCTCT CCCAGCCTTCTCAGTCACAG 119 55 9 21 259 20 59,505 60,037 40,900 36,600 1,531,298 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 51 182 CAGGGCCATGACGACTACTGGGTGGTGCCATTTGGCAGGGCCATGACGACTACTG CCCAGCCTTCTCAGTCACAG 51 55 78 20 259 20 60,179 60,037 27,400 36,600 0.215677 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 46 177 CCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaCCATGACGACTACTGGGTGG CCCAGCCTTCTCAGTCACAG 46 55 83 20 259 20 59,824 60,037 46,100 36,600 0.212337 F 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 7 137 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT GCCTTCTCAGTCACAGAAGC 7 51 119 23 255 20 57,347 58,562 28,300 38,600 7,090,619 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 8 7 141 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT CCCAGCCTTCTCAGTCACAG 7 55 119 23 259 20 57,347 60,037 28,300 36,600 5,689,571 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:37418 1 149 36 7 1.5 AAAT TATTTATTTATTTATTTATTTATTTATTTATGTGTG NA 0 0 9 7 138 TCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttaTCACAAAGGTAGCTTGTTTGTTT AGCCTTCTCAGTCACAGAAGC 7 51 119 23 256 21 57,347 59,998 28,300 38,600 6,654,854 B 280 TTTATATTTCCAAAGGTTCCAGTTGCTCTGGTTTGTCTCTATGTGCACCTGTGACCTAGATGGTTATGCCAGGCATTCAGGGCCATGACGACTACTGGGTGGTGCCATTTGGGaaaaaTCACAAAGGTAGCTTGTTTGTTTATTTATAtatttatttatttatttatttatttattTAtgtgtgCTGAATAGCAACTTAACACAAAATTAACAGCACAAAAGTTATACTCTCACAGCTTCTGTGACTGAGAAGGCTGGGAGGAGCTTAGTTGGCTTTTCT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 4 30 150 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA TTGTCTGCTGCATGCTCCAT 30 56 9 20 158 20 59,599 60,323 53,600 34,100 0.724443 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 155 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA CATCGTTGTCTGCTGCATGC 30 61 9 20 163 20 59,599 60,523 53,600 40,600 0.924061 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 207 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA TGTCGAAATCAGGAGGCACC 30 113 9 20 215 20 59,599 60,036 53,600 50,100 0.437744 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 228 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA TTAAGCACAGGTTCCGCTGT 30 134 9 20 236 20 59,599 59,892 53,600 44,000 0.509187 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 237 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA TCGCACTCCTTAAGCACAGG 30 143 9 20 245 20 59,599 60,037 53,600 40,000 0.438682 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 246 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA CACAGACCATCGCACTCCTT 30 152 9 20 254 20 59,599 60,037 53,600 33,600 0.438308 F 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 249 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA TCACACAGACCATCGCACTC 30 155 9 20 257 20 59,599 60,038 53,600 35,100 0.439607 F 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 30 267 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA CTTCCACCCTGGTCACAGTC 30 173 9 20 275 20 59,599 59,965 53,600 35,100 0.436814 F 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 24 118 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA CAAAGGAGGCAGGTGTTGGA 30 24 9 20 126 20 59,599 60,179 53,600 35,300 0.580348 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 23 117 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA AAAGGAGGCAGGTGTTGGAG 30 23 9 20 125 20 59,599 59,889 53,600 38,600 0.512610 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 17 111 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA GGCAGGTGTTGGAGACATCA 30 17 9 20 119 20 59,599 59,963 53,600 30,700 0.438088 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 5 9 186 TGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctccTGGCAGCAGTAAGATGTGGT TGTCGAAATCAGGAGGCACC 9 113 30 20 215 20 59,308 60,036 41,600 50,100 0.728864 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 30 240 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA CCATCGCACTCCTTAAGCAC 30 146 9 20 248 20 59,599 58,990 53,600 44,000 1,411,185 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 30 241 TGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGA TGATTTGCTGTCTGAGGGCA ACCATCGCACTCCTTAAGCA 30 147 9 20 249 20 59,599 59,387 53,600 39,100 1,014,616 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:24434:68324 1 59 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 30 242 ATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGATTTGCTGTCTGAGGGCA ACCATCGCACTCCTTAAGCA 30 147 8 21 249 20 59,995 59,387 53,600 39,100 1,618,357 A 278 CTCCTCGATGATTTGCTGTCTGAGGGCAATGGCAGCAGTAAGATGTGGTGACCCTTCAtcctcctcctcctcctcctcctccCCCACCTCTCCCGGCCCTGATGTCTCCAACACCTGCCTCCTTTGCTGGGCAAAGTTATGGAGCATGCAGCAGACAACGATGAACTTGGAGACTCGCTCAGGGCTGTACTGCAGGGTGCCTCCTGATTTCGACAGACAGCGGAACCTGTGCTTAAGGAGTGCGATGGTCtgtgtgACTGTGACCAGGGTGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 1 1 5 10 240 CTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGCTCACGAGCACCCGACTTG TGACCAGTCAGAATGTAAGTGAA 144 10 5 19 244 23 60,734 57,455 31,600 31,800 7,279,540 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 7 11 241 CTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGCTCACGAGCACCCGACTTG ATGACCAGTCAGAATGTAAGTGA 144 11 5 19 245 23 60,734 57,255 31,600 34,100 7,479,789 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 7 8 240 CTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGCTCACGAGCACCCGACTTG TGACCAGTCAGAATGTAAGTGAATG 144 8 5 19 244 25 60,734 59,066 31,600 26,700 7,668,520 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 95 TTACCCACGCTGCCCACATACCCATtcactcactcactca TTACCCACGCTGCCCACATA TCAGAATGTAAGTGAATGGGTGGA 5 2 143 20 237 24 61,555 59,712 22,900 40,200 5,842,949 A 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 98 CATTTACCCACGCTGCCCACATACCCATtcactcactca CATTTACCCACGCTGCCCA TCAGAATGTAAGTGAATGGGTGGA 9 2 140 19 237 24 60,677 59,712 53,600 40,200 5,965,665 A 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 149 ACAGACCCAACCACCTTTCCCCACCACCTGCCTAccc ACAGACCCAACCACCTTTCC TCAGAATGTAAGTGAATGGGTGGA 59 2 89 20 237 24 59,815 59,712 31,300 40,200 4,473,540 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 152 CCAACAGACCCAACCACCTTTCCCCACCACCTGCCTACCAACAGACCCAACCACCTT TCAGAATGTAAGTGAATGGGTGGA 62 2 86 20 237 24 60,106 59,712 35,000 40,200 4,394,583 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT
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ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 184 cGACCAACCAACAACCCAACTTGACTAACCCTCCAA CGACCAACCAACAACCCAAC TCAGAATGTAAGTGAATGGGTGGA 94 2 54 20 237 24 59,898 59,712 37,700 40,200 4,389,944 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 206 CTTGACCCGTCCCAACTAcccccGACCAACCAACAAC CTTGACCCGTCCCAACTACC TCAGAATGTAAGTGAATGGGTGGA 116 2 32 20 237 24 60,037 59,712 31,800 40,200 4,325,036 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 8 2 211 GCTAACTTGACCCGTCCCAACTAcccccGACCAACCA GCTAACTTGACCCGTCCCAA TCAGAATGTAAGTGAATGGGTGGA 121 2 27 20 237 24 59,964 59,712 41,200 40,200 4,324,105 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 10 3 96 TTACCCACGCTGCCCACATACCCATtcactcactcactca TTACCCACGCTGCCCACATA GTCAGAATGTAAGTGAATGGGTGG 5 3 143 20 238 24 61,555 59,604 22,900 46,100 5,950,749 A 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:32197:4737_ 1 168 44 11 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT NA 0 0 10 3 212 GCTAACTTGACCCGTCCCAACTAcccccGACCAACCA GCTAACTTGACCCGTCCCAA GTCAGAATGTAAGTGAATGGGTGG 121 3 27 20 238 24 59,964 59,604 41,200 46,100 4,431,905 F 247 TACCCTCACGAGCACCCGACTTGCCCGCTAACTTGACCCGTCCCAACTAcccccGACCAACCAACAACCCAACTTGACTAACCCTCCAACAGACCCAACCACCTTTCCCCACCACCTGCCTAcccccACCCCTCTTCCCCATTTACCCACGCTGCCCACATACCCATtcactcactcactcactcactcactcactcactcactcactcacCATCCACCCATTCACTTACATTCTGACTGGTCATTT

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 6 10 90 ATACAGAGGAGGGCAAGGCACTTGCAGATAgagga ATACAGAGGAGGGCAAGGCA ACTCTTAGTGGATAAAGTCTCCTGC 10 11 169 20 258 25 60,622 59,872 47,500 48,500 5,749,579 A 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 10 101 ATACAGAGGAGGGCAAGGCACTTGCAGATAgagga ATACAGAGGAGGGCAAGGCA ACTCCCTAAAGACTCTTAGTGGA 10 24 169 20 269 23 60,622 57,728 47,500 40,200 5,893,976 A 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 10 101 ATACAGAGGAGGGCAAGGCACTTGCAGATAgagga ATACAGAGGAGGGCAAGGCA ACTCCCTAAAGACTCTTAGTGGAT 10 23 169 20 269 24 60,622 58,155 47,500 34,100 6,466,172 A 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 8 243 ACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAA ACTGCTGATGCTGAAGATCTGA AGTGGATAAAGTCTCCTGCCAA 167 8 10 22 252 22 59,499 59,087 32,700 45,200 5,413,459 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 9 243 ACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAA ACTGCTGATGCTGAAGATCTGA AGTGGATAAAGTCTCCTGCCA 167 9 10 22 252 21 59,499 58,449 32,700 49,200 5,051,774 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 9 243 ACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAA ACTGCTGATGCTGAAGATCTG AGTGGATAAAGTCTCCTGCCA 168 9 10 21 252 21 58,092 58,449 29,000 49,200 5,458,905 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 128 CTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCCTGTCTCCAAACACACTGAGT AAAGTCTCCTGCCAAGAGCC 60 3 118 21 245 20 57,815 59,963 34,100 47,000 3,222,693 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 129 TCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGTCTGTCTCCAAACACACTGAGTT AAAGTCTCCTGCCAAGAGCC 59 3 117 23 245 20 59,802 59,963 30,100 47,000 3,235,212 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 129 TCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGTCTGTCTCCAAACACACTGAGT AAAGTCTCCTGCCAAGAGCC 60 3 117 22 245 20 59,234 59,963 34,100 47,000 2,803,710 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 169 CAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTCAGCGGAGAGAGGTCCTTGA AAAGTCTCCTGCCAAGAGCC 102 3 77 20 245 20 60,968 59,963 30,200 47,000 1,005,333 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 171 ATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTATCAGCGGAGAGAGGTCCTT AAAGTCTCCTGCCAAGAGCC 104 3 75 20 245 20 60,033 59,963 33,600 47,000 0.070061 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 172 CATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATCATCAGCGGAGAGAGGTCCT AAAGTCTCCTGCCAAGAGCC 105 3 74 20 245 20 60,755 59,963 38,500 47,000 0.792403 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 199 GCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCG GCTGGACTTACTGAGCAGGT AAAGTCTCCTGCCAAGAGCC 132 3 47 20 245 20 59,389 59,963 40,000 47,000 0.648133 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 200 TGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGTGCTGGACTTACTGAGCAGG AAAGTCTCCTGCCAAGAGCC 133 3 46 20 245 20 59,390 59,963 48,500 47,000 0.647621 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1215:5183:1713_2 1 199 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 3 201 ATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAG ATGCTGGACTTACTGAGCAGG AAAGTCTCCTGCCAAGAGCC 133 3 45 21 245 20 59,791 59,963 48,500 47,000 1,246,465 F 271 AAGCAAAATACTGCTGATGCTGAAGATCTGAAATaaaaaaTGAAATGCTGGACTTACTGAGCAGGTCTTGCAGCATCAGCGgagagaGGTCCTTGACCTGAAACGTTAATTCTGTTTCTGTCTCCAAacacacTGAGTTTCTATGTGTTTCTAGCATCTTCTGtttttATACAGAGGAGGGCAAGGCACTTGCAGATAgaggaggaggaggaggaggaggagAAGGGCTCTTGGCAGGAGACTTTATCCACTAAGAGTCTTTAGGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 1 1 4 37 140 ACTGGCACTGTGGGAGTACCTACACCATTTGGAATGACTGGCACTGTGGGAGTACC TGGGATATGAGTGTCGCTGG 39 37 29 20 168 20 61,481 59,247 33,400 48,500 2,233,713 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 4 37 141 TGGCACTGTGGGAGTACCTACACCATTTGGAATGC TGGCACTGTGGGAGTACCTA TCATGGGATATGAGTGTCGCTG 37 38 31 20 171 22 59,884 59,964 30,800 51,800 2,151,893 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 4 37 141 TGGCACTGTGGGAGTACCTACACCATTTGGAATGC TGGCACTGTGGGAGTACCTA TCATGGGATATGAGTGTCGCT 37 39 31 20 171 21 59,884 58,680 30,800 49,300 2,435,391 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 4 35 136 TGGCACTGTGGGAGTACCTACACCATTTGGAATGC TGGCACTGTGGGAGTACCTA GGATATGAGTGTCGCTGGCA 37 35 31 20 166 20 59,884 59,895 30,800 49,200 0.220402 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 4 11 110 TTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcacca TTGGAATGCAGCAGTTCCCA GGATATGAGTGTCGCTGGCA 11 35 57 20 166 20 60,179 59,895 43,700 49,200 0.283822 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:11809:64386 1 88 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 4 10 109 TGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccac TGGAATGCAGCAGTTCCCAA GGATATGAGTGTCGCTGGCA 10 35 58 20 166 20 60,179 59,895 41,200 49,200 0.283822 A 182 TGGGGCAAAATCCTGAAACTCCCTCCCCACTGGCACTGTGGGAGTACCTACACCATTTGGAATGCAGCAGTTCCCAAGAAGGCAGCTcaccaccaccaccaccaccaccacCGAGGCAATTCGGGATAGATGACAAATGCTGAACTTGCCAGCGACACTCATATCCCATGAACGAatatatT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 2 16 94 CACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcc CACAGCTCCGGACTCCGC GGATTGAAGTCACCCAGAAACTG 16 16 110 18 203 23 62,803 59,496 55,400 31,600 8,307,175 A 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 16 95 CACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcc CACAGCTCCGGACTCCGC TGGATTGAAGTCACCCAGAAAC 16 18 110 18 204 22 62,803 58,514 55,400 27,800 8,289,809 A 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 16 95 CACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcc CACAGCTCCGGACTCCGC TGGATTGAAGTCACCCAGAAACT 16 17 110 18 204 23 62,803 59,862 55,400 26,600 7,941,709 A 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 0 140 CGACGTCGGAGCAAACTAGAATCTCACGAATtatataCGACGTCGGAGCAAACTAGA TGGTGGAAACCAGGGTGC 81 0 43 20 182 18 59,833 59,803 24,300 50,100 2,364,794 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 18 204 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGTGGTGTCTTTGTCATTGTTAAGAAA TGGATTGAAGTCACCCAGAAAC 118 18 1 25 204 22 57,602 58,514 25,200 27,800 10,884,274 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 17 204 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGTGGTGTCTTTGTCATTGTTAAGAAA TGGATTGAAGTCACCCAGAAACT 118 17 1 25 204 23 57,602 59,862 25,200 26,600 10,536,174 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 17 104 AAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGAAACACACTCACAGCTCCGG TGGATTGAAGTCACCCAGAAACT 23 17 101 20 204 23 60,533 59,862 51,400 26,600 3,671,145 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 90 AAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGAAACACACTCACAGCTCCGG CCAGAAACTGGTGGAAACCA 23 6 101 20 190 20 60,533 57,934 51,400 36,700 2,598,761 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 148 CGACGTCGGAGCAAACTAGAATCTCACGAATtatataCGACGTCGGAGCAAACTAGA CCAGAAACTGGTGGAAACCA 81 6 43 20 190 20 59,833 57,934 24,300 36,700 2,233,368 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 152 TAAGCGACGTCGGAGCAAACTAGAATCTCACGAAT TAAGCGACGTCGGAGCAAAC CCAGAAACTGGTGGAAACCA 85 6 39 20 190 20 61,005 57,934 29,300 36,700 3,071,193 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 190 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGTGGTGTCTTTGTCATTGTTAAGAAA CCAGAAACTGGTGGAAACCA 118 6 1 25 190 20 57,602 57,934 25,200 36,700 9,463,790 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:14844:14371 1 144 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 6 91 CAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGT CAAACACACTCACAGCTCCG CCAGAAACTGGTGGAAACCA 24 6 100 20 190 20 59,417 57,934 46,300 36,700 2,649,337 F 258 TGGTGTCTTTGTCATTGTTAAGaaaaaaaGAGGGGTGGTAAGCGACGTCGGAGCAAACTAGAATCTCACGAATtatataAtttttAAAGaaaaaaaTTACAAacacacTCACAGCTCCGGACTCCGCCGTGTTCGTGCTCTGCcctcctcctcctcctcctcctGCACCCTGGTTTCCACCAGTTTCTGGGTGACTTCAATCCAttttttGGCGGTGAAAATTGCCGAATTTCCCCACACTTTTCAAAATTGGGAGGT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 1 1 3 63 207 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTcc CCACGAGACCTTCCTGCTG GCCAGGGAGGAGGTGAGTA 79 63 1 19 207 19 60,080 59,998 44,100 25,900 2,081,303 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 62 206 CACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccCACGAGACCTTCCTGCTGC GCCAGGGAGGAGGTGAGTAT 78 62 2 19 207 20 60,740 60,399 52,500 21,200 2,138,795 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 62 207 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTcc CCACGAGACCTTCCTGCTG GCCAGGGAGGAGGTGAGTAT 79 62 1 19 207 20 60,080 60,399 44,100 21,200 1,478,777 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 2 139 GACCTTCCTGCTGCCCTGCAAccccccccTcccccccccc GACCTTCCTGCTGCCCTG GGGATGTCGATGGTCCGG 74 2 7 18 145 18 60,046 59,578 44,500 51,400 4,467,275 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 1 138 GACCTTCCTGCTGCCCTGCAAccccccccTcccccccccc GACCTTCCTGCTGCCCTG GGATGTCGATGGTCCGGG 74 1 7 18 144 18 60,046 59,578 44,500 57,300 4,467,275 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 1 139 AGACCTTCCTGCTGCCCTGCAAccccccccTccccccccc AGACCTTCCTGCTGCCCT GGATGTCGATGGTCCGGG 75 1 6 18 144 18 60,204 59,578 51,900 57,300 4,625,799 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 7 24 170 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTcc CCACGAGACCTTCCTGCTG GAGGTAAAGGTGGTCAGGGTG 79 24 1 19 170 21 60,080 59,997 44,100 46,100 2,082,777 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 7 22 168 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTcc CCACGAGACCTTCCTGCTG GGTAAAGGTGGTCAGGGTGAG 79 22 1 19 168 21 60,080 59,997 44,100 35,100 2,082,777 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:19705:31969 1 99 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 7 21 167 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTcc CCACGAGACCTTCCTGCTG GTAAAGGTGGTCAGGGTGAGG 79 21 1 19 167 21 60,080 59,997 44,100 38,600 2,082,777 F 209 CCACGAGACCTTCCTGCTGCCCTGCAAccccccccTccccccccccAAcccccccccccccAccccccccccccccccccccccAcccccccccccccccaccaccaccaccaccaccaccaccaCCCCGGACCATCGACATccccccTCACCCTGACCACCTTTACCTCTCACCCACTTAGCTTACATACTCACCTCCTCCCTGGCTT

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 1 1 14 16 157 TGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGCGATGTTTGATGTGTGGG CACCCATCCATGCATGCATC 73 16 69 20 225 20 59,120 59,683 46,100 39,100 1,197,601 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 30 147 TGGCTATTTGTATGTGTTGCCATATAGGCTGATTGA TGGCTATTTGTATGTGTTGCCA CACATTCATCCAGCCACCCA 47 30 93 22 239 20 58,574 60,324 49,200 45,100 3,749,292 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 16 220 GGGTGGCTGGATGAATGGTtggatggatggaTGAAAT GGGTGGCTGGATGAATGGTT CACCCATCCATGCATGCATC 136 16 6 20 225 20 60,325 59,683 36,700 39,100 0.641805 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 18 32 241 TGGATGGGTGGCTGGATGAATGGTtggatggatggaT TGGATGGGTGGCTGGATG AACACATTCATCCAGCCACC 143 32 1 18 241 20 58,991 58,451 35,100 46,100 4,558,479 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 18 29 146 TGGCTATTTGTATGTGTTGCCATATAGGCTGATTGA TGGCTATTTGTATGTGTTGCCA ACATTCATCCAGCCACCCAT 47 29 93 22 238 20 58,574 59,367 49,200 40,000 4,058,494 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 18 16 222 ATGGGTGGCTGGATGAATGGTtggatggatggaTGAA ATGGGTGGCTGGATGAATGG CACCCATCCATGCATGCATC 138 16 4 20 225 20 60,106 59,683 31,600 39,100 0.423022 B 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 18 14 220 ATGGGTGGCTGGATGAATGGTtggatggatggaTGAA ATGGGTGGCTGGATGAATGG CCCATCCATGCATGCATCCA 138 14 4 20 223 20 60,106 60,830 31,600 34,100 0.935885 B 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 19 32 241 TGGATGGGTGGCTGGATGAATGGTtggatggatggaT TGGATGGGTGGCTGGATGA AACACATTCATCCAGCCACC 142 32 1 19 241 20 60,619 58,451 29,200 46,100 3,168,261 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 19 32 242 TGGATGGGTGGCTGGATGAATGGTtggatggatggaT TGGATGGGTGGCTGGATGA AAACACATTCATCCAGCCACC 142 32 1 19 242 21 60,619 59,105 29,200 46,100 3,514,189 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 27 144 TGGCTATTTGTATGTGTTGCCATATAGGCTGATTGA TGGCTATTTGTATGTGTTGCCA ATTCATCCAGCCACCCATCC 47 27 93 22 236 20 58,574 59,813 49,200 35,100 3,612,532 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 27 167 GCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATG GCGATGTTTGATGTGTGGGT ATTCATCCAGCCACCCATCC 72 27 70 20 236 20 59,119 59,813 45,100 35,100 1,067,991 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 27 168 TGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGCGATGTTTGATGTGTGGG ATTCATCCAGCCACCCATCC 73 27 69 20 236 20 59,120 59,813 46,100 35,100 1,067,314 F 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 24 119 AGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCA AGGCTGATTGATGGCTGGAG ATTCATCCAGCCACCCATCC 24 27 118 20 236 20 59,817 59,813 38,600 35,100 0.369887 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 23 118 GGCTGATTGATGGCTGGAGTTATGGGCGGTTTCAT GGCTGATTGATGGCTGGAGT ATTCATCCAGCCACCCATCC 23 27 119 20 236 20 60,107 59,813 38,500 35,100 0.293692 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 16 224 GGATGGGTGGCTGGATGAATGGTtggatggatggaTG GGATGGGTGGCTGGATGAAT CACCCATCCATGCATGCATC 140 16 2 20 225 20 59,813 59,683 25,700 39,100 0.504033 B 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:2422:60431_ 1 162 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 20 3 98 TATGGGCGGTTTCATGGAGGAACggatggatggatgga TATGGGCGGTTTCATGGAGG ATTCATCCAGCCACCCATCC 3 27 139 20 236 20 59,817 59,813 43,000 35,100 0.369410 A 285 TGGATGGGTGGCTGGATGAATGGTtggatggatggaTGAAATTATGGATGGAAGTATGGATAGATGAATGCGATGTTTGAtgtgtgGGTTAATGGCTATTTGTATGTGTTGCCATATAGGCTGATTGATGGCTGGAGTTATGGGCGGTTTCATGGAGGAACggatggatggatggatggatggatggatCATGGATGGATGAATGGATGCATGCATGGATGGGTGGCTGGATGAATGTGtttttGTTTGGATGAATGGATAAGTATTGTTAGTAGCATAGAAGGA

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 2 32 165 TTGACTGCCCTCTGACCCATCTCCAAAGTAATGCAC TTGACTGCCCTCTGACCCAT ATAACCTCAGGGCACTGCTG 32 72 34 20 198 20 60,842 59,746 40,000 44,100 1,096,208 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 35 168 TTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCTTCTTGACTGCCCTCTGACC ATAACCTCAGGGCACTGCTG 35 72 31 20 198 20 59,313 59,746 40,200 44,100 0.941532 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 35 204 TTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCTTCTTGACTGCCCTCTGACC ACCCTCAGGATTACCTTGGAGT 35 106 31 20 234 22 59,313 60,226 40,200 38,500 2,913,263 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 35 207 TTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCTTCTTGACTGCCCTCTGACC CCAACCCTCAGGATTACCTTGG 35 109 31 20 237 22 59,313 60,357 40,200 36,100 3,044,508 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 29 162 ACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaACTGCCCTCTGACCCATCTC ATAACCTCAGGGCACTGCTG 29 72 37 20 198 20 60,980 59,746 27,500 44,100 1,234,409 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:28381:52484 1 86 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 64 198 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGGAACAGACTCTTCATTGCCCA ATAACCTCAGGGCACTGCTG 64 72 1 21 198 20 58,217 59,746 53,600 44,100 3,037,313 F 237 GAACAGACTCTTCATTGCCCAATAGGATGATTCTTGACTGCCCTCTGACCCATCTCCAAAGTAATGCACaaaaaTGTTCaaaaaCtggtggtggtggtggtggtggTAGTTTAAgggggCaaaaaaTACACAATGTaaaaaaaaaaCACCCCTATGAtttttCTCCCAAGTTTGCTTGCAGCAGTGCCCTGAGGTTATTTTAATTCCTGGAGACTCCAAGGTAATCCTGAGGGTTGG

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 4 56 190 AGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTAC AGTTTCCCTACCTTTGCTTTGC TTTAGAAGGATGAGGAAGCCAGT 56 68 7 22 196 23 59,372 59,153 36,800 40,000 6,474,765 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 48 190 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GAGGGAGAAATTTAGAAGGATGAGG 48 76 17 20 206 25 59,752 58,705 36,600 38,600 6,543,537 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 48 190 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GAGGGAGAAATTTAGAAGGATGAGGA 48 75 17 20 206 26 59,752 59,900 36,600 37,100 6,348,712 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 39 149 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG AGGAGTGGGATAGGAGATGGG 48 39 17 20 165 21 59,752 59,849 36,600 40,000 1,399,275 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 38 148 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GGAGTGGGATAGGAGATGGGA 48 38 17 20 164 21 59,752 59,850 36,600 43,700 1,398,424 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 34 144 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG TGGGATAGGAGATGGGATGGG 48 34 17 20 160 21 59,752 60,203 36,600 40,000 1,451,768 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 48 223 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GTGAGGGAATAGATGGTGACGA 48 112 17 20 239 22 59,752 59,306 36,600 42,000 2,941,880 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 48 224 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG AGTGAGGGAATAGATGGTGACG 48 113 17 20 240 22 59,752 59,304 36,600 43,500 2,943,955 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 40 215 TTGCTCCCATGGCACTTACCATCTTCTACTCCTCATC TTGCTCCCATGGCACTTACC GTGAGGGAATAGATGGTGACGA 40 112 25 20 239 22 60,323 59,306 28,500 42,000 3,016,951 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 9 118 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG AGTGAGGGAGAAGAGGAGGG 48 9 17 20 134 20 59,752 59,662 36,600 43,000 0.586408 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 8 117 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GTGAGGGAGAAGAGGAGGGA 48 8 17 20 133 20 59,752 59,663 36,600 42,000 0.585026 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 4 113 CCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTAC CCTTTGCTTTGCTCCCATGG GGGAGAAGAGGAGGGAGACA 48 4 17 20 129 20 59,752 59,663 36,600 34,100 0.585026 A 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 13 56 241 AGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTAC AGTTTCCCTACCTTTGCTTTGC GGGAGTGAGTGAGGGAATAGA 56 121 7 22 247 21 59,372 57,966 36,800 19,800 5,661,837 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 13 55 240 GTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACC GTTTCCCTACCTTTGCTTTGCT GGGAGTGAGTGAGGGAATAGA 55 121 8 22 247 21 59,372 57,966 39,100 19,800 5,661,837 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:32532:46314 1 85 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 13 55 240 GTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACC GTTTCCCTACCTTTGCTTTGCT GGGAGTGAGTGAGGGAATAGATG 55 119 8 22 247 23 59,372 59,677 39,100 29,000 5,951,580 F 249 AGAAATAGTTTCCCTACCTTTGCTTTGCTCCCATGGCACTTACCATCTTCTACTCCTCATCCCAATCCTATTTCACTGTTCATCcctcctcctcctcctcctcctCCATTGTCTCCCTCCTCTTCTCCCTCACTTAGTCCCCATCCCATCTCCTATCCCACTCCTCATCTCCTACTGGCTTCCTCATCCTTCTAAATTTCTCCCTCtttttACCTCTTCGTCACCATCTATTCCCTCACTCACTccccc

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 1 1 4 4 109 TGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaac TGTGGGAAGAGGTGACCAGA TCTCCACTCCCGTCGCTATT 4 9 47 20 155 20 60,105 60,395 38,600 17,300 0.500505 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 0 0 6 22 144 CCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACC CCTCCCGTCTCCTGAAACTG GGGTTTCCCTCTCACCCTCT 22 26 29 20 172 20 59,752 60,548 31,600 36,900 0.795690 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 0 0 8 22 140 CCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACC CCTCCCGTCTCCTGAAACTG TTCCCTCTCACCCTCTCCAC 22 22 29 20 168 20 59,752 60,252 31,600 40,200 0.500020 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 0 0 8 22 141 CCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACC CCTCCCGTCTCCTGAAACTG TTTCCCTCTCACCCTCTCCA 22 23 29 20 169 20 59,752 59,508 31,600 38,600 0.739559 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 0 0 8 4 122 TGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaac TGTGGGAAGAGGTGACCAGA TTCCCTCTCACCCTCTCCAC 4 22 47 20 168 20 60,105 60,252 38,600 40,200 0.357479 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1216:4371:16797_ 1 71 56 9 1.5 AGGG CAAACAAACAAACAAACAGAGAGGGAGGGAGGGANA 0 0 8 1 119 GGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaa GGGAAGAGGTGACCAGATGC TTCCCTCTCACCCTCTCCAC 1 22 50 20 168 20 60,107 60,252 39,100 40,200 0.359744 B 183 AGCCTGGAAcccccGGCTTTTCCGAACCCCTCCCGTCTCCTGAAACTGTGGGAAGAGGTGACCAGATGCTcaaacaaacaaacaaaCAGAgagggagggagggagggagggagggagggagggaggGAGAGTTTAAATAGCGACGGGAGTGGAGAGGGTGAGAGGGAAACCCCACAGGACGTC

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 1 1 4 16 145 CCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTACCGCAAACTCGGCTTCTAGA CCGAGTCCACCTTCAGGG 16 59 58 20 202 18 60,109 59,018 24,300 44,500 3,090,934 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 0 0 4 16 146 CCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTACCGCAAACTCGGCTTCTAGA GCCGAGTCCACCTTCAGG 16 60 58 20 203 18 60,109 59,734 24,300 38,600 2,374,859 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 0 0 4 16 147 CCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTACCGCAAACTCGGCTTCTAGA GGCCGAGTCCACCTTCAG 16 61 58 20 204 18 60,109 59,734 24,300 30,200 2,374,859 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 0 0 5 16 127 CCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTACCGCAAACTCGGCTTCTAGA GGAGACAGGCAGGCAAGTG 16 40 58 20 184 19 60,109 60,674 24,300 31,600 1,782,468 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 0 0 7 16 126 CCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTACCGCAAACTCGGCTTCTAGA GAGACAGGCAGGCAAGTGG 16 39 58 20 183 19 60,109 60,674 24,300 40,000 1,782,468 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12368:68834 1 94 32 7 1.5 CCG GCCGCCGCCGCCGCCGCCGCCGTCGCCGCCGC NA 0 0 7 4 114 CTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccCTTCTAGAACGAGCCTCCGC GAGACAGGCAGGCAAGTGG 4 39 70 20 183 19 60,249 60,674 55,400 40,000 1,922,367 F 231 gcgagcgagcgaGCGCGGTGGGCGAGCATcgccgccgccgcCACTGCCGCCCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCCGCCGTAgccgccgccgccgccgccgccGTcgccgccgcCGTACGGgccgccgccCTGGGTggggggAGCAcccccACCCACTTGCCTGCCTGTCTcccccTGAAGGTGGACTCGGccccccTacacacacacAtttttGTGTTA

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 10 31 190 TGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgcTGATGTGGCTGCTGTTGGTA CGATGGGTCAAGTGAAACCAG 31 97 5 20 194 21 59,600 59,193 32,500 40,000 2,206,375 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 10 31 190 TGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgcTGATGTGGCTGCTGTTGGTA CGATGGGTCAAGTGAAACCA 31 98 5 20 194 20 59,600 58,109 32,500 36,700 2,290,709 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 11 35 190 TGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATG TGCTGATGTGGCTGCTGTT TGGGTCAAGTGAAACCAGCG 35 95 2 19 191 20 60,228 60,818 31,600 51,800 2,045,971 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 26 134 TGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctTGGCTGCTGTTGGTAATGGT ACCATCACCAGCAGCAGAAG 26 47 10 20 143 20 59,888 60,322 35,500 28,500 0.434495 F 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 24 132 GCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTGCTGCTGTTGGTAATGGTGC ACCATCACCAGCAGCAGAAG 24 47 12 20 143 20 60,109 60,322 50,100 28,500 0.431409 F 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 24 168 GCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTGCTGCTGTTGGTAATGGTGC AACCAGCGCTTCTGCTAGTT 24 83 12 20 179 20 60,109 59,965 50,100 22,400 0.144590 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 24 169 GCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTGCTGCTGTTGGTAATGGTGC AAACCAGCGCTTCTGCTAGT 24 84 12 20 180 20 60,109 59,965 50,100 25,700 0.144590 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 24 171 GCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTGCTGCTGTTGGTAATGGTGC TGAAACCAGCGCTTCTGCTA 24 86 12 20 182 20 60,109 59,965 50,100 34,900 0.143888 B 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:12530:62997 1 56 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 18 6 91 GCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTGCTGCTGTTGGTAATGGTGC CAGTAGCAGCAGCACCATCA 24 6 12 20 102 20 60,109 60,392 50,100 30,700 0.501192 F 194 GTGCTGATGTGGCTGCTGTTGGTAATGGTGCTAATGCAgctgctgctGTTGATGGtgctgctgctgctgctgctgcTTCTGGTGATGGtgctgctgcTACTGCTGTTGGTGATGGtgctgctgcTTctgctgctgGTGATGGtgctgctgctgcACCAGAACTAGCAGAAGCGCTGGTTTCACTTGACCCATCG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 59 181 TGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGTGTGACAGGAGCGAGTGATG CCACATGGGCAAGTATGGAA 61 59 53 20 233 20 59,755 57,858 30,700 35,300 2,387,078 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 59 190 TAAGTACAATGTGACAGGAGCGAGTGATGCAGCCATAAGTACAATGTGACAGGAGCGA CCACATGGGCAAGTATGGAA 67 59 44 23 233 20 59,492 57,858 49,300 35,300 5,650,758 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 59 190 TAAGTACAATGTGACAGGAGCGAGTGATGCAGCCATAAGTACAATGTGACAGGAGCG CCACATGGGCAAGTATGGAA 68 59 44 22 233 20 58,155 57,858 50,300 35,300 5,987,535 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 59 191 GTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCGTAAGTACAATGTGACAGGAGCG CCACATGGGCAAGTATGGAA 68 59 43 23 233 20 59,387 57,858 50,300 35,300 5,755,217 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 12 123 CGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACCGAGTGATGCAGCCAGTGAA TTTGGTGAGTTGGTGGTGGT 50 12 64 20 186 20 60,671 59,667 31,800 41,600 1,004,784 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 12 134 TGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGTGTGACAGGAGCGAGTGATG TTTGGTGAGTTGGTGGTGGT 61 12 53 20 186 20 59,755 59,667 30,700 41,600 0.578033 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 12 141 AGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTAGTACAATGTGACAGGAGCGA TTTGGTGAGTTGGTGGTGGT 67 12 46 21 186 20 59,107 59,667 49,300 41,600 2,226,449 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 11 133 TGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGTGTGACAGGAGCGAGTGATG TTGGTGAGTTGGTGGTGGTG 61 11 53 20 185 20 59,755 60,395 30,700 41,700 0.639757 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:18710:62558 1 134 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 11 140 AGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTAGTACAATGTGACAGGAGCGA TTGGTGAGTTGGTGGTGGTG 67 11 46 21 185 20 59,107 60,395 49,300 41,700 2,288,173 F 258 ATtatataCATTATTAACTTCATGACATGTAAATACTGTTGTGTAAGTACAATGTGACAGGAGCGAGTGATGCAGCCAGTGAAACTGATGCGTAGCACAAAGTTTTAAGAAGCACTGTACACAGATCCCACCAcaccaccaccaccaccaccacCATCACCGCCccaccaccaccaACTCACCAAAAgggggCAAGTCCAGAACTTGGAATTATTCCATACTTGCCCATGTGGCAtttttAAatatatTCCGAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1217:22739:28470 1 59 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 17 3 115 CCCTCTTGGCAtccattccattccattccatTCCTGTCAAACCCCTCTTGGCATCCATTCCA TGGAATGAATGACAAGGTGGA 36 3 3 20 117 21 59,740 57,195 35,300 40,200 4,064,713 F 120 ATCCCTCTTGGCAtccattccattccattccatTCCTGTCAAACCATCCACCTTGACAtccattccattccattccattccattccattccatTCATCCACCTTGTCATTCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1217:22739:28470 1 59 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 17 3 116 TCCCTCTTGGCAtccattccattccattccatTCCTGTCAAATCCCTCTTGGCATCCATTCC TGGAATGAATGACAAGGTGGA 37 3 2 20 117 21 59,447 57,195 30,100 40,200 4,357,914 F 120 ATCCCTCTTGGCAtccattccattccattccatTCCTGTCAAACCATCCACCTTGACAtccattccattccattccattccattccattccatTCATCCACCTTGTCATTCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1217:22739:28470 1 59 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 19 1 115 CCCTCTTGGCAtccattccattccattccatTCCTGTCAAACCCCTCTTGGCATCCATTCCA TGGAATGAATGACAAGGTGGATG 36 1 3 20 117 23 59,740 58,982 35,300 35,100 4,278,137 F 120 ATCCCTCTTGGCAtccattccattccattccatTCCTGTCAAACCATCCACCTTGACAtccattccattccattccattccattccattccatTCATCCACCTTGTCATTCATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:1217:24474:41602 1 31 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 1 1 7 1 110 CATTCAGCCCACTAACTGCCTctcactcactcactcactca CATTCAGCCCACTAACTGCC GGTGGATGAGTGATTTGTGGG 1 32 10 20 119 21 58,902 58,905 48,500 46,100 3,192,725 A 123 CCACTCAATCATTCAGCCCACTAACTGCCTctcactcactcactcactcactcactcactcactcaGTCACTCCCTCCCTCATCCACATACTAACTCACCCACAAATCACTCATCCACCCACT

ST‐E00142:460:H2K7HCCXY:6:1217:24474:41602 1 31 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 7 0 109 ATTCAGCCCACTAACTGCCTctcactcactcactcactcactATTCAGCCCACTAACTGCCT GGTGGATGAGTGATTTGTGGG 0 32 11 20 119 21 59,005 58,905 47,500 46,100 3,089,700 A 123 CCACTCAATCATTCAGCCCACTAACTGCCTctcactcactcactcactcactcactcactcactcaGTCACTCCCTCCCTCATCCACATACTAACTCACCCACAAATCACTCATCCACCCACT

ST‐E00142:460:H2K7HCCXY:6:1217:24474:41602 1 31 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA NA 0 0 8 0 110 ATTCAGCCCACTAACTGCCTctcactcactcactcactcactATTCAGCCCACTAACTGCCT GGGTGGATGAGTGATTTGTGG 0 33 11 20 120 21 59,005 58,905 47,500 41,700 3,089,700 A 123 CCACTCAATCATTCAGCCCACTAACTGCCTctcactcactcactcactcactcactcactcactcaGTCACTCCCTCCCTCATCCACATACTAACTCACCCACAAATCACTCATCCACCCACT

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 1 1 18 37 152 ACTACCACCACAaccaccaccGCCACCACAACCACAac ACTACCACCACAACCACCAC TGGACATAACAAGGCCTGGG 60 37 55 20 206 20 59,818 59,669 41,600 44,500 0.513102 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 37 163 CCACAACCACAACTACCACCACAaccaccaccGCCACCCCACAACCACAACTACCACC TGGACATAACAAGGCCTGGG 71 37 44 20 206 20 58,685 59,669 46,100 44,500 1,646,009 B 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 26 112 AACCACAaccaccaccACAaccaccaccACAaccaccacca AACCACAACCACCACCACAA AGGCCTGGGAGAGAGTTTCA 31 26 84 20 195 20 60,252 60,179 33,300 26,900 0.430723 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 26 141 ACTACCACCACAaccaccaccGCCACCACAACCACAac ACTACCACCACAACCACCAC AGGCCTGGGAGAGAGTTTCA 60 26 55 20 195 20 59,818 60,179 41,600 26,900 0.360715 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 25 111 AACCACAaccaccaccACAaccaccaccACAaccaccacca AACCACAACCACCACCACAA GGCCTGGGAGAGAGTTTCAG 31 25 84 20 194 20 60,252 59,748 33,300 30,200 0.503466 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 25 140 ACTACCACCACAaccaccaccGCCACCACAACCACAac ACTACCACCACAACCACCAC GGCCTGGGAGAGAGTTTCAG 60 25 55 20 194 20 59,818 59,748 41,600 30,200 0.433458 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 18 20 135 ACTACCACCACAaccaccaccGCCACCACAACCACAac ACTACCACCACAACCACCAC GGGAGAGAGTTTCAGCAGCA 60 20 55 20 189 20 59,818 59,677 41,600 44,100 0.504798 F 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 19 37 161 ACAACCACAACTACCACCACAaccaccaccGCCACCACACAACCACAACTACCACCACA TGGACATAACAAGGCCTGGG 68 37 46 21 206 20 59,718 59,669 41,700 44,500 1,613,726 B 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:24606:19540 1 135 15 5 1 ACC CACCACCACCACCAC NA 0 0 19 37 163 CCACAACCACAACTACCACCACAaccaccaccGCCACCCCACAACCACAACTACCACCA TGGACATAACAAGGCCTGGG 70 37 44 21 206 20 60,409 59,669 41,700 44,500 1,740,240 B 226 ACCACAaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCACCACAACCACAaccaccaccACAaccaccaccACAaccaccaccaccACAACCATcaccaccaccaccacTGAGGCTGCCTCAGCGCATctgctgctgAAActctctCCCAGGCCTTGTTATGTCCAGATTTGAATATTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 1 1 2 7 105 CGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATCGTCTCAGAAGGTGGTGGAG TGAATCTTAGGTTCCCTTGCCT 28 7 65 20 169 22 59,755 59,080 38,600 47,500 3,164,596 A 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 3 32 160 tCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCA TCACTGCGGATTGTGTGACT ATTCCACATTCCCATCTACCC 59 32 34 20 193 21 59,607 57,116 34,100 36,900 4,276,744 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 3 32 190 TTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATTAGGACAGAGATGAGGAGAAATTT CTAATTCCACATTCCCATCTACCC 81 32 7 25 196 24 57,498 58,683 18,200 36,900 12,819,047 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 3 32 191 TTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATTAGGACAGAGATGAGGAGAAATTT TCTAATTCCACATTCCCATCTACCC 81 32 7 25 197 25 57,498 59,927 18,200 36,900 12,575,204 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 3 32 192 TTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGTTTAGGACAGAGATGAGGAGAAATT TCTAATTCCACATTCCCATCTACCC 82 32 6 25 197 25 57,498 59,927 18,200 36,900 12,575,204 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 3 10 140 tCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCA TCACTGCGGATTGTGTGACT CCCATGAATCTTAGGTTCCCTTG 59 10 34 20 173 23 59,607 58,790 34,100 36,100 4,603,038 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 4 32 161 tCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCA TCACTGCGGATTGTGTGACT AATTCCACATTCCCATCTACCC 59 32 34 20 194 22 59,607 57,815 34,100 36,900 4,577,355 F 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 5 7 108 CTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGCTCCGTCTCAGAAGGTGGTG TGAATCTTAGGTTCCCTTGCCT 31 7 62 20 169 22 59,755 59,080 41,700 47,500 3,164,596 A 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:27052:13967 1 113 28 7 1 AGAT AGATAGATAGATAGATAGATAGATAGAT NA 0 0 6 7 109 TCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATT TCTCCGTCTCAGAAGGTGGT TGAATCTTAGGTTCCCTTGCCT 32 7 61 20 169 22 59,887 59,080 41,600 47,500 3,032,208 A 209 GCCCTTTTAGGACAGAGATGAGGAGAAAttttttCACTGCGGATtgtgtgACTTTGGAACTCTCCGTCTCAGAAGGTGGTGGAGGCAGAGTCATTGAATATCTTTAATATGGagatagatagatagatagatagatagatTTTTGTTAGGCAAGGGAACCTAAGATTCATgggggTAGATGGGAATGTGGAATTAGAAATACAAAAGAT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 1 1 4 56 202 GTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGGTTGAATCTGGTTACTGTAGCCC ACAGCTAGCTCCTTTCCCTA 68 56 61 23 262 20 59,060 57,448 51,900 35,300 6,491,685 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 4 56 253 AGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTA AGGGTAAACTCACTCTCAGCTG ACAGCTAGCTCCTTTCCCTA 120 56 10 22 262 20 59,435 57,448 42,400 35,300 5,117,040 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 4 56 255 ACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAG ACAGGGTAAACTCACTCTCAGC ACAGCTAGCTCCTTTCCCTA 122 56 8 22 262 20 59,700 57,448 42,600 35,300 4,852,530 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 4 34 165 TCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGATCTTTAGTGCAGCCTTGGCA ACAGCTAGCTCCTTTCCCTA 34 56 98 20 262 20 59,890 57,448 49,200 35,300 2,662,388 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 4 31 162 TTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGC TTAGTGCAGCCTTGGCAACT ACAGCTAGCTCCTTTCCCTA 31 56 101 20 262 20 60,179 57,448 31,600 35,300 2,731,085 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 4 23 154 GCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAG GCCTTGGCAACTGGAGTGTA ACAGCTAGCTCCTTTCCCTA 23 56 109 20 262 20 60,251 57,448 29,000 35,300 2,802,820 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 5 56 200 TGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTT TGAATCTGGTTACTGTAGCCC ACAGCTAGCTCCTTTCCCTA 68 56 63 21 262 20 57,093 57,448 51,900 35,300 6,458,813 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 5 56 203 GGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGGTTGAATCTGGTTACTGTAGCC ACAGCTAGCTCCTTTCCCTA 69 56 60 23 262 20 59,060 57,448 39,300 35,300 6,491,685 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 5 56 252 GGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAG GGGTAAACTCACTCTCAGCTGT ACAGCTAGCTCCTTTCCCTA 119 56 11 22 262 20 59,700 57,448 44,000 35,300 4,852,530 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 5 0 134 GTTGAGCTAACTGAGTGAAGGGAaggacaggacagga GTTGAGCTAACTGAGTGAAGGGA ACAGCTAGCTCCTTTCCCTA 0 56 129 23 262 20 59,993 57,448 42,000 35,300 5,559,060 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 6 0 132 TGAGCTAACTGAGTGAAGGGAaggacaggacaggacagTGAGCTAACTGAGTGAAGGGA ACAGCTAGCTCCTTTCCCTA 0 56 131 21 262 20 58,110 57,448 42,000 35,300 5,441,605 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:30157:65863 1 152 35 7 1 ACAGG AGGACAGGACAGGACAGGACAGGACAGGACAGGANA 0 0 6 0 133 TTGAGCTAACTGAGTGAAGGGAaggacaggacaggac TTGAGCTAACTGAGTGAAGGGA ACAGCTAGCTCCTTTCCCTA 0 56 130 22 262 20 58,761 57,448 42,000 35,300 5,791,542 F 262 AGTTTAGACAGGGTAAACTCACTCTCAGCTGTAGGAGCTAAGTAGTTAATTAGCTAATGGGTTGAATCTGGTTACTGTAGCCCCATAAATTCAGGGTTCTTTAGTGCAGCCTTGGCAACTGGAGTGTAGTTGAGCTAACTGAGTGAAGGGAaggacaggacaggacaggacaggacaggacaggacATGTTTGTTTCCtttttCTATCTTTCTCACCCCAGAAATTGGTTCTTGCTCTACTATAGGGAAAGGAGCTAGCTGT

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 1 1 2 25 137 TATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTTATCGGGTTAGGTTGTGCCC TGGGCAGATTTCCTCGCG 25 46 85 20 221 18 59,457 60,125 53,600 58,700 2,667,952 F 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 3 22 137 GGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGC GGGTTAGGTTGTGCCCACC TGCGTGGGCAGATTTCCTC 22 49 89 19 225 19 60,605 60,377 46,100 37,100 2,982,654 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 3 21 136 GGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCA GGTTAGGTTGTGCCCACCC TGCGTGGGCAGATTTCCTC 21 49 90 19 225 19 60,605 60,377 46,100 37,100 2,982,654 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 5 23 138 CGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGG CGGGTTAGGTTGTGCCCAC TGCGTGGGCAGATTTCCTC 23 49 88 19 225 19 60,970 60,377 46,100 37,100 3,346,791 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 6 65 242 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGCATTTCACCCTCCCGCCTTT GTCGTTGACTCTTAGCGTGC 109 65 1 20 242 20 60,612 59,291 31,100 53,400 1,320,814 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 6 59 188 TGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTA TGTGCTTGTCGATCACCCTC TTGACTCTTAGCGTGCGTGG 59 61 51 20 238 20 60,037 60,666 43,000 49,400 0.703600 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 6 59 192 TGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTA TGTGCTTGTCGATCACCCTC GTCGTTGACTCTTAGCGTGC 59 65 51 20 242 20 60,037 59,291 43,000 53,400 0.746244 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 64 241 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGCATTTCACCCTCCCGCCTTT TCGTTGACTCTTAGCGTGCG 109 64 1 20 241 20 60,612 60,728 31,100 53,400 1,340,025 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 63 240 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGCATTTCACCCTCCCGCCTTT CGTTGACTCTTAGCGTGCGT 109 63 1 20 240 20 60,612 61,002 31,100 52,400 1,614,146 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 62 195 GGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCGGCCAATGTGCTTGTCGATC GTTGACTCTTAGCGTGCGTG 65 62 45 20 239 20 59,901 59,565 36,900 53,400 0.534444 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 62 198 ATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCATTGGCCAATGTGCTTGTCG GTTGACTCTTAGCGTGCGTG 68 62 42 20 239 20 59,756 59,565 43,500 53,400 0.679458 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 59 189 TGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTA TGTGCTTGTCGATCACCCTC GTTGACTCTTAGCGTGCGTG 59 62 51 20 239 20 60,037 59,565 43,000 53,400 0.472334 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:3275:59798_ 1 130 28 7 1 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCG NA 0 0 8 25 155 TATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTTATCGGGTTAGGTTGTGCCC GTTGACTCTTAGCGTGCGTG 25 62 85 20 239 20 59,457 59,565 53,600 53,400 0.977813 B 279 CATTTCACCCTCCCGCCTTTTGCCTGTCGGATCGACGTTCTATTGGCCAATGTGCTTGTCGATCACCCTCCCGGAGCTTCCGGTTATCGGGTTAGGTTGTGCCCACCCCGAAAAGCGTTTGGCATTCGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgTGTGCGCGATCAAGCACGCGTGCGTTCGCCCGACCACGCACAGgcgcgcGAGGAAATCTGCCCACGCACGCTAAGAGTCAACGACAAATCTCGTGAGACTTGGAGATTCTTcccccTGCCCC

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 12 1 159 ATCACCGGCTGCTGCATAAACACGATCATcagcagca ATCACCGGCTGCTGCATAAA GTTGGTGATGGTGCAGCTTG 97 1 10 20 168 20 60,394 60,039 14,000 40,100 0.433108 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 12 0 152 GGCTGCTGCATAAACACGATCATcagcagcagAAGCAGGCTGCTGCATAAACACGAT TTGGTGATGGTGCAGCTTGT 91 0 16 20 167 20 59,265 60,468 37,300 31,600 1,202,733 B 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 12 0 158 ATCACCGGCTGCTGCATAAACACGATCATcagcagca ATCACCGGCTGCTGCATAAA TTGGTGATGGTGCAGCTTGT 97 0 10 20 167 20 60,394 60,468 14,000 31,600 0.862060 B 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 12 0 159 AATCACCGGCTGCTGCATAAACACGATCATcagcagc AATCACCGGCTGCTGCATAA TTGGTGATGGTGCAGCTTGT 98 0 9 20 167 20 60,394 60,468 19,000 31,600 0.862060 B 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 21 190 AACAGCACAATCACCGGCTGCTGCATAAACACGAT AACAGCACAATCACCGGCT TGTTGATGATTATGCTGCTGCT 107 21 1 19 190 22 60,228 58,715 55,200 42,400 4,512,862 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 13 92 gcaTCAGCACCATCACCAACAACAGCAACAGCATCA GCATCAGCACCATCACCAAC TATGCTGCTGCTGTTGGTGA 18 13 89 20 180 20 59,828 59,963 37,700 40,200 0.208493 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 13 93 agcaTCAGCACCATCACCAACAACAGCAACAGCATC AGCATCAGCACCATCACCAA TATGCTGCTGCTGTTGGTGA 19 13 88 20 180 20 59,961 59,963 36,700 40,200 0.075189 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 13 171 ATCACCGGCTGCTGCATAAACACGATCATcagcagca ATCACCGGCTGCTGCATAAA TATGCTGCTGCTGTTGGTGA 97 13 10 20 180 20 60,394 59,963 14,000 40,200 0.430806 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 14 13 172 AATCACCGGCTGCTGCATAAACACGATCATcagcagc AATCACCGGCTGCTGCATAA TATGCTGCTGCTGTTGGTGA 98 13 9 20 180 20 60,394 59,963 19,000 40,200 0.430806 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 15 21 191 AACAGCACAATCACCGGCTGCTGCATAAACACGAT AACAGCACAATCACCGGCT CTGTTGATGATTATGCTGCTGCT 107 21 1 19 191 23 60,228 59,685 55,200 42,400 4,543,715 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 15 20 190 AACAGCACAATCACCGGCTGCTGCATAAACACGAT AACAGCACAATCACCGGCT TGTTGATGATTATGCTGCTGCTG 107 20 1 19 190 23 60,228 59,934 55,200 44,100 4,294,448 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4117:29191_ 1 127 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 16 1 114 ATcagcagcagcagCATCATCACCGgcagcagcagcaTCA ATCAGCAGCAGCAGCATCAT GTTGGTGATGGTGCAGCTTG 52 1 55 20 168 20 60,466 60,039 24,500 40,100 0.505264 F 191 AACAGCACAATCACCGGCTGCTGCATAAACACGATCATcagcagcagAAGCAGCATcagcagcagcagCATCATCACCGgcagcagcagcaTCAGCACCATCACCAACAACAGCAACAGCATCACAagcagcagcagcagcagcagcACAAGCTGCACCATCACCAAcagcagcagCATAATCATCAACAG

ST‐E00142:460:H2K7HCCXY:6:1217:4168:4245_1 1 58 15 5 1 AGC TGCTGCTGCTGCTGC NA 1 1 16 4 91 TGTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgc TGTTGGTGATGGTGTTGCTG CGCAGAAACAGCAGCAGAAG 4 32 34 20 124 20 58,969 60,110 44,100 28,500 1,141,563 F 133 TGTTTGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgcTGGTGATGCTGTTGCTGCTCTTGGTAATGGTGCTTctgctgctgTTTCTGCGGTTGGTGCT

ST‐E00142:460:H2K7HCCXY:6:1217:4168:4245_1 1 58 15 5 1 AGC TGCTGCTGCTGCTGC NA 0 0 16 3 90 GTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgcT GTTGGTGATGGTGTTGCTGC CGCAGAAACAGCAGCAGAAG 3 32 35 20 124 20 60,319 60,110 52,500 28,500 0.429283 F 133 TGTTTGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgcTGGTGATGCTGTTGCTGCTCTTGGTAATGGTGCTTctgctgctgTTTCTGCGGTTGGTGCT

ST‐E00142:460:H2K7HCCXY:6:1217:4168:4245_1 1 58 15 5 1 AGC TGCTGCTGCTGCTGC NA 0 0 16 3 97 GTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgcT GTTGGTGATGGTGTTGCTGC CACCAACCGCAGAAACAGC 3 40 35 20 131 19 60,319 60,009 52,500 44,000 1,327,493 F 133 TGTTTGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTGGtgctgctgctgctgcTGGTGATGCTGTTGCTGCTCTTGGTAATGGTGCTTctgctgctgTTTCTGCGGTTGGTGCT

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 1 1 14 2 124 CACGCTCTcacacaCTCACTCTcacacacacacactcactcaCACGCTCTCACACACTCACT CGGAAGAGCGTCTGTAGGG 2 35 88 20 211 19 59,969 59,566 34,100 35,300 1,465,192 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 0 0 14 2 125 CACGCTCTcacacaCTCACTCTcacacacacacactcactcaCACGCTCTCACACACTCACT TCGGAAGAGCGTCTGTAGGG 2 35 88 20 212 20 59,969 61,030 34,100 35,300 1,061,802 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 0 0 14 2 141 CACGCTCTcacacaCTCACTCTcacacacacacactcactcaCACGCTCTCACACACTCACT GTGTGAGTGAGTGAGATCGGA 2 50 88 20 228 21 59,969 59,187 34,100 45,500 1,844,492 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 0 0 14 2 142 CACGCTCTcacacaCTCACTCTcacacacacacactcactcaCACGCTCTCACACACTCACT AGTGTGAGTGAGTGAGATCGG 2 51 88 20 229 21 59,969 59,184 34,100 41,800 1,846,927 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 0 0 14 1 124 ACGCTCTcacacaCTCACTCTcacacacacacactcactcac ACGCTCTCACACACTCACTC TCGGAAGAGCGTCTGTAGGG 1 35 89 20 212 20 59,688 61,030 35,100 35,300 1,342,904 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1217:7364:49478_ 1 110 48 7 1.5 ACTC CACACACACACACTCACTCACTCACTCACTCACTCACNA 0 0 21 2 150 CACGCTCTcacacaCTCACTCTcacacacacacactcactcaCACGCTCTCACACACTCACT TGTGTGTGAGTGTGAGTGAGT 2 59 88 20 237 21 59,969 59,175 34,100 34,100 1,856,165 F 242 CACTCACTCACACTcacacacacacacaGTcacacacacacaACGacacacCCCcacacacacacacacaCCCACTCACCCACCACCCACGCTCTcacacaCTCACTCTcacacacacacactcactcactcactcactcactcactcactctctctTACTGACACGGCGAcccccGCGATCTACACCCCTCCCCTACAGACGCTCTTCCGATctcactcactcaCACTcacacacaTTCAC

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 1 1 14 1 139 ACACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTC GTGCGTGCAAGAGTGTGTG 1 33 60 18 198 19 60,659 60,011 50,300 38,200 3,669,390 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 0 0 14 1 141 ACACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTC GTGTGCGTGCAAGAGTGTG 1 35 60 18 200 19 60,659 60,011 50,300 38,200 3,669,390 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 0 0 14 0 138 CACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTCT GTGCGTGCAAGAGTGTGTG 0 33 61 18 198 19 60,355 60,011 40,900 38,200 3,365,923 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 0 0 14 0 139 CACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTCT TGTGCGTGCAAGAGTGTGT 0 34 61 18 199 19 60,355 60,449 40,900 37,200 3,804,550 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 0 0 14 0 140 CACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTCT GTGTGCGTGCAAGAGTGTG 0 35 61 18 200 19 60,355 60,011 40,900 38,200 3,365,923 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 79 68 7 2 ACTC CACACATACACACACACACTCGATCTCACACGCACANA 0 0 14 0 142 CACGcacacaCTCGCTCTcacacaTacacacacacacTCGACACGCACACACTCGCTCT GTGTGTGCGTGCAAGAGTG 0 37 61 18 202 19 60,355 60,011 40,900 35,100 3,365,923 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 1 13 0 189 actcactCACATacacacacTCTcacacacaAtctctctctcAC ACTCACTCACATACACACACTCT AAGAGTGTGTGCGTGCAAGA 0 40 18 23 206 20 59,108 60,462 32,400 30,200 4,353,847 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 0 15 2 183 tcactcactCACATacacacacTCTcacacacaAtctctctctcATCACTCACTCACATACACACACT GTGCGTGCAAGAGTGTGTG 2 33 16 23 198 19 59,363 60,011 35,500 38,200 4,647,561 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 0 15 2 185 tcactcactCACATacacacacTCTcacacacaAtctctctctcATCACTCACTCACATACACACACT GTGTGCGTGCAAGAGTGTG 2 35 16 23 200 19 59,363 60,011 35,500 38,200 4,647,561 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 0 19 17 206 CACActctctctcactcactcactCACATacacacacTCTcacaCACACTCTCTCTCACTCACTCAC AAGAGTGTGTGCGTGCAAGA 17 40 1 23 206 20 60,058 60,462 35,100 30,200 3,520,163 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 0 19 17 207 CACActctctctcactcactcactCACATacacacacTCTcacaCACACTCTCTCTCACTCACTCAC AAAGAGTGTGTGCGTGCAAG 17 41 1 23 207 20 60,058 59,622 35,100 40,100 3,436,551 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:11475:23583 1 41 106 7 3 ACTC CACACACAATCTCTCTCTCACACGCACACACTCGCTCNA 0 0 19 14 204 ActctctctcactcactcactCACATacacacacTCTcacacacaACTCTCTCTCACTCACTCACTCA AAAGAGTGTGTGCGTGCAAG 14 41 4 23 207 20 59,928 59,622 34,100 40,100 3,450,587 G 207 CACActctctctcactcactcactCACATacacacacTCTcacacacaAtctctctctcACACGcacacaCTCGCTCTcacacaTacacacacacacTCGATCTCACACGcacacaCCctcactcactcactcactcactcactcaCTcccccccccccGCACACTCTCCCCACAGGCGcacacaCTCTTGCACGcacacaCTCTTT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 1 1 19 0 183 TCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCTCATCAACATCATCATCATCACCAC CAAATGATGCCCGTGCCC 0 86 29 25 211 18 59,470 59,504 41,600 53,600 8,025,666 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 20 1 183 TCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCTCATCAACATCATCATCATCACCA CAAATGATGCCCGTGCCC 1 86 29 24 211 18 58,313 59,504 41,700 53,600 8,182,619 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 20 0 182 CATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACATCAACATCATCATCATCACCAC CAAATGATGCCCGTGCCC 0 86 30 24 211 18 58,241 59,504 41,600 53,600 8,254,790 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 21 29 210 TCATCACCATCATCACcatcatcatAATCATCAAcatcat TCATCACCATCATCACCATCATC CAAATGATGCCCGTGCCC 29 86 2 23 211 18 58,351 59,504 29,200 53,600 7,144,517 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 21 28 209 CATCACCATCATCACcatcatcatAATCATCAAcatcatc CATCACCATCATCACCATCATCA CAAATGATGCCCGTGCCC 28 86 3 23 211 18 58,605 59,504 30,700 53,600 6,890,595 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 21 0 131 CATCACCATCATCACcatcatcatAATCATCAAcatcatc CATCACCATCATCACCATCATCA TGATTATGATGATGGTGATGAAGAAG 28 0 3 23 133 26 58,605 57,383 30,700 28,500 13,012,018 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 21 0 132 TCATCACCATCATCACcatcatcatAATCATCAAcatcat TCATCACCATCATCACCATCATC TGATTATGATGATGGTGATGAAGAAG 29 0 2 23 133 26 58,351 57,383 29,200 28,500 13,265,940 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 22 28 210 TCATCACCATCATCACcatcatcatAATCATCAAcatcat TCATCACCATCATCACCATCATCA CAAATGATGCCCGTGCCC 28 86 2 24 211 18 59,897 59,504 30,700 53,600 6,599,335 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:14610:29121 1 54 54 11 1.5 ATC CATCATCATCATCATCATCACCATCATCATCATCATC NA 0 0 22 0 132 TCATCACCATCATCACcatcatcatAATCATCAAcatcat TCATCACCATCATCACCATCATCA TGATTATGATGATGGTGATGAAGAAG 28 0 2 24 133 26 59,897 57,383 30,700 28,500 12,720,758 F 243 ATCATCACCATCATCACcatcatcatAATCATCAAcatcatcatcatCACCACcatcatcatcatcatcatCACcatcatcatcatcatcatcatcatcatcatcatCTTCTTCATCACcatcatcatAATCataataataACATTATCACTATCattattattattTTTATTACTATTAGTATTCTTTCACGGGGCACGGGCATCATTTGCTGGGACAGAATTTTATTTTCCCACTCCGAAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 1 1 12 6 138 cacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCACACCCATCCTTCCTTCCA TTGTTGGGTGGCCGAATGAA 27 6 39 20 176 20 59,302 60,468 35,300 25,700 1,166,452 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 12 6 143 ACCAacacacCCATCCTTCCTtccatccatccatccaTCGATACCAACACACCCATCCTTCC TTGTTGGGTGGCCGAATGAA 32 6 34 20 176 20 59,888 60,468 34,600 25,700 0.580626 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 12 5 137 cacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCACACCCATCCTTCCTTCCA TGTTGGGTGGCCGAATGAAT 27 5 39 20 175 20 59,302 60,252 35,300 25,700 0.949801 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 12 5 138 acacacCCATCCTTCCTtccatccatccatccaTCGATCCATACACACCCATCCTTCCTTCC TGTTGGGTGGCCGAATGAAT 28 5 38 20 175 20 59,301 60,252 34,600 25,700 0.950381 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 12 5 142 ACCAacacacCCATCCTTCCTtccatccatccatccaTCGATACCAACACACCCATCCTTCC TGTTGGGTGGCCGAATGAAT 32 5 34 20 175 20 59,888 60,252 34,600 25,700 0.363976 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 12 5 161 GACATACAGTCACCCAACAACCAacacacCCATCCTT GACATACAGTCACCCAACAACC TGTTGGGTGGCCGAATGAAT 49 5 15 22 175 20 59,188 60,252 37,700 25,700 3,063,574 D 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 14 6 161 ACATACAGTCACCCAACAACCAacacacCCATCCTTC ACATACAGTCACCCAACAACCA TTGTTGGGTGGCCGAATGAA 48 6 16 22 176 20 59,826 60,468 36,700 25,700 2,641,996 D 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 14 5 160 ACATACAGTCACCCAACAACCAacacacCCATCCTTC ACATACAGTCACCCAACAACCA TGTTGGGTGGCCGAATGAAT 48 5 16 22 175 20 59,826 60,252 36,700 25,700 2,425,346 D 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:17249:66601 1 86 65 10 2 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA NA 0 0 18 5 151 CACCCAACAACCAacacacCCATCCTTCCTtccatccatc CACCCAACAACCAACACACC TGTTGGGTGGCCGAATGAAT 41 5 25 20 175 20 59,825 60,252 41,600 25,700 0.426180 G 189 CAAAAGCACAAACAGACATACAGTCACCCAACAACCAacacacCCATCCTTCCTtccatccatccatccaTCGATCCATCCATCTatccatccatccatccatccatccatccatccatccatccACCCATCCTTTCAACcacacacacaCGAATATTCATTCGGCCACCCAACAACCAACACATCCAT

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 1 1 14 14 134 gagagaGCCAGAGACAGGGACAGGGACAGAGACTGGAGAGAGCCAGAGACAGGGA TCCCTGTCTCCTTCCCTGTC 38 14 8 20 141 20 60,034 60,252 42,000 35,100 0.285885 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 14 14 135 agagagaGCCAGAGACAGGGACAGGGACAGAGACT AGAGAGAGCCAGAGACAGGG TCCCTGTCTCCTTCCCTGTC 39 14 7 20 141 20 60,033 60,252 44,500 35,100 0.285492 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 14 13 134 agagagaGCCAGAGACAGGGACAGGGACAGAGACT AGAGAGAGCCAGAGACAGGG CCCTGTCTCCTTCCCTGTCT 39 13 7 20 140 20 60,033 60,252 44,500 34,100 0.285675 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 15 14 140 GACTgagagagaGCCAGAGACAGGGACAGGGACAG GACTGAGAGAGAGCCAGAGAC TCCCTGTCTCCTTCCCTGTC 43 14 2 21 141 20 58,983 60,252 33,600 35,100 2,269,334 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 15 14 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACA AGACTGAGAGAGAGCCAGAGA TCCCTGTCTCCTTCCCTGTC 44 14 1 21 141 20 59,085 60,252 31,000 35,100 2,167,774 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 15 13 140 AGACTgagagagaGCCAGAGACAGGGACAGGGACA AGACTGAGAGAGAGCCAGAGA CCCTGTCTCCTTCCCTGTCT 44 13 1 21 140 20 59,085 60,252 31,000 34,100 2,167,956 F 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 18 14 118 GGGACAGGGACAGAGACTGAGACAGAGACAGGGAGGGACAGGGACAGAGACTGA TCCCTGTCTCCTTCCCTGTC 22 14 24 20 141 20 60,252 60,252 34,100 35,100 0.504116 A 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 18 14 122 GACAGGGACAGGGACAGAGACTGAGACAGAGACAGACAGGGACAGGGACAGAGA TCCCTGTCTCCTTCCCTGTC 26 14 20 20 141 20 60,252 60,252 31,000 35,100 0.504116 A 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:22861:6354_ 1 66 42 7 1 ACTGAG GAGACTGAGACTGAGACTGAGACTGAGACTGAGA NA 0 0 18 14 124 GAGACAGGGACAGGGACAGAGACTGAGACAGAGAGAGACAGGGACAGGGACAGA TCCCTGTCTCCTTCCCTGTC 28 14 18 20 141 20 60,252 60,252 34,100 35,100 0.504116 A 141 AGACTgagagagaGCCAGAGACAGGGACAGGGACAGAGACTGAGACAGAGACAGGGACAGAGACAgagactgagactgagactgagactgagactgagactgagactTTGACTGAGACTGAGACAGGGAAGGAGACAGGGA

ST‐E00142:460:H2K7HCCXY:6:1218:23165:4456_ 1 82 24 6 1 ATCC ATGGATGGATGGATGGATGGATGG NA 1 1 18 3 105 TGAAAGTATCCGTGGATGAATGGATGAatggatggat TGAAAGTATCCGTGGATGAATGGA GTCCATCCATCCATCCGTCC 3 34 55 24 159 20 59,837 59,965 34,100 47,900 4,198,726 F 179 GACGGATGGATggacggacggacggacggacggacggacggacGAATAGATGAATGAAAGTATCCGTGGATGAATGGATGAatggatggatggatggatggatggTTGGGTCGATGAATTGATAAATGGAtttttATAGGGACggatggatggatGGACGGACGGATGGATGGACGGAC

ST‐E00142:460:H2K7HCCXY:6:1218:23165:4456_ 1 82 24 6 1 ATCC ATGGATGGATGGATGGATGGATGG NA 0 0 18 0 101 AGTATCCGTGGATGAATGGATGAatggatggatggatg AGTATCCGTGGATGAATGGATGA GTCCATCCATCCATCCGTCC 0 34 59 23 159 20 59,096 59,965 29,200 47,900 3,939,172 F 179 GACGGATGGATggacggacggacggacggacggacggacggacGAATAGATGAATGAAAGTATCCGTGGATGAATGGATGAatggatggatggatggatggatggTTGGGTCGATGAATTGATAAATGGAtttttATAGGGACggatggatggatGGACGGACGGATGGATGGACGGAC

ST‐E00142:460:H2K7HCCXY:6:1218:23165:4456_ 1 82 24 6 1 ATCC ATGGATGGATGGATGGATGGATGG NA 0 0 18 0 105 AGTATCCGTGGATGAATGGATGAatggatggatggatg AGTATCCGTGGATGAATGGATGA GTCCGTCCATCCATCCATCC 0 38 59 23 163 20 59,096 59,965 29,200 35,100 3,939,172 F 179 GACGGATGGATggacggacggacggacggacggacggacggacGAATAGATGAATGAAAGTATCCGTGGATGAATGGATGAatggatggatggatggatggatggTTGGGTCGATGAATTGATAAATGGAtttttATAGGGACggatggatggatGGACGGACGGATGGATGGACGGAC

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 1 1 2 26 126 TGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAATGCAATGCTGGGATGGGTTA AATGGGAAGGCCGGTGATAG 26 39 45 20 170 20 59,666 59,526 28,500 20,800 0.808519 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 2 26 129 TGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAATGCAATGCTGGGATGGGTTA TTAAATGGGAAGGCCGGTGA 26 42 45 20 173 20 59,666 59,301 28,500 40,200 1,033,734 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 2 26 150 TGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAATGCAATGCTGGGATGGGTTA GGGCATAACGTGTTCCATGT 26 63 45 20 194 20 59,666 58,541 28,500 32,100 1,793,785 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 3 26 151 TGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAATGCAATGCTGGGATGGGTTA TGGGCATAACGTGTTCCATGT 26 63 45 20 195 21 59,666 60,272 28,500 32,100 1,605,987 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 29 129 TTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGATTCTGCAATGCTGGGATGGG AATGGGAAGGCCGGTGATAG 29 39 42 20 170 20 60,685 59,526 40,000 20,800 1,159,315 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 4 26 151 TGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAATGCAATGCTGGGATGGGTTA TGGGCATAACGTGTTCCATG 26 64 45 20 195 20 59,666 58,542 28,500 36,600 1,792,732 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 58 190 ATATTCATAATTTGTATGTGTCCCACTTATTAAATTT ATATTCATAATTTGTATGTGTCCCACT TGGGCATAACGTGTTCCATGT 58 63 6 27 195 21 57,133 60,272 40,000 32,100 11,138,307 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 58 190 ATATTCATAATTTGTATGTGTCCCACTTATTAAATTT ATATTCATAATTTGTATGTGTCCCACT TGGGCATAACGTGTTCCATG 58 64 6 27 195 20 57,133 58,542 40,000 36,600 11,325,053 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:23460:54436 1 91 21 7 1 AAT ATTATTATTATTATTATTATT NA 0 0 5 58 190 ATATTCATAATTTGTATGTGTCCCACTTATTAAATTT ATATTCATAATTTGTATGTGTCCCACT TGGGCATAACGTGTTCCATGTT 58 62 6 27 195 22 57,133 60,816 40,000 27,100 12,682,618 A 195 CACTAATATTCATAATTTGTATGTGTCCCACTTATTAAATTTTCTGCAATGCTGGGATGGGTTAATATTTTCAAAGAAAACATTATAAAAattattattattattattattTTATAATAAGGAGGTAAACCTAAATTGCTAATACGGCCCCTATCACCGGCCTTCCCATTTAAAACATGGAACACGTTATGCCCA

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 1 1 2 36 193 acacacAAGTCCAGTTGAAATCTGTTATTATTCCTAG ACACACAAGTCCAGTTGAAATCTG CACTGAAGGCTACCTAGAAACCA 66 36 12 24 204 23 59,664 59,739 29,000 36,700 7,597,317 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 2 19 145 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT CACTGAAGGCTACCTAGAAACCA 19 36 60 23 204 23 59,278 59,739 33,600 36,700 6,982,985 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 3 19 144 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT ACTGAAGGCTACCTAGAAACCAC 19 35 60 23 203 23 59,278 59,739 33,600 41,600 6,983,238 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 3 19 146 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT ACACTGAAGGCTACCTAGAAACC 19 37 60 23 205 23 59,278 59,739 33,600 32,700 6,983,238 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 3 6 113 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT ACATTCTGGCAATGTCTAGCA 19 6 60 23 172 21 59,278 57,645 33,600 34,900 7,077,049 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 36 192 cacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGC CACACAAGTCCAGTTGAAATCTGT CACTGAAGGCTACCTAGAAACCA 65 36 13 24 204 23 59,664 59,739 34,100 36,700 7,597,317 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 35 191 cacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGC CACACAAGTCCAGTTGAAATCTGT ACTGAAGGCTACCTAGAAACCAC 65 35 13 24 203 23 59,664 59,739 34,100 41,600 7,597,570 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 19 139 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT AGGCTACCTAGAAACCACTTCA 19 31 60 23 198 22 59,278 58,482 33,600 30,200 7,239,713 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:24627:8464_ 1 102 44 11 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 5 113 cccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCCCCAATCCCATAGGTTACTTCCT ACATTCTGGCAATGTCTAGCAA 19 5 60 23 172 22 59,278 58,311 33,600 39,100 7,411,448 F 207 tttttGGTAAAacacacAAGTCCAGTTGAAATCTGTTATTATTCCTAGCAATCCTCTcccccAATCCCATAGGTTACTTCCTCTTTGTTAtttttACTCAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagGACTTTTGCTAGACATTGCCAGAATGTTACATGAAGTGGTTTCTAGGTAGCCTTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 1 1 4 46 178 TGACACCAATGATTTGAGCTTAGTTTATTATTGTCCATGACACCAATGATTTGAGCTTAGT TCCTGAAGAGATCGTTCACAGA 56 46 84 24 261 22 58,684 58,578 22,400 34,100 8,738,011 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 46 191 ACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTACTTCCATCTCATTGACACCAA TCCTGAAGAGATCGTTCACAGA 71 46 71 22 261 22 57,628 58,578 36,700 34,100 7,793,468 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 46 192 AACTTCCATCTCATTGACACCAATGATTTGAGCTTAGAACTTCCATCTCATTGACACCA TCCTGAAGAGATCGTTCACAGA 72 46 70 22 261 22 57,628 58,578 41,700 34,100 7,793,468 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 46 259 TGCCGCTTATAACTCTGGGATAAATATGAGGACATGTGCCGCTTATAACTCTGGGA TCCTGAAGAGATCGTTCACAGA 141 46 3 20 261 22 58,508 58,578 43,700 34,100 4,913,512 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 46 260 GTGCCGCTTATAACTCTGGGATAAATATGAGGACA GTGCCGCTTATAACTCTGGGA TCCTGAAGAGATCGTTCACAGA 141 46 2 21 261 22 59,862 58,578 43,700 34,100 4,560,110 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 46 261 AGTGCCGCTTATAACTCTGGGATAAATATGAGGAC AGTGCCGCTTATAACTCTGGG TCCTGAAGAGATCGTTCACAGA 142 46 1 21 261 22 59,861 58,578 44,500 34,100 4,560,902 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 41 188 ACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTACTTCCATCTCATTGACACCAA TGAAGAGATCGTTCACAGAAGAGA 71 41 71 22 258 24 57,628 59,238 36,700 31,000 9,133,875 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 41 189 AACTTCCATCTCATTGACACCAATGATTTGAGCTTAGAACTTCCATCTCATTGACACCA TGAAGAGATCGTTCACAGAAGAGA 72 41 70 22 258 24 57,628 59,238 41,700 31,000 9,133,875 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 12 132 TGCTATCCATGCCATTCCTTGTGAACACTTGGAGataTGCTATCCATGCCATTCCTTGT TCCTGAAGAGATCGTTCACAGA 12 46 130 22 261 22 60,092 58,578 31,600 34,100 5,513,564 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 4 8 127 TCCATGCCATTCCTTGTGAACACTTGGAGataataata TCCATGCCATTCCTTGTGAAC TCCTGAAGAGATCGTTCACAGA 8 46 135 21 261 22 58,830 58,578 31,800 34,100 5,592,010 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 5 46 192 AACTTCCATCTCATTGACACCAATGATTTGAGCTTAGAACTTCCATCTCATTGACACCAA TCCTGAAGAGATCGTTCACAGA 71 46 70 23 261 22 58,271 58,578 36,700 34,100 8,150,616 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:26687:14283 1 164 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NA 0 0 5 7 126 CCATGCCATTCCTTGTGAACACTTGGAGataataataa CCATGCCATTCCTTGTGAACA TCCTGAAGAGATCGTTCACAGA 7 46 136 21 261 22 59,106 58,578 31,800 34,100 5,316,310 A 287 AGTGCCGCTTATAACTCTGGGATAAATATGAGGACATGTATTTGTTTTGAAACCTGTTAGACTGCTTAAAACTTCCATCTCATTGACACCAATGATTTGAGCTTAGTTTATTATTGTCCAGGGGAGGCATGCTATCCATGCCATTCCTTGTGAACACTTGGAGataataataataataataataataataataTAGAACATTGATTGTTTCAGTTGTATTTTCTTCTTTTATGATCTCTTCTGTGAACGATCTCTTCAGGAAGAGCTGAAAGttttttttAATTATT

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 4 59 219 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGA TCCCTGAAGGTCCAGAGGG GCACCTGATCCCACCATGAA 100 59 1 19 219 20 59,919 60,034 43,000 25,700 1,115,278 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 8 38 158 TTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGC TTCCTGGTGTTGGGACTGTG GCACCTGATCCCACCATGAA 38 59 62 20 219 20 59,817 60,034 36,600 25,700 0.216723 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 10 42 162 TGGATTCCTGGTGTTGGGACTGTGAATTGAAGACC TGGATTCCTGGTGTTGGGAC GCACCTGATCCCACCATGAA 42 59 58 20 219 20 59,596 60,034 44,600 25,700 0.438227 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 12 36 156 CCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGCCTGGTGTTGGGACTGTGAA GCACCTGATCCCACCATGAA 36 59 64 20 219 20 59,817 60,034 31,800 25,700 0.216723 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 12 17 137 ATTGAAGACCTGGCAGTGGgagagagaATTGGAGAC ATTGAAGACCTGGCAGTGGG GCACCTGATCCCACCATGAA 17 59 83 20 219 20 59,961 60,034 46,100 25,700 0.072930 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 12 16 136 TTGAAGACCTGGCAGTGGgagagagaATTGGAGACC TTGAAGACCTGGCAGTGGGA GCACCTGATCCCACCATGAA 16 59 84 20 219 20 61,060 60,034 43,700 25,700 1,093,770 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 12 9 129 CCTGGCAGTGGgagagagaATTGGAGACCtggtggtgg CCTGGCAGTGGGAGAGAGAA GCACCTGATCCCACCATGAA 9 59 91 20 219 20 60,907 60,034 28,700 25,700 0.940942 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 15 59 198 ggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGGGCTAGAATTGGAGACCTGGT GCACCTGATCCCACCATGAA 77 59 22 21 219 20 59,159 60,034 40,000 25,700 1,874,821 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:27661:47931 1 120 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 15 59 199 gggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGGGCTAGAATTGGAGACCTGG GCACCTGATCCCACCATGAA 78 59 21 21 219 20 59,858 60,034 44,500 25,700 1,176,044 F 227 TCCCTGAAGGTCCAGAgggggggCTAGAATTGGAGACCtggtggtggAAgggggAATTGGATTCCTGGTGTTGGGACTGTGAATTGAAGACCTGGCAGTGGgagagagaATTGGAGACCtggtggtggtggtggtggtggCGGTGGTGGGAGGGGCGTGAGGACCtggtggtggGAgggggAATTACAGGCTCAGGGGATTCATGGTGGGATCAGGTGCCTCAGAGG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 3 37 152 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CAATCAGTCCACCAGTCCCG 37 42 15 20 166 20 59,892 60,392 30,100 51,400 0.499304 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 37 248 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC TGCCCTACAGCCATAATCGT 37 138 15 20 262 20 59,892 58,872 30,100 37,300 1,235,843 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 37 248 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC TGCCCTACAGCCATAATCGTG 37 137 15 20 262 21 59,892 60,203 30,100 43,500 1,310,282 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 37 249 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CTGCCCTACAGCCATAATCGT 37 138 15 20 263 21 59,892 59,929 30,100 37,300 1,178,401 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 21 131 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CAGCAGCAAGAGAGCGTTAG 37 21 15 20 145 20 59,892 59,002 30,100 23,400 1,105,575 F 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 37 153 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CCAATCAGTCCACCAGTCCC 37 43 15 20 167 20 59,892 60,035 30,100 44,600 0.142699 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 22 132 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC GCAGCAGCAAGAGAGCGTTA 37 22 15 20 146 20 59,892 61,016 30,100 31,800 1,123,773 F 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 20 130 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC AGCAGCAAGAGAGCGTTAGC 37 20 15 20 144 20 59,892 60,739 30,100 30,900 0.846755 F 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 17 131 CGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCT CGGACTTACCCGCTCTGG CCAATCAGTCCACCAGTCCC 17 43 37 18 167 20 59,505 60,035 38,600 44,600 2,529,974 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 16 129 GGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcGGACTTACCCGCTCTGGC CAATCAGTCCACCAGTCCCG 16 42 38 18 166 20 59,813 60,392 48,500 51,400 2,578,824 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 16 130 GGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcGGACTTACCCGCTCTGGC CCAATCAGTCCACCAGTCCC 16 43 38 18 167 20 59,813 60,035 48,500 44,600 2,222,219 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 37 174 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CCCTCACTGTGATTGGCCAA 37 64 15 20 188 20 59,892 60,251 30,100 45,200 0.358940 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 10 37 213 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC GGGCTAAGTAGCTCTTCCGC 37 103 15 20 227 20 59,892 60,250 30,100 55,400 0.357174 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 37 210 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC CTAAGTAGCTCTTCCGCCGC 37 100 15 20 224 20 59,892 60,595 30,100 65,300 0.702953 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:29934:21913 1 72 33 11 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 37 211 GATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTGATGCCTCCCTGCCTAAGAC GCTAAGTAGCTCTTCCGCCG 37 101 15 20 225 20 59,892 60,595 30,100 64,600 0.702953 B 263 TCCCTGACCTGCCCGATGCCTCCCTGCCTAAGACCCCGGACTTACCCGCTCTGGCGAGCCATGGGCCGCCTtcctcctcctcctcctcctcctcctcctcctccTCGCAGTCCCGGCGGTGGCCGCTAACGctctcttgctgctgcCGGGACTGGTGGACTGATTGGATTGGCCAATCACAGTGAGGGGCAGAGGAGCTACTTGGCGGCGGAAGAGCTACTTAGCCCTCGTTGAGCGGCCCCACGATTATGGCTGTAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:1218:31152:46419 1 66 42 7 2 AGC CAGCAGCAGCAGCAGCAGCAGCTTCACCAGCAGCANA 1 1 14 5 127 TCAGTACCATcagcagcagcagCATCATCCCcagcagcag TCAGTACCATCAGCAGCAGC CGGCTGATGTTACTGTAGGTGA 38 5 8 20 134 22 60,108 59,834 52,500 40,200 2,273,635 G 136 AGCAGCATCAGTACCATcagcagcagcagCATCATCCCcagcagcagCTgcagcagcaGTATCACcagcagcagcagcagcagcagCTTCACcagcagcagcagcagCACTATCACCTACAGTAACATCAGCCGAA

ST‐E00142:460:H2K7HCCXY:6:1218:31152:46419 1 66 42 7 2 AGC CAGCAGCAGCAGCAGCAGCAGCTTCACCAGCAGCANA 0 0 16 6 126 AGTACCATcagcagcagcagCATCATCCCcagcagcagCT AGTACCATCAGCAGCAGCAG TCGGCTGATGTTACTGTAGGTG 36 6 10 20 135 22 60,108 59,834 42,400 40,000 2,273,441 G 136 AGCAGCATCAGTACCATcagcagcagcagCATCATCCCcagcagcagCTgcagcagcaGTATCACcagcagcagcagcagcagcagCTTCACcagcagcagcagcagCACTATCACCTACAGTAACATCAGCCGAA

ST‐E00142:460:H2K7HCCXY:6:1218:31152:46419 1 66 42 7 2 AGC CAGCAGCAGCAGCAGCAGCAGCTTCACCAGCAGCANA 0 0 16 5 125 AGTACCATcagcagcagcagCATCATCCCcagcagcagCT AGTACCATCAGCAGCAGCAG CGGCTGATGTTACTGTAGGTGA 36 5 10 20 134 22 60,108 59,834 42,400 40,200 2,273,441 G 136 AGCAGCATCAGTACCATcagcagcagcagCATCATCCCcagcagcagCTgcagcagcaGTATCACcagcagcagcagcagcagcagCTTCACcagcagcagcagcagCACTATCACCTACAGTAACATCAGCCGAA

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 8 3 98 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT ACTTTGCAGTTCCAGCGGAT 3 30 1 24 98 20 58,569 60,251 27,100 41,800 5,681,787 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 135 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT GAAGGAGATCGACGCTCTGG 3 67 1 24 135 20 58,569 59,970 27,100 38,600 5,460,987 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 138 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT CTCGAAGGAGATCGACGCTC 3 70 1 24 138 20 58,569 60,042 27,100 50,300 5,472,549 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 140 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT GACTCGAAGGAGATCGACGC 3 72 1 24 140 20 58,569 60,316 27,100 51,900 5,747,245 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 141 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT CGACTCGAAGGAGATCGACG 3 73 1 24 141 20 58,569 60,043 27,100 51,200 5,473,766 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 144 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT CGTCGACTCGAAGGAGATCG 3 76 1 24 144 20 58,569 60,043 27,100 36,900 5,473,766 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 205 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT AAAGCGCAGATAAGATGCCG 3 137 1 24 205 20 58,569 59,060 27,100 56,900 6,371,011 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 206 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT CAAAGCGCAGATAAGATGCCG 3 137 1 24 206 21 58,569 60,334 27,100 56,900 6,764,410 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 236 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT GAATTACAACCGCCAGCAGC 3 168 1 24 236 20 58,569 60,179 27,100 52,500 5,610,049 F 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 3 237 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGT GGAATTACAACCGCCAGCAG 3 169 1 24 237 20 58,569 59,548 27,100 42,400 5,882,668 F 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 9 2 205 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGTT AAAGCGCAGATAAGATGCCG 2 137 1 25 205 20 59,118 59,060 28,300 56,900 6,822,126 A 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31487:71190 1 28 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 9 2 236 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgc TGCTGATGTTGTAGCTGATATTGTT GAATTACAACCGCCAGCAGC 2 168 1 25 236 20 59,118 60,179 28,300 52,500 6,061,163 F 268 TGCTGATGTTGTAGCTGATATTGTTGTtgctgctgctgctgctgctgcTTCACGCCTCCGCCGCTGCTGCCGTTGGGGATCCGCTGGAACTGCAAAGTCTCCCCAATTTTAGCCACCAGAGCGTCGATCTCCTTCGAGTCGACGGTGACGGCCTGTTCGAGGAGCAGGAAGCTTTCGCCCCGTCGCGGCATCTTATCTGCGCTTTGttttttCTctgctgctgGCGGTTGTAATTCCCctctctctctctctGTCGTTTCTCTTACAG

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 1 1 2 1 122 GGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGGGCCCAAGCGACCTGTTTAA AGACTCCATCCTTGCAGCAG 49 1 105 20 226 20 60,892 59,748 15,200 42,400 1,144,383 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 3 1 121 GCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGC GCCCAAGCGACCTGTTTAAA AGACTCCATCCTTGCAGCAG 48 1 106 20 226 20 59,044 59,748 15,200 42,400 1,208,384 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 3 1 122 GGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGGGCCCAAGCGACCTGTTTA AGACTCCATCCTTGCAGCAG 50 1 105 19 226 20 60,303 59,748 20,100 42,400 1,555,472 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 1 141 GGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGT GGCCTCTGGGTCCAATGG AGACTCCATCCTTGCAGCAG 70 1 86 18 226 20 59,723 59,748 31,600 42,400 2,529,219 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 4 1 142 CGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTG CGGCCTCTGGGTCCAATG AGACTCCATCCTTGCAGCAG 71 1 85 18 226 20 60,125 59,748 28,200 42,400 2,377,049 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:31609:53082 1 174 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 1 140 GCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTT GCCTCTGGGTCCAATGGC AGACTCCATCCTTGCAGCAG 69 1 87 18 226 20 60,441 59,748 44,000 42,400 2,693,459 A 231 TgggggAgggggCTGAGGGTgggggTGTgggggTGGGGTGTgggggTgggggTGTGGGTgggggCTggggggTGGTGGGTCTGCCGGCCTCTGGGTCCAATGGCGGCCCAAGCGACCTGTTTAAAAGTGGCCCAGGCAGCACCAGAAAGGCTGCCAGGGAAGGACGTCTGTCCgtctgtctgtctgtctgtctgtctgtctgtctGCTGCTGCAAGGATGGAGTCTAGCAT

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 1 1 8 36 196 CACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTC CACCCACCTACACCTTTCCC GCTGAGCTACACCCGCCC 36 87 34 20 229 18 59,962 62,840 39,700 61,300 4,877,739 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 0 0 8 36 197 CACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTC CACCCACCTACACCTTTCCC GGCTGAGCTACACCCGCC 36 88 34 20 230 18 59,962 62,840 39,700 61,300 4,877,739 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 0 0 8 36 198 CACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTC CACCCACCTACACCTTTCCC GGGCTGAGCTACACCCGC 36 89 34 20 231 18 59,962 62,840 39,700 61,300 4,877,739 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 0 0 8 10 170 TCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcct TCCTGTGTCTCCCTGTCCTT GCTGAGCTACACCCGCCC 10 87 60 20 229 18 59,809 62,840 33,600 61,300 5,031,069 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 0 0 8 10 171 TCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcct TCCTGTGTCTCCCTGTCCTT GGCTGAGCTACACCCGCC 10 88 60 20 230 18 59,809 62,840 33,600 61,300 5,031,069 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:7567:69133_ 1 90 35 7 1 AGAGG CTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCT NA 0 0 8 10 172 TCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcct TCCTGTGTCTCCCTGTCCTT GGGCTGAGCTACACCCGC 10 89 60 20 231 18 59,809 62,840 33,600 61,300 5,031,069 F 237 CTCCCGCCCACGCTCCAtttttCCATCgagagaCACCCACCTACACCTTTCCCTTTCCCTCCTGTGTCTCCCTGTCCTTTACCATCTCCctcctctcctctcctctcctctcctctcctctcctCTCTTTTATTACCATCCAGGAGGGGAAGGTTAATCCACCTTTCTcccccTCTCCCTTGGGGAGGGAGATTAATACCAATATTTCTCGGGGCGGGTGTAGCTCAGCCCCTTTGG

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 24 173 ATGTCAGGATCACGATGCGGAAGCCGACCTGGTCT ATGTCAGGATCACGATGCGG GCAGTGCCTTATCTGAAGCC 24 88 25 20 197 20 60,250 58,980 56,900 43,500 1,270,052 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 24 241 ATGTCAGGATCACGATGCGGAAGCCGACCTGGTCT ATGTCAGGATCACGATGCGG TCTTCAACAGAACACATCCCTGA 24 153 25 20 265 23 60,250 59,609 56,900 38,600 3,640,582 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 22 171 GTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCGTCAGGATCACGATGCGGAA GCAGTGCCTTATCTGAAGCC 22 88 27 20 197 20 60,179 58,980 43,000 43,500 1,199,547 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 22 239 GTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCGTCAGGATCACGATGCGGAA TCTTCAACAGAACACATCCCTGA 22 153 27 20 265 23 60,179 59,609 43,000 38,600 3,570,078 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 22 241 GTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCGTCAGGATCACGATGCGGAA ACTCTTCAACAGAACACATCCCT 22 155 27 20 267 23 60,179 59,607 43,000 42,000 3,571,726 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 21 170 TCAGGATCACGATGCGGAAGCCGACCTGGTCTGCC TCAGGATCACGATGCGGAAG GCAGTGCCTTATCTGAAGCC 21 88 28 20 197 20 59,897 58,980 34,600 43,500 1,123,463 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 21 237 TCAGGATCACGATGCGGAAGCCGACCTGGTCTGCC TCAGGATCACGATGCGGAAG CTTCAACAGAACACATCCCTGA 21 153 28 20 264 22 59,897 58,256 34,600 38,600 3,846,547 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 21 238 TCAGGATCACGATGCGGAAGCCGACCTGGTCTGCC TCAGGATCACGATGCGGAAG TCTTCAACAGAACACATCCCTGA 21 153 28 20 265 23 59,897 59,609 34,600 38,600 3,493,993 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 21 240 TCAGGATCACGATGCGGAAGCCGACCTGGTCTGCC TCAGGATCACGATGCGGAAG ACTCTTCAACAGAACACATCCCT 21 155 28 20 267 23 59,897 59,607 34,600 42,000 3,495,641 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 7 90 GTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCGTCAGGATCACGATGCGGAA CAAACTGGACCCAACCACGA 22 7 27 20 116 20 60,179 60,465 43,000 43,500 0.643845 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 7 92 ATGTCAGGATCACGATGCGGAAGCCGACCTGGTCT ATGTCAGGATCACGATGCGG CAAACTGGACCCAACCACGA 24 7 25 20 116 20 60,250 60,465 56,900 43,500 0.714350 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8471:39018_ 1 69 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 6 91 ATGTCAGGATCACGATGCGGAAGCCGACCTGGTCT ATGTCAGGATCACGATGCGG AAACTGGACCCAACCACGAC 24 6 25 20 115 20 60,250 60,465 56,900 43,400 0.714531 F 275 GTTGGATCCAGCCTTACTTATTTCATGTCAGGATCACGATGCGGAAGCCGACCTGGTCTGCCCCTCATtcctcctcctcctcctcctcccccccTGTCGTGGTTGGGTCCAGTTTGGCTGAGAAATAGCCTGTCtttttAAGTTTTAATTAATTATCCTAtctctcGctctctctGGGGCTTCAGATAAGGCACTGCACTTTAGGAAAGTTAAGACTTTGGAAAGCATTTAGGGGAAACTTATCAGGGATGTGTTCTGTTGAAGAGTTGGAAAGA

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 1 1 18 39 240 TTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcTTCCTTCCTCCCTTCCTTCC ATGATGTTTCCTTCAACAGACAAT 39 117 2 20 241 24 58,330 57,094 34,600 27,100 8,576,216 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 35 153 TTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCTTCCTCCCTTCCTTCCTCCC ACCCTCTGTGGTGCAAAGAA 35 38 6 20 158 20 60,253 59,449 43,000 25,200 0.804120 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 35 161 TTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCTTCCTCCCTTCCTTCCTCCC ATGCTTTCACCCTCTGTGGT 35 46 6 20 166 20 60,253 59,226 43,000 41,600 1,026,851 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 35 236 TTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCTTCCTCCCTTCCTTCCTCCC ATGATGTTTCCTTCAACAGACAAT 35 117 6 20 241 24 60,253 57,094 43,000 27,100 7,159,364 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 33 151 CCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTCCTCCCTTCCTTCCTCCCTT ACCCTCTGTGGTGCAAAGAA 33 38 8 20 158 20 60,253 59,449 39,500 25,200 0.804308 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 33 234 CCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTCCTCCCTTCCTTCCTCCCTT ATGATGTTTCCTTCAACAGACAAT 33 117 8 20 241 24 60,253 57,094 39,500 27,100 7,159,551 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT
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ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 10 128 tccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccTCCTTCCTTCCTTCCTCCCT ACCCTCTGTGGTGCAAAGAA 10 38 31 20 158 20 59,200 59,449 42,000 25,200 1,351,152 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 6 124 tccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccTCCTTCCTTCCTCCCTTCCT ACCCTCTGTGGTGCAAAGAA 6 38 35 20 158 20 59,200 59,449 33,600 25,200 1,351,152 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 18 6 132 tccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccTCCTTCCTTCCTCCCTTCCT ATGCTTTCACCCTCTGTGGT 6 46 35 20 166 20 59,200 59,226 33,600 41,600 1,573,883 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 19 39 190 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttcct CTTCCTTCCTCCCTTCCTTCC AAATCAATGTTGTCTGGAGTCAAGA 39 65 1 21 190 25 59,438 58,936 34,600 30,200 7,626,068 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 19 39 241 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttcct CTTCCTTCCTCCCTTCCTTCC ATGATGTTTCCTTCAACAGACAAT 39 117 1 21 241 24 59,438 57,094 34,600 27,100 8,468,165 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:8826:10205_ 1 61 40 7 1.5 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCTTCCTTCCTTCNA 0 0 19 38 240 TTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcTTCCTTCCTCCCTTCCTTCCT ATGATGTTTCCTTCAACAGACAAT 38 117 2 21 241 24 59,846 57,094 33,600 27,100 8,060,591 F 250 CTTCCTTCCTCCCTTCCTTCCTCCCTTActtccttccttccttcCTCCCTTCCTTTCTTTcttccttccttccttccttccttccttcttccttccttccCTTCTTTCCttttttCCTTCCCTTCTTTCCTTCCcttcttcttTGCACCACAGAGGGTGAAAGCATCTTGACTCCAGACAACATTGATTTTATGGTAACCAATTACAGATTGTCTATATTGTCTGTTGAAGGAAACATCATAATaaaaaT

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 1 1 11 49 170 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTAT TCCATTTCCGCTCGTTTATCTCT GCTAGATAGATATAGATAGACCGACAG 51 49 1 23 170 27 59,868 57,581 31,000 35,100 12,551,586 F 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 0 0 11 0 116 TCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGTCTGTCCCTCCATGTGTCTG GCTAGATAGATATAGATAGACCGACAG 0 49 55 20 170 27 58,730 57,581 35,100 35,100 10,689,256 B 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 0 0 13 50 171 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTAT TCCATTTCCGCTCGTTTATCTC AGCTAGATAGATATAGATAGACCGACA 52 50 1 22 171 27 58,546 57,850 27,500 43,500 12,604,402 F 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 0 0 13 50 171 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTAT TCCATTTCCGCTCGTTTATCTCT AGCTAGATAGATATAGATAGACCGACA 51 50 1 23 171 27 59,868 57,850 31,000 43,500 12,282,316 F 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 0 0 13 0 117 TCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGTCTGTCCCTCCATGTGTCTG AGCTAGATAGATATAGATAGACCGACA 0 50 55 20 171 27 58,730 57,850 35,100 43,500 10,419,986 B 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1218:9354:7321_1 1 75 20 5 1 ACAT TGTATGTATGTATGTATGTA NA 0 0 16 0 96 TCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGTCTGTCCCTCCATGTGTCTG CCGACAGGTAGATATGTAGATAGATAG 0 29 55 20 150 27 58,730 57,516 35,100 20,800 10,753,874 B 249 TCCATTTCCGCTCGTTTAtctctcTATTCATCTGTCTATTCAAATTTCTATCATTCTGTCCCTCCATGTGTCTGtgtatgtatgtatgtatgtaCGAATGTGTTTATGCatatatGCatatatCTATCTATCTACATATCTACCTGTCGGTCTATCTATATCTATCTAGCTATTTAGCTAGATCtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaC

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 1 1 12 33 143 CCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCCAGCTATTCATCCGCCCAA CAGGCAGGGAGACAGATGGA 34 33 23 20 165 20 60,179 60,980 41,200 34,100 1,158,729 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 12 33 145 ATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCAATCCAGCTATTCATCCGCCC CAGGCAGGGAGACAGATGGA 36 33 21 20 165 20 59,674 60,980 61,300 34,100 1,305,972 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 12 32 141 AGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGAGCTATTCATCCGCCCAACC CAGGCAGGGAGACAGATGGA 32 33 25 20 165 20 60,179 60,980 37,700 34,100 1,158,726 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 12 32 143 AGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGAGCTATTCATCCGCCCAACC GACAGGCAGGGAGACAGATG 32 35 25 20 167 20 60,179 59,822 37,700 29,000 0.356622 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 12 27 136 TTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTCATCCGCCCAACCATTCA CAGGCAGGGAGACAGATGGA 27 33 30 20 165 20 59,961 60,980 25,700 34,100 1,018,598 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 12 19 128 CCCAACCATTCATCCGTCCATCCGTCCATTTACCCAT CCCAACCATTCATCCGTCCA CAGGCAGGGAGACAGATGGA 19 33 38 20 165 20 60,035 60,980 40,200 34,100 1,014,282 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 14 34 146 CCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCCAGCTATTCATCCGCCCAA AGACAGGCAGGGAGACAGAT 34 36 23 20 168 20 60,179 59,958 41,200 29,000 0.221451 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 14 32 144 AGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGAGCTATTCATCCGCCCAACC AGACAGGCAGGGAGACAGAT 32 36 25 20 168 20 60,179 59,958 37,700 29,000 0.221449 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 14 27 139 TTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTCATCCGCCCAACCATTCA AGACAGGCAGGGAGACAGAT 27 36 30 20 168 20 59,961 59,958 25,700 29,000 0.081320 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 14 19 131 CCCAACCATTCATCCGTCCATCCGTCCATTTACCCAT CCCAACCATTCATCCGTCCA AGACAGGCAGGGAGACAGAT 19 36 38 20 168 20 60,035 59,958 40,200 29,000 0.077005 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 16 9 118 CATCCGTCCATCCGTCCATTTACCCATCAatctatctatcCATCCGTCCATCCGTCCATT CAGGCAGGGAGACAGATGGA 9 33 48 20 165 20 59,893 60,980 31,600 34,100 1,086,417 B 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:10115:61028 1 77 36 5 1.5 AGAT ATCTATCTATCTATCTATCTGTCCGTCCGTCCGTCC NA 0 0 16 9 121 CATCCGTCCATCCGTCCATTTACCCATCAatctatctatcCATCCGTCCATCCGTCCATT AGACAGGCAGGGAGACAGAT 9 36 48 20 168 20 59,893 59,958 31,600 29,000 0.149139 F 226 ATCCATCTATTCATTCATCCATCCAGCTATTCATCCGCCCAACCATTCATCCGTCCATCCGTCCATTTACCCATCAatctatctatctatctatctgtccgtccgtccgtccATCCGTCCTTCCGTCCAtccgtccgtccgtccgTCCATCTGTCTCCCTGCCTGtctctcTGTCTGtctctctgtctgtctgtcTGtctatctatctatctatctatctatctaT

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 14 25 175 cagcagCAACAACAGCAGTTGCAAcagcagcagCTGCA CAGCAGCAACAACAGCAGTT AGTGTTGAAGAGGCTTGGCT 76 25 8 20 182 20 59,898 59,524 31,600 47,500 0.577665 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 16 25 165 AACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCAACAGCAGTTGCAACAGCAG AGTGTTGAAGAGGCTTGGCT 66 25 18 20 182 20 59,898 59,524 42,400 47,500 0.577665 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 16 23 163 AACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCAACAGCAGTTGCAACAGCAG TGTTGAAGAGGCTTGGCTGG 66 23 18 20 180 20 59,898 60,538 42,400 48,500 0.639816 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 17 2 98 CAAcagcagcagcagCATCCTcagcagcagTagcagcagcagCAACAGCAGCAGCAGCATC TGTTGAAGAGGCTTGGCTGG 2 23 83 19 180 20 60,154 60,538 39,100 48,500 1,692,073 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 17 2 99 CAAcagcagcagcagCATCCTcagcagcagTagcagcagcagCAACAGCAGCAGCAGCATC GTGTTGAAGAGGCTTGGCTG 2 24 83 19 181 20 60,154 59,405 39,100 48,500 1,749,111 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:15930:63120 1 104 34 8 1.5 AGC CAGCAGCAGTAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 17 2 100 CAAcagcagcagcagCATCCTcagcagcagTagcagcagcagCAACAGCAGCAGCAGCATC AGTGTTGAAGAGGCTTGGCT 2 25 83 19 182 20 60,154 59,524 39,100 47,500 1,629,922 F 214 AcagcagcagcagCAACAACAGCAGTTGCAAcagcagcagCTGCAAcagcagcagCTGCATCTTCTGCACCACCTGCACCAGCAAcagcagcagcagCATCCTcagcagcagTagcagcagcagcagcagcagcagcAGGTGACACTTGGCCCTGGCATGCCAGCCAAGCCTCTTCAACACTTTTCTAGCCCCGGAGCCCTAGGCCCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 4 11 139 GGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAA GGAGTTACTCGCGGAGGTTT CAGCCTTCCTGCCTTCCC 66 11 67 20 205 18 59,754 60,045 32,700 39,700 2,290,363 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 11 140 AGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGA AGGAGTTACTCGCGGAGGTT CAGCCTTCCTGCCTTCCC 67 11 66 20 205 18 60,611 60,045 35,000 39,700 2,655,890 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 13 141 GGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAA GGAGTTACTCGCGGAGGTTT CCCAGCCTTCCTGCCTTC 66 13 67 20 207 18 59,754 60,045 32,700 34,600 2,290,363 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 12 140 GGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAA GGAGTTACTCGCGGAGGTTT CCAGCCTTCCTGCCTTCC 66 12 67 20 206 18 59,754 60,045 32,700 34,600 2,290,363 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 12 95 AAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGAAGATGGAAAGGTGGGTGGG CCAGCCTTCCTGCCTTCC 21 12 112 20 206 18 59,591 60,045 46,100 34,600 2,454,034 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:18933:36434 1 153 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 11 94 AAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGAAGATGGAAAGGTGGGTGGG CAGCCTTCCTGCCTTCCC 21 11 112 20 205 18 59,591 60,045 46,100 39,700 2,454,034 F 212 ggcggcggcggcggcggggggggggAAATaaaaaaaaaCAAAAGAAGCGAAGAGAAGAGtatataAGGAGTTACTCGCGGAGGTTTCttttttCtgtgtgCAGAAGACGGTAAGATGGAAAggtgggtgggtgCGGGGATTAGCCGGGGTGCaggaggaggaggaggaggaggaggATGTGGAGCTGGGGAAGGCAGGAAGGCTGGGGCTCG

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 1 1 11 0 163 GGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagGGAATTCCCTCCCTAACCGC TCACACTATCTCTGTGTCCGT 14 0 91 20 253 21 60,179 58,208 56,800 46,900 2,970,681 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 11 0 222 AGACAGAATCTAACCATCGCCCCTTGATGTTCAATGAGACAGAATCTAACCATCGCCC TCACACTATCTCTGTGTCCGT 71 0 32 22 253 21 59,897 58,208 61,300 46,900 4,894,918 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 11 0 247 TGAGAGCTGAACTGCACCAAACATTAGACAGAATC TGAGAGCTGAACTGCACCAA TCACACTATCTCTGTGTCCGT 98 0 7 20 253 21 59,531 58,208 36,700 46,900 3,261,149 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 1 165 GGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagGGAATTCCCTCCCTAACCGC TCTCACACTATCTCTGTGTCCG 14 1 91 20 255 22 60,179 58,990 56,800 47,900 3,189,446 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 1 224 AGACAGAATCTAACCATCGCCCCTTGATGTTCAATGAGACAGAATCTAACCATCGCCC TCTCACACTATCTCTGTGTCCG 71 1 32 22 255 22 59,897 58,990 61,300 47,900 5,113,683 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 0 164 GGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagGGAATTCCCTCCCTAACCGC CTCACACTATCTCTGTGTCCGT 14 0 91 20 254 22 60,179 59,250 56,800 46,900 2,929,192 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 0 223 AGACAGAATCTAACCATCGCCCCTTGATGTTCAATGAGACAGAATCTAACCATCGCCC CTCACACTATCTCTGTGTCCGT 71 0 32 22 254 22 59,897 59,250 61,300 46,900 4,853,429 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 0 248 TGAGAGCTGAACTGCACCAAACATTAGACAGAATC TGAGAGCTGAACTGCACCAA CTCACACTATCTCTGTGTCCGT 98 0 7 20 254 22 59,531 59,250 36,700 46,900 3,219,660 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:19390:35572 1 125 108 8 2 ACAGAG AGAGAGAGAGAGGGAGACAGAGACAGAGAGAGA NA 0 0 12 0 249 TTGAGAGCTGAACTGCACCAAACATTAGACAGAAT TTGAGAGCTGAACTGCACCA CTCACACTATCTCTGTGTCCGT 99 0 6 20 254 22 59,531 59,250 41,700 46,900 3,219,660 G 265 ATTGATTGAGAGCTGAACTGCACCAAACATTAGACAGAATCTAACCATCGCCCCTTGATGTTCAATGGCATCACCAATGGACAAAATCCTGGAATTCCCTCCCTAACCGCGCCGTGGGAGTACCagagagagagagGGAGACAGAGACagagagagagacagagacagagacagagacagagacagagacagagacagagacagagagagagACagagagagagACagagagACGGACACAGAGATAGTGTgagagaCagagagA

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 1 1 14 14 134 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCA ATCTGCACCATCACCACCAG 14 35 1 20 134 20 58,903 60,035 44,100 40,000 1,131,999 G 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 14 14 149 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCA ACCAACAGTAGCCGCATCTG 14 50 1 20 149 20 58,903 60,392 44,100 29,000 1,488,893 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 14 13 148 TTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgct TTATGGTGCTGATGCTGCAG ACCAACAGTAGCCGCATCTG 13 50 2 20 149 20 58,614 60,392 44,100 29,000 1,777,189 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 14 3 102 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCA CACCAGGACCATCACCAACA 14 3 1 20 102 20 58,903 59,890 44,100 33,300 1,207,527 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 15 13 134 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCAG ATCTGCACCATCACCACCAG 13 35 1 21 134 20 59,935 60,035 44,100 40,000 1,099,869 G 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 15 13 135 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCAG CATCTGCACCATCACCACCA 13 36 1 21 135 20 59,935 60,323 44,100 41,700 1,387,828 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 15 13 149 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCAG ACCAACAGTAGCCGCATCTG 13 50 1 21 149 20 59,935 60,392 44,100 29,000 1,456,762 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:22049:66408 1 35 45 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTGGTGATGGTGCTGCNA 0 0 15 3 102 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtg GTTATGGTGCTGATGCTGCAG CACCAGGACCATCACCAACA 13 3 1 21 102 20 59,935 59,890 44,100 33,300 1,175,397 D 157 GTTATGGTGCTGATGCTGCAGCAACTGCTGCTTGtgctgctgctgctgctgctgcTGGTGATGGtgctgctgctgctgcGGCTGTTGGTGATGGTCCTGGTGCTGAtgctgctgcTGGTGGTGATGGTGCAGATGCGGCTACTGTTGGTAATGGTGC

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 1 1 3 7 90 AAACAAACACCCAGGAGAGGGCGAAGAGCAACTG AAACAAACACCCAGGAGAGG GGACTATCCGCACTGACTCC 28 7 91 20 180 20 57,635 59,614 36,900 38,500 2,751,086 A 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 4 46 197 GGATCGCTGGCGGTGAAAACAAACACCCAGGAGA GGATCGCTGGCGGTGAAA CAGCCCTGGATCAGATTGGT 46 98 75 18 271 20 60,436 59,450 26,900 36,700 2,985,888 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 4 46 197 GGATCGCTGGCGGTGAAAACAAACACCCAGGAGA GGATCGCTGGCGGTGAAA CAGCCCTGGATCAGATTGGTA 46 97 75 18 271 21 60,436 59,229 26,900 32,500 4,206,596 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 4 46 198 GGGATCGCTGGCGGTGAAAACAAACACCCAGGAG GGGATCGCTGGCGGTGAAA CAGCCCTGGATCAGATTGGT 46 98 74 19 271 20 62,969 59,450 26,900 36,700 4,519,200 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 4 7 106 GGATCGCTGGCGGTGAAAACAAACACCCAGGAGA GGATCGCTGGCGGTGAAA GGACTATCCGCACTGACTCC 46 7 75 18 180 20 60,436 59,614 26,900 38,500 2,822,051 A 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 4 6 105 GGATCGCTGGCGGTGAAAACAAACACCCAGGAGA GGATCGCTGGCGGTGAAA GACTATCCGCACTGACTCCG 46 6 75 18 179 20 60,436 59,970 26,900 46,300 2,465,505 A 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 6 69 201 GGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGG GGGAGAAAGAACTCGGTTTCT GAGCAAACCCTCCACAACCT 76 69 42 21 242 20 57,596 60,179 25,200 35,000 3,583,214 F 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 6 68 200 GGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGG GGGAGAAAGAACTCGGTTTCT AGCAAACCCTCCACAACCTT 76 68 42 21 241 20 57,596 59,738 25,200 35,000 3,665,921 F 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 6 21 143 CCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCC CCCAGGAGAGGGCGAAGA GAGCAAACCCTCCACAACCT 21 69 100 18 242 20 60,364 60,179 28,700 35,000 2,543,306 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 7 8 160 CGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagc CGAAGAGCAACTGCAGCAG CAGCCCTGGATCAGATTGGT 8 98 112 19 271 20 59,504 59,450 42,400 36,700 2,046,343 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 9 7 127 GAAGAGCAACTGCAGCAGCCCGACTTcagcagcagca GAAGAGCAACTGCAGCAGC CAAACCCTCCACAACCTTGC 7 66 113 19 239 20 59,790 59,611 52,500 40,100 1,598,665 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 9 7 129 GAAGAGCAACTGCAGCAGCCCGACTTcagcagcagca GAAGAGCAACTGCAGCAGC AGCAAACCCTCCACAACCTT 7 68 113 19 241 20 59,790 59,738 52,500 35,000 1,471,337 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 9 7 130 GAAGAGCAACTGCAGCAGCCCGACTTcagcagcagca GAAGAGCAACTGCAGCAGC GAGCAAACCCTCCACAACCT 7 69 113 19 242 20 59,790 60,179 52,500 35,000 1,388,630 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:27904:68359 1 139 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 9 7 159 GAAGAGCAACTGCAGCAGCCCGACTTcagcagcagca GAAGAGCAACTGCAGCAGC CAGCCCTGGATCAGATTGGT 7 98 113 19 271 20 59,790 59,450 52,500 36,700 1,759,591 B 279 CtggtggtggtggtggtggtggAGGTggaggaggaggaggaGGGAGAAAGAACTCGGTTTCTCCgggggAGCGGGGATCGCTGGCGGTGAAAACAAACACCCAGGAGAGGGCGAAGAGCAACTGCAGCAGCCCGACTTcagcagcagcagcagCACCCGCGGAGTCAGTGCGGATAGTCCGAGAGGagcagcagcAAcaccaccacCATCCGGAAGCTGGCAAGGTTGTGGAGGGTTTGCTCAGCAAATATACCAATCTGATCCAGGGCTGGCAGAACA

ST‐E00142:460:H2K7HCCXY:6:1219:29488:15303 1 50 25 5 1 AATGG ATTCCATTCCATTCCATTCCATTCC NA 1 1 15 5 98 CCATCCATCTATCTTGGCTTCCATTCCATTCAACTAT CCATCCATCTATCTTGGCTTCCA TGGAAGGAATGCCAAGATGGA 24 5 3 23 100 21 59,926 59,360 35,300 34,100 4,713,652 A 153 TCCCATCCATCTATCTTGGCTTCCATTCCATTCAACTATCTTGGCGTCAattccattccattccattccattccATCCATCCATCTTGGCATTCCTTCCATTCTattccattccattccattccattccattccattccattccAGTCCATCC

ST‐E00142:460:H2K7HCCXY:6:1219:29488:15303 1 50 25 5 1 AATGG ATTCCATTCCATTCCATTCCATTCC NA 0 0 15 5 100 TCCCATCCATCTATCTTGGCTTCCATTCCATTCAACT TCCCATCCATCTATCTTGGCT TGGAAGGAATGCCAAGATGGA 28 5 1 21 100 21 58,004 59,360 47,500 34,100 4,635,895 A 153 TCCCATCCATCTATCTTGGCTTCCATTCCATTCAACTATCTTGGCGTCAattccattccattccattccattccATCCATCCATCTTGGCATTCCTTCCATTCTattccattccattccattccattccattccattccattccAGTCCATCC

ST‐E00142:460:H2K7HCCXY:6:1219:29488:15303 1 50 25 5 1 AATGG ATTCCATTCCATTCCATTCCATTCC NA 0 0 15 1 96 TCCCATCCATCTATCTTGGCTTCCATTCCATTCAACT TCCCATCCATCTATCTTGGCT AGGAATGCCAAGATGGATGGA 28 1 1 21 96 21 58,004 59,145 47,500 34,100 4,850,685 A 153 TCCCATCCATCTATCTTGGCTTCCATTCCATTCAACTATCTTGGCGTCAattccattccattccattccattccATCCATCCATCTTGGCATTCCTTCCATTCTattccattccattccattccattccattccattccattccAGTCCATCC

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 1 1 8 6 193 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA CTGAGCCTCCGAGAATGCAG 6 111 2 24 194 20 57,318 60,530 40,200 44,100 7,211,940 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 8 1 189 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA CTGAGCCTCCGAGAATGCAG 1 111 6 25 194 20 58,457 60,530 25,700 44,100 7,073,032 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 10 6 183 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA GAGAATGCAGCACTCCCTCA 6 101 2 24 184 20 57,318 59,749 40,200 38,600 6,933,083 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 10 1 179 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA GAGAATGCAGCACTCCCTCA 1 101 6 25 184 20 58,457 59,749 25,700 38,600 6,794,174 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 10 1 191 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA TACTGAGCCTCCGAGAATGC 1 113 6 25 196 20 58,457 59,253 25,700 35,600 7,290,076 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 6 104 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA GTAGATGGATGGGCGGCTG 6 23 2 24 105 19 57,318 60,302 40,200 48,500 7,983,762 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 6 240 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA GTGCTCCCTCAGTACTGAACC 6 157 2 24 241 21 57,318 60,067 40,200 36,200 7,748,516 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 6 241 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA AGTGCTCCCTCAGTACTGAAC 6 158 2 24 242 21 57,318 59,104 40,200 31,800 8,578,194 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 5 104 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCAA GTAGATGGATGGGCGGCTG 5 23 2 25 105 19 57,925 60,302 35,300 48,500 8,376,686 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 5 240 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCAA GTGCTCCCTCAGTACTGAACC 5 157 2 25 241 21 57,925 60,067 35,300 36,200 8,141,441 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 11 1 100 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA GTAGATGGATGGGCGGCTG 1 23 6 25 105 19 58,457 60,302 25,700 48,500 7,844,853 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 6 91 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA CGGCTGGATGGATGGATGAA 6 9 2 24 92 20 57,318 59,891 40,200 25,700 6,790,882 F 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 6 109 AGTTACTATTTCACTTCCTGTCCAATTCATatccatcca AGTTACTATTTCACTTCCTGTCCA GATGGGTAGATGGATGGGCG 6 27 2 24 110 20 57,318 60,036 40,200 61,300 6,717,739 F 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 1 105 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA GATGGGTAGATGGATGGGCG 1 27 6 25 110 20 58,457 60,036 25,700 61,300 6,578,831 F 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:30462:3419_ 1 32 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 1 195 ACTATTTCACTTCCTGTCCAATTCATatccatccatccatcACTATTTCACTTCCTGTCCAATTCA TCAGTACTGAGCCTCCGAGA 1 117 6 25 200 20 58,457 59,381 25,700 40,400 7,161,802 B 242 TAGTTACTATTTCACTTCCTGTCCAATTCATatccatccatccatccatccatccatccatccACCCATCCATTcatccatccatcCAGCCGCCCATCCATCTACccatccatccatCTATCCATCCAGCCATGTATCTGAAAACCTTGTTAGATGGTGAGTATTGAGGGAGTGCTGCATTCTCGGAGGCTCAGTACTGAGGTAGTGATGCTCTGTCAGAGGTTCAGTACTGAGGGAGCACT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 1 1 4 14 91 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA GTTCGCCGTCACCGAGTC 14 18 8 20 98 18 59,821 60,804 37,100 33,600 2,982,856 A 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 143 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA TCTTCCGGTGCTCTTCCATG 14 68 8 20 150 20 59,821 59,750 37,100 36,600 0.429001 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 145 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA GTTCTTCCGGTGCTCTTCCA 14 70 8 20 152 20 59,821 59,965 37,100 35,300 0.213662 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 232 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA CTTGATGCTATACGCGCCGA 14 157 8 20 239 20 59,821 60,663 37,100 55,400 0.842035 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 234 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA TCCTTGATGCTATACGCGCC 14 159 8 20 241 20 59,821 60,320 37,100 65,300 0.498321 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 243 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA GCGCCTTTGTCCTTGATGCT 14 168 8 20 250 20 59,821 61,590 37,100 37,900 1,768,483 F 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 243 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA GCGCCTTTGTCCTTGATGC 14 169 8 20 250 19 59,821 60,154 37,100 39,100 1,332,725 F 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 244 CGGCAAGTGGATCATGGAGACGCTGCTCGGCACCc CGGCAAGTGGATCATGGAGA CGCGCCTTTGTCCTTGATG 14 170 8 20 251 19 59,821 59,865 37,100 30,700 1,314,082 F 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 9 138 AGTGGATCATGGAGACGCTGCTCGGCACCccgccgccAGTGGATCATGGAGACGCTG TCTTCCGGTGCTCTTCCATG 9 68 13 20 150 20 59,537 59,750 51,800 36,600 0.713438 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 9 140 AGTGGATCATGGAGACGCTGCTCGGCACCccgccgccAGTGGATCATGGAGACGCTG GTTCTTCCGGTGCTCTTCCA 9 70 13 20 152 20 59,537 59,965 51,800 35,300 0.498100 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 9 229 AGTGGATCATGGAGACGCTGCTCGGCACCccgccgccAGTGGATCATGGAGACGCTG TCCTTGATGCTATACGCGCC 9 159 13 20 241 20 59,537 60,320 51,800 65,300 0.782759 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 5 16 92 GCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCGCGGCAAGTGGATCATGGA GTTCGCCGTCACCGAGTC 16 18 7 19 98 18 60,452 60,804 34,100 33,600 4,256,017 A 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 5 16 240 GCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCGCGGCAAGTGGATCATGGA CTTTGTCCTTGATGCTATACGCG 16 161 7 19 246 23 60,452 60,060 34,100 60,100 4,512,199 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 15 92 GCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCGCGGCAAGTGGATCATGGAG GTTCGCCGTCACCGAGTC 15 18 7 20 98 18 61,443 60,804 38,600 33,600 4,246,616 A 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 15 240 GCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCGCGGCAAGTGGATCATGGAG CTTTGTCCTTGATGCTATACGCG 15 161 7 20 246 23 61,443 60,060 38,600 60,100 4,502,799 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 6 135 GGATCATGGAGACGCTGCTCGGCACCccgccgccgcc GGATCATGGAGACGCTGCTC TCTTCCGGTGCTCTTCCATG 6 68 16 20 150 20 60,600 59,750 42,600 36,600 0.849962 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 6 137 GGATCATGGAGACGCTGCTCGGCACCccgccgccgcc GGATCATGGAGACGCTGCTC GTTCTTCCGGTGCTCTTCCA 6 70 16 20 152 20 60,600 59,965 42,600 35,300 0.634624 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:31659:58163 1 42 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 8 21 240 CAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCAGCGCGGCAAGTGGATC GTCCTTGATGCTATACGCGC 21 160 3 18 242 20 61,869 59,215 33,600 68,600 4,654,049 B 274 TGCAGCGCGGCAAGTGGATCATGGAGACGCTGCTCGGCACCccgccgccgccgccgccgccgAACGTGCCGGCGCTGGACGACTCGGTGACGGCGAACCAGGGCGGCAAGCCGCTGACGAcgcgcgAGCGCATGGAAGAGCACCGGAAGAACCCAGCCAGCGCGTCGCGCCACCGGGTCAGCGGTCAGATCGGCCTCCCGCACGAGGACTTCGGCGTCGTCGGCGCGTATAGCATCAAGGACAAAGgcgcgcCGGTCGACACCGTCGAGACGCT

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 1 1 13 2 118 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG TTCCTGAGGTTGCAGAAGGC 2 17 36 25 153 20 59,989 60,251 39,500 43,500 5,262,026 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 13 2 123 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG GCACTTTCCTGAGGTTGCAG 2 22 36 25 158 20 59,989 59,405 39,500 44,100 5,606,220 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 13 2 124 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG AGCACTTTCCTGAGGTTGCA 2 23 36 25 159 20 59,989 59,817 39,500 40,800 5,194,617 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 13 2 140 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG ACTTCATTGGCTGTAAAGCAC 2 38 36 25 175 21 59,989 57,077 39,500 44,000 8,934,142 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 13 2 140 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG ACTTCATTGGCTGTAAAGCACTT 2 36 36 25 175 23 59,989 59,109 39,500 31,600 8,902,491 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 13 2 140 GGGAAAGAAAGAAGGAAAGAAAGGGATagagagagGGGAAAGAAAGAAGGAAAGAAAGGG ACTTCATTGGCTGTAAAGCACT 2 37 36 25 175 22 59,989 58,510 39,500 44,000 8,501,473 D 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 15 17 137 gagAAAGGgagagagaAAGGGGAAAGAAAGAAGGA GAGAAAGGGAGAGAGAAAGGG TTCCTGAGGTTGCAGAAGGC 25 17 17 21 153 20 57,095 60,251 39,500 43,500 4,155,701 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 16 23 144 agagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAGAGAAAGGGAGAGAGAAAGGG AGCACTTTCCTGAGGTTGCA 25 23 16 22 159 20 58,550 59,817 39,500 40,800 3,633,410 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 16 22 143 agagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAGAGAAAGGGAGAGAGAAAGGG GCACTTTCCTGAGGTTGCAG 25 22 16 22 158 20 58,550 59,405 39,500 44,100 4,045,013 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 16 17 138 agagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAGAGAAAGGGAGAGAGAAAGGG TTCCTGAGGTTGCAGAAGGC 25 17 16 22 153 20 58,550 60,251 39,500 43,500 3,700,819 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 17 23 145 gagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGGAGAGAAAGGGAGAGAGAAAGGG AGCACTTTCCTGAGGTTGCA 25 23 15 23 159 20 59,549 59,817 39,500 40,800 3,634,309 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1219:8603:26659_ 1 63 54 7 2 AAAT AGAGAGAGAGAAAGAAAGAAATGGAGAAATAAATNA 0 0 17 17 139 gagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGGAGAGAAAGGGAGAGAGAAAGGG TTCCTGAGGTTGCAGAAGGC 25 17 15 23 153 20 59,549 60,251 39,500 43,500 3,701,719 G 181 AagagagAAACAAagagagAAAGGgagagagaAAGGGGAAAGAAAGAAGGAAAGAAAGGGATagagagagagAAAGAAAGAAATGGAGaaataaataaataaataaataaataaatCAATCAATCTAAATATTGCCTTCTGCAACCTCAGGAAAGTGCTTTACAGCCAATGAAGTAttttt

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 1 1 2 29 240 AACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTggggg AACGGAGCTAGTCCTGGGAG CCGTGATCATGGATGGCTCA 29 147 3 20 242 20 60,685 59,893 43,000 42,600 0.792073 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 3 30 242 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTggg TAAACGGAGCTAGTCCTGGGA CCGTGATCATGGATGGCTCA 30 147 1 21 242 20 59,994 59,893 43,700 42,600 1,113,549 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 30 129 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA AAACAAGTCGCTCCTCTCGG 30 35 2 20 130 20 60,252 60,038 43,700 46,300 0.290262 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 30 199 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA GCGGTGGGAGTCAAAGAAAG 30 105 2 20 200 20 60,252 59,125 43,700 26,200 1,127,161 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 30 200 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA GGCGGTGGGAGTCAAAGAAA 30 106 2 20 201 20 60,252 60,536 43,700 25,200 0.788563 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 30 241 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA CCGTGATCATGGATGGCTCA 30 147 2 20 242 20 60,252 59,893 43,700 42,600 0.359371 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 2 96 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA CTTGCACAGGGAGGGAGATC 30 2 2 20 97 20 60,252 59,820 43,700 27,500 0.432039 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 1 95 AAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggg AAACGGAGCTAGTCCTGGGA TTGCACAGGGAGGGAGATCT 30 1 2 20 96 20 60,252 60,253 43,700 27,500 0.504984 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 25 235 AGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGA AGCTAGTCCTGGGAGGTGG CCGTGATCATGGATGGCTCA 25 147 8 19 242 20 59,998 59,893 46,100 42,600 1,109,543 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 16 184 GGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgca GGGAGGTGGCGTGTGTTG GGCGGTGGGAGTCAAAGAAA 16 106 18 18 201 20 60,978 60,536 33,300 25,200 3,514,470 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 15 183 GGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcGGAGGTGGCGTGTGTTGG GGCGGTGGGAGTCAAAGAAA 15 106 19 18 201 20 60,978 60,536 37,700 25,200 3,514,470 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:1722:60554_ 1 52 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 14 182 GAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagca GAGGTGGCGTGTGTTGGG GGCGGTGGGAGTCAAAGAAA 14 106 20 18 201 20 60,978 60,536 41,200 25,200 3,514,470 F 251 TAAACGGAGCTAGTCCTGGGAGGTGGCgtgtgtTgggggTGGGAACAAGGTgcagcagcagcagcagcagcagcaGAGATCTCCCTCCCTGTGCAAGGAGGAGCTGGCAGCCGAGAGGAGCGACTTGtttttttttttGTTCGTCTATATTTTCCTTGtttttGTTTTGCAAAAGCTCCCCTTTCTTTGACTCCCACCGcccccGAccccccaaaaaaaaaCTGAGCCATCCATGATCACGGCGGCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 5 212 CCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCACCTCTCCGGTCACCAGTCT TAAGAGGACAAGCTGCTCGC 147 5 9 19 220 20 60,305 60,109 32,400 50,300 1,413,161 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 218 cacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGCACACACCTCTCCGGTCAC TAAGAGGACAAGCTGCTCGC 153 5 3 19 220 20 60,006 60,109 36,700 50,300 1,114,717 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 219 TcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAA TCACACACCTCTCCGGTCA TAAGAGGACAAGCTGCTCGC 154 5 2 19 220 20 60,153 60,109 40,200 50,300 1,261,245 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 5 220 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGA CTCACACACCTCTCCGGTCA TAAGAGGACAAGCTGCTCGC 154 5 1 20 220 20 61,179 60,109 40,200 50,300 1,287,788 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 5 211 CTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGCTCTCCGGTCACCAGTCTGG TAAGAGGACAAGCTGCTCGC 145 5 10 20 220 20 61,600 60,109 38,600 50,300 1,708,220 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 5 212 CCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCACCTCTCCGGTCACCAGTCTG TAAGAGGACAAGCTGCTCGC 146 5 9 20 220 20 61,600 60,109 35,100 50,300 1,708,220 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 246 CCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCACCTCTCCGGTCACCAGTCT CAGCATGAGTGGCAGATGGT 147 39 9 19 254 20 60,305 60,394 32,400 35,500 1,698,491 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 252 cacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGCACACACCTCTCCGGTCAC CAGCATGAGTGGCAGATGGT 153 39 3 19 254 20 60,006 60,394 36,700 35,500 1,400,046 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 244 CTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGCTCTCCGGTCACCAGTCTGG AGCATGAGTGGCAGATGGTG 145 38 10 20 253 20 61,600 60,394 38,600 41,700 1,993,549 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 245 CCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCACCTCTCCGGTCACCAGTCT AGCATGAGTGGCAGATGGTG 147 38 9 19 253 20 60,305 60,394 32,400 41,700 1,698,491 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 251 cacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGCACACACCTCTCCGGTCAC AGCATGAGTGGCAGATGGTG 153 38 3 19 253 20 60,006 60,394 36,700 41,700 1,400,046 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 38 252 TcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAA TCACACACCTCTCCGGTCA AGCATGAGTGGCAGATGGTG 154 38 2 19 253 20 60,153 60,394 40,200 41,700 1,546,575 F 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 17 116 AGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCAGGTGGATAAGGCCTCCTCT AGCATGAGTGGCAGATGGTG 17 38 138 20 253 20 59,355 60,394 36,900 41,700 1,038,881 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 39 170 ATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACAT ATGTCCTGCTGCCAGCTTAG CAGCATGAGTGGCAGATGGT 70 39 85 20 254 20 60,107 60,394 21,800 35,500 0.501256 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 38 169 ATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACAT ATGTCCTGCTGCCAGCTTAG AGCATGAGTGGCAGATGGTG 70 38 85 20 253 20 60,107 60,394 21,800 41,700 0.501256 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 38 170 CATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACA CATGTCCTGCTGCCAGCTTA AGCATGAGTGGCAGATGGTG 71 38 84 20 253 20 60,393 60,394 30,900 41,700 0.787346 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 5 136 ATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACAT ATGTCCTGCTGCCAGCTTAG TAAGAGGACAAGCTGCTCGC 70 5 85 20 220 20 60,107 60,109 21,800 50,300 0.215927 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:24312:51201 1 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 5 137 CATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACA CATGTCCTGCTGCCAGCTTA TAAGAGGACAAGCTGCTCGC 71 5 84 20 220 20 60,393 60,109 30,900 50,300 0.502017 A 270 CTcacacaCCTCTCCGGTCACCAGTCTGGTTCCAAGAAGTGGCAGAATTTTGTGAGCAGCTCCTTGCTGAAACACAGATGACACATGTCCTGCTGCCAGCTTAGGCAGAAGTAGGACATGTGCTTTTCGAAGACTCTAGGTGGATAAGGCCTCCTCTTGAAAACCCATTTACCTctcctcctcctcctcctcctcCCATTGCGAGCAGCTTGTCCTCTTATTTACTACCTCTGCACCATCTGCCACTCATGCTGCAGCCCAGCGGGGACT

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 1 1 7 36 164 TCACATGCATGAGTTTGAGGATTGATCATAGTGGA TCACATGCATGAGTTTGAGGA ACTTCACATTATGAGACTCCAAACT 44 36 99 21 262 25 57,578 58,226 37,100 26,600 10,195,557 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 36 199 AAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATAAGAATGAGGAGCTGGCTGC ACTTCACATTATGAGACTCCAAACT 80 36 64 20 262 25 60,394 58,226 52,500 26,600 7,167,718 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 36 260 CGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGT CGGCTTGAAGCAATGGGTTT ACTTCACATTATGAGACTCCAAACT 141 36 3 20 262 25 59,682 58,226 32,700 26,600 7,091,758 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 34 164 TCACATGCATGAGTTTGAGGATTGATCATAGTGGA TCACATGCATGAGTTTGAGGA ACTTCACATTATGAGACTCCAAACTTG 44 34 99 21 262 27 57,578 59,826 37,100 31,600 10,595,826 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 34 199 AAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATAAGAATGAGGAGCTGGCTGC ACTTCACATTATGAGACTCCAAACTTG 80 34 64 20 262 27 60,394 59,826 52,500 31,600 7,567,987 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 34 260 CGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGT CGGCTTGAAGCAATGGGTTT ACTTCACATTATGAGACTCCAAACTTG 141 34 3 20 262 27 59,682 59,826 32,700 31,600 7,492,027 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 33 161 TCACATGCATGAGTTTGAGGATTGATCATAGTGGA TCACATGCATGAGTTTGAGGA TCACATTATGAGACTCCAAACTTGA 44 33 99 21 259 25 57,578 58,232 37,100 30,200 10,190,402 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 33 196 AAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATAAGAATGAGGAGCTGGCTGC TCACATTATGAGACTCCAAACTTGA 80 33 64 20 259 25 60,394 58,232 52,500 30,200 7,162,563 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:26991:46736 1 164 38 7 1.5 AAT TTATTATTATTATTATCATTATTATTATTATTATTATT NA 0 0 7 33 257 CGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGT CGGCTTGAAGCAATGGGTTT TCACATTATGAGACTCCAAACTTGA 141 33 3 20 259 25 59,682 58,232 32,700 30,200 7,086,603 F 264 AACGGCTTGAAGCAATGGGTTTTGATCGAGCAATTGTGTTGGAGGTGtttttttGCCTGCAATAAGAATGAGGAGCTGGCTGCTAACTATCTTTTAGATCACATGCATGAGTTTGAGGATTGATCATAGTGGACATATGATATAAATCCTTTTGTGCTTCTGTttattattattattaTCattattattattattattattTCtttttGTGTTCCTCTAAACTTCATTTTCTTATCAAGTTTGGAGTCTCATAATGTGAAGTTG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 4 14 115 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA AGATGCCAGTCCCTCCAGTA 14 40 2 20 116 20 58,874 59,660 34,100 27,400 1,466,347 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 14 163 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA GGTGAATGAGAGCCCACCC 14 89 2 20 164 19 58,874 60,077 34,100 46,100 2,203,916 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 14 164 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA GGGTGAATGAGAGCCCACC 14 90 2 20 165 19 58,874 60,077 34,100 46,100 2,203,916 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 14 235 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA TGAGATGTGTGCTTGTGGCT 14 160 2 20 236 20 58,874 59,891 34,100 47,500 1,235,640 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 14 249 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA TGGTGTGGAAGCACTGAGAT 14 174 2 20 250 20 58,874 58,941 34,100 27,500 2,185,586 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 14 258 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA CAGCAGTCGTGGTGTGGAAG 14 183 2 20 259 20 58,874 61,224 34,100 34,600 2,350,557 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 14 164 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgAGGAGAGGGATGATGCAGACA GGTGAATGAGAGCCCACCC 14 89 1 21 164 19 60,344 60,077 34,100 46,100 2,421,211 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 14 236 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgAGGAGAGGGATGATGCAGACA TGAGATGTGTGCTTGTGGCT 14 160 1 21 236 20 60,344 59,891 34,100 47,500 1,452,935 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 14 257 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA AGCAGTCGTGGTGTGGAAG 14 183 2 20 258 19 58,874 59,930 34,100 34,600 2,196,253 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 15 236 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgAGGAGAGGGATGATGCAGAC TGAGATGTGTGCTTGTGGCT 15 160 1 20 236 20 58,577 59,891 35,100 47,500 1,531,684 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 8 14 118 GGAGAGGGATGATGCAGACATTCTAGTTaaaaaTga GGAGAGGGATGATGCAGACA CAAAGATGCCAGTCCCTCCA 14 43 2 20 119 20 58,874 59,671 34,100 38,600 1,455,748 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1220:30543:9923_ 1 36 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 8 14 119 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgAGGAGAGGGATGATGCAGACA CAAAGATGCCAGTCCCTCCA 14 43 1 21 119 20 60,344 59,671 34,100 38,600 1,673,043 F 263 AGGAGAGGGATGATGCAGACATTCTAGTTaaaaaTgaggaggaggaggaggaggagTGTGAAATATTAGATATaaaaaGCATAGTgagagaGGAATTACTGGAGGGACTGGCATCTTTGAAGGTGAAacacacCATTTCAATGGCGGGTGGGCTCTCATTCACCCGCCCACCATCACCTCGCCCCTTCATCATGCCAGGTGCCATATTTAATGTCCAGCCACAAGcacacaTCTCAGTGCTTCCACACCACGACTGCTGCATG

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 2 42 155 CCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCT CCAGCCTTGTCTTCAGCAGT GGATACCGAGCCTTTAGTGGG 51 42 110 20 264 21 60,251 59,930 44,000 46,100 1,320,930 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 5 122 CCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCT CCAGCCTTGTCTTCAGCAGT GCTTATAGGGATTCTAGGAAGATCT 51 5 110 20 231 25 60,251 57,029 44,000 27,500 8,222,008 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 42 156 ACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTC ACCAGCCTTGTCTTCAGCAG GGATACCGAGCCTTTAGTGGG 52 42 109 20 264 21 60,251 59,930 42,400 46,100 1,320,930 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 42 190 TGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACC TGTTGTGCATCCTCCTTCCC GGATACCGAGCCTTTAGTGGG 86 42 75 20 264 21 59,962 59,930 39,700 46,100 1,108,455 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 28 132 GGCCACATACTCTGGAATGCTCTCCCTAAACTCCTC GGCCACATACTCTGGAATGC GGATACCGAGCCTTTAGTGGG 28 42 133 20 264 21 58,687 59,930 35,600 46,100 2,383,104 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 5 123 CCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCT CCAGCCTTGTCTTCAGCAGT AGCTTATAGGGATTCTAGGAAGATCT 51 5 110 20 232 26 60,251 58,282 44,000 27,500 7,969,077 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 5 124 ACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTC ACCAGCCTTGTCTTCAGCAG AGCTTATAGGGATTCTAGGAAGATCT 52 5 109 20 232 26 60,251 58,282 42,400 27,500 7,969,077 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 5 158 TGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACC TGTTGTGCATCCTCCTTCCC AGCTTATAGGGATTCTAGGAAGATCT 86 5 75 20 232 26 59,962 58,282 39,700 27,500 7,756,603 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 28 133 AGGCCACATACTCTGGAATGCTCTCCCTAAACTCCT AGGCCACATACTCTGGAATGC GGATACCGAGCCTTTAGTGGG 28 42 132 21 264 21 60,134 59,930 35,600 46,100 2,204,265 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 27 132 GGCCACATACTCTGGAATGCTCTCCCTAAACTCCTC GGCCACATACTCTGGAATGCT GGATACCGAGCCTTTAGTGGG 27 42 133 21 264 21 60,134 59,930 37,900 46,100 2,204,265 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 42 184 GCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTT GCATCCTCCTTCCCTTCACC GGATACCGAGCCTTTAGTGGG 80 42 81 20 264 21 60,107 59,930 40,200 46,100 1,177,257 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 42 193 CCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATT CCCTGTTGTGCATCCTCCTT GGATACCGAGCCTTTAGTGGG 89 42 72 20 264 21 59,961 59,930 33,600 46,100 1,109,034 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 42 212 CTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCCTCCATTCCTCCGACTCAGC GGATACCGAGCCTTTAGTGGG 108 42 53 20 264 21 59,896 59,930 42,600 46,100 1,174,227 F 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 7 190 CACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCACAAACTCTCCATTCCTCCGA AAAGCTTATAGGGATTCTAGGAAGAT 114 7 45 22 234 26 60,028 57,250 45,500 24,000 10,777,808 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 6 190 ACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTACACAAACTCTCCATTCCTCCG AAGCTTATAGGGATTCTAGGAAGATC 115 6 44 22 233 26 60,290 57,626 46,300 27,500 10,663,878 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 5 161 CCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATT CCCTGTTGTGCATCCTCCTT AGCTTATAGGGATTCTAGGAAGATCT 89 5 72 20 232 26 59,961 58,282 33,600 27,500 7,757,181 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 5 180 CTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCCTCCATTCCTCCGACTCAGC AGCTTATAGGGATTCTAGGAAGATCT 108 5 53 20 232 26 59,896 58,282 42,600 27,500 7,822,374 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:13261:30123 1 181 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 5 190 ACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTACACAAACTCTCCATTCCTCCG AAGCTTATAGGGATTCTAGGAAGATCT 115 5 44 22 233 27 60,290 58,816 46,300 27,500 10,473,260 A 264 TCTAATAACACCACAACAtttttCTTTACTCTGATCCCTGAAAACACAAACTCTCCATTCCTCCGACTCAGCCCTGTTGTGCATCCTCCTTCCCTTCACCCCAATATTACCAGCCTTGTCTTCAGCAGTCTAGGCCACATACTCTGGAATGCTCTCCCTAAACTCCTCTAACTCTCCAATtcctcctcctcctcctcctccTTTCAAGATCTTCCTAGAATCCCTATAAGCTTTTGCTCATcccccACTAAAGGCTCGGTATCC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 1 1 8 3 93 ATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtg ATGTGGATGAGGGAGGGAGT GCCACCGATCAACTCACTCA 3 22 90 20 182 20 59,655 60,037 38,500 34,100 0.382116 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 58 216 GGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagGGGTGTGTGGATGGTTGAGT CAGACTCACTCACTGGCTCA 90 58 3 20 218 20 59,890 59,035 34,100 42,600 1,075,186 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 58 217 TGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgaTGGGTGTGTGGATGGTTGAG CAGACTCACTCACTGGCTCA 91 58 2 20 218 20 59,890 59,035 30,200 42,600 1,074,995 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 27 152 TGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGTGAGTGATTTGAGGGTGGGT AGACTCACTCACTGGCTCAC 27 57 66 20 217 20 58,555 59,035 45,100 35,100 2,410,373 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 27 153 TGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGTGAGTGATTTGAGGGTGGGT CAGACTCACTCACTGGCTCA 27 58 66 20 218 20 58,555 59,035 45,100 42,600 2,409,633 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 22 180 GGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagGGGTGTGTGGATGGTTGAGT GCCACCGATCAACTCACTCA 90 22 3 20 182 20 59,890 60,037 34,100 34,100 0.147812 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 22 181 TGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgaTGGGTGTGTGGATGGTTGAG GCCACCGATCAACTCACTCA 91 22 2 20 182 20 59,890 60,037 30,200 34,100 0.147620 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 22 182 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagt GTGGGTGTGTGGATGGTTGA GCCACCGATCAACTCACTCA 92 22 1 20 182 20 60,179 60,037 31,800 34,100 0.216329 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 1 91 GTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagt GTGGATGAGGGAGGGAGTGA GCCACCGATCAACTCACTCA 1 22 92 20 182 20 60,326 60,037 34,100 34,100 0.362997 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 12 0 90 TGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtg TGGATGAGGGAGGGAGTGAC GCCACCGATCAACTCACTCA 0 22 93 20 182 20 60,326 60,037 36,700 34,100 0.362997 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 14 56 215 TGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgaTGGGTGTGTGGATGGTTGAG GACTCACTCACTGGCTCACT 91 56 2 20 216 20 59,890 59,035 30,200 34,100 1,075,734 F 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:18030:33533 1 113 28 7 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAG NA 0 0 14 27 151 TGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGTGAGTGATTTGAGGGTGGGT GACTCACTCACTGGCTCACT 27 56 66 20 216 20 58,555 59,035 45,100 34,100 2,410,373 A 222 GTGGgtgtgtGGATGGTTGAGTGAATGAAtgagtgagtgagTGAATGATTGAGTGATTGGGTGGATGAGTGATTTGAGGGTGGGTTAGTATGTGGATGAGGGAGGGAGTGACtgagtgagtgagtgagtgagtgagtgagCGAGTGAGAGTCAGTTAGTGGCTGAGTGAGTTGATCGGTGGCTTAGTAATTTTGTAAGTGAGCCAGTGAGTGAGTCTGAGTC

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 27 136 TGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGC TGCCATGCACTTCTACCTCG CTGAGGTGGTCGATGAGCTC 48 27 88 20 223 20 60,108 59,898 46,300 40,900 0.210305 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 27 161 GCCACCTACCACACCATGAACACGGTGCCATGCACTGCCACCTACCACACCATGAA CTGAGGTGGTCGATGAGCTC 73 27 63 20 223 20 59,962 59,898 25,700 40,900 0.139710 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 27 163 ATGCCACCTACCACACCATGAACACGGTGCCATGCAATGCCACCTACCACACCATG CTGAGGTGGTCGATGAGCTC 75 27 61 20 223 20 60,034 59,898 36,600 40,900 0.136306 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 27 219 TTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCA TTTGGCAGCCGTGGATATCG CTGAGGTGGTCGATGAGCTC 131 27 5 20 223 20 60,814 59,898 29,200 40,900 0.915729 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 26 135 TGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGC TGCCATGCACTTCTACCTCG TGAGGTGGTCGATGAGCTCT 48 26 88 20 222 20 60,108 60,324 46,300 40,900 0.432002 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 26 162 ATGCCACCTACCACACCATGAACACGGTGCCATGCAATGCCACCTACCACACCATG TGAGGTGGTCGATGAGCTCT 75 26 61 20 222 20 60,034 60,324 36,600 40,900 0.358002 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 25 134 TGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGC TGCCATGCACTTCTACCTCG GAGGTGGTCGATGAGCTCTC 48 25 88 20 221 20 60,108 59,616 46,300 32,000 0.492134 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 27 206 GATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTT GATATCGCCGTGTCCCAGG CTGAGGTGGTCGATGAGCTC 119 27 18 19 223 20 60,006 59,898 44,500 40,900 1,108,222 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21278:37612 1 156 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 27 220 CTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGC CTTTGGCAGCCGTGGATATC CTGAGGTGGTCGATGAGCTC 132 27 4 20 223 20 59,053 59,898 16,300 40,900 1,049,363 A 225 AGGCTTTGGCAGCCGTGGATATCGCCGTGTCCCAGGGCAAGAGCCACCCGTTCAAGCCGGATGCCACCTACCACACCATGAACACGGTGCCATGCACTTCTACCTCGGCCGTCGCCCTGCCGCACCCGTCCGCCCTGTCCTCGCACCCTCATGCTcaccaccaccaccaccaccacCAGCCTCACCAGCCGCTGGACCCGGGAGAGCTCATCGACCACCTCAGCT

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 1 1 1 28 187 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA AGCTCATGAGGTGACTATGGT 28 95 29 22 215 21 60,026 58,243 35,800 35,500 4,782,888 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 2 28 184 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA TCATGAGGTGACTATGGTTGCT 28 91 29 22 212 22 60,026 59,160 35,800 39,100 4,866,019 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 2 28 187 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA AGCTCATGAGGTGACTATGGTT 28 94 29 22 215 22 60,026 58,889 35,800 36,700 5,136,686 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 3 29 132 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCAC AGGGTGTAGACTAGTTTGTATTGT 29 37 29 21 160 24 58,352 57,070 31,800 27,100 9,578,127 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 3 28 132 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA AGGGTGTAGACTAGTTTGTATTGT 28 37 29 22 160 24 60,026 57,070 35,800 27,100 8,956,049 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 3 28 133 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA AAGGGTGTAGACTAGTTTGTATTGT 28 37 29 22 161 25 60,026 57,688 35,800 27,100 9,338,396 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 4 28 236 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA TTCCTTGCATTTGTGTGGGC 28 145 29 22 264 20 60,026 59,608 35,800 53,600 2,418,317 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 6 28 232 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA TTGCATTTGTGTGGGCCTTT 28 141 29 22 260 20 60,026 59,164 35,800 31,100 2,861,922 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 6 28 233 CCCATCCCTCAATCACTTCACATTAGAATTTACATGGCCCATCCCTCAATCACTTCACA CTTGCATTTGTGTGGGCCTT 28 142 29 22 261 20 60,026 59,606 35,800 43,500 2,419,801 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 7 54 258 AGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATAGGCTTCACTTTCGCATTTGG CTTGCATTTGTGTGGGCCTT 54 142 4 21 261 20 59,729 59,606 32,800 43,500 1,664,369 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 7 54 261 AGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATAGGCTTCACTTTCGCATTTGG TTCCTTGCATTTGTGTGGGC 54 145 4 21 264 20 59,729 59,608 32,800 53,600 1,662,885 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:21663:48019 1 79 21 7 1 ATC ATCATCATCATCATCATCATC NA 0 0 7 53 260 GGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCGGCTTCACTTTCGCATTTGGG TTCCTTGCATTTGTGTGGGC 53 145 5 21 264 20 60,670 59,608 41,200 53,600 2,062,131 F 288 ATCAGGCTTCACTTTCGCATTTgggggCCCCATCCCTCAATCACTTCACATTAGAATTTACATGGCATTGCCAAGCTGatcatcatcatcatcatcatcAAACTTTGAAGGAACGAGaaaaaGAGTTTCATTTATTACAATACAAACTAGTCTACACCCTTAAAATGCAAAGGCTTCACTTATGTGGTTAAGCAACCATAGTCACCTCATGAGCTAAGAGACAATACCAAATTAAAAGaaaaaGGCCcacacaAATGCAAGGAATAGTGAAAATCCAGCAGACTGGTA

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 3 18 103 GACTCAGAGCAGACAGAATGCTTCCAGTATTACCA GACTCAGAGCAGACAGAATGC CTGCTTTATCTGCCAAACGG 18 23 184 21 286 20 58,730 57,450 35,600 44,400 4,819,680 B 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 11 95 GCAGACAGAATGCTTCCAGTATTACCAGCAGcacca GCAGACAGAATGCTTCCAGT CTGCTTTATCTGCCAAACGG 11 23 192 20 286 20 58,181 57,450 40,000 44,400 4,368,275 B 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 22 106 TGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACTGTGACTCAGAGCAGACAGA CTGCTTTATCTGCCAAACGG 22 23 181 20 286 20 58,013 57,450 34,100 44,400 4,536,515 B 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 8 91 TGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACTGTGACTCAGAGCAGACAGA AACGGCTTCACTCTCTTCCC 22 8 181 20 271 20 58,013 59,678 34,100 39,700 2,308,878 F 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 7 90 TGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACTGTGACTCAGAGCAGACAGA ACGGCTTCACTCTCTTCCCT 22 7 181 20 270 20 58,013 60,543 34,100 42,000 2,530,056 F 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:2727:30439_ 1 223 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 6 93 aCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTAACAATGTGACTCAGAGCAGACA CGGCTTCACTCTCTTCCCTC 24 6 177 22 269 20 59,633 59,825 34,100 43,000 2,541,207 F 286 aaaaaGGCATCTGTAAGTCGACACCCTCAGACTTTGATCCAAAGGacacacacacacacacagacagacagacAGGCACCACACCATCAGAAACAGTTATCCAGGacacacacacacacAGAGACACGACTCTATCCgagagagagagagagacacacaAGCCCTATTCCaaaaaaaCAATGTGACTCAGAGCAGACAGAATGCTTCCAGTATTACCAGCAGcaccaccaccaccaccaccacCCTCGGGAGGGAagagagTGAAGCCGTTTGGCAGATAAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 1 1 2 11 110 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT AGCTGGCTCAGGTTTCAGAG 11 39 9 19 118 20 59,929 59,676 31,600 33,500 1,395,756 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 2 11 194 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT GGCTGCACCACTTTAGCTCT 11 123 9 19 202 20 59,929 60,322 31,600 40,900 1,393,479 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 2 11 195 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT AGGCTGCACCACTTTAGCTC 11 124 9 19 203 20 59,929 60,322 31,600 40,900 1,393,479 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 10 109 TTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgc TTGGGTCCGAGCACAACTG AGCTGGCTCAGGTTTCAGAG 10 39 10 19 118 20 60,228 59,676 31,600 33,500 1,552,108 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 10 110 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACTG AGCTGGCTCAGGTTTCAGAG 10 39 9 20 118 20 61,231 59,676 31,600 33,500 1,554,920 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 11 172 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT ATGGCGTGAATGTGGGAGAG 11 101 9 19 180 20 59,929 60,108 31,600 32,000 1,178,979 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 11 210 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT ATGTCAAGACAAGCCAGGCT 11 139 9 19 218 20 59,929 59,597 31,600 45,800 1,474,742 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 171 TTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgc TTGGGTCCGAGCACAACTG ATGGCGTGAATGTGGGAGAG 10 101 10 19 180 20 60,228 60,108 31,600 32,000 1,335,331 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 10 172 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACTG ATGGCGTGAATGTGGGAGAG 10 101 9 20 180 20 61,231 60,108 31,600 32,000 1,338,144 A 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 11 240 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT AACAAGGCTGTTCAATGCATT 11 168 9 19 248 21 59,929 57,243 31,600 35,600 4,828,403 F 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 11 244 CTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgCTTGGGTCCGAGCACAACT ACTTAACAAGGCTGTTCAATGCA 11 170 9 19 252 23 59,929 59,364 31,600 39,600 4,707,771 F 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1221:9404:67638_ 1 39 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 10 243 TTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgc TTGGGTCCGAGCACAACTG ACTTAACAAGGCTGTTCAATGCA 10 170 10 19 252 23 60,228 59,364 31,600 39,600 4,864,123 F 272 CCATCCGGCTTGGGTCCGAGCACAACTGGGGAGCTCCAgctgctgctgctgctgctgctAGGCTTTATTATTTGGTGCTCCAGCGTATAGTTAATCTCCTCTGAAACCTGAGCCAGCTTTTCTGGACCTAGACATAGGGATGTTCCCTTAAGGGAGGGGCCTCTCCCACATTCACGCCATGTAGAGCTAAAGTGGTGCAGCCTGGCTTGTCTTGACATGTGtttttAAATGCATTGAACAGCCTTGTTAAGTTTCTTTGCTGTTATGCTTTT

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 8 35 157 TCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTG TCGGCCTCTCTCTTCTCTCC GAAACAGGGTGCGAATGAGC 42 35 17 20 173 20 60,107 59,831 37,100 42,600 0.275927 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 20 139 cCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTA CCCTCTCATCATCTGTTTCTCTGT GAAACAGGGTGCGAATGAGC 20 35 35 24 173 20 59,838 59,831 34,100 42,600 4,330,951 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 8 19 131 CCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAA CCTCTCATCATCTGTTTCTCTGTT GGTGCGAATGAGCGGTGAAA 19 28 36 24 166 20 58,267 61,574 31,600 26,900 7,306,461 B 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 42 164 TCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTG TCGGCCTCTCTCTTCTCTCC ACAGAGAGAAACAGGGTGCG 42 42 17 20 180 20 60,107 59,966 37,100 53,400 0.140977 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 21 139 cCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTA CCCTCTCATCATCTGTTTCTCTG GAAACAGGGTGCGAATGAGC 21 35 35 23 173 20 58,305 59,831 33,500 42,600 4,864,405 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 20 130 CCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAA CCTCTCATCATCTGTTTCTCTGT GTGCGAATGAGCGGTGAAA 20 28 36 23 165 19 57,658 59,134 34,100 26,900 7,208,109 B 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 20 131 CCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAA CCTCTCATCATCTGTTTCTCTGT GGTGCGAATGAGCGGTGAAA 20 28 36 23 166 20 57,658 61,574 34,100 26,900 6,915,701 B 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 9 11 138 TCATCTGTTTCTCTGTTtctctcCATATGTAATTACctat TCATCTGTTTCTCTGTTTCTCTCCA ACAGAGAGAAACAGGGTGCG 11 42 43 25 180 20 59,695 59,966 38,600 53,400 5,339,445 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 12 46 190 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCA GGTTGCTCTCTGTCACTCGG AAAGAGAGAGACAGAGAGAAACAGGG 58 46 1 20 190 26 60,389 61,699 46,300 44,500 8,088,444 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 12 42 170 tGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTT TGTCACTCGGCCTCTCTCTT ACAGAGAGAAACAGGGTGCG 48 42 11 20 180 20 60,251 59,966 28,500 53,400 0.285444 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 47 190 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCA GGTTGCTCTCTGTCACTCGG AAAGAGAGAGACAGAGAGAAACAGG 58 47 1 20 190 25 60,389 59,756 46,300 40,000 5,632,896 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:13494:28769 1 79 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 14 48 190 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCA GGTTGCTCTCTGTCACTCGG AAAGAGAGAGACAGAGAGAAACAG 58 48 1 20 190 24 60,389 57,669 46,300 31,600 6,720,535 F 269 GGTTGctctctGTCACTCGGCctctctcttctctcCCTCTCATCATCTGTTTCTCTGTTtctctcCATATGTAATTACctatctatctatctatctatctatctatctatctatctatCTGTTtatataTCTATCTATCTTTCTCTTTTCACCGCTCATTCGCACCCTGTTtctctcTGtctctctcTTTTATATGCATacacacacAGATacacacGcacacacacacacacaGacacacacacacacacacacGcacacacacaGAC

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 4 63 200 TAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGA TAGTGTGCTGCATCCTCCAC GGGAATGGTGGTTTCATGTTGG 63 74 26 20 225 22 59,750 60,028 40,200 37,700 2,278,437 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 63 259 TAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGA TAGTGTGCTGCATCCTCCAC CTCACTTCTGTAGTCCATGGG 63 134 26 20 284 21 59,750 57,466 40,200 40,000 3,783,840 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 29 153 TAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGA TAGTGTGCTGCATCCTCCAC CAGCCTCTGTCACTCCATCC 63 29 26 20 178 20 59,750 59,822 40,200 35,100 0.427838 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 10 100 GGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaGGGATCTGGAAGTCCTCCCT CAGCCTCTGTCACTCCATCC 10 29 79 20 178 20 60,031 59,822 42,000 35,100 0.208208 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 97 ATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggagATCTGGAAGTCCTCCCTCCC CAGCCTCTGTCACTCCATCC 7 29 82 20 178 20 60,031 59,822 43,000 35,100 0.208208 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 102 ATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggagATCTGGAAGTCCTCCCTCCC CTACGCAGCCTCTGTCACTC 7 34 82 20 183 20 60,031 60,179 43,000 35,100 0.209754 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 65 202 TGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTAT TGTAGTGTGCTGCATCCTCC GGGAATGGTGGTTTCATGTTGG 65 74 24 20 225 22 59,750 60,028 43,000 37,700 2,278,437 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 65 261 TGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTAT TGTAGTGTGCTGCATCCTCC CTCACTTCTGTAGTCCATGGG 65 134 24 20 284 21 59,750 57,466 43,000 40,000 3,783,840 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 64 201 GTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATG GTAGTGTGCTGCATCCTCCA GGGAATGGTGGTTTCATGTTGG 64 74 25 20 225 22 59,750 60,028 38,600 37,700 2,278,437 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 64 260 GTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATG GTAGTGTGCTGCATCCTCCA CTCACTTCTGTAGTCCATGGG 64 134 25 20 284 21 59,750 57,466 38,600 40,000 3,783,840 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 29 154 GTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATG GTAGTGTGCTGCATCCTCCA CAGCCTCTGTCACTCCATCC 64 29 25 20 178 20 59,750 59,822 38,600 35,100 0.427838 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:16346:7409_ 1 109 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 29 155 TGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTAT TGTAGTGTGCTGCATCCTCC CAGCCTCTGTCACTCCATCC 65 29 24 20 178 20 59,750 59,822 43,000 35,100 0.427838 A 284 GCCCAAGAGGGTccccccACATATGTAGTGTGCTGCATCCTCCACAGCCTTGTAATTATGAGAGCCTATCCACAGTCTGGGATCTGGAAGTCCTCCCTCCCCGCTGTTaggaggaggaggaggaggaggAGAAGGAAGTGAAGGAGACCTCATACATTGGATGGAGTGACAGAGGCTGCGTAGTAAAGTTGAAAGTAACTTCTCCAACATGAAACCACCATTCCCTTAAAATACATTCATTTAAGACTCCCCATGACAAAGTCCCCATGGACTACAGAAGTGAG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 1 1 3 10 207 CCATCTGAGCATGACGACGTCAAACACTTGACTGCcCCATCTGAGCATGACGACGT CAATGACGTGGGCCTGGAG 92 10 82 20 288 19 60,179 60,747 43,400 38,600 1,925,741 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 3 10 243 GGGCTACATTTATCCGCAGCTTAATGTGGATGTGGAGGGCTACATTTATCCGCAGC CAATGACGTGGGCCTGGAG 128 10 46 20 288 19 59,125 60,747 52,500 38,600 2,621,673 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 3 10 246 CCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTCCTGGGCTACATTTATCCGCA CAATGACGTGGGCCTGGAG 130 10 43 21 288 19 60,203 60,747 56,900 38,600 2,949,373 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 11 140 ACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAACATTGTGCCCTCATGGTCA CAATGACGTGGGCCTGGA 25 11 149 20 288 18 59,595 59,649 40,200 38,600 2,756,093 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 10 140 ACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAACATTGTGCCCTCATGGTCA CAATGACGTGGGCCTGGAG 25 10 149 20 288 19 59,595 60,747 40,200 38,600 2,151,813 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 10 142 AGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAGACATTGTGCCCTCATGGT CAATGACGTGGGCCTGGAG 27 10 147 20 288 19 59,299 60,747 35,500 38,600 2,447,178 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 10 208 ACCATCTGAGCATGACGACGTCAAACACTTGACTGCACCATCTGAGCATGACGACG CAATGACGTGGGCCTGGAG 93 10 81 20 288 19 60,179 60,747 51,200 38,600 1,925,741 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 8 123 TCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccct TCAGCCTTGCCAAGTCCAAG CAATGACGTGGGCCTGGAG 8 10 166 20 288 19 60,538 60,747 36,100 38,600 2,284,672 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 6 121 AGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaa AGCCTTGCCAAGTCCAAGTC CAATGACGTGGGCCTGGAG 6 10 168 20 288 19 60,538 60,747 30,100 38,600 2,284,901 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 4 4 119 CCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccc CCTTGCCAAGTCCAAGTCCA CAATGACGTGGGCCTGGAG 4 10 170 20 288 19 60,179 60,747 40,200 38,600 1,925,607 A 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 5 10 247 TCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTCCTGGGCTACATTTATCCGC CAATGACGTGGGCCTGGAG 131 10 42 21 288 19 59,928 60,747 55,400 38,600 2,818,314 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 10 211 TGGACCATCTGAGCATGACGACGTCAAACACTTGA TGGACCATCTGAGCATGACG CAATGACGTGGGCCTGGAG 96 10 78 20 288 19 59,824 60,747 43,500 38,600 1,923,064 B 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 6 10 259 ctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGC CTCAGTTAGGGATCCTGGGC CAATGACGTGGGCCTGGAG 144 10 30 20 288 19 59,238 60,747 53,600 38,600 2,508,416 F 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21542:39194 1 194 66 11 1 AACCCT CCCTAACCCTAACCCTAACCCTAACCCTAACCCTAACNA 0 0 8 10 258 tCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCT TCAGTTAGGGATCCTGGGCT CAATGACGTGGGCCTGGAG 143 10 31 20 288 19 59,657 60,747 51,900 38,600 2,089,986 F 288 TCTTCCAAATCACACTAACATCCGActctctCAGTTAGGGATCCTGGGCTACATTTATCCGCAGCTTAATGTGGATGTGGACCATCTGAGCATGACGACGTCAAACACTTGACTGCcacacaTTAAAATTGCCTCCTCTTTAACACAGACATTGTGCCCTCATGGTCAGCCTTGCCAAGTCCAAGTCCAAAATccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCATGAAGCCCTCCAGGCCCACGTCATTG

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 10 4 163 TGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGTGATGCTGCTGTTCTATGATGG GCTGCAGCTTCAACACCATT 96 4 3 22 165 20 58,526 59,684 35,100 31,600 3,789,829 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 10 4 164 TTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGAT TTGATGCTGCTGTTCTATGATGG GCTGCAGCTTCAACACCATT 96 4 2 23 165 20 59,119 59,684 35,100 31,600 4,197,293 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 10 4 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGAGTTGATGCTGCTGTTCTATGATGG GCTGCAGCTTCAACACCATT 96 4 1 24 165 20 60,261 59,684 35,100 31,600 4,577,276 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 100 ATGGTGATGGTGCTGATGCTGATActgctgctgatgatg ATGGTGATGGTGCTGATGCT GCTGCAGCTTCAACACCATT 35 4 66 20 165 20 59,742 59,684 37,900 31,600 0.574109 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 109 ATGCTGCTGATGGTGATGGTGCTGATGCTGATActg ATGCTGCTGATGGTGATGGT GCTGCAGCTTCAACACCATT 44 4 57 20 165 20 59,742 59,684 35,500 31,600 0.574109 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 121 TTGGTGCTGATGATGCTGCTGATGGTGATGGTGCT TTGGTGCTGATGATGCTGCT GCTGCAGCTTCAACACCATT 56 4 45 20 165 20 60,323 59,684 42,400 31,600 0.639291 B 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 150 CTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGACTATGATGGTGCTGCTGCTG GCTGCAGCTTCAACACCATT 85 4 16 20 165 20 59,055 59,684 44,100 31,600 1,261,303 F 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 151 TCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGTCTATGATGGTGCTGCTGCT GCTGCAGCTTCAACACCATT 86 4 15 20 165 20 59,165 59,684 42,400 31,600 1,151,480 F 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:21633:64949 1 121 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 4 140 gctgctgctgcTGATGGTATTGGTGCTGATGATGCTGC GCTGCTGCTGCTGATGGTAT GCTGCAGCTTCAACACCATT 75 4 26 20 165 20 60,818 59,684 27,300 31,600 1,134,649 F 165 GTTGATGCTGCTGTTCTATGATGGtgctgctgctgcTGATGGTATTGGTGCTGATGATGCTGCTGATGGTGATGGTGCTGATGCTGATActgctgctgatgatgatgCTGTTGCTGATGGtgctgctgctgctgctgctgcTGGTAATGGTGTTGAAGCTGCAGC

ST‐E00142:460:H2K7HCCXY:6:1222:22150:13808 1 22 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 1 1 19 0 90 ACTGAATGCCAAGATGGATGGatggaatggaatggaatgACTGAATGCCAAGATGGATGG ACATTCCATCCATACATCTTGGC 0 1 1 21 90 23 58,337 58,853 35,100 45,200 6,810,187 A 101 ACTGAATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGTATGGATGGAATGTAATGGATTGGA

ST‐E00142:460:H2K7HCCXY:6:1222:22150:13808 1 22 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 20 0 90 ACTGAATGCCAAGATGGATGGatggaatggaatggaatgACTGAATGCCAAGATGGATGG ACATTCCATCCATACATCTTGGCA 0 0 1 21 90 24 58,337 60,387 35,100 49,200 7,049,514 A 101 ACTGAATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGTATGGATGGAATGTAATGGATTGGA

ST‐E00142:460:H2K7HCCXY:6:1222:22150:13808 1 22 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 21 0 91 ACTGAATGCCAAGATGGATGGatggaatggaatggaatgACTGAATGCCAAGATGGATGG TACATTCCATCCATACATCTTGGCA 0 0 1 21 91 25 58,337 60,163 35,100 49,200 7,825,975 A 101 ACTGAATGCCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGTATGGATGGAATGTAATGGATTGGA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 1 1 2 16 132 CCCTAGGTACTCTATCAAAGCTCttttttttAAAATAAT CCCTAGGTACTCTATCAAAGCTCT TGGGAATACTGAATCAGAGAAGTC 18 16 77 24 208 24 58,610 57,773 40,900 30,100 11,617,685 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 2 15 132 CCCTAGGTACTCTATCAAAGCTCttttttttAAAATAAT CCCTAGGTACTCTATCAAAGCTCT TGGGAATACTGAATCAGAGAAGTCT 18 15 77 24 208 25 58,610 59,039 40,900 32,400 11,351,198 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 2 15 132 CCCTAGGTACTCTATCAAAGCTCttttttttAAAATAAT CCCTAGGTACTCTATCAAAGCTC TGGGAATACTGAATCAGAGAAGTCT 19 15 77 23 208 25 57,285 59,039 40,900 32,400 11,676,245 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 3 48 199 CTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTC CTTGTCATTGGCTTGCCAGC AACCAGAGTTACAAGGAGAGACC 58 48 41 20 239 23 60,389 59,421 48,500 38,500 3,968,577 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 3 34 185 CTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTC CTTGTCATTGGCTTGCCAGC GGAGAGACCTCAGATAATGGGAA 58 34 41 20 225 23 60,389 58,773 48,500 39,700 4,616,623 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 4 48 198 CTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTC CTTGTCATTGGCTTGCCAGC ACCAGAGTTACAAGGAGAGACC 58 48 41 20 238 22 60,389 58,833 48,500 38,500 3,556,106 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 4 48 201 CCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTT CCTCTTGTCATTGGCTTGCC ACCAGAGTTACAAGGAGAGACC 61 48 38 20 238 22 59,471 58,833 45,200 38,500 3,696,057 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 4 35 185 CTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTC CTTGTCATTGGCTTGCCAGC GGAGAGACCTCAGATAATGGGA 58 35 41 20 225 22 60,389 58,149 48,500 43,700 4,240,178 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 4 35 188 CCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTT CCTCTTGTCATTGGCTTGCC GGAGAGACCTCAGATAATGGGA 61 35 38 20 225 22 59,471 58,149 45,200 43,700 4,380,130 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 9 48 240 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGTCACTAAGTGAGGAGTGTTGTTATT AAACCAGAGTTACAAGGAGAGACC 93 48 1 25 240 24 57,937 59,959 14,000 38,500 11,103,333 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 9 48 240 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGTCACTAAGTGAGGAGTGTTGTTATTT AAACCAGAGTTACAAGGAGAGACC 92 48 1 26 240 24 58,494 59,959 14,000 38,500 11,546,698 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA
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ST‐E00142:460:H2K7HCCXY:6:1222:3975:13545_ 1 119 50 10 2 AAT TTATTATTATTATTAATGTTTTATTATTATTATTATTA NA 0 0 9 48 240 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGTCACTAAGTGAGGAGTGTTGTTAT AAACCAGAGTTACAAGGAGAGACC 94 48 1 24 240 24 57,334 59,959 18,900 38,500 10,706,576 G 250 TCACTAAGTGAGGAGTGTTGTTATTTTAAATTGATGACCTCTTGTCATTGGCTTGCCAGCCAGAAAATGTGTTTTCCCCTAGGTACTCTATCAAAGCTCttttttttAAAATAATGTTttattattattattaATGTTttattattattattattattattattattaCCTGGATCTCCTTTTAGACTTCTCTGATTCAGTATTCCCATTATCTGAGGtctctcCTTGTAACTCTGGTTTCTTATGCTTA

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 1 1 2 24 140 TCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGATCATGAGTTAACAGCTGTTCTAAGC AGCTATAACCCACCTACTAGCC 24 36 35 25 174 22 59,360 58,492 30,900 39,300 9,147,932 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 11 120 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA ACCCACCTACTAGCCACTTTG 11 30 48 25 167 21 59,876 59,371 34,100 27,700 6,752,984 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 11 121 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA AACCCACCTACTAGCCACTTTG 11 30 48 25 168 22 59,876 59,960 34,100 27,700 7,164,017 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 24 140 TTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGTTCATGAGTTAACAGCTGTTCTAAGC GCTATAACCCACCTACTAGCCAC 24 34 34 26 173 23 59,852 59,993 30,900 50,100 9,154,465 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 24 140 TCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGATCATGAGTTAACAGCTGTTCTAAGC AGCTATAACCCACCTACTAGCCA 24 35 35 25 174 23 59,360 60,117 30,900 47,500 8,756,368 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 11 119 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA CCCACCTACTAGCCACTTTGT 11 29 48 25 166 21 59,876 59,371 34,100 28,300 6,752,984 A 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 11 241 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA TGCTTAACACTAGTTATCTAGGCTGA 11 146 48 25 288 26 59,876 59,394 34,100 42,600 11,730,133 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 11 242 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA CTGCTTAACACTAGTTATCTAGGCTG 11 147 48 25 289 26 59,876 59,079 34,100 48,500 12,044,897 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 9 239 TGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttaTGTTCTAAGCTAGTAGACAGACAAG TGCTTAACACTAGTTATCTAGGCTGA 9 146 50 25 288 26 57,853 59,394 31,600 42,600 13,753,137 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 8 239 TGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttaTGTTCTAAGCTAGTAGACAGACAAGT TGCTTAACACTAGTTATCTAGGCTGA 8 146 50 26 288 26 59,284 59,394 31,600 42,600 13,321,713 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 11 241 GCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTGCTGTTCTAAGCTAGTAGACAGACA TGCTTAACACTAGTTATCTAGGCTG 11 147 48 25 288 25 59,876 58,193 34,100 48,500 11,930,889 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:12195:8447_ 1 84 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 8 239 TGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttaTGTTCTAAGCTAGTAGACAGACAAGT TGCTTAACACTAGTTATCTAGGCTG 8 147 50 26 288 25 59,284 58,193 31,600 48,500 13,522,469 F 289 TCTTATTATACAGAATCATTAACCTATTCACTTTTCATGAGTTAACAGCTGTTCTAAGCTAGTAGACAGACAAGTTACTATGTttattattattattattattattattattattaCCAATAGTAATTTCGACATGTGCCTACTTACAAAGTGGCTAGTAGGTGGGTTATAGCTATCTATAATAAATGAGAGGAGTTTGTTTATGTAAATTTTATTCCAATTTGTTAATGtttttATtctctcTTTATTtcatcatcaTAAATCAGCCTAGATAACTAGTGTTAAGCAG

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 2 10 104 AGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACAGCTCTAACTGCCCTCCTGT GTTCGGTCAGATCGGGAGAA 30 10 153 20 256 20 60,252 59,184 40,000 28,700 1,068,200 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 2 10 214 TTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCG TTTCTCCGGCACTCAGTACG GTTCGGTCAGATCGGGAGAA 140 10 43 20 256 20 59,757 59,184 36,700 28,700 1,058,559 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 3 11 105 AGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACAGCTCTAACTGCCCTCCTGT GGTTCGGTCAGATCGGGAGA 30 11 153 20 257 20 60,252 61,036 40,000 37,100 1,288,399 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 3 11 215 TTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCG TTTCTCCGGCACTCAGTACG GGTTCGGTCAGATCGGGAGA 140 11 43 20 257 20 59,757 61,036 36,700 37,100 1,278,757 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 17 142 GGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTC GGATCCCGCTCCAATGTGG GGCTCGGTTCGGTCAGATC 63 17 121 19 262 19 60,527 60,227 41,700 27,500 2,753,919 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 15 108 AGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACAGCTCTAACTGCCCTCCTGT CTCGGTTCGGTCAGATCGG 30 15 153 20 260 19 60,252 59,936 40,000 41,800 1,316,763 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 15 140 GGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTC GGATCCCGCTCCAATGTGG CTCGGTTCGGTCAGATCGG 63 15 121 19 260 19 60,527 59,936 41,700 41,800 2,591,213 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 15 218 TTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCG TTTCTCCGGCACTCAGTACG CTCGGTTCGGTCAGATCGG 140 15 43 20 260 19 59,757 59,936 36,700 41,800 1,307,121 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 15 250 CCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCCCGTCTCTCCCTGGAGTGG CTCGGTTCGGTCAGATCGG 173 15 11 19 260 19 61,055 59,936 40,000 41,800 3,119,338 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 11 247 CCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCCCGTCTCTCCCTGGAGTGG GGTTCGGTCAGATCGGGAGA 173 11 11 19 257 20 61,055 61,036 40,000 37,100 3,090,975 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 10 169 CCCAACCTGTAGCGCGAAgccgccgccTCACCCGGAT CCCAACCTGTAGCGCGAA GTTCGGTCAGATCGGGAGAA 97 10 88 18 256 20 60,048 59,184 47,000 28,700 2,863,388 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:17350:69590 1 203 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 10 246 CCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCCCGTCTCTCCCTGGAGTGG GTTCGGTCAGATCGGGAGAA 173 10 11 19 256 20 61,055 59,184 40,000 28,700 2,870,776 F 277 CGGGTgggggCCGtctctcCCTGGAGTgggggCTGGACACCTTTTCTCCGGCACTCAGTACGCGGGACGGAGCCGCGGTCCGCCCGGCCCAACCTGTAGCGCGAAgccgccgccTCACCCGGATCCCGCTCCAATGTGGCCGCCcacacacaAGCTCTAACTGCCCTCCTGTTGAAAATGCGCCGGACATTAATTACCCCGTccgccgccgccgccgccgccgccgcccccGCCGCTTCTCCCGATCTGACCGAACCGAGCCGCCCTCCTCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 1 1 3 42 193 TTGCATGTGGAGCAGATCTGAATGCCAGAGATATA TTGCATGTGGAGCAGATCTGA AAACACTGTTCCAGCCTCGG 42 50 24 21 216 20 59,720 60,535 32,700 46,300 1,814,948 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 3 41 192 TGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTGCATGTGGAGCAGATCTGAA AAACACTGTTCCAGCCTCGG 41 50 25 21 216 20 59,720 60,535 30,200 46,300 1,814,948 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 3 35 186 TGGAGCAGATCTGAATGCCAGAGATATAGTACGTA TGGAGCAGATCTGAATGCCAG AAACACTGTTCCAGCCTCGG 35 50 31 21 216 20 60,134 60,535 48,500 46,300 1,669,291 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 4 42 192 TGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTGCATGTGGAGCAGATCTGA AAACACTGTTCCAGCCTCGG 42 50 25 20 216 20 59,093 60,535 32,700 46,300 1,441,877 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 4 37 187 GTGGAGCAGATCTGAATGCCAGAGATATAGTACGTGTGGAGCAGATCTGAATGCC AAACACTGTTCCAGCCTCGG 37 50 30 20 216 20 58,693 60,535 44,000 46,300 1,842,199 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:23703:56792 1 87 60 15 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 4 36 186 TGGAGCAGATCTGAATGCCAGAGATATAGTACGTA TGGAGCAGATCTGAATGCCA AAACACTGTTCCAGCCTCGG 36 50 31 20 216 20 59,086 60,535 49,200 46,300 1,449,026 F 261 CTATGATTGTGCTGAACACCTTATTGCATGTGGAGCAGATCTGAATGCCAGAGATATAGTACGTATTAAATCATGTaaaaaaTCTTtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTTATGATTATATTGGACTCATTTCTTCTGTAAAagagagCTGTAAAAGCCGAGGCTGGAACAGTGTTTAAATTCCGCGATGatatatAAACTtatatataAATTTATAAAATT

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 1 1 11 15 168 TCCCTGATCCCAAGGTCACATCAACAGACAATTACT TCCCTGATCCCAAGGTCACA TCTGTTCATTTGTTTATCAGTCTATGT 46 15 19 20 186 27 60,179 57,275 35,800 22,900 9,903,895 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 0 0 11 15 174 CTGCCATCCCTGATCCCAAGGTCACATCAACAGACACTGCCATCCCTGATCCCAAG TCTGTTCATTTGTTTATCAGTCTATGT 52 15 13 20 186 27 60,179 57,275 36,100 22,900 9,904,017 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 0 0 11 15 180 CCCAAACTGCCATCCCTGATCCCAAGGTCACATCAA CCCAAACTGCCATCCCTGAT TCTGTTCATTTGTTTATCAGTCTATGT 58 15 7 20 186 27 60,033 57,275 29,000 22,900 9,757,832 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 0 0 14 0 128 GTTAGTTAGCAAGATAGACAAACAGGtagatagatag GTTAGTTAGCAAGATAGACAAACAGG TCTGTTCATTTGTTTATCAGTCTATGT 0 15 59 26 186 27 58,035 57,275 40,000 22,900 17,690,064 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 0 0 15 0 129 AGTTAGTTAGCAAGATAGACAAACAGGtagatagata AGTTAGTTAGCAAGATAGACAAACAGG TCTGTTCATTTGTTTATCAGTCTATGT 0 15 58 27 186 27 59,180 57,275 40,000 22,900 17,544,919 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:27478:46349 1 85 60 15 1 AGAT TAGATAGATAGATAGATAGATAGATAGATAGATAGNA 0 0 16 1 129 AGTTAGTTAGCAAGATAGACAAACAGGtagatagata AGTTAGTTAGCAAGATAGACAAACAG TCTGTTCATTTGTTTATCAGTCTATGT 1 15 58 26 186 27 57,235 57,275 31,600 22,900 18,489,542 F 210 CTAATCCCCAAACTGCCATCCCTGATCCCAAGGTCACATCAACAGACAATTACTTATAGTTAGTTAGCAAGATAGACAAACAGGtagatagatagatagatagatagatagatagatagatagatagatagatagatagatagaCAGACAGACatatatACATAGACTGATAAACAAATGAACAGaaaaaTAGATACAATCCTATTCATC

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 1 1 3 6 138 AGTGTCTGCCagagagGAGATATGAACTTAAAATGA AGTGTCTGCCAGAGAGGAGA GTCGTGGGTTTGGGAGGTG 72 6 93 20 230 19 59,592 60,600 37,100 40,000 2,007,325 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 3 1 133 AGTGTCTGCCagagagGAGATATGAACTTAAAATGA AGTGTCTGCCAGAGAGGAGA GGGTTTGGGAGGTGCTGTC 72 1 93 20 225 19 59,592 60,604 37,100 35,100 2,011,267 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 3 1 135 TCAGTGTCTGCCagagagGAGATATGAACTTAAAATGTCAGTGTCTGCCAGAGAGGA GGGTTTGGGAGGTGCTGTC 74 1 91 20 225 19 59,887 60,604 37,100 35,100 1,716,929 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 16 151 TCAGTGTCTGCCagagagGAGATATGAACTTAAAATGTCAGTGTCTGCCAGAGAGGA AGATGGTAGTGGTCGTGGGT 74 16 91 20 241 20 59,887 60,252 37,100 45,100 0.365292 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 13 146 AGTGTCTGCCagagagGAGATATGAACTTAAAATGA AGTGTCTGCCAGAGAGGAGA TGGTAGTGGTCGTGGGTTTG 72 13 93 20 238 20 59,592 59,893 37,100 29,300 0.514609 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 13 148 TCAGTGTCTGCCagagagGAGATATGAACTTAAAATGTCAGTGTCTGCCAGAGAGGA TGGTAGTGGTCGTGGGTTTG 74 13 91 20 238 20 59,887 59,893 37,100 29,300 0.220271 F 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 13 191 ACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGACATTCAGTTGTTTATCTTGGGCC TGGTAGTGGTCGTGGGTTTG 113 13 48 24 238 20 59,779 59,893 58,000 29,300 4,327,683 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 13 219 TGAAGCAGAAATTCTTGTGTCCATTATCACATTCAG TGAAGCAGAAATTCTTGTGTCCA TGGTAGTGGTCGTGGGTTTG 142 13 20 23 238 20 58,794 59,893 40,200 29,300 4,313,456 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 5 90 CATCCATAAGATGCACTGTAGGAATTCActtcttcttct CATCCATAAGATGCACTGTAGGA CTTCTAGATGGTAGTGGTCGTGG 5 18 157 23 246 23 57,781 59,933 29,400 49,400 8,286,244 A 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 4 5 92 CATCCATAAGATGCACTGTAGGAATTCActtcttcttct CATCCATAAGATGCACTGTAGGA TCCTTCTAGATGGTAGTGGTCGT 5 20 157 23 248 23 57,781 60,054 29,400 43,400 8,273,186 A 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 5 16 190 TCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATATCAGTTGTTTATCTTGGGCCT AGATGGTAGTGGTCGTGGGT 112 16 52 21 241 20 57,193 60,252 51,900 45,100 4,059,051 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 5 5 91 CATCCATAAGATGCACTGTAGGAATTCActtcttcttct CATCCATAAGATGCACTGTAGGA CCTTCTAGATGGTAGTGGTCGTG 5 19 157 23 247 23 57,781 59,933 29,400 43,500 8,286,244 A 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 7 16 179 TCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTC TCTTGGGCCTAAGTTGTTCAAGT AGATGGTAGTGGTCGTGGGT 99 16 63 23 241 20 60,118 60,252 31,600 45,100 3,369,766 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 7 13 176 TCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTC TCTTGGGCCTAAGTTGTTCAAGT TGGTAGTGGTCGTGGGTTTG 99 13 63 23 238 20 60,118 59,893 31,600 29,300 3,224,744 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1223:8694:35678_ 1 185 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NA 0 0 8 13 175 CTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCT CTTGGGCCTAAGTTGTTCAAGT TGGTAGTGGTCGTGGGTTTG 99 13 64 22 238 20 58,777 59,893 31,600 29,300 3,329,684 B 252 GCTGCTTGCCTTATTATTTTGAAGCAGAAATTCTTGTGTCCATTATCACATTCAGTTGTTTATCTTGGGCCTAAGTTGTTCAAGTATACTTCAGTGTCTGCCagagagGAGATATGAACTTAAAATGATATGCAACTATCTAGCATATGATATTATCATCCATAAGATGCACTGTAGGAATTCActtcttcttcttcttcttcttCGACAGCACCTCCCAAACCCACGACCACTACCATCTAGAAGGACAAG

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 4 43 194 AGGTCCTGCCATCCATGAACATGGGTCCgggggTGC AGGTCCTGCCATCCATGAAC GCCCAAGCCTGTGTGGAA 92 43 76 20 269 18 59,743 60,203 31,800 35,300 2,460,519 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 43 195 CAGGTCCTGCCATCCATGAACATGGGTCCgggggTG CAGGTCCTGCCATCCATGAA GCCCAAGCCTGTGTGGAA 93 43 75 20 269 18 59,743 60,203 25,700 35,300 2,460,232 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 43 240 TATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGTATGGAGCTGGCATGCGG GCCCAAGCCTGTGTGGAA 140 43 30 18 269 18 59,888 60,203 56,900 35,300 4,315,149 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 109 GACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGT GACCCAGCGGTAACTCGATC GCTTAACCAAACCTCCTGCC 41 7 127 20 235 20 60,249 59,111 36,900 48,500 1,137,567 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 110 AGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGAGACCCAGCGGTAACTCGAT GCTTAACCAAACCTCCTGCC 42 7 126 20 235 20 60,684 59,111 35,900 48,500 1,572,122 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 160 AGGTCCTGCCATCCATGAACATGGGTCCgggggTGC AGGTCCTGCCATCCATGAAC GCTTAACCAAACCTCCTGCC 92 7 76 20 235 20 59,743 59,111 31,800 48,500 1,145,658 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 161 CAGGTCCTGCCATCCATGAACATGGGTCCgggggTG CAGGTCCTGCCATCCATGAA GCTTAACCAAACCTCCTGCC 93 7 75 20 235 20 59,743 59,111 25,700 48,500 1,145,370 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 43 193 GGTCCTGCCATCCATGAACATGGGTCCgggggTGCG GGTCCTGCCATCCATGAACA GCCCAAGCCTGTGTGGAA 91 43 77 20 269 18 60,034 60,203 31,800 35,300 2,237,666 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 43 241 CTATGGAGCTGGCATGCGGcccccACCCAATTCTCTT CTATGGAGCTGGCATGCGG GCCCAAGCCTGTGTGGAA 140 43 29 19 269 18 60,965 60,203 56,900 35,300 4,168,371 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 42 241 CTATGGAGCTGGCATGCGGcccccACCCAATTCTCTT CTATGGAGCTGGCATGCGG GCCCAAGCCTGTGTGGAAC 140 42 29 19 269 19 60,965 61,565 56,900 36,200 4,529,612 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 7 159 GGTCCTGCCATCCATGAACATGGGTCCgggggTGCG GGTCCTGCCATCCATGAACA GCTTAACCAAACCTCCTGCC 91 7 77 20 235 20 60,034 59,111 31,800 48,500 0.922805 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:11475:42183 1 188 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 8 7 90 CCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGACCCTTGTCTTCCACGTCTCC AGCTTAACCAAACCTCCTGCC 21 7 147 20 236 21 60,037 60,548 37,100 48,500 1,585,134 F 274 GGGGCATGGCCAGTGTTGGGCCCCAGGGCTATGGAGCTGGCATGCGGcccccACCCAATTCTCTTGCTACCACCCAGGTCCTGCCATCCATGAACATGGGTCCgggggTGCGTGGCCCGTGGGCCAGACCCAGCGGTAACTCGATCCCCTTGTCTTCCACGTCTCCGGGCAGCTACACGGGAGCCGTaggaggaggaggaggaggaggAGAAgggggCAGGAGGTTTGGTTAAGCTCTAGCTGTTTGTCTGTTCcacacaGGCTTGGGCCTGTC

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 1 1 2 52 209 CCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTCCTCTGTGGCATACTTGTGC TGTTCTCAGGATGTGGGCAA 96 52 29 20 237 20 58,910 59,230 45,700 45,200 1,860,419 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 2 50 207 CCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTCCTCTGTGGCATACTTGTGC TTCTCAGGATGTGGGCAACA 96 50 29 20 235 20 58,910 59,230 45,700 33,300 1,860,419 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 55 240 GGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATGGAAAGGGTCCCTGGTATTCC TTTGACTTGTTCTCAGGATGTGGG 119 55 5 21 244 24 59,785 60,988 30,100 46,100 6,202,599 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 23 135 ACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAA ACAAGCCATTCAGCTGTAGAA TTCTCAGGATGTGGGCAACA 23 50 101 21 235 20 57,576 59,230 21,000 33,300 4,194,039 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 23 137 ACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAA ACAAGCCATTCAGCTGTAGAA TGTTCTCAGGATGTGGGCAA 23 52 101 21 237 20 57,576 59,230 21,000 45,200 4,194,039 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 56 240 GGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATGGAAAGGGTCCCTGGTATTCC TTTGACTTGTTCTCAGGATGTGG 119 56 5 21 244 23 59,785 58,863 30,100 41,700 5,351,469 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 56 241 GGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATGGAAAGGGTCCCTGGTATTCC CTTTGACTTGTTCTCAGGATGTGG 119 56 5 21 245 24 59,785 59,785 30,100 41,700 5,429,644 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 53 210 CCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTCCTCTGTGGCATACTTGTGC TTGTTCTCAGGATGTGGGCA 96 53 29 20 238 20 58,910 59,230 45,700 53,600 1,860,419 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 23 138 ACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAA ACAAGCCATTCAGCTGTAGAA TTGTTCTCAGGATGTGGGCA 23 53 101 21 238 20 57,576 59,230 21,000 53,600 4,194,039 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 7 164 CCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTCCTCTGTGGCATACTTGTGC ACCAATCCCTAGTTGCCCTT 96 7 29 20 192 20 58,910 58,617 45,700 39,500 2,472,834 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 7 164 CCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTCCTCTGTGGCATACTTGTGCT ACCAATCCCTAGTTGCCCTT 95 7 29 21 192 20 60,339 58,617 44,000 39,500 2,722,353 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:13748:14406 1 145 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 7 188 GGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATGGAAAGGGTCCCTGGTATTCC ACCAATCCCTAGTTGCCCTT 119 7 5 21 192 20 59,785 58,617 30,100 39,500 2,597,588 F 254 TTCAGGAAAGGGTCCCTGGTATTCCTAACCTCTGTGGCATACTTGTGCTTCTAACCTACAGTATTTAATTTGGGCTTTTAATGCTTTCTAAAGTGACTTAACAAGCCATTCAGCTGTAGaaaaaCTTATGACTGAAGAAGGTGAaccaccaccaccaccaccaccACAATCTAAGGGCAACTAGGGATTGGTAATAAATGATGCAACCATGCCAGTGTTGCCCACATCCTGAGAACAAGTCAAAGAAAATACAG

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 1 1 2 28 195 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG GCAAGGATCTGCCGGATAGG 28 103 44 20 238 20 60,250 60,321 49,400 25,700 0.570990 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 2 28 196 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG AGCAAGGATCTGCCGGATAG 28 104 44 20 239 20 60,250 59,316 49,400 20,800 0.933841 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 2 24 116 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG AGAAAGGTGGGCAGCTCATG 28 24 44 20 159 20 60,250 60,323 49,400 30,700 0.573046 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 2 15 107 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG GGCAGCTCATGGAATCCTCA 28 15 44 20 150 20 60,250 59,818 49,400 38,600 0.431929 F 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 3 50 242 TGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTGGGTAAGGGTATTTCCAGCT GGAGGCACCCTTCAATATGC 50 127 21 21 262 20 58,431 58,678 42,400 31,400 3,891,421 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 3 50 243 CTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAACTGGGTAAGGGTATTTCCAGCT GGAGGCACCCTTCAATATGC 50 127 20 22 262 20 59,490 58,678 42,400 31,400 3,832,407 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 51 244 CCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCACCTGGGTAAGGGTATTTCCAGC GGAGGCACCCTTCAATATGC 51 127 19 22 262 20 60,423 58,678 48,500 31,400 3,745,388 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 28 149 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG TGGCACTGCAGGTAGAACTG 28 57 44 20 192 20 60,250 59,965 49,400 31,600 0.285185 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 25 117 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG GAGAAAGGTGGGCAGCTCAT 28 25 44 20 160 20 60,250 60,035 49,400 29,000 0.284539 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 131 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG TGGAGCAAGCACCAGAGAAA 28 39 44 20 174 20 60,250 59,526 49,400 25,200 0.723623 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 147 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG GCACTGCAGGTAGAACTGGA 28 55 44 20 190 20 60,250 59,678 49,400 38,600 0.571539 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 156 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG CCTAACATGGCACTGCAGGT 28 64 44 20 199 20 60,250 60,323 49,400 40,000 0.572684 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:16407:41620 1 92 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 199 TCTGACAAGCAAGTCCACGGCTGGAGACCCCAATG TCTGACAAGCAAGTCCACGG CTTAGCAAGGATCTGCCGGA 28 107 44 20 242 20 60,250 59,534 49,400 51,400 0.715574 B 262 CACACTTTGTAAGTGAATCCTGGGTAAGGGTATTTCCAGCTTCTCTGACAAGCAAGTCCACGGCTGGAGACCCCAATGGGAATTCAGGATGctcctcctcctcctcctcctcctcTTCCTCCTCActctctGAGGATTCCATGAGCTGCCCACCTTTCTCTGGTGCTTGCTCCAGTTCTACCTGCAGTGCCATGTTAGGCAGGGCACGACAGGCTGCTCCTATCCGGCAGATCCTTGCTAAGGCATATTGAAGGGTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 4 0 114 CAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCA CAGATTCCCACGGCAGTCTT CCAGAGGCTGGCTCTCAT 55 0 111 20 224 18 60,036 58,355 30,100 29,000 3,680,729 B 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 118 AAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGG AAGTCAGATTCCCACGGCAG CCAGAGGCTGGCTCTCAT 59 0 107 20 224 18 60,036 58,355 48,500 29,000 3,680,729 B 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 119 GAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCG GAAGTCAGATTCCCACGGCA CCAGAGGCTGGCTCTCAT 60 0 106 20 224 18 60,036 58,355 56,900 29,000 3,681,107 B 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 189 TCATCGGCTGATCAAACACATATTGAATTGTTTaaaaTCATCGGCTGATCAAACACA CCAGAGGCTGGCTCTCAT 130 0 36 20 224 18 57,529 58,355 37,200 29,000 6,115,702 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 189 TCATCGGCTGATCAAACACATATTGAATTGTTTaaaaTCATCGGCTGATCAAACACATA CCAGAGGCTGGCTCTCAT 128 0 36 22 224 18 57,864 58,355 22,900 29,000 7,780,465 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 223 GGGACTTGTGCATGAGTGATATCAATCTATAATTTCGGGACTTGTGCATGAGTGAT CCAGAGGCTGGCTCTCAT 164 0 2 20 224 18 57,880 58,355 30,600 29,000 5,764,520 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 224 TGGGACTTGTGCATGAGTGATATCAATCTATAATTT TGGGACTTGTGCATGAGTGA CCAGAGGCTGGCTCTCAT 165 0 1 20 224 18 59,236 58,355 34,100 29,000 4,408,989 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 5 0 189 TCATCGGCTGATCAAACACATATTGAATTGTTTaaaaTCATCGGCTGATCAAACACAT CCAGAGGCTGGCTCTCAT 129 0 36 21 224 18 58,010 58,355 32,100 29,000 6,634,628 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:22029:18731 1 186 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 5 0 224 TGGGACTTGTGCATGAGTGATATCAATCTATAATTT TGGGACTTGTGCATGAGTGAT CCAGAGGCTGGCTCTCAT 164 0 1 21 224 18 59,648 58,355 30,600 29,000 4,996,736 F 234 TGGGACTTGTGCATGAGTGATATCAATCTATAATTTCATCGGCTGATCAAACACATATTGAATTGTTTaaaaaGGACtttttAAAAGCAAGAAAAGATAATGACTGAAGTCAGATTCCCACGGCAGTCTTCCAGGACCCGGTGCAgaggaggagCAGCGCAGAAGAAGGGAGGACCAGGCGCCGGagcagcagcagcagcagcagcATGAGAGCCAGCCTCTGGCTTGTCAAGC

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 4 21 160 AGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCg AGTGGTCATTTGCTGCAGGT CACCTTTCTCCTCCGTGTCA 75 21 90 20 249 20 60,179 59,320 40,000 35,800 0.858486 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 21 241 CGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACGGCTTGTTGAAGATGCAGTC CACCTTTCTCCTCCGTGTCA 155 21 9 21 249 20 60,136 59,320 35,100 35,800 1,815,364 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 21 241 CGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACGGCTTGTTGAAGATGCAGT CACCTTTCTCCTCCGTGTCA 156 21 9 20 249 20 59,123 59,320 44,000 35,800 1,556,576 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 21 242 TCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCTCGGCTTGTTGAAGATGCAG CACCTTTCTCCTCCGTGTCA 157 21 8 20 249 20 58,841 59,320 44,100 35,800 1,838,790 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 110 GCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGT GCCAAAGGCCTCACATCGAG TCTCCTCCGTGTCATCTCCA 31 15 134 20 243 20 61,372 59,668 40,400 38,600 1,703,703 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 136 GTTCCATCATATGCTGCgggggAGGGGCCAAAGGCC GTTCCATCATATGCTGCGGG TCTCCTCCGTGTCATCTCCA 57 15 108 20 243 20 59,123 59,668 61,300 38,600 1,208,687 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 137 GGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCGGTTCCATCATATGCTGCGG TCTCCTCCGTGTCATCTCCA 58 15 107 20 243 20 59,123 59,668 56,900 38,600 1,208,687 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 151 GGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggGGTCATTTGCTGCAGGTTCC TCTCCTCCGTGTCATCTCCA 72 15 93 20 243 20 59,755 59,668 36,200 38,600 0.576337 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 154 AGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCg AGTGGTCATTTGCTGCAGGT TCTCCTCCGTGTCATCTCCA 75 15 90 20 243 20 60,179 59,668 40,000 38,600 0.510597 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 210 TGCCTTGACCACTCATGAGGATCACTCTAGTACTCA TGCCTTGACCACTCATGAGG TCTCCTCCGTGTCATCTCCA 131 15 34 20 243 20 59,674 59,668 38,600 38,600 0.657549 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 15 221 TGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTGCAGTCCAGATGCCTTGAC TCTCCTCCGTGTCATCTCCA 142 15 23 20 243 20 60,322 59,668 31,800 38,600 0.653535 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:26565:68816 1 185 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 15 215 CCAGATGCCTTGACCACTCATGAGGATCACTCTAGTCCAGATGCCTTGACCACTCA TCTCCTCCGTGTCATCTCCA 136 15 29 20 243 20 59,674 59,668 34,100 38,600 0.657549 F 263 CAGGCTATCGGCTTGTTGAAGATGCAGTCCAGATGCCTTGACCACTCATGAGGATCACTCTAGTACTCACCTGCAGGGATATCAAGGATAGTGGTCATTTGCTGCAGGTTCCATCATATGCTGCgggggAGGGGCCAAAGGCCTCACATCGAGGGGCGAGAGGCCGTGaaaaaGCAACAGCAGTggaggaggaggaggaggaggaggaCCATGTCGACTCTGATGGAGATGACACGGAGGAGAAAGGTGAAAACgagagaCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 1 1 6 71 259 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT TGCACAATGTTCAGCACCAT 71 124 17 20 275 20 59,887 58,670 40,000 35,500 1,443,229 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 71 260 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT TTGCACAATGTTCAGCACCA 71 125 17 20 276 20 59,887 58,890 40,000 41,700 1,222,604 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 68 203 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT AATGCAGCAAGACCTGGACA 71 68 17 20 219 20 59,887 59,889 40,000 40,200 0.224056 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 67 202 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT ATGCAGCAAGACCTGGACAA 71 67 17 20 218 20 59,887 59,889 40,000 31,800 0.224056 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 66 201 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT TGCAGCAAGACCTGGACAAT 71 66 17 20 217 20 59,887 59,889 40,000 27,100 0.224056 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 12 147 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT TTGCACCACACAAATGCCAG 71 12 17 20 163 20 59,887 59,896 40,000 48,500 0.217482 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 7 142 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT CCACACAAATGCCAGGCAAT 71 7 17 20 158 20 59,887 59,678 40,000 35,600 0.435317 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 3 138 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT ACAAATGCCAGGCAATGACC 71 3 17 20 154 20 59,887 59,390 40,000 40,200 0.722657 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 6 2 137 TCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCTGCCACTTCTTTGCCCAT CAAATGCCAGGCAATGACCA 71 2 17 20 153 20 59,887 59,391 40,000 40,200 0.722146 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 8 72 261 ATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTA ATCTGCCACTTCTTTGCCCA TTGCACAATGTTCAGCACCA 72 125 16 20 276 20 59,887 58,890 53,600 41,700 1,222,604 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 8 12 148 ATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTA ATCTGCCACTTCTTTGCCCA TTGCACCACACAAATGCCAG 72 12 16 20 163 20 59,887 59,896 53,600 48,500 0.217482 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:28422:35748 1 108 24 8 1 AAT ATAATAATAATAATAATAATAATA NA 0 0 8 2 138 ATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTA ATCTGCCACTTCTTTGCCCA CAAATGCCAGGCAATGACCA 72 2 16 20 153 20 59,887 59,391 53,600 40,200 0.722146 F 280 CCCACGTTGTATTCCATCTGCCACTTCTTTGCCCATTCTCCTAACCTGTCTATATCCTttattattaTTTATAATAAtttttATtaataataataaTGTAATTATTTataataataataataataataataAATGGTCATTGCCTGGCATTtgtgtgGTGCAAATGTTACTTGTCACTTGTCAGCCCAAGCTTGGACATTGTCCAGGTCTTGCTGCATTTGGACATGGACTGCTTCAGTATCTGAGGAGTCATGAATGGTGCTGAACATTGTGCAATCAT

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 1 1 15 1 162 CTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctcCTGGCTCCCTCTCTCTGACT AGAGAGATAGAGGGAGCGAGT 13 1 30 20 191 21 60,033 58,945 34,100 41,800 2,088,007 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 0 0 15 0 161 CTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctcCTGGCTCCCTCTCTCTGACT GAGAGATAGAGGGAGCGAGTG 13 0 30 20 190 21 60,033 58,849 34,100 35,100 2,184,410 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 0 0 16 4 193 TCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctcTCCTTCAATTGCTCCTGTCTCC AGGTAGAGAGATAGAGGGAGCG 38 4 3 22 195 22 60,027 59,695 37,100 50,300 4,331,582 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 0 0 16 3 190 CTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctc CTTCAATTGCTCCTGTCTCCC GGTAGAGAGATAGAGGGAGCGA 37 3 5 21 194 22 58,636 59,696 43,000 49,300 4,667,284 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 0 0 16 3 192 TCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctcTCCTTCAATTGCTCCTGTCTCC GGTAGAGAGATAGAGGGAGCGA 38 3 3 22 194 22 60,027 59,696 37,100 49,300 4,330,422 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:31649:12929 1 63 107 11 3 AGAT TCTCTCTCTCTCTCTCTATCTCTCTATCTCTCTATCTATNA 0 0 16 0 162 CTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctcCTGGCTCCCTCTCTCTGACT AGAGAGATAGAGGGAGCGAGTG 13 0 30 20 191 22 60,033 60,225 34,100 35,100 2,257,731 G 227 TTTCCTTCAATTGCTCCTGTCTCCCCTGCCTGGCTCCctctctctGACTTtctctcCTTCTTtctctctctctctctcTAtctctcTAtctctcTATCTATCTCtctatctatctatctatctatctatctatctatctatctatctaTCTCGCGCTCCctctctctctCACTCGCTCCCTCTAtctctcTACCTGtctctcAGTAtctctctcTGATTACCTCTTC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 1 1 13 20 193 TCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCT TCACTCTACCGGTCTCTCTGT TCAGTCAGAGAGATAGCTAGAGTGA 31 20 39 21 231 25 59,371 59,635 34,100 34,100 6,994,668 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 15 16 189 TCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCT TCACTCTACCGGTCTCTCTGT TCAGAGAGATAGCTAGAGTGAGAGG 31 16 39 21 227 25 59,371 59,988 34,100 36,900 6,641,399 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 15 16 193 ACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCT ACTCTCACTCTACCGGTCTCT TCAGAGAGATAGCTAGAGTGAGAGG 35 16 35 21 227 25 59,089 59,988 31,000 36,900 6,922,716 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 16 15 187 TCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCT TCACTCTACCGGTCTCTCTGT AGAGAGATAGCTAGAGTGAGAGGT 31 15 39 21 225 24 59,371 59,092 34,100 38,500 6,537,228 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 16 15 191 ACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCT ACTCTCACTCTACCGGTCTCT AGAGAGATAGCTAGAGTGAGAGGT 35 15 35 21 225 24 59,089 59,092 31,000 38,500 6,818,545 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 17 6 191 TCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCT TCAATTTAACTCTCACTCTACCGG AGCTAGAGTGAGAGGTAGATTGAGT 40 6 27 24 217 25 58,038 60,104 52,800 34,100 11,066,541 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 5 178 TCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCT TCACTCTACCGGTCTCTCTGT GCTAGAGTGAGAGGTAGATTGAGTG 31 5 39 21 216 25 59,371 59,991 34,100 35,100 6,637,966 F 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 5 190 TCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCT TCAATTTAACTCTCACTCTACCGG GCTAGAGTGAGAGGTAGATTGAGTG 40 5 27 24 216 25 58,038 59,991 52,800 35,100 10,971,045 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 5 191 CTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTC CTCAATTTAACTCTCACTCTACCGG GCTAGAGTGAGAGGTAGATTGAGTG 40 5 26 25 216 25 58,963 59,991 52,800 35,100 11,045,711 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 4 187 TCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCT TCAATTTAACTCTCACTCTACCGG AGAGTGAGAGGTAGATTGAGTGA 40 4 27 24 213 23 58,038 57,814 52,800 34,100 11,148,689 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 4 188 CTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTC CTCAATTTAACTCTCACTCTACCGG AGAGTGAGAGGTAGATTGAGTGA 40 4 26 25 213 23 58,963 57,814 52,800 34,100 11,223,354 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:5335:28136_ 1 91 96 13 1.5 ACGG TCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCGTCCG NA 0 0 19 4 189 ACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTACTCAATTTAACTCTCACTCTACCGG AGAGTGAGAGGTAGATTGAGTGA 40 4 25 26 213 23 60,350 57,814 52,800 34,100 11,536,533 B 240 GATTTATCGCTCATTCTATCTATCACTCAATTTAACTCTCACTCTACCGGtctctcTGTCTTTCTTTCTATCTGTCTTTCTATCTATCTTtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccgtccatccatccatccatccatccatctatctatctatctatctaCCTATCACTCAATCTACCTCTCACTCTAGCTAtctctcTGACTGATTATCTATC

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 1 1 10 65 189 gggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGA GGGCGGAGGAAGAGTGGG CGAAGCGCACCCTCTTGC 65 73 27 18 215 18 61,787 61,793 46,100 40,100 7,580,145 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 10 62 186 CGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCg CGGAGGAAGAGTGGGCGG CGAAGCGCACCCTCTTGC 62 73 30 18 215 18 62,149 61,793 61,300 40,100 7,941,969 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 10 61 185 GGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgg GGAGGAAGAGTGGGCGGG CGAAGCGCACCCTCTTGC 61 73 31 18 215 18 61,787 61,793 61,300 40,100 7,580,145 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 13 2 115 GGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgg GGAGGAAGAGTGGGCGGG GGCCCTCCTCCTCCTCATC 61 2 31 18 145 19 61,787 60,841 61,300 29,200 5,628,104 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 15 1 114 GGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgg GGAGGAAGAGTGGGCGGG GCCCTCCTCCTCCTCATCC 61 1 31 18 144 19 61,787 60,841 61,300 35,100 5,628,104 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:6441:28224_ 1 110 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 15 1 118 gggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGA GGGCGGAGGAAGAGTGGG GCCCTCCTCCTCCTCATCC 65 1 27 18 144 19 61,787 60,841 46,100 35,100 5,628,104 F 252 GAaggaggaggaggaggaggaggggggggCGGAGGAAGAGTGGGCGGGCTGCCTCCGGGACCgggggAGGCAGGCCGGGGCGGCCTGGACTCGGGCCTCCGGGAGCCACcagcagcagcagcagAGGATgaggaggaggagGGCCCGCTCGCTCCCGGCCAGGGCTGAGCCGGGCCGCAGCCGCAGCCCCGACACCCGCAAGAGGGTGCGCTTCGCCGATGCGCTGGGCCTGGAGCTGGCCGCGGTCAAGCG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 1 1 2 16 136 TTGCCTTGAACTATCATCCCTTTTGTTATTTAATCAC TTGCCTTGAACTATCATCCCTT TTAGCGTTTCAGGACCAGGG 48 16 88 22 223 20 57,409 59,676 39,500 44,500 4,914,950 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 2 16 137 TTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCA TTTGCCTTGAACTATCATCCCT TTAGCGTTTCAGGACCAGGG 49 16 87 22 223 20 57,409 59,676 42,000 44,500 4,914,950 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 2 16 200 AGGAAGCAGTCACCctctctAGACCCATCTTTTATTTC AGGAAGCAGTCACCCTCTCT TTAGCGTTTCAGGACCAGGG 114 16 24 20 223 20 59,884 59,676 31,000 44,500 0.439772 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 3 31 240 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACACATTGATCTTCATTGGCTGTATAGGA TGGAGAGAGGAACAGAGTTAGC 130 31 1 27 240 22 60,421 58,907 29,400 30,900 10,513,620 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 3 31 240 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACACATTGATCTTCATTGGCTGTATAGG TGGAGAGAGGAACAGAGTTAGC 131 31 1 26 240 22 59,286 58,907 25,700 30,900 9,806,960 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 3 31 241 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACACATTGATCTTCATTGGCTGTATAGG ATGGAGAGAGGAACAGAGTTAGC 131 31 1 26 241 23 59,286 59,296 25,700 30,900 10,417,964 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 3 17 202 AGGAAGCAGTCACCctctctAGACCCATCTTTTATTTC AGGAAGCAGTCACCCTCTCT AGTTAGCGTTTCAGGACCAGG 114 17 24 20 225 21 59,884 59,998 31,000 44,500 1,118,230 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 3 16 189 ACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTC ACCCTCTCTAGACCCATCTTT TTAGCGTTTCAGGACCAGGG 102 16 35 21 223 20 57,214 59,676 25,200 44,500 4,109,842 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 4 16 135 TGCCTTGAACTATCATCCCTTTTGTTATTTAATCACA TGCCTTGAACTATCATCCCTTT TTAGCGTTTCAGGACCAGGG 47 16 89 22 223 20 57,409 59,676 31,100 44,500 4,914,950 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 5 16 189 TCACCctctctAGACCCATCTTTTATTTCTCTATTTGTG TCACCCTCTCTAGACCCATCT AGCGTTTCAGGACCAGGG 104 16 33 21 221 18 58,781 59,250 29,000 44,500 4,969,023 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 5 16 194 CAGTCACCctctctAGACCCATCTTTTATTTCTCTATTT CAGTCACCCTCTCTAGACCCA TTAGCGTTTCAGGACCAGGG 107 16 30 21 223 20 59,994 59,676 45,100 44,500 1,329,672 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7710:40266_ 1 158 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NA 0 0 6 16 189 CACCctctctAGACCCATCTTTTATTTCTCTATTTGTGT CACCCTCTCTAGACCCATCT TAGCGTTTCAGGACCAGGG 104 16 34 20 222 19 57,234 59,020 29,000 44,500 4,745,741 F 243 ACATTGATCTTCATTGGCTGTATAGGAAGCAGTCACCctctctAGACCCATCTTTTATTTCTCTATTTGTGTCTTTACCATCTCCTTTTGCCTTGAACTATCATCCCTTTTGTTATTTAATCACAGACCTTCCCTTTTGTTCTATTGCGCAccccccccaccaccaccaccaccaccaccaccaccaTCTACCTTTCTACAACCCCTGGTCCTGAAACGCTAACTCTGTTCctctctCCATAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 1 1 2 17 135 ACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCACCTTATCCCTTTCAGCTTAATCA ACCAGTCAGTCGCTTATTAACC 17 51 64 24 198 22 57,673 58,142 25,700 28,500 10,185,633 A 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 61 244 TGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttTGACTAGAAGGAGCTGTTTGGTC CTTGGTTCATCCTGTTGCCT 61 119 21 23 264 20 59,993 58,085 40,200 47,500 4,922,108 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 55 173 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA GGGACCAGTCAGTCGCTTATT 55 55 29 21 201 21 59,505 59,793 35,300 14,000 2,702,051 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 55 236 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA CTTGGTTCATCCTGTTGCCT 55 119 29 21 264 20 59,505 58,085 35,300 47,500 3,409,862 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 17 135 ACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCACCTTATCCCTTTCAGCTTAATCA ACCAGTCAGTCGCTTATTAACCT 17 50 64 24 198 23 57,673 59,486 25,700 35,000 9,841,695 A 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 3 16 135 ACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCACCTTATCCCTTTCAGCTTAATCAG ACCAGTCAGTCGCTTATTAACCT 16 50 64 25 198 23 58,639 59,486 29,000 35,000 9,874,927 A 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 62 241 TGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttTGACTAGAAGGAGCTGTTTGGT GGTTCATCCTGTTGCCTTATGC 62 114 21 22 261 22 59,027 59,900 36,700 31,400 5,072,470 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 62 244 TGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttTGACTAGAAGGAGCTGTTTGGT CTTGGTTCATCCTGTTGCCT 62 119 21 22 264 20 59,027 58,085 36,700 47,500 4,887,854 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 55 172 GGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCT GGAGCTGTTTGGTCTTTCCA GGGACCAGTCAGTCGCTTAT 55 56 30 20 201 20 58,019 59,175 35,300 17,300 2,806,016 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 55 173 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA GGGACCAGTCAGTCGCTTAT 55 56 29 21 201 20 59,505 59,175 35,300 17,300 2,319,481 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 117 GGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCT GGAGCTGTTTGGTCTTTCCA ACCAGGTCAATGTTAGCGAGT 55 0 30 20 146 21 58,019 59,376 35,300 41,800 3,605,067 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 118 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA ACCAGGTCAATGTTAGCGAGT 55 0 29 21 146 21 59,505 59,376 35,300 41,800 3,118,532 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 5 55 192 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA AAGGGCAATTGTTCAGAGGG 55 75 29 21 220 20 59,505 58,071 35,300 43,000 3,423,590 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 5 55 193 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA GAAGGGCAATTGTTCAGAGGG 55 75 29 21 221 21 59,505 59,179 35,300 43,000 3,315,857 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7781:62083_ 1 105 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NA 0 0 5 0 119 AGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACC AGGAGCTGTTTGGTCTTTCCA AACCAGGTCAATGTTAGCGAGT 55 0 29 21 147 22 59,505 59,961 35,300 41,800 3,533,279 F 264 TGCAACTCTGCATAGGTCATTGACTAGAAGGAGCTGTTTGGTCTTTCCAATGTGtttttCATTACCTTATCCCTTTCAGCTTAATCAGCAATGAATGCCCTTAGgcagcagcagcagcagcagcaACTCGCTAACATTGACCTGGTTTTCTTATTAGGATTGTTTATTCAGTGAGAGGTTAATAAGCGACTGACTGGTcccccTCTGAACAATTGCCCTTCATTAAGTTTACAACTTTTGCATAAGGCAACAGGATGAACCAAG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 1 1 12 13 111 CAGATGGATGGACGGATGGTCGGACGACAGATAg CAGATGGATGGACGGATGGT CCACTATGCCATCACCTCCC 13 18 27 20 137 20 59,239 59,891 35,500 43,000 0.870529 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 0 0 12 13 151 CAGATGGATGGACGGATGGTCGGACGACAGATAg CAGATGGATGGACGGATGGT CATTACGCTGGGTCTCTGGA 13 58 27 20 177 20 59,239 59,176 35,500 38,600 1,585,296 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 0 0 12 13 152 CAGATGGATGGACGGATGGTCGGACGACAGATAg CAGATGGATGGACGGATGGT ACATTACGCTGGGTCTCTGG 13 59 27 20 178 20 59,239 59,463 35,500 38,600 1,298,375 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 0 0 12 12 110 AGATGGATGGACGGATGGTCGGACGACAGATAgacAGATGGATGGACGGATGGTC CCACTATGCCATCACCTCCC 12 18 28 20 137 20 58,948 59,891 40,200 43,000 1,161,154 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 0 0 14 14 112 ACAGATGGATGGACGGATGGTCGGACGACAGATA ACAGATGGATGGACGGATGG CCACTATGCCATCACCTCCC 14 18 26 20 137 20 59,239 59,891 35,100 43,000 0.870529 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:7791:62909_ 1 60 40 10 1 ACGG GACGGACGGACGGACGGACGGACGGACGGACGG NA 0 0 14 14 153 ACAGATGGATGGACGGATGGTCGGACGACAGATA ACAGATGGATGGACGGATGG ACATTACGCTGGGTCTCTGG 14 59 26 20 178 20 59,239 59,463 35,100 38,600 1,298,375 A 184 GATagagagACGGACGGATAGATAGACAGATGGATGGACGGATGGTCGGACGACAGATAgacggacggacggacggacggacggacggacggacggacgACAGATAGATAGCCTCATGGGAGGTGATGGCATAGTGGTATTGTTGCTGGGCTAGCGATCCAGAGACCCAGCGTAATGTTTTGGG

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 3 40 194 GAGGTGCAGGAAGAACAGGAAATTATTTTCTGACT GAGGTGCAGGAAGAACAGGA AGTGCTGTGCAATTGTCCTT 93 40 7 20 200 20 59,313 58,304 38,600 33,600 2,383,417 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 3 40 200 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTTGGACAGAGGTGCAGGAAGA AGTGCTGTGCAATTGTCCTT 99 40 1 20 200 20 60,472 58,304 28,700 33,600 2,167,844 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 40 199 GGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCGGACAGAGGTGCAGGAAGAA AGTGCTGTGCAATTGTCCTT 98 40 2 20 200 20 59,313 58,304 25,200 33,600 2,383,417 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 34 189 GGTGCAGGAAGAACAGGAAATTATTTTCTGACTCC GGTGCAGGAAGAACAGGAAA GCTGTGCAATTGTCCTTTAAACA 91 34 9 20 197 23 58,019 58,633 31,300 28,300 6,348,707 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 33 135 TCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTCATTCCCTTGCAACAACCAT AGTGCTGTGCAATTGTCCTT 33 40 66 21 200 20 58,393 58,304 35,500 33,600 4,303,562 A 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 34 135 TCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTCATTCCCTTGCAACAACCA AGTGCTGTGCAATTGTCCTT 34 40 66 20 200 20 57,921 58,304 36,700 33,600 3,775,233 A 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 34 135 TCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTCATTCCCTTGCAACAACCA AGTGCTGTGCAATTGTCCTTT 34 39 66 20 200 21 57,921 58,966 36,700 31,100 4,113,294 A 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 34 140 AATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAATCATTCCCTTGCAACAACCA TTTAGTGCTGTGCAATTGTCCT 34 41 64 22 203 22 59,029 58,778 36,700 38,500 6,193,101 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9283:12929_ 1 120 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 9 34 140 AAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAATCATTCCCTTGCAACAACCA TTAGTGCTGTGCAATTGTCCT 34 41 63 23 202 21 59,609 58,137 36,700 38,500 6,253,180 F 234 TGGACAGAGGTGCAGGAAGAACAGGAAATTATTTTCTGACTCCAACCaaaaaTGTGcccccAAAATCATTCCCTTGCAACAACCATTACTACGCTTCAAAAGTACAATAATGATGATAGtgatgatgatgatgatgatgaTATCAGGAGCACAATTATAAATGCATGTTTATTTTGTTTAAAGGACAATTGCACAGCACTaaaaaaTTCCCAGATTGTTTAATCTAGCTTTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 1 1 18 1 90 ttccatCCATCCACCTTGGCAtccattccattccattccattcc TTCCATCCATCCACCTTGGC TGGAAGGGAATGGATGCCAA 1 9 29 20 118 20 60,033 59,291 45,200 45,200 0.742604 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 18 1 91 ttccatCCATCCACCTTGGCAtccattccattccattccattcc TTCCATCCATCCACCTTGGC ATGGAAGGGAATGGATGCCA 1 10 29 20 119 20 60,033 59,064 45,200 49,200 0.969150 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 19 1 91 ttccatCCATCCACCTTGGCAtccattccattccattccattcc TTCCATCCATCCACCTTGGC ATGGAAGGGAATGGATGCCAA 1 9 29 20 119 21 60,033 59,708 45,200 45,200 1,324,845 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 20 22 141 TCTATATTCGCAtccattccattccattccatCCATCCACCT TCTATATTCGCATCCATTCCATTCC TGGAATTGAATTGAATGGAATGGA 22 30 3 25 143 24 58,885 57,129 30,100 34,100 12,986,341 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 20 21 140 CTATATTCGCAtccattccattccattccatCCATCCACCTT CTATATTCGCATCCATTCCATTCCA TGGAATTGAATTGAATGGAATGGA 21 30 4 25 143 24 59,118 57,129 35,300 34,100 12,752,895 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:1224:9638:28945_ 1 50 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 21 21 140 CTATATTCGCAtccattccattccattccatCCATCCACCTT CTATATTCGCATCCATTCCATTCCA TGGAATTGAATTGAATGGAATGGAA 21 29 4 25 143 25 59,118 57,745 35,300 35,300 13,137,198 F 143 CATCTATATTCGCAtccattccattccattccatCCATCCACCTTGGCAtccattccattccattccattccattccattccattccatCCATCCATCTTGGCATCCATTCCCttccattccattccaTTCAATTCAATTCCA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 1 1 3 23 242 CCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcc CCGTTAGCCACAGGTCCTTT ACTTTGGATGTGACATTTATAGGAGG 128 23 7 20 248 26 59,964 58,943 31,100 43,000 7,092,941 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 3 22 144 GCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCTGTTACTGAGGGCCTGTT TGGATGTGACATTTATAGGAGGG 34 22 101 20 244 23 59,963 57,433 31,600 43,000 5,603,911 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 3 22 238 CCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcc CCGTTAGCCACAGGTCCTTT TGGATGTGACATTTATAGGAGGG 128 22 7 20 244 23 59,964 57,433 31,100 43,000 5,603,342 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 3 22 240 CCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcc CCGTTAGCCACAGGTCCTTT TTTGGATGTGACATTTATAGGAGGG 128 22 7 20 246 25 59,964 58,635 31,100 43,000 6,401,006 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 3 22 241 CCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcc CCGTTAGCCACAGGTCCTTT CTTTGGATGTGACATTTATAGGAGGG 128 22 7 20 247 26 59,964 59,512 31,100 43,000 6,524,312 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 4 22 173 CGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTA CGGTTGCTGTGTGGGAAATG TGGATGTGACATTTATAGGAGGG 63 22 72 20 244 23 60,039 57,433 23,200 43,000 5,606,292 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 4 22 239 CCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcc CCGTTAGCCACAGGTCCTTT TTGGATGTGACATTTATAGGAGGG 128 22 7 20 245 24 59,964 58,059 31,100 43,000 5,976,923 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 4 14 124 GTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccGTTAGGTTTGGTGGCAGCCT TGGATGTGACATTTATAGGAGGG 14 22 121 20 244 23 60,540 57,433 45,800 43,000 6,106,706 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 4 13 123 TTAGGTTTGGTGGCAGCCTCACACCCCAccccccccca TTAGGTTTGGTGGCAGCCTC TGGATGTGACATTTATAGGAGGG 13 22 122 20 244 23 60,251 57,433 47,000 43,000 5,818,201 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 4 13 124 TTAGGTTTGGTGGCAGCCTCACACCCCAccccccccca TTAGGTTTGGTGGCAGCCTC TTGGATGTGACATTTATAGGAGGG 13 22 122 20 245 24 60,251 58,059 47,000 43,000 6,191,782 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 5 22 165 gtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCGTGTGGGAAATGGAGCCAGA TGGATGTGACATTTATAGGAGGG 55 22 80 20 244 23 59,962 57,433 38,600 43,000 5,605,202 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:10632:55666 1 155 45 9 1 ACCCC CCCCACCCCACCCCACCCCACCCCACCCCACCCCACCNA 0 0 7 22 232 GCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCGCCACAGGTCCTTTCTCCC TGGATGTGACATTTATAGGAGGG 123 22 13 19 244 23 60,002 57,433 43,000 43,000 6,569,047 F 290 CTGTGGCCGTTAGCCACAGGTCCTTTCTCCCCTcccccACCTcccccAGTCAAGCTGACTGTCCAGCTGACCGGTTGCtgtgtgGGAAATGGAGCCAGAGGCTGTTACTGAGGGCCTGTTGTTAGGTTTGGTGGCAGCCTCACACCCCAcccccccccaccccaccccaccccaccccaccccaccccaccccaccccaCTTCACCAcaccccaccccacccCCTCCTATAAATGTCACATCCAAAGTTTAATAACtttttaaaaaaaTAAACTTCCAGACAAGATCATA

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 1 1 3 4 136 ACTAACAAGTCCCAACACTAACTTATAGAAAGGaaa ACTAACAAGTCCCAACACTAACT TGGCTGTAAAGTACATTGGGAAA 38 4 38 23 173 23 57,374 58,269 22,400 31,300 10,356,534 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 4 6 137 ACTAACAAGTCCCAACACTAACTTATAGAAAGGaaa ACTAACAAGTCCCAACACTAACT TTGGCTGTAAAGTACATTGGGA 38 6 38 23 174 22 57,374 57,625 22,400 43,700 10,000,258 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 4 5 136 ACTAACAAGTCCCAACACTAACTTATAGAAAGGaaa ACTAACAAGTCCCAACACTAACT TGGCTGTAAAGTACATTGGGAA 38 5 38 23 173 22 57,374 57,625 22,400 39,700 10,000,258 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 32 191 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA CCCACATTTCCTATAACACTTCAC 65 32 12 22 202 24 57,329 57,563 25,700 31,800 11,107,739 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 31 191 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA CCCACATTTCCTATAACACTTCACT 65 31 12 22 202 25 57,329 58,820 25,700 34,100 10,851,368 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 30 191 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA CCCACATTTCCTATAACACTTCACTC 65 30 12 22 202 26 57,329 59,684 25,700 35,100 10,987,286 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 20 177 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA AACACTTCACTCTATTGGCTGT 65 20 12 22 188 22 57,329 57,642 25,700 44,000 9,028,814 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 6 163 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA TTGGCTGTAAAGTACATTGGGA 65 6 12 22 174 22 57,329 57,625 25,700 43,700 9,045,585 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:12083:42077 1 99 48 12 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 12 5 162 TGTTCTGACTCACTGTGAATCAGATTACTAACAAGT TGTTCTGACTCACTGTGAATCA TGGCTGTAAAGTACATTGGGAA 65 5 12 22 173 22 57,329 57,625 25,700 39,700 9,045,585 F 218 AGCAAATGAAATGTTCTGACTCACTGTGAATCAGATTACTAACAAGTCCCAACACTAACTTATAGAAAGGaaaaaaaaTCACAAAATACTTAAACAATagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGACTTTCCCAATGTACTTTACAGCCAATAGAGTGAAGTGTTATAGGAAATGTgggggTCAATTTTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 1 1 14 14 121 TGGCATGTCATGGAATGTCATGGAATGGAATGTCa TGGCATGTCATGGAATGTCA ACAAGTGGGAACAGCTTCTCC 14 21 36 20 156 21 57,489 60,203 35,800 37,100 3,713,746 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 15 21 150 TGGAATTTCATTGAATGTCATGACATGGAATGGCATTGGAATTTCATTGAATGTCATGACA CAAGTGGGAACAGCTTCTCC 39 21 6 25 155 20 57,770 58,472 35,800 37,100 8,757,710 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 15 21 151 TGGAATTTCATTGAATGTCATGACATGGAATGGCATTGGAATTTCATTGAATGTCATGACA ACAAGTGGGAACAGCTTCTCC 39 21 6 25 156 21 57,770 60,203 35,800 37,100 8,432,399 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 19 126 TGGAATGGCATGTCATGGAATGTCATGGAATGGAATGGAATGGCATGTCATGGAA ACAAGTGGGAACAGCTTCTCC 19 21 31 20 156 21 57,471 60,203 35,300 37,100 3,731,491 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 19 21 156 TGGAATGGAATTTCATTGAATGTCATGACATGGAATTGGAATGGAATTTCATTGAATGTCA ACAAGTGGGAACAGCTTCTCC 44 21 1 25 156 21 57,758 60,203 35,800 37,100 8,445,140 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:21065:25886 1 70 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 19 20 128 CATGGAATGGCATGTCATGGAATGTCATGGAATGGCATGGAATGGCATGTCATGGA ACAAGTGGGAACAGCTTCTCC 20 21 29 21 156 21 58,688 60,203 34,100 37,100 3,515,208 A 176 TGGAATGGAATTTCATTGAATGTCATGACATGGAATGGCATGTCATGGAATGTCATGGAATGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaTTGGAATGTCAGAGTAGATAGGGAGAAGCTGTTCCCACTTGTAAAAGGATCAAGAATGAAGG

ST‐E00142:460:H2K7HCCXY:6:2101:26240:49654 1 71 44 6 1.5 CCG GATGATGATGATGGTGGTGGTGGTGACGGCGGCG NA 1 1 10 3 91 CGCCGTCCATCGTGTGATGCCgatgatgatgatggtggtg CGCCGTCCATCGTGTGAT GAGGTGGAGCGGGAGGAC 3 8 50 18 140 18 60,203 61,463 30,600 38,500 5,665,421 B 223 TCGCCGCCCGCGCCCTCCCGCGGCGGCTCGCCCGCCGAGGACGTCTCGTCGCCGTCCATCGTGTGATGCCgatgatgatgatggtggtggtggtGAcggcggcggcggcggcggCCCTGGCCGTCCTCCCGCTCCACCTCCTCCCGCcctcctcctcctcctcctCccgccgccgcctcctcctcctcctcctcctcctcctcgtcgtcgtcgtGGTCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2101:26240:49654 1 71 44 6 1.5 CCG GATGATGATGATGGTGGTGGTGGTGACGGCGGCG NA 0 0 12 10 101 GTCTCGTCGCCGTCCATCGTGTGATGCCgatgatgatg GTCTCGTCGCCGTCCATC GAGGAGGTGGAGCGGGAG 10 11 43 18 143 18 60,278 61,151 35,100 43,000 5,429,035 B 223 TCGCCGCCCGCGCCCTCCCGCGGCGGCTCGCCCGCCGAGGACGTCTCGTCGCCGTCCATCGTGTGATGCCgatgatgatgatggtggtggtggtGAcggcggcggcggcggcggCCCTGGCCGTCCTCCCGCTCCACCTCCTCCCGCcctcctcctcctcctcctCccgccgccgcctcctcctcctcctcctcctcctcctcgtcgtcgtcgtGGTCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2101:26240:49654 1 71 44 6 1.5 CCG GATGATGATGATGGTGGTGGTGGTGACGGCGGCG NA 0 0 12 3 94 CGCCGTCCATCGTGTGATGCCgatgatgatgatggtggtg CGCCGTCCATCGTGTGAT GAGGAGGTGGAGCGGGAG 3 11 50 18 143 18 60,203 61,151 30,600 43,000 5,353,765 B 223 TCGCCGCCCGCGCCCTCCCGCGGCGGCTCGCCCGCCGAGGACGTCTCGTCGCCGTCCATCGTGTGATGCCgatgatgatgatggtggtggtggtGAcggcggcggcggcggcggCCCTGGCCGTCCTCCCGCTCCACCTCCTCCCGCcctcctcctcctcctcctCccgccgccgcctcctcctcctcctcctcctcctcctcgtcgtcgtcgtGGTCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 4 24 193 CCACAATGGCATCCATCTTGCATGAGTAGACTCCCC CCACAATGGCATCCATCTTGC CACTGGAGCAGGGTGAGAAT 107 24 2 21 194 20 60,202 59,383 40,100 24,000 1,819,899 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 17 139 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC GCAGGGTGAGAATGAGGGAG 61 17 49 20 187 20 59,967 59,820 17,500 43,000 0.212751 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 23 191 CACAATGGCATCCATCTTGCATGAGTAGACTCCCCACACAATGGCATCCATCTTGCA ACTGGAGCAGGGTGAGAATG 106 23 3 21 193 20 59,521 59,383 40,800 26,700 2,096,329 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 23 192 CCACAATGGCATCCATCTTGCATGAGTAGACTCCCC CCACAATGGCATCCATCTTGC ACTGGAGCAGGGTGAGAATG 107 23 2 21 193 20 60,202 59,383 40,100 26,700 1,819,899 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 18 140 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC AGCAGGGTGAGAATGAGGGA 61 18 49 20 188 20 59,967 60,253 17,500 42,000 0.285696 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 15 137 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC AGGGTGAGAATGAGGGAGGG 61 15 49 20 185 20 59,967 60,327 17,500 43,000 0.359814 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 14 136 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC GGGTGAGAATGAGGGAGGGA 61 14 49 20 184 20 59,967 60,327 17,500 42,000 0.359432 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 20 142 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC GGAGCAGGGTGAGAATGAGG 61 20 49 20 190 20 59,967 59,820 17,500 38,600 0.212751 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:27803:32144 1 130 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 19 141 GGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCAGGCGAGGTCTCTGCCTTATC GAGCAGGGTGAGAATGAGGG 61 19 49 20 189 20 59,967 59,820 17,500 43,000 0.212751 A 201 GCCACAATGGCATCCATCTTGCATGAGTAGACTCCCCATCCCTTCAATGGCGAGGTCTCTGCCTTATCTCCGGGGTCCCTACCATGGGCCTTCCTCCTCACTCTTTTCATCTTCCTGAAAAGATTCCTTctcctcctcctcctcctcctcATTAGAGGAGAGGTTCCCTCCCTCATTCTCACCCTGCTCCAGTGCCAAGCC

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 1 1 19 0 120 CCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAt CCATCTCTGTCTGTCTGTCTGTC AGATAGACAGATAGACAGGCAGA 18 0 161 23 280 23 60,120 57,682 35,100 42,600 8,437,130 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 120 CCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAt CCATCTCTGTCTGTCTGTCTGT AGATAGACAGATAGACAGGCAGA 19 0 161 22 280 23 59,175 57,682 34,100 42,600 8,142,536 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 121 TCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTATCCATCTCTGTCTGTCTGTCTG AGATAGACAGATAGACAGGCAGA 20 0 160 22 280 23 58,912 57,682 35,100 42,600 8,405,381 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 140 ATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTATCTGTCTGTGTCTATCTATCCATC AGATAGACAGATAGACAGGCAGA 36 0 141 25 280 23 57,298 57,682 35,100 42,600 13,019,139 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 143 TCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgt TCTATCTGTCTGTGTCTATCTATCCA AGATAGACAGATAGACAGGCAGA 38 0 138 26 280 23 58,021 57,682 34,100 42,600 13,296,524 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 143 TCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgt TCTATCTGTCTGTGTCTATCTATCCAT AGATAGACAGATAGACAGGCAGA 37 0 138 27 280 23 58,390 57,682 34,100 42,600 13,927,969 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 164 GGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATGGGCCAATATCTGTCTGTCTGT AGATAGACAGATAGACAGGCAGA 63 0 117 22 280 23 59,829 57,682 34,100 42,600 7,489,048 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 165 TGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATGGGCCAATATCTGTCTGTCTG AGATAGACAGATAGACAGGCAGA 64 0 116 22 280 23 59,829 57,682 35,100 42,600 7,488,837 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 167 TCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTCTGGGCCAATATCTGTCTGTC AGATAGACAGATAGACAGGCAGA 66 0 114 22 280 23 59,564 57,682 35,100 42,600 7,753,404 F 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 217 GTGCATCTTCCAGGCTACCTCTAGTGTATGACGATC GTGCATCTTCCAGGCTACCT AGATAGACAGATAGACAGGCAGA 118 0 64 20 280 23 59,456 57,682 30,800 42,600 5,861,349 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 218 AGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATAGTGCATCTTCCAGGCTACC AGATAGACAGATAGACAGGCAGA 119 0 63 20 280 23 59,456 57,682 31,800 42,600 5,861,349 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 220 CCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGCCAGTGCATCTTCCAGGCTA AGATAGACAGATAGACAGGCAGA 121 0 61 20 280 23 59,457 57,682 39,300 42,600 5,860,876 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 250 TCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGTCCTTGTGTTGGGACTTCCG AGATAGACAGATAGACAGGCAGA 151 0 31 20 280 23 59,892 57,682 43,000 42,600 5,425,431 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 256 GCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCAC GCAGAGTCCTTGTGTTGGGA AGATAGACAGATAGACAGGCAGA 157 0 25 20 280 23 59,891 57,682 43,700 42,600 5,426,184 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:3468:13510_ 1 202 56 10 1.5 AGAT TCTGTCTGTCTGTCTGTCTATCTATCTATCTATCTATCNA 0 0 19 0 257 TGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCA TGCAGAGTCCTTGTGTTGGG AGATAGACAGATAGACAGGCAGA 158 0 24 20 280 23 60,179 57,682 41,200 42,600 5,496,620 B 280 GTTTACACTTCCCTGGAAATTCCTGCAGAGTCCTTGTGTTGGGACTTCCGTGGAGGCACCCCAGTGCATCTTCCAGGCTACCTCTAGTGTATGACGATCCAGAGAATGGAAAATCTGGGCCAATAtctgtctgtctgTCTATCTGTCTGTGTCTATCTATCCATCtctgtctgtctgtctgTCTATCTATCTGTCTGTCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctaTCTGCCTGTCTATCTGTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 1 1 4 18 128 CCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCC CCAGCCTCCTGCCAATCTAG ATCCTCGCAGGGAGATTTGC 43 18 122 20 249 20 59,892 60,179 24,300 36,800 0.287242 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 4 18 164 TCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCC TCTCCCATTCCCTGCTCTGA ATCCTCGCAGGGAGATTTGC 79 18 86 20 249 20 59,957 60,179 32,700 36,800 0.222217 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 4 18 171 TTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCATTCTCCGTCTCCCATTCCCT ATCCTCGCAGGGAGATTTGC 86 18 79 20 249 20 59,957 60,179 42,000 36,800 0.221765 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 4 18 238 CTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTCTGCCAAATTCCTGTGCTGT ATCCTCGCAGGGAGATTTGC 153 18 12 20 249 20 59,036 60,179 44,000 36,800 1,142,997 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 4 16 126 CCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCC CCAGCCTCCTGCCAATCTAG CCTCGCAGGGAGATTTGCTA 43 16 122 20 247 20 59,892 59,534 24,300 34,900 0.573913 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 6 18 163 CTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCC CTCCCATTCCCTGCTCTGAC ATCCTCGCAGGGAGATTTGC 78 18 87 20 249 20 59,820 60,179 35,100 36,800 0.358971 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 6 18 240 CACTGCCAAATTCCTGTGCTGTACACtttttAACCTTT CACTGCCAAATTCCTGTGCT ATCCTCGCAGGGAGATTTGC 155 18 10 20 249 20 59,036 60,179 44,000 36,800 1,142,997 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 6 18 241 ACACTGCCAAATTCCTGTGCTGTACACtttttAACCTT ACACTGCCAAATTCCTGTGC ATCCTCGCAGGGAGATTTGC 156 18 9 20 249 20 59,324 60,179 45,700 36,800 0.854668 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 6 16 239 ACACTGCCAAATTCCTGTGCTGTACACtttttAACCTT ACACTGCCAAATTCCTGTGC CCTCGCAGGGAGATTTGCTA 156 16 9 20 247 20 59,324 59,534 45,700 34,900 1,141,339 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 7 18 242 AACACTGCCAAATTCCTGTGCTGTACACtttttAACCT AACACTGCCAAATTCCTGTGC ATCCTCGCAGGGAGATTTGC 156 18 8 21 249 20 59,931 60,179 45,700 36,800 1,248,084 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 10 3 113 CCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCC CCAGCCTCCTGCCAATCTAG TTTGCTAGTGGTGGGAGTGG 43 3 122 20 234 20 59,892 59,600 24,300 40,000 0.508421 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2101:6370:11541_ 1 185 27 9 1 ACC ACCACCACCACCACCACCACCACCACC NA 0 0 10 3 226 ACACTGCCAAATTCCTGTGCTGTACACtttttAACCTT ACACTGCCAAATTCCTGTGC TTTGCTAGTGGTGGGAGTGG 156 3 9 20 234 20 59,324 59,600 45,700 40,000 1,075,847 F 253 TGCTTTTAACACTGCCAAATTCCTGTGCTGTACACtttttAACCTTTCCTTCTTTTGCATTTCAGAGTCACTCAACAATTCTCCGTCTCCCATTCCCTGCTCTGACTTTTCCCTCAGGTTCCCAGCCTCCTGCCAATCTAGTTTAAcccccccATACCCTACTGGCCCCACCTAcccccccACTaccaccaccaccaccaccaccaccaccTCCCCACTCCCACCACTAGCAAATCTCCCTGCGAGGATATTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 3 49 173 GCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCA GCACTCCACTAGTTACGCCT GCAGAGTTGCTGAATTGGAACTT 60 49 66 20 238 23 59,469 59,995 55,200 26,600 3,536,356 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 49 174 GGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCGGCACTCCACTAGTTACGCC GCAGAGTTGCTGAATTGGAACTT 61 49 65 20 238 23 60,460 59,995 56,800 26,600 3,464,915 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 49 175 TGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaa TGGCACTCCACTAGTTACGC GCAGAGTTGCTGAATTGGAACTT 62 49 64 20 238 23 59,754 59,995 44,200 26,600 3,250,695 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 49 190 TAGGACTGATCTTTGTGGCACTCCACTAGTTACGCC TAGGACTGATCTTTGTGGCACT GCAGAGTTGCTGAATTGGAACTT 75 49 49 22 238 23 59,094 59,995 44,000 26,600 5,911,544 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 49 190 TAGGACTGATCTTTGTGGCACTCCACTAGTTACGCC TAGGACTGATCTTTGTGGCACTC GCAGAGTTGCTGAATTGGAACTT 74 49 49 23 238 23 60,056 59,995 35,100 26,600 6,060,974 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 3 49 191 CTAGGACTGATCTTTGTGGCACTCCACTAGTTACGC CTAGGACTGATCTTTGTGGCACT GCAGAGTTGCTGAATTGGAACTT 75 49 48 23 238 23 60,056 59,995 44,000 26,600 6,060,685 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 4 126 GCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCA GCACTCCACTAGTTACGCCT ACCATACGCTTACTGGAAACA 60 4 66 20 191 21 59,469 57,311 55,200 28,300 4,219,894 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 4 127 GGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCGGCACTCCACTAGTTACGCC ACCATACGCTTACTGGAAACA 61 4 65 20 191 21 60,460 57,311 56,800 28,300 4,148,453 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 4 128 TGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaa TGGCACTCCACTAGTTACGC ACCATACGCTTACTGGAAACA 62 4 64 20 191 21 59,754 57,311 44,200 28,300 3,934,233 F 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 12 128 TCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcaTCCTGACTGTCATTCTTGTTGGG GCAGAGTTGCTGAATTGGAACTT 12 49 111 23 238 23 60,497 59,995 41,200 26,600 6,501,848 B 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 4 91 CACCCATTAATCCTGACTGTCATTCTTGTTGGGGTA CACCCATTAATCCTGACTGTCAT ACCATACGCTTACTGGAAACA 22 4 101 23 191 21 58,215 57,311 30,600 28,300 8,473,995 A 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 13 128 TCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcaTCCTGACTGTCATTCTTGTTGG GCAGAGTTGCTGAATTGGAACTT 13 49 111 22 238 23 58,256 59,995 37,700 26,600 6,748,677 B 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 12 127 CCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcat CCTGACTGTCATTCTTGTTGGG GCAGAGTTGCTGAATTGGAACTT 12 49 112 22 238 23 59,184 59,995 41,200 26,600 5,821,242 B 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 4 91 CACCCATTAATCCTGACTGTCATTCTTGTTGGGGTA CACCCATTAATCCTGACTGTCA ACCATACGCTTACTGGAAACA 23 4 101 22 191 21 57,779 57,311 35,800 28,300 7,909,387 A 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:10734:18784 1 146 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 4 92 CACCCATTAATCCTGACTGTCATTCTTGTTGGGGTA CACCCATTAATCCTGACTGTCA AACCATACGCTTACTGGAAACA 23 4 101 22 192 22 57,779 57,989 35,800 28,300 8,231,360 A 245 TGTCCCCTCCTCCAAGTTATTAATATAGATAGTAAATAATTGAAGCTCTAGGACTGATCTTTGTGGCACTCCACTAGTTACGCCTTTCCAACCTGaaaaaCACCCATTAATCCTGACTGTCATTCTTGTTGGGGTAATCCAATTAcatcatcatcatcatcatcatCTGCTGTTTCCAGTAAGCGTATGGTTACTATATTATGcacacaTAGACAAAGTTCCAATTCAGCAACTCTGCATATTTC

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 4 1 113 AAGTCCCACCACTACCACCACggaggaggaggaggagg AAGTCCCACCACTACCACCA AGGGAGTAGGAGAGCCCG 1 50 64 20 176 18 60,401 59,396 41,700 61,300 3,004,966 A 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 1 111 AAGTCCCACCACTACCACCACggaggaggaggaggagg AAGTCCCACCACTACCACCA GGAGTAGGAGAGCCCGGG 1 48 64 20 174 18 60,401 60,522 41,700 57,300 2,923,007 A 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 1 112 AAGTCCCACCACTACCACCACggaggaggaggaggagg AAGTCCCACCACTACCACCA GGGAGTAGGAGAGCCCGG 1 49 64 20 175 18 60,401 60,522 41,700 57,300 2,923,007 A 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 3 117 ggAAGTCCCACCACTACCACCACggaggaggaggaggagGGAAGTCCCACCACTACCAC GGAGGGAGTAGGAGAGCCC 3 51 62 20 178 19 59,676 60,152 41,600 51,900 1,476,376 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 2 116 gAAGTCCCACCACTACCACCACggaggaggaggaggaggGAAGTCCCACCACTACCACC GGAGGGAGTAGGAGAGCCC 2 51 63 20 178 19 59,676 60,152 46,100 51,900 1,476,376 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 1 115 AAGTCCCACCACTACCACCACggaggaggaggaggagg AAGTCCCACCACTACCACCA GGAGGGAGTAGGAGAGCCC 1 51 64 20 178 19 60,401 60,152 41,700 51,900 1,553,234 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 63 247 GCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcg GCTGTGGCCGCTACTTCG TTCCTCCTCCTCCGACTCG 63 123 4 18 250 19 61,189 60,078 37,900 41,800 4,266,430 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 63 249 GCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcg GCTGTGGCCGCTACTTCG GCTTCCTCCTCCTCCGACT 63 125 4 18 252 19 61,189 60,381 37,900 41,800 4,569,435 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 3 189 ggAAGTCCCACCACTACCACCACggaggaggaggaggagGGAAGTCCCACCACTACCAC TTCCTCCTCCTCCGACTCG 3 123 62 20 250 19 59,676 60,078 41,600 41,800 1,401,601 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 3 191 ggAAGTCCCACCACTACCACCACggaggaggaggaggagGGAAGTCCCACCACTACCAC GCTTCCTCCTCCTCCGACT 3 125 62 20 252 19 59,676 60,381 41,600 41,800 1,704,607 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 2 188 gAAGTCCCACCACTACCACCACggaggaggaggaggaggGAAGTCCCACCACTACCACC TTCCTCCTCCTCCGACTCG 2 123 63 20 250 19 59,676 60,078 46,100 41,800 1,401,601 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 11 2 190 gAAGTCCCACCACTACCACCACggaggaggaggaggaggGAAGTCCCACCACTACCACC GCTTCCTCCTCCTCCGACT 2 125 63 20 252 19 59,676 60,381 46,100 41,800 1,704,607 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 12 63 248 GCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcg GCTGTGGCCGCTACTTCG CTTCCTCCTCCTCCGACTCG 63 123 4 18 251 20 61,189 61,099 37,900 41,800 4,287,497 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 12 3 190 ggAAGTCCCACCACTACCACCACggaggaggaggaggagGGAAGTCCCACCACTACCAC CTTCCTCCTCCTCCGACTCG 3 123 62 20 251 20 59,676 61,099 41,600 41,800 1,422,668 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:13839:50920 1 85 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 12 2 189 gAAGTCCCACCACTACCACCACggaggaggaggaggaggGAAGTCCCACCACTACCACC CTTCCTCCTCCTCCGACTCG 2 123 63 20 251 20 59,676 61,099 46,100 41,800 1,422,668 F 261 CAGGCTGTGGCCGCTACTTCGGTgggggACAGCAgcggcggcgGGAGGGGCAGCAGCCgggggAAGTCCCACCACTACCACCACggaggaggaggaggaggaggaggaCGAGGACGACGAGGACGGAGGGGAGAGGCCTGCTCTGCCTGCCGAAGCCCCGGGCTCTCCTACTCCCTccgccgccgAGGCTCGGGGTTTCTTCCGCgggggCGGGGAGGCTCCGCCGGTGTCCGAGTCggaggaggaggaAGCGGAGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 1 1 2 1 122 CCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctct CCTGAAGGTCCTGTGGGTAC GAAGCCAGCGAGAGTGGAAT 1 46 4 20 125 20 59,386 60,108 33,400 30,100 0.721722 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 2 0 121 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG GAAGCCAGCGAGAGTGGAAT 0 46 5 20 125 20 59,753 60,108 36,700 30,100 0.354580 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 2 0 163 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG GCTGTTAGGGTTTGAACAAGGT 0 86 5 20 167 22 59,753 59,044 36,700 35,000 3,202,968 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 2 0 164 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG TGCTGTTAGGGTTTGAACAAGG 0 87 5 20 168 22 59,753 59,044 36,700 36,100 3,202,295 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 6 140 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctc CCGCCTGAAGGTCCTGTG TTAGGCTGGTGAGGAGAAGC 6 61 1 18 140 20 60,047 59,095 36,600 38,600 2,952,249 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 1 222 CCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctct CCTGAAGGTCCTGTGGGTAC AGGGTTAAATTCAATCTAAAGCCTGT 1 140 4 20 225 26 59,386 59,046 33,400 40,000 7,567,879 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 1 251 CCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctct CCTGAAGGTCCTGTGGGTAC GTGACTGAGGGAGTTTAAGAGT 1 173 4 20 254 22 59,386 57,124 33,400 32,400 5,489,338 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 0 136 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG TTAGGCTGGTGAGGAGAAGC 0 61 5 20 140 20 59,753 59,095 36,700 38,600 1,151,992 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 0 221 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG AGGGTTAAATTCAATCTAAAGCCTGT 0 140 5 20 225 26 59,753 59,046 36,700 40,000 7,200,736 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 4 0 250 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG GTGACTGAGGGAGTTTAAGAGT 0 173 5 20 254 22 59,753 57,124 36,700 32,400 5,122,196 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 5 0 220 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG GGGTTAAATTCAATCTAAAGCCTGT 0 140 5 20 224 25 59,753 57,830 36,700 40,000 7,417,028 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:14012:50551 1 25 35 7 1 AGAGG CCTCTCCTCTCCTCTCCTCTCCTCTCCTCTCCTCT NA 0 0 5 0 250 CTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctccCTGAAGGTCCTGTGGGTACG GTGACTGAGGGAGTTTAAGAGTT 0 172 5 20 254 23 59,753 57,783 36,700 30,100 5,463,249 F 254 CCGCCTGAAGGTCCTGTGGGTACGcctctcctctcctctcctctcctctcctctcctctCCCCTcccccccccTCCCGTCCCCGCCTCTGttttttCTCCCCTTTATTCCACTCTCGCTGGCTTCTCCTCACCAGCCTAAAACTCACCTTGTTCAAACCCTAACAGCAACTTTTAGTTAATTGCTAAATTAAAGaaaaaaCAGGCTTTAGATTGAATTTAACCCTTAATTTAACTCTTAAACTCCCTCAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 1 1 6 10 147 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctc TCGATACAGTCTCTCCTTCTCT CCAGCCTGTTACCGCACTTA 10 62 1 22 147 20 57,236 60,037 31,000 22,400 4,800,814 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 6 10 218 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctc TCGATACAGTCTCTCCTTCTCT AATGAGGCGGGATTGGGATG 10 133 1 22 218 20 57,236 60,179 31,000 35,100 4,943,031 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 7 9 147 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctc TCGATACAGTCTCTCCTTCTCTT CCAGCCTGTTACCGCACTTA 9 62 1 23 147 20 57,894 60,037 28,500 22,400 5,142,332 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 8 1 111 AGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcc AGTCTCTCCTTCTCTTATTCTGCC TGCAACAATTCCGCCCAGTA 1 33 8 24 118 20 59,351 60,251 48,500 27,400 4,900,163 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 8 1 140 AGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcc AGTCTCTCCTTCTCTTATTCTGCC CCAGCCTGTTACCGCACTTA 1 62 8 24 147 20 59,351 60,037 48,500 22,400 4,685,983 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 8 1 211 AGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcc AGTCTCTCCTTCTCTTATTCTGCC AATGAGGCGGGATTGGGATG 1 133 8 24 218 20 59,351 60,179 48,500 35,100 4,828,199 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 10 0 110 GtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcGTCTCTCCTTCTCTTATTCTGCCT TGCAACAATTCCGCCCAGTA 0 33 9 24 118 20 59,351 60,251 47,500 27,400 4,900,163 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 10 0 139 GtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcGTCTCTCCTTCTCTTATTCTGCCT CCAGCCTGTTACCGCACTTA 0 62 9 24 147 20 59,351 60,037 47,500 22,400 4,685,983 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:16823:58936 1 33 33 8 1.5 AGG CTCCTCCTCCTCCTCCTCCTCCTCATCATCATC NA 0 0 10 0 210 GtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcGTCTCTCCTTCTCTTATTCTGCCT AATGAGGCGGGATTGGGATG 0 133 9 24 218 20 59,351 60,179 47,500 35,100 4,828,199 F 225 TCGATACAGtctctcCTTCTCTTATTCTGCCTctcctcctcctcctcctcctcctcatcatcatcAATGAAGGTCAAATATAGAGACATACCCAGAGATACTGGGCGGAATTGTTGCAGATTTGCACTAAGTGCGGTAACAGGCTGGGAAAAGGACATTTTACCTGTTGGCCGCAATGGTGGCtttttCTCGCCGTATCATCCCAATCCCGCCTCATTAATCCTA

ST‐E00142:460:H2K7HCCXY:6:2102:18284:33269 1 36 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 1 1 6 0 154 GTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcGTGTGGTGTGCGTCGGAG CTACTCGTCGCGGCGTAG 0 94 18 18 171 18 61,036 60,053 46,300 35,100 5,089,375 F 200 GgcgcgcgcgcgcgcgcGTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcggcgggggtgtgtgGGGTCCTcccccGcccccccccccACGCCTCCTCCCCTCCTCCCGCCCACGCCCCGCTCCCCGcccccGGAGCCCCGCGGACGCTACGCCGCGACGAGTAGGAGGGCCGCTGCGGTGAGCCTTGAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2102:18284:33269 1 36 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 0 179 GTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcGTGTGGTGTGCGTCGGAG TTCAAGGCTCACCGCAGC 0 119 18 18 196 18 61,036 60,670 46,300 52,500 5,705,653 F 200 GgcgcgcgcgcgcgcgcGTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcggcgggggtgtgtgGGGTCCTcccccGcccccccccccACGCCTCCTCCCCTCCTCCCGCCCACGCCCCGCTCCCCGcccccGGAGCCCCGCGGACGCTACGCCGCGACGAGTAGGAGGGCCGCTGCGGTGAGCCTTGAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2102:18284:33269 1 36 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 0 181 GTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcGTGTGGTGTGCGTCGGAG GCTTCAAGGCTCACCGCA 0 121 18 18 198 18 61,036 60,670 46,300 56,900 5,705,653 F 200 GgcgcgcgcgcgcgcgcGTGTGGTGTGCGTCGGAGggcggcggcggcggcggcggcggcgggggtgtgtgGGGTCCTcccccGcccccccccccACGCCTCCTCCCCTCCTCCCGCCCACGCCCCGCTCCCCGcccccGGAGCCCCGCGGACGCTACGCCGCGACGAGTAGGAGGGCCGCTGCGGTGAGCCTTGAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 1 1 10 2 173 CTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgc CTTATCCAGCATCCGGTGAT AGCAGCACCTTCTCCAAACT 2 35 31 20 203 20 57,153 59,524 30,600 26,600 3,323,233 D 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 12 18 189 gctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGCTGCTGATGATGCTGCTTA AGCAGCACCTTCTCCAAACT 18 35 15 20 203 20 58,694 59,524 30,900 26,600 1,782,055 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 14 2 177 CTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgc CTTATCCAGCATCCGGTGAT CAGAAGCAGCACCTTCTCCA 2 39 31 20 207 20 57,153 59,964 30,600 38,600 2,883,208 D 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 14 2 179 CTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgc CTTATCCAGCATCCGGTGAT AGCAGAAGCAGCACCTTCTC 2 41 31 20 209 20 57,153 60,321 30,600 28,700 3,168,802 D 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 15 26 200 tgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGCTGCTGCTGCTGATGAT CAGAAGCAGCACCTTCTCCA 26 39 8 19 207 20 60,078 59,964 24,500 38,600 1,113,596 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 15 23 197 tgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTG TGCTGCTGCTGATGATGCT CAGAAGCAGCACCTTCTCCA 23 39 11 19 207 20 60,078 59,964 37,900 38,600 1,113,596 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 15 10 168 tgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTG TGCTGCTGCTGATGATGCT GCATCTTCTTCGGCTTGACC 23 10 11 19 178 20 60,078 59,270 37,900 40,200 1,807,406 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 15 10 171 tgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGCTGCTGCTGCTGATGAT GCATCTTCTTCGGCTTGACC 26 10 8 19 178 20 60,078 59,270 24,500 40,200 1,807,406 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20070:48318 1 53 96 11 2 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGGNA 0 0 16 23 198 ctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGCTGCTGCTGCTGATGATGCT CAGAAGCAGCACCTTCTCCA 23 39 10 20 207 20 61,098 59,964 37,900 38,600 1,134,010 G 212 GTGATGGtgctgctgctgcTGATGATGCTGCTTATCCAGCATCCGGTGATGGtgctgctgctgctgctgctgctgctgctgctgctggtggtggTActgctgctgctgctgctgGTGAAGGTGCTGAtgctgctgctgctgctgctgcCGAGACCGCTGGTCAAGCCGAAGAAGATGCTCTTCAGTTTGGAGAAGGTGCTGCTTCTGCTGCT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 2 12 139 CGATTTGGGATGGCATGAGGATATGATAGGATGCTCGATTTGGGATGGCATGAGG AGGCAATCCACTCCTGTGAC 60 12 52 20 190 20 59,043 59,674 38,600 36,700 1,282,897 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 11 138 CGATTTGGGATGGCATGAGGATATGATAGGATGCTCGATTTGGGATGGCATGAGG GGCAATCCACTCCTGTGACA 60 11 52 20 189 20 59,043 59,963 38,600 35,800 0.993365 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 11 139 GCGATTTGGGATGGCATGAGGATATGATAGGATGCGCGATTTGGGATGGCATGAG GGCAATCCACTCCTGTGACA 61 11 51 20 189 20 59,687 59,963 29,000 35,800 0.349775 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 11 140 AGCGATTTGGGATGGCATGAGGATATGATAGGATGAGCGATTTGGGATGGCATGA GGCAATCCACTCCTGTGACA 62 11 50 20 189 20 60,107 59,963 30,700 35,800 0.143301 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 11 143 TGAAGCGATTTGGGATGGCATGAGGATATGATAGGTGAAGCGATTTGGGATGGCA GGCAATCCACTCCTGTGACA 65 11 47 20 189 20 60,323 59,963 49,200 35,800 0.360001 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT
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ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 11 144 GTGAAGCGATTTGGGATGGCATGAGGATATGATAGGTGAAGCGATTTGGGATGGC GGCAATCCACTCCTGTGACA 66 11 46 20 189 20 59,899 59,963 44,000 35,800 0.137951 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 34 200 AGTGACTATGCTGCAGATGTGTTTAATGGGATGTG AGTGACTATGCTGCAGATGTGT GCACACTGATCACCAACATGG 96 34 14 22 213 21 59,764 59,799 37,200 36,600 3,436,366 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 34 192 TGCTGCAGATGTGTTTAATGGGATGTGAAGCGATT TGCTGCAGATGTGTTTAATGGG GCACACTGATCACCAACATGG 88 34 22 22 213 21 59,507 59,799 40,000 36,600 3,693,596 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 34 201 CAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGCAGTGACTATGCTGCAGATGTG GCACACTGATCACCAACATGG 97 34 13 22 213 21 59,392 59,799 32,100 36,600 3,808,806 A 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

ST‐E00142:460:H2K7HCCXY:6:2102:20253:30843 1 132 27 9 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 34 202 aCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTACAGTGACTATGCTGCAGATGT GCACACTGATCACCAACATGG 98 34 12 22 213 21 59,764 59,799 30,600 36,600 3,436,366 F 228 TTATGGGaaaaaCAGTGACTATGCTGCAGATGTGTTTAATGGGATGTGAAGCGATTTGGGATGGCATGAGGATATGATAGGATGCTGTATGGATACAAGACATTCCTTACAGAGCATATTAGCAGTGGTTAagcagcagcagcagcagcagcagcagcTGTTTATGTGATGTCACAGGAGTGGATTGCCTATCCATGTTGGTGATCAGTGTGCATAAGACAAACAGTT

Ctaur7 1 125 42 14 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCC NA 1 1 4 27 176 CCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCT CCGCTCCTCTGTGTTTGTGT CAGCGCACGAGGAGAGGT 69 27 36 20 211 18 60,533 61,753 37,200 38,500 4,286,296 A 242 CAGCgggggAgggggCGCTGGCGCTCCCGCGGCGGCCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCTGCCCGCCTCGCACCACGTGACGCGGACGCGGGGCCGCGGGGCCGCCCCTTCCAccgccgccgccgccgccgccgccgccgccgccgccgccgccgCCTCCCTCCGCGGCTCCGGCCCGCGCCACCTCTCCTCGTGCGCTGCTCGCGTGCcgcgcgcgCCACTGCCCGGACG

ST‐E00142:460:H2K7HCCXY:6:2102:20303:64017 1 125 42 14 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 26 155 TTGTAGCAAGATGGCTGCCCGCCTCGCACCACGTG TTGTAGCAAGATGGCTGCCC AGCGCACGAGGAGAGGTG 49 26 56 20 210 18 60,681 61,753 53,600 40,000 4,434,356 A 242 CAGCgggggAgggggCGCTGGCGCTCCCGCGGCGGCCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCTGCCCGCCTCGCACCACGTGACGCGGACGCGGGGCCGCGGGGCCGCCCCTTCCAccgccgccgccgccgccgccgccgccgccgccgccgccgccgCCTCCCTCCGCGGCTCCGGCCCGCGCCACCTCTCCTCGTGCGCTGCTCGCGTGCcgcgcgcgCCACTGCCCGGACG

ST‐E00142:460:H2K7HCCXY:6:2102:20303:64017 1 125 42 14 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 26 175 CCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCT CCGCTCCTCTGTGTTTGTGT AGCGCACGAGGAGAGGTG 69 26 36 20 210 18 60,533 61,753 37,200 40,000 4,286,296 A 242 CAGCgggggAgggggCGCTGGCGCTCCCGCGGCGGCCGCTCCTCTGTGTTTGTGTTTGTAGCAAGATGGCTGCCCGCCTCGCACCACGTGACGCGGACGCGGGGCCGCGGGGCCGCCCCTTCCAccgccgccgccgccgccgccgccgccgccgccgccgccgccgCCTCCCTCCGCGGCTCCGGCCCGCGCCACCTCTCCTCGTGCGCTGCTCGCGTGCcgcgcgcgCCACTGCCCGGACG

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 1 1 22 1 135 TGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTT TGCCTTCCTTTCCTTCTTTCCT AGGAAAGAAAGAAGGAAAGAAGGA 20 1 60 22 194 24 59,553 57,733 33,600 33,600 8,714,539 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 1 136 CTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTCTGCCTTCCTTTCCTTCTTTCC AGGAAAGAAAGAAGGAAAGAAGGA 21 1 59 22 194 24 59,177 57,733 31,300 33,600 9,090,053 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 1 150 TGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTT TGCTTCCTTGCTTTCTGCCT AGGAAAGAAAGAAGGAAAGAAGGA 37 1 45 20 194 24 60,179 57,733 47,500 33,600 6,446,473 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 1 165 TGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCTGGCAGATCGATCCTTGCTT AGGAAAGAAAGAAGGAAAGAAGGA 52 1 30 20 194 24 59,457 57,733 39,100 33,600 6,810,769 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 1 166 TTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTT TTGGCAGATCGATCCTTGCT AGGAAAGAAAGAAGGAAAGAAGGA 53 1 29 20 194 24 59,457 57,733 39,100 33,600 6,810,769 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 134 TGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTT TGCCTTCCTTTCCTTCTTTCC GGAAAGAAAGAAGGAAAGAAGGAA 21 0 60 21 193 24 58,123 57,039 31,300 33,600 9,837,940 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 134 TGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTT TGCCTTCCTTTCCTTCTTTCCT GGAAAGAAAGAAGGAAAGAAGGAA 20 0 60 22 193 24 59,553 57,039 33,600 33,600 9,408,407 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 135 CTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTCTGCCTTCCTTTCCTTCTTTCC GGAAAGAAAGAAGGAAAGAAGGAA 21 0 59 22 193 24 59,177 57,039 31,300 33,600 9,783,921 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 149 TGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTT TGCTTCCTTGCTTTCTGCCT GGAAAGAAAGAAGGAAAGAAGGAA 37 0 45 20 193 24 60,179 57,039 47,500 33,600 7,140,341 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 164 TGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCTGGCAGATCGATCCTTGCTT GGAAAGAAAGAAGGAAAGAAGGAA 52 0 30 20 193 24 59,457 57,039 39,100 33,600 7,504,637 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 22 0 165 TTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTT TTGGCAGATCGATCCTTGCT GGAAAGAAAGAAGGAAAGAAGGAA 53 0 29 20 193 24 59,457 57,039 39,100 33,600 7,504,637 B 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 23 0 135 TGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTT TGCCTTCCTTTCCTTCTTTCCT AGGAAAGAAAGAAGGAAAGAAGGAA 20 0 60 22 194 25 59,553 58,326 33,600 33,600 9,120,630 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 27 ‐14 190 TGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTT TGCTTCCTTGCTTTCTGCCT AGGAAAGAAGGAAAGAAAGAAAGAAGG 37 ‐14 45 20 182 27 60,179 59,713 47,500 34,600 7,465,527 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 27 ‐15 204 TGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCTGGCAGATCGATCCTTGCTT GGAAAGAAGGAAAGAAAGAAAGAAGGA 52 ‐15 30 20 181 27 59,457 59,714 39,100 33,600 7,828,906 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:22323:4720_ 1 102 68 8 1.5 AAAG TTCTTTCTTTCTTTCTTTCCTTCTTTCTTTCTTTCTTTCTNA 0 0 27 ‐15 205 TTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTT TTGGCAGATCGATCCTTGCT GGAAAGAAGGAAAGAAAGAAAGAAGGA 53 ‐15 29 20 181 27 59,457 59,714 39,100 33,600 7,828,906 F 238 TTACCCTTGAACCATTGACTTTTAACCTTTGGCAGATCGATCCTTGCTTCCTTGCTTTCTGCCTTCCTTTCCTTCTTTCCTTCTTTCCTTTCCTTCTTTCCttctttctttctttctTTCCttctttctttctttctttctttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTTTCTTTCCttctttctttctTTCCttctttctttctTTCCTTCTTTCCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 1 1 4 1 98 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA ATGTGGTGTCACTGGCTAGG 1 30 6 20 103 20 60,251 59,385 42,600 30,200 0.866232 A 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 100 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA GGATGTGGTGTCACTGGCTA 1 32 6 20 105 20 60,251 59,387 42,600 39,300 0.864162 A 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 103 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA ATGGGATGTGGTGTCACTGG 1 35 6 20 108 20 60,251 59,671 42,600 40,000 0.580162 A 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 164 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA TTCTGAGACCCATGTCGCCA 1 96 6 20 169 20 60,251 61,191 42,600 56,900 1,442,390 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 165 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA TTTCTGAGACCCATGTCGCC 1 97 6 20 170 20 60,251 60,036 42,600 55,400 0.287290 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 237 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA GGGTAAGGAATGGCTATGCT 1 169 6 20 242 20 60,251 57,041 42,600 37,900 3,210,367 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 273 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA TCCACCTGTATCCCACACTCT 1 204 6 20 278 21 60,251 59,921 42,600 32,400 1,329,724 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 4 1 273 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA TCCACCTGTATCCCACACTC 1 205 6 20 278 20 60,251 58,431 42,600 35,100 1,819,405 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 5 1 263 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA TCCCACACTCTTCTGCATGT 1 195 6 20 268 20 60,251 58,941 42,600 32,100 1,309,999 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 5 0 165 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCAT TTTCTGAGACCCATGTCGCC 0 97 6 21 170 20 60,615 60,036 29,000 55,400 1,651,772 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 5 0 237 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCAT GGGTAAGGAATGGCTATGCT 0 169 6 21 242 20 60,615 57,041 29,000 37,900 4,574,849 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:24596:9501_ 1 27 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NA 0 0 6 1 237 GGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccacGGGTTCAAGAAGGCAGCTCA GGGTAAGGAATGGCTATGCTAG 1 167 6 20 242 22 60,251 58,056 42,600 34,200 4,194,988 F 288 TGCAGGGGTTCAAGAAGGCAGCTCATcaccaccaccaccaccaccaccaccacGTACAGTTAGGGATCTGCAATAAATGCTGGCCTAGCCAGTGACACCACATCCCATGAAATGAATTTaaaaaCGtctctcATCGTGGCGCTGCACTGTGGCGACATGGGTCTCAGAAATccccccAACCCTCCCCATTGACATTCTAGCaaaaaCATACCAAATGCAGCTAGCATAGCCATTCCTTACCCCACTATACATGCAGAAGAGTGTGGGATACAGGTGGAagagagATGT

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 1 1 4 45 218 TCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACTCTGTCTTTCCCTGCAGAGC GGGCCTTCAGCTACTTCCTC 45 105 8 20 225 20 59,677 59,821 40,900 37,100 0.502208 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 4 26 199 CCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCCTGGTCACCTTCCTGACAG GGGCCTTCAGCTACTTCCTC 26 105 27 20 225 20 59,677 59,821 35,100 37,100 0.502208 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 4 2 175 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC GGGCCTTCAGCTACTTCCTC 2 105 51 20 225 20 60,250 59,821 40,200 37,100 0.428891 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 5 2 129 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC CTGGTTCCTTCTGTGGCCC 2 60 51 20 179 19 60,250 60,304 40,200 58,000 1,553,300 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 5 2 130 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC CCTGGTTCCTTCTGTGGCC 2 61 51 20 180 19 60,250 60,304 40,200 53,600 1,553,300 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 5 2 131 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC CCCTGGTTCCTTCTGTGGC 2 62 51 20 181 19 60,250 60,304 40,200 50,100 1,553,300 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 8 2 159 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC CCTCAAACTCTGCAGCTCCT 2 89 51 20 209 20 60,250 59,676 40,200 36,900 0.573942 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 8 2 160 CAGCGGATAAGCCTCTGTCCCTgagggagggagggagg CAGCGGATAAGCCTCTGTCC TCCTCAAACTCTGCAGCTCC 2 90 51 20 210 20 60,250 59,677 40,200 47,000 0.572632 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:29528:48986 1 73 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 10 20 193 CACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCACCTTCCTGACAGTCTGCA GGGCCTTCAGCTACTTCCTC 20 105 33 20 225 20 59,606 59,821 44,100 37,100 0.573426 F 226 CTGTCTTTCTGTCTTTCCCTGCAGAGCCTGGTCACCTTCCTGACAGTCTGCAGCGGATAAGCCTCTGTCCCTgagggagggagggagggagggagggagggggggggggggCGGTGGGCGGAGCTGGGGTCCGGGGATGGAGCCgggggCgggggggggggggCCACAGAAGGAACCAGGGGCTGCAAAAGGAGCTGCAGAGTTTGAGGAAGTAGCTGAAGGCCCC

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 1 1 2 12 202 ATGCCCTCAGGATCCTACATTATATTAGACTAaataa ATGCCCTCAGGATCCTACAT ACTCGGTATGAAAGGTTTGCT 12 104 21 20 222 21 57,570 57,581 22,900 39,100 5,848,616 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 3 13 203 AATGCCCTCAGGATCCTACATTATATTAGACTAaata AATGCCCTCAGGATCCTACA ACTCGGTATGAAAGGTTTGCT 13 104 20 20 222 21 57,803 57,581 27,400 39,100 5,615,426 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 3 13 247 AATGCCCTCAGGATCCTACATTATATTAGACTAaata AATGCCCTCAGGATCCTACA ACTAGAAACGAGTTGATCTCTTCA 13 145 20 20 266 24 57,803 57,423 27,400 30,200 8,773,404 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 3 12 246 ATGCCCTCAGGATCCTACATTATATTAGACTAaataa ATGCCCTCAGGATCCTACAT ACTAGAAACGAGTTGATCTCTTCA 12 145 21 20 266 24 57,570 57,423 22,900 30,200 9,006,594 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 3 11 201 TGCCCTCAGGATCCTACATTATATTAGACTAaataataTGCCCTCAGGATCCTACATT ACTCGGTATGAAAGGTTTGCT 11 104 22 20 222 21 57,803 57,581 27,100 39,100 5,615,426 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 3 11 245 TGCCCTCAGGATCCTACATTATATTAGACTAaataataTGCCCTCAGGATCCTACATT ACTAGAAACGAGTTGATCTCTTCA 11 145 22 20 266 24 57,803 57,423 27,100 30,200 8,773,404 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 4 26 145 ACGGTTTCAATCGATATAATGCCCTCAGGATCCTAC ACGGTTTCAATCGATATAATGCCC TCAGTAATTATGCAAGAGTGGTCA 26 26 3 24 147 24 59,545 57,951 53,600 40,200 10,503,236 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 4 26 147 ACGGTTTCAATCGATATAATGCCCTCAGGATCCTAC ACGGTTTCAATCGATATAATGCCC TCTCAGTAATTATGCAAGAGTGGTCA 26 26 3 24 149 26 59,545 60,071 53,600 40,200 10,525,328 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 4 13 128 AATGCCCTCAGGATCCTACATTATATTAGACTAaata AATGCCCTCAGGATCCTACA TCAGTAATTATGCAAGAGTGGTCA 13 26 20 20 147 24 57,803 57,951 27,400 40,200 8,245,475 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 4 11 126 TGCCCTCAGGATCCTACATTATATTAGACTAaataataTGCCCTCAGGATCCTACATT TCAGTAATTATGCAAGAGTGGTCA 11 26 22 20 147 24 57,803 57,951 27,100 40,200 8,245,475 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 4 11 128 TGCCCTCAGGATCCTACATTATATTAGACTAaataataTGCCCTCAGGATCCTACATT TCTCAGTAATTATGCAAGAGTGGTCA 11 26 22 20 149 26 57,803 60,071 27,100 40,200 8,267,566 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2102:6076:38280_ 1 53 45 15 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 26 146 ACGGTTTCAATCGATATAATGCCCTCAGGATCCTAC ACGGTTTCAATCGATATAATGCCC CTCAGTAATTATGCAAGAGTGGTCA 26 26 3 24 148 25 59,545 58,891 53,600 40,200 10,563,191 F 284 CCACGGTTTCAATCGATATAATGCCCTCAGGATCCTACATTATATTAGACTAaataataataataataataataataataataataataataataatATTAAAGCTCTAtttttATTAAATATTGACCACTCTTGCATAATTACTGAGAATATAAATATGTTGTTTCACCAACACTACCAtttttttCTCCCCAGATATTAAGCAAACCTTTCATACCGAGTTTGTTTTCTCTGCTTATTGTTGAAGAGATCAACTCGTTTCTAGTTATTAGTAAATCAAATGA

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 1 1 5 37 180 TGACTCTTGAAGAATGTCACACCATATGGTTAGCAGTGACTCTTGAAGAATGTCACACC TGACTTGGAGGAGAGTGTGC 67 37 71 23 250 20 58,619 59,318 41,600 45,700 5,062,264 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 6 37 180 TGACTCTTGAAGAATGTCACACCATATGGTTAGCAGTGACTCTTGAAGAATGTCACACCA TGACTTGGAGGAGAGTGTGC 66 37 71 24 250 20 60,142 59,318 41,700 45,700 4,823,467 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 7 37 179 GACTCTTGAAGAATGTCACACCATATGGTTAGCAGCGACTCTTGAAGAATGTCACACCA TGACTTGGAGGAGAGTGTGC 66 37 72 23 250 20 58,619 59,318 41,700 45,700 5,062,264 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 7 8 121 GGGCCTGTTATTAttgttgttgGTGTTGTTGttattattatt GGGCCTGTTATTATTGTTGTTGG TGACTTGGAGGAGAGTGTGC 8 37 130 23 250 20 58,246 59,318 37,700 45,700 5,436,055 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 37 244 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG TGACTTGGAGGAGAGTGTGC 132 37 7 22 250 20 59,769 59,318 46,100 45,700 2,912,968 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 37 245 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG ATGACTTGGAGGAGAGTGTGC 132 37 7 22 251 21 59,769 59,722 46,100 45,700 3,508,792 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 36 243 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG GACTTGGAGGAGAGTGTGCT 132 36 7 22 249 20 59,769 59,027 46,100 44,000 3,204,117 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 23 232 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG GAGTGTGCTACTAACTGAGCCA 132 23 7 22 238 22 59,769 59,769 46,100 47,500 4,462,712 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 22 231 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG AGTGTGCTACTAACTGAGCCAC 132 22 7 22 237 22 59,769 60,029 46,100 50,100 4,260,164 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 21 229 GGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAGGCTTGTTCTGGTTAATGTGGG TGTGCTACTAACTGAGCCACA 132 21 7 22 235 21 59,769 59,032 46,100 41,700 4,199,014 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 7 120 GGGCCTGTTATTAttgttgttgGTGTTGTTGttattattatt GGGCCTGTTATTATTGTTGTTGGT GACTTGGAGGAGAGTGTGCT 7 36 130 24 249 20 59,778 59,027 36,700 44,000 5,194,806 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12530:28681 1 161 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 8 7 121 GGGCCTGTTATTAttgttgttgGTGTTGTTGttattattatt GGGCCTGTTATTATTGTTGTTGGT TGACTTGGAGGAGAGTGTGC 7 37 130 24 250 20 59,778 59,318 36,700 45,700 4,903,657 F 263 TATTTTGGCTTGTTCTGGTTAATGTGGGTAGaaaaaaGAAGAATTTTAACGAATCTCAATTCAGATAGATTGACTCTTGAAGAATGTCACACCATATGGTTAGCAGCATTTTGCCAGAGGGtttttttGGGGCCTGTTATTAttgttgttgGTGTTGTTGttattattattattattattattattattattaCTATAGCTATCTAGTGTCAGCTGTGGCTCAGTTAGTAGCACACTCTCCTCCAAGTCATAAGGTTCCAGGT

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 1 1 4 41 150 GGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTC GGTTCTTCCTCCGCCTTGTT TGATGGATCCCGGAGATGGT 41 41 89 20 238 20 60,251 60,105 28,300 35,500 0.355757 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 47 240 TGGATAGGCGGGAAGGAAGAggggggACACATAAT TGGATAGGCGGGAAGGAAGA AGAACTTTGATGGATCCCGGA 124 47 6 20 245 21 60,032 58,803 28,700 51,400 2,228,110 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 46 240 TGGATAGGCGGGAAGGAAGAggggggACACATAAT TGGATAGGCGGGAAGGAAGA AGAACTTTGATGGATCCCGGAG 124 46 6 20 245 22 60,032 59,829 28,700 46,300 2,202,963 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 45 241 TTGTTGGATAGGCGGGAAGGAAGAggggggACACATTTGTTGGATAGGCGGGAAGG ACTTTGATGGATCCCGGAGA 128 45 2 20 242 20 59,745 58,120 34,600 37,100 2,134,322 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 41 233 TGGATAGGCGGGAAGGAAGAggggggACACATAAT TGGATAGGCGGGAAGGAAGA TGATGGATCCCGGAGATGGT 124 41 6 20 238 20 60,032 60,105 28,700 35,500 0.136501 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 41 235 GTTGGATAGGCGGGAAGGAAGAggggggACACATA GTTGGATAGGCGGGAAGGAA TGATGGATCCCGGAGATGGT 126 41 4 20 238 20 59,455 60,105 33,600 35,500 0.649683 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 41 237 TTGTTGGATAGGCGGGAAGGAAGAggggggACACATTTGTTGGATAGGCGGGAAGG TGATGGATCCCGGAGATGGT 128 41 2 20 238 20 59,745 60,105 34,600 35,500 0.359734 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 39 148 TTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAATTCTTCCTCCGCCTTGTTCC TGATGGATCCCGGAGATGGT 39 41 91 20 238 20 59,964 60,105 36,200 35,500 0.141292 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 37 146 CTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAA CTTCCTCCGCCTTGTTCCTG TGATGGATCCCGGAGATGGT 37 41 93 20 238 20 60,675 60,105 38,600 35,500 0.779881 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 29 138 GCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTGCCTTGTTCCTGCCTACCTT TGATGGATCCCGGAGATGGT 29 41 101 20 238 20 59,962 60,105 35,000 35,500 0.143296 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 26 135 TTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTc TTGTTCCTGCCTACCTTGCC TGATGGATCCCGGAGATGGT 26 41 104 20 238 20 60,251 60,105 45,200 35,500 0.356151 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:12631:63736 1 150 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 20 129 CTGCCTACCTTGCCTCCAAAACCCATTTCTcccccccccCTGCCTACCTTGCCTCCAAA TGATGGATCCCGGAGATGGT 20 41 110 20 238 20 59,962 60,105 32,800 35,500 0.143152 F 254 ATTGTTGGATAGGCGGGAAGGAAGAggggggACACATAATACAgggggTGCCCTTTGCACAATGGGGCAccccccccccccccAAGAGGGTTCTTCCTCCGCCTTGTTCCTGCCTACCTTGCCTCCAAAACCCATTTCTccccccccccccctccctccctccctccctccctccctAACCTTCCTGATCCCTCCCCGCCCTAAAATCCCCAGACTTAACCATCTCCGGGATCCATCAAAGTTCTTTGTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 1 1 4 17 126 CTCTGTTTCCTTGTCACTTcccccccccccccccTccccccc CTCTGTTTCCTTGTCACTTCCC GGTCTGTATGTGAGGCCTGG 46 17 59 22 184 20 58,858 59,821 39,700 44,500 3,321,174 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 16 125 CTCTGTTTCCTTGTCACTTcccccccccccccccTccccccc CTCTGTTTCCTTGTCACTTCCC GTCTGTATGTGAGGCCTGGG 46 16 59 22 183 20 58,858 59,821 39,700 44,500 3,321,174 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 16 126 CCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccc CCTCTGTTTCCTTGTCACTTCC GTCTGTATGTGAGGCCTGGG 47 16 58 22 183 20 58,858 59,821 34,600 44,500 3,321,174 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 63 212 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTT TTGGCTGGATTCAGTTCCGG 90 63 19 18 230 20 59,716 60,322 41,100 51,400 2,606,607 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 7 63 211 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTTT TGGCTGGATTCAGTTCCGG 89 63 19 19 229 19 60,383 59,700 32,700 51,400 2,683,034 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 7 63 212 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTTT TTGGCTGGATTCAGTTCCGG 89 63 19 19 230 20 60,383 60,322 32,700 51,400 1,705,842 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 7 20 169 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTTT GGAGGTCTGTATGTGAGGCC 89 20 19 19 187 20 60,383 59,534 32,700 51,900 1,849,510 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 7 17 166 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTTT GGTCTGTATGTGAGGCCTGG 89 17 19 19 184 20 60,383 59,821 32,700 44,500 1,562,386 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:14367:10732 1 127 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 7 16 165 GGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTGGGTTGGTTGGGTGGGTTT GTCTGTATGTGAGGCCTGGG 89 16 19 19 183 20 60,383 59,821 32,700 44,500 1,562,386 F 265 CGCCTTTGCAGTGCTGCGGGGTTGGTTGGGTGGGtttttATtctctcACAtttttttCCTCTGTTTCCTTGTCACTTcccccccccccccccTcccccccccccTcccccccccccccccccccccccgccgccgccgccgccgccgCCCGGTGCCGTCGCTGCCCAGGCCTCACATACAGACCTCCCCGTCCGACTAACCGTCGCGACCCCGGAACTGAATCCAGCCAAAAGCGTCACCTCGCACTTCCGGCAGCGGCGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 1 1 14 5 236 CTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTCTCAGGGTCAGCCACACATT CACGCACATACGCACACATG 104 5 25 20 260 20 59,963 60,519 27,100 32,100 0.556273 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 14 191 TGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTTGTCAGCTAAGAACATCATCACGA GCATACACGCACGCACATAC 46 14 79 24 269 20 60,082 60,315 43,500 23,900 4,397,304 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 14 245 CTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTCTCAGGGTCAGCCACACATT GCATACACGCACGCACATAC 104 14 25 20 269 20 59,963 60,315 27,100 23,900 0.352363 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 154 AAGCACAACAGATGCATGCCAAAACAGGTAGGGTt AAGCACAACAGATGCATGCC CATACACGCACGCACATACG 14 13 115 20 268 20 59,754 60,044 44,000 30,600 0.289785 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 190 TGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTTGTCAGCTAAGAACATCATCACGA CATACACGCACGCACATACG 46 13 79 24 268 20 60,082 60,044 43,500 30,600 4,126,491 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 190 TGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTTGTCAGCTAAGAACATCATCACG CATACACGCACGCACATACG 47 13 79 23 268 20 58,824 60,044 43,500 30,600 4,220,516 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 219 CATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCCATGACGCTCCTGAGGGAAA CATACACGCACGCACATACG 79 13 50 20 268 20 59,750 60,044 31,300 30,600 0.294480 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 231 acacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGACACATTGTGAGCATGACGC CATACACGCACGCACATACG 91 13 38 20 268 20 59,481 60,044 51,900 30,600 0.562882 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 243 TCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGTCAGGGTCAGCCACACATTG CATACACGCACGCACATACG 103 13 26 20 268 20 60,251 60,044 28,200 30,600 0.295104 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 13 244 CTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTCTCAGGGTCAGCCACACATT CATACACGCACGCACATACG 104 13 25 20 268 20 59,963 60,044 27,100 30,600 0.081549 G 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 12 152 GCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgGCACAACAGATGCATGCCAA CATACACGCACGCACATACG 12 13 117 20 268 20 60,038 60,044 45,200 30,600 0.082313 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17848:69502 1 149 87 9 2 ACGC TGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCNA 0 0 16 12 153 GCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgGCACAACAGATGCATGCCAA GCATACACGCACGCACATAC 12 14 117 20 269 20 60,038 60,315 45,200 23,900 0.353126 D 282 CTCTTCAGGTGTCAGATgggggCCCTCAGGGTCAGCcacacaTTGTGAGCATGACGCTCCTGAGGGaaaaaCAGAATATGTCAGCTAAGAACATCATCACGAAGTGTCTATGCTAAGCACAACAGATGCATGCCAAAACAGGTAGGGTtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgtgtgtgtgtgtgCGTGCgtgtgtGCGTGCgtgtgtgtgtgtGCgtgtgtGCGTGCAtgtgtgCGTATGTGCGTGCGTGTATGCGTGCAtgtgtgCG

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 3 38 246 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATGGTCTTTGAATACACAACATTCATTGT GTCAGTGTGCCATAATCGTGG 38 139 1 27 246 21 59,133 59,334 27,100 49,400 9,533,082 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 0 136 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC CTTGTGAAACCCTTGCACGT 0 72 43 23 178 20 58,873 59,262 42,600 44,900 4,865,560 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 0 136 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC CTTGTGAAACCCTTGCACGTT 0 71 43 23 178 21 58,873 59,866 42,600 39,900 5,261,346 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 0 137 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC TCTTGTGAAACCCTTGCACG 0 73 43 23 179 20 58,873 58,979 42,600 53,400 5,148,373 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 0 177 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC TCGGTGAACTCCTCCCTGTC 0 113 43 23 219 20 58,873 60,899 42,600 35,100 5,025,960 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 0 204 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC GTCAGTGTGCCATAATCGTGG 0 139 43 23 246 21 58,873 59,334 42,600 49,400 5,792,850 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 179 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC AGTCGGTGAACTCCTCCCTG 0 115 43 23 221 20 58,873 60,901 42,600 44,500 5,027,819 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 180 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC TAGTCGGTGAACTCCTCCCT 0 116 43 23 222 20 58,873 59,297 42,600 42,000 4,830,073 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 39 245 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATGGTCTTTGAATACACAACATTCATTG TCAGTGTGCCATAATCGTGGT 39 138 1 26 245 21 57,769 59,722 28,200 41,600 9,509,146 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 38 245 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATGGTCTTTGAATACACAACATTCATTGT TCAGTGTGCCATAATCGTGGT 38 138 1 27 245 21 59,133 59,722 27,100 41,600 9,145,245 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 0 203 TGTCTGTTAACTTTCCAGTGAGCggaggaggaggagga TGTCTGTTAACTTTCCAGTGAGC TCAGTGTGCCATAATCGTGGT 0 138 43 23 245 21 58,873 59,722 42,600 41,600 5,405,013 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:17888:1291_ 1 66 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 0 204 TTGTCTGTTAACTTTCCAGTGAGCggaggaggaggagg TTGTCTGTTAACTTTCCAGTGAGC TCAGTGTGCCATAATCGTGGT 0 138 42 24 245 21 59,425 59,722 42,600 41,600 5,852,670 A 263 GGTCTTTGAATACACAACATTCATTGTGTTACTCTATACTATTGTCTGTTAACTTTCCAGTGAGCggaggaggaggaggaggaggaACCAGTAACAAGAAGAGTAATTGCTTTTGTTCATGTTTTATTCAAGTTATTGCTTATTTTAATTTATCAGTAACGTGCAAGGGTTTCACAAGACATACATACAGCCATTTGGGGACAGGGAGGAGTTCACCGACTAATACCACGATTATGGCACACTGACtttttCAACACCACCAA

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 24 261 TGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTTGTCTGGAGGGATGGTGTCT ATCCATGCTGCAACCAGGAA 24 176 6 20 266 20 59,883 59,960 34,100 33,600 0.157197 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 22 107 TGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTTGTCTGGAGGGATGGTGTCT AAGGGTACAGACCTTGCCAC 24 22 6 20 112 20 59,883 59,599 34,100 50,100 0.517734 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 26 263 TCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCTCTGTCTGGAGGGATGGTGT ATCCATGCTGCAACCAGGAA 26 176 4 20 266 20 59,883 59,960 41,600 33,600 0.157197 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 22 109 TCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCTCTGTCTGGAGGGATGGTGT AAGGGTACAGACCTTGCCAC 26 22 4 20 112 20 59,883 59,599 41,600 50,100 0.517734 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 26 171 TCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCTCTGTCTGGAGGGATGGTGT ACTCACCAGAGCATGTTCCG 26 84 4 20 174 20 59,883 60,037 41,600 43,000 0.154092 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 24 169 TGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTTGTCTGGAGGGATGGTGTCT ACTCACCAGAGCATGTTCCG 24 84 6 20 174 20 59,883 60,037 34,100 43,000 0.154092 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 7 90 TCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctc TCTCGTATGCCTCCTCCCTC AAGGGTACAGACCTTGCCAC 7 22 23 20 112 20 60,179 59,599 43,000 50,100 0.579580 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 7 244 TCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctc TCTCGTATGCCTCCTCCCTC ATCCATGCTGCAACCAGGAA 7 176 23 20 266 20 60,179 59,960 43,000 33,600 0.219044 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 2 147 TATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctcc TATGCCTCCTCCCTCCCTTC ACTCACCAGAGCATGTTCCG 2 84 28 20 174 20 60,105 60,037 34,600 43,000 0.141886 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 2 236 TATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctcc TATGCCTCCTCCCTCCCTTC CATGCTGCAACCAGGAACAT 2 173 28 20 263 20 60,105 59,107 34,600 27,100 0.997689 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 2 238 TATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctcc TATGCCTCCTCCCTCCCTTC TCCATGCTGCAACCAGGAAC 2 175 28 20 265 20 60,105 60,895 34,600 36,200 1,000,034 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:20009:27116 1 50 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 2 239 TATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctcc TATGCCTCCTCCCTCCCTTC ATCCATGCTGCAACCAGGAA 2 176 28 20 266 20 60,105 59,960 34,600 33,600 0.144992 A 276 CAATCTGTCTGGAGGGATGGTGTCTCGTATGCCTCCTCCCTCCCTTCCTtcctcctcctcctcctcctccTTAGGTGCTTGTTGAAGGCCTAGTGGCAAGGTCTGTACCCTTATGATCGCAGGTTGTGTAGGATTCAGATGGTCACCATGAATCCGGAACATGCTCTGGTGAGTATTGGAGAGCTCCATCTGAGCATTCGAAGCAACAGAACTATTGTCTGAGGTGTCTATAGTCAGCTCATAATGTTCCTGGTTGCAGCATGGATCTCACTGTAG

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 1 1 16 37 240 TGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTTGCCTTGGAGTTGTCACACT TGGTTGTGGTTGTGGCGG 108 37 3 20 242 18 59,454 60,831 35,500 61,300 3,376,949 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 37 241 CTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGCTGCCTTGGAGTTGTCACAC TGGTTGTGGTTGTGGCGG 109 37 2 20 242 18 59,053 60,831 38,200 61,300 3,778,070 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 37 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTACTGCCTTGGAGTTGTCACA TGGTTGTGGTTGTGGCGG 110 37 1 20 242 18 59,454 60,831 35,800 61,300 3,376,949 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 26 158 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA TGGTTGTGGTTGTGGCGG 26 37 85 20 242 18 59,962 60,831 41,700 61,300 2,869,137 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 25 157 CACCACAACACAACCACCACAACCACAACCACCACACACCACAACACAACCACCAC TGGTTGTGGTTGTGGCGG 25 37 86 20 242 18 59,828 60,831 41,600 61,300 3,003,179 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 18 150 ACACAACCACCACAACCACAACCACCACAACTACAAACACAACCACCACAACCACA TGGTTGTGGTTGTGGCGG 18 37 93 20 242 18 60,251 60,831 41,700 61,300 3,082,212 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 16 14 137 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA TGGTGGTTGTGGTGGTAGTT 26 14 85 20 221 20 59,962 59,080 41,700 22,400 0.958748 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 17 6 130 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA TGTGGTGGTAGTTGTGGTTGT 26 6 85 20 214 21 59,962 59,718 41,700 33,200 1,320,757 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 17 6 212 TGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTTGCCTTGGAGTTGTCACACT TGTGGTGGTAGTTGTGGTTGT 108 6 3 20 214 21 59,454 59,718 35,500 33,200 1,828,569 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 17 6 214 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTACTGCCTTGGAGTTGTCACA TGTGGTGGTAGTTGTGGTTGT 110 6 1 20 214 21 59,454 59,718 35,800 33,200 1,828,569 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 16 139 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA GGTGGTGGTTGTGGTGGTAG 26 16 85 20 223 20 59,962 60,536 41,700 31,800 0.574770 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 16 140 TTCACCACAACACAACCACCACAACCACAACCACCA TTCACCACAACACAACCACC GGTGGTGGTTGTGGTGGTAG 27 16 84 20 223 20 58,822 60,536 46,100 31,800 1,714,736 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 16 141 TTTCACCACAACACAACCACCACAACCACAACCACC TTTCACCACAACACAACCACC GGTGGTGGTTGTGGTGGTAG 27 16 83 21 223 20 59,454 60,536 46,100 31,800 2,082,936 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 16 221 TGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTTGCCTTGGAGTTGTCACACT GGTGGTGGTTGTGGTGGTAG 108 16 3 20 223 20 59,454 60,536 35,500 31,800 1,082,582 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 15 138 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA GTGGTGGTTGTGGTGGTAGT 26 15 85 20 222 20 59,962 59,818 41,700 27,300 0.220134 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 15 140 TTTCACCACAACACAACCACCACAACCACAACCACC TTTCACCACAACACAACCACC GTGGTGGTTGTGGTGGTAGT 27 15 83 21 222 20 59,454 59,818 46,100 27,300 1,728,300 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 15 220 TGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTTGCCTTGGAGTTGTCACACT GTGGTGGTTGTGGTGGTAGT 108 15 3 20 222 20 59,454 59,818 35,500 27,300 0.727946 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 15 222 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTACTGCCTTGGAGTTGTCACA GTGGTGGTTGTGGTGGTAGT 110 15 1 20 222 20 59,454 59,818 35,800 27,300 0.727946 F 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 4 127 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA GGTGGTAGTTGTGGTTGTGG 26 4 85 20 211 20 59,962 58,685 41,700 41,700 1,353,040 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 18 4 209 TGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTTGCCTTGGAGTTGTCACACT GGTGGTAGTTGTGGTTGTGG 108 4 3 20 211 20 59,454 58,685 35,500 41,700 1,860,852 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:21846:65107 1 131 57 7 1.5 ACC ACCACAACCACAACCACAACCACAACCACCACCACCNA 0 0 19 4 128 TCACCACAACACAACCACCACAACCACAACCACCACTCACCACAACACAACCACCA TGGTGGTAGTTGTGGTTGTGG 26 4 85 20 212 21 59,962 60,409 41,700 41,700 1,447,271 B 242 ACTGCCTTGGAGTTGTCACACTCATATTCCAATCTCTGTCCTTGGATGAGCTACAATTTCCTCCAATTACTAAGACACCTACTTTCACCACAACACAACCACCACAACCACAACCACCACAACTACAACCaccacaaccacaaccacaaccacaaccaccaccaccaccaccaccACAaccaccaccAGAACCACAACCACAACTACCACCACAaccaccaccGCCGCCACAACCACAACCA

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 4 49 162 TTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTG TTGTTTCCCACTGACCTGCC AAGAGCACCGTCATCACCG 50 49 8 20 169 19 60,467 60,080 48,500 49,400 1,547,109 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 49 163 GTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACT GTTGTTTCCCACTGACCTGC AAGAGCACCGTCATCACCG 51 49 7 20 169 19 59,331 60,080 48,500 49,400 1,748,354 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 49 165 TCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGA TCGTTGTTTCCCACTGACCT AAGAGCACCGTCATCACCG 53 49 5 20 169 19 59,165 60,080 38,500 49,400 1,914,431 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 5 91 GCTGACTGGCTCATCACGTAGGACCGGGTGACCAC GCTGACTGGCTCATCACGTA TGACCAAGTCATACCGGAGC 22 5 36 20 126 20 59,827 59,465 35,700 47,000 0.708816 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 4 90 GCTGACTGGCTCATCACGTAGGACCGGGTGACCAC GCTGACTGGCTCATCACGTA GACCAAGTCATACCGGAGCA 22 4 36 20 125 20 59,827 59,465 35,700 42,600 0.708816 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:23754:58743 1 78 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 8 94 GCTGACTGGCTCATCACGTAGGACCGGGTGACCAC GCTGACTGGCTCATCACGTA CGGTGACCAAGTCATACCGG 22 8 36 20 129 20 59,827 60,460 35,700 52,800 0.633066 A 169 GTGTTCGTTGTTTCCCACTGACCTGCCCTCCAGTGGCTGACTGGCTCATCACGTAGGACCGGGTGACCACACTGTCGcctcctcctcctcctcctcctcctCCGCTGCTCCGGTATGACTTGGTCACCGTGGTGCGGGAACTCGAGCCTCCGGTGATGACGGTGCTCTT

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 1 1 3 40 190 CTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCC CTCATTAAATCCAACCTCTTTGACCA AAGTGCTTCACAGGAGCAGG 83 40 10 26 199 20 59,566 60,251 40,200 48,500 6,684,668 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 40 191 ACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCACTCATTAAATCCAACCTCTTTGACC AAGTGCTTCACAGGAGCAGG 84 40 9 26 199 20 59,566 60,251 40,200 48,500 6,684,980 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 38 142 GGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAGGCTTGGTGTCAGATTTGCC TCAAAGTGCTTCACAGGAGCA 38 42 61 20 202 21 59,755 60,134 45,200 42,600 1,378,850 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 3 37 141 GCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAAGCTTGGTGTCAGATTTGCCC TCAAAGTGCTTCACAGGAGCA 37 42 62 20 202 21 59,755 60,134 53,600 42,600 1,378,850 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 82 243 AGACACTCATTAAATCCAACCTCTTTGACCAATCTTTAGACACTCATTAAATCCAACCTCT ACAACAACATGCAATTATATAGTGCC 90 82 5 24 247 26 57,620 58,797 36,900 50,100 13,582,605 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 81 242 AGACACTCATTAAATCCAACCTCTTTGACCAATCTTTAGACACTCATTAAATCCAACCTCT CAACAACATGCAATTATATAGTGCCT 90 81 5 24 246 26 57,620 58,572 36,900 47,500 13,808,099 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 81 243 AGACACTCATTAAATCCAACCTCTTTGACCAATCTTTAGACACTCATTAAATCCAACCTCT ACAACAACATGCAATTATATAGTGCCT 90 81 5 24 247 27 57,620 59,931 36,900 47,500 13,448,672 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 40 195 AGACACTCATTAAATCCAACCTCTTTGACCAATCTTTAGACACTCATTAAATCCAACCTCT AAGTGCTTCACAGGAGCAGG 90 40 5 24 199 20 57,620 60,251 36,900 48,500 6,630,719 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 39 140 TGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCTGGCTTGGTGTCAGATTTGC AAGTGCTTCACAGGAGCAGG 39 40 60 20 199 20 59,039 60,251 36,800 48,500 1,211,659 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 32 125 GTGTCAGATTTGCCCACAGCAGTCACTGCAATATTc GTGTCAGATTTGCCCACAGC CACAGGAGCAGGGCCATTAT 32 32 67 20 191 20 59,758 59,816 44,000 12,800 0.426469 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 32 127 TGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTGGTGTCAGATTTGCCCACA CACAGGAGCAGGGCCATTAT 34 32 65 20 191 20 59,815 59,816 41,700 12,800 0.369144 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:24058:67744 1 119 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 32 130 GCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAAGCTTGGTGTCAGATTTGCCC CACAGGAGCAGGGCCATTAT 37 32 62 20 191 20 59,755 59,816 53,600 12,800 0.429173 F 247 TTTAAGACACTCATTAAATCCAACCTCTTTGACCAATCTTTTGGCCATATGTCCTAATGTGGCTTGGTGTCAGATTTGCCCACAGCAGTCACTGCAATATTcacacaGCATACACTGAaccaccaccaccaccaccaccAACCCCACCCAAcccccccACCCCTCCCCTGGATAATGGCCCTGCTCCTGTGAAGCACTTTGAGATGTCTTACTATGTTAAAGGCACtatataATTGCAtgttgttgt

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 6 8 93 GGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcc GGAGGTCGCTGAGGGAAATC GCCTGATTGGACGATCCCTT 8 21 18 20 110 20 60,179 59,819 21,700 39,500 0.360420 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 8 166 GGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcc GGAGGTCGCTGAGGGAAATC AGTTCAAATCCCGCGCCTC 8 95 18 20 183 19 60,179 60,745 21,700 47,000 1,924,559 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 8 216 GGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcc GGAGGTCGCTGAGGGAAATC CCGTCTGTCTCCGAGCGG 8 146 18 20 233 18 60,179 62,181 21,700 55,200 4,360,016 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 8 254 GGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcc GGAGGTCGCTGAGGGAAATC AAAGACAGGCCGATATCGCC 8 182 18 20 271 20 60,179 60,250 21,700 55,400 0.428981 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 92 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC GCCTGATTGGACGATCCCTT 7 21 19 20 110 20 60,179 59,819 30,100 39,500 0.360420 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 93 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC GGCCTGATTGGACGATCCC 7 23 19 20 111 19 60,179 60,228 30,100 38,500 1,407,043 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 165 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC AGTTCAAATCCCGCGCCTC 7 95 19 20 183 19 60,179 60,745 30,100 47,000 1,924,559 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 175 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC AACCGCCGCCAGTTCAAATC 7 104 19 20 193 20 60,179 61,863 30,100 21,700 2,041,672 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 215 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC CCGTCTGTCTCCGAGCGG 7 146 19 20 233 18 60,179 62,181 30,100 55,200 4,360,016 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 216 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC CCCGTCTGTCTCCGAGCG 7 147 19 20 234 18 60,179 62,181 30,100 50,300 4,360,016 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 253 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC AAAGACAGGCCGATATCGCC 7 182 19 20 271 20 60,179 60,250 30,100 55,400 0.428981 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:26271:29384 1 46 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 7 252 GAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctc GAGGTCGCTGAGGGAAATCC AAGACAGGCCGATATCGCC 7 182 19 20 270 19 60,179 59,632 30,100 55,400 1,546,910 F 277 GGGAAAAGCCGATGGGCGGAGGTCGCTGAGGGAAATCCCTccccccctcctcctcctcctcctcctcctCCGTGATGGTGAACAGGTGGAAAGGGATCGTCCAATCAGGCCTCGGTGCgggggCCCTGACCAATAGGGAGGCGGCCGgcgcgcGGCACCAATGGGAGGCGCGGGATTTGAACTGGCGGCGGTTGGTGGGTGGCGCGGAGCGGCGGCCGCTCGGAGACAGACGGGGCAGCGGGAGCCGCCGGGGCGATATCGGCCTGTCTTTTATCAT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 1 1 4 0 100 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT TGGAAGACTTTCAGCCTGTCT 0 32 9 20 108 21 60,533 58,950 31,600 34,100 2,582,784 B 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 101 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT TTGGAAGACTTTCAGCCTGTCT 0 32 9 20 109 22 60,533 59,560 31,600 34,100 2,972,147 B 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 135 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GCTGGCCTTGGTGGAATTCA 0 68 9 20 143 20 60,533 60,900 31,600 25,700 1,432,356 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 166 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT TTGTGTTCATCCCTGGTGGC 0 99 9 20 174 20 60,533 60,539 31,600 50,100 1,072,078 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 209 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GGACCAGCATCGAACTAACGA 0 141 9 20 217 21 60,533 60,135 31,600 38,500 1,667,839 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 209 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GGACCAGCATCGAACTAACG 0 142 9 20 217 20 60,533 58,722 31,600 31,800 1,810,878 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 0 242 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GGCCTCAAGTCCTGATCAGC 0 175 9 20 250 20 60,533 60,463 31,600 42,600 0.996114 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 6 106 AGTGAGTCAGACACGCATGCACACTTctcctcctcctcc AGTGAGTCAGACACGCATGC TGGAAGACTTTCAGCCTGTCT 6 32 3 20 108 21 60,669 58,950 40,600 34,100 2,718,851 B 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 6 172 AGTGAGTCAGACACGCATGCACACTTctcctcctcctcc AGTGAGTCAGACACGCATGC TTGTGTTCATCCCTGGTGGC 6 99 3 20 174 20 60,669 60,539 40,600 50,100 1,208,145 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 6 215 AGTGAGTCAGACACGCATGCACACTTctcctcctcctcc AGTGAGTCAGACACGCATGC GGACCAGCATCGAACTAACGA 6 141 3 20 217 21 60,669 60,135 40,600 38,500 1,803,906 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 6 247 AGTGAGTCAGACACGCATGCACACTTctcctcctcctcc AGTGAGTCAGACACGCATGC GCCTCAAGTCCTGATCAGCA 6 174 3 20 249 20 60,669 59,749 40,600 44,100 0.920060 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 3 169 GAGTCAGACACGCATGCACACTTctcctcctcctcctcctcGAGTCAGACACGCATGCACA TTGTGTTCATCCCTGGTGGC 3 99 6 20 174 20 60,946 60,539 45,700 50,100 1,485,181 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 241 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GCCTCAAGTCCTGATCAGCA 0 174 9 20 249 20 60,533 59,749 31,600 44,100 0.783993 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 7 0 104 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GGGTTGGAAGACTTTCAGCCT 0 36 9 20 112 21 60,533 60,203 31,600 45,800 1,735,579 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:31436:65476 1 29 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 8 0 104 TCAGACACGCATGCACACTTctcctcctcctcctcctcctcc TCAGACACGCATGCACACTT GGGTTGGAAGACTTTCAGCC 0 37 9 20 112 20 60,533 58,752 31,600 48,500 1,781,126 F 256 AGAGTGAGTCAGACACGCATGCACACTTctcctcctcctcctcctcctcctcctcCCTCCCCAAAAGCAGGCCAGgagagaAGGAAAAGACAGGCTGAAAGTCTTCCAAcccccACTTTCATATGAATTCCACCAAGGCCAGCCCAGAAtgtgtgCCACCAGGGATGAACACAAGGTCAGTGTTTGTTAACCCAACTCGTTAGTTCGATGCTGGTCCCCACCCCTTCCCTGCTGATCAGGACTTGAGGCCTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 1 1 14 3 141 ACCACTATGCCATCACTTcccccATATgagggagggagg ACCACTATGCCATCACTTCCC CCCTCACGCACACACTCC 6 3 9 21 149 18 59,787 60,358 39,700 38,500 3,570,452 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 14 2 140 ACCACTATGCCATCACTTcccccATATgagggagggagg ACCACTATGCCATCACTTCCC CCTCACGCACACACTCCC 6 2 9 21 148 18 59,787 60,358 39,700 43,000 3,570,452 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 16 0 138 ACCACTATGCCATCACTTcccccATATgagggagggagg ACCACTATGCCATCACTTCCC TCACGCACACACTCCCTC 6 0 9 21 146 18 59,787 59,265 39,700 43,000 3,947,526 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 17 0 138 CCACTATGCCATCACTTcccccATATgagggagggagggaCCACTATGCCATCACTTCCC CTCACGCACACACTCCCTC 6 0 10 20 147 19 58,027 60,373 39,700 43,000 3,346,369 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 17 0 139 ACCACTATGCCATCACTTcccccATATgagggagggagg ACCACTATGCCATCACTTCCC CTCACGCACACACTCCCTC 6 0 9 21 147 19 59,787 60,373 39,700 43,000 2,586,432 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:5386:56915_ 1 36 93 8 2 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 17 0 140 TACCACTATGCCATCACTTcccccATATgagggagggag TACCACTATGCCATCACTTCCC CTCACGCACACACTCCCTC 6 0 8 22 147 19 59,562 60,373 39,700 43,000 3,811,518 G 202 GTGACAATACCACTATGCCATCACTTcccccATATgagggagggagggagggagggagggagggagggagtgagtgagtgagtgagtgagtgagtgtgagtgagtgaGTAGTgagagagtgtgtgtgtGAGGGAgtgtgtGCGTGAGGGAgtgtgtgtgtgagagaGGGAGAgtgtgtgtgtgagagaGGGAGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 4 53 180 TGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGG TGTACTTCCCTGCTGTCAGC GCCTGACATGTGGTTGAGGA 66 53 65 20 244 20 59,678 59,963 42,600 37,100 0.358403 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 53 205 GTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGGTCCTGAACTTCAGCCACCT GCCTGACATGTGGTTGAGGA 91 53 40 20 244 20 59,602 59,963 40,000 37,100 0.435050 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 53 206 TGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTTGTCCTGAACTTCAGCCACC GCCTGACATGTGGTTGAGGA 92 53 39 20 244 20 59,891 59,963 46,100 37,100 0.145317 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 40 154 CTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGACTCAGCACGGGAGCAGTTTA GCCTGACATGTGGTTGAGGA 40 53 91 20 244 20 60,037 59,963 20,100 37,100 0.074058 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 37 151 AGCACGGGAGCAGTTTATGTAGCTCCACCTTGAAC AGCACGGGAGCAGTTTATGT GCCTGACATGTGGTTGAGGA 37 53 94 20 244 20 59,675 59,963 22,900 37,100 0.361675 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 53 208 CCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCCTGTCCTGAACTTCAGCCA GCCTGACATGTGGTTGAGGA 94 53 37 20 244 20 59,602 59,963 47,500 37,100 0.434673 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 53 243 GCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACGCTTGACAGGTGATTTCCAGG GCCTGACATGTGGTTGAGGA 128 53 2 21 244 20 59,185 59,963 44,500 37,100 1,851,735 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 16 130 GCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAGCTCCACCTTGAACCTCTGT GCCTGACATGTGGTTGAGGA 16 53 115 20 244 20 59,602 59,963 34,100 37,100 0.435050 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 54 241 TGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTGACAGGTGATTTCCAGGTGG GGCCTGACATGTGGTTGAGG 125 54 5 21 245 20 59,926 60,962 46,100 38,600 2,036,119 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 53 240 TGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTGACAGGTGATTTCCAGGTGG GCCTGACATGTGGTTGAGGA 125 53 5 21 244 20 59,926 59,963 46,100 37,100 1,110,495 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 17 131 AGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAGCTCCACCTTGAACCTCTG GCCTGACATGTGGTTGAGGA 17 53 114 20 244 20 59,310 59,963 33,500 37,100 0.726355 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 16 122 GCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAGCTCCACCTTGAACCTCTGT TGTGGTTGAGGAGAAGGCAG 16 45 115 20 236 20 59,602 59,602 34,100 48,500 0.796259 B 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 98 AGCACGGGAGCAGTTTATGTAGCTCCACCTTGAAC AGCACGGGAGCAGTTTATGT TACACTTGCTGGTGATGGTG 37 0 94 20 191 20 59,675 57,817 22,900 41,700 2,508,421 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 101 CTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGACTCAGCACGGGAGCAGTTTA TACACTTGCTGGTGATGGTG 40 0 91 20 191 20 60,037 57,817 20,100 41,700 2,220,804 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 127 TGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGG TGTACTTCCCTGCTGTCAGC TACACTTGCTGGTGATGGTG 66 0 65 20 191 20 59,678 57,817 42,600 41,700 2,505,149 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 152 GTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGGTCCTGAACTTCAGCCACCT TACACTTGCTGGTGATGGTG 91 0 40 20 191 20 59,602 57,817 40,000 41,700 2,581,796 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 153 TGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTTGTCCTGAACTTCAGCCACC TACACTTGCTGGTGATGGTG 92 0 39 20 191 20 59,891 57,817 46,100 41,700 2,292,063 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 155 CCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCCTGTCCTGAACTTCAGCCA TACACTTGCTGGTGATGGTG 94 0 37 20 191 20 59,602 57,817 47,500 41,700 2,581,419 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 0 190 GCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACGCTTGACAGGTGATTTCCAGG TACACTTGCTGGTGATGGTG 128 0 2 21 191 20 59,185 57,817 44,500 41,700 3,998,481 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 0 191 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTATGCTTGACAGGTGATTTCCAG TACACTTGCTGGTGATGGTG 129 0 1 21 191 20 58,493 57,817 38,600 41,700 4,690,963 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2103:6045:6548_1 1 151 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 7 0 191 GCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACGCTTGACAGGTGATTTCCAGG TTACACTTGCTGGTGATGGTG 128 0 2 21 192 21 59,185 58,497 44,500 41,700 4,318,334 A 257 TGCTTGACAGGTGATTTCCAGGTGGAATTCAGTTTACCTGTCCTGAACTTCAGCCACCTTGATCTGTACTTCCCTGCTGTCAGCCTTCACCTCAGCACGGGAGCAGTTTATGTAGCTCCACCTTGAACCTCTGTTGAGGCACAACAGGAAcagcagcagcagcagcagcagCACCATCACCAGCAAGTGTAAAACCAGCTggaggaggaGCACCAGCTGCCTTCTCCTCAACCACATGTCAGGCCGCAGGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 1 1 2 42 162 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGGCCTTTGCATTTGTTAGGA TGTGTCAGCTGCAAATTTCTCA 42 45 1 21 162 22 59,456 59,049 29,400 32,700 4,494,777 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 0 0 2 37 155 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGGCCTTTGCATTTGTTAGGA GCTGCAAATTTCTCAATCATGCG 42 37 1 21 155 23 59,456 60,000 29,400 47,300 4,543,879 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 0 0 3 42 162 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGGCCTTTGCATTTGTTAGGA TGTGTCAGCTGCAAATTTCTCAA 42 44 1 21 162 23 59,456 59,619 29,400 30,200 4,924,756 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 15 134 TCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATt TCCATGAGCGAGATGAGGTT TGTGTCAGCTGCAAATTTCTCA 15 45 29 20 162 22 58,511 59,049 35,000 32,700 4,440,456 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 0 0 7 16 129 CATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTACATCCATGAGCGAGATGAGGT GCTGCAAATTTCTCAATCATGCG 16 37 27 21 155 23 59,656 60,000 38,500 47,300 4,343,867 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:10023:17412 1 64 32 8 1 AAAT TAAATAAATAAATAAATAAATAAATAAATAAA NA 0 0 7 16 136 CATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTACATCCATGAGCGAGATGAGGT TGTGTCAGCTGCAAATTTCTCA 16 45 27 21 162 22 59,656 59,049 38,500 32,700 4,294,764 F 209 CGGCCTTTGCATTTGTTAGGAAACCTCATCCATGAGCGAGATGAGGTTTCCTAAAGCTTTTATtaaataaataaataaataaataaataaataaaAATTCATAAATATaaaaaCATGCCCCATCTCATGTGACGCATGATTGAGAAATTTGCAGCTGACACaaaaaTCGGCCATCTAGTTGATAGTaaaaaGGATAGCTGTTGTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 3 41 205 AGAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCGA GACGGGTCCGGCTCTTTG 102 41 32 20 236 18 60,395 60,434 55,400 27,700 2,829,670 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 41 206 CAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCG GACGGGTCCGGCTCTTTG 103 41 31 20 236 18 60,249 60,434 56,900 27,700 2,683,432 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 41 204 GAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCGAC GACGGGTCCGGCTCTTTG 101 41 33 20 236 18 60,249 60,434 51,900 27,700 2,683,308 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 23 114 CCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGCCTCCGTACCGACAGCATTT CGTGGAGCCAGGGTTGAG 29 23 105 20 218 18 60,108 60,047 23,200 30,200 2,155,221 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 23 186 GAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCGAC CGTGGAGCCAGGGTTGAG 101 23 33 20 218 18 60,249 60,047 51,900 30,200 2,295,841 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 23 187 AGAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCGA CGTGGAGCCAGGGTTGAG 102 23 32 20 218 18 60,395 60,047 55,400 30,200 2,442,203 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 23 188 CAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGAAGACCGGATACTGGCG CGTGGAGCCAGGGTTGAG 103 23 31 20 218 18 60,249 60,047 56,900 30,200 2,295,964 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 91 ATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcct ATTTCCTCCAAGGCGTCTGG GTGGAGCCAGGGTTGAGG 7 22 127 20 217 18 60,035 59,647 38,600 38,600 2,387,861 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:1661:59956_ 1 154 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 7 92 ATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcct ATTTCCTCCAAGGCGTCTGG CGTGGAGCCAGGGTTGAG 7 23 127 20 218 18 60,035 60,047 38,600 30,200 2,081,948 A 245 GTGGAAAGGGTGAGCAGCACAATTATGAAGCAGAAGACCGGATACTGGCGACCGATATCTCGGACCAGGTGAAACCTGAGCCTCAGCCCCAACTCCCGGAGCGCCCTCCGTACCGACAGCATTTTCATTTCCTCCAAGGCGTCTGGAGCAGCGcctcctcctcctcctcctcctcctGCTCCTCTCCCGAAGAGCGCGGCCTCAACCCTGGCTCCACGCAAAGAGCCGGACCCGTCCCCGGGTTC

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 1 1 8 2 134 AGACAGAGGCAGTGAGAGGAATagagagCGagatag AGACAGAGGCAGTGAGAGGA CGCTGTCAATCTCTCGGTCT 2 40 115 20 248 20 59,592 59,546 37,100 38,500 0.861321 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 8 2 135 AGACAGAGGCAGTGAGAGGAATagagagCGagatag AGACAGAGGCAGTGAGAGGA CCGCTGTCAATCTCTCGGTC 2 41 115 20 249 20 59,592 60,527 37,100 47,900 0.934052 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 8 2 138 AGACAGAGGCAGTGAGAGGAATagagagCGagatag AGACAGAGGCAGTGAGAGGA TTCCCGCTGTCAATCTCTCG 2 44 115 20 252 20 59,592 59,827 37,100 40,400 0.581009 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 8 2 141 AGACAGAGGCAGTGAGAGGAATagagagCGagatag AGACAGAGGCAGTGAGAGGA TGTTTCCCGCTGTCAATCTCT 2 46 115 20 255 21 59,592 59,652 37,100 31,000 1,755,235 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 11 7 140 AGGGATAGACAGAGGCAGTGAGAGGAATagagagCAGGGATAGACAGAGGCAGTGA CGCTGTCAATCTCTCGGTCT 7 40 109 21 248 20 59,711 59,546 34,100 38,500 1,743,024 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 11 7 144 AGGGATAGACAGAGGCAGTGAGAGGAATagagagCAGGGATAGACAGAGGCAGTGA TTCCCGCTGTCAATCTCTCG 7 44 109 21 252 20 59,711 59,827 34,100 40,400 1,462,712 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 15 44 199 AGTgagagaAATTCagagagagACAGAGTAACTGAGA AGTGAGAGAAATTCAGAGAGAGACA TTCCCGCTGTCAATCTCTCG 58 44 54 25 252 20 58,990 59,827 34,100 40,400 6,183,070 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 16 44 198 GTgagagaAATTCagagagagACAGAGTAACTGAGATTGTGAGAGAAATTCAGAGAGAGACAGA TTCCCGCTGTCAATCTCTCG 56 44 55 26 252 20 59,849 59,827 34,100 40,400 6,324,457 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 137 52 11 1.5 AGAT AGAGAGCGAGATAGATAGATAGATAGATAGATAG NA 0 0 16 44 199 AGTgagagaAATTCagagagagACAGAGTAACTGAGA AGTGAGAGAAATTCAGAGAGAGACAG TTCCCGCTGTCAATCTCTCG 57 44 54 26 252 20 59,848 59,827 35,100 40,400 6,325,129 F 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 1 6 2 252 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAGGCGAGAGTGAAACCGAGG TTCCCGCTGTCAATCTCTCG 2 44 1 19 252 20 60,446 59,827 46,300 40,400 1,619,753 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 0 7 1 251 GCGAGAGTGAAACCGAGGGGgagagagagaTGTTAt GCGAGAGTGAAACCGAGGG TTCCCGCTGTCAATCTCTCG 1 44 2 19 252 20 60,446 59,827 43,000 40,400 1,619,753 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 0 8 1 247 GCGAGAGTGAAACCGAGGGGgagagagagaTGTTAt GCGAGAGTGAAACCGAGGG CGCTGTCAATCTCTCGGTCT 1 40 2 19 248 20 60,446 59,546 43,000 38,500 1,900,065 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 0 10 2 239 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAGGCGAGAGTGAAACCGAGG TCTCTCGGTCTCTCCCTCTA 2 31 1 19 239 20 60,446 57,822 46,300 24,300 3,624,083 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 0 10 1 238 GCGAGAGTGAAACCGAGGGGgagagagagaTGTTAt GCGAGAGTGAAACCGAGGG TCTCTCGGTCTCTCCCTCTA 1 31 2 19 239 20 60,446 57,822 43,000 24,300 3,624,083 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:16762:65019 1 22 167 11 3 AGAT GAGAGAGAGATGTTATGTGTGTGAGAGAGAGAAGNA 0 0 10 1 239 GCGAGAGTGAAACCGAGGGGgagagagagaTGTTAt GCGAGAGTGAAACCGAGGG ATCTCTCGGTCTCTCCCTCT 1 32 2 19 240 20 60,446 58,482 43,000 36,900 2,964,639 G 255 GGCGAGAGTGAAACCGAGGGGgagagagagaTGTTAtgtgtgTgagagagagaAGTgagagaAATTCagagagagACAGAGTAACTGAGATTCAGTGAGAGCAGAGAAAGGGATAGACAGAGGCAGTGAGAGGAATagagagCGagatagatagatagatagatagatagatagatagatagatagatAAGCTAGGCAGgaagaagaaTGTTATAGTTATAGAGGgagagaCCgagagaTTGACAGCGGGAAACA

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 1 1 3 20 134 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT CTCTCAAAGTGCCACTCCCA 20 50 51 20 184 20 58,623 59,602 38,500 43,700 1,774,590 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 20 135 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT TCTCTCAAAGTGCCACTCCC 20 51 51 20 185 20 58,623 59,313 38,500 43,000 2,064,004 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 20 156 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT AGTTATCAGTGCCTCGTGCC 20 72 51 20 206 20 58,623 60,108 38,500 50,100 1,484,787 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 20 202 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT GAAACAGCTCTCCCACCCAT 20 118 51 20 252 20 58,623 59,670 38,500 40,000 1,706,245 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 20 204 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT GAGAAACAGCTCTCCCACCC 20 120 51 20 254 20 58,623 60,036 38,500 46,100 1,412,565 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 20 138 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT CCGTCTCTCAAAGTGCCACT 20 54 51 20 188 20 58,623 59,966 38,500 40,000 1,410,708 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 20 144 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT CTCGTGCCGTCTCTCAAAGT 20 60 51 20 194 20 58,623 60,039 38,500 26,600 1,415,723 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 20 200 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT AACAGCTCTCCCACCCATTG 20 116 51 20 250 20 58,623 59,961 38,500 28,200 1,415,394 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 5 60 245 TGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTC TGCAACGCTTTCTTCAAGAGA GAGAAACAGCTCTCCCACCC 60 120 10 21 254 20 58,439 60,036 31,000 46,100 2,596,419 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 5 20 143 AAGGAAAGCACAGGAGGGATATAGGAGTAGATAT AAGGAAAGCACAGGAGGGAT TCGTGCCGTCTCTCAAAGTG 20 59 51 20 193 20 58,623 60,319 38,500 31,600 1,695,349 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 6 59 241 TGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTC TGCAACGCTTTCTTCAAGAGAG AACAGCTCTCCCACCCATTG 59 116 10 22 250 20 59,454 59,961 32,000 28,200 2,584,270 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:17807:62786 1 91 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 6 59 245 TGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTC TGCAACGCTTTCTTCAAGAGAG GAGAAACAGCTCTCCCACCC 59 120 10 22 254 20 59,454 60,036 32,000 46,100 2,581,441 F 271 GATGTTCAATGCAACGCTTTCTTCAagagagAATTTGGAAGCTTTCCAATAAGGAAAGCACAGGAGGGATATAGGAGTAGATATGATGCAtattattattattattattattatTTAATCATATAAGAAAGAACAAATAATaaaaaTAACAGTTAGGTTAAGTTTGGGAGTGGCACTTTgagagaCGGCACGAGGCACTGATAACTATCCCCAGTTGGACTGGGTGAGGCCAATGGGTGGGAGAGCTGTTTCTCATCCACAGCTCTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 1 1 2 11 221 CAGTCCATCCAGACCACTGCTGTCTTTGTACagaaag CAGTCCATCCAGACCACTGC TTACAAGGCATCCCAGCTGC 11 60 35 20 255 20 60,392 60,681 44,000 52,500 1,073,115 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 2 11 242 CAGTCCATCCAGACCACTGCTGTCTTTGTACagaaag CAGTCCATCCAGACCACTGC TCTGGTCTTCCACAGTGTCA 11 81 35 20 276 20 60,392 58,212 44,000 35,800 2,180,422 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 2 9 219 GTCCATCCAGACCACTGCTGTCTTTGTACagaaagaa GTCCATCCAGACCACTGCTG TTACAAGGCATCCCAGCTGC 9 60 37 20 255 20 60,392 60,681 44,100 52,500 1,073,115 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 2 9 240 GTCCATCCAGACCACTGCTGTCTTTGTACagaaagaa GTCCATCCAGACCACTGCTG TCTGGTCTTCCACAGTGTCA 9 81 37 20 276 20 60,392 58,212 44,100 35,800 2,180,422 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 2 7 217 CCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaCCATCCAGACCACTGCTGTC TTACAAGGCATCCCAGCTGC 7 60 39 20 255 20 60,392 60,681 35,100 52,500 1,073,115 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 3 10 241 AGTCCATCCAGACCACTGCTGTCTTTGTACagaaaga AGTCCATCCAGACCACTGCT TCTGGTCTTCCACAGTGTCA 10 81 36 20 276 20 60,546 58,212 42,400 35,800 2,334,496 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 4 33 243 ACCCGACCACTGACAAGaaaaaCAGTCCATCCAGAC ACCCGACCACTGACAAGAAA TTACAAGGCATCCCAGCTGC 33 60 13 20 255 20 59,165 60,681 25,200 52,500 1,515,534 G 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 5 37 246 GGTTACCCGACCACTGACAAGaaaaaCAGTCCATCC GGTTACCCGACCACTGACAA TACAAGGCATCCCAGCTGC 37 60 9 20 254 19 59,606 60,078 31,800 52,500 1,471,320 G 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 5 37 247 GGTTACCCGACCACTGACAAGaaaaaCAGTCCATCC GGTTACCCGACCACTGACAA TTACAAGGCATCCCAGCTGC 37 60 9 20 255 20 59,606 60,681 31,800 52,500 1,074,741 G 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 6 10 171 CAGTCCATCCAGACCACTGCTGTCTTTGTACagaaag CAGTCCATCCAGACCACTGC CCTCTGCTGTCCCTGTGATT 11 10 35 20 205 20 60,392 59,383 44,000 25,700 1,009,606 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 6 10 197 GGTTACCCGACCACTGACAAGaaaaaCAGTCCATCC GGTTACCCGACCACTGACAA CCTCTGCTGTCCCTGTGATT 37 10 9 20 205 20 59,606 59,383 31,800 25,700 1,011,233 G 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 6 9 169 GTCCATCCAGACCACTGCTGTCTTTGTACagaaagaa GTCCATCCAGACCACTGCTG CCTCTGCTGTCCCTGTGATT 9 10 37 20 205 20 60,392 59,383 44,100 25,700 1,009,606 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:26859:16586 1 66 110 13 2 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 6 7 167 CCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaCCATCCAGACCACTGCTGTC CCTCTGCTGTCCCTGTGATT 7 10 39 20 205 20 60,392 59,383 35,100 25,700 1,009,606 D 286 AGCACTTGGGTTACCCGACCACTGACAAGaaaaaCAGTCCATCCAGACCACTGCTGTCTTTGTACagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGGAAAGGAAAGAAGAATGAAGagaaagaaagaaGAGAaaccaaccaaccaaccaaccCACCAACAGAAATCACAGGGACAGCAGAGGCAGCAGACGAAAGCAACCCCTCCAGGAAGGGCAGCTGGGATGCCTTGTAAATGACACTGTGGAAGACCAGAACTGAAATCC

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 5 11 132 tCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcc TCTCTTTAAATCTCCCTCCTCGG AAATGGAGGCGAGGGCGAG 11 58 91 23 222 19 59,039 62,392 46,300 50,300 7,353,074 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 11 112 CTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcct CTCTTTAAATCTCCCTCCTCGG GGGAGGCGACTGATTAGAAA 11 38 92 22 203 20 57,671 57,018 46,300 25,200 7,311,322 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 11 113 tCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcc TCTCTTTAAATCTCCCTCCTCGG GGGAGGCGACTGATTAGAAA 11 38 91 23 203 20 59,039 57,018 46,300 25,200 6,943,267 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 58 209 accaCCTCCACcaacaacaaAATAATGATCAATTcccccAACCACCTCCACCAACAACAA AAATGGAGGCGAGGGCGAG 91 58 14 20 222 19 59,667 62,392 28,300 50,300 3,724,977 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 38 190 accaCCTCCACcaacaacaaAATAATGATCAATTcccccAACCACCTCCACCAACAACAA GGGAGGCGACTGATTAGAAA 91 38 14 20 203 20 59,667 57,018 28,300 25,200 3,315,171 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 38 191 caccaCCTCCACcaacaacaaAATAATGATCAATTcccccCACCACCTCCACCAACAACA GGGAGGCGACTGATTAGAAA 92 38 13 20 203 20 60,395 57,018 33,300 25,200 3,376,895 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 1 153 accaCCTCCACcaacaacaaAATAATGATCAATTcccccAACCACCTCCACCAACAACAA ATCAGCCGGGATGAAGTGAA 91 1 14 20 166 20 59,667 59,088 28,300 31,800 1,245,081 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 0 152 accaCCTCCACcaacaacaaAATAATGATCAATTcccccAACCACCTCCACCAACAACAA TCAGCCGGGATGAAGTGAAG 91 0 14 20 165 20 59,667 59,750 28,300 30,200 0.583546 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:3843:43835_ 1 125 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 0 153 caccaCCTCCACcaacaacaaAATAATGATCAATTcccccCACCACCTCCACCAACAACA TCAGCCGGGATGAAGTGAAG 92 0 13 20 165 20 60,395 59,750 33,300 30,200 0.645270 F 231 AGTCGGCGccaccaccaCCTCCACcaacaacaaAATAATGATCAATTcccccACAgggggCgggggAAgggggTTTAAGCGACTGAtttttCTCTTTAAATCTCCCTCCTCGGGTTTTAtttttctcctcctcctcctcctcctcCTTCACTTCATCCCGGCTGATAttttttCCTTTCCCtttttCTAATCAGTCGCCTCCCCTCGCCCTCGCCTCCATTTtctctcCAT

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 1 1 4 63 260 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG ACTGAGCACAGAGGACAACG 133 63 2 20 261 20 60,251 59,967 57,300 41,000 0.283231 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 61 258 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG TGAGCACAGAGGACAACGAC 133 61 2 20 259 20 60,251 59,968 57,300 43,400 0.282683 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 54 177 GGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCGG TGAGCACAGAGGACAACGAC 54 61 83 18 259 20 60,433 59,968 47,900 43,400 2,464,758 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 75 272 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG GAACCTGGGTCAACTGAGCA 133 75 2 20 273 20 60,251 59,891 57,300 42,600 0.359138 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 54 191 GGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCGG GAACCTGGGTCAACTGAGCA 54 75 83 18 273 20 60,433 59,891 47,900 42,600 2,541,213 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 16 212 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG CGTGCTAGCTCACCAGGAC 133 16 2 20 213 19 60,251 60,154 57,300 38,500 1,404,299 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 14 129 GGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCGG TGCTAGCTCACCAGGACCT 54 14 83 18 211 19 60,433 59,921 47,900 38,500 3,511,884 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 14 210 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG TGCTAGCTCACCAGGACCT 133 14 2 20 211 19 60,251 59,921 57,300 38,500 1,329,809 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 56 179 CGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCC CGGGTCGTTGAGGCTGTC TGAGCACAGAGGACAACGAC 56 61 81 18 259 20 60,433 59,968 35,100 43,400 2,464,758 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 56 193 CGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCC CGGGTCGTTGAGGCTGTC GAACCTGGGTCAACTGAGCA 56 75 81 18 273 20 60,433 59,891 35,100 42,600 2,541,213 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 55 178 GGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCG TGAGCACAGAGGACAACGAC 55 61 82 18 259 20 60,433 59,968 43,500 43,400 2,464,758 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 55 192 GGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCG GAACCTGGGTCAACTGAGCA 55 75 82 18 273 20 60,433 59,891 43,500 42,600 2,541,213 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 14 130 GGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGGTCGTTGAGGCTGTCG TGCTAGCTCACCAGGACCT 55 14 82 18 211 19 60,433 59,921 43,500 38,500 3,511,884 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 14 131 CGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCC CGGGTCGTTGAGGCTGTC TGCTAGCTCACCAGGACCT 56 14 81 18 211 19 60,433 59,921 35,100 38,500 3,511,884 A 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:8734:43730_ 1 155 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 7 15 211 TACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGTACTTTCAGTGGTTGCCGGG GTGCTAGCTCACCAGGACC 133 15 2 20 212 19 60,251 59,781 57,300 44,600 1,469,947 F 275 TTACTTTCAGTGGTTGCCggggggAGGAGGGAGTGGGCGCCGGCGCTGCCCAGCTCGCTCAGCCCATTGCTCTCGGCTGCCGGGTCGTTGAGGCTGTCGGCAGGCGCCAGGGCCTCGGTGGGCAGCTGGGGCTGGCTCTGCCCGGCCGGCTGGAgctgctgctgctgctgctgctgctGGACAAGCACCGCCAGGTCCTGGTGAGCTAGCACGGCGAGCGGGAGGGCCGTCTGCTGGGCGTCGTTGTCCTCTGTGCTCAGTTGACCCAGGTTCGA

ST‐E00142:460:H2K7HCCXY:6:2104:9770:56633_ 1 79 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 18 5 90 GTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTGGTGTTGCTGCTGCTGCTTGTTT AGCAGCAGCAATAGGAGCAA 24 5 35 20 124 20 60,529 60,035 28,300 39,100 0.563886 F 145 TTTTGCTCctgctgctgctgctgGTTTTGCTGCTGTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTGGTGTtgctgctgctgctgctgctgcTGGTATTGCTCCTATtgctgctgcTGGTTTTGCTCCTATTGTTTGT

ST‐E00142:460:H2K7HCCXY:6:2104:9770:56633_ 1 79 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 18 5 90 GTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTGGTGTTGCTGCTGCTGCTTGTT AGCAGCAGCAATAGGAGCAA 25 5 35 19 124 20 59,933 60,035 28,300 39,100 1,101,685 F 145 TTTTGCTCctgctgctgctgctgGTTTTGCTGCTGTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTGGTGTtgctgctgctgctgctgctgcTGGTATTGCTCCTATtgctgctgcTGGTTTTGCTCCTATTGTTTGT

ST‐E00142:460:H2K7HCCXY:6:2104:9770:56633_ 1 79 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 18 5 92 CTGTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTG CTGTTGCTGCTGCTGCTTG AGCAGCAGCAATAGGAGCAA 27 5 33 19 124 20 60,372 60,035 40,100 39,100 1,406,525 F 145 TTTTGCTCctgctgctgctgctgGTTTTGCTGCTGTtgctgctgctgcTTGTTTTGCTCCTGTtgctgctgcTGGTGTtgctgctgctgctgctgctgcTGGTATTGCTCCTATtgctgctgcTGGTTTTGCTCCTATTGTTTGT

ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 1 1 3 50 183 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA CTCCCTGTCTGCAATTAACTAGT 66 50 6 23 188 23 59,289 57,909 25,700 25,700 8,802,451 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 0 0 3 50 184 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA TCTCCCTGTCTGCAATTAACTAGT 66 50 6 23 189 24 59,289 59,222 25,700 25,700 8,489,086 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 0 0 4 53 185 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA ATCTCCCTGTCTGCAATTAACT 66 53 6 23 190 22 59,289 57,148 25,700 22,400 8,562,829 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 0 0 5 66 223 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA CCACTGATGTTAATGCTCCACAC 66 90 6 23 228 23 59,289 59,872 25,700 38,200 6,838,738 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 0 0 5 66 223 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA CCACTGATGTTAATGCTCCACA 66 91 6 23 228 22 59,289 58,654 25,700 41,700 7,057,505 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA
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ST‐E00142:460:H2K7HCCXY:6:2105:12144:49250 1 95 21 7 1 AAT ATAATAATAATAATAATAATA NA 0 0 6 66 224 TCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATTCAGGCTAGCTATTGGACAATGA ACCACTGATGTTAATGCTCCACA 66 91 6 23 229 23 59,289 60,245 25,700 41,700 6,956,065 F 238 AATTATCAGGCTAGCTATTGGACAATGAAGTTTAGCATAATATTATAGTTATGTaaaaaaTGTTCATGTTTCTTATTGTGATAATTTTAATAATataataataataataataataATTAatatatTCATCATTATCAACAAAATGGATGATATAATATTATTAATACTAGTTAATTGCAGACAGGGAGATaaaaaTAGAGAAtgtgtgtgGAGCATTAACATCAGTGGTTAGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 5 9 114 GGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCA GGCTCAGAACAGATCCAGCA TGAGGTTACAGATTATTGTTGAATACA 37 9 114 20 227 27 59,749 57,048 44,100 22,900 10,203,384 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 115 AGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCC AGGCTCAGAACAGATCCAGC TGAGGTTACAGATTATTGTTGAATACA 38 9 113 20 227 27 59,459 57,048 48,500 22,900 10,492,953 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 132 ACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAACCATGCCAAAGAGGACAGG TGAGGTTACAGATTATTGTTGAATACA 55 9 96 20 227 27 59,961 57,048 40,000 22,900 9,990,774 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 140 TCACTACTACCATGCCAAAGAGGACAGGCTCAGAA TCACTACTACCATGCCAAAGAGGA TGAGGTTACAGATTATTGTTGAATACA 59 9 88 24 227 27 61,061 57,048 37,100 22,900 15,013,444 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 140 TCACTACTACCATGCCAAAGAGGACAGGCTCAGAA TCACTACTACCATGCCAAAGAG TGAGGTTACAGATTATTGTTGAATACA 61 9 88 22 227 27 57,528 57,048 28,500 22,900 14,423,934 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 140 TCACTACTACCATGCCAAAGAGGACAGGCTCAGAA TCACTACTACCATGCCAAAGAGG TGAGGTTACAGATTATTGTTGAATACA 60 9 88 23 227 27 59,802 57,048 36,900 22,900 13,149,796 A 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 144 tgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGTGTGTCACTACTACCATGCCA TGAGGTTACAGATTATTGTTGAATACA 66 9 84 21 227 27 58,747 57,048 49,200 22,900 12,204,743 F 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 145 gtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGTGTGTCACTACTACCATGCCA TGAGGTTACAGATTATTGTTGAATACA 66 9 83 22 227 27 60,028 57,048 49,200 22,900 11,980,506 F 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 146 tgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTC TGTGTGTCACTACTACCATGCC TGAGGTTACAGATTATTGTTGAATACA 67 9 82 22 227 27 60,028 57,048 44,000 22,900 11,980,506 F 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 173 TCACACTGAGGACACATTCCATTGTCTtgtgtgTCACT TCACACTGAGGACACATTCC TGAGGTTACAGATTATTGTTGAATACA 96 9 55 20 227 27 57,161 57,048 30,100 22,900 12,791,516 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 174 TTCACACTGAGGACACATTCCATTGTCTtgtgtgTCAC TTCACACTGAGGACACATTCC TGAGGTTACAGATTATTGTTGAATACA 96 9 54 21 227 27 57,874 57,048 30,100 22,900 13,078,031 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 197 AGTCCTTGAGATGAAGTCCCATATTCACACTGAGGAAGTCCTTGAGATGAAGTCCCA TGAGGTTACAGATTATTGTTGAATACA 119 9 31 21 227 27 58,092 57,048 43,700 22,900 12,859,922 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 198 CAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGCAGTCCTTGAGATGAAGTCCCA TGAGGTTACAGATTATTGTTGAATACA 119 9 30 22 227 27 59,431 57,048 43,700 22,900 12,520,986 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 5 9 199 ACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGACAGTCCTTGAGATGAAGTCCC TGAGGTTACAGATTATTGTTGAATACA 120 9 29 22 227 27 59,431 57,048 44,600 22,900 12,521,434 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15442:24304 1 171 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 9 180 CCCATATTCACACTGAGGACACATTCCATTGTCTtgt CCCATATTCACACTGAGGACACA TGAGGTTACAGATTATTGTTGAATACA 100 9 48 23 227 27 60,055 57,048 37,200 22,900 13,007,197 B 227 CTTCTTATCTTGGTAATGTGACCATTACACAGTCCTTGAGATGAAGTCCCATATTCACACTGAGGACACATTCCATTGTCTtgtgtgTCACTACTACCATGCCAAAGAGGACAGGCTCAGAACAGATCCAGCAGCTCAAAACTGGCCATCCATGAGGTGCTGAGGGCCTCcagcagcagcagcagcagcagCAACAGGATTGTATTCAACAATAATCTGTAACCTCA

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 20 241 TGAACGgagagaCATACAGAGCAGGACAAGCCGCTATGAACGGAGAGACATACAGAGC CTGCCCTTGCCCTGCTTT 20 160 4 22 244 18 59,576 60,603 40,900 35,100 5,026,460 F 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 19 240 GAACGgagagaCATACAGAGCAGGACAAGCCGCTAAGAACGGAGAGACATACAGAGCA CTGCCCTTGCCCTGCTTT 19 160 5 22 244 18 59,576 60,603 42,600 35,100 5,026,460 F 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 90 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG CCCTCTGTGGATATGGCCCA 9 20 17 20 106 20 59,823 61,062 55,200 53,600 1,238,585 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 91 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG ACCCTCTGTGGATATGGCCC 9 21 17 20 107 20 59,823 61,062 55,200 58,000 1,239,167 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 92 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG CACCCTCTGTGGATATGGCC 9 22 17 20 108 20 59,823 59,891 55,200 53,600 0.286022 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 146 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG CCGTCTCGAGCATTGGTCTA 9 76 17 20 162 20 59,823 59,261 55,200 25,900 0.915655 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 151 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG TGAAGCCGTCTCGAGCATTG 9 81 17 20 167 20 59,823 60,737 55,200 28,200 0.914046 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 152 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG GTGAAGCCGTCTCGAGCATT 9 82 17 20 168 20 59,823 60,738 55,200 35,600 0.914395 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 212 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG TTGAGGTTGCAGTTGTGGCT 9 142 17 20 228 20 59,823 60,396 55,200 47,500 0.572266 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 9 213 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG TTTGAGGTTGCAGTTGTGGC 9 143 17 20 229 20 59,823 59,541 55,200 50,100 0.636168 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 10 94 aCATACAGAGCAGGACAAGCCGCTAAAAGAGggag ACATACAGAGCAGGACAAGCC CACCCTCTGTGGATATGGCC 10 22 15 21 108 20 60,066 59,891 43,500 53,600 1,175,196 F 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 20 240 TGAACGgagagaCATACAGAGCAGGACAAGCCGCTATGAACGGAGAGACATACAGAGC TGCCCTTGCCCTGCTTTG 20 159 4 22 243 18 59,576 60,919 40,900 27,700 5,342,694 F 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:15503:66707 1 46 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 9 223 ATACAGAGCAGGACAAGCCGCTAAAAGAGggagga ATACAGAGCAGGACAAGCCG CTTGCCCTGCTTTGAGGTTG 9 153 17 20 239 20 59,823 59,684 55,200 37,700 0.492884 A 244 GAATGAACGgagagaCATACAGAGCAGGACAAGCCGCTAAAAGAGggaggaggaggaggaggaggaGAGAGCAAGGCTCTCAGTAGTGGGCCATATCCACAGAGGGTGTTTAAGGAGCAATTCTCTTACCTCAACTTCAGCATAGACCAATGCTCGAGACGGCTTCACGTCACAAAAGAGGTGATGACTGAAATTTGCCATCTGCTGCAGCCACAACTGCAACCTCAAAGCAGGGCAAGGGCAG

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 1 1 15 0 117 ACATTCCATTCCTTGACATTCCGttccattccattccattcc ACATTCCATTCCTTGACATTCCG GAAATGGAGCGGACTGTCGT 0 39 29 23 145 20 59,304 60,390 43,000 43,400 4,085,999 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 15 0 118 ACATTCCATTCCTTGACATTCCGttccattccattccattcc ACATTCCATTCCTTGACATTCCG AGAAATGGAGCGGACTGTCG 0 40 29 23 146 20 59,304 60,109 43,000 43,500 3,804,666 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 16 20 139 TCCATGACATTCCGATCCATAACATTCCATTCCTTGATCCATGACATTCCGATCCATAACA AGAAATGGAGCGGACTGTCG 20 40 8 24 146 20 59,898 60,109 24,100 43,500 4,210,982 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 25 140 ATTCCATGACATTCCGATCCATAACATTCCATTCCTT ATTCCATGACATTCCGATCCA GAAATGGAGCGGACTGTCGT 25 39 6 21 145 20 57,137 60,390 34,100 43,400 4,252,825 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 25 141 ATTCCATGACATTCCGATCCATAACATTCCATTCCTT ATTCCATGACATTCCGATCCA AGAAATGGAGCGGACTGTCG 25 40 6 21 146 20 57,137 60,109 34,100 43,500 3,971,492 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 25 190 TTAAATTCCATGACATTCCGATCCATAACATTCCATTTTAAATTCCATGACATTCCGATCCA GTAATGCAATGTCACAACACGT 25 83 2 25 191 22 58,874 58,116 34,100 44,900 10,009,888 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 25 190 TTAAATTCCATGACATTCCGATCCATAACATTCCATTTTAAATTCCATGACATTCCGATCCA GTAATGCAATGTCACAACACGTC 25 82 2 25 191 23 58,874 59,094 34,100 43,400 10,031,727 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 24 140 TTCCATGACATTCCGATCCATAACATTCCATTCCTTG TTCCATGACATTCCGATCCAT AGAAATGGAGCGGACTGTCG 24 40 7 21 146 20 57,137 60,109 34,100 43,500 3,971,492 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:17604:24814 1 52 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 18 25 190 ATTAAATTCCATGACATTCCGATCCATAACATTCCATATTAAATTCCATGACATTCCGATCCA TAATGCAATGTCACAACACGTCA 25 81 1 26 190 23 59,223 59,438 34,100 43,500 10,338,817 A 191 ATTAAATTCCATGACATTCCGATCCATAACATTCCATTCCTTGACATTCCGttccattccattccattccattccattccattccaTACCATAACATTCGATGTCATTACATTCCATTCTGTTCCACGACAGTCCGCTCCATTTCTTGACAATCAATGAAATTCCATTGACGTGTTGTGACATTGCATTAC

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 1 1 3 1 110 CTTGATCCTGAGGGACTGCCTaagaagaagaagaagaa CTTGATCCTGAGGGACTGCC GGCTGTTATGAGTTCTGATGTGC 1 30 19 20 128 23 59,820 59,935 48,500 45,700 3,244,482 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 3 1 241 CTTGATCCTGAGGGACTGCCTaagaagaagaagaagaa CTTGATCCTGAGGGACTGCC GTTTCTAACTGAAAGCTTAGGTGGG 1 159 19 20 259 25 59,820 59,819 48,500 46,100 5,361,370 F 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 2 111 CCTTGATCCTGAGGGACTGCCTaagaagaagaagaaga CCTTGATCCTGAGGGACTGC GGCTGTTATGAGTTCTGATGTGC 2 30 18 20 128 23 59,820 59,935 44,000 45,700 3,244,482 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 2 190 CCTTGATCCTGAGGGACTGCCTaagaagaagaagaaga CCTTGATCCTGAGGGACTGC GCCACTCCTCATAGGTGCTC 2 112 18 20 207 20 59,820 59,894 44,000 42,600 0.285715 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 2 192 CCTTGATCCTGAGGGACTGCCTaagaagaagaagaaga CCTTGATCCTGAGGGACTGC ATGCCACTCCTCATAGGTGC 2 114 18 20 209 20 59,820 59,528 44,000 50,100 0.651554 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 2 240 CCTTGATCCTGAGGGACTGCCTaagaagaagaagaaga CCTTGATCCTGAGGGACTGC TTCTAACTGAAAGCTTAGGTGGG 2 159 18 20 257 23 59,820 58,093 44,000 46,100 5,086,555 F 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 2 242 CCTTGATCCTGAGGGACTGCCTaagaagaagaagaaga CCTTGATCCTGAGGGACTGC GTTTCTAACTGAAAGCTTAGGTGGG 2 159 18 20 259 25 59,820 59,819 44,000 46,100 5,361,370 F 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 1 189 CTTGATCCTGAGGGACTGCCTaagaagaagaagaagaa CTTGATCCTGAGGGACTGCC GCCACTCCTCATAGGTGCTC 1 112 19 20 207 20 59,820 59,894 48,500 42,600 0.285715 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 1 191 CTTGATCCTGAGGGACTGCCTaagaagaagaagaagaa CTTGATCCTGAGGGACTGCC ATGCCACTCCTCATAGGTGC 1 114 19 20 209 20 59,820 59,528 48,500 50,100 0.651554 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 0 109 TTGATCCTGAGGGACTGCCTaagaagaagaagaagaag TTGATCCTGAGGGACTGCCT GGCTGTTATGAGTTCTGATGTGC 0 30 20 20 128 23 60,253 59,935 47,500 45,700 3,317,426 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 4 0 188 TTGATCCTGAGGGACTGCCTaagaagaagaagaagaag TTGATCCTGAGGGACTGCCT GCCACTCCTCATAGGTGCTC 0 112 20 20 207 20 60,253 59,894 47,500 42,600 0.358660 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:18142:10064 1 40 36 12 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NA 0 0 6 1 170 CTTGATCCTGAGGGACTGCCTaagaagaagaagaagaa CTTGATCCTGAGGGACTGCC CAATGATTGGAGCCCTGTGC 1 93 19 20 188 20 59,820 59,541 48,500 45,700 0.638605 A 277 GAGTGAAAGCAAGTCATCCTTGATCCTGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagGAGGAGGCACTTGAAGCCTGTGCATAAAACGCACATCAGAACTCATAACAGCCCCAGAATTCATTTAAATTAGTGAGCTCCCAAAATACTTCAGCACAGGGCTCCAATCATTGAGCACCTATGAGGAGTGGCATTTCAGGAAAGATTTGTCCAAAATcccccACCTAAGCTTTCAGTTAGAAACATGCTGTAGACAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 1 1 7 0 121 tctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTG TCTCTATTTGTCTCTTATGTGCGTG TGCAATAGTGAGATAGAGATGCGA 0 10 99 25 219 24 58,964 59,480 53,400 51,000 10,556,963 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 8 1 123 tctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTTCTCTCTATTTGTCTCTTATGTGCGT TGCAATAGTGAGATAGAGATGCGA 1 10 97 26 219 24 59,904 59,480 52,400 51,000 10,616,072 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 10 40 215 gtctgtctgtctctcATCACCCCACTcccccATCAATCTTTC GTCTGTCTGTCTCTCATCACCC TACCACTACACCACCACCTC 71 40 31 22 245 20 59,835 58,364 46,100 38,500 3,801,586 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 10 39 186 cccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctc CCCATCAATCTTTCTGTCTCTCTC ACCACTACACCACCACCTCC 41 39 59 24 244 20 58,641 61,126 32,000 43,000 6,484,633 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 10 39 213 tctgtctgtctctcATCACCCCACTcccccATCAATCTTTCT TCTGTCTGTCTCTCATCACCC ACCACTACACCACCACCTCC 71 39 32 21 244 20 58,549 61,126 46,100 43,000 3,577,201 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 10 39 214 gtctgtctgtctctcATCACCCCACTcccccATCAATCTTTC GTCTGTCTGTCTCTCATCACCC ACCACTACACCACCACCTCC 71 39 31 22 244 20 59,835 61,126 46,100 43,000 3,291,148 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 10 10 130 ACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctct ACCCTTCTCTCTCTATTTGTCTCT TGCAATAGTGAGATAGAGATGCGA 10 10 90 24 219 24 58,162 59,480 31,000 51,000 10,358,322 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 11 39 186 cccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctc CCCATCAATCTTTCTGTCTCTCTCT ACCACTACACCACCACCTCC 40 39 59 25 244 20 59,871 61,126 31,000 43,000 6,254,866 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 11 39 186 cccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctc CCCATCAATCTTTCTGTCTCTCT ACCACTACACCACCACCTCC 42 39 59 23 244 20 57,644 61,126 31,000 43,000 6,482,001 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 11 39 242 CCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcACCGTGTCTACCTCTCTTTCTCTG ACCACTACACCACCACCTCC 98 39 3 23 244 20 59,872 61,126 33,500 43,000 4,253,605 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 12 39 243 TCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctc TCCGTGTCTACCTCTCTTTCTC ACCACTACACCACCACCTCC 100 39 2 22 244 20 58,655 61,126 28,700 43,000 4,471,125 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:20314:58690 1 124 62 9 2 ACAG TCTCTCTCTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCNA 0 0 13 39 243 TCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctc TCCGTGTCTACCTCTCTTTCTCT ACCACTACACCACCACCTCC 99 39 2 23 244 20 59,991 61,126 31,000 43,000 4,134,963 G 271 CTCCGTGTCTACctctctTTCTCTGTCtctgtctgtctgtctctcATCACCCCACTcccccATCAATCTTTCTGtctctctcTTTATCTACCCTtctctctcTATTTGTCTCTTATGTGCGTGtctctctctcTGTCTGTCTCtctgtctgtctgtctgtctgtctgtctgtctgtctgtctctcGCTCTCGCTCTCGCATCTCTATCTCACTATTGCAGTgggggAggtggtggtGTAGTGGTATTGTCACTGGATTAGTAATCCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 1 1 3 38 190 TGTCCACTGTCCGTAAGTGACATCACTCAACAGGACTGTCCACTGTCCGTAAGTGA TGCTGCTATGAAGTGACTTAGGA 71 38 35 20 224 23 58,305 59,231 34,100 29,400 5,464,144 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 3 38 190 TGTCCACTGTCCGTAAGTGACATCACTCAACAGGACTGTCCACTGTCCGTAAGTGAC TGCTGCTATGAAGTGACTTAGGA 70 38 35 21 224 23 59,661 59,231 36,700 29,400 5,108,273 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 39 190 TGTCCACTGTCCGTAAGTGACATCACTCAACAGGACTGTCCACTGTCCGTAAGTGAC TGCTGCTATGAAGTGACTTAGG 70 39 35 21 224 22 59,661 57,871 36,700 26,900 5,467,898 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 38 189 GTCCACTGTCCGTAAGTGACATCACTCAACAGGACAGTCCACTGTCCGTAAGTGACA TGCTGCTATGAAGTGACTTAGGA 69 38 36 21 224 23 59,661 59,231 35,800 29,400 5,108,273 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 37 188 GTCCACTGTCCGTAAGTGACATCACTCAACAGGACAGTCCACTGTCCGTAAGTGACA GCTGCTATGAAGTGACTTAGGAC 69 37 36 21 223 23 59,661 58,884 35,800 38,500 5,455,211 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 37 189 TGTCCACTGTCCGTAAGTGACATCACTCAACAGGACTGTCCACTGTCCGTAAGTGAC GCTGCTATGAAGTGACTTAGGAC 70 37 35 21 223 23 59,661 58,884 36,700 38,500 5,455,211 B 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 18 136 CCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTCCCAGCTCCTCTGTCAATCA GCTGCTATGAAGTGACTTAGGAC 18 37 88 20 223 23 59,093 58,884 25,700 38,500 5,023,724 F 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 18 137 CCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTCCCAGCTCCTCTGTCAATCA TGCTGCTATGAAGTGACTTAGG 18 39 88 20 224 22 59,093 57,871 25,700 26,900 5,036,411 F 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:24840:58198 1 126 38 9 1.5 AAC TCATCATCAGTCAACAACAACAACAACAACAACAACNA 0 0 4 18 137 CCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTCCCAGCTCCTCTGTCAATCA TGCTGCTATGAAGTGACTTAGGA 18 38 88 20 224 23 59,093 59,231 25,700 29,400 4,676,786 F 249 TAGAGACAatatatatTACACTCCTATTATAGTTTGTCCACTGTCCGTAAGTGACATCACTCAACAGGACATATTGGAAAACTAAACCCCAGCTCCTCTGTCAATcacacaCCTTATTGGACTCTtcatcatcaGTcaacaacaacaacaacaacaacaacaaCTTGTATTtatatataGTGCCTTCAATGTACTAAAATGTCCTAAGTCACTTCATAGCAGCATTATCAAACAAAGCTTAGCACTAAG

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 3 8 189 ATTGGCTTGGAGGGTTggggggggggTtggtggtggtggt ATTGGCTTGGAGGGTTGGG TCCTGTTCCTGTGCTGCTAA 8 115 27 19 215 20 59,921 58,944 41,200 30,900 2,134,923 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 8 190 AATTGGCTTGGAGGGTTggggggggggTtggtggtggtggAATTGGCTTGGAGGGTTGGG TCCTGTTCCTGTGCTGCTAA 8 115 26 20 215 20 60,545 58,944 41,200 30,900 1,600,920 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 8 94 AATTGGCTTGGAGGGTTggggggggggTtggtggtggtggAATTGGCTTGGAGGGTTGGG GCAGGAGTATTATCACGCCC 8 19 26 20 119 20 60,545 58,203 41,200 61,300 2,342,095 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 8 191 ATTGGCTTGGAGGGTTggggggggggTtggtggtggtggt ATTGGCTTGGAGGGTTGGG AATCCTGTTCCTGTGCTGCT 8 117 27 19 217 20 59,921 59,597 41,200 42,400 1,482,344 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 8 192 AATTGGCTTGGAGGGTTggggggggggTtggtggtggtggAATTGGCTTGGAGGGTTGGG AATCCTGTTCCTGTGCTGCT 8 117 26 20 217 20 60,545 59,597 41,200 42,400 0.948342 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 8 94 ATTGGCTTGGAGGGTTggggggggggTtggtggtggtggt ATTGGCTTGGAGGGTTGGG AGCAGGAGTATTATCACGCCC 8 19 27 19 120 21 59,921 59,655 41,200 61,300 2,423,837 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 8 95 AATTGGCTTGGAGGGTTggggggggggTtggtggtggtggAATTGGCTTGGAGGGTTGGG AGCAGGAGTATTATCACGCCC 8 19 26 20 120 21 60,545 59,655 41,200 61,300 1,889,834 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 8 182 ATTGGCTTGGAGGGTTggggggggggTtggtggtggtggt ATTGGCTTGGAGGGTTGGG CCTGTGCTGCTAATTCCATGC 8 107 27 19 208 21 59,921 59,933 41,200 40,600 2,145,679 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:26748:40091 1 54 27 9 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 8 183 AATTGGCTTGGAGGGTTggggggggggTtggtggtggtggAATTGGCTTGGAGGGTTGGG CCTGTGCTGCTAATTCCATGC 8 107 26 20 208 21 60,545 59,933 41,200 40,600 1,611,676 F 223 TTTAAAACAAACAAAAGaaaaaGAAAATTGGCTTGGAGGGTTggggggggggTtggtggtggtggtggtggtggtggtggAGGTGGCAGCAGGGTgggggggCGTGATAATACTCCTGCTATTAGTCACCATTTTCAGAAACCTCTAAGGTTTATGTGCTCAAATTGAAGCAtttttGCATTTAATTGCATGGAATTAGCAGCACAGGAACAGGATTTTGATT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 16 0 91 TTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTTTCCTGCGGCTACTGGTTTG GCAGCAGCAGGAACAGGA 32 0 15 20 105 18 60,605 59,967 29,300 38,600 2,638,460 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 0 92 GTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTGTTCCTGCGGCTACTGGTTT GCAGCAGCAGGAACAGGA 33 0 14 20 105 18 60,606 59,967 32,700 38,600 2,638,730 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 0 95 TTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgc TTTGTTCCTGCGGCTACTGG GCAGCAGCAGGAACAGGA 36 0 11 20 105 18 60,605 59,967 40,000 38,600 2,638,460 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 117 15 5 1 AGC CTGCTGCTGCTGCTG NA 0 1 16 10 90 CCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGCCTGTTCCTGCTGCTGCT ACCAGAAGCAGCAGGAACAA 10 27 89 18 178 20 59,966 59,817 42,400 28,300 2,217,248 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 117 15 5 1 AGC CTGCTGCTGCTGCTG NA 0 0 18 11 92 TCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgTCCTGTTCCTGCTGCTGC AACCAGAAGCAGCAGGAACA 11 28 88 18 179 20 59,967 59,817 52,500 31,800 2,216,632 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 117 15 5 1 AGC CTGCTGCTGCTGCTG NA 0 0 18 10 91 CCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGCCTGTTCCTGCTGCTGCT AACCAGAAGCAGCAGGAACA 10 28 89 18 179 20 59,966 59,817 42,400 31,800 2,217,248 F 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 1 16 27 164 TTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTTTCCTGCGGCTACTGGTTTG ACCAGAAGCAGCAGGAACAA 32 27 15 20 178 20 60,605 59,817 29,300 28,300 0.788811 D 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 16 26 158 CGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTG CGGCTACTGGTTTGGCTCTT ACCAGAAGCAGCAGGAACAA 26 27 21 20 178 20 60,322 59,817 28,500 28,300 0.505144 D 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 16 16 148 TTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgTTTGGCTCTTGTTGCTGCTG ACCAGAAGCAGCAGGAACAA 16 27 31 20 178 20 59,614 59,817 44,100 28,300 0.569967 G 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 18 26 159 CGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTG CGGCTACTGGTTTGGCTCTT AACCAGAAGCAGCAGGAACA 26 28 21 20 179 20 60,322 59,817 28,500 31,800 0.505144 D 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 18 2 123 TTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgTTTGGCTCTTGTTGCTGCTG GCAGCAGCAACAGGAACAAA 16 2 31 20 153 20 59,614 59,897 44,100 28,300 0.489319 G 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 18 2 124 GTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgc GTTTGGCTCTTGTTGCTGCT GCAGCAGCAACAGGAACAAA 17 2 30 20 153 20 59,613 59,897 42,400 28,300 0.489682 G 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:3914:32215_ 1 67 65 7 2 AGC TGCTGCTGCTGCTGCTGCTGCTCCTGTTCCTGCTGCTNA 0 0 18 2 133 CGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTG CGGCTACTGGTTTGGCTCTT GCAGCAGCAACAGGAACAAA 26 2 21 20 153 20 60,322 59,897 28,500 28,300 0.424496 G 187 TGCTGGTGGTTTTGTTCCTGCGGCTACTGGTTTGGCTCTTGTtgctgctgcTTCTTTTGCTCCTGTtgctgctgctgctgctgctgcTCCTGTTCctgctgctgctgGTTTTGCTCctgctgctgctgctgGTTTTGTTCCTGTtgctgctgcAGGTTTTGTTCCTGCTGCTTCTGGTTTTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 10 47 164 CCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGCCACAGCAAGTCCTACAGCA ATCCCTTGTGGCTGTTCCTG 47 53 5 20 168 20 59,965 59,961 44,100 38,600 0.074061 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 10 44 161 CAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAACAGCAAGTCCTACAGCAGCA ATCCCTTGTGGCTGTTCCTG 44 53 8 20 168 20 60,321 59,961 44,100 38,600 0.359778 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 47 220 CCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGCCACAGCAAGTCCTACAGCA CAGGTGGCTATTCCTGCTGA 47 109 5 20 224 20 59,965 59,457 44,100 42,600 0.578594 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 44 217 CAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAACAGCAAGTCCTACAGCAGCA CAGGTGGCTATTCCTGCTGA 44 109 8 20 224 20 60,321 59,457 44,100 42,600 0.864311 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 43 160 AGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAAAGCAAGTCCTACAGCAGCAG ATCCCTTGTGGCTGTTCCTG 43 53 9 20 168 20 60,037 59,961 42,400 38,600 0.075321 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 43 216 AGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAAAGCAAGTCCTACAGCAGCAG CAGGTGGCTATTCCTGCTGA 43 109 9 20 224 20 60,037 59,457 42,400 42,600 0.579854 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 25 132 AGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAAAGCAAGTCCTACAGCAGCAG TTCCAGTGGCTGTTTCTGCT 43 25 9 20 140 20 60,037 59,817 42,400 42,400 0.220068 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 25 136 CCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGCCACAGCAAGTCCTACAGCA TTCCAGTGGCTGTTTCTGCT 47 25 5 20 140 20 59,965 59,817 44,100 42,400 0.218808 F 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 126 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC ATCCCTTGTGGCTGTTCCTG 9 53 43 20 168 20 59,898 59,961 56,800 38,600 0.141045 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 131 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC GTGGTATCCCTTGTGGCTGT 9 58 43 20 173 20 59,898 59,672 56,800 44,000 0.430558 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 132 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC GGTGGTATCCCTTGTGGCTG 9 59 43 20 174 20 59,898 60,394 56,800 48,500 0.496652 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 140 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC CCTGCTACGGTGGTATCCCT 9 67 43 20 182 20 59,898 60,759 56,800 42,000 0.861736 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 141 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC TCCTGCTACGGTGGTATCCC 9 68 43 20 183 20 59,898 60,758 56,800 38,500 0.860235 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:4949:17799_ 1 72 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 12 9 182 AAACAACAGCAGGAAACGCCACAGGAAAAcagcagcAAACAACAGCAGGAAACGCC CAGGTGGCTATTCCTGCTGA 9 109 43 20 224 20 59,898 59,457 56,800 42,600 0.645577 B 233 ACATCCACAGCAAGTCCTAcagcagcagGAGCTAACACAGGAAAACAACAGCAGGAAACGCCACAGGAAAAcagcagcagcagcagcagcagcagGAACAGGCAAAGGAAATCTCAcagcagcagAAACAGCCACTGGAAAACCGCAGCAGGAACAGCCACAAGGGATACCACCGTAGCAGGAAAAGCCCATGGAAATCCCACATCAGCAGGAATAGCCACCTGAAAACCCAC

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 1 1 14 11 126 GCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTG GCGGTTAGTGTTAGGGTTAGGT CCCTAACCCTAAACCCTATCCC 29 11 10 22 135 22 59,765 59,015 30,800 38,500 5,219,265 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 0 0 14 5 101 GGGATAGTTGTTTGGGTTGGGGTTATggttagggttag GGGATAGTTGTTTGGGTTGGG CCCTAACCCTAAACCCTATCCC 5 11 35 21 135 22 58,824 59,015 41,200 38,500 5,160,649 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 0 0 14 5 102 AGGGATAGTTGTTTGGGTTGGGGTTATggttagggttaAGGGATAGTTGTTTGGGTTGGG CCCTAACCCTAAACCCTATCCC 5 11 34 22 135 22 60,225 59,015 41,200 38,500 5,209,871 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 0 0 16 16 140 AGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGAGTGATAGCGGTTAGTGTTAGGG ACTCTAACCCTAACCCTAAACCCT 35 16 3 23 142 24 59,616 60,203 35,300 43,400 7,586,804 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 0 0 17 17 140 AGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGAGTGATAGCGGTTAGTGTTAGGG ACTCTAACCCTAACCCTAAACCC 35 17 3 23 142 23 59,616 58,893 35,300 41,100 7,490,897 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:6208:17658_ 1 61 42 7 1 AACCCT GGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTANA 0 0 17 17 141 AAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGAAGTGATAGCGGTTAGTGTTAGGG ACTCTAACCCTAACCCTAAACCC 35 17 2 24 142 23 60,142 58,893 35,300 41,100 8,249,076 A 142 AAAGTGATAGCGGTTAGTGTTAGGGTTAGGTTTAGGGATAGTTGTTTGGGTTGGGGTTATggttagggttagggttagggttagggttagggttagggttagGGTTATTGTTAGGGATAGGGTTTAGGGTTAGGGTTAGAGT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 1 1 2 8 120 ACATTGGAGTACAGGCCAGCGGCCACCATATCTCG ACATTGGAGTACAGGCCAGC GTCGACTTCACCTGGAGACC 48 8 31 20 150 20 60,035 59,756 48,500 38,500 0.279234 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 2 7 119 ACATTGGAGTACAGGCCAGCGGCCACCATATCTCG ACATTGGAGTACAGGCCAGC TCGACTTCACCTGGAGACCT 48 7 31 20 149 20 60,035 59,887 48,500 38,500 0.147662 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 2 6 118 ACATTGGAGTACAGGCCAGCGGCCACCATATCTCG ACATTGGAGTACAGGCCAGC CGACTTCACCTGGAGACCTG 48 6 31 20 148 20 60,035 59,755 48,500 40,000 0.280049 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 3 71 209 GGTCAACAACAGGCTGCTCAGCAGTCTCACATTGG GGTCAACAACAGGCTGCTCA AAGTGAGCAGCTCCGGGC 76 71 3 20 211 18 60,819 62,401 42,600 61,300 5,220,219 F 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 71 208 GTCAACAACAGGCTGCTCAGCAGTCTCACATTGGA GTCAACAACAGGCTGCTCAG AAGTGAGCAGCTCCGGGC 75 71 4 20 211 18 59,410 62,401 33,500 61,300 4,991,156 F 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 71 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGATGGTCAACAACAGGCTGCT AAGTGAGCAGCTCCGGGC 78 71 1 20 211 18 60,179 62,401 42,400 61,300 4,579,942 F 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 8 150 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGATGGTCAACAACAGGCTGCT GTCGACTTCACCTGGAGACC 78 8 1 20 150 20 60,179 59,756 42,400 38,500 0.423159 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 7 149 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGATGGTCAACAACAGGCTGCT TCGACTTCACCTGGAGACCT 78 7 1 20 149 20 60,179 59,887 42,400 38,500 0.291587 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7324:18678_ 1 99 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 6 148 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGATGGTCAACAACAGGCTGCT CGACTTCACCTGGAGACCTG 78 6 1 20 148 20 60,179 59,755 42,400 40,000 0.423975 B 211 ATGGTCAACAACAGGCTGCTCAGCAGTCTCACATTGGAGTACAGGCCAGCGGCCACCATATCTCGGACATGGTCGATAACGTTCAtcttcttctCCTCcttcttcttcttcttcttcttcttCCAGACCAGGTCTCCAGGTGAAGTCGACACCAAACCCGCAGCATCaaaaaTGGCGCTGCGGACCTCCCTCCGCCCGGAGCTGCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 4 4 143 ATCTCGAAACGCTTGGGCTTCTTCgaggaggaggagga ATCTCGAAACGCTTGGGCTT GCAAAGCGAGATCGAGGG 4 80 35 20 177 18 60,322 58,289 43,500 43,000 4,033,001 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 4 145 ATCTCGAAACGCTTGGGCTTCTTCgaggaggaggagga ATCTCGAAACGCTTGGGCTT AAGCAAAGCGAGATCGAGGG 4 80 35 20 179 20 60,322 60,461 43,500 43,000 0.782639 F 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 1 140 TCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggagTCGAAACGCTTGGGCTTCTT GCAAAGCGAGATCGAGGG 1 80 38 20 177 18 60,534 58,289 25,200 43,000 4,245,551 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 1 142 TCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggagTCGAAACGCTTGGGCTTCTT AAGCAAAGCGAGATCGAGGG 1 80 38 20 179 20 60,534 60,461 25,200 43,000 0.995189 F 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 117 CGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggCGAAACGCTTGGGCTTCTTC AAATGGCAACCCTGGACTCC 0 56 39 20 155 20 60,110 60,252 28,700 38,500 0.361979 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 119 CGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggCGAAACGCTTGGGCTTCTTC ACAAATGGCAACCCTGGACT 0 58 39 20 157 20 60,110 59,812 28,700 38,500 0.298534 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 122 CGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggCGAAACGCTTGGGCTTCTTC GGAACAAATGGCAACCCTGG 0 61 39 20 160 20 60,110 59,679 28,700 44,500 0.431538 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 141 CGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggCGAAACGCTTGGGCTTCTTC AAGCAAAGCGAGATCGAGGG 0 80 39 20 179 20 60,110 60,461 28,700 43,000 0.571179 F 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:7892:18291_ 1 59 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 5 144 GATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggGATCTCGAAACGCTTGGGCT GCAAAGCGAGATCGAGGG 5 80 34 20 177 18 60,741 58,289 51,900 43,000 4,452,569 A 183 CCAGGCCCAGAGTGCGACGGCGTTCCACtttttGATCTCGAAACGCTTGGGCTTCTTCgaggaggaggaggaggaggagGAAGCAGCGGGAGCGGCGCTGCTCGATGCCTCGCCGGCGGGAACCATCGGCACGTCGGAGTCCAGGGTTGCCATTTGTTCCCCTCGATCTCGCTTTGCtttttC

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 8 14 94 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC TGCTGCTACTGTGGTGATGG 19 14 22 20 115 20 59,487 60,036 65,300 35,100 0.549056 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 13 93 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC GCTGCTACTGTGGTGATGGT 19 13 22 20 114 20 59,487 60,036 65,300 35,500 0.548962 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 13 94 GCTGATGGCTTATAACGGCGCCGGGGCCGCCCATC GCTGATGGCTTATAACGGCG GCTGCTACTGTGGTGATGGT 20 13 21 20 114 20 59,487 60,036 64,600 35,500 0.548962 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 20 120 GCTGATGGCTTATAACGGCGCCGGGGCCGCCCATC GCTGATGGCTTATAACGGCG GGCTGCTGGTGATGGTTGTT 20 39 21 20 140 20 59,487 61,181 64,600 28,300 1,694,050 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 19 119 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC GGCTGCTGGTGATGGTTGTT 19 39 22 20 140 20 59,487 61,181 65,300 28,300 1,694,050 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 10 18 118 TGATGGCTTATAACGGCGCCGGGGCCGCCCATCAC TGATGGCTTATAACGGCGCC GGCTGCTGGTGATGGTTGTT 18 39 23 20 140 20 60,883 61,181 65,300 28,300 2,064,025 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 34 246 AAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCC AAAGCGTCGCCAAGCTGAT CTCCTCCTCCTGCTGCCC 34 154 8 19 253 18 60,672 61,478 29,000 53,600 5,150,630 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 34 247 AAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCC AAAGCGTCGCCAAGCTGAT CCTCCTCCTCCTGCTGCC 34 155 8 19 254 18 60,672 61,478 29,000 48,500 5,150,630 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 33 246 AAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCC AAAGCGTCGCCAAGCTGATG CTCCTCCTCCTGCTGCCC 33 154 8 20 253 18 61,916 61,478 30,700 53,600 5,393,887 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 20 233 GCTGATGGCTTATAACGGCGCCGGGGCCGCCCATC GCTGATGGCTTATAACGGCG CTCCTCCTCCTGCTGCCC 20 154 21 20 253 18 59,487 61,478 64,600 53,600 3,991,225 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 19 232 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC CTCCTCCTCCTGCTGCCC 19 154 22 20 253 18 59,487 61,478 65,300 53,600 3,991,225 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 19 233 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC CCTCCTCCTCCTGCTGCC 19 155 22 20 254 18 59,487 61,478 65,300 48,500 3,991,225 F 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 7 101 AAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCC AAAGCGTCGCCAAGCTGATG ACTGTGGTGATGGTGGTTGT 33 7 8 20 108 20 61,916 59,449 30,700 33,200 2,466,527 A 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 7 101 AAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCC AAAGCGTCGCCAAGCTGAT ACTGTGGTGATGGTGGTTGT 34 7 8 19 108 20 60,672 59,449 29,000 33,200 2,223,270 A 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 12 7 102 CAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGC CAAAGCGTCGCCAAGCTGAT ACTGTGGTGATGGTGGTTGT 34 7 7 20 108 20 61,916 59,449 29,000 33,200 2,466,527 A 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 14 20 158 GCTGATGGCTTATAACGGCGCCGGGGCCGCCCATC GCTGATGGCTTATAACGGCG GATGGTGGTGATGGTGAGGA 20 77 21 20 178 20 59,487 59,088 64,600 37,100 1,424,721 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 14 19 156 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC ATGGTGGTGATGGTGAGGAG 19 76 22 20 177 20 59,487 59,085 65,300 36,900 1,427,595 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2105:8217:55983_ 1 61 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 14 19 157 CTGATGGCTTATAACGGCGCCGGGGCCGCCCATCA CTGATGGCTTATAACGGCGC GATGGTGGTGATGGTGAGGA 19 77 22 20 178 20 59,487 59,088 65,300 37,100 1,424,721 B 258 CAGCGCCAAAGCGTCGCCAAGCTGATGGCTTATAACGGCGCCGGGGCCGCCCATCACCATcaccaccaccaccaccaccacCATCACAACAACCACCATCACCACAGTagcagcagcagcAACAACCATCACCAGCAGCCGCCTCATCACCCGCCGCCTCCTCACCATCACCACCATCTACACCCCGGCGCTGCTACTGCTggcggcggcGCCgctgctgctgggggAGGTgggggggCAGCaggaggaggaggCGGA

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 11 25 164 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA GCACCATCAGAATATCCACCA 25 33 2 19 165 21 60,301 57,787 34,300 41,700 4,514,606 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 11 25 165 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA AGCACCATCAGAATATCCACC 25 34 2 19 166 21 60,301 57,501 34,300 46,100 4,800,175 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 12 25 165 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA AGCACCATCAGAATATCCACCA 25 33 2 19 166 22 60,301 59,221 34,300 41,700 4,080,830 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 12 23 152 CTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGG CTGTTGCTGGTGGTCGTAGT ATATCCACCAGCAGCAGCAG 23 23 3 20 154 20 59,966 60,179 27,300 42,400 0.212530 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 12 23 153 CTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGG CTGTTGCTGGTGGTCGTAGT AATATCCACCAGCAGCAGCA 23 24 3 20 155 20 59,966 59,743 27,300 44,100 0.290256 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 12 0 128 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA GCACTAGCACCACCAGCA 25 0 2 19 129 18 60,301 59,967 34,300 44,100 3,333,929 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 13 9 137 GTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggGTAGTGGTGGTGATGCCGG ATATCCACCAGCAGCAGCAG 9 23 18 19 154 20 60,450 60,179 61,300 42,400 1,628,627 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 13 2 130 CTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGG CTGTTGCTGGTGGTCGTAGT CCAGCACTAGCACCACCAG 23 2 3 20 132 19 59,966 60,376 27,300 40,000 1,409,928 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 13 2 131 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA CCAGCACTAGCACCACCAG 25 2 2 19 132 19 60,301 60,376 34,300 40,000 2,677,824 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 13 1 130 GCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTG GCTGTTGCTGGTGGTCGTA CAGCACTAGCACCACCAGC 25 1 2 19 131 19 60,301 61,037 34,300 48,500 3,338,537 B 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 14 22 151 TGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGA TGTTGCTGGTGGTCGTAGTG ATATCCACCAGCAGCAGCAG 22 23 4 20 154 20 60,250 60,179 27,400 42,400 0.428725 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:10774:63648 1 46 66 15 1.5 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 14 2 129 TGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGA TGTTGCTGGTGGTCGTAGTG CCAGCACTAGCACCACCAG 22 2 4 20 132 19 60,250 60,376 27,400 40,000 1,626,123 F 166 TGCTGTTGCTGGTGGTCGTAgtggtggtgATGCCGGTGGAGGTGCtggtggtggtggtggtggtggtggtggtggtggtggtggtggtggTGCtggtggtggtggtggtggTGCTGGTGGTGCTAGTGCTGGtgctgctgctgcTGGTGGATATTCTGATGGTGCT

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 1 1 3 2 90 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACGA GCGTCTTTGGCCCACCTAA 2 15 94 21 183 19 59,726 60,303 42,000 26,900 2,577,160 A 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 3 2 90 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACGA GCGTCTTTGGCCCACCTAAT 2 14 94 21 183 20 59,726 60,680 42,000 17,300 1,954,127 A 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 4 14 164 CTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTCTCAAAGCTTCCTCCTCGGG GCGTCTTTGGCCCACCTAAT 77 14 20 20 183 20 60,108 60,680 51,400 17,300 0.787905 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 4 14 165 CCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGC CCTCAAAGCTTCCTCCTCGG GCGTCTTTGGCCCACCTAAT 78 14 19 20 183 20 60,108 60,680 46,300 17,300 0.787905 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 4 14 166 CCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCG CCCTCAAAGCTTCCTCCTCG GCGTCTTTGGCCCACCTAAT 79 14 18 20 183 20 60,108 60,680 46,300 17,300 0.787905 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 4 3 90 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACG GCGTCTTTGGCCCACCTAAT 3 14 94 20 183 20 58,278 60,680 43,500 17,300 2,401,971 A 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 61 211 CTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTCTCAAAGCTTCCTCCTCGGG CGTAGTCTTGGTCGTCGTCC 77 61 20 20 230 20 60,108 60,179 51,400 47,900 0.287150 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 60 210 CTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTCTCAAAGCTTCCTCCTCGGG GTAGTCTTGGTCGTCGTCCG 77 60 20 20 229 20 60,108 60,179 51,400 47,900 0.287150 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 60 211 CCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGC CCTCAAAGCTTCCTCCTCGG GTAGTCTTGGTCGTCGTCCG 78 60 19 20 229 20 60,108 60,179 46,300 47,900 0.287150 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 2 135 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACGA TAGTCTTGGTCGTCGTCCGA 2 59 94 21 228 20 59,726 60,321 42,000 45,500 1,594,850 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 2 136 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACGA GTAGTCTTGGTCGTCGTCCG 2 60 94 21 229 20 59,726 60,179 42,000 47,900 1,453,371 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:12459:60132 1 117 33 11 1 ATC ATGATGATGATGATGATGATGATGATGATGATG NA 0 0 6 2 137 AGTTAACCAAGCCGATGACGATCatgatgatgatgatga AGTTAACCAAGCCGATGACGA CGTAGTCTTGGTCGTCGTCC 2 61 94 21 230 20 59,726 60,179 42,000 47,900 1,453,371 F 234 CTTCGCTAGATTCGCCGCCCTCAAAGCTTCCTCCTCGGGCGTTTCTACTGCCGCTTcccccGCCACTGCTGcccccGTGGGTACGAGTGGATTAGTTAACCAAGCCGATGACGATCatgatgatgatgatgatgatgatgatgatgatgAAGTTGAGAAGATAATTAGGTGGGCCAAAGACGCTGCTCGGCTCGACCCTTCTCCACCGTCGgacgacgacCAAGACTACGAAAA

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 1 1 3 14 191 CAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATT CAAGCAATTTCCTTTAAAGTAGTGCT CCCGTCTCTACAGAGTGAGA 96 14 45 26 235 20 58,852 57,595 44,000 32,700 9,552,899 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 14 192 ACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATACAAGCAATTTCCTTTAAAGTAGTGC CCCGTCTCTACAGAGTGAGA 97 14 44 26 235 20 59,076 57,595 44,000 32,700 9,328,431 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 14 192 ACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATACAAGCAATTTCCTTTAAAGTAGTGCT CCCGTCTCTACAGAGTGAGA 96 14 44 27 235 20 60,202 57,595 44,000 32,700 9,606,833 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 8 130 TGGCGTTGTGTAGGCATAGTCACAATAAATCAAAA TGGCGTTGTGTAGGCATAGT CTCTACAGAGTGAGACTGCGT 46 8 101 20 230 21 59,389 58,919 21,200 52,400 2,691,893 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 8 146 GCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAG GCAGAAGTCCTGTAATTGGCG CTCTACAGAGTGAGACTGCGT 61 8 85 21 230 21 59,602 58,919 56,900 52,400 3,479,083 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 7 129 TGGCGTTGTGTAGGCATAGTCACAATAAATCAAAA TGGCGTTGTGTAGGCATAGT TCTACAGAGTGAGACTGCGTC 46 7 101 20 229 21 59,389 58,922 21,200 51,900 2,688,827 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 7 145 GCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAG GCAGAAGTCCTGTAATTGGCG TCTACAGAGTGAGACTGCGTC 61 7 85 21 229 21 59,602 58,922 56,900 51,900 3,476,017 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 6 128 TGGCGTTGTGTAGGCATAGTCACAATAAATCAAAA TGGCGTTGTGTAGGCATAGT CTACAGAGTGAGACTGCGTCT 46 6 101 20 228 21 59,389 58,919 21,200 41,800 2,691,893 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:14489:9994_ 1 167 35 8 1.5 AAT TATTATTATTATATTATTATTATTATTATTATTAT NA 0 0 3 6 144 GCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAG GCAGAAGTCCTGTAATTGGCG CTACAGAGTGAGACTGCGTCT 61 6 85 21 228 21 59,602 58,919 56,900 41,800 3,479,083 F 235 AGAAAATGGAAAGGATGATTCACAAATAGATTGTAATTTTAAAACAAGCAATTTCCTTTAAAGTAGTGCTAGGTAAAATTATTAGCAGAAGTCCTGTAATTGGCGTTGTGTAGGCATAGTCACAATAAATCAAAACTCTTAGAAGATAAGTTATTAGAGGGTGAACtattattatTAtattattattattattattattattttttGAGACGCAGTCTCACTCTGTAGAGACGGG

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 1 1 2 19 107 TTTGGAATGGTTGACGCTGCAGCTTACAACTACTTT TTTGGAATGGTTGACGCTGC ACAAGGTTCCTTTGGAGGGC 27 19 4 20 110 20 59,686 60,179 52,500 51,900 0.492633 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 4 27 164 TTTGGAATGGTTGACGCTGCAGCTTACAACTACTTT TTTGGAATGGTTGACGCTGC GTTTAGCCAAGCCAGCCCTA 27 76 4 20 167 20 59,686 60,034 52,500 35,300 0.348149 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 5 27 240 TTTGGAATGGTTGACGCTGCAGCTTACAACTACTTT TTTGGAATGGTTGACGCTGC AAGCCCTTAACTCTGGAATTCTC 27 149 4 20 243 23 59,686 58,150 52,500 28,700 5,163,190 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 27 240 TTTGGAATGGTTGACGCTGCAGCTTACAACTACTTT TTTGGAATGGTTGACGCTGC AAGCCCTTAACTCTGGAATTCTCT 27 148 4 20 243 24 59,686 59,462 52,500 31,000 4,851,761 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 7 27 240 ATTTGGAATGGTTGACGCTGCAGCTTACAACTACTT ATTTGGAATGGTTGACGCTGC AGCCCTTAACTCTGGAATTCTCT 27 148 3 21 242 23 60,068 58,892 52,500 31,000 5,175,456 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 8 21 158 ATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAATGGTTGACGCTGCAGCTTA GTTTAGCCAAGCCAGCCCTA 21 76 10 20 167 20 60,322 60,034 30,900 35,300 0.356041 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 8 19 101 ATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAATGGTTGACGCTGCAGCTTA ACAAGGTTCCTTTGGAGGGC 21 19 10 20 110 20 60,322 60,179 30,900 51,900 0.500525 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 10 16 96 TGACGCTGCAGCTTACAACTACTTTGTCAAAACTCC TGACGCTGCAGCTTACAACT ACAAGGTTCCTTTGGAGGGC 16 19 15 20 110 20 60,250 60,179 31,600 51,900 0.428829 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 10 16 153 TGACGCTGCAGCTTACAACTACTTTGTCAAAACTCC TGACGCTGCAGCTTACAACT GTTTAGCCAAGCCAGCCCTA 16 76 15 20 167 20 60,250 60,034 31,600 35,300 0.284345 A 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 10 16 206 TGACGCTGCAGCTTACAACTACTTTGTCAAAACTCC TGACGCTGCAGCTTACAACT TCCTTGCCTCTGTACCTCTCT 16 128 15 20 220 21 60,250 59,641 31,600 31,000 1,609,342 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 10 16 208 TGACGCTGCAGCTTACAACTACTTTGTCAAAACTCC TGACGCTGCAGCTTACAACT TCTCCTTGCCTCTGTACCTCT 16 130 15 20 222 21 60,250 59,641 31,600 36,900 1,609,342 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:16873:47105 1 51 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 10 16 210 TGACGCTGCAGCTTACAACTACTTTGTCAAAACTCC TGACGCTGCAGCTTACAACT TCTCTCCTTGCCTCTGTACCT 16 132 15 20 224 21 60,250 59,641 31,600 30,800 1,609,342 F 244 ATATTTGGAATGGTTGACGCTGCAGCTTACAACTACTTTGTCAAAACTCCacaacaacaacaacaacaacaGCTCATTAAAGACCCCAGGGCCCTCCAAAGGAACCTTGTCAAATAAAATTTCTTACCAAGCTACTTAAGGTGATATTAGGGCTGGCTTGGCTAAACGGTAAGTTTTAAGGTGCATCTTAAAGGAGAAAagagagGTACAGAGGCAAGgagagaATTCCAGAGTTAAGGGCTTA

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 1 1 2 54 235 CCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGAC CCACCAATGCCCTGCTAAAC TCTGTGAGTTCAAGCCCAGC 92 54 27 20 261 20 59,468 60,250 20,100 48,500 0.782582 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 2 54 257 GTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCT GTGCTGGGATTAAAGGCGTG TCTGTGAGTTCAAGCCCAGC 114 54 5 20 261 20 59,548 60,250 53,400 48,500 0.702250 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 2 1 148 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT TCTGTGAGTTCAAGCCCAGC 1 54 114 24 261 20 57,469 60,250 30,800 48,500 6,781,068 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 3 54 258 AGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCC AGTGCTGGGATTAAAGGCGT TCTGTGAGTTCAAGCCCAGC 115 54 4 20 261 20 59,672 60,250 56,800 48,500 0.578725 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 3 0 181 ACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAA ACCAATGCCCTGCTAAACTCT ACATGGAGAAACACTACCTCAA 89 0 29 21 209 22 59,644 57,025 32,400 30,200 6,330,364 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 3 0 183 CCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGAC CCACCAATGCCCTGCTAAAC ACATGGAGAAACACTACCTCAA 92 0 27 20 209 22 59,468 57,025 20,100 30,200 5,506,760 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 3 0 184 GCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGA GCCACCAATGCCCTGCTAAA ACATGGAGAAACACTACCTCAA 93 0 26 20 209 22 61,257 57,025 18,500 30,200 6,231,699 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 51 232 CCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGAC CCACCAATGCCCTGCTAAAC GTGAGTTCAAGCCCAGCCTA 92 51 27 20 258 20 59,468 59,675 20,100 39,300 0.857058 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 51 255 AGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCC AGTGCTGGGATTAAAGGCGT GTGAGTTCAAGCCCAGCCTA 115 51 4 20 258 20 59,672 59,675 56,800 39,300 0.653201 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 50 231 CCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGAC CCACCAATGCCCTGCTAAAC TGAGTTCAAGCCCAGCCTAG 92 50 27 20 257 20 59,468 59,385 20,100 30,200 1,147,446 F 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 1 138 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT CAAGCCCAGCCTAGTCTACA 1 44 114 24 251 20 57,469 58,805 30,800 27,400 7,725,716 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 1 139 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT TCAAGCCCAGCCTAGTCTAC 1 45 114 24 252 20 57,469 58,514 30,800 25,900 8,016,812 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 1 144 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT TGAGTTCAAGCCCAGCCTAG 1 50 114 24 257 20 57,469 59,385 30,800 30,200 7,145,932 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 6 1 145 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT GTGAGTTCAAGCCCAGCCTA 1 51 114 24 258 20 57,469 59,675 30,800 39,300 6,855,544 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:17695:7673_ 1 139 49 6 1.5 AAAT ATATTATATTATATTATATTATATTTATTTATTTATTT NA 0 0 7 1 139 AATGATAGGCCCAAATAGTTACCTAatattatattatatt AATGATAGGCCCAAATAGTTACCT TCAAGCCCAGCCTAGTCTACA 1 44 114 24 252 21 57,469 60,273 30,800 27,400 7,803,642 B 271 CTGAGTGCTGGGATTAAAGGCGTGCGCCACCAATGCCCTGCTAAACTCTACTTTTaaaaaGACAAAATTTCTAACTTATTTGGAGAACGTATAtttttATTTCAACCCTCTAAAATGATAGGCCCAAATAGTTACCTAatattatattatattatattatatttatttatttatttatttatttattTTGAGGTAGTGTTTCTCCATGTATCTTTGGCTGTCCTAGAACTATGTAGACTAGGCTGGGCTTGAACTCACAGACATACACCTG

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 1 1 16 18 136 ATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATATGCTTGAGCCAGGCCTG GCTCCATCACCAGCTCTAGC 26 18 2 18 137 20 60,044 60,250 48,500 34,200 2,294,078 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 0 0 16 18 137 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGG GATGCTTGAGCCAGGCCT GCTCCATCACCAGCTCTAGC 27 18 1 18 137 20 59,725 60,250 51,900 34,200 2,524,586 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 0 0 16 18 137 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGG GATGCTTGAGCCAGGCCTG GCTCCATCACCAGCTCTAGC 26 18 1 19 137 20 61,120 60,250 48,500 34,200 2,369,481 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 0 0 17 25 142 ATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATATGCTTGAGCCAGGCCTG GCTCCAGCTCCATCACCAG 26 25 2 18 143 19 60,044 60,153 48,500 40,000 3,197,461 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 0 0 17 24 141 ATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATATGCTTGAGCCAGGCCTG CTCCAGCTCCATCACCAGC 26 24 2 18 142 19 60,044 60,153 48,500 48,500 3,197,461 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28371:16744 1 46 54 9 1 AGCTCC GCTGGAGCTGGAGCTGGAGCTGGAGCTGGAGCTG NA 0 0 17 22 140 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGG GATGCTTGAGCCAGGCCTG CCAGCTCCATCACCAGCTC 26 22 1 19 140 19 61,120 60,153 48,500 40,900 3,272,863 A 162 GATGCTTGAGCCAGGCCTGCAGCTGGAGGTGGGGATGGGGCTGGGgctggagctggagctggagctggagctggagctggagctggagctggagctggaGCTGGTGCTGGAGCTGGAGCTAGAGCTGGTGATGGAGCTGGAGCTATAGCTGGGGCTGGACAT

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 1 1 2 22 184 TGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTGCGTACTAAGACCCGTGTG TCGAAGTCCAAATCATCTGCCA 22 87 10 20 193 22 59,758 60,027 38,200 49,200 2,269,034 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 2 22 199 TGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTGCGTACTAAGACCCGTGTG CCTGCATCTCCTGTCTCGAA 22 104 10 20 208 20 59,758 59,180 38,200 37,100 1,061,975 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 2 20 182 CGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTACGTACTAAGACCCGTGTGCA TCGAAGTCCAAATCATCTGCCA 20 87 12 20 193 22 59,758 60,027 45,700 49,200 2,269,034 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 2 20 197 CGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTACGTACTAAGACCCGTGTGCA CCTGCATCTCCTGTCTCGAA 20 104 12 20 208 20 59,758 59,180 45,700 37,100 1,061,975 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 24 134 CCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcgg CCTGCGTACTAAGACCCGTG AACGCACTGACTCGACCC 24 39 8 20 141 18 60,179 59,661 49,400 44,600 2,518,129 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 24 157 CCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcgg CCTGCGTACTAAGACCCGTG AGGCTTCGATTCCAACTCGC 24 60 8 20 164 20 60,179 60,741 49,400 50,300 0.920366 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 24 186 CCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcgg CCTGCGTACTAAGACCCGTG TCGAAGTCCAAATCATCTGCCA 24 87 8 20 193 22 60,179 60,027 49,400 49,200 2,206,430 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 24 201 CCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcgg CCTGCGTACTAAGACCCGTG CCTGCATCTCCTGTCTCGAA 24 104 8 20 208 20 60,179 59,180 49,400 37,100 0.999371 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 22 132 TGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTGCGTACTAAGACCCGTGTG AACGCACTGACTCGACCC 22 39 10 20 141 18 59,758 59,661 38,200 44,600 2,580,732 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 22 155 TGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTGCGTACTAAGACCCGTGTG AGGCTTCGATTCCAACTCGC 22 60 10 20 164 20 59,758 60,741 38,200 50,300 0.982969 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 20 130 CGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTACGTACTAAGACCCGTGTGCA AACGCACTGACTCGACCC 20 39 12 20 141 18 59,758 59,661 45,700 44,600 2,580,732 B 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 4 20 153 CGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTACGTACTAAGACCCGTGTGCA AGGCTTCGATTCCAACTCGC 20 60 12 20 164 20 59,758 60,741 45,700 50,300 0.982969 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 5 24 135 CCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcgg CCTGCGTACTAAGACCCGTG GAACGCACTGACTCGACCC 24 39 8 20 142 19 60,179 60,733 49,400 44,600 1,912,545 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 5 22 133 TGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTGCGTACTAAGACCCGTGTG GAACGCACTGACTCGACCC 22 39 10 20 142 19 59,758 60,733 38,200 44,600 1,975,148 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28422:25165 1 52 33 7 1.5 CCG GGCGGCGGCGGCGGCGGCGGCGGTAGCAGCAGC NA 0 0 5 20 131 CGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTACGTACTAAGACCCGTGTGCA GAACGCACTGACTCGACCC 20 39 12 20 142 19 59,758 60,733 45,700 44,600 1,975,148 F 214 GTCGGCGCCTGCGTACTAAGACCCGTGTGCAGCAgcggcggcggcgCTAGAggcggcggcggcggcggcggcGGTagcagcagcGGGTTCGGAGGCAGCGGTTGGGCTCGCGGCGAGCGGTCGGGGTCGAGTCAGTGCGTTcgcgcgAGTTGGAATCGAAGCCTCTTAAAATGGCAGATGATTTGGACTTCGAGACAGGAGATGCAGGGGCCTC

ST‐E00142:460:H2K7HCCXY:6:2106:28625:42042 1 26 121 27 1.5 ACTC TCTCTCTCTCTCACACTCACTCACTCACTCACTCACTCNA 1 1 4 4 176 CGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactCGTCCCGAATCCTGTCTGTG CCTCCTTCACCCTGTAACTTGT 4 9 2 20 177 22 60,459 59,628 36,600 31,600 2,830,715 B 241 ACGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACAGACAAACAAGTTACAGGGTGAAGGAGGTAGAATTGAAAAGAGTAAAAGTGCATAAGACaaaaaaGAAATATGCGTTTTGACATTTCTTTGG

ST‐E00142:460:H2K7HCCXY:6:2106:28625:42042 1 26 121 27 1.5 ACTC TCTCTCTCTCTCACACTCACTCACTCACTCACTCACTCNA 0 0 4 4 177 CGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactCGTCCCGAATCCTGTCTGTG ACCTCCTTCACCCTGTAACTTG 4 10 2 20 178 22 60,459 59,628 36,600 31,600 2,830,715 B 241 ACGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACAGACAAACAAGTTACAGGGTGAAGGAGGTAGAATTGAAAAGAGTAAAAGTGCATAAGACaaaaaaGAAATATGCGTTTTGACATTTCTTTGG

ST‐E00142:460:H2K7HCCXY:6:2106:28625:42042 1 26 121 27 1.5 ACTC TCTCTCTCTCTCACACTCACTCACTCACTCACTCACTCNA 0 0 4 4 177 CGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactCGTCCCGAATCCTGTCTGTG ACCTCCTTCACCCTGTAACT 4 12 2 20 178 20 60,459 57,582 36,600 22,400 2,876,262 B 241 ACGTCCCGAATCCTGTCTGTGTCTGtctctctctctcAcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactCACAGACAAACAAGTTACAGGGTGAAGGAGGTAGAATTGAAAAGAGTAAAAGTGCATAAGACaaaaaaGAAATATGCGTTTTGACATTTCTTTGG

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 1 1 6 31 153 GCTGCTGTTGATAGTAGGCCATGTAATGATGCTGG GCTGCTGTTGATAGTAGGCCA CACGCTTGCAGTACCAACAG 31 51 26 21 178 20 60,134 59,764 53,600 31,600 1,370,066 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 8 7 152 ATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatct ATGATGCTGGTGGTGCTGAG ATCATCCTCAGCAGCAGTGG 7 75 51 20 202 20 60,394 59,819 33,500 40,000 0.574586 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 32 141 TGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGCTGCTGTTGATAGTAGGCC CCAACAGCAGCAATGGATGG 32 38 25 21 165 20 60,134 59,825 51,900 35,100 1,309,246 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 31 140 GCTGCTGTTGATAGTAGGCCATGTAATGATGCTGG GCTGCTGTTGATAGTAGGCCA CCAACAGCAGCAATGGATGG 31 38 26 21 165 20 60,134 59,825 53,600 35,100 1,309,246 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 115 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CAACAGCAGCAATGGATGGC 8 37 50 20 164 20 59,961 60,460 42,600 44,000 0.498184 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 116 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CCAACAGCAGCAATGGATGG 8 38 50 20 165 20 59,961 59,825 42,600 35,100 0.213444 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 129 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CACGCTTGCAGTACCAACAG 8 51 50 20 178 20 59,961 59,764 42,600 31,600 0.274264 B 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 153 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA ATCATCCTCAGCAGCAGTGG 8 75 50 20 202 20 59,961 59,819 42,600 40,000 0.219241 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 186 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CTGGTCTAGGCCAACAACCC 8 108 50 20 235 20 59,961 60,323 42,600 41,100 0.361145 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 191 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CGGTTCTGGTCTAGGCCAAC 8 113 50 20 240 20 59,961 60,391 42,600 37,700 0.429862 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 194 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CAACGGTTCTGGTCTAGGCC 8 116 50 20 243 20 59,961 60,391 42,600 51,900 0.429862 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:28767:41655 1 78 30 7 1.5 AGC CATCATCATCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 8 195 AATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcat AATGATGCTGGTGGTGCTGA CCAACGGTTCTGGTCTAGGC 8 117 50 20 244 20 59,961 60,391 42,600 39,300 0.429862 F 246 CGGTAttgttgttgttgtttttGGTGCTGCTGTTGATAGTAGGCCATGTAATGATGCTGGTGGTGCTGAGCTGGGTAcatcatcatctgctgctgctgctgctgctgCATCATCACCATGGCGGCCGCCGGGTACTGCATGGCTGCCATCCATTGCTGCTGTTGGTACTGCAAGCGTGGcccccActgctgctgAGGATGATAGTAATGTTGCTGGGGTTGTTGGCCTAGACCAGAACCGTTGGCT

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 1 1 2 33 145 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG TCCATGCTAATACCTTGCCTCT 33 37 90 20 234 22 59,683 58,951 51,400 36,900 3,365,760 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 25 131 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG TTGCCTCTAACACCATGGGC 33 25 90 20 220 20 59,683 60,323 51,400 53,600 0.640520 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 25 198 GCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacaca GCAGCTGGAATGTGTGTGGA TTGCCTCTAACACCATGGGC 100 25 23 20 220 20 60,891 60,323 40,200 53,600 1,213,902 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 23 129 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG GCCTCTAACACCATGGGCTC 33 23 90 20 218 20 59,683 60,465 51,400 47,000 0.781714 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 33 164 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG CCAGACAGCCAATCTTCTATCCA 33 55 90 20 253 23 59,683 59,865 51,400 34,100 3,452,508 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 25 173 TGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaa TGCAGATCACACAGGCAAGT TTGCCTCTAACACCATGGGC 75 25 48 20 220 20 59,891 60,323 31,600 53,600 0.432512 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 25 199 AGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacac AGCAGCTGGAATGTGTGTGG TTGCCTCTAACACCATGGGC 101 25 22 20 220 20 60,892 60,323 41,700 53,600 1,215,718 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 23 171 TGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaa TGCAGATCACACAGGCAAGT GCCTCTAACACCATGGGCTC 75 23 48 20 218 20 59,891 60,465 31,600 47,000 0.573706 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 59 245 GAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTAGAGTCCAGACAAAGCAGCTG GCCAGACAGCCAATCTTCTA 113 59 10 20 254 20 58,845 57,301 42,400 21,000 3,853,897 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 59 246 AGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTAGAGTCCAGACAAAGCAGCTG GCCAGACAGCCAATCTTCTA 113 59 9 21 254 20 60,271 57,301 42,400 21,000 3,969,586 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 59 246 AGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTAGAGTCCAGACAAAGCAGCT GCCAGACAGCCAATCTTCTA 114 59 9 20 254 20 58,945 57,301 42,400 21,000 3,753,894 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 33 165 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG GCCAGACAGCCAATCTTCTA 33 59 90 20 254 20 59,683 57,301 51,400 21,000 3,016,015 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 27 134 TACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTACTTGACAGTGCACTCCCG ACCTTGCCTCTAACACCATGG 33 27 90 20 223 21 59,683 59,995 51,400 36,600 1,321,905 A 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 25 200 AAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacaAAGCAGCTGGAATGTGTGTG TTGCCTCTAACACCATGGGC 102 25 21 20 220 20 59,043 60,323 38,200 53,600 1,279,993 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:29894:56862 1 143 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 25 175 ACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaa ACTGCAGATCACACAGGCAA TTGCCTCTAACACCATGGGC 77 25 46 20 220 20 59,891 60,323 45,200 53,600 0.432512 F 254 GAAGGTTAAGAGTCCAGACAAAGCAGCTGGAAtgtgtgtgGAAGTACTGCAGATcacacaGGCAAGTTTCAGTAACTTTGaaaaaTAAATACTTGACAGTGCACTCCCGCGGCCCCAGTAAGCCCTCTTAACCTGCTTAGGCttattattattattattattattattattattaTCATAGGCTGCTCAGTAAGATAAGAGCCCATGGTGTTAGAGGCAAGGTATTAGCATGGATAGAAGATTGGCTGTCTGGC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 2 37 248 CTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACTTCTATCCTCGCTCTGGCC TGATGTCCCTTGAACTGGCG 37 150 22 20 269 20 59,683 60,322 53,600 56,900 0.638405 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 58 190 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG AGAAGAGTGACTTACCCTGGC 58 70 1 20 190 21 60,250 59,097 29,000 48,500 2,152,967 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 58 191 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG GAGAAGAGTGACTTACCCTGGC 58 70 1 20 191 22 60,250 60,094 29,000 48,500 2,343,705 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 58 269 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG TGATGTCCCTTGAACTGGCG 58 150 1 20 269 20 60,250 60,322 29,000 56,900 0.571347 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 57 190 ATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCT ATGGAGGCCTGTCGAGATGT GAGAAGAGTGACTTACCCTGGC 57 70 2 20 191 22 60,689 60,094 30,600 48,500 2,783,001 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 57 268 ATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCT ATGGAGGCCTGTCGAGATGT TGATGTCCCTTGAACTGGCG 57 150 2 20 269 20 60,689 60,322 30,600 56,900 1,010,644 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 29 127 CTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACTTCTATCCTCGCTCTGGCC CCTCTTGAGGCACTGAGTGG 37 29 22 20 148 20 59,683 60,037 53,600 40,000 0.353418 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 29 142 GGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCG GGCCTGTCGAGATGTCTTCT CCTCTTGAGGCACTGAGTGG 52 29 7 20 148 20 59,179 60,037 28,500 40,000 0.857448 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 29 147 ATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCT ATGGAGGCCTGTCGAGATGT CCTCTTGAGGCACTGAGTGG 57 29 2 20 148 20 60,689 60,037 30,600 40,000 0.725657 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 29 148 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG CCTCTTGAGGCACTGAGTGG 58 29 1 20 148 20 60,250 60,037 29,000 40,000 0.286360 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 94 CGACAGCACTAACCCAGCTTGGGAggtggtggtggtgg CGACAGCACTAACCCAGCTT CCTCTTGAGGCACTGAGTGG 4 29 55 20 148 20 60,321 60,037 37,400 40,000 0.357347 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 237 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG CCTGTCGATGCTTGATGGGT 58 118 1 20 237 20 60,250 60,108 29,000 45,100 0.357292 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 58 239 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTC CATGGAGGCCTGTCGAGATG TCCCTGTCGATGCTTGATGG 58 120 1 20 239 20 60,250 59,821 29,000 35,100 0.428550 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 37 216 CTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACTTCTATCCTCGCTCTGGCC CCTGTCGATGCTTGATGGGT 37 118 22 20 237 20 59,683 60,108 53,600 45,100 0.424349 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 4 183 CGACAGCACTAACCCAGCTTGGGAggtggtggtggtgg CGACAGCACTAACCCAGCTT CCTGTCGATGCTTGATGGGT 4 118 55 20 237 20 60,321 60,108 37,400 45,100 0.428279 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 2 92 ACAGCACTAACCCAGCTTGGGAggtggtggtggtggtgg ACAGCACTAACCCAGCTTGG CCTCTTGAGGCACTGAGTGG 2 29 57 20 148 20 60,251 60,037 36,100 40,000 0.287478 A 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:32603:30334 1 79 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 2 181 ACAGCACTAACCCAGCTTGGGAggtggtggtggtggtgg ACAGCACTAACCCAGCTTGG CCTGTCGATGCTTGATGGGT 2 118 57 20 237 20 60,251 60,108 36,100 45,100 0.358410 B 289 CATGGAGGCCTGTCGAGATGTCTTCTATCCTCGCTCTGGCCGCAGGATGGGTAGCGACAGCACTAACCCAGCTTGGGAggtggtggtggtggtggtggtCAGCGCCAAAGCCCTTCAAAAGAGGACAGCCACTCAGTGCCTCAAGAGGATGAATGATCTCCTCCGTTCCGCCAGGGTAAGTCACTCTTCTCATCACTTTCAACTcacacaCTCACAAACCCATCAAGCATCGACAGGGAtctctctcGCCGCCAGTTCAAGGGACATCACCATTCActctctCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 1 1 11 10 240 tcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctat TCTTTATCTCTGTCTATCTCTCCCTGT CAGTCACGGAGGAAATGGCA 10 119 28 27 267 20 60,147 60,322 40,000 49,200 7,468,776 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 11 10 241 tcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctat TCTTTATCTCTGTCTATCTCTCCCTGT ACAGTCACGGAGGAAATGGC 10 120 28 27 268 20 60,147 60,322 40,000 44,000 7,468,865 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 12 10 240 cTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatcCTTTATCTCTGTCTATCTCTCCCTGT ACAGTCACGGAGGAAATGGC 10 120 29 26 268 20 58,996 60,322 40,000 44,000 7,325,739 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 112 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC ACGTGAGAGAGGGACATAATTTGA 0 3 44 21 155 24 57,414 59,534 40,200 26,900 8,052,840 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 112 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC ACGTGAGAGAGGGACATAATTTG 0 4 44 21 155 23 57,414 58,240 40,200 23,200 8,346,252 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 117 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC TTTAAACGTGAGAGAGGGACAT 0 10 44 21 160 22 57,414 57,115 40,200 30,600 8,471,138 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 185 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC TGCAGTAACGACGGAGAAACA 0 79 44 21 228 21 57,414 59,933 40,200 28,300 4,653,834 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 187 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC TGTGCAGTAACGACGGAGAA 0 82 44 21 230 20 57,414 59,330 40,200 28,700 4,256,089 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 188 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC ATGTGCAGTAACGACGGAGA 0 83 44 21 231 20 57,414 59,114 40,200 37,100 4,472,349 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 223 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC AGTCACGGAGGAAATGGCAT 0 118 44 21 266 20 57,414 59,379 40,200 44,000 4,207,026 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 224 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC CAGTCACGGAGGAAATGGCA 0 119 44 21 267 20 57,414 60,322 40,200 49,200 3,908,034 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:3660:27099_ 1 65 64 16 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NA 0 0 13 0 225 tctctcCCTGTATCTCTGTCCctatctatctatctatctatctat TCTCTCCCTGTATCTCTGTCC ACAGTCACGGAGGAAATGGC 0 120 44 21 268 20 57,414 60,322 40,200 44,000 3,908,123 F 282 CTAAatatatatatatatatCTGtctctcTTTATCTCTGTCTAtctctcCCTGTATCTCTGTCCctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatCTTTCAAATTATGTCCctctctCACGTTTAAATTGTGACTGATAAtttttATTGCGTCAATtatatatatttttGTCTATGTTTCTCCGTCGTTACTGCACATCTAAGATTTTGTTTTATGCCATTTCCTCCGTGACTGTACTTCAACTTATTT

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 1 1 2 34 134 GCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttGCCAGATGCATGTCAACTACC TCTACTCTGTCCGTGCCACT 35 34 107 21 240 20 59,327 60,251 31,800 40,000 1,924,090 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 2 34 164 TGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGA TGTCCAACAACTCCATCGTGT TCTACTCTGTCCGTGCCACT 65 34 77 21 240 20 59,860 60,251 44,900 40,000 1,391,261 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 2 32 132 GCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttGCCAGATGCATGTCAACTACC TACTCTGTCCGTGCCACTCA 35 32 107 21 238 20 59,327 60,539 31,800 34,100 2,211,628 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 2 32 162 TGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGA TGTCCAACAACTCCATCGTGT TACTCTGTCCGTGCCACTCA 65 32 77 21 238 20 59,860 60,539 44,900 34,100 1,678,799 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 33 133 GCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttGCCAGATGCATGTCAACTACC CTACTCTGTCCGTGCCACTC 35 33 107 21 239 20 59,327 59,829 31,800 35,100 1,844,336 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 33 163 TGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGA TGTCCAACAACTCCATCGTGT CTACTCTGTCCGTGCCACTC 65 33 77 21 239 20 59,860 59,829 44,900 35,100 1,311,507 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 70 233 TTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTTTCAATCCTGCCAACCTGGG GTTGACTCTTCCACCCTGGG 99 70 44 20 276 20 60,252 59,963 44,500 44,500 0.288617 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 70 241 CCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAACCACAACCTTCAATCCTGCC GTTGACTCTTCCACCCTGGG 107 70 36 20 276 20 59,109 59,963 48,500 44,500 0.927557 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 70 242 CCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGACCCACAACCTTCAATCCTGC GTTGACTCTTCCACCCTGGG 108 70 35 20 276 20 59,109 59,963 48,500 44,500 0.927557 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 69 232 TTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTTTCAATCCTGCCAACCTGGG TTGACTCTTCCACCCTGGGA 99 69 44 20 275 20 60,252 60,105 44,500 43,700 0.356415 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 69 240 CCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAACCACAACCTTCAATCCTGCC TTGACTCTTCCACCCTGGGA 107 69 36 20 275 20 59,109 60,105 48,500 43,700 0.995355 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2106:8866:52256_ 1 163 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 68 231 TTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTTTCAATCCTGCCAACCTGGG TGACTCTTCCACCCTGGGAA 99 68 44 20 274 20 60,252 60,105 44,500 39,700 0.356415 F 287 GAGCCATACCTACATGGCTccccccTATTTTGCTCCCACAACCTTCAATCCTGCCAACCTGGGGTCGGGAAAATTCTGTCCAACAACTCCATCGTGTTCTATAAGTGCCAGATGCATGTCAACTACCTTACTAAAGAGTAtttttCATGCGAACCTAGGTAGtaataataataataataataataaTAGGGGCGACTTGATAGAAGTTTACAAAATTATGAGTGGCACGGACAGAGTAGATAGTCAGAAGCtttttCCCAGGGTGGAAGAGTCAACTACTAGGGGAC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 5 78 241 TTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC CTTCAGCCGCGACGTGTA 104 78 14 20 254 18 59,458 60,127 61,300 29,000 2,668,481 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 77 240 TTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC TTCAGCCGCGACGTGTAG 104 77 14 20 253 18 59,458 60,127 61,300 27,400 2,668,481 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 77 241 TTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC CTTCAGCCGCGACGTGTAG 104 77 14 20 254 19 59,458 61,153 61,300 27,400 2,694,562 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 51 216 TTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC CCCAGTTTGACCGCCTTTCT 104 51 14 20 229 20 59,458 60,537 61,300 25,200 1,079,234 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 43 155 TTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGTTGCTTCTTGTGACCGCCTT CCCAGTTTGACCGCCTTTCT 43 51 75 20 229 20 60,465 60,537 43,500 25,200 1,002,831 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 47 212 TTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC GTTTGACCGCCTTTCTCTGC 104 47 14 20 225 20 59,458 59,761 61,300 42,600 0.780415 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 47 213 ATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGATTTCTCTCCTCCATTCCCGC GTTTGACCGCCTTTCTCTGC 104 47 13 21 225 20 59,858 59,761 61,300 42,600 1,380,411 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 46 154 CTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCAC CTCTTGCTTCTTGTGACCGC GTTTGACCGCCTTTCTCTGC 46 47 72 20 225 20 59,485 59,761 56,800 42,600 0.753244 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 43 151 TTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGTTGCTTCTTGTGACCGCCTT GTTTGACCGCCTTTCTCTGC 43 47 75 20 225 20 60,465 59,761 43,500 42,600 0.704013 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 136 GCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCA GCCTTGCAGTCCTCTTCACC GTTTGACCGCCTTTCTCTGC 28 47 90 20 225 20 60,958 59,761 40,200 42,600 1,196,441 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 27 135 CCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAG CCTTGCAGTCCTCTTCACCG GTTTGACCGCCTTTCTCTGC 27 47 91 20 225 20 60,672 59,761 49,400 42,600 0.910334 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:10389:70223 1 138 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 26 134 CTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGCTTGCAGTCCTCTTCACCGG GTTTGACCGCCTTTCTCTGC 26 47 92 20 225 20 60,672 59,761 52,800 42,600 0.910334 F 264 TAAtttttCTTGATTtctctcCTCCATTCCCGCCACATGGGATAATGAAGAGTgggggATTCATCCTCTTACTCTTGCTTCTTGTGACCGCCTTGCAGTCCTCTTCACCGGGGAAGCAGCGGCAGGAGCGCCGAGGCggaggaggaggaggaggaggagggggACgaggaggaggagGACGAGGGAAGGCGGACGAGACTCGCCCGCAGAGAAAGGCGGTCAAACTGGGGCAAACCTACACGTCGCGGCTGAAGCGGAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 1 1 14 17 127 GGCTCCCTTTCTCCCATTCATACATTCGGTcatccatcc GGCTCCCTTTCTCCCATTCA TGGTGGATGGATGGATGCAA 42 17 17 20 143 20 59,374 59,370 25,700 40,800 1,255,983 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 17 129 CAGGCTCCCTTTCTCCCATTCATACATTCGGTcatcca CAGGCTCCCTTTCTCCCATT TGGTGGATGGATGGATGCAA 44 17 15 20 143 20 59,372 59,370 31,600 40,800 1,258,120 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 17 140 CATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACA CATCTTCAATCCAGGCTCCCT TGGTGGATGGATGGATGCAA 54 17 4 21 143 20 59,506 59,370 42,000 40,800 2,124,005 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 17 141 ACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATAC ACATCTTCAATCCAGGCTCCC TGGTGGATGGATGGATGCAA 55 17 3 21 143 20 59,786 59,370 43,000 40,800 1,844,060 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 18 128 GGCTCCCTTTCTCCCATTCATACATTCGGTcatccatcc GGCTCCCTTTCTCCCATTCA TTGGTGGATGGATGGATGCA 42 18 17 20 144 20 59,374 59,370 25,700 39,600 1,255,983 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:17898:53627 1 79 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 18 142 ACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATAC ACATCTTCAATCCAGGCTCCC TTGGTGGATGGATGGATGCA 55 18 3 21 144 20 59,786 59,370 43,000 39,600 1,844,060 F 162 ATACATCTTCAATCCAGGCTCCCTTTCTCCCATTCATACATTCGGTcatccatccatccatcCACCCATCAATACATTcatccatccatccatccatccatccatcCATTGATCCATCAATCCTTGcatccatccatcCACCAatccatccatccatccATA

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 1 1 2 74 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGCTTTACAATGAAAGTTACTGGTCGCC ACCTAATATCTCCTTATGAGTCTCGG 140 74 1 26 290 26 60,838 59,112 55,400 46,300 13,725,462 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 2 69 267 GTTACTGGTCGCCAACTGGATTGTAATGAGGGATT GTTACTGGTCGCCAACTGGA TCCTTATGAGTCTCGGTGTCA 133 69 14 20 280 21 59,966 57,918 38,600 35,800 3,116,047 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 2 69 268 GTTACTGGTCGCCAACTGGATTGTAATGAGGGATT GTTACTGGTCGCCAACTGGA CTCCTTATGAGTCTCGGTGTCA 133 69 14 20 281 22 59,966 58,983 38,600 35,800 3,051,779 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 2 69 269 AGTTACTGGTCGCCAACTGGATTGTAATGAGGGAT AGTTACTGGTCGCCAACTGG CTCCTTATGAGTCTCGGTGTCA 134 69 13 20 281 22 59,965 58,983 40,000 35,800 3,052,338 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 3 74 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGCTTTACAATGAAAGTTACTGGTCGC ACCTAATATCTCCTTATGAGTCTCGG 141 74 1 25 290 26 58,922 59,112 51,900 46,300 12,965,382 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 3 73 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGCTTTACAATGAAAGTTACTGGTCGC ACCTAATATCTCCTTATGAGTCTCGGT 141 73 1 25 290 27 58,922 60,477 51,900 46,900 13,554,358 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 3 33 231 GTTACTGGTCGCCAACTGGATTGTAATGAGGGATT GTTACTGGTCGCCAACTGGA TGCTCCTGTGAAGTGTCTTGA 133 33 14 20 244 21 59,966 59,238 38,600 30,200 1,796,707 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 3 33 232 AGTTACTGGTCGCCAACTGGATTGTAATGAGGGAT AGTTACTGGTCGCCAACTGG TGCTCCTGTGAAGTGTCTTGA 134 33 13 20 244 21 59,965 59,238 40,000 30,200 1,797,266 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:2382:55965_ 1 167 24 8 1 AAC AACAACAACAACAACAACAACAAC NA 0 0 4 33 197 TGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAAT TGAAGCTCAGTCTCTCGGGA TGCTCCTGTGAAGTGTCTTGA 99 33 48 20 244 21 59,962 59,238 51,400 30,200 1,800,680 F 290 CTTTACAATGAAAGTTACTGGTCGCCAACTGGATTGTAATGAGGGATTGAAGCTCAGtctctcGGGaaaaaCCAGGGGCTAAATCATTAGCTACAATCaaaaaTGATGAttttttttttATTCTTCGAATTCTTTTGTTTAGTAGTTATACAAATATTGGATCTTGaacaacaacaacaacaacaacaacTTGTATTTATCACTTTTAAACTGATAAAACGTCTCAAGACACTTCACAGGAGCATTATAAGACAAAATATGACACCGAGACTCATAAGGAGATATTAGGT

ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 6 53 186 CTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGCTCAGGCGGCTCAGGAGG CGCACCGAGAGCTGTGAG 64 53 69 18 254 18 61,848 60,506 43,000 35,100 6,353,379 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG

ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 52 185 CTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGCTCAGGCGGCTCAGGAGG GCACCGAGAGCTGTGAGG 64 52 69 18 253 18 61,848 60,126 43,000 38,600 5,973,354 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG

ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 52 212 GTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGC GTCAGCTAGGGAGTCATGGC GCACCGAGAGCTGTGAGG 89 52 42 20 253 18 59,894 60,126 44,000 38,600 2,231,531 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG
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ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 51 184 CTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGCTCAGGCGGCTCAGGAGG CACCGAGAGCTGTGAGGC 64 51 69 18 252 18 61,848 60,126 43,000 47,000 5,973,354 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG

ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 51 211 GTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGC GTCAGCTAGGGAGTCATGGC CACCGAGAGCTGTGAGGC 89 51 42 20 252 18 59,894 60,126 44,000 47,000 2,231,531 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG

ST‐E00142:460:H2K7HCCXY:6:2107:28960:46560 1 151 33 11 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 51 213 GCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAG GCGTCAGCTAGGGAGTCATG CACCGAGAGCTGTGAGGC 91 51 40 20 252 18 60,249 60,126 30,700 47,000 2,374,991 A 278 CGCagagagagCGAGAGCGGGAGCGGGAGCGAGCGAGGAGCGTCAGCTAGGGAGTCATGGCGGCGCGGCTCAGGCGGCTCAGGAGGCGGCCCGGCTCATGGAGAGCGGCGGGGAGCGAGGGCCCTCGGCGCGGCTCCCCTGGCCGCCCGCccgccgccgccgccgccgccgccgccgccgccgCCCGCCGGCCTCTGTCCCGTCCGCCGCTCCCTCAGGCCGACGCCGGGAGCCGCCTCACAGCTCTCGGTGCGGGGCGCAGCGgccgccgccCGCCG

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 1 1 2 33 142 GGTCTCATTGAAAGCCTTGGCTCCAACAACACATATGGTCTCATTGAAAGCCTTGGC AACCCAATGAACCCGAGTGG 44 33 41 21 182 20 59,797 60,251 45,200 40,000 1,454,452 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 2 31 140 GGTCTCATTGAAAGCCTTGGCTCCAACAACACATATGGTCTCATTGAAAGCCTTGGC CCCAATGAACCCGAGTGGAA 44 31 41 21 180 20 59,797 59,962 45,200 35,300 1,240,877 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 2 31 174 GCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTC GCTGGTTCATTTCTCCTGGC CCCAATGAACCCGAGTGGAA 79 31 7 20 180 20 59,186 59,962 48,500 35,300 0.851410 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 2 22 165 GCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTC GCTGGTTCATTTCTCCTGGC CCCGAGTGGAAGCAAGTCTT 79 22 7 20 171 20 59,186 59,965 48,500 30,100 0.849278 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 65 204 CCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTCCTGGCCTTTCTCTCAGCAA CAGAGTCTGCAGGTCACACA 65 75 21 20 224 20 59,963 59,610 39,100 37,200 0.427795 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 31 132 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA CCCAATGAACCCGAGTGGAA 37 31 49 20 180 20 60,106 59,962 33,300 35,300 0.143858 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 26 127 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA TGAACCCGAGTGGAAGCAAG 37 26 49 20 175 20 60,106 60,250 33,300 40,100 0.356563 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 22 123 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA CCCGAGTGGAAGCAAGTCTT 37 22 49 20 171 20 60,106 59,965 33,300 30,100 0.141725 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 22 151 CCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTCCTGGCCTTTCTCTCAGCAA CCCGAGTGGAAGCAAGTCTT 65 22 21 20 171 20 59,963 59,965 39,100 30,100 0.072761 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 5 37 140 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA TCTCAGAACCCAATGAACCCG 37 38 49 20 188 21 60,106 59,997 33,300 52,800 1,109,386 A 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 5 37 198 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA CTACCTGCCCTGCGTCATG 37 98 49 20 246 19 60,106 60,522 33,300 30,700 1,628,623 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 5 22 164 CTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCT CTGGTTCATTTCTCCTGGCCT CCCGAGTGGAAGCAAGTCTT 77 22 8 21 171 20 59,995 59,965 51,900 30,100 1,040,672 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 79 267 GCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTC GCTGGTTCATTTCTCCTGGC CAGCTCATCTGTCCAGTCCT 79 124 7 20 273 20 59,186 58,807 48,500 38,500 2,007,143 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 77 265 TGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTC TGGTTCATTTCTCCTGGCCT CAGCTCATCTGTCCAGTCCT 77 124 9 20 273 20 58,924 58,807 51,900 38,500 2,268,924 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 77 266 CTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCT CTGGTTCATTTCTCCTGGCCT CAGCTCATCTGTCCAGTCCT 77 124 8 21 273 20 59,995 58,807 51,900 38,500 2,198,537 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 65 253 CCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTCCTGGCCTTTCTCTCAGCAA CAGCTCATCTGTCCAGTCCT 65 124 21 20 273 20 59,963 58,807 39,100 38,500 1,230,626 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 63 202 TGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGTGGCCTTTCTCTCAGCAAGG CAGAGTCTGCAGGTCACACA 63 75 23 20 224 20 59,963 59,610 36,100 37,200 0.427795 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 63 251 TGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGTGGCCTTTCTCTCAGCAAGG CAGCTCATCTGTCCAGTCCT 63 124 23 20 273 20 59,963 58,807 36,100 38,500 1,230,626 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 62 201 GGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGG GGCCTTTCTCTCAGCAAGGT CAGAGTCTGCAGGTCACACA 62 75 24 20 224 20 59,963 59,610 35,000 37,200 0.427938 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 62 250 GGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGG GGCCTTTCTCTCAGCAAGGT CAGCTCATCTGTCCAGTCCT 62 124 24 20 273 20 59,963 58,807 35,000 38,500 1,230,769 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 37 225 TGAAAGCCTTGGCTCCAACAACACATATAACCCAGTTGAAAGCCTTGGCTCCAACA CAGCTCATCTGTCCAGTCCT 37 124 49 20 273 20 60,106 58,807 33,300 38,500 1,299,590 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 34 222 AAGCCTTGGCTCCAACAACACATATAACCCAGTAAGAAGCCTTGGCTCCAACAACA CAGCTCATCTGTCCAGTCCT 34 124 52 20 273 20 60,397 58,807 33,300 38,500 1,590,297 B 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 22 148 GGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGG GGCCTTTCTCTCAGCAAGGT CCCGAGTGGAAGCAAGTCTT 62 22 24 20 171 20 59,963 59,965 35,000 30,100 0.072904 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:6492:27398_ 1 106 24 8 1 AAG CTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 22 149 TGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGTGGCCTTTCTCTCAGCAAGG CCCGAGTGGAAGCAAGTCTT 63 22 23 20 171 20 59,963 59,965 36,100 30,100 0.072761 F 281 AATAGAGCTGGTTCATTTCTCCTGGCCTTtctctcAGCAAGGTCTCATTGAAAGCCTTGGCTCCAACAACACATATAACCCAGTAAGATTTTAATTCAGCTCCACcttcttcttcttcttcttcttcttAGACAGTCCCTCAGGATTGAGGAAGACTTGCTTCCACTCGGGTTCATTGGGTTCTGAGATGGCTGATAAGTCCAAtgtgtgACCTGCAGACTCTGCCACATGACGCAGGGCAGGTAGTGCTTAAAGGACTGGACAGATGAGCTGTTTGAAGC

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 1 1 10 38 140 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG CTCCATGTTCGTGTGGCAGT 38 40 33 18 172 20 61,776 60,604 43,000 44,000 4,379,361 B 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 38 141 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG ACTCCATGTTCGTGTGGCAG 38 41 33 18 173 20 61,776 60,604 43,000 48,500 4,379,361 B 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 38 142 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG GACTCCATGTTCGTGTGGCA 38 42 33 18 174 20 61,776 60,603 43,000 49,200 4,378,292 B 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 35 135 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG TGTTCGTGTGGCAGTGAAGA 38 35 33 18 167 20 61,776 59,823 43,000 28,700 3,952,564 B 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 33 133 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG TTCGTGTGGCAGTGAAGAGG 38 33 33 18 165 20 61,776 60,250 43,000 36,900 4,025,522 B 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 28 128 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG GTGGCAGTGAAGAGGGAGAG 38 28 33 18 160 20 61,776 59,751 43,000 32,000 4,024,496 F 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 27 127 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG TGGCAGTGAAGAGGGAGAGA 38 27 33 18 159 20 61,776 59,885 43,000 31,000 3,890,806 F 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 1 101 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG GACGGAGAAGACTGAGGAGG 38 1 33 18 133 20 61,776 58,900 43,000 43,000 4,875,342 A 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 0 100 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG ACGGAGAAGACTGAGGAGGA 38 0 33 18 132 20 61,776 59,301 43,000 37,100 4,475,053 A 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2107:8440:5247_1 1 89 24 8 1 ACG GTCGTCGTCGTCGTCGTCGTCGTC NA 0 0 10 0 101 GGGCAGACTGACCGAGGGCGGCGGTGATCCGCTC GGGCAGACTGACCGAGGG GACGGAGAAGACTGAGGAGGA 38 0 33 18 133 21 61,776 60,340 43,000 37,100 5,115,864 A 204 CCGCCCACTcccccGACCCCTcccccTcccccGGGCAGACTGACCGAGGGCGGCGGTGATCCGCTCGCCGAGGTCGCTCGGGCCGCCTgtcgtcgtcgtcgtcgtcgtcgtcTCCTCCTCAGTCTTCTCCGTCTGACTGtctctcCCTCTTCACTGCCACACGAACATGGAGTCCgggggACCCGAGGAGATGGCgggggAGGG

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 2 1 159 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCC ACAATGGACCCATCACCGAA 1 92 1 25 159 20 57,723 59,304 41,100 43,000 7,973,098 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 2 0 100 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT CTCAGTGTAGGTGTGCTTCTGT 0 32 2 25 101 22 58,019 59,964 43,400 34,100 9,017,052 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 2 0 101 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCCT CTCAGTGTAGGTGTGCTTCTGT 0 32 1 26 101 22 58,937 59,964 43,400 34,100 9,099,432 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 2 0 158 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT ACAATGGACCCATCACCGAA 0 92 2 25 159 20 58,019 59,304 43,400 43,000 7,676,501 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 2 0 159 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCCT ACAATGGACCCATCACCGAA 0 92 1 26 159 20 58,937 59,304 43,400 43,000 7,758,881 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 3 1 93 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCC AGGTGTGCTTCTGTATTCGGT 1 25 1 25 93 21 57,723 59,376 41,100 46,900 8,900,985 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 92 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT AGGTGTGCTTCTGTATTCGGT 0 25 2 25 93 21 58,019 59,376 43,400 46,900 8,604,388 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 93 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCCT AGGTGTGCTTCTGTATTCGGT 0 25 1 26 93 21 58,937 59,376 43,400 46,900 8,686,768 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 3 0 99 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT TCAGTGTAGGTGTGCTTCTGT 0 32 2 25 100 21 58,019 58,961 43,400 34,100 9,019,995 B 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 0 245 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT GCTGTATAGCGCTTTGGGAAG 0 178 2 25 246 21 58,019 59,400 43,400 34,600 8,580,119 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 1 239 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCC AGCGCTTTGGGAAGTCTTGA 1 172 1 25 239 20 57,723 59,891 41,100 30,200 7,385,759 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 1 240 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCC TAGCGCTTTGGGAAGTCTTGA 1 172 1 25 240 21 57,723 59,654 41,100 30,200 8,623,569 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 0 238 TGGATTGGAAGTATTGAATAACCCTgaggaggaggag TGGATTGGAAGTATTGAATAACCCT AGCGCTTTGGGAAGTCTTGA 0 172 2 25 239 20 58,019 59,891 43,400 30,200 7,089,162 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 0 239 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCCT AGCGCTTTGGGAAGTCTTGA 0 172 1 26 239 20 58,937 59,891 43,400 30,200 7,171,542 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:11444:61749 1 27 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 0 240 CTGGATTGGAAGTATTGAATAACCCTgaggaggagga CTGGATTGGAAGTATTGAATAACCCT TAGCGCTTTGGGAAGTCTTGA 0 172 1 26 240 21 58,937 59,654 43,400 30,200 8,409,352 F 282 CTGGATTGGAAGTATTGAATAACCCTgaggaggaggaggaggaggagGATAatgatgatgAAGCtgatgatgaCCGAATACAGAAGCACACCTACACTGAGAATGACTTTGTAGAAGGTGCAGTACCatatatTTTATATTCGGTGATGGGTCCATTGTAATGGGGTAGAACAGTACaaaaaaaaTAAGGACTTGATTtatataGCACTTTGCAGAAGCTCAAGACTTCCCAAAGCGCTATACAGCTAATGAAGTAATTTTGAAATGTTGTCACTTTTATAA

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 16 16 140 TGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGCAATGGTAAGTAAAGGATGTCA TTGCATTCCATTCCAGTCCA 45 16 2 24 141 20 58,434 57,399 35,800 40,200 8,166,749 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 16 16 140 TGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGCAATGGTAAGTAAAGGATGTCAA TTGCATTCCATTCCAGTCCA 44 16 2 25 141 20 58,993 57,399 31,800 40,200 8,608,316 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 17 15 140 TGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGCAATGGTAAGTAAAGGATGTCA TTGCATTCCATTCCAGTCCAT 45 15 2 24 141 21 58,434 57,895 35,800 34,100 8,670,028 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 16 113 TGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATTGATGGAATGGAAAGGA TTGCATTCCATTCCAGTCCA 20 16 29 22 141 20 57,394 57,399 33,600 40,200 7,207,716 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 15 107 TGATGGAATGGAAAGGAATGGATATCAAGATGGA TGATGGAATGGAAAGGAATGGA TGCATTCCATTCCAGTCCAT 15 15 34 22 140 20 57,394 57,167 34,100 34,100 7,439,119 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:12723:33164 1 71 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 18 15 108 TGATGGAATGGAAAGGAATGGATATCAAGATGGA TGATGGAATGGAAAGGAATGGA TTGCATTCCATTCCAGTCCA 15 16 34 22 141 20 57,394 57,399 34,100 40,200 7,207,716 A 142 ATGCAATGGTAAGTAAAGGATGTCAAAATGGATTGATGGAATGGAAAGGAATGGATATCAAGATGGATGGatggaatggaatggaatggaatggaatggaatggaTGCCAATATGGATCTATGGACTGGAATGGAATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 1 1 4 50 202 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT GCAAGGCAAGAGAGACAGGT 50 84 1 21 202 20 57,112 59,964 43,500 40,000 3,923,643 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 50 204 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT AGGCAAGGCAAGAGAGACAG 50 86 1 21 204 20 57,112 59,676 43,500 35,100 4,211,906 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 50 205 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT GAGGCAAGGCAAGAGAGACA 50 87 1 21 205 20 57,112 59,677 43,500 34,100 4,210,596 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 50 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT AGCGCAAGGGATCAAATTTAGA 50 120 1 21 240 22 57,112 58,380 43,500 21,000 7,508,109 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 49 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTTT AGCGCAAGGGATCAAATTTAGA 49 120 1 22 240 22 57,798 58,380 31,100 21,000 7,822,733 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 44 162 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT CCAGACTGTGACAGGAAGGG 50 44 1 21 162 20 57,112 59,677 43,500 39,500 4,210,596 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 44 162 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTTT CCAGACTGTGACAGGAAGGG 49 44 1 22 162 20 57,798 59,677 31,100 39,500 4,525,220 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 12 132 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT CACATCCAAGGGTAAATCAGCA 50 12 1 21 132 22 57,112 58,645 43,500 44,100 7,242,999 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 12 133 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT ACACATCCAAGGGTAAATCAGCA 50 12 1 21 133 23 57,112 60,245 43,500 44,100 7,132,850 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 5 50 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT AGCGCAAGGGATCAAATTTAGAA 50 119 1 21 240 23 57,112 58,984 43,500 21,000 7,904,066 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 5 36 155 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT GTGACAGGAAGGGACAGACAG 50 36 1 21 155 21 57,112 59,999 43,500 35,100 4,889,028 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:14336:48160 1 72 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 5 10 131 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATGCGTTTAGATACAGAGCCTT ACATCCAAGGGTAAATCAGCAGA 50 10 1 21 131 23 57,112 59,733 43,500 42,600 7,154,393 F 240 TGCGTTTAGATACAGAGCCTTTAGTTTTGTCCTTTTATTAtttttAATTAttttttATTATTAATTATTATttattattattattattattattattaTTTAGCCTTATCTGCTGATTTACCCTTGGATGTGTACTGTCTGTCCCTTCCTGTCACAGTCTGGTTATCATTTCCCATATTAATACCTGtctctcTTGCCTTGCCTCTACTCTTTGATCTTCTAAATTTGATCCCTTGCGCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 1 1 4 19 139 ACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAA ACCTTTGGTTGAGTGAGTGGG CGGGTGACGTTACACAGGTT 51 19 127 21 265 20 60,134 60,250 46,100 35,000 1,383,365 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 172 GTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACC GTTCCCTTCAGCCTGACCTG CGGGTGACGTTACACAGGTT 85 19 94 20 265 20 60,322 60,250 40,000 35,000 0.571581 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 173 AGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCAC AGTTCCCTTCAGCCTGACCT CGGGTGACGTTACACAGGTT 86 19 93 20 265 20 60,475 60,250 38,500 35,000 0.724233 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 174 AAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCAAAGTTCCCTTCAGCCTGACC CGGGTGACGTTACACAGGTT 87 19 92 20 265 20 59,598 60,250 40,200 35,000 0.651693 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 236 AATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTT AATGGCCTACTCCTGCTCCT CGGGTGACGTTACACAGGTT 149 19 30 20 265 20 60,327 60,250 36,900 35,000 0.576572 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 237 GAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTGAATGGCCTACTCCTGCTCC CGGGTGACGTTACACAGGTT 150 19 29 20 265 20 59,892 60,250 47,000 35,000 0.357216 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 238 CGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTCGAATGGCCTACTCCTGCTC CGGGTGACGTTACACAGGTT 151 19 28 20 265 20 60,250 60,250 42,600 35,000 0.499230 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 262 AATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCT AATGGTGGAGCAGGCTTGAG CGGGTGACGTTACACAGGTT 175 19 4 20 265 20 60,323 60,250 30,200 35,000 0.572751 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 263 GAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCC GAATGGTGGAGCAGGCTTGA CGGGTGACGTTACACAGGTT 176 19 3 20 265 20 60,323 60,250 30,200 35,000 0.572389 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 19 265 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGG TTGAATGGTGGAGCAGGCTT CGGGTGACGTTACACAGGTT 178 19 1 20 265 20 59,887 60,250 43,500 35,000 0.362568 F 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 9 96 CTGGTGGCGATGGTGTTTCTCGGGGACCGagacaga CTGGTGGCGATGGTGTTTCT CGGGTGACGTTACACAGGTT 9 19 170 20 265 20 60,606 60,250 25,200 35,000 0.855974 A 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 8 95 TGGTGGCGATGGTGTTTCTCGGGGACCGagacagac TGGTGGCGATGGTGTTTCTC CGGGTGACGTTACACAGGTT 8 19 171 20 265 20 60,605 60,250 28,700 35,000 0.854892 A 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:21288:19170 1 199 28 7 1 ACAG AGACAGACAGACAGACAGACAGACAGAC NA 0 0 5 6 92 TGGCGATGGTGTTTCTCGGGGACCGagacagacagac TGGCGATGGTGTTTCTCGG CGGGTGACGTTACACAGGTT 6 19 174 19 265 20 60,375 60,250 46,300 35,000 1,624,968 A 279 TTGAATGGTGGAGCAGGCTTGAGGGGCCGAATGGCCTACTCCTGCTCCTAATTTGTATGTTTGTTTGTATGTTCGCACCTCTTCCTACTCTAAGTTCCCTTCAGCCTGACCTGGAGCTGCTGCCTCACCTTTGGTTGAGTGAGTgggggTACAGTCgggggAAGGGGTGCTGGTGGCGATGGTGTTTCTCGGGGACCGagacagacagacagacagacagacagacAGATAAGATCGCCTATTTCAACCTGTGTAACGTCACCCGGCTCCGCCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 4 6 95 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG GAAGAACCTGACGGATCCGG 6 28 37 20 131 20 60,037 60,179 48,500 51,400 0.215685 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 99 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG GCCTGAAGAACCTGACGGAT 6 32 37 20 135 20 60,037 59,749 48,500 41,800 0.287090 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 138 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG AATGGAGTAGCTTGTGCGGT 6 71 37 20 174 20 60,037 59,675 48,500 56,800 0.361520 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 165 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG TTCTGCCTCGGTTGGACATG 6 98 37 20 201 20 60,037 60,322 48,500 32,100 0.358141 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 185 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG GGTTGTTTCCCTCCGGTCTC 6 118 37 20 221 20 60,037 60,321 48,500 33,600 0.357963 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 191 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG CTGGGTGGTTGTTTCCCTCC 6 124 37 20 227 20 60,037 60,540 48,500 43,000 0.576246 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 197 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG TTGTCGCTGGGTGGTTGTTT 6 130 37 20 233 20 60,037 60,682 48,500 28,300 0.718141 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 6 216 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG CGATCCTGAAGCGGAACTCT 6 149 37 20 252 20 60,037 59,542 48,500 32,400 0.494428 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 25 241 TCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCTCGTACGAGTCCACATGAGC ACTGAGCGATCCTGAAGCG 25 156 18 20 258 19 59,549 59,859 42,600 46,800 1,591,172 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 24 240 CGTACGAGTCCACATGAGCTCTGACCAACTCCTGCACGTACGAGTCCACATGAGCT ACTGAGCGATCCTGAAGCG 24 156 19 20 258 19 59,548 59,859 40,900 46,800 1,592,773 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 25 242 TCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCTCGTACGAGTCCACATGAGC CACTGAGCGATCCTGAAGCG 25 156 18 20 259 20 59,549 61,145 42,600 46,800 1,595,148 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25378:50058 1 63 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 6 166 CTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgct CTCTGACCAACTCCTGCAGG CTTCTGCCTCGGTTGGACAT 6 99 37 20 202 20 60,037 60,036 48,500 30,600 0.072587 A 273 CCTCGCTCACCGCCTGGTCGTACGAGTCCACATGAGCTCTGACCAACTCCTGCAGGGCCTGGtgctgctgctgctgctgctgcTCCGGCGCCACTCTCCCAGCCCTCTGCCCCGGATCCGTCAGGTTCTTCAGGCTCGGCCGGAGCCTCTCCTCACCGCACAAGCTACTCCATTTGCCGGCCATGTCCAACCGAGGCAGAAGAGACCGGAGGGAAACAACCACCCAGCGACAAGAGTTCCGCTTCAGGATCGCTCAGTGCAACTGAGTGTGCA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 1 1 8 1 144 ACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAACCGGAAACTGTCACTGCTT CAGCAGCAGCAGCACAATTT 53 1 125 20 268 20 59,820 60,320 39,100 18,200 0.499961 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 207 ACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCACCCTCTTCCTCTCTCTCCAT CAGCAGCAGCAGCACAATTT 115 1 62 21 268 20 59,063 60,320 34,100 18,200 2,256,186 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 207 ACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCACCCTCTTCCTCTCTCTCCA CAGCAGCAGCAGCACAATTT 116 1 62 20 268 20 58,612 60,320 38,600 18,200 1,707,728 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 208 AACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCAACCCTCTTCCTCTCTCTCCA CAGCAGCAGCAGCACAATTT 116 1 61 21 268 20 59,281 60,320 38,600 18,200 2,038,932 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 255 ACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGACGTTTCTGGGATCATCACTGT CAGCAGCAGCAGCACAATTT 162 1 14 22 268 20 59,697 60,320 35,500 18,200 2,622,577 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 257 CCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCCCACGTTTCTGGGATCATCACT CAGCAGCAGCAGCACAATTT 164 1 12 22 268 20 60,355 60,320 34,100 18,200 2,674,662 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 1 257 CCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCCCACGTTTCTGGGATCATCAC CAGCAGCAGCAGCACAATTT 165 1 12 21 268 20 58,990 60,320 30,600 18,200 2,329,328 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 8 0 91 ACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgACGAAAGGTGATGCTGGTGT CAGCAGCAGCAGCACAATTT 0 1 178 20 268 20 59,891 60,320 41,600 18,200 0.428139 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 10 3 146 ACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAACCGGAAACTGTCACTGCTT ATCAGCAGCAGCAGCACAAT 53 3 125 20 270 20 59,820 60,966 39,100 27,100 1,146,273 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 10 2 145 ACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAACCGGAAACTGTCACTGCTT TCAGCAGCAGCAGCACAATT 53 2 125 20 269 20 59,820 61,177 39,100 23,200 1,357,025 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 10 0 92 ACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgACGAAAGGTGATGCTGGTGT TCAGCAGCAGCAGCACAATT 0 2 178 20 269 20 59,891 61,177 41,600 23,200 1,285,204 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25763:11242 1 198 50 8 1.5 ATC TGATGATGATGATGATGATGATGATAATGATGATG NA 0 0 10 0 93 ACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgACGAAAGGTGATGCTGGTGT ATCAGCAGCAGCAGCACAAT 0 3 178 20 270 20 59,891 60,966 41,600 27,100 1,074,451 F 290 AAGAAGTACGCCCACGTTTCTGGGATCATCACTGTAATTCATCTCTGCAGTGAATTAAGAAACCCTCTTCctctctctCCATTAATCGCTTTACTGTTCCCCAGGAATATGCTGAGTGTTAGATACCGGAAACTGTCACTGCTTTAGAGGAATCGTGCTAATACTATGATTAATTCTACGAAAGGTGATGCTGGTGTtgatgatgatgatgatgatgatgaTAatgatgatgatgATAatgatgatgAAAATTGtgctgctgctgcTGATGGCAATACTAATATAAATAA

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 1 1 3 4 214 AACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGAACTGGCTTCCTACCTTCGC GCTCTCCATCTCCTCGGCT 147 4 8 20 221 19 60,036 60,832 47,000 55,200 1,868,461 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 4 125 CCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGG CCTCCGAGCTCATGTACTGC GCTCTCCATCTCCTCGGCT 58 4 97 20 221 19 60,249 60,832 44,000 55,200 2,081,405 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 4 126 GCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGG GCCTCCGAGCTCATGTACTG GCTCTCCATCTCCTCGGCT 59 4 96 20 221 19 60,249 60,832 27,400 55,200 2,081,405 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 4 180 GGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAG GGGATCAAGCTGAAGGGAGG GCTCTCCATCTCCTCGGCT 113 4 42 20 221 19 59,818 60,832 43,000 55,200 2,014,465 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 4 181 CGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGA CGGGATCAAGCTGAAGGGAG GCTCTCCATCTCCTCGGCT 114 4 41 20 221 19 60,179 60,832 43,000 55,200 2,011,229 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 4 186 CGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAACGAGTCGGGATCAAGCTGAA GCTCTCCATCTCCTCGGCT 119 4 36 20 221 19 59,827 60,832 30,200 55,200 2,005,648 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 3 213 AACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGAACTGGCTTCCTACCTTCGC CTCTCCATCTCCTCGGCTG 147 3 8 20 220 19 60,036 58,960 47,000 48,500 2,076,624 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 2 213 AACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGAACTGGCTTCCTACCTTCGC CTCTCCATCTCCTCGGCTGC 147 2 8 20 220 20 60,036 62,086 47,000 52,500 2,122,545 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 4 113 TGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGTGTACTGCGGGTAGTGGTTG GCTCTCCATCTCCTCGGCT 46 4 109 20 221 19 59,681 60,832 37,700 55,200 2,151,250 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 26 240 AGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAAGGTAAACTGGCTTCCTACCT GGAGACCGCCTTCAGCAG 151 26 3 21 242 18 58,083 60,125 30,800 42,400 5,042,555 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 26 241 CAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGCAGGTAAACTGGCTTCCTACCT GGAGACCGCCTTCAGCAG 151 26 2 22 242 18 59,428 60,125 30,800 42,400 4,697,455 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:25834:57706 1 175 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 26 241 CAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGCAGGTAAACTGGCTTCCTACC GGAGACCGCCTTCAGCAG 152 26 2 21 242 18 58,013 60,125 31,800 42,400 5,112,582 A 252 ACAGGTAAACTGGCTTCCTACCTTCGCCGTGTCTGCGAGTCGGGATCAAGCTGAAGGGAGGATTCTCCAAGGGAGCCGGGCTCCAGGCGGTGGCCGCCTCCGAGCTCATGTACTGCGGGTAGTGGTTGGGGAAGGAGCCGCTGAGTGTCCAGCGGATGCTGACCTGGTCCCGCAcggcggcggcggcggcggcggcggCTGCAGCCGAGGAGATGGAGAGCGGGCTGCTGAAGGCGGTCTCCCGGGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 1 1 12 16 94 GAGAGGAAGAGGAGGATCGCGTggaggaggaGGGT GAGAGGAAGAGGAGGATCGC GCAAGCGTGTAGATCTCGGT 20 16 79 20 172 20 59,041 60,179 45,800 46,900 1,137,956 B 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 14 19 100 AGAGGAAGAGGAGGATCGCGTggaggaggaGGGTC AGAGGAAGAGGAGGATCGCG GTGTAGGGCAAGCGTGTAGA 19 23 80 20 179 20 60,822 59,754 58,700 25,900 1,067,250 B 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 14 16 93 AGAGGAAGAGGAGGATCGCGTggaggaggaGGGTC AGAGGAAGAGGAGGATCGCG GCAAGCGTGTAGATCTCGGT 19 16 80 20 172 20 60,822 60,179 58,700 46,900 1,000,845 B 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 16 23 105 ggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGAGGAAGAGGAGGA GTGTAGGGCAAGCGTGTAGA 24 23 75 20 179 20 59,744 59,754 37,100 25,900 0.502004 F 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 16 16 98 ggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGAGGAAGAGGAGGA GCAAGCGTGTAGATCTCGGT 24 16 75 20 172 20 59,744 60,179 37,100 46,900 0.435599 F 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:30036:55385 1 119 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 16 9 91 ggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGAGGAAGAGGAGGA TGTAGATCTCGGTGGCCTCT 24 9 75 20 165 20 59,744 59,741 37,100 36,900 0.515529 F 216 GAgaggaggaggaggaggaggagGGTCGCGAGCAGGAGgagagaCGAgaggaggaggaggagGACGAGGAggggggTCGAGAGGAAGAGGAGGATCGCGTggaggaggaGGGTCGAGGggaggaggaggaggaggaAGAGGATCGAGAGGCCACCGAGATCTACACGCTTGCCCTACACGACGCTCTGCCGGTCTGAgaggaggaggaggagGAAG

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 1 1 13 70 242 CTACCACCATCACCACTACCGCCATTaccaccaccaccACTACCACCATCACCACTACCG TTCCCAACACTGTCCAGGG 70 88 9 21 250 19 59,864 59,157 40,200 44,500 2,979,726 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 14 70 241 TACCACCATCACCACTACCGCCATTaccaccaccaccAGTACCACCATCACCACTACCG TTCCCAACACTGTCCAGGG 70 88 10 20 250 19 58,812 59,157 40,200 44,500 3,031,395 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 14 48 190 CACTACCGCCATTaccaccaccaccAGCACTaccaccacc CACTACCGCCATTACCACCA GGGTGAGTCAAGTTCCGGTT 58 48 22 20 211 20 59,749 59,892 41,700 44,400 0.358812 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 14 48 193 CACCACTACCGCCATTaccaccaccaccAGCACTaccaccCACCACTACCGCCATTACCA GGGTGAGTCAAGTTCCGGTT 61 48 19 20 211 20 59,749 59,892 32,500 44,400 0.358812 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 14 48 197 CCATCACCACTACCGCCATTaccaccaccaccAGCACTaCCATCACCACTACCGCCATT GGGTGAGTCAAGTTCCGGTT 65 48 15 20 211 20 60,107 59,892 31,600 44,400 0.215233 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 16 29 161 CTaccaccaccATCACCACCAGCACCATcaccaccacCATCTACCACCACCATCACCACC GGGTGAGTCAAGTTCCGGTT 29 48 51 20 211 20 60,035 59,892 46,100 44,400 0.143458 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 16 29 181 CTaccaccaccATCACCACCAGCACCATcaccaccacCATCTACCACCACCATCACCACC TTATTTGGAGAGGGCGGTGG 29 68 51 20 231 20 60,035 59,745 46,100 46,100 0.290186 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 16 29 183 CTaccaccaccATCACCACCAGCACCATcaccaccacCATCTACCACCACCATCACCACC GGTTATTTGGAGAGGGCGGT 29 70 51 20 233 20 60,035 59,745 46,100 56,800 0.290471 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 18 7 139 CACCATcaccaccacCATCACCACCATcaccaccaccaccaCACCATCACCACCACCATCA GGGTGAGTCAAGTTCCGGTT 7 48 73 20 211 20 59,962 59,892 30,700 44,400 0.146041 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 18 4 136 CATcaccaccacCATCACCACCATcaccaccaccaccacTA CATCACCACCACCATCACCA GGGTGAGTCAAGTTCCGGTT 4 48 76 20 211 20 59,962 59,892 41,700 44,400 0.146041 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 18 3 135 ATcaccaccacCATCACCACCATcaccaccaccaccacTAC ATCACCACCACCATCACCAC GGGTGAGTCAAGTTCCGGTT 3 48 77 20 211 20 59,962 59,892 41,600 44,400 0.146185 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2108:8816:14441_ 1 100 44 7 2 ACC CACCACCACCACCACTACCACCGCCACCACCACCAC NA 0 0 19 76 248 CCATCACTACCACCATCACCACTACCGCCATTaccaccCCATCACTACCACCATCACCA TTCCCAACACTGTCCAGGG 76 88 3 21 250 19 59,441 59,157 41,700 44,500 3,402,640 G 250 CACCATCACTACCACCATCACCACTACCGCCATTaccaccaccaccAGCACTaccaccaccATCACCACCAGCACCATcaccaccacCATCACCACCATcaccaccaccaccacTACCACCGccaccaccaccaccaccaccaACACCATCGaaaaaaGTGAGGTACGCTTATAAAGATGATTTGGACAAGAACCGGAACTTGACTCAcccccACCGCCCTCTCCAAATAACCCTGGACAGTGTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 2 21 199 GGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGGAAAGCGTCGGAGATACT CTCCGCTCCTCATTTGCCTT 21 114 2 20 200 20 59,255 60,394 21,200 43,500 1,139,006 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 12 190 TCGGAGATACTGACGGGAGGCTTGGGGCTGTGagc TCGGAGATACTGACGGGAGG CTCCGCTCCTCATTTGCCTT 12 114 11 20 200 20 60,179 60,394 43,000 43,500 0.572563 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 21 251 GGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGGAAAGCGTCGGAGATACT ATGCAAAGGGATAGGCAGCG 21 166 2 20 252 20 59,255 60,821 21,200 51,800 1,566,360 F 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 12 190 TCGGAGATACTGACGGGAGGCTTGGGGCTGTGagc TCGGAGATACTGACGGGAGG CTCCGCTCCTCATTTGCCTTA 12 113 11 20 200 21 60,179 60,134 43,000 26,900 1,313,427 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 12 242 TCGGAGATACTGACGGGAGGCTTGGGGCTGTGagc TCGGAGATACTGACGGGAGG ATGCAAAGGGATAGGCAGCG 12 166 11 20 252 20 60,179 60,821 43,000 51,800 0.999917 F 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 3 10 240 GGAGATACTGACGGGAGGCTTGGGGCTGTGagcag GGAGATACTGACGGGAGGCT ATGCAAAGGGATAGGCAGCG 10 166 13 20 252 20 60,468 60,821 45,800 51,800 1,289,291 F 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 12 123 TCGGAGATACTGACGGGAGGCTTGGGGCTGTGagc TCGGAGATACTGACGGGAGG GCTTCACTCCTCGACTCCTG 12 47 11 20 133 20 60,179 59,828 43,000 38,600 0.351378 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 12 155 TCGGAGATACTGACGGGAGGCTTGGGGCTGTGagc TCGGAGATACTGACGGGAGG CGCTTACCATCCTTGCCGTA 12 79 11 20 165 20 60,179 60,179 43,000 40,200 0.358120 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 7 116 GATACTGACGGGAGGCTTGGGGCTGTGagcagcagc GATACTGACGGGAGGCTTGG TTCACTCCTCGACTCCTGGA 7 45 16 20 131 20 59,895 59,596 36,100 38,600 0.509465 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 7 118 GATACTGACGGGAGGCTTGGGGCTGTGagcagcagc GATACTGACGGGAGGCTTGG GCTTCACTCCTCGACTCCTG 7 47 16 20 133 20 59,895 59,828 36,100 38,600 0.277392 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 7 150 GATACTGACGGGAGGCTTGGGGCTGTGagcagcagc GATACTGACGGGAGGCTTGG CGCTTACCATCCTTGCCGTA 7 79 16 20 165 20 59,895 60,179 36,100 40,200 0.284134 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 7 237 GATACTGACGGGAGGCTTGGGGCTGTGagcagcagc GATACTGACGGGAGGCTTGG ATGCAAAGGGATAGGCAGCG 7 166 16 20 252 20 59,895 60,821 36,100 51,800 0.925930 F 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12043:6214_ 1 43 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 7 167 GATACTGACGGGAGGCTTGGGGCTGTGagcagcagc GATACTGACGGGAGGCTTGG TTATCAATTGCAGCGACCGC 7 96 16 20 182 20 59,895 59,623 36,100 56,800 0.481891 A 278 GGGGAAAGCGTCGGAGATACTGACGGGAGGCTTGGGGCTGTGagcagcagcagcagcagcagcagcAATGGAGATCGGCACCCGGAACCTCAGCCTGGCTCTGGCTCCGGCTCCAGGAGTCGAGGAGTGAAGCGCGTTGGCTGCCTACGGCAAGGATGGTAAGCGGTCGCTGCAATTGATAAGGCAAATGAGGAGCGGAGCCCCGTCTTGCTGGGttttttttAATTTTGCACGCTGCCTATCCCTTTGCATAGCTGTAGCTGTGTACAGCTGTGAGG

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 18 16 119 GCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCT GCTGCTACTGTTGCTGCTAC TCAGCAACAACAGCAACAGC 42 16 6 20 124 20 59,276 59,899 35,800 44,000 0.825021 B 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 18 14 117 GCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCT GCTGCTACTGTTGCTGCTAC AGCAACAACAGCAACAGCAG 42 14 6 20 122 20 59,276 59,898 35,800 42,400 0.825740 B 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 18 13 116 GCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCT GCTGCTACTGTTGCTGCTAC GCAACAACAGCAACAGCAGT 42 13 6 20 121 20 59,276 60,179 35,800 44,000 0.903110 B 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 20 14 90 gctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgct GCTGCTGTTTCTGCTGCTAC AGCAACAACAGCAACAGCAG 15 14 33 20 122 20 59,832 59,898 35,800 42,400 0.269448 F 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 20 ‐36 91 gctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgct GCTGCTGTTTCTGCTGCTAC CAGCAACAACAGCAACAGCA ‐36 15 84 20 123 20 59,832 60,179 35,800 44,100 0.346821 F 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:12631:6530_ 1 68 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 20 ‐36 92 gctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgct GCTGCTGTTTCTGCTGCTAC TCAGCAACAACAGCAACAGC ‐36 16 84 20 124 20 59,832 59,899 35,800 44,000 0.268729 F 137 TTGATGCTGCTACTGTTGCTGCTACTGTtgctgctgcTGTTTCTGCTGCTActgctgctgTTACTGTtgctgctgctgctgctgctgcTGTTTCTGCTGCTACTGCTGTTGCTGTTGTTGCTGACCCTCTTGTTACT

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 1 1 2 9 229 CCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCCCGAATGGCCTACTTCTGCT TCTAAAGGTGTCTCGTTGGGC 147 9 41 20 269 21 59,821 59,998 42,400 53,600 1,180,633 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 2 8 174 CGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCGCTCAGTGTTGCAGTGTAC TAAAGGTGTCTCGTTGGGCG 94 8 94 20 267 20 59,491 60,320 29,000 61,300 0.828714 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 2 8 222 TGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCTGGCCTACTTCTGCTCCTTC TAAAGGTGTCTCGTTGGGCG 142 8 46 20 267 20 59,095 60,320 34,600 61,300 1,225,430 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 2 8 227 CCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCCCGAATGGCCTACTTCTGCT TAAAGGTGTCTCGTTGGGCG 147 8 41 20 267 20 59,821 60,320 42,400 61,300 0.499073 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 2 8 241 GCAGACTAGATGGGCCGAATGGCCTACTTCTGCTC GCAGACTAGATGGGCCGAAT TAAAGGTGTCTCGTTGGGCG 161 8 27 20 267 20 59,605 60,320 33,400 61,300 0.714638 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 3 8 173 GCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCGCTCAGTGTTGCAGTGTACG TAAAGGTGTCTCGTTGGGCG 93 8 95 20 267 20 59,491 60,320 36,700 61,300 0.828714 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 4 9 262 GATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGATCTCATTGAATGGCGGCG TCTAAAGGTGTCTCGTTGGGC 180 9 8 20 269 21 59,763 59,998 64,600 53,600 1,238,343 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 4 8 260 GATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGATCTCATTGAATGGCGGCG TAAAGGTGTCTCGTTGGGCG 180 8 8 20 267 20 59,763 60,320 64,600 61,300 0.556784 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 8 127 CCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCG CCAGCCAGCGTGAAATCG TAAAGGTGTCTCGTTGGGCG 49 8 141 18 267 20 59,213 60,320 33,400 61,300 3,107,322 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 8 128 GCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATC GCCAGCCAGCGTGAAATC TAAAGGTGTCTCGTTGGGCG 50 8 140 18 267 20 59,513 60,320 21,700 61,300 2,807,039 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 8 155 CGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGATTCACATTGGTTGGCCG TAAAGGTGTCTCGTTGGGCG 75 8 113 20 267 20 60,179 60,320 61,300 61,300 0.499239 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13037:41163 1 208 32 8 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 7 8 129 GGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATGGCCAGCCAGCGTGAAATC TAAAGGTGTCTCGTTGGGCG 50 8 139 19 267 20 62,056 60,320 21,700 61,300 3,376,386 A 269 CAGCCATGATCTCATTGAATGGCGGCGCAGACTAGATGGGCCGAATGGCCTACTTCTGCTCCTTCTTATGGTCTCCCGACCCCACCCTGGCAGCGCTCAGTGTTGCAGTGTACGATTCACATTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATCGCATTCGGGGCCCGATCGCGGGCAGCGGTCGGGTTTGCGACTGCTCCACGgcccgcccgcccgcccgcccgcccgcccgcccTCCGCACCCGCCCAACGAGACACCTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 1 1 2 7 219 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT CATCGACGAGGCTAGCATGA 7 133 12 20 230 20 60,031 59,688 41,800 30,700 0.342604 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 2 7 220 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT TCATCGACGAGGCTAGCATG 7 134 12 20 231 20 60,031 59,688 41,800 40,600 0.342604 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 2 7 222 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT CATCATCGACGAGGCTAGCA 7 136 12 20 233 20 60,031 59,688 41,800 34,900 0.342604 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 3 7 168 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT TCCTTCCTCAGTTTGGTCGC 7 82 12 20 179 20 60,031 59,965 41,800 51,900 0.065397 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 4 7 181 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT CACCGTTGACCTCTCCTTCC 7 95 12 20 192 20 60,031 60,037 41,800 34,600 0.067734 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 5 10 114 CGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgCGTTATTCCTCCACCCACCC ACTACAAATCCCAGCCTGCC 10 25 9 20 122 20 60,107 60,034 46,100 48,500 0.141450 B 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 5 9 113 GTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgc GTTATTCCTCCACCCACCCG ACTACAAATCCCAGCCTGCC 9 25 10 20 122 20 60,107 60,034 52,800 48,500 0.141450 B 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 5 7 111 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT ACTACAAATCCCAGCCTGCC 7 25 12 20 122 20 60,031 60,034 41,800 48,500 0.064590 B 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 5 7 166 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT CTTCCTCAGTTTGGTCGCCT 7 80 12 20 177 20 60,031 59,965 41,800 55,200 0.065959 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 6 10 251 CGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgCGTTATTCCTCCACCCACCC TTCCCAACCTGCAAAGGGTC 10 162 9 20 259 20 60,107 60,469 46,100 44,600 0.576505 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 6 9 250 GTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgc GTTATTCCTCCACCCACCCG TTCCCAACCTGCAAAGGGTC 9 162 10 20 259 20 60,107 60,469 52,800 44,600 0.576505 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:13047:18010 1 39 39 7 1.5 AGG CCGCCGCCGCCGCCGCCGCCTCCTCCTCCTCCTCCTCNA 0 0 6 7 248 TATTCCTCCACCCACCCGATCTTTCCCccgccgccgccg TATTCCTCCACCCACCCGAT TTCCCAACCTGCAAAGGGTC 7 162 12 20 259 20 60,031 60,469 41,800 44,600 0.499645 F 288 CGCCTGCGCGTTATTCCTCCACCCACCCGATCTTTCCCccgccgccgccgccgccgcctcctcctcctcctcctcctCTGCGCCTGCGCCTCGCGGCCCTGAGGCAGGCTGGGATTTGTAGTTGGCGCCCATTTTGCGGcccccGCAGTCTAACTCCAGGCGACCAAACTGAGGAAGGAGAGGTCAACGGTGGGAAGCCGGTTGGTCGCTTCATGCTAGCCTCGTCGATGATGAGAATTGACCCTTTGCAGGTTGGGAACAAAAGCACGATAAGTTTGAAGGTGGCAG

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 1 1 6 51 216 GGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTA GGACTTGCAGCAATGTGTGA TGGACCATACATTAGCCCAGA 51 97 46 20 261 21 59,046 58,230 35,800 38,600 3,724,175 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 0 0 8 52 204 TGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATGGACTTGCAGCAATGTGTG AGCCCAGAAATTTGTCCTCA 52 85 45 20 248 20 59,330 57,022 38,200 38,600 3,647,775 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 0 0 8 52 217 TGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATGGACTTGCAGCAATGTGTG TGGACCATACATTAGCCCAGA 52 97 45 20 261 21 59,330 58,230 38,200 38,600 3,440,067 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 0 0 9 53 240 TTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTTTGGACTTGCAGCAATGTGT GCTATAGCTTTCAGAATCCATTTGGA 53 114 44 20 283 26 58,598 59,512 37,200 35,300 7,889,767 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 0 0 9 52 240 TTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTTTGGACTTGCAGCAATGTGTG GCTATAGCTTTCAGAATCCATTTGG 52 115 44 21 283 25 59,933 58,324 38,200 32,800 7,743,352 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:15777:36487 1 117 27 9 1 ACT TACTACTACTACTACTACTACTACTAC NA 0 0 9 52 240 TTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTTTGGACTTGCAGCAATGTGTG GCTATAGCTTTCAGAATCCATTTGGA 52 114 44 21 283 26 59,933 59,512 38,200 35,300 7,555,370 F 284 CTAATTTATTAtttttCAACAACATTTTCAAAACGATTGGCTTTTGGACTTGCAGCAAtgtgtgAatatatGGTGGGATTTTATTTGGTATCTGAATTTTCCTGAGAATACAAGAAtactactactactactactactactacATACTACTGCAAATCTAGAATTACAtttttGAATTATTTTCCTCCCGGCTAAAGCCAAGATTAAAATCAAGCTATATCTAAAATTTGAGGACAAATTTCTGGGCTAATGTATGGTCCAAATGGATTCTGAAAGCTATAGCT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 1 1 3 45 209 GGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCGGCGGCTGTGTTAAGGTAGA TCATTCAAATTCCTGCCTTTGTCA 90 45 4 20 212 24 59,752 59,412 25,900 35,800 4,836,394 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 45 210 AGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGAGGCGGCTGTGTTAAGGTAG TCATTCAAATTCCTGCCTTTGTCA 91 45 3 20 212 24 59,751 59,412 31,800 35,800 4,837,504 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 24 138 CTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGGGAGTGGGCTGTTAACT AAATCATCACTTGGCCGCCT 44 24 50 20 187 20 59,307 60,324 22,400 55,200 1,016,773 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 24 139 ACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGACTGGGAGTGGGCTGTTAAC AAATCATCACTTGGCCGCCT 45 24 49 20 187 20 59,599 60,324 20,100 55,200 0.724318 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 24 184 GGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCGGCGGCTGTGTTAAGGTAGA AAATCATCACTTGGCCGCCT 90 24 4 20 187 20 59,752 60,324 25,900 55,200 0.572013 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 24 185 AGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGAGGCGGCTGTGTTAAGGTAG AAATCATCACTTGGCCGCCT 91 24 3 20 187 20 59,751 60,324 31,800 55,200 0.573123 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 21 115 CTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCCTGAGAGTGAGCCTGAAGGG AAATCATCACTTGGCCGCCT 21 24 73 20 187 20 59,464 60,324 39,500 55,200 0.859985 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 45 211 CAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGCAGGCGGCTGTGTTAAGGTA TCATTCAAATTCCTGCCTTTGTCA 92 45 2 20 212 24 60,037 59,412 30,800 35,800 4,624,870 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:16173:54225 1 114 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 24 186 CAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGCAGGCGGCTGTGTTAAGGTA AAATCATCACTTGGCCGCCT 92 24 2 20 187 20 60,037 60,324 30,800 55,200 0.360489 F 240 CCAGGCGGCTGTGTTAAGGTAGAAGCAATAATTGGGGCTGCTGATATTACTGGGAGTGGGCTGTTAACTACACTGAGAGTGAGCCTGAAGGGTGaaaaaGGCCAGGCTGATGCattattattattattattattattattattCTTCTGTCTTACTAGTTCCTAGCCAGGCGGCCAAGTGATGAtttttGACAAAGGCAGGAATTTGAATGATATTCTAATTATGACTCCAATCGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 1 1 2 3 125 GTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgt GTGGGATACTGAAGCAGGCT CAGTTTGACTGTCTGCAGCT 3 12 18 20 142 20 59,456 58,409 45,800 42,400 2,134,682 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 2 3 195 GTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgt GTGGGATACTGAAGCAGGCT TCATCCTAGTGCCCATCTCCA 3 81 18 20 212 21 59,456 60,062 45,800 38,600 1,605,947 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 3 4 126 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC CAGTTTGACTGTCTGCAGCTT 4 11 17 20 142 21 59,747 59,055 48,500 37,400 2,198,438 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 3 4 126 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC CAGTTTGACTGTCTGCAGCT 4 12 17 20 142 20 59,747 58,409 48,500 42,400 1,843,976 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 3 4 186 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC GCCCATCTCCATTTCAAATGCT 4 70 17 20 202 22 59,747 59,567 48,500 37,900 2,686,283 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 3 4 195 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC CATCCTAGTGCCCATCTCCA 4 81 17 20 211 20 59,747 58,572 48,500 38,600 1,680,853 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 3 4 196 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC TCATCCTAGTGCCCATCTCCA 4 81 17 20 212 21 59,747 60,062 48,500 38,600 1,315,242 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 4 4 187 TGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgTGTGGGATACTGAAGCAGGC TGCCCATCTCCATTTCAAATGC 4 71 17 20 203 22 59,747 59,831 48,500 35,600 2,421,980 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:20912:47773 1 41 70 12 1.5 ACGC TGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGC NA 0 0 4 3 186 GTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgt GTGGGATACTGAAGCAGGCT TGCCCATCTCCATTTCAAATGC 3 71 18 20 203 22 59,456 59,831 45,800 35,600 2,712,685 F 216 TTTCCCCTAATATTATTGTGGGATACTGAAGCAGGCTTATtgtgtgtgtgtgtgtgtgtgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgCGtttttAATTAAGCTGCAGACAGTCAAACTGCAAGGTTTGAATCATCAAAAGGGGCTAGGTGTAAAACAAGCATTTGAAATGGAGATGGGCACTAGGATGAAGTC

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 2 174 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTG CCCTCCAAGCCACACATGAT 2 109 2 22 175 20 57,229 60,034 36,100 24,500 4,804,911 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 2 241 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTG CCAAACTCATGACTGCTACCA 2 175 2 22 242 21 57,229 57,942 36,100 32,500 7,829,084 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 126 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA TTCAGTGTCGCTGGGTCAAA 1 61 2 23 127 20 58,633 59,821 30,200 26,900 4,546,400 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 127 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA CTTCAGTGTCGCTGGGTCAA 1 62 2 23 128 20 58,633 60,250 30,200 31,800 4,617,035 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 132 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA TGTTCCTTCAGTGTCGCTGG 1 67 2 23 133 20 58,633 60,250 30,200 48,500 4,617,035 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 174 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA CCCTCCAAGCCACACATGAT 1 109 2 23 175 20 58,633 60,034 30,200 24,500 4,400,963 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 206 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA GGCAGCAGAAACATGGGAGT 1 141 2 23 207 20 58,633 60,610 30,200 38,500 4,977,399 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 1 241 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA CCAAACTCATGACTGCTACCA 1 175 2 23 242 21 58,633 57,942 30,200 32,500 7,425,135 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 174 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGAA CCCTCCAAGCCACACATGAT 0 109 2 24 175 20 59,214 60,034 26,900 24,500 4,819,711 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 241 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGAA CCAAACTCATGACTGCTACCA 0 175 2 24 242 21 59,214 57,942 26,900 32,500 7,843,883 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 1 195 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA CATGGGAGTTCCTGGAAGCT 1 130 2 23 196 20 58,633 59,377 30,200 37,400 4,989,831 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:21816:73141 1 26 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 1 196 TGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtgTGTCCATCCATAAGTACCCTTGA ACATGGGAGTTCCTGGAAGC 1 131 2 23 197 20 58,633 59,670 30,200 38,600 4,696,762 F 242 TTGTCCATCCATAAGTACCCTTGAAggtggtggtggtggtggtggtGAGCTACCTTCTTGAATTGCTGCAGCCCATGTGGTGTAGGTGCaaaaaGGAGTTCCAGGATTTTGACCCAGCGACACTGAAGGAACAGCGATTATATTTCTAAGTCAGGATCAtgtgtgGCTTGGAGGGGAGCTTCCAGGAACTCCCATGTTTCTGCTGCCCCTGTCTTTCTAGATGGTAGCAGTCATGAGTTTGG

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 5 0 111 TCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctc TCTTTCCTTGTGGCTTGAAGT GTGGAGCGACGGATGCTAAT 0 49 3 21 113 20 57,703 60,249 30,100 17,300 3,546,623 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 0 128 TCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctc TCTTTCCTTGTGGCTTGAAGT GAAGGAGGGCAGAGAAGGTG 0 66 3 21 130 20 57,703 59,748 30,100 40,000 3,548,769 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 0 136 TCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctc TCTTTCCTTGTGGCTTGAAGT AAAGTTGGGAAGGAGGGCAG 0 74 3 21 138 20 57,703 59,887 30,100 48,500 3,410,324 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 0 140 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcc CTTCTTTCCTTGTGGCTTGAAGT CTAAAGTTGGGAAGGAGGGCA 0 75 1 23 140 21 59,366 59,646 30,100 53,600 4,988,354 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 140 TCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctc TCTTTCCTTGTGGCTTGAAGT TGCTAAAGTTGGGAAGGAGGG 0 77 3 21 142 21 57,703 59,646 30,100 43,000 4,651,502 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 141 TTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcct TTCTTTCCTTGTGGCTTGAAGT TGCTAAAGTTGGGAAGGAGGG 0 77 2 22 142 21 58,369 59,646 30,100 43,000 4,985,618 A 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 171 TCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctc TCTTTCCTTGTGGCTTGAAGT GCGAGCGACAAGACAACAAC 0 109 3 21 173 20 57,703 60,383 30,100 33,200 3,680,258 B 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 172 TTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcct TTCTTTCCTTGTGGCTTGAAGT GCGAGCGACAAGACAACAAC 0 109 2 22 173 20 58,369 60,383 30,100 33,200 4,014,374 B 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:4868:5634_1 1 24 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 0 173 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcc CTTCTTTCCTTGTGGCTTGAAGT GCGAGCGACAAGACAACAAC 0 109 1 23 173 20 59,366 60,383 30,100 33,200 4,017,110 B 200 CTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcCACCGAAGCCACCTTCACCCTTAGGTTTGGCCCAGTCCAAAGTAACTTTATTAGCATCCGTCGCTCCACCTTCTCTGCCCTCCTTCCCAACTTTAGCATCTTCctctctGTTGTTGTCTTGTCGCTCGCCGcctcctcctcctcctcctcctCCAC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 1 1 3 18 117 AGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTG TTTGTCCTCTGGCTACCCAC 18 28 63 21 179 20 59,312 59,309 32,100 46,100 2,378,959 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 44 244 ACGTTTGATATACCTATAAGTCACACTAATTCAGCC ACGTTTGATATACCTATAAGTCACACT GCGCCTTTGCTCATTTCTCA 44 123 31 27 274 20 58,089 59,477 35,500 32,700 9,434,016 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 17 116 GCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTGT TTTGTCCTCTGGCTACCCAC 17 28 64 21 179 20 59,588 59,309 37,200 46,100 2,103,105 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 4 12 100 GCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTGT CCACCCTCCAGCCACTAGAA 17 12 64 21 163 20 59,588 60,910 37,200 21,000 2,321,953 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 5 44 247 ACGTTTGATATACCTATAAGTCACACTAATTCAGCC ACGTTTGATATACCTATAAGTCACACT ACTGCGCCTTTGCTCATTTC 44 126 31 27 277 20 58,089 59,758 35,500 21,700 9,152,961 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 5 17 214 GCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTGT ACTGCGCCTTTGCTCATTTC 17 126 64 21 277 20 59,588 59,758 37,200 21,700 1,654,361 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 5 10 187 TGGGTTGTGAATGTGTTTCTTGGATAAAATACCattaTGGGTTGTGAATGTGTTTCTTGG ATAGCCCTGCAAATGTTTCCC 10 103 69 23 255 21 59,868 58,889 36,100 39,700 5,242,511 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 44 248 ACGTTTGATATACCTATAAGTCACACTAATTCAGCC ACGTTTGATATACCTATAAGTCACACT CACTGCGCCTTTGCTCATTT 44 127 31 27 278 20 58,089 60,039 35,500 23,200 8,949,835 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 18 216 AGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTG CACTGCGCCTTTGCTCATTT 18 127 63 21 278 20 59,312 60,039 32,100 23,200 1,727,089 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 17 215 GCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATAGCCTTTGGGTTGTGAATGTGT CACTGCGCCTTTGCTCATTT 17 127 64 21 278 20 59,588 60,039 37,200 23,200 1,451,235 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 10 186 TGGGTTGTGAATGTGTTTCTTGGATAAAATACCattaTGGGTTGTGAATGTGTTTCTTGG TAGCCCTGCAAATGTTTCCC 10 103 69 23 254 20 59,868 58,444 36,100 39,700 4,687,899 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6086:30984_ 1 102 30 10 1 AAT ATTATTATTATTATTATTATTATTATTATT NA 0 0 6 9 185 GGGTTGTGAATGTGTTTCTTGGATAAAATACCattat GGGTTGTGAATGTGTTTCTTGGA TAGCCCTGCAAATGTTTCCC 9 103 70 23 254 20 59,617 58,444 35,300 39,700 4,939,151 A 282 ATGTTTTCATTATTAGTGTAGTGATGAAATACGTTTGATATACCTATAAGTCACACTAATTCAGCCTTTGGGTTGTGAATGTGTTTCTTGGATAAAATACCattattattattattattattattattattATAGTGGTGGATTTCTAGTGGCTGGAGGGTGGGTAGCCAGAGGACAAAGATTTAAGGTAATTGCTAAAAGAACCAGGGAGGGGAACTGGATAAATACTTGAAGGGGAAACATTTGCAGGGCTATGAGAAATGAGCAAAGGCGCAGTGGGGC

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 1 1 5 1 92 CAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcc CAGCTTTCTGACCTCTCCCG TTTCCGGTCACTGGGCAGG 1 24 179 20 270 19 60,108 62,191 51,400 48,500 3,299,163 A 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 25 133 CAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtgCAGCGTGAAATTGCGATCGG TTTCCGGTCACTGGGCAG 42 25 138 20 270 18 60,587 59,570 41,800 48,500 3,017,172 B 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 25 264 GTGTCCCTGCTCATGTGACAGAGTCACATGAggggg GTGTCCCTGCTCATGTGACA TTTCCGGTCACTGGGCAG 173 25 7 20 270 18 59,965 59,570 35,800 48,500 2,465,247 F 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 20 259 GTGTCCCTGCTCATGTGACAGAGTCACATGAggggg GTGTCCCTGCTCATGTGACA GGTCACTGGGCAGGCTTG 173 20 7 20 265 18 59,965 60,674 35,800 40,100 2,709,697 F 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 19 258 GTGTCCCTGCTCATGTGACAGAGTCACATGAggggg GTGTCCCTGCTCATGTGACA GTCACTGGGCAGGCTTGG 173 19 7 20 264 18 59,965 60,674 35,800 36,100 2,709,697 F 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 10 101 ggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgccGGTGGTGGTCAGCTTTCTGA TTTCCGGTCACTGGGCAG 10 25 170 20 270 18 59,891 59,570 32,700 48,500 2,538,515 F 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 1 92 CAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcc CAGCTTTCTGACCTCTCCCG TTTCCGGTCACTGGGCAG 1 25 179 20 270 18 60,108 59,570 51,400 48,500 2,538,355 A 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 6 0 91 AGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgAGCTTTCTGACCTCTCCCGA TTTCCGGTCACTGGGCAG 0 25 180 20 270 18 60,252 59,570 51,400 48,500 2,681,762 A 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 8 25 158 GCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAA GCTGGTTGGCCGTTAATTGG TTTCCGGTCACTGGGCAG 67 25 113 20 270 18 60,109 59,570 31,600 48,500 2,538,781 B 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 8 20 153 GCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAA GCTGGTTGGCCGTTAATTGG GGTCACTGGGCAGGCTTG 67 20 113 20 265 18 60,109 60,674 31,600 40,100 2,783,231 B 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:6664:25657_ 1 200 28 7 1 CCCG GCCCGCCCGCCCGCCCGCCCGCCCGCCC NA 0 0 8 19 152 GCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAA GCTGGTTGGCCGTTAATTGG GTCACTGGGCAGGCTTGG 67 19 113 20 264 18 60,109 60,674 31,600 36,100 2,783,231 B 282 TTTAACGTGTCCCTGCTCATGTGACAGAGTCACATGAgggggCATGTTTTAATTAtttttAATATCTTTAttttttATTTCaaaaaTCTTCAGCTCCCTGAGGCAGCTCTGCGCTGGTTGGCCGTTAATTGGCCAGCCAGCGTGAAATTGCGATCGGGGCTCGATTGCGggtggtggtCAGCTTTCTGACCTCTCCCGAgcccgcccgcccgcccgcccgcccgcccGCCAAGCCCGCCAAGCCCGCCAAGCCTGCCCAGTGACCGGAAAATCCAGGCCATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 7 9 109 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA GAATGCTAAGCTCGCACCAC 9 38 1 21 109 20 57,085 59,625 25,700 41,600 4,290,543 A 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 110 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA AGAATGCTAAGCTCGCACCA 9 39 1 21 110 20 57,085 59,750 25,700 41,700 4,165,671 A 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 123 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA TGAGAGGCGGAAGAGAATGC 9 52 1 21 123 20 57,085 59,823 25,700 35,600 4,092,117 A 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 127 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA GCTTTGAGAGGCGGAAGAGA 9 56 1 21 127 20 57,085 59,752 25,700 31,000 4,163,173 F 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 133 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA GAGAGAGCTTTGAGAGGCGG 9 62 1 21 133 20 57,085 60,179 25,700 61,300 4,094,550 F 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 173 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA GAACTGGCTGGCAATCATCA 9 102 1 21 173 20 57,085 58,533 25,700 30,700 5,382,294 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 174 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA TGAACTGGCTGGCAATCATCA 9 102 1 21 174 21 57,085 60,272 25,700 30,700 5,187,474 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 181 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA TGAGTATTGAACTGGCTGGCA 9 109 1 21 181 21 57,085 59,649 25,700 49,200 5,266,121 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 210 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA GGCAAATTCTGTCCTTCTCCA 9 138 1 21 210 21 57,085 58,205 25,700 38,600 6,710,767 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 9 211 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCA AGGCAAATTCTGTCCTTCTCCA 9 138 1 21 211 22 57,085 59,623 25,700 38,600 6,291,955 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:7720:48230_ 1 31 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 7 8 211 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtgTGATCATCGTAGCGCTAATCAA AGGCAAATTCTGTCCTTCTCCA 8 138 1 22 211 22 57,763 59,623 25,700 38,600 6,613,867 B 215 TGATCATCGTAGCGCTAATCAAAACTTCAAtggtggtggtggtggtggtggGGTGTCCTTGACATTAGGTTTGCAACAGCGTGGAGGAGGTGGTGCGAGCTTAGCATTCTCTTCCGCCTCTCAAAGctctctctTTTACCCTAGAGATCACATTGATGATTGCCAGCCAGTTCAATACTCACTTCTTGATGGAGAAGGACAGAATTTGCCTTATA

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 1 1 20 14 146 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA CACAGAGAGACACAGAGACACA 14 16 50 22 195 22 59,441 59,379 35,800 37,200 5,179,380 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 20 14 147 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA ACACAGAGAGACACAGAGACAC 14 17 50 22 196 22 59,441 59,379 35,800 36,700 5,179,850 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 20 10 142 GTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtc GTCTGTAGAAGAGTCACACGGA CACAGAGAGACACAGAGACACA 10 16 54 22 195 22 59,187 59,379 46,900 37,200 5,433,176 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 21 0 137 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA ACACAGAGACACAGAGACACA 14 0 50 22 178 21 59,441 58,621 35,800 37,200 4,937,800 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 21 0 173 CCAGGTCGTGTATAATAGGACTGGAAACAGGTAAACCAGGTCGTGTATAATAGGACTGG ACACAGAGACACAGAGACACA 48 0 14 24 178 21 60,022 58,621 40,000 37,200 6,401,247 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 0 134 GTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtc GTCTGTAGAAGAGTCACACGGA GACACAGAGACACAGAGACACA 10 0 54 22 179 22 59,187 59,641 46,900 37,200 5,171,805 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 0 138 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA GACACAGAGACACAGAGACACA 14 0 50 22 179 22 59,441 59,641 35,800 37,200 4,918,009 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 0 138 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA GACACAGAGACACAGAGACACA 14 0 50 22 179 22 59,441 59,641 35,800 37,200 4,918,009 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 0 174 CCAGGTCGTGTATAATAGGACTGGAAACAGGTAAACCAGGTCGTGTATAATAGGACTGG GACACAGAGACACAGAGACACA 48 0 14 24 179 22 60,022 59,641 40,000 37,200 6,381,457 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 0 175 CCCAGGTCGTGTATAATAGGACTGGAAACAGGTAACCCAGGTCGTGTATAATAGGACTG GACACAGAGACACAGAGACACA 49 0 13 24 179 22 60,022 59,641 35,100 37,200 6,381,457 B 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 22 ‐1 137 GCCAGTCTGTAGAAGAGTCACACGGACTCAAAACT GCCAGTCTGTAGAAGAGTCACA ACACAGAGACACAGAGACACAG 14 ‐1 50 22 178 22 59,441 59,640 35,800 36,600 4,919,278 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 23 25 212 CCAGGTCGTGTATAATAGGACTGGAAACAGGTAAACCAGGTCGTGTATAATAGGACTGG CACAGAGAGACACAGAGAGACAC 48 25 14 24 205 23 60,022 60,058 40,000 36,700 7,080,536 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 23 25 212 CCAGGTCGTGTATAATAGGACTGGAAACAGGTAAACCAGGTCGTGTATAATAGGACTGG CACAGAGAGACACAGAGAGACAC 48 25 14 24 205 23 60,022 60,058 40,000 36,700 7,080,536 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2109:8674:12261_ 1 86 72 8 1.5 ACAG TGTCTGTCTGTCTCTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 23 25 212 CCAGGTCGTGTATAATAGGACTGGAAACAGGTAAACCAGGTCGTGTATAATAGGACTGG CACAGAGAGACACAGAGAGACAC 48 25 14 24 205 23 60,022 60,058 40,000 36,700 7,080,536 F 230 TGTCAAGTACACCCCAGGTCGTGTATAATAGGACTGGAAACAGGTAAAAGCCAGTCTGTAGAAGAGTCACACGGACTCAAAACTGtgtctgtctgtcTCtctgtctgtctgtctgtctgtctgtctgtctgtctctcTGtctctcTGtctctctctcTGTGTCTCTGTGTCTCTGTGTCTCTGTGtctctcTGTGtctctcTGTGtctctcTGTGtctctcTGTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 4 48 176 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA TCAATTGGGCCAAGACACCT 61 48 1 26 176 20 57,364 59,518 15,200 40,000 9,118,211 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 46 174 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA AATTGGGCCAAGACACCTGG 61 46 1 26 174 20 57,364 60,543 15,200 44,500 9,178,467 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 41 169 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA GGCCAAGACACCTGGAAAGT 61 41 1 26 169 20 57,364 60,179 15,200 26,600 8,814,754 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 5 109 GGTGACTAAACAGTCCCAGAgggggCAcatcatcatcat GGTGACTAAACAGTCCCAGAGG GGCCAAGACACCTGGAAAGT 5 41 61 22 169 20 60,028 60,179 36,900 26,600 2,207,010 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 4 107 TGACTAAACAGTCCCAGAgggggCAcatcatcatcatcat TGACTAAACAGTCCCAGAGGG GGCCAAGACACCTGGAAAGT 4 41 63 21 169 20 58,743 60,179 43,000 26,600 2,436,197 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 4 108 GTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcaGTGACTAAACAGTCCCAGAGGG GGCCAAGACACCTGGAAAGT 4 41 62 22 169 20 60,028 60,179 43,000 26,600 2,207,010 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 61 272 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA CAGAACTCTGGAAACTATGAACTGA 61 139 1 26 272 25 57,364 58,541 15,200 34,100 15,094,831 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 5 212 GGTGACTAAACAGTCCCAGAgggggCAcatcatcatcat GGTGACTAAACAGTCCCAGAGG CAGAACTCTGGAAACTATGAACTGA 5 139 61 22 272 25 60,028 58,541 36,900 34,100 8,487,086 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 4 211 GTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcaGTGACTAAACAGTCCCAGAGGG CAGAACTCTGGAAACTATGAACTGA 4 139 62 22 272 25 60,028 58,541 43,000 34,100 8,487,086 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 61 271 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA AGAACTCTGGAAACTATGAACTGA 61 139 1 26 271 24 57,364 57,328 15,200 34,100 15,308,031 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 61 272 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTA AGTGAATTAAACAGAGGCTGATTTAA CAGAACTCTGGAAACTATGAACTG 61 140 1 26 272 24 57,364 57,282 15,200 31,600 15,354,219 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10379:24954 1 88 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 4 210 GTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcaGTGACTAAACAGTCCCAGAGGG AGAACTCTGGAAACTATGAACTGA 4 139 62 22 271 24 60,028 57,328 43,000 34,100 8,700,286 F 285 AGTGAATTAAACAGAGGCTGATTTAATTTATTGTTAGCTAAGGATAGGTTTCCTTTTCAAGGTGACTAAACAGTCCCAGAgggggCAcatcatcatcatcatcatcatCAGCAAGGTTCTACAGATGCATTCACTATAAACTAGTTTTCACTTTCCAGGTGTCTTGGCCCAATTGAAATGGATTCATTTTAGTGTCTCCTAAAGTAGAGTACATAACTAATTCTGCATTTGTATAAATGCAGAATATTCAGTTCATAGTTTCCAGAGTTCTGTTGTTTTAAGCTC

ST‐E00142:460:H2K7HCCXY:6:2110:10754:65195 1 37 45 9 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATG NA 1 1 13 0 93 GGATGCCAAGATGGATTGATGTaatggaatggaatgga GGATGCCAAGATGGATTGATGT TCCATTCAATCCACCTGGCA 0 6 15 22 107 20 58,772 59,297 30,600 49,200 3,931,942 F 136 TAATGGAATGAAATGGATGCCAAGATGGATTGATGTaatggaatggaatggaatggaatggaatggaatggaatggaatggAATGAATGCCAGGTGGATTgaatggaatggaatggaatgGATGCCAAGATAGATG

ST‐E00142:460:H2K7HCCXY:6:2110:10754:65195 1 37 45 9 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATG NA 0 0 14 1 94 TGGATGCCAAGATGGATTGATGTaatggaatggaatgg TGGATGCCAAGATGGATTGATG TCCATTCAATCCACCTGGCA 1 6 14 22 107 20 58,772 59,297 30,700 49,200 3,931,103 F 136 TAATGGAATGAAATGGATGCCAAGATGGATTGATGTaatggaatggaatggaatggaatggaatggaatggaatggaatggAATGAATGCCAGGTGGATTgaatggaatggaatggaatgGATGCCAAGATAGATG

ST‐E00142:460:H2K7HCCXY:6:2110:10754:65195 1 37 45 9 1 AATGG AATGGAATGGAATGGAATGGAATGGAATGGAATG NA 0 0 14 0 94 TGGATGCCAAGATGGATTGATGTaatggaatggaatgg TGGATGCCAAGATGGATTGATGT TCCATTCAATCCACCTGGCA 0 6 14 23 107 20 60,373 59,297 30,600 49,200 4,076,817 F 136 TAATGGAATGAAATGGATGCCAAGATGGATTGATGTaatggaatggaatggaatggaatggaatggaatggaatggaatggAATGAATGCCAGGTGGATTgaatggaatggaatggaatgGATGCCAAGATAGATG

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 1 1 2 8 146 ggAACAAACACATGTTGAGTAggggggggggggAATCGGGAACAAACACATGTTGAGTAGGG TACAACGGTGAGTCCAGCTG 79 8 107 24 252 20 60,023 59,683 35,300 42,400 4,340,353 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 0 0 4 28 166 ggAACAAACACATGTTGAGTAggggggggggggAATCGGGAACAAACACATGTTGAGTAGGG GGAAGCGTCTCCTCAGTGTT 79 28 107 24 272 20 60,023 59,681 35,300 33,200 4,341,955 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 0 0 4 22 105 AATTCGAGGAGAGCGATCGTCGGGCAGGCAGACT AATTCGAGGAGAGCGATCGT GGAAGCGTCTCCTCAGTGTT 22 28 168 20 272 20 58,974 59,681 37,300 33,200 1,344,574 A 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 0 0 4 21 104 ATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTG ATTCGAGGAGAGCGATCGTC GGAAGCGTCTCCTCAGTGTT 21 28 169 20 272 20 59,411 59,681 42,000 33,200 0.907984 A 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 0 0 4 21 105 AATTCGAGGAGAGCGATCGTCGGGCAGGCAGACT AATTCGAGGAGAGCGATCGTC GGAAGCGTCTCCTCAGTGTT 21 28 168 21 272 20 60,002 59,681 42,000 33,200 1,321,013 A 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 210 15 5 1 CCG GCGGCGGCGGCGGCG NA 0 0 4 8 147 gggAACAAACACATGTTGAGTAggggggggggggAATCGGGAACAAACACATGTTGAGTAGG TACAACGGTGAGTCCAGCTG 80 8 106 24 252 20 60,023 59,683 31,800 42,400 4,340,353 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 1 4 27 163 agaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCAGAAGATCGAGGGAGCAAGC GACGATCGCTCTCCTCGAAT 27 68 26 20 188 20 59,536 59,411 40,100 33,400 1,052,842 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 23 159 GATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCg GATCGAGGGAGCAAGCGAAT GACGATCGCTCTCCTCGAAT 23 68 30 20 188 20 60,250 59,411 33,400 33,400 0.838880 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC
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ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 0 135 AAGAGTGCGCgagagaAAGGgagagaGggaggaggagg AAGAGTGCGCGAGAGAAAGG ACGATCGCTCTCCTCGAATT 0 67 53 20 187 20 60,389 58,974 31,100 21,700 1,414,978 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 0 136 AAGAGTGCGCgagagaAAGGgagagaGggaggaggagg AAGAGTGCGCGAGAGAAAGG GACGATCGCTCTCCTCGAAT 0 68 53 20 188 20 60,389 59,411 31,100 33,400 0.978389 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 0 136 AAGAGTGCGCgagagaAAGGgagagaGggaggaggagg AAGAGTGCGCGAGAGAAAGG GACGATCGCTCTCCTCGAATT 0 67 53 20 188 21 60,389 60,002 31,100 21,700 1,391,417 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 9 37 194 GCGGAGgaagaagaaGATCGAGGGAGCAAGCGAAT GCGGAGGAAGAAGAAGATCGA CACCCTCAGTCTGCCTGC 37 90 15 21 208 18 59,594 60,047 35,900 48,500 3,452,328 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 40 176 CGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGA CGGCGGAGGAAGAAGAAGAT GACGATCGCTCTCCTCGAAT 40 68 13 20 188 20 59,538 59,411 24,000 33,400 1,051,184 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 40 196 CGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGA CGGCGGAGGAAGAAGAAGAT CACCCTCAGTCTGCCTGC 40 90 13 20 208 18 59,538 60,047 24,000 48,500 2,508,468 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 28 7 1.5 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 40 197 CGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGA CGGCGGAGGAAGAAGAAGAT GCACCCTCAGTCTGCCTG 40 91 13 20 209 18 59,538 60,047 24,000 48,500 2,508,468 F 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 1 6 23 243 GATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCg GATCGAGGGAGCAAGCGAAT GGAAGCGTCTCCTCAGTGTT 23 28 30 20 272 20 60,250 59,681 33,400 33,200 0.568419 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 0 6 8 223 GATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCg GATCGAGGGAGCAAGCGAAT TACAACGGTGAGTCCAGCTG 23 8 30 20 252 20 60,250 59,683 33,400 42,400 0.566817 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 0 6 0 200 AAGAGTGCGCgagagaAAGGgagagaGggaggaggagg AAGAGTGCGCGAGAGAAAGG TACAACGGTGAGTCCAGCTG 0 8 53 20 252 20 60,389 59,683 31,100 42,400 0.706326 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 0 6 0 220 AAGAGTGCGCgagagaAAGGgagagaGggaggaggagg AAGAGTGCGCGAGAGAAAGG GGAAGCGTCTCCTCAGTGTT 0 28 53 20 272 20 60,389 59,681 31,100 33,200 0.707928 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 0 10 28 260 CGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGA CGGCGGAGGAAGAAGAAGAT GGAAGCGTCTCCTCAGTGTT 40 28 13 20 272 20 59,538 59,681 24,000 33,200 0.780723 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:11728:15830 1 73 152 7 2 AGG GAGAGAGGGAGGAGGAGGAGGAGGAGGAGGGG NA 0 0 10 8 240 CGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGA CGGCGGAGGAAGAAGAAGAT TACAACGGTGAGTCCAGCTG 40 8 13 20 252 20 59,538 59,683 24,000 42,400 0.779121 G 272 ATAGGCagagagCGGCGGAGgaagaagaaGATCGAGGGAGCAAGCGAATGAAAAGAGTGCGCgagagaAAGGgagagaGggaggaggaggaggaggaggaggggggggAACAAACACATGTTGAGTAggggggggggggAATCGTTAAGTAAATCGCAGCAGGGAATAATTCGAGGAGAGCGATCGTCGGGCAGGCAGACTGAGGGTGCgcggcggcggcggcgCGAGCTCACAGCTGGACTCACCGTTGTAAACACTGAGGAGACGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 4 29 259 GGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCGGTCAGCGGTGCTCCCAG GCCTCCCACGTTCTTCCC 157 29 11 18 269 18 62,767 60,046 44,500 39,700 6,813,472 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 27 258 GGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCGGTCAGCGGTGCTCCCAG CCTCCCACGTTCTTCCCAG 157 27 11 18 268 19 62,767 59,703 44,500 44,500 6,063,970 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 1 102 ATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctc ATCCGCCGGGTCTTCCTC CCTCCCACGTTCTTCCCAG 1 27 167 18 268 19 61,155 59,703 37,100 44,500 4,451,882 B 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 26 257 GGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCGGTCAGCGGTGCTCCCAG CTCCCACGTTCTTCCCAGC 157 26 11 18 267 19 62,767 60,376 44,500 48,500 6,143,292 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 1 101 ATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctc ATCCGCCGGGTCTTCCTC CTCCCACGTTCTTCCCAGC 1 26 167 18 267 19 61,155 60,376 37,100 48,500 4,531,204 B 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 1 103 CATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcct CATCCGCCGGGTCTTCCTC CCTCCCACGTTCTTCCCAG 1 27 166 19 268 19 62,447 59,703 37,100 44,500 4,743,740 B 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 230 GAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCGAGGTCCCAGGCAGCAGG CCTCCCACGTTCTTCCCAG 129 27 39 18 268 19 62,107 59,703 48,500 44,500 5,403,640 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 27 231 GGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGGGAGGTCCCAGGCAGCAG CCTCCCACGTTCTTCCCAG 130 27 38 18 268 19 62,107 59,703 42,400 44,500 5,403,640 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:12682:25394 1 186 37 8 1.5 AGG TCCTCCTCCTCCACCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 26 229 GAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCGAGGTCCCAGGCAGCAGG CTCCCACGTTCTTCCCAGC 129 26 39 18 267 19 62,107 60,376 48,500 48,500 5,482,962 F 289 GGTAGCCGGCGGTCAGCGGTGCTCCCAGCAGCGGCTGGGAGGTCCCAGGCAGCAGGCAGGGCAGGAGCTGGCCCCTCAGCGGGGAgggggCATCCCGGGCCCAGCCGGGCTGCAGGCCCTTCAGCGCGGCCGGGTCCGGCGcccccTCGGCCTGGTCCCTCGGACCATCCGCCGGGTCTTCCTCTtcctcctcctccAcctcctcctcctcctcctcctcctCGGGGTCGCCCCTCCGCTCCAGCGGCGCTGGGAAGAACGTGGGAGGCGCCACGGCCGCGCCGATGCT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 1 1 2 17 219 GGAGCCAAGCCCTCGATTATAGAATTGTAATTATtg GGAGCCAAGCCCTCGATTAT GCGCAATTTAAGCCGGACTC 141 17 60 20 278 20 59,602 60,248 12,800 33,600 0.646412 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 2 16 218 GGAGCCAAGCCCTCGATTATAGAATTGTAATTATtg GGAGCCAAGCCCTCGATTAT CGCAATTTAAGCCGGACTCC 141 16 60 20 277 20 59,602 59,623 12,800 38,500 0.775521 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 17 151 CTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCC CTTGTGGGTGCTCTCGAGTT GCGCAATTTAAGCCGGACTC 73 17 128 20 278 20 59,966 60,248 30,100 33,600 0.282153 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 3 17 278 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGACTTTATCCCACCACTGGCAG GCGCAATTTAAGCCGGACTC 199 17 1 21 278 20 59,995 60,248 48,500 33,600 1,252,839 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 17 154 GTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCG GTTCTTGTGGGTGCTCTCGA GCGCAATTTAAGCCGGACTC 76 17 125 20 278 20 59,966 60,248 40,400 33,600 0.281598 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 17 276 TTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTTTATCCCACCACTGGCAGC GCGCAATTTAAGCCGGACTC 198 17 3 20 278 20 60,323 60,248 52,500 33,600 0.571454 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 16 153 GTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCG GTTCTTGTGGGTGCTCTCGA CGCAATTTAAGCCGGACTCC 76 16 125 20 277 20 59,966 59,623 40,400 38,500 0.410707 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 4 16 275 TTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTTTATCCCACCACTGGCAGC CGCAATTTAAGCCGGACTCC 198 16 3 20 277 20 60,323 59,623 52,500 38,500 0.700562 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 5 12 90 GATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgGATGTCGACTGTAACCCGCA GCGCAATTTAAGCCGGACTC 12 17 189 20 278 20 60,109 60,248 56,900 33,600 0.357086 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 13 90 TGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctTGATGTCGACTGTAACCCGC CGCAATTTAAGCCGGACTCC 13 16 188 20 277 20 60,109 59,623 61,300 38,500 0.486195 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 6 13 91 TGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctTGATGTCGACTGTAACCCGC GCGCAATTTAAGCCGGACTC 13 17 188 20 278 20 60,109 60,248 61,300 33,600 0.357086 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:16295:54612 1 221 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NA 0 0 7 17 234 CCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATACCAACCTCTGGCATCGGAG GCGCAATTTAAGCCGGACTC 157 17 45 19 278 20 60,153 60,248 46,300 33,600 1,401,383 F 288 ACTTTATCCCACCACTGGCAGCCCTGCCCGCAGCAGCCTGCACCCCAACCTCTGGCATCGGAGCCAAGCCCTCGATTATAGAATTGTAATTATtgtgtgTACGACTGTACTGTACATATTTATTGTTCTTGTGGGTGCTCTCGAGtttttGGTGACGCCCGCCCGTGGACAATGTTCGGCTGCCGACTGATGTCGACTGTAACCCGCACCAGGTGCGGGCgctgctgctgctgctgctgctGATGAGCGCGTGACCCGGAGTCCGGCTTAAATTgcgcgcgcCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 4 49 194 ATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGATCAGCTCTGTACGGACACC ACTGAGATATAGACGGTTTGAGTCG 79 49 42 20 235 25 59,182 59,992 41,600 41,800 5,826,118 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 48 192 ATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGATCAGCTCTGTACGGACACC TGAGATATAGACGGTTTGAGTCGA 79 48 42 20 233 24 59,182 58,879 41,600 42,000 5,939,401 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 39 167 GACACCGGATGCCGTTTAGATGACTTACCAAGAGC GACACCGGATGCCGTTTAGA CGGTTTGAGTCGAATGAAGACA 65 39 56 20 222 22 60,109 58,943 21,000 34,100 3,165,538 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 59 241 CAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCAGTGTTGGTCGACCA GCAATGACATAGACTGAGATATAGACG 115 59 7 19 247 27 60,228 59,304 40,200 41,800 8,923,562 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 59 242 ACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCAACAGCAGTGTTGGTCGACC GCAATGACATAGACTGAGATATAGACG 116 59 6 19 247 27 60,228 59,304 47,900 41,800 8,923,591 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 41 170 GACACCGGATGCCGTTTAGATGACTTACCAAGAGC GACACCGGATGCCGTTTAGA AGACGGTTTGAGTCGAATGAAGA 65 41 56 20 225 23 60,109 59,995 21,000 28,700 3,113,992 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 41 190 ACTTTCATCAGCTCTGTACGGACACCGGATGCCGTT ACTTTCATCAGCTCTGTACGGA AGACGGTTTGAGTCGAATGAAGA 83 41 36 22 225 23 59,174 59,995 46,900 28,700 5,831,600 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 41 219 CAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCAGTGTTGGTCGACCA AGACGGTTTGAGTCGAATGAAGA 115 41 7 19 225 23 60,228 59,995 40,200 28,700 4,232,999 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 41 220 ACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCAACAGCAGTGTTGGTCGACC AGACGGTTTGAGTCGAATGAAGA 116 41 6 19 225 23 60,228 59,995 47,900 28,700 4,233,028 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 39 216 CAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCAGTGTTGGTCGACCA CGGTTTGAGTCGAATGAAGACA 115 39 7 19 222 22 60,228 58,943 40,200 34,100 4,284,545 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 19 124 GGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGGAACGGGTGTCAAGGGAAT AGACGGTTTGAGTCGAATGAAGA 19 41 102 20 225 23 59,962 59,995 30,100 28,700 3,043,206 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 0 102 TCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTCTGTGATGTCAGCACGCTT CGGTTTGAGTCGAATGAAGACA 0 39 121 20 222 22 59,966 58,943 46,800 34,100 3,090,938 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 0 105 TCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTCTGTGATGTCAGCACGCTT AGACGGTTTGAGTCGAATGAAGA 0 41 121 20 225 23 59,966 59,995 46,800 28,700 3,039,392 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 57 240 CACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCCACAGCAGTGTTGGTCGACC ATGACATAGACTGAGATATAGACGGT 116 57 5 20 244 26 61,499 58,601 47,900 48,300 8,897,694 F 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:17787:3647_ 1 141 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 6 40 168 GACACCGGATGCCGTTTAGATGACTTACCAAGAGC GACACCGGATGCCGTTTAGA ACGGTTTGAGTCGAATGAAGAC 65 40 56 20 223 22 60,109 58,942 21,000 30,100 3,166,253 A 256 TGGACACAGCAGTGTTGGTCGACCAGCaaaaaCTTACTTTCATCAGCTCTGTACGGACACCGGATGCCGTTTAGATGACTTACCAAGAGCGATGGTCGTTAGGAACGGGTGTCAAGGGAATCTGTGATGTCAGCACGCTTtgatgatgatgatgatgatgaTGGTTGACGAATGGATAAAGATGTTTTCGACCAAGGTATTGTCTTCATTCGACTCAAACCGTCTATATCTCAGTCTATGTCATTGCTATAATGTC

ST‐E00142:460:H2K7HCCXY:6:2110:20415:62382 1 44 165 9 2 AGAGGG GAGAGGGAGAGGGAGAGGGAGAGGGAGAGGGA NA 1 1 20 ‐6 219 gagagggagagggagagagGGAGAGGGAgagagggagag GAGAGGGAGAGGGAGAGAGG CCGAACAACTCACACATGCA ‐6 6 30 20 234 20 59,521 59,056 36,900 39,600 1,422,180 G 240 GGAGAgggggagagggagagggagagggagagagGGAGAGGGAgagagggagagggagagggagagggagagggagagggagagggagagggagaggGAGGGAGAAAagagagGGGGAGAAagagagATGGaaaaaGAGAGGGAGATGGGgagagaaaaaaaGGaaaaaCgagagaaaaaaGAGAGGgagagaAGTGAagagagagagCACATATGCAtgtgtgAGTTGTTCGGAGGATA

ST‐E00142:460:H2K7HCCXY:6:2110:20415:62382 1 44 165 9 2 AGAGGG GAGAGGGAGAGGGAGAGGGAGAGGGAGAGGGA NA 0 0 20 ‐11 214 ggagagggagagagGGAGAGGGAgagagggagagggaga GGAGAGGGAGAGAGGGAGAG CCGAACAACTCACACATGCA ‐11 6 35 20 234 20 59,521 59,056 32,000 39,600 1,422,180 G 240 GGAGAgggggagagggagagggagagggagagagGGAGAGGGAgagagggagagggagagggagagggagagggagagggagagggagagggagaggGAGGGAGAAAagagagGGGGAGAAagagagATGGaaaaaGAGAGGGAGATGGGgagagaaaaaaaGGaaaaaCgagagaaaaaaGAGAGGgagagaAGTGAagagagagagCACATATGCAtgtgtgAGTTGTTCGGAGGATA

ST‐E00142:460:H2K7HCCXY:6:2110:20415:62382 1 44 165 9 2 AGAGGG GAGAGGGAGAGGGAGAGGGAGAGGGAGAGGGA NA 0 0 20 ‐12 213 gagagggagagagGGAGAGGGAgagagggagagggagag GAGAGGGAGAGAGGGAGAGG CCGAACAACTCACACATGCA ‐12 6 36 20 234 20 59,521 59,056 36,900 39,600 1,422,180 G 240 GGAGAgggggagagggagagggagagggagagagGGAGAGGGAgagagggagagggagagggagagggagagggagagggagagggagagggagaggGAGGGAGAAAagagagGGGGAGAAagagagATGGaaaaaGAGAGGGAGATGGGgagagaaaaaaaGGaaaaaCgagagaaaaaaGAGAGGgagagaAGTGAagagagagagCACATATGCAtgtgtgAGTTGTTCGGAGGATA

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 1 1 20 2 139 acagacagagagaCAGACAGACAGagacagacagacagacACAGACAGAGAGACAGACAGAC CCCTGTGCTCTGGAATTCCC 2 43 6 22 144 20 58,854 60,395 35,100 39,700 3,540,965 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 0 0 20 1 138 cagacagagagaCAGACAGACAGagacagacagacagacaCAGACAGAGAGACAGACAGACA CCCTGTGCTCTGGAATTCCC 1 43 7 22 144 20 58,855 60,395 34,100 39,700 3,540,185 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 0 0 20 1 140 cagacagagagaCAGACAGACAGagacagacagacagacaCAGACAGAGAGACAGACAGACA TGCCCTGTGCTCTGGAATTC 1 45 7 22 146 20 58,855 60,323 34,100 21,700 3,468,102 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 0 0 21 3 141 agacagacagagagaCAGACAGACAGagacagacagacagAGACAGACAGAGAGACAGACAGA CCCTGTGCTCTGGAATTCCC 3 43 4 23 144 20 59,928 60,395 34,100 39,700 3,467,228 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 0 0 21 3 143 agacagacagagagaCAGACAGACAGagacagacagacagAGACAGACAGAGAGACAGACAGA TGCCCTGTGCTCTGGAATTC 3 45 4 23 146 20 59,928 60,323 34,100 21,700 3,395,146 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:25225:61714 1 30 52 8 1.5 ACAG AGACAGACAGACAGACAGACAGACAGACAGACAG NA 0 0 21 0 138 cagacagagagaCAGACAGACAGagacagacagacagacaCAGACAGAGAGACAGACAGACAG CCCTGTGCTCTGGAATTCCC 0 43 7 23 144 20 59,811 60,395 35,100 39,700 3,583,979 F 149 gacagacagacagagagaCAGACAGACAGagacagacagacagacagacagacagacagacagagagAAagagagagagagGGAGACAGACAGGCagagagagACAGAGATTGAGATTTACGAAGGGAATTCCAGAGCACAGGGCACAG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 1 1 3 1 96 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA AAGTCGGTAACCAGTCACCC 1 15 1 18 96 20 58,761 59,317 44,100 46,100 3,922,876 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 3 1 97 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA AAAGTCGGTAACCAGTCACCC 1 15 1 18 97 21 58,761 59,929 44,100 46,100 4,310,691 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 3 1 184 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA ACTGGACTCTGAACCCATGG 1 103 1 18 184 20 58,761 59,013 44,100 36,600 4,226,758 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 3 1 185 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA AACTGGACTCTGAACCCATGG 1 103 1 18 185 21 58,761 59,648 44,100 36,600 4,591,816 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 3 1 203 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA GACTCGGGCAAGCTGAGAAA 1 122 1 18 203 20 58,761 60,321 44,100 25,200 3,560,234 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 3 1 235 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA TTGCGGAGATTTGGCAGACA 1 154 1 18 235 20 58,761 60,251 44,100 34,100 3,490,147 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 4 1 183 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA CTGGACTCTGAACCCATGGT 1 102 1 18 183 20 58,761 59,013 44,100 35,500 4,226,758 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 4 1 198 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA GGGCAAGCTGAGAAACTGGA 1 117 1 18 198 20 58,761 60,251 44,100 38,600 3,490,365 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 6 1 240 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA TCCGCTTGCGGAGATTTG 1 161 1 18 240 18 58,761 58,111 44,100 23,200 7,128,691 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 7 1 100 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA TGCAAAGTCGGTAACCAGTCA 1 18 1 18 100 21 58,761 59,861 44,100 34,100 4,378,720 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:5183:43694_ 1 20 42 7 1 AAGCCC CTTGGGCTTGGGCTTGGGCTTGGGCTTGGGCTTGG NA 0 0 7 1 240 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgTGACAGAAGTGCCCAGCA TCCGCTTGCGGAGATTTGG 1 160 1 18 240 19 58,761 60,745 44,100 32,800 4,984,579 F 247 TGACAGAAGTGCCCAGCACcttgggcttgggcttgggcttgggcttgggcttgggcttgggTGGGTgggggggggggggTGACTGGTTACCGACTTTGCAAAGGGGATTTCCCTTCaaaaaGCAGCGGCCGATTTGtttttcccccccACCACAATTCCTGTAACCATGGGTTCAGAGTCCAGTTTCTCAGCTTGCCCGAGTCTTCAGGAAGGAGTGTCTGCCAAATCTCCGCAAGCGGAGCAGGGG

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 1 1 3 39 165 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG TGCACCACTAGCATCCATCC 39 59 21 20 185 20 60,038 59,819 34,600 35,100 0.219273 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 3 39 169 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG CTCCTGCACCACTAGCATCC 39 63 21 20 189 20 60,038 60,179 34,600 35,100 0.217221 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 4 39 146 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG CTCTCAGCCACTCCATCCAC 39 40 21 20 166 20 60,038 59,822 34,600 40,200 0.215763 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 5 39 198 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG TGACTGGCCATTATTCTCTGGA 39 90 21 20 218 22 60,038 58,885 34,600 38,600 3,152,766 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 5 36 195 CGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCT CGCCGGAGATATGGAAGCAA TGACTGGCCATTATTCTCTGGA 36 90 24 20 218 22 60,250 58,885 39,100 38,600 3,364,475 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 6 39 198 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG TGACTGGCCATTATTCTCTGGAA 39 89 21 20 218 23 60,038 59,477 34,600 35,300 3,561,316 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 16 0 103 CGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCT CGCCGGAGATATGGAAGCAA CCTTGCTACCGGTACCAAGG 36 0 24 20 126 20 60,250 60,108 39,100 36,100 0.357717 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 16 0 106 GGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTC GGTCGCCGGAGATATGGAAG CCTTGCTACCGGTACCAAGG 39 0 21 20 126 20 60,038 60,108 34,600 36,100 0.146007 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2110:9617:11927_ 1 80 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NA 0 0 16 0 109 GTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCGTTGGTCGCCGGAGATATGG CCTTGCTACCGGTACCAAGG 42 0 18 20 126 20 60,600 60,108 27,400 36,100 0.708103 A 218 CTCGGGAAGACaaaaaGGTTGGTCGCCGGAGATATGGAAGCAAAGTCTCCGCCTCCCTCTCCGTCGTTGTCTCCCTCTCcttcttcttcttcttcttcttcttcttCCTTGGTACCGGTAGCAAGGAAGAGAAAGGAGGGATTGGGGTGGATGGAGTGGCTGAGAGGATGGATGCTAGTGGTGCAGGAGATGCTTTTCCAGAGAATAATGGCCAGTCA

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 1 1 14 32 190 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCC CCTGTCCTGTCTCCCAGCTT GGGAGAGGGAGGGACGGA 61 32 1 20 190 18 61,197 61,752 37,400 46,900 4,949,597 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 15 31 190 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCC CCTGTCCTGTCTCCCAGCT GGGAGAGGGAGGGACGGAG 62 31 1 19 190 19 60,612 62,742 42,400 46,300 5,354,099 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 15 31 190 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCC CCTGTCCTGTCTCCCAGCTT GGGAGAGGGAGGGACGGAG 61 31 1 20 190 19 61,197 62,742 37,400 46,300 4,939,678 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 16 19 176 CTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCC CTGTCCTGTCTCCCAGCTTG ACGGAGTGAGGGAGGGAC 60 19 2 20 177 18 60,037 59,962 40,100 44,600 2,074,104 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 16 0 126 CGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCG CGCCCTCATCCTAACACCC GAGTGACGGAGGGACGGA 30 0 33 19 158 18 59,854 60,361 46,100 46,900 3,507,114 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 16 0 127 CCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCC CCGCCCTCATCCTAACACC GAGTGACGGAGGGACGGA 31 0 32 19 158 18 59,854 60,361 41,600 46,900 3,507,114 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 16 0 130 CAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTC CAGCCGCCCTCATCCTAAC GAGTGACGGAGGGACGGA 34 0 29 19 158 18 60,228 60,361 23,400 46,900 3,588,526 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 17 15 160 CAGCTTGAATATCGCAGCCGCCCTCATCCTAACACC CAGCTTGAATATCGCAGCCG GAGTGAGGGAGGGACGGAG 47 15 15 20 174 19 59,766 60,755 55,200 46,300 1,989,114 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:17452:4755_ 1 82 59 7 1.5 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCGTCCCTCCNA 0 0 17 15 173 CTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCC CTGTCCTGTCTCCCAGCTTG GAGTGAGGGAGGGACGGAG 60 15 2 20 174 19 60,037 60,755 40,100 46,300 1,791,584 F 196 CCTGTCCTGTCTCCCAGCTTGAATATCGCAGCCGCCCTCATCCTAACACCCCTCAGCTCAGCTCGCCGACCCTccccccccccctccctccctccctccctccctccctCCGtccctccctcccTCCGtccctccctcccTCCGTCCCTCCGTCACTCCGTCCCTCCCTCACTCCGTCCCTCCCTCTCCCCGTCCC

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 1 1 10 1 167 ACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCACTCAGCCCTCAGTTTGAACT ACGAACACCACCAACAACGA 86 1 73 21 239 20 59,229 60,391 30,100 38,500 2,162,650 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 1 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACACCAGCGATAAGTGGAGACAA ACGAACACCACCAACAACGA 159 1 1 20 239 20 57,327 60,391 31,800 38,500 3,064,357 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 123 TCTATTGAATTGGACCATGTAGGAAAATCTACCTGT TCTATTGAATTGGACCATGTAGGA CGAACACCACCAACAACGAC 40 0 116 24 238 20 57,177 59,973 29,400 43,400 6,850,349 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 124 CTCTATTGAATTGGACCATGTAGGAAAATCTACCTGCTCTATTGAATTGGACCATGTAGGA CGAACACCACCAACAACGAC 40 0 115 25 238 20 58,169 59,973 29,400 43,400 6,857,975 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 125 TCTCTATTGAATTGGACCATGTAGGAAAATCTACCT TCTCTATTGAATTGGACCATGTAGGA CGAACACCACCAACAACGAC 40 0 114 26 238 20 59,385 59,973 29,400 43,400 6,642,379 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 166 ACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCACTCAGCCCTCAGTTTGAACT CGAACACCACCAACAACGAC 86 0 73 21 238 20 59,229 59,973 30,100 43,400 1,798,319 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 170 TGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAATGAAACTCAGCCCTCAGTTTGA CGAACACCACCAACAACGAC 89 0 69 22 238 20 59,827 59,973 26,900 43,400 2,199,569 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 238 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACACCAGCGATAAGTGGAGACAATC CGAACACCACCAACAACGAC 157 0 1 22 238 20 58,873 59,973 26,700 43,400 3,153,894 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19502:22194 1 180 39 9 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTTGTCGTTGTTGTTNA 0 0 10 0 238 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACACCAGCGATAAGTGGAGACAA CGAACACCACCAACAACGAC 159 0 1 20 238 20 57,327 59,973 31,800 43,400 2,700,025 F 239 CCAGCGATAAGTGGAGACAATCAAAAGATGTCACAGACAAAAGGAACAAAGAGGTGTTGaaaaaCTAATGAAACTCAGCCCTCAGTTTGAACTGgagagaAACAAGTCCTAATTCTCTATTGAATTGGACCATGTAGGAAAATCTACCTGTTTGAGtttttGTTAttgttgttgCTAGGgttgttgttgttgttgttgttgttgttGTCgttgttgttGTCGTTGTTGGTGGTGTTCGT

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 1 1 17 12 122 GCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttaGCTAGGGTTAGGGTTTAGGGC CACTCCTGACTGTGTGCTCT 12 15 47 21 168 20 59,858 59,322 51,900 40,900 1,820,860 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 17 12 123 GCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttaGCTAGGGTTAGGGTTTAGGGC TCACTCCTGACTGTGTGCTC 12 16 47 21 169 20 59,858 59,324 51,900 42,600 1,818,649 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 17 12 125 GCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttaGCTAGGGTTAGGGTTTAGGGC ACTCACTCCTGACTGTGTGC 12 18 47 21 171 20 59,858 59,609 51,900 45,700 1,533,324 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 18 145 ggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGTTAGGGTAAGGGTTTAGGGC ACTCACTCCTGACTGTGTGC 31 18 27 22 171 20 60,092 59,609 51,900 45,700 2,483,072 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 19 18 140 gggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGG GGGTAAGGGTTTAGGGCTAGG ACTCACTCCTGACTGTGTGC 27 18 32 21 171 20 59,227 59,609 30,200 45,700 2,163,912 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:19532:33779 1 80 54 9 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 19 18 152 gggttagggttagggTAAGGGTTTAGGGCTAGGGTTAG GGGTTAGGGTTAGGGTAAGGG ACTCACTCCTGACTGTGTGC 39 18 20 21 171 20 58,870 59,609 39,500 45,700 2,521,052 F 186 GGTTAAGGGTttagggttagggttagggttagggTAAGGGTTTAGGGCTAGGGTTAGGGTTTAGGGCTAGGGTTAGGATttagggttagggttagggttagggttagggttagggttagggttagggttagggTTTAGGGTTAGTGTTAGAGcacacaGTCAGGAGTGAGTGACTTtgtgtgAGTG

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 1 1 18 25 177 CCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCCCTGTGACTATGCTGTCCC GAAAGGAAGGAAGGAAGGAAGA 45 25 66 20 242 22 59,821 57,358 44,600 28,700 4,821,466 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 18 25 241 TGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTC TGGCACTAGGCAGGCAGC GAAAGGAAGGAAGGAAGGAAGA 111 25 2 18 242 22 62,415 57,358 52,500 28,700 9,057,617 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 19 25 178 CCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCCCTGTGACTATGCTGTCCC AGAAAGGAAGGAAGGAAGGAAGA 45 25 66 20 243 23 59,821 58,756 44,600 28,700 4,422,643 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 19 25 224 ACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAAACAGCTGTCTGGACTTCTGC AGAAAGGAAGGAAGGAAGGAAGA 91 25 20 20 243 23 59,965 58,756 42,600 28,700 4,278,259 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 19 25 226 GCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAGCACAGCTGTCTGGACTTCT AGAAAGGAAGGAAGGAAGGAAGA 93 25 18 20 243 23 59,965 58,756 28,500 28,700 4,278,259 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 19 25 227 AGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAGCACAGCTGTCTGGACTTC AGAAAGGAAGGAAGGAAGGAAGA 94 25 17 20 243 23 59,965 58,756 30,100 28,700 4,278,259 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 19 25 242 TGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTC TGGCACTAGGCAGGCAGC AGAAAGGAAGGAAGGAAGGAAGA 111 25 2 18 243 23 62,415 58,756 52,500 28,700 8,658,793 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 20 26 178 CCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCCCTGTGACTATGCTGTCCC AGAAAGGAAGGAAGGAAGGAAG 45 26 66 20 243 22 59,821 57,351 44,600 34,600 4,828,267 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:22577:57794 1 131 65 13 1.5 AAGG TCTCTCTCTCTCTTTCCTTCCTTCCTTCCTTCCTTCCTTNA 0 0 20 26 242 TGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTC TGGCACTAGGCAGGCAGC AGAAAGGAAGGAAGGAAGGAAG 111 26 2 18 243 22 62,415 57,351 52,500 34,600 9,064,417 F 252 CTGGCACTAGGCAGGCAGCACAGCTGTCTGGACTTCTGCTCTTGGCTGCAGAAAACAGTGTCTATCCCTGTGACTATGCTGTCCCTTACTACCACTATGTTCCTATTTtctctctcTTTCTCTTTCTCTTtctctctctctcTttccttccttccttccttccttccttccttccttccttccttccttccttccTTTTCTTCCTTTTCTTCCTTCCTTTTcttccttccttccttcCTTTCTTTTCTTCCT

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 2 10 94 TTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccac TTTCTCCTCTGGCACACCTC CGGTTCCTTTCTCCCTCAGG 10 23 79 20 172 20 59,313 59,749 38,500 38,600 0.937867 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 10 148 TTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccac TTTCTCCTCTGGCACACCTC TATGATCCAGACCAAGCGCC 10 77 79 20 226 20 59,313 59,893 38,500 65,300 0.794062 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 86 244 TTTGCTGGCATACTCACGAAAATGCACTTTCTATCATTTTGCTGGCATACTCACGAA CAATGATCTGTGAGGGTGCT 86 97 3 20 246 20 57,823 57,585 38,500 44,000 4,592,387 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 50 197 TTTGCTGGCATACTCACGAAAATGCACTTTCTATCATTTTGCTGGCATACTCACGAA TTCATCTAACGCTGGCTGCA 86 50 3 20 199 20 57,823 60,036 38,500 44,100 2,213,876 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 10 121 TTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccac TTTCTCCTCTGGCACACCTC TTCATCTAACGCTGGCTGCA 10 50 79 20 199 20 59,313 60,036 38,500 44,100 0.723837 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 38 148 GTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCGTGAGCAGAAGGTGGGTCC TTCATCTAACGCTGGCTGCA 38 50 52 19 199 20 60,003 60,036 44,600 44,100 1,039,716 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 38 175 GTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCGTGAGCAGAAGGTGGGTCC TATGATCCAGACCAAGCGCC 38 77 52 19 226 20 60,003 59,893 44,600 65,300 1,109,941 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 85 243 TTGCTGGCATACTCACGAAAATGCACTTTCTATCAT TTGCTGGCATACTCACGAAA CAATGATCTGTGAGGGTGCT 85 97 4 20 246 20 57,823 57,585 34,600 44,000 4,592,387 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 85 243 TTGCTGGCATACTCACGAAAATGCACTTTCTATCAT TTGCTGGCATACTCACGAAA CAATGATCTGTGAGGGTGCTT 85 96 4 20 246 21 57,823 58,280 34,600 39,100 4,897,133 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 77 223 TTGCTGGCATACTCACGAAAATGCACTTTCTATCAT TTGCTGGCATACTCACGAAA TATGATCCAGACCAAGCGCC 85 77 4 20 226 20 57,823 59,893 34,600 65,300 2,284,102 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 50 196 TTGCTGGCATACTCACGAAAATGCACTTTCTATCAT TTGCTGGCATACTCACGAAA TTCATCTAACGCTGGCTGCA 85 50 4 20 199 20 57,823 60,036 34,600 44,100 2,213,876 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:2483:6425_1 1 109 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 10 133 TTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccac TTTCTCCTCTGGCACACCTC GCGCCTTCCACCTTCATCTA 10 62 79 20 211 20 59,313 59,822 38,500 19,800 0.865422 F 246 GTTTTGCTGGCATACTCACGAAAATGCACTTTCTATCATAGACACTACATAGTGAGCAGAAGGTGGGTCCTTGGCTAATTTCTCCTCTGGCACACCTCCTTCGcccccccaccaccaccaccaccaccaTATAATAGGATGCTAGGTAATTACCTGAGGGAGAAAGGAACCGAAGGCTGTGCAGCCAGCGTTAGATGAAGGTGGAAGGCGCTTGGTCTGGATCATAAGCACCCTCACAGATCATTG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 1 1 9 8 102 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT GAGGCAGAAAGGGAGATGGG 8 21 38 21 139 20 58,036 59,818 34,100 40,000 3,146,508 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 9 8 173 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT ACGGTGAGAATGCCTCCAAA 8 92 38 21 210 20 58,036 59,600 34,100 32,800 3,364,423 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 9 8 174 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT GACGGTGAGAATGCCTCCAA 8 93 38 21 211 20 58,036 60,036 34,100 35,300 3,000,598 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 9 8 176 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT GAGACGGTGAGAATGCCTCC 8 95 38 21 213 20 58,036 60,179 34,100 43,000 3,143,307 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 10 8 93 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT AGGGAGATGGGCAGACAGAT 8 12 38 21 130 20 58,036 60,030 34,100 29,000 2,994,507 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 10 8 94 tctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtct TCTGTCTCCCTTTGTCTGTCT AAGGGAGATGGGCAGACAGA 8 13 38 21 131 20 58,036 60,253 34,100 34,100 3,217,091 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 12 2 90 GTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtc GTCTCCCTTTGTCTGTCTATCTGT AGGGAGATGGGCAGACAGAT 2 12 41 24 130 20 59,535 60,030 34,100 29,000 4,494,895 A 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 12 2 91 GTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtc GTCTCCCTTTGTCTGTCTATCTGT AAGGGAGATGGGCAGACAGA 2 13 41 24 131 20 59,535 60,253 34,100 34,100 4,717,479 A 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 12 2 171 GTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtc GTCTCCCTTTGTCTGTCTATCTGT GACGGTGAGAATGCCTCCAA 2 93 41 24 211 20 59,535 60,036 34,100 35,300 4,500,986 B 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 12 0 169 CTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgt CTCCCTTTGTCTGTCTATCTGTCA GACGGTGAGAATGCCTCCAA 0 93 43 24 211 20 59,536 60,036 35,800 35,300 4,500,632 B 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 13 2 90 TCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgTCTCCCTTTGTCTGTCTATCTGT AAGGGAGATGGGCAGACAGA 2 13 42 23 131 20 58,322 60,253 34,100 34,100 4,931,137 A 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 13 0 168 TCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtc TCCCTTTGTCTGTCTATCTGTCA GACGGTGAGAATGCCTCCAA 0 93 44 23 211 20 58,583 60,036 35,800 35,300 4,452,904 B 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 16 19 190 TCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCCATCTATCTATCTATCTGTCTCCC GACGGTGAGAATGCCTCCAA 19 93 22 26 211 20 58,189 60,036 43,000 35,300 7,847,671 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 17 18 190 TCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCCATCTATCTATCTATCTGTCTCCCT GACGGTGAGAATGCCTCCAA 18 93 22 27 211 20 59,369 60,036 42,000 35,300 7,667,737 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:28960:46806 1 67 32 8 1 ACAG GTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 17 18 192 TCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCCATCTATCTATCTATCTGTCTCCCT GAGACGGTGAGAATGCCTCC 18 95 22 27 213 20 59,369 60,179 42,000 43,000 7,810,445 F 218 TATAATTCATCAATGTATCTATCCatctatctatctatctGTCTCCCTTTGTCTGTCTATCTGTCAgtctgtctgtctgtctgtctgtctgtctgtctGCCTGTTTGTCTATCTGTCTGCCCATCTCCCTTTCTGCctctctGTTTGTCCACTATCATACCTTTGCAGTCTTACAATGAATTACAAGTTATTTGGAGGCATTCTCACCGTCTCTTATG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 1 1 2 30 130 CCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCCCTCTGCTCCTTCCTGCATG CCACCCAAATGCGGATCCTA 30 39 116 20 245 20 60,464 59,817 40,600 29,400 0.646550 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 2 29 129 CTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCTCTGCTCCTTCCTGCATGG CCACCCAAATGCGGATCCTA 29 39 117 20 245 20 60,464 59,817 36,600 29,400 0.646550 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 5 25 125 GCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGGCTCCTTCCTGCATGGACTC CCACCCAAATGCGGATCCTA 25 39 121 20 245 20 60,463 59,817 33,600 29,400 0.646011 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 6 35 143 CCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCCCTCCTCTGCTCCTTCCT GGGCAGAGTCCACCCAAATG 35 48 112 19 254 20 59,997 60,967 33,600 23,200 1,970,172 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 6 31 140 TCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGTCCTCTGCTCCTTCCTGCAT GGGCAGAGTCCACCCAAATG 31 48 115 20 254 20 60,620 60,967 39,600 23,200 1,587,212 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:29995:14881 1 166 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NA 0 0 7 31 140 TCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGTCCTCTGCTCCTTCCTGCAT GGGCAGAGTCCACCCAAAT 31 49 115 20 254 19 60,620 59,616 39,600 23,200 2,004,023 A 286 GGGAGCTCGGCCCACgccggccggccgGCCAGAGCGACGAGGCCCCGAGGGCgggggCGCTCACGCCCGCCGCTGGCCCAGCCGCTCCTggggggAGCTTTCCCGCCCCTCCCCTCCTCTGCTCCTTCCTGCATGGACTCTGCCGCTCCTGCTCCTGCTCCGGAAgccgccgccgccgccgccgccGCGCTTGCCTTGCCCCTCTTTCTGGCCCTCCCCGTTTCCTAGGATCCGCATTTGGGTGGACTCTGCCCCAGGAGCTTGGCGGGGCGCAGGCCTCTTCCGG

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 1 1 16 2 138 AGCCCATCCTACAAACCATCCACccatccatccatccatc AGCCCATCCTACAAACCATCC TGGTTGGTTGGATGGATGGA 2 8 2 21 139 20 59,785 58,920 35,100 34,100 2,295,218 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 16 2 142 AGCCCATCCTACAAACCATCCACccatccatccatccatc AGCCCATCCTACAAACCATCC TGGATGGTTGGTTGGATGGA 2 12 2 21 143 20 59,785 58,920 35,100 34,100 2,295,218 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 16 1 137 GCCCATCCTACAAACCATCCACccatccatccatccatccaGCCCATCCTACAAACCATCCA TGGTTGGTTGGATGGATGGA 1 8 3 21 139 20 60,064 58,920 34,100 34,100 2,143,812 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 16 1 141 GCCCATCCTACAAACCATCCACccatccatccatccatccaGCCCATCCTACAAACCATCCA TGGATGGTTGGTTGGATGGA 1 12 3 21 143 20 60,064 58,920 34,100 34,100 2,143,812 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 16 1 145 GCCCATCCTACAAACCATCCACccatccatccatccatccaGCCCATCCTACAAACCATCCA TGGATGGATGGTTGGTTGGA 1 16 3 21 147 20 60,064 58,920 34,100 35,300 2,143,812 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:30634:57512 1 25 87 11 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 17 1 137 GCCCATCCTACAAACCATCCACccatccatccatccatccaGCCCATCCTACAAACCATCCA TGGTTGGTTGGATGGATGGAA 1 7 3 21 139 21 60,064 59,569 34,100 35,300 2,494,870 G 154 TAGCCCATCCTACAAACCATCCACccatccatccatccatccatccatccatccatccatCCAACCTtccatccatccatccatccatccatccatccatccatccatccaTCCTTACTtccatccatccaACCAAccatccatccatTCATCC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 4 22 190 ACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCACGTGTGCCTGGAGGTTG AGGCGGGACAATCATGTGAG 22 109 5 18 194 20 59,889 60,108 37,700 35,100 2,218,551 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 22 191 GACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCGACGTGTGCCTGGAGGTTG AGGCGGGACAATCATGTGAG 22 109 4 19 194 20 60,961 60,108 37,700 35,100 2,068,785 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 22 192 GACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCGACGTGTGCCTGGAGGTTG GAGGCGGGACAATCATGTGA 22 110 4 19 195 20 60,961 60,108 37,700 35,800 2,068,980 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 115 GGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctc GGTTGCTCACCTGACCTCTC GGTTCCCTCTCCGATTGGTC 7 47 18 20 132 20 60,037 59,822 32,000 40,200 0.215159 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 116 GGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctc GGTTGCTCACCTGACCTCTC GGGTTCCCTCTCCGATTGGT 7 48 18 20 133 20 60,037 61,273 32,000 36,700 1,309,413 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 169 GGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctc GGTTGCTCACCTGACCTCTC CAATCATGTGAGGCCCTCCA 7 101 18 20 186 20 60,037 59,743 32,000 38,600 0.293610 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 177 GGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctc GGTTGCTCACCTGACCTCTC AGGCGGGACAATCATGTGAG 7 109 18 20 194 20 60,037 60,108 32,000 35,100 0.144367 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 7 178 GGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctc GGTTGCTCACCTGACCTCTC GAGGCGGGACAATCATGTGA 7 110 18 20 195 20 60,037 60,108 32,000 35,800 0.144561 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:31101:50656 1 45 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 6 114 GTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcc GTTGCTCACCTGACCTCTCG GGTTCCCTCTCCGATTGGTC 6 47 19 20 132 20 60,389 59,822 40,400 40,200 0.567467 F 230 TTGGACGTGTGCCTGGAGGTTGCTCACCTGACCTCTCGCCTCCAcctcctcctcctcctcctcctcccccTGGCCGCCTGACCCGCCCGTCCCCAGCTTGCCGGACCTCCCCGACCAATCGGAGAGGGAACCCCGGCACCCCTCCCCACTCCGGGGCCCATCGGATTGGAGGGCCTCACATGATTGTCCCGcctcccctcccctccCTCCCCTCCCATGGCCGGGGCACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 2 38 141 ACATGACCGACAGATCCACATTGAACCtgtgtgACGA ACATGACCGACAGATCCACA GGTTTCTATGTGCTGAGGAGATG 39 38 113 20 253 23 58,734 58,874 41,700 29,000 5,391,881 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 39 141 ACATGACCGACAGATCCACATTGAACCtgtgtgACGA ACATGACCGACAGATCCACA GGTTTCTATGTGCTGAGGAGA 39 40 113 20 253 21 58,734 57,105 41,700 37,100 5,161,410 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 37 140 ACATGACCGACAGATCCACATTGAACCtgtgtgACGA ACATGACCGACAGATCCACA GTTTCTATGTGCTGAGGAGATGG 39 37 113 20 252 23 58,734 58,874 41,700 35,100 5,391,881 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 3 196 TGAGGAACAagagagagAAGGTACATTGAGAAAATA TGAGGAACAAGAGAGAGAAGGT ACCCAAACTCTCTGTCCTCCT 129 3 21 22 216 21 58,149 60,133 35,000 36,900 4,983,441 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 34 226 TGAGGAACAagagagagAAGGTACATTGAGAAAATA TGAGGAACAAGAGAGAGAAGGT ATGTGCTGAGGAGATGGAGG 129 34 21 22 246 20 58,149 58,870 35,000 43,000 4,980,668 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 34 241 AGATAGAGACAACCTTGAGGAACAagagagagAAGGAGATAGAGACAACCTTGAGGAACA ATGTGCTGAGGAGATGGAGG 142 34 6 24 246 20 58,913 58,870 31,800 43,000 6,217,240 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 133 ACATGACCGACAGATCCACATTGAACCtgtgtgACGA ACATGACCGACAGATCCACA TGTGCTGAGGAGATGGAGGG 39 33 113 20 245 20 58,734 60,980 41,700 43,000 2,245,887 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 165 CCATAACGTCTGacaacaacaGaaaaaaaTATACATGA CCATAACGTCTGACAACAACAGA TGTGCTGAGGAGATGGAGGG 68 33 81 23 245 20 58,945 60,980 34,100 43,000 5,035,069 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 166 TCCATAACGTCTGacaacaacaGaaaaaaaTATACATGATCCATAACGTCTGACAACAACA TGTGCTGAGGAGATGGAGGG 70 33 80 22 245 20 57,939 60,980 33,300 43,000 5,041,065 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 166 TCCATAACGTCTGacaacaacaGaaaaaaaTATACATGATCCATAACGTCTGACAACAACAG TGTGCTGAGGAGATGGAGGG 69 33 80 23 245 20 58,945 60,980 31,600 43,000 5,035,069 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 225 TGAGGAACAagagagagAAGGTACATTGAGAAAATA TGAGGAACAAGAGAGAGAAGGT TGTGCTGAGGAGATGGAGGG 129 33 21 22 245 20 58,149 60,980 35,000 43,000 4,830,461 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 33 240 AGATAGAGACAACCTTGAGGAACAagagagagAAGGAGATAGAGACAACCTTGAGGAACA TGTGCTGAGGAGATGGAGGG 142 33 6 24 245 20 58,913 60,980 31,800 43,000 6,067,032 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 23 118 CCACATTGAACCtgtgtgACGATGACAATGACAGCTC CCACATTGAACCTGTGTGACG TGTGCTGAGGAGATGGAGGG 23 33 128 21 245 20 59,736 60,980 43,500 43,000 2,243,728 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 5 100 ACGATGACAATGACAGCTCGAGTGACaggaggaggagACGATGACAATGACAGCTCGA TGTGCTGAGGAGATGGAGGG 5 33 146 21 245 20 59,798 60,980 40,400 43,000 2,182,057 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 5 101 ACGATGACAATGACAGCTCGAGTGACaggaggaggagACGATGACAATGACAGCTCGA ATGTGCTGAGGAGATGGAGG 5 34 146 21 246 20 59,798 58,870 40,400 43,000 2,332,265 B 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:5477:65230_ 1 172 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 7 33 240 AGATAGAGACAACCTTGAGGAACAagagagagAAGGAGATAGAGACAACCTTGAGGAACAA TGTGCTGAGGAGATGGAGGG 141 33 6 25 245 20 59,456 60,980 28,300 43,000 6,523,884 F 253 GTTCTAGATAGAGACAACCTTGAGGAACAagagagagAAGGTACATTGAGAAAATAAGACTCAAGTCAACGATAAAACATCCATAACGTCTGacaacaacaGaaaaaaaTATACATGACCGACAGATCCACATTGAACCtgtgtgACGATGACAATGACAGCTCGAGTGACaggaggaggaggaggaggaggAATAGGAGGACagagagTTTGGGTTTCAAAAGCCCCTCCATCTCCTCAGCACATAGAAACC

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 1 1 1 32 141 GACACGGATCCCTATTCTCCCGAAATCAAATAAACT GACACGGATCCCTATTCTCCC GCGCAAGACAGACAAATGTGA 32 40 85 21 225 21 59,381 59,736 43,000 35,800 2,883,352 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 1 32 141 GACACGGATCCCTATTCTCCCGAAATCAAATAAACT GACACGGATCCCTATTCTCCC GCGCAAGACAGACAAATGTG 32 41 85 21 225 20 59,381 58,322 43,000 32,100 3,297,692 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 1 31 139 CACGGATCCCTATTCTCCCGAAATCAAATAAACTAC CACGGATCCCTATTCTCCCG GCGCAAGACAGACAAATGTGA 31 40 87 20 225 21 59,396 59,736 51,400 35,800 1,867,588 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 1 30 138 ACGGATCCCTATTCTCCCGAAATCAAATAAACTACA ACGGATCCCTATTCTCCCGA GCGCAAGACAGACAAATGTG 30 41 88 20 225 20 59,518 58,322 51,400 32,100 2,159,927 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 1 30 138 ACGGATCCCTATTCTCCCGAAATCAAATAAACTACA ACGGATCCCTATTCTCCCGA GCGCAAGACAGACAAATGTGA 30 40 88 20 225 21 59,518 59,736 51,400 35,800 1,745,587 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 1 30 156 ACGGATCCCTATTCTCCCGAAATCAAATAAACTACA ACGGATCCCTATTCTCCCGA AGTGGGTGTGTAAGGATGGC 30 59 88 20 243 20 59,518 59,672 51,400 44,000 0.809825 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 2 32 140 ACACGGATCCCTATTCTCCCGAAATCAAATAAACTA ACACGGATCCCTATTCTCCC GCGCAAGACAGACAAATGTGA 32 40 86 20 225 21 58,282 59,736 43,000 35,800 2,982,300 A 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 52 190 GCAGGTTGAAATGCTTTAGATTTAAGACACGGATC GCAGGTTGAAATGCTTTAGATTTAAG AGCTACAGTGGGTGTGTAAGG 52 64 60 26 249 21 57,822 59,376 18,500 26,900 9,801,791 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 51 190 GCAGGTTGAAATGCTTTAGATTTAAGACACGGATC GCAGGTTGAAATGCTTTAGATTTAAGA AGCTACAGTGGGTGTGTAAGG 51 64 60 27 249 21 58,971 59,376 21,000 26,900 9,652,749 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 51 191 GCAGGTTGAAATGCTTTAGATTTAAGACACGGATC GCAGGTTGAAATGCTTTAGATTTAAGA AAGCTACAGTGGGTGTGTAAGG 51 64 60 27 250 22 58,971 59,961 21,000 26,900 10,067,495 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 31 151 CACGGATCCCTATTCTCCCGAAATCAAATAAACTAC CACGGATCCCTATTCTCCCG TGTGTAAGGATGGCGCAAGA 31 53 87 20 237 20 59,396 59,677 51,400 30,200 0.926870 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2111:7628:54647_ 1 138 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 4 30 150 ACGGATCCCTATTCTCCCGAAATCAAATAAACTACA ACGGATCCCTATTCTCCCGA TGTGTAAGGATGGCGCAAGA 30 53 88 20 237 20 59,518 59,677 51,400 30,200 0.804868 F 250 AAGAAAACATCctctctGTACAGAGTTTTAGAAATATTGAAAGTTCAATGtttttAGAAGCAGGTTGAAATGCTTTAGATTTAAGACACGGATCCCTATTCTCCCGAAATCAAATAAACTACACTATGGTTGGTTGTtgctgctgctgctgctgctgctgctgcTTGTAGCTACTCCTACCAAGAGATCTGTTGTCATGGTATGTCACATTTGTCTGTCTTGCGCCATCCTTacacacCCACTGTAGCTT

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 1 1 3 37 207 GGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTGGGCCTGCATGTCTTCCAA GAGAATTCCTCCGCCTCCAG 101 37 23 19 229 20 60,304 59,894 35,300 38,600 1,410,160 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 3 5 110 CTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgc CTCCATGTGCGCCTCAGG GAGAATTCCTCCGCCTCCAG 5 37 120 18 229 20 60,513 59,894 38,600 38,600 2,618,983 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 37 200 CATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCATGTCTTCCAACCGTCGCT GAGAATTCCTCCGCCTCCAG 93 37 30 20 229 20 60,671 59,894 49,300 38,600 0.776325 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 37 204 CCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCT CCTGCATGTCTTCCAACCGT GAGAATTCCTCCGCCTCCAG 97 37 26 20 229 20 60,606 59,894 48,300 38,600 0.712180 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 6 111 CCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctg CCTCCATGTGCGCCTCAG GAGAATTCCTCCGCCTCCAG 6 37 119 18 229 20 60,513 59,894 33,500 38,600 2,618,983 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 2 107 CATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgct CATGTGCGCCTCAGGGTC GAGAATTCCTCCGCCTCCAG 2 37 123 18 229 20 60,821 59,894 44,600 38,600 2,927,145 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 76 240 CATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCATGTCTTCCAACCGTCGCT AGCTCCATCATGAATGTGCCT 93 76 30 20 269 21 60,671 59,785 49,300 47,500 1,885,220 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 76 244 CCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCT CCTGCATGTCTTCCAACCGT AGCTCCATCATGAATGTGCCT 97 76 26 20 269 21 60,606 59,785 48,300 47,500 1,821,075 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 5 150 CTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgc CTCCATGTGCGCCTCAGG AGCTCCATCATGAATGTGCCT 5 76 120 18 269 21 60,513 59,785 38,600 47,500 3,727,878 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 73 240 CCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCT CCTGCATGTCTTCCAACCGT CCATCATGAATGTGCCTGGG 97 73 26 20 265 20 60,606 58,963 48,300 44,500 1,643,894 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 37 199 ATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCATGTCTTCCAACCGTCGCTG GAGAATTCCTCCGCCTCCAG 92 37 31 20 229 20 60,671 59,894 51,800 38,600 0.776325 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 37 203 CTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTG CTGCATGTCTTCCAACCGTC GAGAATTCCTCCGCCTCCAG 96 37 27 20 229 20 59,201 59,894 47,900 38,600 0.904554 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 8 113 cTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgcCTCCTCCATGTGCGCCTC GAGAATTCCTCCGCCTCCAG 8 37 117 18 229 20 60,203 59,894 47,000 38,600 2,308,766 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 6 147 CCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctg CCTCCATGTGCGCCTCAG CCATCATGAATGTGCCTGGG 6 73 119 18 265 20 60,513 58,963 33,500 44,500 3,550,698 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 6 5 146 CTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgc CTCCATGTGCGCCTCAGG CCATCATGAATGTGCCTGGG 5 73 120 18 265 20 60,513 58,963 38,600 44,500 3,550,698 A 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 7 75 243 CCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCT CCTGCATGTCTTCCAACCGT GCTCCATCATGAATGTGCCTG 97 75 26 20 268 21 60,606 59,663 48,300 48,500 1,943,472 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 7 37 174 CCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGC CCTTCTCCTGCAGCTTCCG GAGAATTCCTCCGCCTCCAG 68 37 56 19 229 20 60,449 59,894 43,000 38,600 1,555,025 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 37 145 tctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCC TCTCGACGCTGTTGCTCTTC GAGAATTCCTCCGCCTCCAG 38 37 85 20 229 20 60,387 59,894 28,700 38,600 0.493145 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 37 146 ctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCCTCTCGACGCTGTTGCTCTT GAGAATTCCTCCGCCTCCAG 39 37 84 20 229 20 60,388 59,894 28,500 38,600 0.493656 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 8 116 tctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCC TCTCGACGCTGTTGCTCTTC AAGAGCAATTCCGAGGCTTT 38 8 85 20 200 20 60,387 57,793 28,700 35,100 2,593,943 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 8 8 117 ctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCCTCTCGACGCTGTTGCTCTT AAGAGCAATTCCGAGGCTTT 39 8 84 20 200 20 60,388 57,793 28,500 35,100 2,594,454 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 9 36 142 CGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCAT CGACGCTGTTGCTCTTCCA GAGAATTCCTCCGCCTCCAG 36 37 88 19 229 20 60,665 59,894 35,300 38,600 1,770,427 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 9 35 141 GACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATG GACGCTGTTGCTCTTCCAC GAGAATTCCTCCGCCTCCAG 35 37 89 19 229 20 59,137 59,894 40,200 38,600 1,968,585 B 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:11475:2170_ 1 143 30 10 1 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 10 37 176 ctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTCCTTCTCCTGCAGCTTCC GAGAATTCCTCCGCCTCCAG 69 37 54 20 229 20 60,108 59,894 34,600 38,600 0.213530 F 273 CGCCTctcctcctcTCGCCGCAGGGCCTGCATGTCTTCCAACCGTCgctgctgctCCTTCTCCTGCAGCTTCCGCTGCTCCctctctCGACGCTGTTGCTCTTCCACGcgccgccgcTCCTCCATGTGCGCCTCAGGGTCTCgctgctgctgctgctgctgctgctgctgctGCAGCTTTAAAGCCTCGGAATTGCTCTTATTCTCCTGCTGGAGGCGGAGGAATTCTCGGCGGAGCGTGGACTCCCCAGGCACATTCATGATGGAGCTTGGC

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 4 9 127 ACACAAGATGAACGCAGACTAGTTGATGTtgatgatg ACACAAGATGAACGCAGACT AGATCCTACCAGCATTAGGTGA 9 55 61 20 187 22 57,467 58,071 32,400 40,200 6,462,021 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 9 179 ACACAAGATGAACGCAGACTAGTTGATGTtgatgatg ACACAAGATGAACGCAGACT TGTTCTCCCTTTGTTGCCTT 9 109 61 20 239 20 57,467 57,547 32,400 43,500 4,985,867 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 30 201 AGGCAGAGGAGCATTACATCCTACACAAGATGAACAGGCAGAGGAGCATTACATCC TGTTCTCCCTTTGTTGCCTT 30 109 39 21 239 20 59,581 57,547 35,100 43,500 3,871,987 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 30 201 AGGCAGAGGAGCATTACATCCTACACAAGATGAACAGGCAGAGGAGCATTACATCC TGTTCTCCCTTTGTTGCCTTT 30 108 39 21 239 21 59,581 58,254 35,100 31,100 4,165,354 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 30 202 AGGCAGAGGAGCATTACATCCTACACAAGATGAACAGGCAGAGGAGCATTACATCC ATGTTCTCCCTTTGTTGCCT 30 110 39 21 240 20 59,581 57,317 35,100 47,500 4,102,598 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 11 131 TCCTACACAAGATGAACGCAGACTAGTTGATGTtga TCCTACACAAGATGAACGCAGA AGATCCTACCAGCATTAGGTGA 11 55 57 22 187 22 59,439 58,071 42,600 40,200 6,489,735 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 11 183 TCCTACACAAGATGAACGCAGACTAGTTGATGTtga TCCTACACAAGATGAACGCAGA TGTTCTCCCTTTGTTGCCTT 11 109 57 22 239 20 59,439 57,547 42,600 43,500 5,013,581 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 10 130 CCTACACAAGATGAACGCAGACTAGTTGATGTtgatgCCTACACAAGATGAACGCAGAC AGATCCTACCAGCATTAGGTGA 10 55 58 22 187 22 59,332 58,071 35,100 40,200 6,597,211 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:14620:26993 1 90 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 10 182 CCTACACAAGATGAACGCAGACTAGTTGATGTtgatgCCTACACAAGATGAACGCAGAC TGTTCTCCCTTTGTTGCCTT 10 109 58 22 239 20 59,332 57,547 35,100 43,500 5,121,057 F 261 CTACGCCACCATCTcccccTAATAAAGATGAATGTATAAGGCAGAGGAGCATTACATCCTACACAAGATGAACGCAGACTAGTTGATGTtgatgatgatgatgatgatgaCTTCCAATAGATAATAAAACATGAAAGTTCCATTTTAAtttttGTTTAAATTATTTCACCTAATGCTGGTAGGATCTTGAAATCAAAGCAATATTTAATACAAGTAATAAAGGCAACAAAGGGAGAACATTATATTTTATATGTATACTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 1 1 3 49 248 AAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAAATGTGCAGCAATGCAGCG GGCCAGATGGAAAGATGCCT 49 117 15 20 262 20 61,012 60,106 51,800 47,500 1,118,287 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 3 42 240 AGCAATGCAGCGAGAACCTGAAGATATAATCCAAC AGCAATGCAGCGAGAACCT GGCCAGATGGAAAGATGCCT 42 117 23 19 262 20 60,003 60,106 35,000 47,500 1,109,187 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 3 42 241 AGCAATGCAGCGAGAACCTGAAGATATAATCCAAC AGCAATGCAGCGAGAACCT AGGCCAGATGGAAAGATGCC 42 118 23 19 263 20 60,003 60,106 35,000 44,000 1,109,187 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 36 154 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT GGAGAAGAGTGATCTGCCGG 36 36 28 20 181 20 59,390 59,896 24,000 61,300 0.714111 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 36 235 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT GGCCAGATGGAAAGATGCCT 36 117 28 20 262 20 59,390 60,106 24,000 47,500 0.716492 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 36 236 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT AGGCCAGATGGAAAGATGCC 36 118 28 20 263 20 59,390 60,106 24,000 44,000 0.716492 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 33 151 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT GAAGAGTGATCTGCCGGCAT 36 33 28 20 178 20 59,390 60,179 24,000 44,000 0.789236 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 23 139 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT GCCGGCATTGTGACAACC 36 23 28 20 166 18 59,390 59,742 24,000 37,700 2,868,460 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 5 22 138 TGCAGCGAGAACCTGAAGATATAATCCAACAATTA TGCAGCGAGAACCTGAAGAT CCGGCATTGTGACAACCC 36 22 28 20 165 18 59,390 59,038 24,000 41,100 3,571,942 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 6 37 236 ATGCAGCGAGAACCTGAAGATATAATCCAACAATT ATGCAGCGAGAACCTGAAGA GGCCAGATGGAAAGATGCCT 37 117 27 20 262 20 59,390 60,106 28,700 47,500 0.716492 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 6 36 155 ATGCAGCGAGAACCTGAAGATATAATCCAACAATT ATGCAGCGAGAACCTGAAGA GGAGAAGAGTGATCTGCCGG 37 36 27 20 181 20 59,390 59,896 28,700 61,300 0.714111 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16467:17078 1 84 42 14 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNA 0 0 6 22 139 ATGCAGCGAGAACCTGAAGATATAATCCAACAATT ATGCAGCGAGAACCTGAAGA CCGGCATTGTGACAACCC 37 22 27 20 165 18 59,390 59,038 28,700 41,100 3,571,942 F 265 TGAAAATGTTTCCAAAATGTGCAGCAATGCAGCGAGAACCTGAAGATATAATCCAACAATTAATCTGTAAGGAGTGCTTCCTTttcttcttcttcttcttcttcttcttcttcttcttcttcttcCAGCTTGTATGCtttttACTTGGGGTTGTCACAATGCCGGCAGATCACTCTTCTCCTTCTCCTTCTGCCAGTCAGCCAttcttcttcCAATCCCATTGTGTTTAAGtctctcCaaaaaGGCATCTTTCCATCTGGCCTTA

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 2 32 197 GCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAGCTGACTTCAAGGCTTTCGC TCAGGATGGAAAGTTGTTCCCT 96 32 58 20 254 22 60,110 59,284 47,000 42,000 2,826,434 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 2 7 116 CTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGCTCTTGGAAGGGAGCATGCA CCCTCAGCAAGTACGTTCCC 42 7 112 20 227 20 60,035 60,391 39,600 39,700 0.426030 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 3 40 241 AGAATGTAGTATGGCAAGTGCTGAAATACtttttGCT AGAATGTAGTATGGCAAGTGCTGA TCAATGAGTTTCAGGATGGAAAGT 126 40 24 24 264 24 60,081 58,366 42,600 26,600 9,715,037 F 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 3 31 196 GCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAGCTGACTTCAAGGCTTTCGC CAGGATGGAAAGTTGTTCCCTG 96 31 58 20 253 22 60,110 59,178 47,000 44,500 2,931,979 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 40 242 CAGAATGTAGTATGGCAAGTGCTGAAATACtttttGC CAGAATGTAGTATGGCAAGTGCTG TCAATGAGTTTCAGGATGGAAAGT 127 40 23 24 264 24 59,965 58,366 44,100 26,600 9,668,977 F 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 30 195 GCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAGCTGACTTCAAGGCTTTCGC AGGATGGAAAGTTGTTCCCTGA 96 30 58 20 252 22 60,110 59,284 47,000 38,600 2,826,434 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 8 116 TCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGATCTTGGAAGGGAGCATGCAC ACCCTCAGCAAGTACGTTCC 41 8 113 20 228 20 60,323 59,679 45,700 36,200 0.643513 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 8 117 CTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGCTCTTGGAAGGGAGCATGCA ACCCTCAGCAAGTACGTTCC 42 8 112 20 228 20 60,035 59,679 39,600 36,200 0.355464 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 8 171 GCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAGCTGACTTCAAGGCTTTCGC ACCCTCAGCAAGTACGTTCC 96 8 58 20 228 20 60,110 59,679 47,000 36,200 0.430707 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 45 243 TGTAGTATGGCAAGTGCTGAAATACtttttGCTGACT TGTAGTATGGCAAGTGCTGAA TGGTTATCAATGAGTTTCAGGATGG 125 45 28 21 270 25 57,306 59,112 30,200 35,100 9,581,640 F 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 8 162 AAGGCTTTCGCACAAACACCAGGTACAATGCACTG AAGGCTTTCGCACAAACACC ACCCTCAGCAAGTACGTTCC 87 8 67 20 228 20 59,898 59,679 41,600 36,200 0.422998 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:16752:58391 1 174 27 9 1 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 7 161 AAGGCTTTCGCACAAACACCAGGTACAATGCACTG AAGGCTTTCGCACAAACACC CCCTCAGCAAGTACGTTCCC 87 7 67 20 227 20 59,898 60,391 41,600 39,700 0.493563 A 286 TGTTTCAAGTCTTAAAAGTTGACAGAATGTAGTATGGCAAGTGCTGAAATACtttttGCTGACTTCAAGGCTTTCGCACAAACACCAGGTACAATGCACTGATAGGTTTTCCTCTTGGAAGGGAGCATGCACTGCAAAATGAGCAGAGACTATGCAGAACAGGACAAGCTACTaggaggaggaggaggaggaggaggaggGGAGTAGGGGAACGTACTTGCTGAGGGTATTCAGGGAACAACTTTCCATCCTGAAACTCATTGATAACCAATGTTTTAGGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 1 1 6 19 190 ACTCATGCAGTGAacatacatacatTCGGGAAGAACACACTCATGCAGTGAACATACATACA ACAGTACAGGAGATGGAGCC 19 99 6 24 195 20 58,266 58,509 22,900 47,000 7,224,250 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 6 19 190 ACTCATGCAGTGAacatacatacatTCGGGAAGAACACACTCATGCAGTGAACATACATACA ACAGTACAGGAGATGGAGCCT 19 98 6 24 195 21 58,266 59,992 22,900 45,800 6,741,397 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 6 13 178 GCAGTGAacatacatacatTCGGGAAGAACACTCATAaGCAGTGAACATACATACATTCGGG CAGGAGATGGAGCCTGTAGC 13 93 12 24 189 20 60,025 59,608 51,400 35,800 4,417,229 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 6 13 264 GCAGTGAacatacatacatTCGGGAAGAACACTCATAaGCAGTGAACATACATACATTCGGG TCACAGCAATAGAAAGCCAACT 13 177 12 24 275 22 60,025 58,245 51,400 31,600 7,779,858 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 6 2 167 acatacatTCGGGAAGAACACTCATAacatacatacatac ACATACATTCGGGAAGAACACTCA CAGGAGATGGAGCCTGTAGC 2 93 23 24 189 20 60,021 59,608 34,100 35,800 4,412,909 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 6 2 253 acatacatTCGGGAAGAACACTCATAacatacatacatac ACATACATTCGGGAAGAACACTCA TCACAGCAATAGAAAGCCAACT 2 177 23 24 275 22 60,021 58,245 34,100 31,600 7,775,538 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 18 190 ACTCATGCAGTGAacatacatacatTCGGGAAGAACACACTCATGCAGTGAACATACATACAT ACAGTACAGGAGATGGAGCCT 18 98 6 25 195 21 58,648 59,992 22,900 45,800 7,359,432 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 1 110 acatTCGGGAAGAACACTCATAacatacatacatacatac ACATTCGGGAAGAACACTCAT AGAGCTACACTGCTGCCTTG 1 40 27 21 136 20 57,297 60,037 29,000 36,100 3,739,578 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 1 111 acatTCGGGAAGAACACTCATAacatacatacatacatac ACATTCGGGAAGAACACTCAT CAGAGCTACACTGCTGCCTT 1 41 27 21 137 20 57,297 60,037 29,000 43,500 3,739,578 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 1 119 acatTCGGGAAGAACACTCATAacatacatacatacatac ACATTCGGGAAGAACACTCAT GCCCAACACAGAGCTACACT 1 49 27 21 145 20 57,297 59,965 29,000 35,500 3,738,459 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 1 163 acatTCGGGAAGAACACTCATAacatacatacatacatac ACATTCGGGAAGAACACTCAT CAGGAGATGGAGCCTGTAGC 1 93 27 21 189 20 57,297 59,608 29,000 35,800 4,095,337 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:17300:55368 1 49 28 7 1 ACAT ACATACATACATACATACATACATACAT NA 0 0 7 1 249 acatTCGGGAAGAACACTCATAacatacatacatacatac ACATTCGGGAAGAACACTCAT TCACAGCAATAGAAAGCCAACT 1 177 27 21 275 22 57,297 58,245 29,000 31,600 7,457,966 F 277 CGAGCACTCATGCAGTGAacatacatacatTCGGGAAGAACACTCATAacatacatacatacatacatacatacatCTATCTTTAAGAACATCAACaaaaaTATTGTGAATAGTATCAAGGCAGCAGTGTAGCTCTGTGTTGGGCACGTGAATGCCTAGTATGTAGAAGGCTACAGGCTCCATCTCCTGTACTGTaaaaaagggggggCGAATATACAATGAATTAGCTTTGAAAAGGaaaaaGTTATGAATTAGTTGGCTTTCTATTGCTGTGATA

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 1 1 3 62 215 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAAT CACAGGCAATGAAGTCGAGAG AGGGTTGGTGAAAGCTGAAGA 62 90 1 21 215 21 59,002 59,505 32,000 28,700 3,493,036 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 3 61 214 ACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATG ACAGGCAATGAAGTCGAGAGT AGGGTTGGTGAAAGCTGAAGA 61 90 2 21 215 21 59,379 59,505 32,400 28,700 3,115,541 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 4 61 213 ACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATG ACAGGCAATGAAGTCGAGAGT GGGTTGGTGAAAGCTGAAGA 61 90 2 21 214 20 59,379 58,019 32,400 28,700 3,602,076 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 4 4 156 ATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttct ATGCCAATCGTTTCTTCGGC AGGGTTGGTGAAAGCTGAAGA 4 90 60 20 215 21 59,548 59,505 55,400 28,700 1,946,504 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 4 3 155 TGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttctt TGCCAATCGTTTCTTCGGCT AGGGTTGGTGAAAGCTGAAGA 3 90 61 20 215 21 60,605 59,505 55,200 28,700 2,100,041 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 5 4 120 ATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttct ATGCCAATCGTTTCTTCGGC AGGATGCTTGGTATTGGTGGG 4 54 60 20 179 21 59,548 60,064 55,400 46,100 1,515,500 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 5 3 119 TGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttctt TGCCAATCGTTTCTTCGGCT AGGATGCTTGGTATTGGTGGG 3 54 61 20 179 21 60,605 60,064 55,200 46,100 1,669,037 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 6 2 118 GCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTGCCAATCGTTTCTTCGGCTT AGGATGCTTGGTATTGGTGGG 2 54 62 20 179 21 59,478 60,064 43,500 46,100 1,585,453 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 6 2 154 GCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTGCCAATCGTTTCTTCGGCTT AGGGTTGGTGAAAGCTGAAGA 2 90 62 20 215 21 59,478 59,505 43,500 28,700 2,016,457 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 9 62 203 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAAT CACAGGCAATGAAGTCGAGAG AGCTGAAGAAATGGAGTGGGT 62 78 1 21 203 21 59,002 59,293 32,000 45,100 3,705,742 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 9 61 202 ACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATG ACAGGCAATGAAGTCGAGAGT AGCTGAAGAAATGGAGTGGGT 61 78 2 21 203 21 59,379 59,293 32,400 45,100 3,328,246 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 9 4 144 ATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttct ATGCCAATCGTTTCTTCGGC AGCTGAAGAAATGGAGTGGGT 4 78 60 20 203 21 59,548 59,293 55,400 45,100 2,159,210 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 9 3 143 TGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttctt TGCCAATCGTTTCTTCGGCT AGCTGAAGAAATGGAGTGGGT 3 78 61 20 203 21 60,605 59,293 55,200 45,100 2,312,746 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 9 2 142 GCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTGCCAATCGTTTCTTCGGCTT AGCTGAAGAAATGGAGTGGGT 2 78 62 20 203 21 59,478 59,293 43,500 45,100 2,229,162 A 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 10 62 264 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAAT CACAGGCAATGAAGTCGAGAG AGCTAGCTAGGGTTTGATGAGA 62 138 1 21 264 22 59,002 58,352 32,000 32,700 5,645,950 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 10 61 263 ACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATG ACAGGCAATGAAGTCGAGAGT AGCTAGCTAGGGTTTGATGAGA 61 138 2 21 264 22 59,379 58,352 32,400 32,700 5,268,455 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:20486:6601_ 1 84 21 7 1 AAG TTCTTCTTCTTCTTCTTCTTC NA 0 0 10 60 263 ACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATG ACAGGCAATGAAGTCGAGAGTT AGCTAGCTAGGGTTTGATGAGA 60 138 2 22 264 22 59,962 58,352 30,100 32,700 5,685,407 F 272 CACAGGCAATGAAGTCGAGAGTTTCTCCAATGAATGGCCAACCCAATTTTCCTTTAGGTATGCCAATCGTTTCTTCGGCTTTGttcttcttcttcttcttcttcTTATTCTTCTTATTCTCCTTCTTCTGCTTGTTGTACCAAAACCAACATCCAAACCCCACCAATACCAAGCATCCTATAACCCACTCCATTTCTTCAGCTTTCACCAACCCtttttCTTCTTCTGAAAATCATAAAGAATCTCATCAAACCctagctagctagTAGTTG

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 1 1 3 6 220 ATGCGCCTGGACCTTGATTATTGTTGttattattattattaATGCGCCTGGACCTTGATTA GGTCGTCAGTCAACAGGGAG 6 76 12 20 231 20 59,454 60,038 17,500 43,000 0.584281 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 4 5 189 TGCGCCTGGACCTTGATTATTGTTGttattattattattat TGCGCCTGGACCTTGATTAT CCTGATGGCAATGCAGAGGA 5 46 13 20 201 20 59,454 60,107 12,800 37,100 0.652990 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 4 5 190 TGCGCCTGGACCTTGATTATTGTTGttattattattattat TGCGCCTGGACCTTGATTAT TCCTGATGGCAATGCAGAGG 5 47 13 20 202 20 59,454 60,107 12,800 36,900 0.652990 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 4 5 219 TGCGCCTGGACCTTGATTATTGTTGttattattattattat TGCGCCTGGACCTTGATTAT GGTCGTCAGTCAACAGGGAG 5 76 13 20 231 20 59,454 60,038 12,800 43,000 0.584281 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 5 11 240 CTCCATGCGCCTGGACCTTGATTATTGTTGttattatta CTCCATGCGCCTGGACCTT AGTTAATGCTATCTTAGGTCGTCA 11 88 8 19 247 24 62,335 57,289 35,000 43,500 10,045,953 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 5 11 240 CTCCATGCGCCTGGACCTTGATTATTGTTGttattatta CTCCATGCGCCTGGACCTT AGTTAATGCTATCTTAGGTCGTCAGT 11 86 8 19 247 26 62,335 59,678 35,000 34,100 9,657,046 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 5 7 240 CATGCGCCTGGACCTTGATTATTGTTGttattattattat CATGCGCCTGGACCTTGATT TTAAGTTAATGCTATCTTAGGTCGTCA 7 88 11 20 250 27 61,034 58,311 25,700 43,500 9,722,808 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 6 6 188 ATGCGCCTGGACCTTGATTATTGTTGttattattattattaATGCGCCTGGACCTTGATTA TGATGGCAATGCAGAGGAGG 6 44 12 20 199 20 59,454 60,107 17,500 43,000 0.652990 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:21034:41339 1 38 98 7 3 AAT TTATTATTATTATTATTATTATGTTAGTATTATTATCANA 0 0 6 5 187 TGCGCCTGGACCTTGATTATTGTTGttattattattattat TGCGCCTGGACCTTGATTAT TGATGGCAATGCAGAGGAGG 5 44 13 20 199 20 59,454 60,107 12,800 43,000 0.652990 G 282 TGGCCGCCTCCATGCGCCTGGACCTTGATTATTGTTGttattattattattattattaTGTTAGtattattatCATTGTTAttcttcttcttcttcttcATGttcttcttcTCCTTGATAttcttcttcttcttcCTCTTCCTCCTCAtttttCCCGTCCATCAAACTCCTATTTGATTCCTCCTCTGCATTGCCATCAGGAGGTCAATTTCTCCCTGTTGACTGACGACCTAAGATAGCATTAACTTaaaaaTAAAATCGGCACTCATATTCTATTATCAT

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 1 1 2 18 205 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGGAATGTTGTTCCGTGAGTCCC CCCTTCCCACCCAAAGACAT 18 113 1 21 205 20 59,195 59,591 44,600 30,600 2,214,232 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 18 206 AATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCAATGTTGTTCCGTGAGTCCC AACCCTTCCCACCCAAAGAC 18 115 2 20 207 20 58,108 59,812 44,600 30,100 2,079,815 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 18 207 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGGAATGTTGTTCCGTGAGTCCC AACCCTTCCCACCCAAAGAC 18 115 1 21 207 20 59,195 59,812 44,600 30,100 1,992,354 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 0 136 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCCT TTTGCCTCACACCTAATGGG 0 63 20 20 155 20 61,195 57,786 45,800 40,000 3,409,157 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 0 143 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCCT CATGCACTTTGCCTCACACC 0 70 20 20 162 20 61,195 60,039 45,800 41,600 1,233,673 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 0 144 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCCT CCATGCACTTTGCCTCACAC 0 71 20 20 163 20 61,195 60,039 45,800 38,200 1,233,673 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 1 137 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCC CTTTGCCTCACACCTAATGGG 1 63 20 19 156 21 59,703 58,905 47,000 40,000 3,391,391 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 1 143 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCC CATGCACTTTGCCTCACACC 1 70 20 19 162 20 59,703 60,039 47,000 41,600 1,335,607 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:2392:9009_1 1 40 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 0 137 CCCAGTACTGTGGTGAGCCTttattattattattattattattCCCAGTACTGTGGTGAGCCT CTTTGCCTCACACCTAATGGG 0 63 20 20 156 21 61,195 58,905 45,800 40,000 3,289,456 F 219 GAATGTTGTTCCGTGAGTCCCCAGTACTGTGGTGAGCCTttattattattattattattattattattattaTACTATGCCAAAATAAATTATATTTCTCATACATTTTGCTATAGATTGCATTAAATAtttttACCCATTAGGTGTGAGGCAAAGTGCATGGGACTTTTGAATCTGTACCCATTATGTCTTTGGGTGGGAAGGGTTTTGATGGAGTAA

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 1 1 6 15 188 AACGTTCCCTTCACACTTCATATTGTAAAACTTCCga AACGTTCCCTTCACACTTCA GGAGGGTGTTTCGTGGTTCA 15 93 29 20 216 20 57,297 60,179 30,200 31,800 2,881,632 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 6 15 189 GAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgGAACGTTCCCTTCACACTTCA GGAGGGTGTTTCGTGGTTCA 15 93 28 21 216 20 58,443 60,179 30,200 31,800 2,736,357 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 6 15 190 TGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCTGAACGTTCCCTTCACACTTCA GGAGGGTGTTTCGTGGTTCA 15 93 27 22 216 20 60,093 60,179 30,200 31,800 2,272,434 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 6 0 101 TGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCTGAACGTTCCCTTCACACTTCA TCCATAATGGTCATGGATTGTCTC 15 0 27 22 127 24 60,093 58,376 30,200 33,600 7,717,553 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 8 18 188 GTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCGTGAACGTTCCCTTCACACT GGGTGTTTCGTGGTTCAAGTG 18 89 26 20 213 21 58,051 59,935 35,500 31,600 3,014,418 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 8 18 191 GTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCGTGAACGTTCCCTTCACACT GGAGGGTGTTTCGTGGTTCA 18 93 26 20 216 20 58,051 60,179 35,500 31,800 2,128,505 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 8 1 102 GTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCGTGAACGTTCCCTTCACACT TCCATAATGGTCATGGATTGTCT 18 1 26 20 127 23 58,051 57,348 35,500 34,100 7,601,077 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 8 0 102 GTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCGTGAACGTTCCCTTCACACT TCCATAATGGTCATGGATTGTCTC 18 0 26 20 127 24 58,051 58,376 35,500 33,600 7,573,624 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:28534:48494 1 64 40 10 1 ACAG GACAGACAGACAGACAGACAGACAGACAGACAGA NA 0 0 9 17 191 GTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCGTGAACGTTCCCTTCACACTT GGAGGGTGTTTCGTGGTTCA 17 93 26 21 216 20 58,714 60,179 31,600 31,800 2,465,017 A 245 AAGCTAGCATAGTTTATTTaaaaaTGTGAACGTTCCCTTCACACTTCATATTGTAAAACTTCCgacagacagacagacagacagacagacagacagacagacaGAGACAATCCATGACCATTATGGATATTAGTACATCTACTTGACAGTAGATATTTCTTGATTCACTACATTACAGAAACAGGGATTTCACACTTGAACCACGAAACACCCTCCCCAGGGAGCCGCAGCAGTTAACAAATCAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 12 44 192 CCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTT CCCTCAGTTCAGTTGGCTGT GGTTGTCCTCATCCTCGTCG 87 44 36 20 227 20 59,891 60,179 44,000 51,200 0.288477 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 12 44 193 ACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTT ACCCTCAGTTCAGTTGGCTG GGTTGTCCTCATCCTCGTCG 88 44 35 20 227 20 59,891 60,179 48,500 51,200 0.288477 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 12 44 194 CACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCT CACCCTCAGTTCAGTTGGCT GGTTGTCCTCATCCTCGTCG 89 44 34 20 227 20 59,891 60,179 47,500 51,200 0.288477 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 12 40 145 GGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAA GGCAAACAAGAGCAGCTGAG GGTTGTCCTCATCCTCGTCG 40 44 83 20 227 20 59,760 60,179 33,500 51,200 0.419546 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 12 39 144 GCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAA GCAAACAAGAGCAGCTGAGG GGTTGTCCTCATCCTCGTCG 39 44 84 20 227 20 59,760 60,179 38,600 51,200 0.419546 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 24 124 GCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAA GCAAACAAGAGCAGCTGAGG TCCTCCTCCTTGTCGTCCTC 39 24 84 20 207 20 59,760 60,324 38,600 37,100 0.563953 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 21 121 GCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAA GCAAACAAGAGCAGCTGAGG TCCTCCTTGTCGTCCTCCTC 39 21 84 20 204 20 59,760 60,324 38,600 37,100 0.563953 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 21 122 GGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAA GGCAAACAAGAGCAGCTGAG TCCTCCTTGTCGTCCTCCTC 40 21 83 20 204 20 59,760 60,324 33,500 37,100 0.563953 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:31345:11980 1 143 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 16 21 169 CCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTT CCCTCAGTTCAGTTGGCTGT TCCTCCTTGTCGTCCTCCTC 87 21 36 20 204 20 59,891 60,324 44,000 37,100 0.432884 F 242 GTTAATTAGGTAACTGGTTGAATCTTGtttttCCACCCTCAGTTCAGTTGGCTGTAAATTCAGGGTTCTTTAGTGCAGCTTTGGCAAACAAGAGCAGCTGAGGAAACTGAGTGCAAACCTGAGAGTTTGGTGAGTGAGGGAAgaggaggaggaggaggaggagGACGAgggggaggaggaggGggaggaggaCGACAaggaggaggACGACGAGGATGAGGACAACCAATTACCTAATTAAC

ST‐E00142:460:H2K7HCCXY:6:2112:3163:21737_ 1 43 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 18 2 90 TCCATTTCATTCCATCCATCTTGACAtccattccattccat TCCATTTCATTCCATCCATCTTGA TGGAATGGAATGGATGCCATGA 2 7 17 24 106 22 58,231 60,091 30,200 30,700 7,859,974 F 147 ATCAATTTCTTTTAGTTCCATTTCATTCCATCCATCTTGACAtccattccattccattccattccattccattccatCCATCCATCATGGCAtccattccattccattccatTCCTttccattccattccaTTCGATTCCATTCCAT

ST‐E00142:460:H2K7HCCXY:6:2112:3163:21737_ 1 43 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 1 90 TCCATTTCATTCCATCCATCTTGACAtccattccattccat TCCATTTCATTCCATCCATCTTGAC TGGAATGGAATGGATGCCATGA 1 7 17 25 106 22 59,404 60,091 31,800 30,700 7,686,764 F 147 ATCAATTTCTTTTAGTTCCATTTCATTCCATCCATCTTGACAtccattccattccattccattccattccattccatCCATCCATCATGGCAtccattccattccattccatTCCTttccattccattccaTTCGATTCCATTCCAT

ST‐E00142:460:H2K7HCCXY:6:2112:3163:21737_ 1 43 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 20 0 93 CCATTTCATTCCATCCATCTTGACAtccattccattccatt CCATTTCATTCCATCCATCTTGACA GGAATGGAATGGAATGGATGCC 0 11 18 25 110 22 59,638 59,699 35,800 44,000 7,662,580 F 147 ATCAATTTCTTTTAGTTCCATTTCATTCCATCCATCTTGACAtccattccattccattccattccattccattccatCCATCCATCATGGCAtccattccattccattccatTCCTttccattccattccaTTCGATTCCATTCCAT

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 1 1 4 23 138 CTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGCTTGGAGCCTGAGCAAATGG GCAAGCTGGTTCTGTTGCTG 23 54 47 20 184 20 59,184 60,318 31,600 44,100 1,134,178 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 4 23 140 CTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGCTTGGAGCCTGAGCAAATGG AAGCAAGCTGGTTCTGTTGC 23 56 47 20 186 20 59,184 59,613 31,600 41,700 1,202,572 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 5 24 139 GCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAG GCTTGGAGCCTGAGCAAATG GCAAGCTGGTTCTGTTGCTG 24 54 46 20 184 20 59,827 60,318 23,200 44,100 0.491248 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 5 24 141 GCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAG GCTTGGAGCCTGAGCAAATG AAGCAAGCTGGTTCTGTTGC 24 56 46 20 186 20 59,827 59,613 23,200 41,700 0.559641 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 5 24 142 GCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAG GCTTGGAGCCTGAGCAAATG AAAGCAAGCTGGTTCTGTTGC 24 56 46 20 187 21 59,827 60,202 23,200 41,700 1,375,255 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 6 24 136 GCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAG GCTTGGAGCCTGAGCAAATG AGCTGGTTCTGTTGCTGACG 24 51 46 20 181 20 59,827 60,882 23,200 43,500 1,054,845 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 7 63 215 ACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCA ACGAGCTGAAGGATCAAATTTCA GCTTAAAGCTGTATTGTTTGCATTC 63 83 4 23 218 25 58,673 58,245 26,900 26,700 11,082,016 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 7 63 215 ACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCA ACGAGCTGAAGGATCAAATTTCA GCTTAAAGCTGTATTGTTTGCATT 63 84 4 23 218 24 58,673 57,289 26,900 35,600 11,037,518 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2112:5994:52203_ 1 90 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 7 63 215 ACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCA ACGAGCTGAAGGATCAAATTTCA GCTTAAAGCTGTATTGTTTGCATTCA 63 82 4 23 218 26 58,673 59,634 26,900 25,700 10,692,615 F 218 AGTACGAGCTGAAGGATCAAATTTCAAGCTTGGAGTCAtttttAGGCTTGGAGCCTGAGCAAATGGCGGGTCAGCGAAGTGGAGGCGTTggcggcggcggcggcggcggcTGCCTGACCGACCTgggggACCTCTGGATGCTGGACGACCTCGTGATCGGCCGTCAGCAACAGAACCAGCTTGCtttttAATTGAATGCAAACAATACAGCTTTAAGC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 1 1 6 40 148 GGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTG GGCGGCCGCTTTGAAATC TTAAAGTGGGCCGAGTGACG 40 55 90 18 237 20 60,203 60,320 21,700 43,500 2,522,683 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC
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ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 38 146 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG TTAAAGTGGGCCGAGTGACG 38 55 92 18 237 20 59,900 60,320 41,800 43,500 2,420,289 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 37 145 GGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAGGCCGCTTTGAAATCGGG TTAAAGTGGGCCGAGTGACG 37 55 93 18 237 20 59,510 60,320 51,400 43,500 2,809,824 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 29 120 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG TAATGGGCTTTAACACCGGC 38 29 92 18 211 20 59,900 58,534 41,800 61,300 3,566,011 B 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 29 122 GGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTG GGCGGCCGCTTTGAAATC TAATGGGCTTTAACACCGGC 40 29 90 18 211 20 60,203 58,534 21,700 61,300 3,668,404 B 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 28 119 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG AATGGGCTTTAACACCGGCG 38 28 92 18 210 20 59,900 61,592 41,800 64,600 3,691,720 B 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 13 103 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG GGCGGGAGGGAGAGAATTG 38 13 92 18 194 19 59,900 59,853 41,800 23,200 3,247,369 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 12 102 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG GCGGGAGGGAGAGAATTGG 38 12 92 18 193 19 59,900 59,853 41,800 31,600 3,247,369 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:13930:42429 1 148 15 5 1 AAC CAACAACAACAACAA NA 0 0 6 11 101 CGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTCGGCCGCTTTGAAATCGG CGGGAGGGAGAGAATTGGC 38 11 92 18 192 19 59,900 59,853 41,800 45,200 3,247,369 F 246 GCCCCGCCATGCTGCAGCCGGCTCCGCACGGCCACccgccgccgccgccgccgccgccaccaccaccaccaccaACGGCTCGGGCTCGCGGCGGCCGCTTTGAAATCGGGGCCcgcgcgCTCCTGCCTAACGGCCGCGCCTGTCAATcaacaacaacaacaaCTGGACCCGGGGCCAATtctctcCCTCCCGCCGGTGTTAAAGCCCATTATccccccGTCACTCGGCCCACTTTAATGTTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 1 1 6 11 187 GATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccg GATCGATGGCTCGGCTGC GACAAAGATGACACAGGCGC 11 101 41 18 227 20 61,041 59,833 52,500 65,300 3,207,577 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 6 11 190 GATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccg GATCGATGGCTCGGCTGC CCAGACAAAGATGACACAGGC 11 103 41 18 230 21 61,041 59,191 52,500 48,500 4,849,707 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 110 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG CAGAACTCAGGAGGCAGAGG 12 23 40 18 149 20 60,732 59,464 48,500 36,900 3,268,729 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 111 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG CCAGAACTCAGGAGGCAGAG 12 24 40 18 150 20 60,732 59,464 48,500 33,500 3,268,729 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 114 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG ATCCCAGAACTCAGGAGGCA 12 27 40 18 153 20 60,732 60,253 48,500 47,500 2,985,350 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 187 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG ACAAAGATGACACAGGCGCA 12 100 40 18 226 20 60,732 60,535 48,500 60,900 3,267,345 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 188 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG GACAAAGATGACACAGGCGC 12 101 40 18 227 20 60,732 59,833 48,500 65,300 2,899,283 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 190 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG CAGACAAAGATGACACAGGCG 12 102 40 18 229 21 60,732 59,538 48,500 55,200 4,194,752 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:16376:21807 1 70 37 9 1.5 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGCTTCCTCCTCNA 0 0 8 12 191 CGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgcc CGATCGATGGCTCGGCTG CCAGACAAAGATGACACAGGC 12 103 40 18 230 21 60,732 59,191 48,500 48,500 4,541,413 F 231 GGCtgcggtgcggtgcggtgcggtgcggGCCCGGGCGGGCGATCGATGGCTCGGCTGCCGTCTCCGCGTcgccgccgccgccgccgccgccgccgcTtcctcctccCGCACCTcccccACGTCCGCCTGCCTCTGCCTCCTGAGTTCTGGGATTAAAGACATGTGCCACCATGCCTGGTGATTTGGGGtttttGAATTAGGGGTATTGCGCCTGTGTCATCTTTGTCTGGG

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 1 1 4 22 193 TGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGC TGGGCAGTTGAACTGGTTGT CTTCTGGATCATCTAAGGCTGGA 100 22 51 20 243 23 60,034 59,355 33,200 38,600 3,678,813 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 22 240 AGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTAGAGGATCCTGCTACCAAGGA TTCTGGATCATCTAAGGCTGGA 147 22 3 21 242 22 59,708 58,342 33,600 38,600 4,949,852 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 22 241 AGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTAGAGGATCCTGCTACCAAGGA CTTCTGGATCATCTAAGGCTGGA 147 22 3 21 243 23 59,708 59,355 33,600 38,600 4,937,455 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 8 160 GTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTGCACTCAGACTAGGCCTG AGGCTGGAAACTTGAGTACACA 82 8 69 20 228 22 60,108 59,562 48,500 37,200 2,546,446 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 4 8 178 TGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGC TGGGCAGTTGAACTGGTTGT AGGCTGGAAACTTGAGTACACA 100 8 51 20 228 22 60,034 59,562 33,200 37,200 2,471,622 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 5 23 194 TGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGC TGGGCAGTTGAACTGGTTGT TCTTCTGGATCATCTAAGGCTGG 100 23 51 20 244 23 60,034 59,355 33,200 48,500 3,678,813 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 5 23 242 AGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTAGAGGATCCTGCTACCAAGGA TCTTCTGGATCATCTAAGGCTGG 147 23 3 21 244 23 59,708 59,355 33,600 48,500 4,937,455 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 5 22 191 TGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGC TGGGCAGTTGAACTGGTTGT TCTGGATCATCTAAGGCTGGA 100 22 51 20 241 21 60,034 57,665 33,200 38,600 3,368,511 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 6 8 93 TGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACAC TGCAGTTGAGCAAGTCCTGA GGCTGGAAACTTGAGTACACA 16 8 135 20 227 21 59,531 58,154 38,600 37,200 3,315,686 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 6 8 94 TGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACAC TGCAGTTGAGCAAGTCCTGA AGGCTGGAAACTTGAGTACACA 16 8 135 20 228 22 59,531 59,562 38,600 37,200 2,907,515 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 6 8 95 CTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACA CTGCAGTTGAGCAAGTCCTG AGGCTGGAAACTTGAGTACACA 17 8 134 20 228 22 59,127 59,562 38,600 37,200 3,311,075 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:23957:56071 1 171 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA NA 0 0 6 8 176 GGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCT GGCAGTTGAACTGGTTGTGC AGGCTGGAAACTTGAGTACACA 98 8 53 20 228 22 60,249 59,562 45,700 37,200 2,687,052 A 283 AAAGAGGATCCTGCTACCAAGGAAGAAATGGAACAGTTGAGAAGTTTAATTGGGCAGTTGAACTGGTTGTGCACTCAGACTAGGCCTGATGCTAGTTATGATGTGTTGGAGCTGAGTACCATGATGAAACATGCTGCAGTTGAGCAAGTCCTGAGAGCAAATAAAACACTtaaataaataaataaataaataaataaaTTCTGAGATGTGTACTCAAGTTTCCAGCCTTAGATGATCCAGAAGATATGAGGTTGGTCAtttttATGATGCTTCACATGCCAAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 1 1 16 3 123 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT ATCTCACCGGCGCCATATG 3 55 81 26 203 19 58,022 60,005 27,500 17,800 8,982,378 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 133 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT ACACCTTTCCATCTCACCGG 3 64 81 26 213 20 58,022 59,675 27,500 52,800 8,302,761 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 135 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT TCACACCTTTCCATCTCACCG 3 65 81 26 215 21 58,022 59,998 27,500 49,400 8,979,791 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 141 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT TCTGCTTCACACCTTTCCATCT 3 70 81 26 221 22 58,022 59,627 27,500 29,000 10,350,987 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 143 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT CATCTGCTTCACACCTTTCCA 3 73 81 26 223 21 58,022 58,493 27,500 35,300 10,485,302 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 144 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT ACATCTGCTTCACACCTTTCCA 3 73 81 26 224 22 58,022 60,159 27,500 35,300 10,136,441 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 197 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT GGTTGCCTCAACTGATTGCT 3 128 81 26 277 20 58,022 58,749 27,500 39,100 9,229,069 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 198 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT AGGTTGCCTCAACTGATTGCT 3 128 81 26 278 21 58,022 60,203 27,500 39,100 9,180,794 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 16 3 199 ACAGATAGAGTGACAGATAGAGATCTAGTagacaga ACAGATAGAGTGACAGATAGAGATCT CAGGTTGCCTCAACTGATTGC 3 129 81 26 279 21 58,022 60,068 27,500 35,600 9,045,873 B 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 129 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA ATCTCACCGGCGCCATATG 12 55 75 23 203 19 57,308 60,005 34,100 17,800 6,696,675 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 139 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA ACACCTTTCCATCTCACCGG 12 64 75 23 213 20 57,308 59,675 34,100 52,800 6,017,058 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 140 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA CACACCTTTCCATCTCACCG 12 65 75 23 214 20 57,308 58,557 34,100 49,400 7,134,884 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 141 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA TCACACCTTTCCATCTCACCG 12 65 75 23 215 21 57,308 59,998 34,100 49,400 6,694,089 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 203 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA GGTTGCCTCAACTGATTGCT 12 128 75 23 277 20 57,308 58,749 34,100 39,100 6,943,366 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 204 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA AGGTTGCCTCAACTGATTGCT 12 128 75 23 278 21 57,308 60,203 34,100 39,100 6,895,092 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 17 12 205 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGA CAGGTTGCCTCAACTGATTGC 12 129 75 23 279 21 57,308 60,068 34,100 35,600 6,760,170 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 18 12 140 TagagagACAGATAGAGTGACAGATAGAGATCTAGTTAGAGAGACAGATAGAGTGACAGA ACACCTTTCCATCTCACCGG 12 64 74 24 213 20 57,200 59,675 34,100 52,800 7,125,015 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:28168:65371 1 110 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 18 11 139 agagagACAGATAGAGTGACAGATAGAGATCTAGTaAGAGAGACAGATAGAGTGACAGAT ACACCTTTCCATCTCACCGG 11 64 75 24 213 20 57,747 59,675 29,000 52,800 6,577,542 F 281 atagatagatagatagatagatagatagatagatagatagACAGATACAGAAAGAGACAAATAGATATACAGATagagagACAGATAGAGTGACAGATAGAGATCTAGTagacagacagacagacagacGGACAGGTAGACAAACGGATAGATAGTGAgtgtgtAGTGAGAGGCTTCAGGAGCACATATGGCGCCGGTGAGATGGAAAGGTGTGAAGCAGATGTAATTTAagagagACgtgtgtGGGGATAAGGAAAAGCAATCAGTTGAGGCAACCTGAT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 1 190 GCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaGCTCATCCCTTCGGGCTGTA CTCCTCCCGTCTCCTGGTAA 1 128 32 20 221 20 61,686 60,033 27,400 28,500 1,719,730 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 188 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC TCCTCCCGTCTCCTGGTAAC 0 127 33 20 220 20 59,895 60,324 29,000 25,000 0.429130 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 189 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC CTCCTCCCGTCTCCTGGTAA 0 128 33 20 221 20 59,895 60,033 29,000 28,500 0.138444 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 190 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC CCTCCTCCCGTCTCCTGGTA 0 129 33 20 222 20 59,895 61,934 29,000 32,500 2,039,498 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 9 196 GAGCCGGCTCATCCCTTCGGGCTGTACggaggaggag GAGCCGGCTCATCCCTTC CTCCTCCCGTCTCCTGGTAA 9 128 26 18 221 20 59,890 60,033 34,600 28,500 2,143,410 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 0 183 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC CCGTCTCCTGGTAACCGTTAC 0 121 33 20 215 21 59,895 60,135 29,000 25,000 1,240,326 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 123 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC CACCTCCACTTCCACCAGTG 0 62 33 20 155 20 59,895 60,250 29,000 36,600 0.355506 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 12 0 129 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC CTCCTCCACCTCCACTTCCA 0 68 33 20 161 20 59,895 60,545 29,000 35,300 0.650348 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:29295:51324 1 53 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 12 0 131 CTCATCCCTTCGGGCTGTACggaggaggaggaggaggagCTCATCCCTTCGGGCTGTAC ACCTCCTCCACCTCCACTTC 0 70 33 20 163 20 59,895 60,546 29,000 30,100 0.650587 B 240 CTCGGTCAGCAGTGTGGCCGGGATGGAGCCGGCTCATCCCTTCGGGCTGTACggaggaggaggaggaggaggaGGCCGGACTggaggaggaGGTggcggcggcAGGGCGGGCGATGGAACCGAGCACGGCAGCGGCACTGGTGGAAGTGGAGGTGGAGGAGGTCCCGGCAGCGGCGGTGGGCCTGACTCGGCGGGTAACGGTTACCAGGAGACGGGAGGAGGGCCGGgcgcgcGGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 1 1 3 41 193 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAAC TGGCAGCAACAATGGATTGG 41 86 15 25 207 20 58,720 59,391 29,300 31,600 6,889,033 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 3 36 188 TGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGTCTGAAATCCAACCAAACTAAAT TGGCAGCAACAATGGATTGG 36 86 20 25 207 20 57,404 59,391 14,000 31,600 8,204,970 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 3 2 115 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAAC TCTATAACAATTGAAGAGCATAGCAA 41 2 15 25 129 26 58,720 57,037 29,300 39,100 15,242,766 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 40 189 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT AGCAACAATGGATTGGAAGCA 40 81 15 26 203 21 59,902 58,750 26,600 39,100 8,348,154 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 40 192 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT GGCAGCAACAATGGATTGGA 40 85 15 26 206 20 59,902 59,103 26,600 35,300 6,995,047 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 40 193 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT TGGCAGCAACAATGGATTGG 40 86 15 26 207 20 59,902 59,391 26,600 31,600 6,707,274 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 37 189 ATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGTCTGAAATCCAACCAAACTAAA TGGCAGCAACAATGGATTGG 37 86 19 25 207 20 57,404 59,391 18,500 31,600 8,204,970 F 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 3 116 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT TTCTATAACAATTGAAGAGCATAGCA 40 3 15 26 130 26 59,902 57,037 26,600 34,900 15,061,008 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 4 2 115 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT TCTATAACAATTGAAGAGCATAGCAA 40 2 15 26 129 26 59,902 57,037 26,600 39,100 15,061,008 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 5 31 145 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT CACCACATACCTGATTAATGAATTACG 40 31 15 26 159 27 59,902 58,717 26,600 31,800 14,380,715 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 7 30 144 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAAC ACCACATACCTGATTAATGAATTACGT 41 30 15 25 158 27 58,720 59,009 29,300 35,700 14,270,769 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:6319:10644_ 1 81 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 7 30 144 TGAAATGTCTGAAATCCAACCAAACTAAATTAAACCTGAAATGTCTGAAATCCAACCAAACT ACCACATACCTGATTAATGAATTACGT 40 30 15 26 158 27 59,902 59,009 26,600 35,700 14,089,010 A 218 AGCTTTGGTTAATTTGAAATGTCTGAAATCCAACCAAACTAAATTAAACCAAGAATGGCTATTGACAATATTAGTGGTAGtaataataataataataataaTTTTGCTATGCTCTTCAATTGTTATAGAAAACGTAATTCATTAATCAGGTATGTGGTGTAATAGAAAtttttACAGGATTTTGCTTCCAATCCATTGTTGCTGCCAAGATCCAAGTA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 1 1 3 49 206 CAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACAATACATGGTGCGGAAGTGT GCACTGCTTTGCCCATTGG 49 90 62 21 267 19 58,916 60,375 35,500 31,600 3,458,786 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 3 43 199 TGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTTGGTGCGGAAGTGTATGTGT GCACTGCTTTGCCCATTGG 43 90 69 20 267 19 59,605 60,375 37,200 31,600 1,769,951 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 3 42 198 GGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACT GGTGCGGAAGTGTATGTGTG GCACTGCTTTGCCCATTGG 42 90 70 20 267 19 59,204 60,375 38,200 31,600 2,171,325 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 90 264 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATT GCACTGCTTTGCCCATTGG 108 90 4 20 267 19 59,391 60,375 30,100 31,600 1,983,653 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 121 TGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTTGGTGCGGAAGTGTATGTGT AAGACTGCTAAGGACTTGCC 43 11 69 20 189 20 59,605 57,519 37,200 45,200 2,876,227 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 123 TGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTTGGTGCGGAAGTGTATGTGT GAAAGACTGCTAAGGACTTGCC 43 11 69 20 191 22 59,605 59,255 37,200 45,200 3,139,679 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 128 CAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACAATACATGGTGCGGAAGTGT AAGACTGCTAAGGACTTGCC 49 11 62 21 189 20 58,916 57,519 35,500 45,200 4,565,063 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 129 TCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAATCAATACATGGTGCGGAAGTGT AAGACTGCTAAGGACTTGCC 49 11 61 22 189 20 60,290 57,519 35,500 45,200 4,771,297 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 130 CAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACAATACATGGTGCGGAAGTGT GAAAGACTGCTAAGGACTTGCC 49 11 62 21 191 22 58,916 59,255 35,500 45,200 4,828,515 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 186 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATT AAGACTGCTAAGGACTTGCC 108 11 4 20 189 20 59,391 57,519 30,100 45,200 3,089,929 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 4 11 188 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATT GAAAGACTGCTAAGGACTTGCC 108 11 4 20 191 22 59,391 59,255 30,100 45,200 3,353,381 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 79 253 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATTA CCCATTGGCATCTGCAAGC 107 79 4 21 256 19 59,177 59,857 17,500 40,100 2,966,173 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 79 253 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATT CCCATTGGCATCTGCAAGC 108 79 4 20 256 19 59,391 59,857 30,100 40,100 1,751,823 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 49 195 CAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACAATACATGGTGCGGAAGTGT CCCATTGGCATCTGCAAGC 49 79 62 21 256 19 58,916 59,857 35,500 40,100 3,226,957 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 49 196 TCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAATCAATACATGGTGCGGAAGTGT CCCATTGGCATCTGCAAGC 49 79 61 22 256 19 60,290 59,857 35,500 40,100 3,433,191 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 45 191 ACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCA ACATGGTGCGGAAGTGTATGT CCCATTGGCATCTGCAAGC 45 79 66 21 256 19 59,997 59,857 22,900 40,100 2,146,301 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 43 188 TGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTTGGTGCGGAAGTGTATGTGT CCCATTGGCATCTGCAAGC 43 79 69 20 256 19 59,605 59,857 37,200 40,100 1,538,121 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 42 187 GGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACT GGTGCGGAAGTGTATGTGTG CCCATTGGCATCTGCAAGC 42 79 70 20 256 19 59,204 59,857 38,200 40,100 1,939,495 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 5 36 182 GGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTGGAAGTGTATGTGTGAGGCCA CCCATTGGCATCTGCAAGC 36 79 75 21 256 19 59,997 59,857 53,600 40,100 2,146,301 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 6 12 124 TGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTTGGTGCGGAAGTGTATGTGT GGAAAGACTGCTAAGGACTTGC 43 12 69 20 192 22 59,605 59,255 37,200 40,100 3,139,679 F 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:8349:73018_ 1 132 27 7 1.5 ATC TCATCATCATCATCATCATCATGTGTG NA 0 0 6 12 189 GTCAGGGTGACGACAGGATTAAAACTAGTCTCAGT GTCAGGGTGACGACAGGATT GGAAAGACTGCTAAGGACTTGC 108 12 4 20 192 22 59,391 59,255 30,100 40,100 3,353,381 B 277 GCAGTCAGGGTGACGACAGGATTAAAACTAGTCTCAGTGCTTCTGAACAGGacacacCATTCAATACATGGTGCGGAAGTGTAtgtgtgAGGCCAAAACCACACTCAGCTTTGATATCCAATATCCAGGCTtcatcatcatcatcatcatcatgtgtgGTCTGCCCGAAGGCAAGTCCTTAGCAGTCTTTCCATAGctctctATCCTGTGCCAGCCTTTTCATTTGCCAACTGCCAGGCTTGCAGATGCCAATGGGCAAAGCAGTGCCATAAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 2 48 192 TGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCC TGGCTTTAACATTGCAAGCTCT CGTTGTTGGCCTCTGATGGT 78 48 48 22 239 20 59,107 60,606 40,900 35,500 3,499,253 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 48 193 CTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGC CTGGCTTTAACATTGCAAGCTCT CGTTGTTGGCCTCTGATGGT 78 48 47 23 239 20 60,057 60,606 40,900 35,500 3,663,434 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 48 194 TCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCTCTGGCTTTAACATTGCAAGCT CGTTGTTGGCCTCTGATGGT 80 48 46 22 239 20 59,107 60,606 37,400 35,500 3,499,253 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 35 171 ACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAAC ACATTGCAAGCTCTCAGGAG TGATGGTGCCTGCGATAGTG 72 35 56 20 226 20 57,889 60,179 36,900 27,400 2,289,977 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 7 102 GAAGAGCCATCTCGCACCTTgggggAAgaggaggagga GAAGAGCCATCTCGCACCTT GGTGCCTGCGATAGTGGTAG 7 31 121 20 222 20 60,108 60,249 35,000 31,800 0.357434 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 2 7 106 GAAGAGCCATCTCGCACCTTgggggAAgaggaggagga GAAGAGCCATCTCGCACCTT TGATGGTGCCTGCGATAGTG 7 35 121 20 226 20 60,108 60,179 35,000 27,400 0.287021 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 36 172 ACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAAC ACATTGCAAGCTCTCAGGAG CTGATGGTGCCTGCGATAGT 72 36 56 20 227 20 57,889 59,894 36,900 21,200 2,216,495 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 7 107 GAAGAGCCATCTCGCACCTTgggggAAgaggaggagga GAAGAGCCATCTCGCACCTT CTGATGGTGCCTGCGATAGT 7 36 121 20 227 20 60,108 59,894 35,000 21,200 0.213538 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9668:4210_1 1 148 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 36 161 TCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAAC TCTCAGGAGCAAGGCCCA CTGATGGTGCCTGCGATAGT 63 36 67 18 227 20 60,204 59,894 53,600 21,200 2,309,576 F 248 CACAAATTCTCCTATAGTGAAAACACATGCTAAACCCCTAATTCCTCTGGCTTTAACATTGCAAGCTCTCAGGAGCAAGGCCCAGCCAACCCCACCCAAACCCCAACAGTGaaaaaGGAGGAAGAGCCATCTCGCACCTTgggggAAgaggaggaggaggaggaggaggagGAAATTGAGGAagagagTACTGTATTAATTACTACCACTATCGCAGGCACCATCAGAGGCCAACAACGCCAGTAACT

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 1 1 5 26 162 TGGTTCCAAGGATGAGGATCTGTTATGAAGATAGA TGGTTCCAAGGATGAGGATCTG ACTCTGTCCAGACCCTTCATG 26 28 75 22 236 21 59,493 59,095 29,000 30,700 4,412,273 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 7 57 263 TCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTATCCAGTTCTGTGGACCACA TCGCAAGTGGGAATGGATTCT 101 57 3 19 265 21 58,076 59,718 41,700 24,000 4,205,486 B 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 7 26 191 TGGTTCCAAGGATGAGGATCTGTTATGAAGATAGA TGGTTCCAAGGATGAGGATCTG TCGCAAGTGGGAATGGATTCT 26 57 75 22 265 21 59,493 59,718 29,000 24,000 3,788,924 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 7 25 189 GGTTCCAAGGATGAGGATCTGTTATGAAGATAGAT GGTTCCAAGGATGAGGATCTGT CGCAAGTGGGAATGGATTCTC 25 56 76 22 264 21 59,493 59,327 34,100 28,700 4,180,353 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 7 25 190 GGTTCCAAGGATGAGGATCTGTTATGAAGATAGAT GGTTCCAAGGATGAGGATCTGT TCGCAAGTGGGAATGGATTCT 25 57 76 22 265 21 59,493 59,718 34,100 24,000 3,789,338 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 63 233 AAGGCACTGgagagaATGCAGTAAAGATTCACCAGAAAGGCACTGGAGAGAATGCA TCCTTTCGCAAGTGGGAATG 65 63 38 20 270 20 59,305 58,466 39,600 26,700 2,228,397 F 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 61 231 AAGGCACTGgagagaATGCAGTAAAGATTCACCAGAAAGGCACTGGAGAGAATGCA CTTTCGCAAGTGGGAATGGA 65 61 38 20 268 20 59,305 58,466 39,600 34,100 2,228,397 F 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 57 228 AAGGCACTGgagagaATGCAGTAAAGATTCACCAGAAAGGCACTGGAGAGAATGCA TCGCAAGTGGGAATGGATTCT 65 57 38 20 265 21 59,305 59,718 39,600 24,000 1,976,638 F 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 57 244 CTTTGGAAAGGATGCTAAGGCACTGgagagaATGCA CTTTGGAAAGGATGCTAAGGCA TCGCAAGTGGGAATGGATTCT 79 57 22 22 265 21 58,908 59,718 47,500 24,000 4,373,412 B 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 26 194 TGGTTCCAAGGATGAGGATCTGTTATGAAGATAGA TGGTTCCAAGGATGAGGATCTG CTTTCGCAAGTGGGAATGGA 26 61 75 22 268 20 59,493 58,466 29,000 34,100 4,040,683 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 8 25 189 GGTTCCAAGGATGAGGATCTGTTATGAAGATAGAT GGTTCCAAGGATGAGGATCTGT CGCAAGTGGGAATGGATTCT 25 57 76 22 264 20 59,493 58,245 34,100 24,000 4,262,651 A 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2113:9719:45365_ 1 123 65 13 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NA 0 0 9 57 245 ACTTTGGAAAGGATGCTAAGGCACTGgagagaATGC ACTTTGGAAAGGATGCTAAGGC TCGCAAGTGGGAATGGATTCT 80 57 21 22 265 21 58,908 59,718 43,500 24,000 4,374,167 B 270 TGTCCAGTTCTGTGGACCACACTTTGGAAAGGATGCTAAGGCACTGgagagaATGCAGTAAAGATTCACCAGAATGGTTCCAAGGATGAGGATCTGTTATGAAGATAGATTGGAGAAGTTAGgaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagagaagaGAAAAGATTTGAATGAGGTATTCAAAATCATGAAGGGTCTGGACAGAGTAAATAGTGAGAATCCATTCCCACTTGCGAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 1 1 4 3 124 GCTGGAAGAATGAATCAAATACCACATacacacacTGGCTGGAAGAATGAATCAAATACCA TCTGCCTGGTAGTGTTTGGT 21 3 55 24 178 20 57,545 58,863 32,500 36,700 7,592,188 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 3 124 GCTGGAAGAATGAATCAAATACCACATacacacacTGGCTGGAAGAATGAATCAAATACCACA TCTGCCTGGTAGTGTTTGGT 19 3 55 26 178 20 60,128 58,863 41,700 36,700 7,264,475 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 3 134 CAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATCAGAGTGTGTGCTGGAAGAA TCTGCCTGGTAGTGTTTGGT 35 3 45 20 178 20 57,755 58,863 25,200 36,700 3,381,988 F 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 3 168 AAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCC AAAGGTGGGCAGGTGACATC TCTGCCTGGTAGTGTTTGGT 69 3 11 20 178 20 60,251 58,863 30,600 36,700 1,388,170 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 4 2 139 GATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATAGATTCCCAGAGTGTGTGCTG CTGCCTGGTAGTGTTTGGTT 41 2 39 20 177 20 58,553 58,019 44,100 36,700 3,428,164 F 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 5 3 124 GCTGGAAGAATGAATCAAATACCACATacacacacTGGCTGGAAGAATGAATCAAATACCAC TCTGCCTGGTAGTGTTTGGT 20 3 55 25 178 20 58,731 58,863 41,600 36,700 7,405,394 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 6 48 213 AAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCC AAAGGTGGGCAGGTGACATC GCCCTTTGCTTCAGTCTGCA 69 48 11 20 223 20 60,251 61,175 30,600 44,100 1,426,053 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 6 1 139 TGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATTGATTCCCAGAGTGTGTGCT TGCCTGGTAGTGTTTGGTTT 42 1 38 20 176 20 58,941 57,554 44,000 32,700 3,504,780 F 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 7 3 175 TCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGTCCCTTTAAAGGTGGGCAGG TCTGCCTGGTAGTGTTTGGT 76 3 4 20 178 20 59,592 58,863 48,500 36,700 1,544,747 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 8 48 219 CCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTG CCCTTTAAAGGTGGGCAGGT GCCCTTTGCTTCAGTCTGCA 75 48 5 20 223 20 59,886 61,175 40,000 44,100 1,289,076 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 8 47 218 CCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTG CCCTTTAAAGGTGGGCAGGT CCCTTTGCTTCAGTCTGCAA 75 47 5 20 222 20 59,886 58,679 40,000 40,800 1,435,838 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:10307:4122_ 1 100 56 14 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANA 0 0 8 3 174 CCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTG CCCTTTAAAGGTGGGCAGGT TCTGCCTGGTAGTGTTTGGT 75 3 5 20 178 20 59,886 58,863 40,000 36,700 1,251,192 B 227 GTCTCCCTTTAAAGGTGGGCAGGTGACATCCGGTCTCTGATTCCCAGAgtgtgtGCTGGAAGAATGAATCAAATACCACATacacacacTGAGAAAGAAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAAAACCAAACACTACCAGGCAGATAAGACTAACACATCCATCCTCTATTGCAGACTGAAGCAAAGGGCTTCC

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 1 1 3 15 240 ttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGG TTATTTGTCAAAGGCTATTGTCTTGAC CCGAACTTAATGACTGAAATTGACC 149 15 10 27 249 25 58,703 58,685 31,800 40,200 14,611,497 F 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 14 240 ttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGG TTATTTGTCAAAGGCTATTGTCTTGAC CCGAACTTAATGACTGAAATTGACCA 149 14 10 27 249 26 58,703 60,073 31,800 40,200 14,369,441 F 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 14 240 ttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGG TTATTTGTCAAAGGCTATTGTCTTGA CCGAACTTAATGACTGAAATTGACCA 150 14 10 26 249 26 57,597 60,073 30,200 40,200 14,475,526 F 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 6 171 TGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGGTATGGGTGTGATTGAGCAA TGACTGAAATTGACCAGAAACAGT 95 6 69 22 239 24 59,959 58,807 39,100 35,500 7,233,874 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 6 212 TGTCTTGACATGGAAAGGCCAATTGAATGGGCCTA TGTCTTGACATGGAAAGGCC TGACTGAAATTGACCAGAAACAGT 138 6 28 20 239 24 58,090 58,807 51,900 35,500 7,102,627 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 6 171 TGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGGTATGGGTGTGATTGAGCA TGACTGAAATTGACCAGAAACAGT 96 6 69 21 239 24 59,367 58,807 42,600 35,500 6,825,848 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 6 202 TGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTTGGAAAGGCCAATTGAATGGG TGACTGAAATTGACCAGAAACAGT 127 6 38 21 239 24 59,092 58,807 40,000 35,500 7,100,863 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 6 213 TTGTCTTGACATGGAAAGGCCAATTGAATGGGCCT TTGTCTTGACATGGAAAGGCC TGACTGAAATTGACCAGAAACAGT 138 6 27 21 239 24 58,761 58,807 51,900 35,500 7,431,448 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 6 184 GGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAGGGCCTAAGAGAATGGTATGGG TGACTGAAATTGACCAGAAACAGT 108 6 56 22 239 24 59,960 58,807 40,000 35,500 7,233,339 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 8 6 94 TGTGCCTAACAGCTTGCTAAGAAAACACATACCAGATGTGCCTAACAGCTTGCTAAGA TGACTGAAATTGACCAGAAACAGT 18 6 146 22 239 24 59,962 58,807 21,000 35,500 7,231,353 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 8 6 94 TGTGCCTAACAGCTTGCTAAGAAAACACATACCAGATGTGCCTAACAGCTTGCTAA TGACTGAAATTGACCAGAAACAGT 20 6 146 20 239 24 57,440 58,807 30,900 35,500 7,752,625 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:11485:35660 1 186 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 9 6 94 TGTGCCTAACAGCTTGCTAAGAAAACACATACCAGATGTGCCTAACAGCTTGCTAAG TGACTGAAATTGACCAGAAACAGT 19 6 146 21 239 24 58,573 58,807 21,800 35,500 7,619,449 A 249 TGGCTAtttttATTTGTCAAAGGCTATTGTCTTGACATGGAAAGGCCAATTGAATGGGCCTAAGAGAATGGTATGGGTGTGATTGAGCAAATAGCTTGGTTCTATGCTGTACAATTATAACTTTTAACCAAACAAAATTGAGGCCTGTGCCTAACAGCTTGCTAAGAAAACACATACCAGACCACgcagcagcagcagcagcagcagcaAAAGTTACTGTTTCTGGTCAATTTCAGTCATTAAGTTCGG

ST‐E00142:460:H2K7HCCXY:6:2114:16153:12384 1 55 66 10 1.5 AGAT AGAGAGAGAGAAAGAGAGATAGAGAGAGATAGATNA 1 1 19 8 148 AGAGGGAGATAGAGATagagagatagatagatagagagaAGAGGGAGATAGAGATAGAGAGATAGA CTTTCTGTCCGTCTATCTGTCT 25 8 3 27 150 22 58,422 57,026 19,800 34,100 13,552,744 F 150 ATAGAGGGAGATAGAGATagagagatagatagatagagagagATagagagATAAagagagagagAAagagagATagagagagatagatagatagatagatagatagatagatagatagatAGACAGATAGACAGATAGACGGACAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2114:16153:12384 1 55 66 10 1.5 AGAT AGAGAGAGAGAAAGAGAGATAGAGAGAGATAGATNA 0 0 19 2 143 AGAGGGAGATAGAGATagagagatagatagatagagagaAGAGGGAGATAGAGATAGAGAGATAGA TGTCCGTCTATCTGTCTATCTGT 25 2 3 27 145 23 58,422 57,963 19,800 34,100 13,615,759 F 150 ATAGAGGGAGATAGAGATagagagatagatagatagagagagATagagagATAAagagagagagAAagagagATagagagagatagatagatagatagatagatagatagatagatagatAGACAGATAGACAGATAGACGGACAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2114:16153:12384 1 55 66 10 1.5 AGAT AGAGAGAGAGAAAGAGAGATAGAGAGAGATAGATNA 0 0 19 1 143 AGAGGGAGATAGAGATagagagatagatagatagagagaAGAGGGAGATAGAGATAGAGAGATAGA TGTCCGTCTATCTGTCTATCTGTC 25 1 3 27 145 24 58,422 58,942 19,800 35,100 13,636,195 F 150 ATAGAGGGAGATAGAGATagagagatagatagatagagagagATagagagATAAagagagagagAAagagagATagagagagatagatagatagatagatagatagatagatagatagatAGACAGATAGACAGATAGACGGACAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 1 1 20 ‐39 98 TGACCAGGAagagagGACAGAAGGAAGAAAGGAag TGACCAGGAAGAGAGGACAGA TTCCTTCCTTCCTCCCTCCC 12 ‐39 96 21 153 20 59,571 60,253 34,100 43,000 1,682,506 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 0 0 20 ‐39 126 AGTCCACAACCACAATCAGCTATTAACATGACCAGGAGTCCACAACCACAATCAGCT TTCCTTCCTTCCTCCCTCCC 40 ‐39 68 21 153 20 59,856 60,253 42,400 43,000 1,396,891 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 0 0 20 ‐39 131 ACTGGAGTCCACAACCACAATCAGCTATTAACATGAACTGGAGTCCACAACCACAA TTCCTTCCTTCCTCCCTCCC 46 ‐39 63 20 153 20 59,084 60,253 33,300 43,000 1,169,293 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 0 0 20 ‐39 140 GCATCTAATACTGGAGTCCACAACCACAATCAGCTAGCATCTAATACTGGAGTCCACA TTCCTTCCTTCCTCCCTCCC 53 ‐39 54 22 153 20 57,327 60,253 41,700 43,000 4,925,794 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 0 0 20 ‐39 141 AGCATCTAATACTGGAGTCCACAACCACAATCAGCTAGCATCTAATACTGGAGTCCACA TTCCTTCCTTCCTCCCTCCC 53 ‐39 53 23 153 20 58,710 60,253 41,700 43,000 4,543,300 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:16437:32566 1 129 44 8 1.5 AAGG AGGGAGGGAGGGAGGAAGGAAGGAAGGAAGGAANA 0 0 20 ‐39 141 AGCATCTAATACTGGAGTCCACAACCACAATCAGCTAGCATCTAATACTGGAGTCCACAA TTCCTTCCTTCCTCCCTCCC 52 ‐39 53 24 153 20 59,283 60,253 33,300 43,000 4,969,990 F 197 GACCTTCAACCCCTAGGTCAGGTGACCCCatatatAGTACAGAGTACCGTATAGCATCTAATACTGGAGTCCACAACCACAATCAGCTATTAACATGACCAGGAagagagGACAGAAGGAAGAAAGGAagggagggagggaggaaggaaggaaggaaggaaggaaggaaggaAGGGAGGGaggaaggaaggaAAGAA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 1 1 4 2 140 AGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTA AGGCAATGGCTGTAGCTGAA TCTTCTTCGAACTGGAAGGGAA 75 2 105 20 244 22 59,671 59,030 30,200 39,700 3,299,211 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 3 140 AGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTA AGGCAATGGCTGTAGCTGAA TCTTCTTCGAACTGGAAGGGA 75 3 105 20 244 21 59,671 58,395 30,200 42,000 2,934,518 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 3 141 AAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGT AAGGCAATGGCTGTAGCTGA TCTTCTTCGAACTGGAAGGGA 76 3 104 20 244 21 59,671 58,395 42,600 42,000 2,934,518 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 2 139 AGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTA AGGCAATGGCTGTAGCTGAA CTTCTTCGAACTGGAAGGGAA 75 2 105 20 243 21 59,671 57,597 30,200 39,700 3,731,888 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 0 137 AGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTA AGGCAATGGCTGTAGCTGAA TCTTCGAACTGGAAGGGAAAC 75 0 105 20 241 21 59,671 57,878 30,200 27,800 3,450,999 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 5 0 138 AAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGT AAGGCAATGGCTGTAGCTGA TCTTCGAACTGGAAGGGAAAC 76 0 104 20 241 21 59,671 57,878 42,600 27,800 3,450,999 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 14 251 GCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGA GCTGAGTTCTAAAGCAGACAGC TGCACATCCATCATCTTCTTCGA 171 14 7 22 257 23 59,585 60,119 44,000 37,100 5,533,490 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 4 241 GCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGA GCTGAGTTCTAAAGCAGACAGC TCATCTTCTTCGAACTGGAAGGG 171 4 7 22 247 23 59,585 60,056 44,000 39,500 5,470,644 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 3 196 CCACCTGTCACAGATGCGATTATCTTAACTACAATT CCACCTGTCACAGATGCGAT TCTTCTTCGAACTGGAAGGGA 131 3 49 20 244 21 60,108 58,395 45,800 42,000 2,713,251 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 3 198 TTCCACCTGTCACAGATGCGATTATCTTAACTACAATTTCCACCTGTCACAGATGCG TCTTCTTCGAACTGGAAGGGA 133 3 47 20 244 21 60,321 58,395 47,300 42,000 2,925,940 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 3 240 GCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGA GCTGAGTTCTAAAGCAGACAGC CATCTTCTTCGAACTGGAAGGGA 171 3 7 22 246 23 59,585 60,056 44,000 42,000 5,470,644 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:2351:58971_ 1 200 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 6 2 196 CCACCTGTCACAGATGCGATTATCTTAACTACAATT CCACCTGTCACAGATGCGAT TCTTCTTCGAACTGGAAGGGAA 131 2 49 20 244 22 60,108 59,030 45,800 39,700 3,077,944 A 257 AACTCTGCTGAGTTCTAAAGCAGACAGCTTGTCAACAGTGATTCACTTCCACCTGTCACAGATGCGATTATCTTAACTACAATTGCACCCATGCAGTTCCCTTAAGGCAATGGCTGTAGCTGAAAGATGAAGCTTTGTAATTTTATATCAAAGTTTTGCAGTAAAGGCGTGATGATTGGAAACATTCAGCTGTAAAACCatgatgatgatgatgatgatgGTTTCCCTTCCAGTTCGAAGAAGATGATGGATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 8 46 176 GTCCAgaggaggagGGATGTCTTGAACTCTCagagagG GTCCAGAGGAGGAGGGATGT TGAGTGAGGGAAGGAGGAGG 66 46 23 20 198 20 60,032 59,958 30,600 43,000 0.073449 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 8 46 195 GTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGAGTAGGTCCTGAGGGAGGGAG TGAGTGAGGGAAGGAGGAGG 85 46 4 20 198 20 60,106 59,958 43,000 43,000 0.147746 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 8 42 172 GTCCAgaggaggagGGATGTCTTGAACTCTCagagagG GTCCAGAGGAGGAGGGATGT TGAGGGAAGGAGGAGGGAAG 66 42 23 20 194 20 60,032 59,957 30,600 34,600 0.074950 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 8 42 191 GTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGAGTAGGTCCTGAGGGAGGGAG TGAGGGAAGGAGGAGGGAAG 85 42 4 20 194 20 60,106 59,957 43,000 34,600 0.149247 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 10 43 192 GTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGAGTAGGTCCTGAGGGAGGGAG GTGAGGGAAGGAGGAGGGAA 85 43 4 20 195 20 60,106 60,253 43,000 39,700 0.358656 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 10 0 110 CACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTT CACCCTCCTCCTTCCTCTCA TGAGTGAGGGAAGGAGGAGG 0 46 89 20 198 20 59,958 59,958 32,700 43,000 0.083666 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 24 114 GGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTGGAGTCCACTTGGTCATCCTG AGATAGGAAGAGGGAGGGCG 25 24 63 21 176 20 60,066 60,179 38,600 61,300 1,244,801 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 24 173 GTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGAGTAGGTCCTGAGGGAGGGAG AGATAGGAAGAGGGAGGGCG 85 24 4 20 176 20 60,106 60,179 43,000 61,300 0.284860 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 3 93 GGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTGGAGTCCACTTGGTCATCCTG GTAGGAGGGAGGCAAGAGGA 25 3 63 21 155 20 60,066 60,032 38,600 37,100 1,097,871 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 3 94 AGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcc AGGAGTCCACTTGGTCATCCT GTAGGAGGGAGGCAAGAGGA 26 3 62 21 155 20 60,203 60,032 32,400 37,100 1,235,381 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 3 133 GTCCAgaggaggagGGATGTCTTGAACTCTCagagagG GTCCAGAGGAGGAGGGATGT GTAGGAGGGAGGCAAGAGGA 66 3 23 20 155 20 60,032 60,032 30,600 37,100 0.063633 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 3 152 GTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGAGTAGGTCCTGAGGGAGGGAG GTAGGAGGGAGGCAAGAGGA 85 3 4 20 155 20 60,106 60,032 43,000 37,100 0.137930 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 12 3 155 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggag ACTGTAGGTCCTGAGGGAGG GTAGGAGGGAGGCAAGAGGA 88 3 1 20 155 20 59,663 60,032 43,000 37,100 0.368754 B 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:23906:65511 1 109 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 14 3 139 GAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCGAGGGAGTCCAGAGGAGGAG GTAGGAGGGAGGCAAGAGGA 72 3 17 20 155 20 60,106 60,032 36,900 37,100 0.138234 F 236 ACTGTAGGTCCTGAGGGAGGGAGTCCAgaggaggagGGATGTCTTGAACTCTCagagagGAAGGAGTCCACTTGGTCATCCTGACCTTCACcctcctcctTCCTCTCAtcctcctcctcctcctcctcctccTTCTCCTCTTGCCTCCCTCCTACCCGCCCTCCCTCTTCCTATCTTCcctcctcctTCCCTCACTCATACTCTCccctccctccctccccctctctcCCTCCTCC

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 1 1 5 21 171 cAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTCAGCGGCTACCTGACCTTC GAAGAACGTGGGCAGCTTCA 21 48 13 19 183 20 60,154 60,885 34,600 30,200 2,038,253 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 5 16 165 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC AAGAACGTGGGCAGCTTCAG 16 47 18 19 182 20 59,858 60,886 47,000 30,200 2,028,587 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 5 16 166 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC GAAGAACGTGGGCAGCTTCA 16 48 18 19 183 20 59,858 60,885 47,000 30,200 2,026,801 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 5 16 215 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC GGACCTGGCGGTGAAGTC 16 99 18 19 232 18 59,858 60,047 47,000 30,100 3,189,276 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 6 21 219 cAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTCAGCGGCTACCTGACCTTC GACCTGGCGGTGAAGTCC 21 98 13 19 231 18 60,154 60,047 34,600 38,500 3,200,728 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 6 16 214 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC GACCTGGCGGTGAAGTCC 16 98 18 19 231 18 59,858 60,047 47,000 38,500 3,189,276 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 9 21 262 cAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTCAGCGGCTACCTGACCTTC AGCGGAAATTGAGGACCTTGT 21 138 13 19 274 21 60,154 59,926 34,600 31,600 2,227,472 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 9 16 257 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC AGCGGAAATTGAGGACCTTGT 16 138 18 19 274 21 59,858 59,926 47,000 31,600 2,216,021 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26342:36680 1 53 63 10 2 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGATGGCNA 0 0 10 16 260 GCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgGCTACCTGACCTTCGCCTC GGAAGCGGAAATTGAGGACC 16 142 18 19 277 20 59,858 58,904 47,000 44,600 2,237,697 G 280 GCTGGTGGcccccAGCGGCTACCTGACCTTCGCCTCCGGCTCGGCGCTGGGCgaggaggaggaggaggaggaggaggagGATGGCgaggaggaggaggaggaggaggaggaggagGGTGGCGGCAGGGCAggggggggggggggggggggCCCCTGGCCGGCCTGAAGCTGCCCACGTTCTTCGGCggggggTCGCTGACCGAGGAGCAGCGCGGACTTCACCGCCAGGTCCTCAGCATCCGCAGCCACCTGGACAAGGTCCTCAATTTCCGCTTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 1 1 3 61 234 CTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTACTTCTGCCAGCCAAGAATGC GTGCGTTAGGTCCTCCCAG 95 61 31 20 264 19 59,827 59,782 35,600 44,500 1,391,119 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 21 197 CTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTACTTCTGCCAGCCAAGAATGC GGGCGGAGGACCTTTAAATATG 95 21 31 20 227 22 59,827 58,853 35,600 17,800 3,319,650 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 20 196 CTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTACTTCTGCCAGCCAAGAATGC GGCGGAGGACCTTTAAATATGG 95 20 31 20 226 22 59,827 58,853 35,600 27,400 3,319,650 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 19 195 CTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTACTTCTGCCAGCCAAGAATGC GCGGAGGACCTTTAAATATGGG 95 19 31 20 225 22 59,827 58,853 35,600 40,000 3,319,650 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 3 108 TCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccacc TCCCAAACTTTAAATCTGAGTTCCC GCGGAGGACCTTTAAATATGGG 3 19 118 25 225 22 59,227 58,853 39,700 40,000 8,920,023 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 3 109 TCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccacc TCCCAAACTTTAAATCTGAGTTCCC GGCGGAGGACCTTTAAATATGG 3 20 118 25 226 22 59,227 58,853 39,700 27,400 8,920,023 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 3 3 110 TCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccacc TCCCAAACTTTAAATCTGAGTTCCC GGGCGGAGGACCTTTAAATATG 3 21 118 25 227 22 59,227 58,853 39,700 17,800 8,920,023 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 4 61 226 AGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACAGCCAAGAATGCGAGTTCCA GTGCGTTAGGTCCTCCCAG 87 61 39 20 264 19 59,963 59,782 35,300 44,500 1,255,048 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 4 61 235 GCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTGCTTCTGCCAGCCAAGAATG GTGCGTTAGGTCCTCCCAG 96 61 30 20 264 19 59,827 59,782 26,700 44,500 1,391,119 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 4 21 189 AGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACAGCCAAGAATGCGAGTTCCA GGGCGGAGGACCTTTAAATATG 87 21 39 20 227 22 59,963 58,853 35,300 17,800 3,183,579 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 4 20 188 AGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACAGCCAAGAATGCGAGTTCCA GGCGGAGGACCTTTAAATATGG 87 20 39 20 226 22 59,963 58,853 35,300 27,400 3,183,579 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 4 19 187 AGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACAGCCAAGAATGCGAGTTCCA GCGGAGGACCTTTAAATATGGG 87 19 39 20 225 22 59,963 58,853 35,300 40,000 3,183,579 B 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 6 79 245 AGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACAGCCAAGAATGCGAGTTCCA TATTGTGGTGGTGAAGCCGG 87 79 39 20 283 20 59,963 60,322 35,300 61,300 0.358830 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 6 79 253 CTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTACTTCTGCCAGCCAAGAATGC TATTGTGGTGGTGAAGCCGG 95 79 31 20 283 20 59,827 60,322 35,600 61,300 0.494901 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26484:56721 1 146 39 10 1.5 ACC CCACCACCACCACCACCACCACCACCACCACCTCCT NA 0 0 6 79 254 GCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTGCTTCTGCCAGCCAAGAATG TATTGTGGTGGTGAAGCCGG 96 79 30 20 283 20 59,827 60,322 26,700 61,300 0.494901 F 288 AATTCCTTTTGAGCTCATTCAGCGTTTCTGCTTCTGCCAGCCAAGAATGCGAGTTCCAGGTCATTATCACTCACTGTGTAAGAAAGTTCTTCCTCACATTTTCCCCTGCAACTTTTATCCCAAACTTTAAATCTGAGTTCCCTCCccaccaccaccaccaccaccaccaccaccacctcctcctCCACCTCTTGTGCCCATCACCCATATTTAAAGGTCCTCCGCCCCACAGTGcccccTGCGGGCTGGGAGGACCTAACGCACCGGCTTcaccaccacAATACCGAC

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 1 1 5 19 136 GGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaT GGCTGGACGTCTCATGGTTA CACTGAAATGCTGTTGTTCGGT 19 35 119 20 254 22 59,465 59,967 28,500 46,900 2,568,634 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 5 1 101 GGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaT GGCTGGACGTCTCATGGTTA ACCAGTGCTTTCAGTCAGTCA 19 1 119 20 219 21 59,465 59,514 28,500 34,100 2,021,645 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 5 1 120 gggACTTCCTTCCAGATGGGGCTGGACGTCTCATGG GGGACTTCCTTCCAGATGGG ACCAGTGCTTTCAGTCAGTCA 38 1 100 20 219 21 59,451 59,514 40,000 34,100 2,034,820 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 5 1 148 ATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCC ATTTGTTTGGCTGGCAGCTC ACCAGTGCTTTCAGTCAGTCA 66 1 72 20 219 21 59,681 59,514 40,900 34,100 1,805,715 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 5 1 149 CATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTC CATTTGTTTGGCTGGCAGCT ACCAGTGCTTTCAGTCAGTCA 67 1 71 20 219 21 59,966 59,514 42,400 34,100 1,520,647 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 5 1 150 TCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTT TCATTTGTTTGGCTGGCAGC ACCAGTGCTTTCAGTCAGTCA 68 1 70 20 219 21 59,966 59,514 52,500 34,100 1,520,091 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 6 36 245 TGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCA TCACTGAAATGCTGTTGTTCGG 127 36 11 20 255 22 59,596 59,710 53,600 43,000 2,694,023 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 6 35 244 TGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCA CACTGAAATGCTGTTGTTCGGT 127 35 11 20 254 22 59,596 59,967 53,600 46,900 2,436,954 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 6 34 243 TGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCA ACTGAAATGCTGTTGTTCGGTC 127 34 11 20 253 22 59,596 59,709 53,600 47,900 2,694,297 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 6 1 209 TGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCA ACCAGTGCTTTCAGTCAGTCA 127 1 11 20 219 21 59,596 59,514 53,600 34,100 1,889,966 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 8 1 208 GTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCAC ACCAGTGCTTTCAGTCAGTCA 126 1 12 20 219 21 59,189 59,514 50,100 34,100 2,297,591 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:26616:25060 1 158 40 10 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTTATTTANA 0 0 10 1 207 TATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGTATTTCCAGCAGTGGCCACT ACCAGTGCTTTCAGTCAGTCA 125 1 13 20 219 21 59,302 59,514 40,000 34,100 2,184,548 F 279 ATCTCTTGCCTGTATTTCCAGCAGTGGCCACTGCTCCCAGTGGTGCTGCTGGGACAGGAGAGCTGTCGGTCATTTGTTTGGCTGGCAGCTCTTGGAggggggACTTCCTTCCAGATGGGGCTGGACGTCTCATGGTTATAAAGCCATCaaaaaTGACtttatttatttatttatttatttatttatttatttatttaTTGACTGACTGAAAGCACTGGTTAAATTTTAAAAGACCGAACAACAGCATTTCAGTGACTTaaaaaaCAGCAGCTTCTAAGA

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 1 1 10 6 92 TGATACTGGAAAGGGAGGACCCAGTCAGGAGGGc TGATACTGGAAAGGGAGGACC TCAGCTCAGTCCAGCCCA 12 6 23 21 114 18 58,522 60,204 44,600 53,600 4,682,124 A 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 0 0 10 4 90 TGATACTGGAAAGGGAGGACCCAGTCAGGAGGGc TGATACTGGAAAGGGAGGACC AGCTCAGTCCAGCCCAGA 12 4 23 21 112 18 58,522 59,879 44,600 38,600 4,599,677 A 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 0 0 11 9 96 TGATACTGGAAAGGGAGGACCCAGTCAGGAGGGc TGATACTGGAAAGGGAGGACC CAGCTCAGCTCAGTCCAGC 12 9 23 21 118 19 58,522 60,448 44,600 48,500 3,926,481 F 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 0 0 12 5 91 TGATACTGGAAAGGGAGGACCCAGTCAGGAGGGc TGATACTGGAAAGGGAGGACC CAGCTCAGTCCAGCCCAG 12 5 23 21 113 18 58,522 59,732 44,600 44,500 4,746,572 A 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 0 0 13 10 97 TGATACTGGAAAGGGAGGACCCAGTCAGGAGGGc TGATACTGGAAAGGGAGGACC CCAGCTCAGCTCAGTCCAG 12 10 23 21 119 19 58,522 59,781 44,600 38,600 3,696,877 F 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:28260:25552 1 56 35 7 1 ACCAG CTGGTCTGGTCTGGTCTGGTCTGGTCTGGTCTGGT NA 0 0 13 10 98 TTGATACTGGAAAGGGAGGACCCAGTCAGGAGGG TTGATACTGGAAAGGGAGGACC CCAGCTCAGCTCAGTCCAG 12 10 22 22 119 19 59,156 59,781 44,600 38,600 4,062,932 F 158 AGTAACCTACCATTaaaaaCTTTGATACTGGAAAGGGAGGACCCAGTCAGGAGGGctggtctggtctggtctggtctggtctggtctggtCGGGTCTGGGCTGGACTGAGCTGAgctgggctgggctggTCTGGTCTgggcagggcagggcaGGGAGG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 2 54 190 CGTGCCAATAACCATCGCACTTACCCCTCCGATTGC CGTGCCAATAACCATCGCAC TTCAACCATTGAACATCAACTGCA 71 54 31 20 220 24 60,248 59,901 53,400 44,100 4,347,167 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 52 191 GTACGCGTGCCAATAACCATCGCACTTACCCCTCCGGTACGCGTGCCAATAACCATC ACCATTGAACATCAACTGCAGA 75 52 26 21 216 22 60,004 58,511 35,100 42,600 4,493,646 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 52 191 GTACGCGTGCCAATAACCATCGCACTTACCCCTCCGGTACGCGTGCCAATAACCAT ACCATTGAACATCAACTGCAGA 76 52 26 20 216 22 58,989 58,511 35,500 42,600 4,500,688 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 22 127 TCCGATTGCTAGATTCTTGGCTAgggggAAACTTATC TCCGATTGCTAGATTCTTGGCT CCCACATGTTCAAAGGCTGC 42 22 58 22 184 20 59,564 60,038 47,500 52,500 2,473,779 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 22 127 TCCGATTGCTAGATTCTTGGCTAgggggAAACTTATC TCCGATTGCTAGATTCTTGGC CCCACATGTTCAAAGGCTGC 43 22 58 21 184 20 58,161 60,038 45,200 52,500 2,876,710 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 22 128 CTCCGATTGCTAGATTCTTGGCTAgggggAAACTTAT CTCCGATTGCTAGATTCTTGGC CCCACATGTTCAAAGGCTGC 43 22 57 22 184 20 59,195 60,038 45,200 52,500 2,843,074 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 22 154 CGTGCCAATAACCATCGCACTTACCCCTCCGATTGC CGTGCCAATAACCATCGCAC CCCACATGTTCAAAGGCTGC 71 22 31 20 184 20 60,248 60,038 53,400 52,500 0.286029 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 22 159 GTACGCGTGCCAATAACCATCGCACTTACCCCTCCGGTACGCGTGCCAATAACCATC CCCACATGTTCAAAGGCTGC 75 22 26 21 184 20 60,004 60,038 35,100 52,500 1,042,266 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 7 92 TCAAGAACAGCAGCTTATGACTTTTGTTGttattattat TCAAGAACAGCAGCTTATGACT CCCACATGTTCAAAGGCTGC 7 22 93 22 184 20 57,722 60,038 34,100 52,500 4,315,490 A 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 7 93 ATCAAGAACAGCAGCTTATGACTTTTGTTGttattattaATCAAGAACAGCAGCTTATGACT CCCACATGTTCAAAGGCTGC 7 22 92 23 184 20 58,159 60,038 34,100 52,500 4,879,397 A 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 6 92 TCAAGAACAGCAGCTTATGACTTTTGTTGttattattat TCAAGAACAGCAGCTTATGACTT CCCACATGTTCAAAGGCTGC 6 22 93 23 184 20 58,354 60,038 30,100 52,500 4,683,509 A 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3031:34166_ 1 122 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 6 21 153 CGTGCCAATAACCATCGCACTTACCCCTCCGATTGC CGTGCCAATAACCATCGCAC CCACATGTTCAAAGGCTGCA 71 21 31 20 183 20 60,248 59,325 53,400 44,100 0.923137 F 232 GCTTTGTAACAAGGCTCtttttCCGGTACGCGTGCCAATAACCATCGCACTTACCCCTCCGATTGCTAGATTCTTGGCTAgggggAAACTTATCAAGAACAGCAGCTTATGACTTTTGTTGttattattattattattattaTTCCTACACATTTTGTTTTCCTGCAGCCTTTGAACATGTGGGTTTCGTTGTATCTGCAGTTGATGTTCAATGGTTGAATTTGTATCCATG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 1 1 2 29 140 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCT CTGTGTTGTCCTGATACAATGG TTATGCATCGCGCTAGCAGT 41 29 1 22 140 20 57,048 60,249 31,600 44,000 5,201,709 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 2 29 140 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCT CTGTGTTGTCCTGATACAATGGAT TTATGCATCGCGCTAGCAGT 39 29 1 24 140 20 58,812 60,249 34,100 44,000 5,437,881 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 2 5 97 GCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaac GCTTGCTCCAAAGTCAACGG CATCGCGCTAGCAGTTCTCT 5 24 39 20 135 20 60,040 60,249 44,400 31,000 0.288892 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 2 5 101 GCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaac GCTTGCTCCAAAGTCAACGG TATGCATCGCGCTAGCAGTT 5 28 39 20 139 20 60,040 60,249 44,400 31,600 0.289514 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 2 5 102 GCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaac GCTTGCTCCAAAGTCAACGG TTATGCATCGCGCTAGCAGT 5 29 39 20 140 20 60,040 60,249 44,400 44,000 0.289514 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:21456_ 1 64 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 3 29 140 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCT CTGTGTTGTCCTGATACAATGGA TTATGCATCGCGCTAGCAGT 40 29 1 23 140 20 58,421 60,249 34,100 44,000 4,828,318 F 190 CTGTGTTGTCCTGATACAATGGATTTGCCACCGGCTTTGCTTGCTCCAAAGTCAACGGAACTGaaacaaacaaacaaacaaacaaacaaacAAAGAGTAGATCTCaaaaaTGAATAGAGAACTGCTAGCGCGATGCATAATATTTTGGAAACAAGAAAGGAAGTTTCGTTTTCGTTGATTAAGGATTCCC

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 1 1 15 0 213 tcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATTCATGTCCTGTGATGTCCCA CCAGTCCCTGGCATTCGAA 139 0 24 20 236 19 58,345 59,700 43,700 37,100 2,955,020 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 15 0 214 gtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCAGTCATGTCCTGTGATGTCCCA CCAGTCCCTGGCATTCGAA 139 0 23 21 236 19 59,721 59,700 43,700 37,100 2,578,633 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 15 0 215 tgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTC TGTCATGTCCTGTGATGTCCC CCAGTCCCTGGCATTCGAA 140 0 22 21 236 19 59,721 59,700 44,600 37,100 2,578,633 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 134 ACGGGAATGGAATGTCTTGGAATATCATGTCTAGC ACGGGAATGGAATGTCTTGGA CAGTCCCTGGCATTCCATGA 30 28 132 21 265 20 59,367 59,743 35,300 30,700 1,890,184 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 137 TGGACGGGAATGGAATGTCTTGGAATATCATGTCT TGGACGGGAATGGAATGTCTT CAGTCCCTGGCATTCCATGA 33 28 129 21 265 20 59,367 59,743 30,100 30,700 1,890,184 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 137 TGGACGGGAATGGAATGTCTTGGAATATCATGTCT TGGACGGGAATGGAATGTCT CAGTCCCTGGCATTCCATGA 34 28 129 20 265 20 58,715 59,743 34,100 30,700 1,542,031 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 142 TGGAATGGACGGGAATGGAATGTCTTGGAATATCATGGAATGGACGGGAATGGAA CAGTCCCTGGCATTCCATGA 39 28 124 20 265 20 59,004 59,743 35,300 30,700 1,252,555 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 144 CATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGGAATGGACGGGAATGGA CAGTCCCTGGCATTCCATGA 40 28 122 21 265 20 60,134 59,743 34,100 30,700 1,390,574 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 145 TCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGGAATGGACGGGAATGG CAGTCCCTGGCATTCCATGA 41 28 121 21 265 20 60,134 59,743 31,600 30,700 1,390,574 A 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 242 tcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATTCATGTCCTGTGATGTCCCA CAGTCCCTGGCATTCCATGA 139 28 24 20 265 20 58,345 59,743 43,700 30,700 1,912,124 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 243 gtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCAGTCATGTCCTGTGATGTCCCA CAGTCCCTGGCATTCCATGA 139 28 23 21 265 20 59,721 59,743 43,700 30,700 1,535,736 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3427:30281_ 1 183 35 7 1 ACATG ATGTCATGTCATGTCATGTCATGTCATGTCATGTC NA 0 0 16 28 244 tgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTC TGTCATGTCCTGTGATGTCCC CAGTCCCTGGCATTCCATGA 140 28 22 21 265 20 59,721 59,743 44,600 30,700 1,535,736 F 266 CAtttttgtcatgtcatgtcatgtcatGTCCTGTGATGTCCCAAAAtattattatCATGTCATGTAATGatatatCATGTCATGTGCAGAAATAtttttGTCATGCCATGACTTGTTATTTCATGGAATGGACGGGAATGGAATGTCTTGGAATATCATGTCTAGCGATGTCATGTCTTCGAatgtcatgtcatgtcatgtcatgtcatgtcatgtcTTCGAATGCCAGGGACTGGAATGCCATTTCATGGAATGCCAGGGACTGG

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 1 1 21 22 138 TGGAATGGAAAggaatggaatggaatGGATTAAAAGATTGGAATGGAAAGGAATGGAATGG CCATCGATCCATATTGGCATCC 22 36 5 23 142 22 58,968 59,052 31,600 35,100 6,979,962 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 0 0 21 22 143 TGGAATGGAAAggaatggaatggaatGGATTAAAAGATTGGAATGGAAAGGAATGGAATGG CCTTTCCATCGATCCATATTGGC 22 40 5 23 147 23 58,968 59,558 31,600 45,200 7,473,881 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 0 0 21 21 142 GGAATGGAAAggaatggaatggaatGGATTAAAAGATAGGAATGGAAAGGAATGGAATGGA CCTTTCCATCGATCCATATTGGC 21 40 6 23 147 23 58,711 59,558 34,100 45,200 7,730,817 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 0 0 21 17 133 TGGAAAggaatggaatggaatGGATTAAAAGATAGATGTGGAAAGGAATGGAATGGAATGG CCATCGATCCATATTGGCATCC 17 36 10 23 142 22 58,968 59,052 31,600 35,100 6,979,962 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 0 0 22 21 143 TGGAATGGAAAggaatggaatggaatGGATTAAAAGATTGGAATGGAAAGGAATGGAATGGA CCTTTCCATCGATCCATATTGGC 21 40 5 24 147 23 60,265 59,558 34,100 45,200 7,706,330 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:3539:17149_ 1 50 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANA 0 0 22 16 133 TGGAAAggaatggaatggaatGGATTAAAAGATAGATGTGGAAAGGAATGGAATGGAATGGA CCATCGATCCATATTGGCATCC 16 36 10 24 142 22 60,265 59,052 34,100 35,100 7,212,411 F 150 TGAATGGAATGGAAAggaatggaatggaatGGATTAAAAGATAGATGGTtggaatggaatggaatggaatggaatggaatggaaTCCAAGCTGgaatgaatgaatGGATTGGAATGTAATGGATGCCAATATGGATCGATGGAAAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2114:5365:28822_ 1 114 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 1 1 8 0 161 CCCACCTCAGTGTCTTcccccccccccccccccccccccccc CCCACCTCAGTGTCTTCCC GGGAGATCCTGACTGAGGGA 94 0 1 19 161 20 59,320 59,737 39,700 42,000 1,943,070 F 177 CCCACCTCAGTGTCTTccccccccccccccccccccccccccccTcccccccccAccccccccccccccccccccccccccccccccccccccccccccTccccccccAGTCActccctccctccctccctccctccctccTCCCTCAGTCAGGATctccctccctccctccCCAAT

ST‐E00142:460:H2K7HCCXY:6:2114:5365:28822_ 1 114 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 10 1 162 CCCACCTCAGTGTCTTcccccccccccccccccccccccccc CCCACCTCAGTGTCTTCCC AGGGAGATCCTGACTGAGGG 94 1 1 19 162 20 59,320 59,736 39,700 43,000 1,944,258 F 177 CCCACCTCAGTGTCTTccccccccccccccccccccccccccccTcccccccccAccccccccccccccccccccccccccccccccccccccccccccTccccccccAGTCActccctccctccctccctccctccctccTCCCTCAGTCAGGATctccctccctccctccCCAAT

ST‐E00142:460:H2K7HCCXY:6:2114:5365:28822_ 1 114 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 13 11 171 CCCACCTCAGTGTCTTcccccccccccccccccccccccccc CCCACCTCAGTGTCTTCCC GAGGGAGGGAGGGAGATCC 94 11 1 19 171 19 59,320 59,842 39,700 33,600 2,837,412 F 177 CCCACCTCAGTGTCTTccccccccccccccccccccccccccccTcccccccccAccccccccccccccccccccccccccccccccccccccccccccTccccccccAGTCActccctccctccctccctccctccctccTCCCTCAGTCAGGATctccctccctccctccCCAAT

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 1 1 6 12 139 TTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctc TTTCTTCCTCCCGCTCTCCT TGGGCATTGTGGTTTCAATCG 12 17 2 20 140 21 60,252 59,728 36,900 33,400 1,524,218 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 6 12 182 TTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctc TTTCTTCCTCCCGCTCTCCT AGTCCTTGTCCATCCTCCCA 12 61 2 20 183 20 60,252 59,881 36,900 43,700 0.371439 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 6 12 203 TTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctc TTTCTTCCTCCCGCTCTCCT CGCCTGCTGAGTGCTGTATT 12 82 2 20 204 20 60,252 60,742 36,900 18,900 0.994565 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 6 3 125 TTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctc TTTCTTCCTCCCGCTCTCCT TCAATCGGAGACACAACCTCC 12 3 2 20 126 21 60,252 59,725 36,900 43,000 1,527,576 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 8 13 182 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcct CTTTCTTCCTCCCGCTCTCC GTCCTTGTCCATCCTCCCAG 13 60 1 20 182 20 59,823 59,456 37,100 44,500 0.720660 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 8 13 183 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcct CTTTCTTCCTCCCGCTCTCC AGTCCTTGTCCATCCTCCCA 13 61 1 20 183 20 59,823 59,881 37,100 43,700 0.296065 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 8 13 204 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcct CTTTCTTCCTCCCGCTCTCC CGCCTGCTGAGTGCTGTATT 13 82 1 20 204 20 59,823 60,742 37,100 18,900 0.919191 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 8 13 210 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcct CTTTCTTCCTCCCGCTCTCC TTTATCCGCCTGCTGAGTGC 13 88 1 20 210 20 59,823 60,744 37,100 44,000 0.921324 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:7902:33076_ 1 34 69 8 1.5 AGG CCTCCTCCTCCTCCTCCTCCTCCTCATCATCATCATCANA 0 0 8 3 126 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcct CTTTCTTCCTCCCGCTCTCC TCAATCGGAGACACAACCTCC 13 3 1 20 126 21 59,823 59,725 37,100 43,000 1,452,202 F 214 CTTTCTTCCTCCCGCTctcctcctcCACCTCCAcctcctcctcctcctcctcctcctcatcatcatcatcatcatcatcatCAGctcctcctcctcctcctcACTGGAGGTTGTGTCTCCGATTGAAACCACAATGCCCAtttttCTCAGCTACTTTAAAGCCTGGGAGGATGGACAAGGACTAAATACAGCACTCAGCAGGCGGATAAAAGGC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 2 33 183 TGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGTGTGACAGTCAAGAGTGGGC CCTGCCTGAGGTTGAGGATC 33 89 36 20 218 20 59,893 59,820 53,600 33,600 0.286644 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 2 27 177 AGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCAAGTCAAGAGTGGGCATGTGG CCTGCCTGAGGTTGAGGATC 27 89 42 20 218 20 59,963 59,820 41,700 33,600 0.217240 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 32 182 GTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGAGTGACAGTCAAGAGTGGGCA CCTGCCTGAGGTTGAGGATC 32 89 37 20 218 20 59,893 59,820 53,600 33,600 0.286644 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 111 AGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCAAGTCAAGAGTGGGCATGTGG ATGCAGTGTCTCTCCAGTAAAT 27 21 42 20 152 22 59,963 57,167 41,700 14,000 4,870,781 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 116 GTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGAGTGACAGTCAAGAGTGGGCA ATGCAGTGTCTCTCCAGTAAAT 32 21 37 20 152 22 59,893 57,167 53,600 14,000 4,940,186 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 117 TGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGTGTGACAGTCAAGAGTGGGC ATGCAGTGTCTCTCCAGTAAAT 33 21 36 20 152 22 59,893 57,167 53,600 14,000 4,940,186 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 33 194 TGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGTGTGACAGTCAAGAGTGGGC GGCAAGCTTAACCTGCCTGA 33 100 36 20 229 20 59,893 60,609 53,600 38,600 0.715839 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 32 193 GTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGAGTGACAGTCAAGAGTGGGCA GGCAAGCTTAACCTGCCTGA 32 100 37 20 229 20 59,893 60,609 53,600 38,600 0.715839 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2114:8846:71383_ 1 89 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 27 190 AGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCAAGTCAAGAGTGGGCATGTGG CTGGCAAGCTTAACCTGCCT 27 102 42 20 231 20 59,963 60,610 41,700 47,500 0.647536 F 240 ACGATATTTAAAACAATGCCCTAGTTTTAGcccccTGTGACAGTCAAGAGTGGGCATGTGGTGGACCTTGACAGCATTggggggggTGggtggtggtggtggtggtggtTTAAAATATCCGTAGCATAATATTTACTGgagagaCACTGCatatatGCCCTGTCGTATTTTAACTGGTGCATTTTGATTTGCATGTATGATCCTCAACCTCAGGCAGGTTAAGCTTGCCAGCATCTTCTC

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 4 59 207 TGCTGCATCCTGAACAACCTTATGATCATGAAGCCATGCTGCATCCTGAACAACCT TTCTCCAAATGGGTGTGGCA 59 84 24 20 230 20 59,889 59,813 35,000 49,200 0.298178 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 68 215 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT TCTCCAAATGGGTGTGGCAG 68 83 15 20 229 20 60,034 60,251 32,400 48,500 0.285677 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 68 216 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT TTCTCCAAATGGGTGTGGCA 68 84 15 20 230 20 60,034 59,813 32,400 49,200 0.221497 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 68 244 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT CCTGATGGACATGCAACCCA 68 112 15 20 258 20 60,034 60,324 32,400 45,100 0.358013 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 65 241 GTGCTCTGCTGCATCCTGAACAACCTTATGATCATG GTGCTCTGCTGCATCCTGAA CCTGATGGACATGCAACCCA 65 112 18 20 258 20 60,676 60,324 30,200 45,100 0.999470 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 64 240 TGCTCTGCTGCATCCTGAACAACCTTATGATCATGA TGCTCTGCTGCATCCTGAAC CCTGATGGACATGCAACCCA 64 112 19 20 258 20 60,676 60,324 31,800 45,100 0.999470 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 32 132 GATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGATCATGAAGCCACAGCCCT CACTGCCATCCCGACAGAAT 36 32 47 20 178 20 60,107 60,108 51,900 24,000 0.214327 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 32 155 TGCTGCATCCTGAACAACCTTATGATCATGAAGCCATGCTGCATCCTGAACAACCT CACTGCCATCCCGACAGAAT 59 32 24 20 178 20 59,889 60,108 35,000 24,000 0.218569 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 32 164 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT CACTGCCATCCCGACAGAAT 68 32 15 20 178 20 60,034 60,108 32,400 24,000 0.141888 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 8 140 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT GGATGTGTTGGTTGCCTCCT 68 8 15 20 154 20 60,034 60,251 32,400 36,900 0.285722 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 2 134 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT GTTGGTTGCCTCCTCCCTTT 68 2 15 20 148 20 60,034 60,179 32,400 31,100 0.213341 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:12378:11927 1 103 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 1 133 ATTGTGCTCTGCTGCATCCTGAACAACCTTATGATC ATTGTGCTCTGCTGCATCCT TTGGTTGCCTCCTCCCTTTG 68 1 15 20 147 20 60,034 60,179 32,400 27,700 0.213344 A 258 GCATGTCAAAATTTATTGTGCTCTGCTGCATCCTGAACAACCTTATGATCATGAAGCCACAGCCCTTGCCGCCAAGCATATGGCAAGCAGCCGAGAAAGAGCaggaggaggaggaggaggaggaggACAAAGGGAGGAGGCAACCAACACATCCCAGAATTCTGTCGGGATGGCAGTGCCCCTGACAACAAGCCAGAACGCCAGTGACCCTGCCACACCCATTTGGAGAAGTCCAGGCTGGGTTGCATGTCCATCAGG

ST‐E00142:460:H2K7HCCXY:6:2115:13788:49179 1 30 35 7 1 ACATG CATGACATGACATGACATGACATGACATGACATGA NA 1 1 16 0 119 TTTCATTCCATGACGTAACCTTCcatgacatgacatgaca TTTCATTCCATGACGTAACCTTC GTCATGGAATGGAATGTCATGTCA 0 37 7 23 125 24 57,127 59,358 34,600 35,800 10,514,720 A 143 ATGAAATTTCATTCCATGACGTAACCTTCcatgacatgacatgacatgacatgacatgacatgaTATGACATGTCTTTCAATTAGATGACATTACATTCAATGACATGACATTCCATTCCATGACATTCAATGACATGACTTT

ST‐E00142:460:H2K7HCCXY:6:2115:13788:49179 1 30 35 7 1 ACATG CATGACATGACATGACATGACATGACATGACATGA NA 0 0 16 0 120 TTTCATTCCATGACGTAACCTTCcatgacatgacatgaca TTTCATTCCATGACGTAACCTTC TGTCATGGAATGGAATGTCATGTC 0 38 7 23 126 24 57,127 59,358 34,600 30,600 10,514,720 A 143 ATGAAATTTCATTCCATGACGTAACCTTCcatgacatgacatgacatgacatgacatgacatgaTATGACATGTCTTTCAATTAGATGACATTACATTCAATGACATGACATTCCATTCCATGACATTCAATGACATGACTTT

ST‐E00142:460:H2K7HCCXY:6:2115:13788:49179 1 30 35 7 1 ACATG CATGACATGACATGACATGACATGACATGACATGA NA 0 0 17 0 120 TTTCATTCCATGACGTAACCTTCcatgacatgacatgaca TTTCATTCCATGACGTAACCTTC TGTCATGGAATGGAATGTCATGT 0 39 7 23 126 23 57,127 58,398 34,600 32,100 10,475,285 A 143 ATGAAATTTCATTCCATGACGTAACCTTCcatgacatgacatgacatgacatgacatgacatgaTATGACATGTCTTTCAATTAGATGACATTACATTCAATGACATGACATTCCATTCCATGACATTCAATGACATGACTTT

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 1 1 14 19 141 GTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCGTTCCTCTCCCTCACCCTCT GAGAGGGAGAGGAAGCTGGA 40 19 10 20 150 20 59,958 60,033 36,900 38,600 0.074597 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 14 18 140 GTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCGTTCCTCTCCCTCACCCTCT AGAGGGAGAGGAAGCTGGAG 40 18 10 20 149 20 59,958 60,032 36,900 38,600 0.074199 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 14 18 141 AGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTAGTTCCTCTCCCTCACCCTC AGAGGGAGAGGAAGCTGGAG 41 18 9 20 149 20 59,958 60,032 43,000 38,600 0.074199 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 14 17 139 GTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCGTTCCTCTCCCTCACCCTCT GAGGGAGAGGAAGCTGGAGT 40 17 10 20 148 20 59,958 60,325 36,900 38,500 0.367185 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 16 11 111 ccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccCCTCCCTCTCCTTCTCCCTC AGAGGGAGAGGAAGCTGGAG 11 18 39 20 149 20 60,106 60,032 43,000 38,600 0.137926 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14103:43536 1 70 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NA 0 0 16 11 112 ccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccCCTCCCTCTCCTTCTCCCTC GAGAGGGAGAGGAAGCTGGA 11 19 39 20 150 20 60,106 60,033 43,000 38,600 0.138324 F 157 CCCACTCCAGTTCCTCTCCCTCACCCTCTCCCTCTcccccTCCCTCTCCTTCTCCCTCACCCTCTCCCActccctctccctctccctctccctctccctctccctctccctcccccTCTCCCGCTCCCACTCCAGCTTCCTCTCCCTCTCCCATTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14245:35098 1 60 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 1 1 14 16 101 ccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTGT CCGTAACCGCCGTAGCCC GGAGGCTCGTTCTAGAAGCC 23 16 19 18 119 20 62,879 59,897 51,900 43,500 4,982,071 F 119 ccgccgccgccgccgcccccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTGTTGTAgccgccgccgccgccgccgccgccCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14245:35098 1 60 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 14 12 97 ccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTGT CCGTAACCGCCGTAGCCC GCTCGTTCTAGAAGCCGAGT 23 12 19 18 115 20 62,879 59,547 51,900 41,800 5,331,267 F 119 ccgccgccgccgccgcccccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTGTTGTAgccgccgccgccgccgccgccgccCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2115:14245:35098 1 60 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 16 16 102 cccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTG CCCGTAACCGCCGTAGCC GGAGGCTCGTTCTAGAAGCC 24 16 18 18 119 20 62,879 59,897 39,300 43,500 4,982,071 F 119 ccgccgccgccgccgcccccGTAACCGCCGTAGcccccGTAACCGCCGTAGCTGTTGTAgccgccgccgccgccgccgccgccCCGCATCCGCAAACTCGGCTTCTAGAACGAGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 8 31 189 agcagcagCACCGTCAGGCCCACCCCGccccccACAGC AGCAGCAGCACCGTCAGG CTTTGATGGGCAGGAGGGAG 99 31 33 18 221 20 62,694 60,107 38,600 43,000 4,801,051 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 31 214 cagcagcaCCTGACTCTTCAACAAcagcagcagCACCGT CAGCAGCACCTGACTCTTCA CTTTGATGGGCAGGAGGGAG 122 31 8 20 221 20 59,966 60,107 30,200 43,000 0.141295 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 28 118 CAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCAGCCTCAGCCTCAGAGC CTTTGATGGGCAGGAGGGAG 28 31 104 18 221 20 59,813 60,107 40,900 43,000 2,294,242 A 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 28 122 CAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCAGCCTCAGCCTCAGAGC TGCACTTTGATGGGCAGGAG 28 35 104 18 225 20 59,813 60,610 40,900 36,900 2,797,380 A 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 9 30 189 cagcagcagCACCGTCAGGCCCACCCCGccccccACAG CAGCAGCAGCACCGTCAG TTTGATGGGCAGGAGGGAGG 100 30 32 18 220 20 61,421 61,575 35,100 43,000 4,995,132 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 31 198 TTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccTTCAACAACAGCAGCAGCAC CTTTGATGGGCAGGAGGGAG 106 31 24 20 221 20 59,899 60,107 44,000 43,000 0.207859 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 31 199 CTTCAACAAcagcagcagCACCGTCAGGCCCACCCCG CTTCAACAACAGCAGCAGCA CTTTGATGGGCAGGAGGGAG 107 31 23 20 221 20 59,617 60,107 44,100 43,000 0.489692 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 30 120 CCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAG CCCAGCCTCAGCCTCAGA CTTTGATGGGCAGGAGGGAG 30 31 102 18 221 20 60,686 60,107 32,700 43,000 2,793,289 A 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:15788:50639 1 150 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 10 30 189 AAcagcagcagCACCGTCAGGCCCACCCCGccccccACAAACAGCAGCAGCACCGTC TGATGGGCAGGAGGGAGG 102 30 30 18 218 18 60,975 60,367 47,900 43,000 5,342,075 F 226 GGTGCTgcagcagcaCCTGACTCTTCAACAAcagcagcagCACCGTCAGGCCCACCCCGccccccACAGCCAGACCCTGGTGGTCCAGCCCCTGGGCCAGGCCCAGCCTCAGCCTCAGAGCCAGGCCCAGGCTGAGGCCCAGGCCCAGGcctcctcctcctcctcctcctCCCAGCTCCACAAGCCGCCCCAGGGCCTGGCCTCCCTCCTGCCCATCAAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 1 1 3 56 192 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC TCAAGCCGTTCCGCAGAAG 56 67 9 20 200 19 59,195 60,668 46,100 28,500 2,472,819 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 3 56 193 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC GTCAAGCCGTTCCGCAGAAG 56 67 9 20 201 20 59,195 61,902 46,100 28,500 2,706,638 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 3 56 217 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC TTTCAACCGCCTCGAGCTG 56 92 9 20 225 19 59,195 60,668 46,100 42,400 2,472,819 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 4 10 104 TTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGC TTCCAGCTCTCCCTTCGCTT GAGGCGCTTGGTCTCCTC 26 10 39 20 142 18 61,195 59,814 46,800 37,100 3,380,389 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 4 10 134 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC GAGGCGCTTGGTCTCCTC 56 10 9 20 142 18 59,195 59,814 46,100 37,100 2,990,597 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 4 10 140 TAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTT TAGTCACCGAGCAAAGTTGATCA GAGGCGCTTGGTCTCCTC 59 10 3 23 142 18 59,994 59,814 29,200 37,100 5,192,039 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 4 10 140 TAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTT TAGTCACCGAGCAAAGTTGATC GAGGCGCTTGGTCTCCTC 60 10 3 22 142 18 58,414 59,814 29,200 37,100 5,771,471 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 4 10 141 TTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTT TTAGTCACCGAGCAAAGTTGA GAGGCGCTTGGTCTCCTC 62 10 2 21 142 18 57,538 59,814 31,800 37,100 5,648,091 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 5 56 269 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC GGCCGTTGGATTCCGAATC 56 144 9 20 277 19 59,195 58,977 46,100 25,200 2,827,508 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 5 56 270 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC CGGCCGTTGGATTCCGAAT 56 145 9 20 278 19 59,195 60,818 46,100 33,400 2,622,930 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 5 10 102 CCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTG CCAGCTCTCCCTTCGCTTC GAGGCGCTTGGTCTCCTC 25 10 41 19 142 18 60,153 59,814 38,600 37,100 3,339,078 B 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 6 56 270 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC CGGCCGTTGGATTCCGAATC 56 144 9 20 278 20 59,195 61,772 46,100 25,200 2,577,052 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC
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ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 6 13 105 CCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTG CCAGCTCTCCCTTCGCTTC CAGGAGGCGCTTGGTCTC 25 13 41 19 145 18 60,153 60,125 38,600 33,600 3,278,820 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 6 13 137 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC CAGGAGGCGCTTGGTCTC 56 13 9 20 145 18 59,195 60,125 46,100 33,600 2,930,339 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 7 56 185 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC GTTCCGCAGAAGCCGATTG 56 60 9 20 193 19 59,195 59,575 46,100 26,700 2,230,417 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 7 25 153 CCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTG CCAGCTCTCCCTTCGCTTC GTTCCGCAGAAGCCGATTG 25 60 41 19 193 19 60,153 59,575 38,600 26,700 2,578,897 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:16904:47931 1 85 30 7 1.5 AAC GTTGTTGTTGTTGTTGTTGTTGCTGCTGCT NA 0 0 9 56 184 CCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCT CCGAGCAAAGTTGATCACCC TTCCGCAGAAGCCGATTGG 56 59 9 20 192 19 59,195 60,745 46,100 31,600 2,550,104 F 280 ATTAGTCACCGAGCAAAGTTGATCACCCTCctctctTTTTCCAGCTCTCCCTTCGCTTCGCAGTCGGGGTTTGCTGAGGTGGTGgttgttgttgttgttgttgttgctgctgctCTGAGGCGCCGAGGAGACCAAGCGCCTCCTgggggAGGGGCGTGCGCGAGCCCCAGCAGCCAATCGGCTTCTGCGGAACGGCTTGACGTCGGCAGCTCGAGGCGGTTGAAAATAAACGGCTGCGGCGGCTgcgcgcgcGTTGGGGATTCGGAATCCAACGGCCGGC

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 1 1 6 2 110 GGCGAAGTACAACTAACGTAGCTTGGATATTTATTAGGCGAAGTACAACTAACGTAGC ACCGCTGATGGTGATTATGATG 28 2 134 22 243 22 59,404 58,594 35,800 30,700 6,001,808 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 6 2 162 GCAGTAATTGAGTGCGTTGAAATAATACATATTGG GCAGTAATTGAGTGCGTTGAA ACCGCTGATGGTGATTATGATG 81 2 82 21 243 22 57,464 58,594 26,900 30,700 6,941,989 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 6 2 243 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATT TGATTGTCTCTCCTGTATTTATGGT ACCGCTGATGGTGATTATGATG 158 2 1 25 243 22 57,562 58,594 35,500 30,700 10,843,544 F 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 110 GGCGAAGTACAACTAACGTAGCTTGGATATTTATTAGGCGAAGTACAACTAACGTAGC ACCGCTGATGGTGATTATGATGA 28 1 134 22 243 23 59,404 59,929 35,800 29,200 5,667,434 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 162 GCAGTAATTGAGTGCGTTGAAATAATACATATTGG GCAGTAATTGAGTGCGTTGAAA ACCGCTGATGGTGATTATGATGA 80 1 82 22 243 23 58,116 59,929 26,900 29,200 6,955,626 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 162 GCAGTAATTGAGTGCGTTGAAATAATACATATTGG GCAGTAATTGAGTGCGTTGAA ACCGCTGATGGTGATTATGATGA 81 1 82 21 243 23 57,464 59,929 26,900 29,200 6,607,614 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 193 TCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTTCATTCTAACATTCGAGGTGTCT ACCGCTGATGGTGATTATGATGA 110 1 51 23 243 23 57,339 59,929 34,100 29,200 8,732,513 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 195 GTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTTCATTCTAACATTCGAGGTGTCT ACCGCTGATGGTGATTATGATGA 110 1 49 25 243 23 59,130 59,929 34,100 29,200 8,941,345 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 196 AGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTTCATTCTAACATTCGAGGTGT ACCGCTGATGGTGATTATGATGA 112 1 48 24 243 23 58,205 59,929 41,600 29,200 8,866,350 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 7 1 243 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATT TGATTGTCTCTCCTGTATTTATGGT ACCGCTGATGGTGATTATGATGA 158 1 1 25 243 23 57,562 59,929 35,500 29,200 10,509,170 F 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 8 1 109 GGCGAAGTACAACTAACGTAGCTTGGATATTTATTAGGCGAAGTACAACTAACGTAGC CCGCTGATGGTGATTATGATGA 28 1 134 22 242 22 59,404 58,333 35,800 29,200 6,263,337 B 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:18345:56405 1 184 36 9 1.5 AAT ATGATGATGATTATTATTATTATTATTATTATTATT NA 0 0 8 1 242 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATT TGATTGTCTCTCCTGTATTTATGGT CCGCTGATGGTGATTATGATGA 158 1 1 25 242 22 57,562 58,333 35,500 29,200 11,105,073 F 246 TGATTGtctctcCTGTATTTATGGTAAGTTCCTAGATTTCCCAAACAAGTTCATTCTAACATTCGAGGTGTCTAAAATAAAGCAGTAATTGAGTGCGTTGAAATAATACATATTGGGAATATCAGTGTGATTAGGCGAAGTACAACTAACGTAGCTTGGATATTTATTACCAAATTATTTATTatgatgatgattattattattattattattattattATCATCATAATCACCATCAGCGGTGTT

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 7 5 100 ACCTTGAACGGACTGAGAGGAGGAAgaggaggagga ACCTTGAACGGACTGAGAGG CACGATGCTCGGGTTTGATT 5 34 4 20 103 20 59,030 58,913 36,900 25,700 2,056,590 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 5 190 ACCTTGAACGGACTGAGAGGAGGAAgaggaggagga ACCTTGAACGGACTGAGAGG AGAACAATGGAGTCGTGGCT 5 124 4 20 193 20 59,030 59,313 36,900 47,500 1,657,248 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 5 191 CACCTTGAACGGACTGAGAGGAGGAAgaggaggagg CACCTTGAACGGACTGAGAGG AGAACAATGGAGTCGTGGCT 5 124 3 21 193 20 60,337 59,313 36,900 47,500 2,024,614 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 5 193 ACCTTGAACGGACTGAGAGGAGGAAgaggaggagga ACCTTGAACGGACTGAGAGG TGGAGAACAATGGAGTCGTGG 5 126 4 20 196 21 59,030 59,998 36,900 49,400 1,971,867 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 1 96 TGAACGGACTGAGAGGAGGAAgaggaggaggaggaggTGAACGGACTGAGAGGAGGA CACGATGCTCGGGTTTGATTT 1 33 8 20 103 21 59,596 59,531 37,100 21,700 1,872,946 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 1 96 TGAACGGACTGAGAGGAGGAAgaggaggaggaggaggTGAACGGACTGAGAGGAGGA CACGATGCTCGGGTTTGATT 1 34 8 20 103 20 59,596 58,913 37,100 25,700 1,491,122 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 1 176 TGAACGGACTGAGAGGAGGAAgaggaggaggaggaggTGAACGGACTGAGAGGAGGA AGTCGTGGCTTGGTTGAGTG 1 114 8 20 183 20 59,596 60,533 37,100 35,100 0.937288 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 1 177 TGAACGGACTGAGAGGAGGAAgaggaggaggaggaggTGAACGGACTGAGAGGAGGA GAGTCGTGGCTTGGTTGAGT 1 115 8 20 184 20 59,596 60,250 37,100 34,100 0.654337 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:20730:44292 1 29 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 1 181 TGAACGGACTGAGAGGAGGAAgaggaggaggaggaggTGAACGGACTGAGAGGAGGA AATGGAGTCGTGGCTTGGTT 1 119 8 20 188 20 59,596 59,890 37,100 36,700 0.514912 F 216 TTCACCTTGAACGGACTGAGAGGAGGAAgaggaggaggaggaggaggagGaaaaaCAAACAGCAGCATGAATGaaaaaaGaaaaaTCAAACCCGAGCATCGTGTGGGccccccACGCGAAGTTCCAGcccccTCACTGGGCGATGAACCAGCCCAACAccccccACTCAACCAAGCCACGACTCCATTGTTCTCCAGTCTGAATCCCCACCTCTCA

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 1 1 10 1 154 TGCAGGATTGATGGATGGTTGTatggatggatggATGATGCAGGATTGATGGATGGTTGT CCTTTCACTCACCCATACATGC 48 1 1 22 154 22 60,292 59,315 33,200 40,600 4,976,616 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 0 0 11 1 153 GCAGGATTGATGGATGGTTGTatggatggatggATGAAGCAGGATTGATGGATGGTTGT CCTTTCACTCACCCATACATGC 48 1 2 21 154 22 58,618 59,315 33,200 40,600 5,066,792 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 0 0 11 1 154 TGCAGGATTGATGGATGGTTGTatggatggatggATGATGCAGGATTGATGGATGGTTG CCTTTCACTCACCCATACATGC 49 1 1 21 154 22 58,619 59,315 37,700 40,600 5,065,822 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 0 0 12 0 104 ATGTATGGGTGTTTGGGTGCatggatggatggatggatggATGTATGGGTGTTTGGGTGC CCTTTCACTCACCCATACATGC 0 1 51 20 154 22 58,444 59,315 50,100 40,600 4,240,847 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 0 0 13 0 105 GATGTATGGGTGTTTGGGTGCatggatggatggatggat GATGTATGGGTGTTTGGGTGC CCTTTCACTCACCCATACATGC 0 1 50 21 154 22 59,524 59,315 50,100 40,600 4,161,369 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:21602:53539 1 71 61 7 2 ATCC ATGGATGGATGGATGGATGGGTGGCTGGGTGGGT NA 0 0 15 1 107 TGGATGTATGGGTGTTTGGGTGCatggatggatggatggTGGATGTATGGGTGTTTGGGT CCTTTCACTCACCCATACATGC 2 1 48 21 154 22 59,286 59,315 45,100 40,600 4,398,528 D 160 TGCAGGATTGATGGATGGTTGTatggatggatggATGAATGGATAAATGGATGTATGGGTGTTTGGGTGCatggatggatggatggatggGTGGCTGGGTGGGtggatggatggatggatggatggatggaTGCATGTATGGGTGAGTGAAAGGATGAAT

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 3 24 128 GTTGCAGTGAGCCGAGATTGCACCACTGCACTCCA GTTGCAGTGAGCCGAGATTG TCACATCCAACAAGGGCCTC 43 24 132 20 259 20 59,555 59,962 26,700 47,000 0.483602 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 24 136 AAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTAAGTGGAGGTTGCAGTGAGC TCACATCCAACAAGGGCCTC 51 24 124 20 259 20 60,536 59,962 42,600 47,000 0.574172 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 3 24 215 aaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAATTAGCGAGGTGTGGTGGC TCACATCCAACAAGGGCCTC 130 24 45 20 259 20 60,677 59,962 50,100 47,000 0.714948 F 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 25 129 GTTGCAGTGAGCCGAGATTGCACCACTGCACTCCA GTTGCAGTGAGCCGAGATTG CTCACATCCAACAAGGGCCT 43 25 132 20 260 20 59,555 59,961 26,700 51,900 0.484180 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 25 209 GAGGTGTGGTGGCAAACATTTGTAATCCCAGCTAC GAGGTGTGGTGGCAAACATT CTCACATCCAACAAGGGCCT 123 25 52 20 260 20 58,960 59,961 27,100 51,900 1,078,601 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 25 216 aaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAATTAGCGAGGTGTGGTGGC CTCACATCCAACAAGGGCCT 130 25 45 20 260 20 60,677 59,961 50,100 51,900 0.715526 F 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 24 143 ACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGACCTGAGAAGTGGAGGTTGC TCACATCCAACAAGGGCCTC 58 24 117 20 259 20 59,602 59,962 41,700 47,000 0.436484 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 24 208 GAGGTGTGGTGGCAAACATTTGTAATCCCAGCTAC GAGGTGTGGTGGCAAACATT TCACATCCAACAAGGGCCTC 123 24 52 20 259 20 58,960 59,962 27,100 47,000 1,078,022 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 4 21 212 aaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAATTAGCGAGGTGTGGTGGC CATCCAACAAGGGCCTCCAA 130 21 45 20 256 20 60,677 60,252 50,100 35,300 0.928524 F 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 5 24 206 GGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGTGTGGTGGCAAACATTTGT TCACATCCAACAAGGGCCTC 120 24 54 21 259 20 60,135 59,962 28,300 47,000 1,172,716 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 25 143 CCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCCCTGAGAAGTGGAGGTTGCA CTCACATCCAACAAGGGCCT 57 25 118 20 260 20 59,602 59,961 40,800 51,900 0.436685 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22008:45206 1 195 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 6 24 142 CCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCCCTGAGAAGTGGAGGTTGCA TCACATCCAACAAGGGCCTC 57 24 118 20 259 20 59,602 59,962 40,800 47,000 0.436106 A 271 GCCTGACCAACATGGTGAAACCGCATCTCTACTaaaaaTACaaaaaTTAGCGAGGTGTGGTGGCAAACATTTGTAATCCCAGCTACTCGGGAGGCCTAGGCAGGAGAATCGTTTGAACCTGAGAAGTGGAGGTTGCAGTGAGCCGAGATTGCACCACTGCACTCCAGCCTGGGTGACCAAGCAAGGCTCTATCTcaacaacaacaacaacaacaaATGGATCAGGAAGGCGAGGATTTGGAGGCCCTTGTTGGATGTGAGGGTCAGGAAAG

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 1 1 8 2 102 AAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGAAAGAGGCGTCGGGAGGA GGGCAGGATTCACTCAGTCC 44 2 109 18 210 20 60,284 60,107 37,100 38,500 2,391,136 A 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 2 137 CTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAACTTCCTCCGCTGACCGAC GGGCAGGATTCACTCAGTCC 79 2 74 18 210 20 59,818 60,107 47,900 38,500 2,289,490 F 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 2 144 TtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGTTCTCTCCTTCCTCCGCTGA GGGCAGGATTCACTCAGTCC 84 2 67 20 210 20 59,960 60,107 42,600 38,500 0.147224 F 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 1 101 AAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGAAAGAGGCGTCGGGAGGA GGCAGGATTCACTCAGTCCC 44 1 109 18 209 20 60,284 60,107 37,100 44,600 2,391,136 A 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 1 136 CTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAACTTCCTCCGCTGACCGAC GGCAGGATTCACTCAGTCCC 79 1 74 18 209 20 59,818 60,107 47,900 44,600 2,289,490 F 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 1 143 TtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGTTCTCTCCTTCCTCCGCTGA GGCAGGATTCACTCAGTCCC 84 1 67 20 209 20 59,960 60,107 42,600 44,600 0.147224 F 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 1 149 GCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccc GCAGCCTTCTCTCCTTCCTC GGCAGGATTCACTCAGTCCC 90 1 61 20 209 20 59,822 60,107 37,100 44,600 0.285295 F 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:22069:61415 1 171 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 9 3 90 GAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGGAGGACGAGCGGGATTCAC CGGGCAGGATTCACTCAGTC 30 3 122 19 211 20 60,227 60,461 31,800 35,100 1,687,989 A 242 aggaggaggaggaggaggaggaggaggaggaggTGAACCGTGCGGACAAGCAGAGGAGTGGCAGCCTtctctcCTTCCTCCGCTGACCGACTGcccccccAACTTGGAAAAGAGGCGTCGGGAGGACGAGCGGGATTCACCGGCCGTTGGGTTTTGCCGGGGTTGTGAGGggaggaggaggaggaggaAGGGACTGAGTGAATCCTGCCCGCGCACTCCGCGCCCCTCCTCCGGCTCGATCC

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 1 1 2 62 199 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCATC ATGAACAGGCAGGGAAGTGG 62 74 48 22 246 20 59,511 59,961 39,100 40,000 2,528,073 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 64 197 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCA GAACAGGCAGGGAAGTGGAA 64 72 48 20 244 20 58,020 59,890 47,500 35,300 2,090,341 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 64 199 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCA ATGAACAGGCAGGGAAGTGG 64 74 48 20 246 20 58,020 59,961 47,500 40,000 2,018,599 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 32 157 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCA GGCATGACTGGCATAGCAGA 64 32 48 20 204 20 58,020 60,179 47,500 42,600 2,158,892 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 27 152 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCA GACTGGCATAGCAGACACCA 64 27 48 20 199 20 58,020 59,750 47,500 41,700 2,230,089 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 1 126 TGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACA TGCTGCTTAAGAACAAGGCA AAGTGCCCTGCTCCTGAATC 64 1 48 20 173 20 58,020 60,035 47,500 25,200 2,014,525 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 7 40 177 TGTTCATCTCAACACTGGCTGTTTGATCAATGAGCT TGTTCATCTCAACACTGGCTGT ATGAACAGGCAGGGAAGTGG 40 74 70 22 246 20 60,159 59,961 44,000 40,000 2,197,514 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 7 32 135 TGTTCATCTCAACACTGGCTGTTTGATCAATGAGCT TGTTCATCTCAACACTGGCTGT GGCATGACTGGCATAGCAGA 40 32 70 22 204 20 60,159 60,179 44,000 42,600 2,337,806 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:27458:63120 1 132 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 7 1 104 TGTTCATCTCAACACTGGCTGTTTGATCAATGAGCT TGTTCATCTCAACACTGGCTGT AAGTGCCCTGCTCCTGAATC 40 1 70 22 173 20 60,159 60,035 44,000 25,200 2,193,440 F 246 AACaaaaaaaTTATTCTGGTCATTAGAAACTCTCACTCAGAAGAAAATGCTGCTTAAGAACAAGGCATCTGTTCATCTCAACACTGGCTGTTTGATCAATGAGCTCaaaaaTATAGGAGCGTAATAATTGAaataataataataataataatGGATTCAGGAGCAGGGCACTTTGCCCCTGGTGTCTGCTATGCCAGTCATGCCTGACTTTATTTTCAGCTCAATTCCACTTCCCTGCCTGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 1 1 11 28 169 GATGGATGGATagagagTCACATagagagATAGATAG GATGGATGGATAGAGAGTCACAT CTCACTAAGAACCCACGCGA 28 47 49 23 217 20 57,001 59,757 32,100 58,700 6,242,030 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 11 28 170 GATGGATGGATagagagTCACATagagagATAGATAG GATGGATGGATAGAGAGTCACAT TCTCACTAAGAACCCACGCG 28 48 49 23 218 20 57,001 59,757 32,100 60,100 6,242,030 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 11 11 133 GATGGATGGATagagagTCACATagagagATAGATAG GATGGATGGATAGAGAGTCACAT AGCTATCTCTGTGGTGCTGA 28 11 49 23 181 20 57,001 58,142 32,100 42,600 7,857,169 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 12 23 167 TGGATGGATagagagTCACATagagagATAGATAGAC TGGATGGATAGAGAGTCACATAGAGA CTCACTAAGAACCCACGCGA 23 47 51 26 217 20 59,955 59,757 31,000 58,700 6,287,697 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 12 11 131 TGGATGGATagagagTCACATagagagATAGATAGAC TGGATGGATAGAGAGTCACATAGAGA AGCTATCTCTGTGGTGCTGA 23 11 51 26 181 20 59,955 58,142 31,000 42,600 7,902,836 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:28645:55368 1 100 51 9 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANA 0 0 12 11 131 TGGATGGATagagagTCACATagagagATAGATAGAC TGGATGGATAGAGAGTCACATAGA AGCTATCTCTGTGGTGCTGA 25 11 51 24 181 20 57,794 58,142 19,800 42,600 8,064,145 F 223 gatagatagatagatagatagatagatagatagatagatagatagataGATGGATGGATagagagTCACATagagagATAGATAGACAGATAGACAGAGagatagatagatagatagatagatagatagatagatAATtagatagatagaGACATACATAATCAGCACCACAGAGATAGCTAGTTTTGTAGACACATTCGCGTGGGTTCTTAGTGAGACTGAT

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 4 50 177 AGCCATGGTTATGATTGAGCCTTTAATGGAGATAATAGCCATGGTTATGATTGAGCC TGTCTTGCTAAATGTTCTTCAAACA 60 50 49 21 225 25 58,409 57,905 47,000 28,300 9,685,328 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 50 177 AGCCATGGTTATGATTGAGCCTTTAATGGAGATAATAGCCATGGTTATGATTGAGCCT TGTCTTGCTAAATGTTCTTCAAACA 59 50 49 22 225 25 59,824 57,905 45,800 28,300 9,270,872 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 60 214 AGCCATGGTTATGATTGAGCCTTTAATGGAGATAATAGCCATGGTTATGATTGAGCC GGTCTTTGATTATGGCATGAGGC 60 89 49 21 262 23 58,409 59,995 47,000 47,000 5,595,976 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 59 213 GCCATGGTTATGATTGAGCCTTTAATGGAGATAATTGCCATGGTTATGATTGAGCCT GGTCTTTGATTATGGCATGAGGC 59 89 50 21 262 23 58,409 59,995 45,800 47,000 5,595,976 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 59 214 AGCCATGGTTATGATTGAGCCTTTAATGGAGATAATAGCCATGGTTATGATTGAGCCT GGTCTTTGATTATGGCATGAGGC 59 89 49 22 262 23 59,824 59,995 45,800 47,000 5,181,520 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 50 176 GCCATGGTTATGATTGAGCCTTTAATGGAGATAATTGCCATGGTTATGATTGAGCCT TGTCTTGCTAAATGTTCTTCAAACA 59 50 50 21 225 25 58,409 57,905 45,800 28,300 9,685,328 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 14 17 138 ACTTTGCATCACTTATTAATGGAGATAATTTACTTTGACTTTGCATCACTTATTAATGGAGAT GTCTTGCTAAATGTTCTTCAAACAA 17 49 87 26 224 25 57,242 57,014 27,500 28,300 16,743,617 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 14 17 139 ACTTTGCATCACTTATTAATGGAGATAATTTACTTTGACTTTGCATCACTTATTAATGGAGAT TGTCTTGCTAAATGTTCTTCAAACAA 17 49 87 26 225 26 57,242 58,457 27,500 28,300 16,300,873 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:32065:23987 1 130 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 14 17 139 ACTTTGCATCACTTATTAATGGAGATAATTTACTTTGACTTTGCATCACTTATTAATGGAGAT TGTCTTGCTAAATGTTCTTCAAACA 17 50 87 26 225 25 57,242 57,905 27,500 28,300 15,852,490 F 279 TGAGCACAATTAATAAGTATTAAGAAGTCTCCaaaaaTTTATAATTAAAGCCATGGTTATGATTGAGCCTTTAATGGAGATAATTTACTTTGCATCACTTATTAATGGAGATAATTTACTTTGCATCACttattattattattattattaAGAAGGATGTGAATCATACAGTAATTaaaaaGAATCATAAAATAGACATTTGTTTGAAGAACATTTAGCAAGACATTACTTATTAGTTAGCCTCATGCCATAATCAAAGACCaaaaaTTGAATTCATCA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 1 1 5 54 188 TACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCA ACTCCAATGGGTATAGGCCT 54 61 4 20 191 20 59,957 57,485 29,200 51,900 2,557,307 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 5 54 190 TACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCA AAACTCCAATGGGTATAGGCCT 54 61 4 20 193 22 59,957 58,869 29,200 51,900 3,173,833 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 5 13 141 TACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCA ACCCAGGGATGAATCAAGTGA 54 13 4 20 144 21 59,957 58,722 29,200 34,100 2,320,826 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 5 10 139 TACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCA CCAGGGATGAATCAAGTGAACC 54 10 4 20 142 22 59,957 58,980 29,200 36,200 3,062,145 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 5 9 139 TACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCA CCAGGGATGAATCAAGTGAACCT 54 9 4 20 142 23 59,957 60,309 29,200 35,000 3,351,269 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 6 13 139 CAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGATCAC ACCCAGGGATGAATCAAGTGA 53 13 6 19 144 21 59,777 58,722 30,600 34,100 3,501,181 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 7 56 190 TGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGAT ACTCCAATGGGTATAGGCCT 56 61 2 20 191 20 60,253 57,485 27,500 51,900 2,767,422 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 7 56 191 TGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGAT AACTCCAATGGGTATAGGCCT 56 61 2 20 192 21 60,253 58,211 27,500 51,900 3,041,915 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6035:19012_ 1 78 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA NA 0 0 7 13 143 TGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACAGGGCCTGGTGAGAT ACCCAGGGATGAATCAAGTGA 56 13 2 20 144 21 60,253 58,722 27,500 34,100 2,530,941 F 248 CTGTACAGGGCCTGGTGAGATCACATCTCAAATACTATGTACTGTTTTGGTCTCCTTATTTGaaaaaGGATATGAATgtagtagtagtagtagtagtagtagtagtagtaGTTCAGAGAAGGTTCACTTGATTCATCCCTGGGTATCTTATGAAGAAAGGTTTAACAAGTTAGGCCTATACCCATTGGAGTTTAAAAGAGTGAGAGGTGATCTTATTGAAACTTTTAAGACCCTGAGGGGACTTGATA

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 1 1 4 96 254 TGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCAC TGTTGCACCATGTCTTGTCG GCAGCTCGACACAAGCACTA 97 96 4 20 257 20 59,056 60,667 43,500 27,400 1,611,161 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 84 241 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC GCAGCTCGACACAAGCACTA 84 96 17 20 257 20 59,555 60,667 52,500 27,400 1,112,923 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 67 212 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC AGTAAGCTGGCTCTGCACTC 84 67 17 20 228 20 59,555 59,751 52,500 35,100 0.694278 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 66 211 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC GTAAGCTGGCTCTGCACTCT 84 66 17 20 227 20 59,555 59,751 52,500 32,400 0.694278 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 62 207 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC GCTGGCTCTGCACTCTTCTT 84 62 17 20 223 20 59,555 60,321 52,500 25,200 0.766911 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 42 187 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC CAATCCACAGGACAGCTCCC 84 42 17 20 203 20 59,555 60,394 52,500 43,000 0.838973 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 4 16 161 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC CCCAGAAGACTTCCAGACGC 84 16 17 20 177 20 59,555 60,390 52,500 51,900 0.835908 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 6 84 240 CTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCTTGTCGATCAGGTTGCTGC CAGCTCGACACAAGCACTAC 84 95 17 20 256 20 59,555 58,936 52,500 27,300 1,509,242 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 6 12 139 GTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttc GTGGTATCCGTCCGGCTATC GTAAGCTGGCTCTGCACTCT 12 66 89 20 227 20 59,757 59,751 20,800 32,400 0.491938 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 6 12 140 GTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttc GTGGTATCCGTCCGGCTATC AGTAAGCTGGCTCTGCACTC 12 67 89 20 228 20 59,757 59,751 20,800 35,100 0.491938 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 8 11 138 TGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttctt TGGTATCCGTCCGGCTATCA GTAAGCTGGCTCTGCACTCT 11 66 90 20 227 20 60,179 59,751 21,500 32,400 0.427827 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:6055:12965_ 1 121 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NA 0 0 8 11 139 TGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttctt TGGTATCCGTCCGGCTATCA AGTAAGCTGGCTCTGCACTC 11 67 90 20 228 20 60,179 59,751 21,500 35,100 0.427827 F 272 GAGTGTTGCACCATGTCTTGTCGATCAGGTTGCTGCCACAGTGGTTCGGTGCCGTGAGCGGTGATTGTTTCTTTCTGGGTGGACAGGGGTGGTATCCGTCCGGCTATCAGTTGCGTGCCAtcttcttcttcttcttcttctTTTTCTGCtttttCCAGCGTCTGGAAGTCTTCTGGGGTTGAGGGGAGCTGTCCTGTGGATTGAAGAAGAGTGCAGAGCCAGCTTACTTTTGTTGAGTAGTGCTTGTGTCGAGCTGCTGCCTGGTTCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 2 0 166 GAGCAGTCCCGGAGCAGAagcagcagcagcagcagcag GAGCAGTCCCGGAGCAGA TGCTTTCACCATCACTGCCA 0 107 63 18 228 20 61,071 60,179 42,600 49,200 3,250,201 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 0 117 GAGCAGTCCCGGAGCAGAagcagcagcagcagcagcag GAGCAGTCCCGGAGCAGA TTTGTCCTCCTCCTTCAGCC 0 58 63 18 179 20 61,071 59,307 42,600 48,500 3,764,254 F 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 6 37 140 CGACGCCGGACAGTCCAGCGAGCAGCACGGCGGG CGACGCCGGACAGTCCAG GCAGCGGCATCGACAACG 46 37 17 18 156 18 62,778 62,505 38,600 41,000 9,283,632 A 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 6 0 113 GAGCAGTCCCGGAGCAGAagcagcagcagcagcagcag GAGCAGTCCCGGAGCAGA TCCTCCTCCTTCAGCCCATG 0 54 63 18 175 20 61,071 60,985 42,600 36,600 4,056,166 F 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 6 0 123 GAGCAGTCCCGGAGCAGAagcagcagcagcagcagcag GAGCAGTCCCGGAGCAGA GGGCTCTTTGTCCTCCTCCT 0 64 63 18 185 20 61,071 60,912 42,600 36,900 3,983,211 F 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 156 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG TTTGTCCTCCTCCTTCAGCC 39 58 24 18 179 20 60,126 59,307 42,400 48,500 2,818,801 F 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 162 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG GGGCTCTTTGTCCTCCTCCT 39 64 24 18 185 20 60,126 60,912 42,400 36,900 3,037,758 F 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 188 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG CCAGCCTTGACGAAGAGCTC 39 90 24 18 211 20 60,126 60,739 42,400 40,900 2,864,864 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 188 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG CCAGCCTTGACGAAGAGCT 39 91 24 18 211 19 60,126 59,705 42,400 40,900 3,420,533 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 203 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG CTTTCACCATCACTGCCAGC 39 105 24 18 226 20 60,126 59,475 42,400 48,500 2,650,615 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 204 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG GCTTTCACCATCACTGCCAG 39 106 24 18 227 20 60,126 59,475 42,400 48,500 2,650,615 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 205 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG TGCTTTCACCATCACTGCCA 39 107 24 18 228 20 60,126 60,179 42,400 49,200 2,304,748 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 258 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG TCCTTTGAGCCCAAGACTCA 39 160 24 18 281 20 60,126 58,566 42,400 34,100 3,559,941 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 259 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG CTCCTTTGAGCCCAAGACTCA 39 160 24 18 282 21 60,126 59,651 42,400 34,100 3,474,779 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 39 260 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG ACTCCTTTGAGCCCAAGACTC 39 161 24 18 283 21 60,126 59,651 42,400 33,600 3,475,109 B 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 37 142 CTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGCTCGACGCCGGACAGTCC GCAGCGGCATCGACAACG 48 37 15 18 156 18 62,478 62,505 38,500 41,000 8,983,192 A 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 32 128 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG GGCATCGACAACGCCATG 39 32 24 18 151 18 60,126 59,595 42,400 36,600 4,530,542 A 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 31 127 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG GCATCGACAACGCCATGG 39 31 24 18 150 18 60,126 59,595 42,400 36,600 4,530,542 A 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:8329:36557_ 1 81 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 30 126 GGACAGTCCAGCGAGCAGCACGGCGGGAACCGGC GGACAGTCCAGCGAGCAG CATCGACAACGCCATGGC 39 30 24 18 149 18 60,126 59,595 42,400 44,000 4,530,542 A 289 GAAGCCGTGGCCAGCTCGACGCCGGACAGTCCAGCGAGCAGCACGGCGGGAACCGGCAGCCGGAGCAGTCCCGGAGCAGAagcagcagcagcagcagcagcCCTCGCCGTTCGCGGAGCGCAGCCGAGCCGGCCATGGCGTTGTCGATGCCGCTGCATGGGCTGAaggaggaggACAAAGAGCCCCTCATCGAGCTCTTCGTCAAGGCTGGCAGTGATGGTGAAAGCATAGGAAACTGCCCCTTTTCCCAGAGGCTCTTCATGAGTCTTGGGCTCAAAGGAGTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 1 1 16 46 203 GGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGGGGAAAGGCAAAGGGAAGGG GATACCTAATTAGCACCTCATTGC 46 71 7 20 209 24 60,905 57,512 39,500 35,600 7,392,554 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 16 46 204 GGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGGGGAAAGGCAAAGGGAAGGG AGATACCTAATTAGCACCTCATTGC 46 71 7 20 210 25 60,905 58,766 39,500 35,600 7,139,042 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 16 46 205 GGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGGGGAAAGGCAAAGGGAAGGG GAGATACCTAATTAGCACCTCATTGC 46 71 7 20 211 26 60,905 59,630 39,500 35,600 7,275,031 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 16 41 169 GGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGGGGAAAGGCAAAGGGAAGGG TCCCTGTAACCCTACTCCCT 46 41 7 20 175 20 60,905 58,599 39,500 42,000 2,305,806 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 20 ‐8 151 GGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGGGGAAGAGGAAAGGGAAGGG TCCCTGTAACCCTACTCCCTT ‐8 40 61 20 175 21 59,374 59,274 39,500 39,500 2,352,734 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 20 ‐8 151 GGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGGGGAAGAGGAAAGGGAAGGG TCCCTGTAACCCTACTCCCT ‐8 41 61 20 175 20 59,374 58,599 39,500 42,000 2,027,323 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 20 ‐8 152 GGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGGGGAAGAGGAAAGGGAAGGG TTCCCTGTAACCCTACTCCCT ‐8 41 61 20 176 21 59,374 59,274 39,500 42,000 2,352,734 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 20 ‐8 151 GGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGGGGAAGAGGAAAGGGAAGGG TCCCTGTAACCCTACTCCCT ‐8 41 61 20 175 20 59,374 58,599 39,500 42,000 2,027,323 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:22440_ 1 73 42 7 1 AAGGGG GGGAAGGGGAAGGGGAAGGGGAAGGGGAAGGG NA 0 0 20 ‐8 151 GGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGGGGAAGAGGAAAGGGAAGGG TCCCTGTAACCCTACTCCCTT ‐8 40 61 20 175 21 59,374 59,274 39,500 39,500 2,352,734 A 224 AGGAAGGGGAAAGGCAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAGGGAAGGGGAAGAGGAAAgggaaggggaaggggaaggggaaggggaaggggaaggggaagGGAAGGGGAAAGGGAAGGGGAAGGGGAAAAGGGAAGGGGAAAGGGAGTAGGGTTACAGGGAAAGAAAAGGAGCAATGAGGTGCTAATTAGGTATCTCTTTCAAAGAGATA

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 1 1 3 54 198 CCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGCCGATGAACAGCTTGCACAG GTTCCAGCGTCCTCGGCTC 54 78 5 20 202 19 59,833 62,992 36,600 47,000 4,159,006 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 3 36 180 AGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCT AGCTGCGAGTTCTCCATGTC GTTCCAGCGTCCTCGGCTC 36 78 23 20 202 19 60,108 62,992 30,600 47,000 4,099,961 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 4 54 197 CCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGCCGATGAACAGCTTGCACAG TTCCAGCGTCCTCGGCTC 54 78 5 20 201 18 59,833 61,760 36,600 47,000 3,927,505 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 4 54 198 CCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGCCGATGAACAGCTTGCACAG GTTCCAGCGTCCTCGGCT 54 79 5 20 202 18 59,833 62,071 36,600 55,200 4,238,022 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 4 37 180 CAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCC CAGCTGCGAGTTCTCCATGT TTCCAGCGTCCTCGGCTC 37 78 22 20 201 18 60,391 61,760 32,100 47,000 4,150,901 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2115:9861:23354_ 1 79 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NA 0 0 4 36 179 AGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCT AGCTGCGAGTTCTCCATGTC TTCCAGCGTCCTCGGCTC 36 78 23 20 201 18 60,108 61,760 30,600 47,000 3,868,459 F 213 CCCGCCGATGAACAGCTTGCACAGCTGCGAGTTCTCCATGTCGGACGCCCGGGCCCTGcccccGCCCTgcgcgcTCCGcgccgccgccgccgccgccgccgccgcCGTCAccgccgccgccgCTGCcggcggcggGGAAGGGGCGGGAgggggCGGGAAGGGgcgcgcTGCCGGCCCGAGGCCGAGCCGAGGACGCTGGAACCCCACCAGGGC

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 1 1 16 7 99 TGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtG TGAGTGTGTGTGAGTGGGTC TCACACAGGCTCACTCACAC 7 7 4 20 102 20 59,536 59,895 44,600 38,200 0.568891 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 0 0 16 5 97 AgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAG AGTGTGTGTGAGTGGGTCTG TCACACAGGCTCACTCACAC 5 7 6 20 102 20 59,534 59,895 35,100 38,200 0.570560 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 0 0 16 4 96 gtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGT GTGTGTGTGAGTGGGTCTGA TCACACAGGCTCACTCACAC 4 7 7 20 102 20 59,536 59,895 32,700 38,200 0.568891 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 0 0 20 7 145 TGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtG TGAGTGTGTGTGAGTGGGTC ACAGACTCACTCACTCACTCAG 7 51 4 20 148 22 59,536 59,116 44,600 33,500 3,348,048 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 0 0 20 5 143 AgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAG AGTGTGTGTGAGTGGGTCTG ACAGACTCACTCACTCACTCAG 5 51 6 20 148 22 59,534 59,116 35,100 33,500 3,349,717 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:10429:36539 1 31 45 7 2 ACTC GTGTGTGTGTGTGAGTCTGAGTGAGTGAGTGAGTGNA 0 0 20 4 142 gtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGT GTGTGTGTGAGTGGGTCTGA ACAGACTCACTCACTCACTCAG 4 51 7 20 148 22 59,536 59,116 32,700 33,500 3,348,048 G 155 GATTGAgtgtgtgtGAGTGGGTCTGAGTGAgtgtgtgtgtgtGAGTCtgagtgagtgagtgagtgagtgagtgagTCTGTGCGTGTGAGTGAGCCtgtgtgAGTGAGTGAGTCtgtgtgAGTGAGTCtgagtgagtgagtgagTCTGTATGAATG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 1 1 8 14 91 ACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCACGTGGAAGGGACTGGAAAG CTCCCGCTCCTCCTCCTG 18 14 161 20 251 18 59,603 60,837 26,200 38,600 3,234,102 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 8 14 92 GACGTGGAAGGGACTGGAAAGCTGGTACTTGGCA GACGTGGAAGGGACTGGAAA CTCCCGCTCCTCCTCCTG 19 14 160 20 251 18 59,605 60,837 31,300 38,600 3,232,603 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 8 14 93 AGACGTGGAAGGGACTGGAAAGCTGGTACTTGGC AGACGTGGAAGGGACTGGAA CTCCCGCTCCTCCTCCTG 20 14 159 20 251 18 60,471 60,837 35,300 38,600 3,308,503 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 8 14 191 TAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCG TAGTGTTCTTCCTCGGCTGC CTCCCGCTCCTCCTCCTG 118 14 61 20 251 18 59,753 60,837 52,500 38,600 3,083,926 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 8 14 246 AgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATAGTGTGTGCTGTAGGAAGGG CTCCCGCTCCTCCTCCTG 173 14 6 20 251 18 59,313 60,837 39,500 38,600 3,524,645 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 10 9 186 TAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCG TAGTGTTCTTCCTCGGCTGC GCTCCTCCTCCTGCTGCT 118 9 61 20 246 18 59,753 61,083 52,500 42,400 3,329,336 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 10 9 241 AgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATAGTGTGTGCTGTAGGAAGGG GCTCCTCCTCCTGCTGCT 173 9 6 20 246 18 59,313 61,083 39,500 42,400 3,770,055 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 10 7 184 TAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCG TAGTGTTCTTCCTCGGCTGC TCCTCCTCCTGCTGCTCG 118 7 61 20 244 18 59,753 60,758 52,500 50,300 3,004,142 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 10 7 216 GAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGGAGTCGAGGTGATGCTAGGG TCCTCCTCCTGCTGCTCG 150 7 29 20 244 18 59,329 60,758 35,300 50,300 3,428,759 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 10 7 239 AgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATAGTGTGTGCTGTAGGAAGGG TCCTCCTCCTGCTGCTCG 173 7 6 20 244 18 59,313 60,758 39,500 50,300 3,444,862 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 11 7 185 TAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCG TAGTGTTCTTCCTCGGCTGC CTCCTCCTCCTGCTGCTCG 118 7 61 20 245 19 59,753 61,784 52,500 50,300 3,030,991 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:14661:8534_ 1 199 21 7 1 CCG GCGGCGGCGGCGGCGGCGGCG NA 0 0 11 7 240 AgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATAGTGTGTGCTGTAGGAAGGG CTCCTCCTCCTGCTGCTCG 173 7 6 20 245 19 59,313 61,784 39,500 50,300 3,471,710 F 289 AAAGAAgtgtgtGCTGTAGGAAGGGGCAGAGTCGAGGTGATGCTAGGGGATGCATAACTGTAGTGTTCTTCCTCGGCTGCCTTCATGGTGCCGCCGGCGGGCGGCACGGGCCGCAAAGTTTCTCCGCTCCCGCAGACTGCGGCCGGAGGGCCGAGTGGAGACGTGGAAGGGACTGGAAAGCTGGTACTTGGCATCCACgcggcggcggcggcggcggcgGCAGCGGCGAGCAGCaggaggaggAGCGGGAGCTGGCGCGGCTAGCAGCCCTGGGCCGGCTCCCTAGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 1 1 4 30 192 AACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAAACCCGCCTATCTTTCCCAC ACAGGCGTAGAAGAAGATGGG 30 75 45 20 236 21 59,745 59,517 46,100 40,000 1,737,625 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 4 19 136 AACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAAACCCGCCTATCTTTCCCAC AGCTGCTGCATTCAGATAGGT 30 19 45 20 180 21 59,745 59,510 46,100 30,800 1,744,682 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 6 32 194 ccAACCCGCCTATCTTTCCCACCACTATCCCGCAACC CCAACCCGCCTATCTTTCCC ACAGGCGTAGAAGAAGATGGG 32 75 43 20 236 21 60,466 59,517 39,700 40,000 1,948,235 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 6 31 172 cAACCCGCCTATCTTTCCCACCACTATCCCGCAACCT CAACCCGCCTATCTTTCCCA GGCGAAGAGAGAACATGCCC 31 55 44 20 215 20 59,745 61,092 43,700 53,600 1,347,093 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 6 31 193 cAACCCGCCTATCTTTCCCACCACTATCCCGCAACCT CAACCCGCCTATCTTTCCCA ACAGGCGTAGAAGAAGATGGG 31 75 44 20 236 21 59,745 59,517 43,700 40,000 1,737,340 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 6 19 137 cAACCCGCCTATCTTTCCCACCACTATCCCGCAACCT CAACCCGCCTATCTTTCCCA AGCTGCTGCATTCAGATAGGT 31 19 44 20 180 21 59,745 59,510 43,700 30,800 1,744,397 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 14 6 112 ATCCCGCAACCTAACCTGACTCCTCGctcactcactcac ATCCCGCAACCTAACCTGAC AGCTGCTGCATTCAGATAGGT 6 19 69 20 180 21 59,748 59,510 35,100 30,800 1,741,847 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 14 6 147 ATCCCGCAACCTAACCTGACTCCTCGctcactcactcac ATCCCGCAACCTAACCTGAC GGCGAAGAGAGAACATGCCC 6 55 69 20 215 20 59,748 61,092 35,100 53,600 1,344,543 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:16112:4438_ 1 95 46 7 1.5 ACTC CTCACTCACTCACTCACACACTCACTCACTCACTCAC NA 0 0 14 6 148 ATCCCGCAACCTAACCTGACTCCTCGctcactcactcac ATCCCGCAACCTAACCTGAC GGGCGAAGAGAGAACATGCC 6 56 69 20 216 20 59,748 61,092 35,100 44,000 1,344,543 F 244 GACCAGACTATcccccAGCCCAACCTGACTACCCCTCTAcccccAACCCGCCTATCTTTCCCACCACTATCCCGCAACCTAACCTGACTCCTCGctcactcactcactcaCAcactcactcactcactcactcactcactCACGCACAGACCTTTaaaaaCCTATCTGAATGCAGCAGCTAATGTCATAAATAgggggCATGTtctctcTTCGcccccAtcttcttctACGCCTGTTTGTCTTC

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 1 14 0 90 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT TGTGAGAGAGAGCGTGAGTG 0 4 1 26 90 20 58,849 59,122 34,100 35,100 8,029,051 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 0 94 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT TGTCTGTGAGAGAGAGCGTG 0 8 1 26 94 20 58,849 59,122 34,100 53,400 8,029,051 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 0 96 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT TGTGTCTGTGAGAGAGAGCG 0 10 1 26 96 20 58,849 59,122 34,100 50,300 8,029,051 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 0 144 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT ACAGACAGAGTGTGTGAGTGAG 0 56 1 26 144 22 58,849 59,640 34,100 35,100 9,511,791 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 0 145 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT GACAGACAGAGTGTGTGAGTGA 0 57 1 26 145 22 58,849 59,641 34,100 34,100 9,510,522 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:17421:14652 1 27 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 14 0 146 CActctctGTTTCTCTTACATTCTGTctcactcactcactcacCACTCTCTGTTTCTCTTACATTCTGT AGACAGACAGAGTGTGTGAGTG 0 58 1 26 146 22 58,849 59,640 34,100 35,100 9,511,791 F 215 CActctctGTTTCTCTTACATTCTGTctcactcactcactcactcactcactcactcactcactcaCTCTCACTCACGctctctctCACAGACACATTCACTCActctctCACACTCTTTATCTCACTcacacaCTCTGTCTGTCTATGtctctctctctctctctctctctctctctcACCCATACATTCTCTGGCTCACTCACATtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 1 1 4 4 201 GAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGAGGATGCTCCGGGCGTG CCGGTCGCGGCAATCCTA 113 4 55 18 255 18 62,899 62,216 53,400 29,400 9,114,981 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 123 AAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGAAAAGGGCAGCTACTTGGGTG CGGTCGCGGCAATCCTAG 34 3 132 20 254 18 60,251 60,659 46,100 30,200 2,909,934 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 124 GAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGGAAAGGGCAGCTACTTGGGT CGGTCGCGGCAATCCTAG 35 3 131 20 254 18 59,962 60,659 45,100 30,200 2,696,903 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 133 ACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGT ACAGAAGAGGAAAGGGCAGC CGGTCGCGGCAATCCTAG 44 3 122 20 254 18 59,963 60,659 52,500 30,200 2,696,040 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 145 GGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTAGGCGGTGAGATGACAGAAGA CGGTCGCGGCAATCCTAG 56 3 110 20 254 18 59,467 60,659 28,700 30,200 3,191,166 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 146 GGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTGGGCGGTGAGATGACAGAAG CGGTCGCGGCAATCCTAG 57 3 109 20 254 18 60,461 60,659 28,500 30,200 3,119,580 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 200 GAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGAGGATGCTCCGGGCGTG CGGTCGCGGCAATCCTAG 113 3 55 18 254 18 62,899 60,659 53,400 30,200 7,557,832 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 249 CTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCG CTCGCAGCCGCATCATGC CGGTCGCGGCAATCCTAG 162 3 6 18 254 18 62,309 60,659 40,600 30,200 6,967,940 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 3 250 CCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGC CCTCGCAGCCGCATCATG CGGTCGCGGCAATCCTAG 163 3 5 18 254 18 61,647 60,659 30,700 30,200 6,305,569 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 2 145 GGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTGGGCGGTGAGATGACAGAAG GGTCGCGGCAATCCTAGC 57 2 109 20 253 18 60,461 60,968 28,500 34,200 3,428,602 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 2 199 GAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGAGGATGCTCCGGGCGTG GGTCGCGGCAATCCTAGC 113 2 55 18 253 18 62,899 60,968 53,400 34,200 7,866,854 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:20821:16498 1 186 48 16 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NA 0 0 6 2 249 CCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGC CCTCGCAGCCGCATCATG GGTCGCGGCAATCCTAGC 163 2 5 18 253 18 61,647 60,968 30,700 34,200 6,614,591 A 257 CGAGCCTCGCAGCCGCATCATGCCGCCGGGTCCGTCAGCGCCCGCTCAACAGGGGAGGATGCTCCGGGCGTGGGCGGCCGGTTTCCTCGGGGAACGCGGTCTGTGGTGGGGCGGTGAGATGACAGAAGAGGAAAGGGCAGCTACTTGGGTGTGGTTCCGGCTCGGACTCCCGCAGCGGATGCGGGtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcGCGCTAGGATTGCCGCGACCGGTT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 1 1 10 34 191 caCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACCACCTCCACGCACAT CCGGTCTGTCAGATCAGCTT 34 98 23 18 213 20 59,967 59,466 32,100 37,400 2,566,940 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 10 33 190 aCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACCACCTCCACGCACATG CCGGTCTGTCAGATCAGCTT 33 98 24 18 213 20 59,967 59,466 32,100 37,400 2,566,940 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 10 33 193 aCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACCACCTCCACGCACATG AAGCCGGTCTGTCAGATCAG 33 101 24 18 216 20 59,967 59,466 32,100 29,000 2,566,940 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 13 20 137 CACATGCCACCTCcacacaCCCCTCCACGTcccccAACACACATGCCACCTCCACACA CTCCCAACCTTCTGGCAACT 20 57 36 19 172 20 60,228 59,889 37,200 31,600 1,339,468 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 13 20 154 CACATGCCACCTCcacacaCCCCTCCACGTcccccAACACACATGCCACCTCCACACA GAATTGCTGTGCTGCTGCTC 20 74 36 19 189 20 60,228 60,456 37,200 42,600 1,684,527 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 13 20 178 CACATGCCACCTCcacacaCCCCTCCACGTcccccAACACACATGCCACCTCCACACA CCGGTCTGTCAGATCAGCTT 20 98 36 19 213 20 60,228 59,466 37,200 37,400 1,762,627 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 13 19 136 ACATGCCACCTCcacacaCCCCTCCACGTcccccAACAcACATGCCACCTCCACACAC CTCCCAACCTTCTGGCAACT 19 57 37 19 172 20 60,228 59,889 38,200 31,600 1,339,499 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 13 19 153 ACATGCCACCTCcacacaCCCCTCCACGTcccccAACAcACATGCCACCTCCACACAC GAATTGCTGTGCTGCTGCTC 19 74 37 19 189 20 60,228 60,456 38,200 42,600 1,684,557 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26514:30545 1 75 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 14 19 137 CACATGCCACCTCcacacaCCCCTCCACGTcccccAACACACATGCCACCTCCACACAC CTCCCAACCTTCTGGCAACT 19 57 36 20 172 20 61,518 59,889 38,200 31,600 1,629,309 F 233 TCCTCACAcccccAACCCcacacaCCACCTCCACGCACATGCCACCTCcacacaCCCCTCCACGTcccccAACActgctgctgctgctgctgctgACTTTGGGCAGCTTCATGGATTCCTGGCAGGtttttCAAAAGAAAATAGAATCACAAAGTTGCCAGAAGGTTGGGagcagcagcACAGCAATTCAGTGAAGCTGATCTGACAGACCGGCTTTACAAAACATCGCAACT

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 1 1 20 13 243 TGGGCATGCAGAATACGACAGGATGAAAACAATCCTGGGCATGCAGAATACGACA ATGAGAGTGAGAGTGAGAGAGA 134 13 2 20 244 22 59,748 57,157 43,500 31,000 5,094,166 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 12 141 GCTGAAGGCAGTTGGGAAACCGTTTAGCATATAAT GCTGAAGGCAGTTGGGAAAC TGAGAGTGAGAGTGAGAGAGAA 33 12 103 20 243 22 59,685 57,368 27,800 28,700 4,947,578 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 12 158 GGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAA GGTGGGTTTCCATTCCTGCT TGAGAGTGAGAGTGAGAGAGAA 50 12 86 20 243 22 60,252 57,368 42,400 28,700 4,884,114 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 12 201 CTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGCTATGGTGGGAACTTGCGGT TGAGAGTGAGAGTGAGAGAGAA 93 12 43 20 243 22 60,035 57,368 56,800 28,700 4,667,766 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 12 202 ACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCACTATGGTGGGAACTTGCGG TGAGAGTGAGAGTGAGAGAGAA 94 12 42 20 243 22 60,035 57,368 56,900 28,700 4,667,766 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 12 242 TGGGCATGCAGAATACGACAGGATGAAAACAATCCTGGGCATGCAGAATACGACA TGAGAGTGAGAGTGAGAGAGAA 134 12 2 20 243 22 59,748 57,368 43,500 28,700 4,883,961 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 20 10 242 TGGGCATGCAGAATACGACAGGATGAAAACAATCCTGGGCATGCAGAATACGACA TGAGAGTGAGAGTGAGAGAGAATG 134 10 2 20 243 24 59,748 59,057 43,500 26,700 5,194,728 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 21 1 131 GCTGAAGGCAGTTGGGAAACCGTTTAGCATATAAT GCTGAAGGCAGTTGGGAAAC AGTGAGAGAGAATGAGAGTGAGT 33 1 103 20 233 23 59,685 58,078 27,800 34,100 5,237,457 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 22 0 131 GCTGAAGGCAGTTGGGAAACCGTTTAGCATATAAT GCTGAAGGCAGTTGGGAAAC AGTGAGAGAGAATGAGAGTGAGTG 33 0 103 20 233 24 59,685 59,298 27,800 35,100 5,016,902 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 22 0 148 GGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAA GGTGGGTTTCCATTCCTGCT AGTGAGAGAGAATGAGAGTGAGTG 50 0 86 20 233 24 60,252 59,298 42,400 35,100 4,953,438 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 22 0 191 CTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGCTATGGTGGGAACTTGCGGT AGTGAGAGAGAATGAGAGTGAGTG 93 0 43 20 233 24 60,035 59,298 56,800 35,100 4,737,090 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:26534:33709 1 156 54 7 1.5 ACTCTC CTCTCTCTCTCTCACTCTCACTCTCACTCTCACTCTCANA 0 0 24 4 157 GCTGAAGGCAGTTGGGAAACCGTTTAGCATATAAT GCTGAAGGCAGTTGGGAAAC TGAGAGTGAGAGAGAATGAGAGTG 33 4 103 20 237 24 59,685 59,057 27,800 35,100 5,258,345 F 286 GTGGGCATGCAGAATACGACAGGATGAAAACAATCCAGTTCACTATGGTGGGAACTTGCGGTTCCAACTGTCCTGGCGGGATAATGGTGGGTTTCCATTCCTGCTGAAGGCAGTTGGGAAACCGTTTAGCATATAATTAATAGAATTTAAACGAGctctctctctctcactctcactctcactctcactctcactctcactctcactctCACTCACTCTCATtctctctcACTCTCACTCTCATtctctctcACTctcactcactcactctctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 1 1 3 35 169 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC GCGTCGTGTAGGGAAAGAGT 43 35 41 19 209 20 60,080 59,757 31,800 32,400 1,322,845 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 3 7 141 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC CGGTGGTCGGCGTATCATTA 43 7 41 19 181 20 60,080 59,969 31,800 19,000 1,110,793 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 4 7 139 CGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCGAGCCCACCTCTGAACC CGGTGGTCGGCGTATCATTA 42 7 43 18 181 20 59,734 59,969 36,200 19,000 2,297,099 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 6 17 131 CCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCCACACCCAACCGTCCAG GTGTAGATCTCGGTGGTCGG 24 17 61 18 191 20 60,281 59,619 38,600 47,900 2,662,572 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 6 17 151 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC GTGTAGATCTCGGTGGTCGG 43 17 41 19 191 20 60,080 59,619 31,800 47,900 1,460,839 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 6 7 121 CCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCCACACCCAACCGTCCAG CGGTGGTCGGCGTATCATTA 24 7 61 18 181 20 60,281 59,969 38,600 19,000 2,312,527 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 16 43 213 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC TGGCTGGTTGGATGGATGAA 43 79 41 19 253 20 60,080 59,297 31,800 25,700 1,783,239 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 16 43 214 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC ATGGCTGGTTGGATGGATGA 43 80 41 19 254 20 60,080 59,071 31,800 29,200 2,008,255 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:27204:21298 1 103 52 9 1.5 ATCC CCATCCATCCATCCAGCCATCCATCCATCCATCCATCNA 0 0 17 43 213 GACGAGCCCACCTCTGAACCCCACACCCAACCGTCCGACGAGCCCACCTCTGAAC TGGCTGGTTGGATGGATGAAT 43 78 41 19 253 21 60,080 59,711 31,800 25,700 2,368,383 F 254 atccatccatccATTcatccatccatccatccatccatcCGACGAGCCCACCTCTGAACCCCACACCCAACCGTCCAGCCAGCCTGCCGTCCTCCGCTCCAAccatccatccatCCAGccatccatccatccatccatccatccatccatccatCCttttttAATGATACGCCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTatccatccatccATTCATCCATCCAACCAGCCAT

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 1 1 3 1 94 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCA TCCAACGCCTTGATGACAGT 1 26 11 26 104 20 57,944 59,604 39,600 35,500 8,452,842 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 1 95 AGTCTACTGTAGTGATATGGATATGCAGaataataataAGTCTACTGTAGTGATATGGATATGCA TCCAACGCCTTGATGACAGT 1 26 10 27 104 20 59,109 59,604 39,600 35,500 8,287,090 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 1 140 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCA AGCAGTTAGTGAGATGGCCA 1 72 11 26 150 20 57,944 58,721 39,600 53,600 9,335,903 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 1 141 AGTCTACTGTAGTGATATGGATATGCAGaataataataAGTCTACTGTAGTGATATGGATATGCA AGCAGTTAGTGAGATGGCCA 1 72 10 27 150 20 59,109 58,721 39,600 53,600 9,170,151 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 1 192 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCA GGTGACAACCCATAAGGCCA 1 124 11 26 202 20 57,944 59,961 39,600 53,600 8,095,442 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 1 193 AGTCTACTGTAGTGATATGGATATGCAGaataataataAGTCTACTGTAGTGATATGGATATGCA GGTGACAACCCATAAGGCCA 1 124 10 27 202 20 59,109 59,961 39,600 53,600 7,929,690 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 1 255 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCA AGGACACTCAGAAGATATCATGCT 1 183 11 26 265 24 57,944 59,099 39,600 37,900 12,957,058 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 1 256 AGTCTACTGTAGTGATATGGATATGCAGaataataataAGTCTACTGTAGTGATATGGATATGCA AGGACACTCAGAAGATATCATGCT 1 183 10 27 265 24 59,109 59,099 39,600 37,900 12,791,306 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 1 257 AGTCTACTGTAGTGATATGGATATGCAGaataataataAGTCTACTGTAGTGATATGGATATGCA GAGGACACTCAGAAGATATCATGCT 1 183 10 27 266 25 59,109 59,989 39,600 37,900 12,901,576 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 0 94 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCAG TCCAACGCCTTGATGACAGT 0 26 11 27 104 20 58,813 59,604 44,100 35,500 8,583,915 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 0 140 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCAG AGCAGTTAGTGAGATGGCCA 0 72 11 27 150 20 58,813 58,721 44,100 53,600 9,466,976 A 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 0 189 TCTACTGTAGTGATATGGATATGCAGaataataataat TCTACTGTAGTGATATGGATATGCAG TGACAACCCATAAGGCCAACA 0 121 12 26 200 21 57,714 59,854 44,100 33,300 9,432,136 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:29214:62435 1 38 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 0 192 GTCTACTGTAGTGATATGGATATGCAGaataataataaGTCTACTGTAGTGATATGGATATGCAG GGTGACAACCCATAAGGCCA 0 124 11 27 202 20 58,813 59,961 44,100 53,600 8,226,515 F 276 AGATCTTATAGTCTACTGTAGTGATATGGATATGCAGaataataataataataataatATGGGTAACAAAAGGCATTGACAAAGACTGTCATCAAGGCGTTGGAAAAGATGGAATGCGAATACCATGGAATGGCCATCTCACTAACTGCTTCTTGCAGTTGAGttttttGGTAGAAGATTGTTGGCCTTATGGGTTGTCACCTTTGAATGGAAGCTGCAGTGGAGATTGATTATAATATAAAGCATGATATCTTCTGAGTGTCCTCATCaaaaaTG

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 2 16 110 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA TCCTGAGGAACAACAGCGTC 16 33 32 20 141 20 59,893 59,966 34,100 51,900 0.140212 B 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 2 16 212 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA CTCTGCCTGTACACCCTTGG 16 135 32 20 243 20 59,893 60,036 34,100 36,100 0.142718 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 32 246 GGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGGGGAATTGATGTCTCAGTTGCAG TGGAAGTAGCTAGATCTCTGCCT 32 147 13 23 258 23 59,872 60,117 44,100 47,500 6,245,564 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 17 213 TGCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTG CTCTGCCTGTACACCCTTGG 17 135 31 20 243 20 60,179 60,036 36,600 36,100 0.215058 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 33 246 GGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGGGGAATTGATGTCTCAGTTGCA TGGAAGTAGCTAGATCTCTGCC 33 148 13 22 258 22 58,916 58,773 40,800 48,500 6,310,816 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 33 246 GGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGGGGAATTGATGTCTCAGTTGCA TGGAAGTAGCTAGATCTCTGCCT 33 147 13 22 258 23 58,916 60,117 40,800 47,500 6,201,361 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 105 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA AGGAACAACAGCGTCCTGAG 16 28 32 20 136 20 59,893 59,966 34,100 33,500 0.140766 B 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 106 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA GAGGAACAACAGCGTCCTGA 16 29 32 20 137 20 59,893 59,966 34,100 38,600 0.140212 B 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 177 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA TCTGTGTCTCCACTGAGGGT 16 100 32 20 208 20 59,893 59,811 34,100 43,400 0.295295 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 180 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA CGGTCTGTGTCTCCACTGAG 16 103 32 20 211 20 59,893 59,758 34,100 33,500 0.348994 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 181 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA TCGGTCTGTGTCTCCACTGA 16 104 32 20 212 20 59,893 60,179 34,100 34,100 0.285709 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:30746:15900 1 68 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 16 206 GCAGACACAACCTCCAGTGAGGAagagagAAGGATTGCAGACACAACCTCCAGTGA CTGTACACCCTTGGGACGTC 16 129 32 20 237 20 59,893 60,038 34,100 43,400 0.144312 F 267 CTGAACCAGATGGGGAATTGATGTCTCAGTTGCAGACACAACCTCCAGTGAGGAagagagAAGGATTaggaggaggaggaggaggaggGTGAGAGGAAGGACTGAACACAGGGGAGCTCAGGACGCTGTTGTTCCTCAGGAAgggggTGGAACAGTACTGGACCCAGAGGGCCGGGAGGAACACAGAAACCCTCAGTGGAGACACAGACCGATTTATGACGTCCCAAGGGTGTACAGGCAGAGATCTAGCTACTTCCAAATACCCTT

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 4 42 159 TTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACA TTGGTGGAAGGAAAGCGGAA AGTTTGGGATGGCCAGAACC 42 56 24 20 182 20 59,816 60,252 43,000 36,200 0.435758 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 42 195 TTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACA TTGGTGGAAGGAAAGCGGAA CCGCTTCAACCCAAGAGGAA 42 92 24 20 218 20 59,816 60,251 43,000 33,600 0.434698 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 41 158 TGGTGGAAGGAAAGCGGAAACGTCGCAGTAACAT TGGTGGAAGGAAAGCGGAAA AGTTTGGGATGGCCAGAACC 41 56 25 20 182 20 59,816 60,252 31,300 36,200 0.435758 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 41 194 TGGTGGAAGGAAAGCGGAAACGTCGCAGTAACAT TGGTGGAAGGAAAGCGGAAA CCGCTTCAACCCAAGAGGAA 41 92 25 20 218 20 59,816 60,251 31,300 33,600 0.434698 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 22 139 ACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTACGTCGCAGTAACATCAGCT AGTTTGGGATGGCCAGAACC 22 56 44 20 182 20 59,756 60,252 42,400 36,200 0.495694 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 19 136 TCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCC TCGCAGTAACATCAGCTCCC AGTTTGGGATGGCCAGAACC 19 56 47 20 182 20 59,824 60,252 43,000 36,200 0.427547 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 19 137 TCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCC TCGCAGTAACATCAGCTCCC CAGTTTGGGATGGCCAGAAC 19 57 47 20 183 20 59,824 59,109 43,000 30,100 1,066,443 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 19 172 TCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCC TCGCAGTAACATCAGCTCCC CCGCTTCAACCCAAGAGGAA 19 92 47 20 218 20 59,824 60,251 43,000 33,600 0.426487 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:32319:21298 1 86 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 43 196 TTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATTTGGTGGAAGGAAAGCGGA CCGCTTCAACCCAAGAGGAA 43 92 23 20 218 20 59,816 60,251 55,400 33,600 0.434698 F 223 CGGCAGACATCAGCCTAGATAATTTGGTGGAAGGAAAGCGGAAACGTCGCAGTAACATCAGCTCCCCAGCCAcccccACTGCCTCcagcagcagcagcagcagcagCACAACACCCACCCGTAAAACCAcccccTGGACCGTCCTCTTCCCTCCACCCTGACGGTTCTGGCCATCCCAAACTGCTTCTGATCCTCTGATTCCTCTTGGGTTGAAGCGGACCAA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 4 20 180 ATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGGCCTCCTTCTATGCTGT CTCCTCTGACCAATGGAGCG 90 20 41 20 220 20 58,484 60,179 44,000 50,300 1,695,199 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 2 162 ATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGGCCTCCTTCTATGCTGT CGGCCTGTGACTCAAGAGAA 90 2 41 20 202 20 58,484 59,682 44,000 28,700 1,834,550 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 20 112 CAACAGCACTGCCAACCACTCcagcagcagCAAGAGC CAACAGCACTGCCAACCAC CTCCTCTGACCAATGGAGCG 23 20 109 19 220 20 59,934 60,179 41,600 50,300 1,245,346 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 20 137 TCTACCATCCACCTCTGCTGAGGGACAACAGCACTGTCTACCATCCACCTCTGCTGA CTCCTCTGACCAATGGAGCG 46 20 84 21 220 20 59,993 60,179 42,600 50,300 1,186,207 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 20 139 ACTCTACCATCCACCTCTGCTGAGGGACAACAGCACACTCTACCATCCACCTCTGCT CTCCTCTGACCAATGGAGCG 48 20 82 21 220 20 59,992 60,179 42,400 50,300 1,186,810 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 20 202 TGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGACATGAACATGACAGGCCA CTCCTCTGACCAATGGAGCG 111 20 19 21 220 20 59,926 60,179 53,600 50,300 1,252,692 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 2 184 TGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGACATGAACATGACAGGCCA CGGCCTGTGACTCAAGAGAA 111 2 19 21 202 20 59,926 59,682 53,600 28,700 1,392,044 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 41 240 TGGTCTTGCCAAGAGTTGACATGAACATGACAGGC TGGTCTTGCCAAGAGTTGAC AAGTCTGGATCTCGGTTTCCA 128 41 3 20 242 21 58,033 58,743 31,800 35,300 4,224,526 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 7 41 240 TGGTCTTGCCAAGAGTTGACATGAACATGACAGGC TGGTCTTGCCAAGAGTTGACA AAGTCTGGATCTCGGTTTCCA 127 41 3 21 242 21 59,788 58,743 35,800 35,300 3,468,910 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 7 40 240 TGGTCTTGCCAAGAGTTGACATGAACATGACAGGC TGGTCTTGCCAAGAGTTGACA AAGTCTGGATCTCGGTTTCCAT 127 40 3 21 242 22 59,788 59,159 35,800 34,100 4,052,354 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 7 20 218 TGGTCTTGCCAAGAGTTGACATGAACATGACAGGC TGGTCTTGCCAAGAGTTGACA CTCCTCTGACCAATGGAGCG 127 20 3 21 220 20 59,788 60,179 35,800 50,300 1,390,792 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 7 2 200 TGGTCTTGCCAAGAGTTGACATGAACATGACAGGC TGGTCTTGCCAAGAGTTGACA CGGCCTGTGACTCAAGAGAA 127 2 3 21 202 20 59,788 59,682 35,800 28,700 1,530,143 B 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:4330:19153_ 1 151 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 13 6 95 ACTCcagcagcagCAAGAGCAACACcagcagcagcagcagACTCCAGCAGCAGCAAGAG CTCCTCTGACCAATGGAGCG 6 20 126 19 220 20 60,004 60,179 28,500 50,300 1,182,686 F 282 GATGGTCTTGCCAAGAGTTGACATGAACATGACAGGCCAAATGGCCTCCTTCTATGCTGTATGTAATCTATGATTCTATGAACTCTACCATCCACCTCTGCTGAGGGACAACAGCACTGCCAACCACTCcagcagcagCAAGAGCAACACcagcagcagcagcagcagcagcagcagcagCCTTCTCTTGAGTCACAGGCCGCTCCATTGGTCAGAGGAGATGGAAACCGAGATCCAGACTTAAACAATTAAGGGATTCAATTGTGTAGATACTGAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 1 1 4 0 126 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC GGTACGTACACAGCCCACAT 0 49 47 21 172 20 57,060 59,752 45,200 32,100 4,188,497 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 5 0 160 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC GTACGGTCGCACCAGAATCT 0 83 47 21 206 20 57,060 59,827 45,200 24,000 4,113,011 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 6 0 128 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC CAGGTACGTACACAGCCCAC 0 51 47 21 174 20 57,060 60,389 45,200 46,100 4,329,635 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 10 0 131 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC ACACAGGTACGTACACAGCC 0 54 47 21 177 20 57,060 59,684 45,200 48,500 4,256,412 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 10 0 155 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC GTCGCACCAGAATCTCACCA 0 78 47 21 201 20 57,060 60,037 45,200 41,700 3,977,534 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 12 0 168 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC TAACACAGGTACGGTCGCAC 0 91 47 21 214 20 57,060 60,039 45,200 53,400 3,979,464 B 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 20 ‐6 95 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC CAGCCACACTCACACTCACT 0 ‐6 47 21 117 20 57,060 59,894 45,200 34,100 4,045,802 F 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:5964:63156_ 1 68 36 9 1 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NA 0 0 20 ‐8 93 TGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtg TGTGAATTCAATGAGGTTGGC GCCACACTCACACTCACTCA 0 ‐8 47 21 115 20 57,060 59,895 45,200 34,100 4,045,063 F 228 ACCCAGTATGCTGCCTAtttttttttCCGCGatatatTTTAGTTTATGTGAATTCAATGAGGTTGGCtgagtgagtgagtgagtgagtgagtgagtgagtgagTGTGAGTGTGGCtgagtgagtgagTGTGAGTGTGGCTGGGTGAGTGTGCATGTGGGCTGTGTACGTACCTGTGTTATTTGGTGAGATTCTGGTGCGACCGTACCTGTGTTATTTGGTGTGATTCT

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 1 1 2 3 154 gTGAAGTGGGAGGCAAGTCACTCggagggagggaggg GTGAAGTGGGAGGCAAGTCA ATGTTTCTGGGACCTGCTCG 3 83 19 20 172 20 59,891 60,036 34,100 50,300 0.144595 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 2 2 153 TGAAGTGGGAGGCAAGTCACTCggagggagggaggga TGAAGTGGGAGGCAAGTCAC ATGTTTCTGGGACCTGCTCG 2 83 20 20 172 20 59,891 60,036 36,700 50,300 0.144595 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 2 2 158 TGAAGTGGGAGGCAAGTCACTCggagggagggaggga TGAAGTGGGAGGCAAGTCAC GGCCAATGTTTCTGGGACCT 2 88 20 20 177 20 59,891 60,252 36,700 38,500 0.360372 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 4 3 135 gTGAAGTGGGAGGCAAGTCACTCggagggagggaggg GTGAAGTGGGAGGCAAGTCA GAGCATCGCGGGTTGGTAG 3 65 19 20 153 19 59,891 60,883 34,100 31,800 1,991,669 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 4 2 134 TGAAGTGGGAGGCAAGTCACTCggagggagggaggga TGAAGTGGGAGGCAAGTCAC GAGCATCGCGGGTTGGTAG 2 65 20 20 153 19 59,891 60,883 36,700 31,800 1,991,669 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2116:8450:21473_ 1 42 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NA 0 0 6 2 123 TGAAGTGGGAGGCAAGTCACTCggagggagggaggga TGAAGTGGGAGGCAAGTCAC GTTGGTAGCAGGGCGAGG 2 55 20 20 142 18 59,891 60,125 36,700 46,300 2,233,691 F 203 GTAGCTCAGCCAGTgggggTGAAGTGGGAGGCAAGTCACTCggagggagggagggagggagggagggagGCGAGGAGCTTCAGCCAGGAAGGGTAGAGGGGAAACTCTCAGAGTTgggggTGGACCTCGCCCTGCTACCAACCCGCGATGCTCGAGCAGGTCCCAGAAACATTGGCCTATTGGCCTCAAAGTAAACAGCTAAG

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 1 1 4 53 174 CACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACACAATGGCGCCGTCCTATA TTGATGCTCTGAGTCCTGCG 57 53 67 20 240 20 60,250 60,108 13,100 51,800 0.358171 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 14 129 CGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggCGGGCTCGACCACTCGTC TTGATGCTCTGAGTCCTGCG 14 53 112 18 240 20 62,478 60,108 42,000 51,800 4,586,447 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 14 134 CGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggCGGGCTCGACCACTCGTC CGCTGTTGATGCTCTGAGTC 14 58 112 18 245 20 62,478 59,002 42,000 33,600 5,475,907 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 14 139 CGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggCGGGCTCGACCACTCGTC AAAGGCGCTGTTGATGCTCT 14 63 112 18 250 20 62,478 60,607 42,000 40,900 5,085,464 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 64 236 CTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATCTACTTCCACGGCTGGCTC CAAAGGCGCTGTTGATGCTC 109 64 16 19 251 20 60,154 60,456 47,000 42,600 1,609,181 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 53 224 TACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTACTTCCACGGCTGGCTCAT TTGATGCTCTGAGTCCTGCG 107 53 17 20 240 20 61,265 60,108 29,000 51,800 1,373,221 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 53 225 CTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATCTACTTCCACGGCTGGCTC TTGATGCTCTGAGTCCTGCG 109 53 16 19 240 20 60,154 60,108 47,000 51,800 1,262,021 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 56 184 ACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAA ACAATGGCGCCGTCCTATAG CAAAGGCGCTGTTGATGCTC 56 64 68 20 251 20 59,966 60,456 13,100 42,600 0.489137 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:10135:4104_ 1 144 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 53 173 ACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAA ACAATGGCGCCGTCCTATAG TTGATGCTCTGAGTCCTGCG 56 53 68 20 240 20 59,966 60,108 13,100 51,800 0.141976 F 286 TCACGAagagagCCCCTACTTCCACGGCTGGCTCATCAGCCACGCCGAGATGTCTccccccGACTACACAATGGCGCCGTCCTATAGCCCCGAGTACGCCAACGGCAGCGCCGGGCTCGACCACTCGTCGTACgggggCGTTTcggcggcggcggcggcggcggcggTGGTGGGAGGCCGGCCGACCAAGCGCAGGGGAACGGCCAACCGCAAGGAGAGGCGCAGGACTCAGAGCATCAACAGCGCCTTTGCGGAGCTCCGCGAGTGCATCCCCAACGTGCCGGCC

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 1 1 16 50 197 GGcagacagacagaTAGGTAGCTAAATGGATAGAGAAGGCAGACAGACAGATAGGTAGC TCCCTCCTTACTTCCCTCCT 50 51 36 22 232 20 59,965 58,595 35,800 36,900 3,440,564 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 16 1 111 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA ATCCTTCCCTCCCTCCTTCC 1 16 87 20 197 20 60,179 60,030 38,600 34,600 0.208527 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 16 1 117 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA CCTTCCATCCTTCCCTCCCT 1 22 87 20 203 20 60,179 60,328 38,600 42,000 0.506913 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 16 1 118 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TCCTTCCATCCTTCCCTCCC 1 23 87 20 204 20 60,179 60,328 38,600 43,000 0.506526 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 16 1 134 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TCCCTCCTTCCTTCACTCCT 1 39 87 20 220 20 60,179 59,206 38,600 36,900 0.972567 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 16 1 146 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TCCCTCCTTACTTCCCTCCT 1 51 87 20 232 20 60,179 58,595 38,600 36,900 1,584,193 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 17 50 197 GGcagacagacagaTAGGTAGCTAAATGGATAGAGAAGGCAGACAGACAGATAGGTAGC TCCCTCCTTACTTCCCTCCTT 50 50 36 22 232 21 59,965 59,271 35,800 33,600 3,764,022 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 17 50 198 GGcagacagacagaTAGGTAGCTAAATGGATAGAGAAGGCAGACAGACAGATAGGTAGC TTCCCTCCTTACTTCCCTCCT 50 51 36 22 233 21 59,965 59,271 35,800 36,900 3,764,022 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 17 1 146 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TCCCTCCTTACTTCCCTCCTT 1 50 87 20 232 21 60,179 59,271 38,600 33,600 1,907,650 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 17 1 147 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TTCCCTCCTTACTTCCCTCCT 1 51 87 20 233 21 60,179 59,271 38,600 36,900 1,907,650 B 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 18 1 105 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA CCCTCCCTCCTTCCTTCCTT 1 10 87 20 191 20 60,179 60,253 38,600 33,600 0.432344 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:13606:16059 1 108 54 8 1.5 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 18 1 107 AGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggAGATCGATAGGCAGGCAGGA TTCCCTCCCTCCTTCCTTCC 1 12 87 20 193 20 60,179 60,253 38,600 34,600 0.432156 F 237 AGAAATACaaaaaGACATAGAAAGACAGATAAGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATGTGAGATAGATATAGATCGATAGGCAGGCAGGAAaaggaaggaaggaaggaaggaaggaaggaaggAGggaaggaaggaaggaaggaaGGAGGGAAAgaaggaaggaagGAGGGAGGGAAGGATGGAAGGAGTGAAGGAAGGAGGGAAGTAAGGAGGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 1 1 2 0 101 CACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtct CACTGTCAAGTGCCTTGCAA AACGATGGAAAGATTGTCTGGA 5 0 97 20 197 22 59,260 57,714 40,800 38,600 5,026,445 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 0 0 2 0 145 CCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATCCTGATTTCATGCAGCCACC AACGATGGAAAGATTGTCTGGA 49 0 53 20 197 22 59,541 57,714 46,100 38,600 4,744,965 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 0 0 3 0 100 CACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtct CACTGTCAAGTGCCTTGCAA ACGATGGAAAGATTGTCTGGA 5 0 97 20 196 21 59,260 57,019 40,800 38,600 4,721,220 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 0 0 3 0 144 CCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATCCTGATTTCATGCAGCCACC ACGATGGAAAGATTGTCTGGA 49 0 53 20 196 21 59,541 57,019 46,100 38,600 4,439,740 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 0 0 3 0 146 CCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATCCTGATTTCATGCAGCCACC AAACGATGGAAAGATTGTCTGGA 49 0 53 20 198 23 59,541 58,348 46,100 38,600 5,110,446 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15260:26273 1 122 54 9 1 ACATAG TCTATGTCTATGTCTATGTCTATGTCTATGTCTATGT NA 0 0 4 0 99 ACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtcta ACTGTCAAGTGCCTTGCAAG ACGATGGAAAGATTGTCTGGA 4 0 98 20 196 21 58,973 57,019 40,100 38,600 5,008,428 A 229 aaaaaaGaaaaaaaTCTTTATTAGATCTGAAGATAATTGATAGACATTTCTACCTGATTTCATGCAGCCACCAAAATGTGCTGCAGATAGTAAGTTCACTGTCAAGTGCCTTGCAAGAAGTtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgtctatgTCCAGACAATCTTTCCATCGTTTCTGAGAtttttaaaaaaaGCTTAGACCTCAG

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 1 1 2 18 120 TGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGTCAAGAGCAGTCACTCACAT TCAGCTTTGAAGACGGCACC 18 24 44 22 163 20 59,633 60,885 32,100 50,100 3,251,294 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 3 19 120 TGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGTCAAGAGCAGTCACTCACA TCAGCTTTGAAGACGGCACC 19 24 44 21 163 20 59,243 60,885 35,800 50,100 2,641,242 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 3 19 121 TGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGTCAAGAGCAGTCACTCACA TTCAGCTTTGAAGACGGCAC 19 25 44 21 164 20 59,243 59,056 35,800 50,100 2,700,924 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 3 19 200 TGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGTCAAGAGCAGTCACTCACA GGTGCCACAGTGGACATCAA 19 104 44 21 243 20 59,243 60,537 35,800 25,700 2,293,681 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 3 19 215 TGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGTCAAGAGCAGTCACTCACA CTGATACCACTGGTCGGTGC 19 119 44 21 258 20 59,243 60,460 35,800 50,100 2,216,822 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 63 243 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA GGTGCCACAGTGGACATCAA 63 104 1 20 243 20 59,233 60,537 21,500 25,700 1,304,518 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 63 258 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA CTGATACCACTGGTCGGTGC 63 119 1 20 258 20 59,233 60,460 21,500 50,100 1,227,659 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 63 259 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA ACTGATACCACTGGTCGGTG 63 120 1 20 259 20 59,233 59,104 21,500 49,400 1,662,905 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 25 164 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA TTCAGCTTTGAAGACGGCAC 63 25 1 20 164 20 59,233 59,056 21,500 50,100 1,711,760 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 25 165 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA ATTCAGCTTTGAAGACGGCAC 63 25 1 20 165 21 59,233 59,463 21,500 50,100 2,304,577 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 4 24 163 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA TCAGCTTTGAAGACGGCACC 63 24 1 20 163 20 59,233 60,885 21,500 50,100 1,652,079 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:15686:36399 1 84 36 12 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGTNA 0 0 5 55 195 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCCAGGGCTCCTTGATGATA TCTAGGGACAACACTGACAGC 63 55 1 20 195 21 59,233 59,381 21,500 44,000 2,386,212 F 266 GCCAGGGCTCCTTGATGATACACTTACTTAGATGCTGCTTTAATGTCAAGAGCAGTCACTCACATCTTACCTCTTGGGGTGGGggtggtggtggtggtggtggtggtggtggtggtggtggggggggggggggggggggggggggTGCCGTCTTCAAAGCTGAAtttttttttAGCTGTCAGTGTTGTCCCTAGAATTTCACCAAAATGCAGGGTGCAAAATTTTGATGTCCACTGTGGCACCGACCAGTGGTATCAGTACGTATT

ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 1 1 3 2 139 ATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACC ATGAGATTGATTTGCTGTCTGATTT TTTAGTGTCGTCAGTCAACTATAGT 59 2 96 25 234 25 57,594 57,555 21,700 21,200 14,850,660 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 3 2 141 ATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCA ATATGAGATTGATTTGCTGTCTGATT TTTAGTGTCGTCAGTCAACTATAGT 60 2 94 26 234 25 57,307 57,555 25,700 21,200 16,137,749 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 4 2 138 TGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCC TGAGATTGATTTGCTGTCTGATTT TTTAGTGTCGTCAGTCAACTATAGT 59 2 97 24 234 25 57,171 57,555 21,700 21,200 14,273,858 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 4 2 140 TATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCAC TATGAGATTGATTTGCTGTCTGATTT TTTAGTGTCGTCAGTCAACTATAGT 59 2 95 26 234 25 57,484 57,555 21,700 21,200 15,960,324 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG
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ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 4 2 144 TCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGC TCTATATGAGATTGATTTGCTGTCTGA TTTAGTGTCGTCAGTCAACTATAGT 62 2 91 27 234 25 58,355 57,555 32,700 21,200 16,089,739 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23967:21245 1 180 28 7 1 AGGG CCTCCCTCCCTCCCTCCCTCCCTCCCTC NA 0 0 4 0 137 TGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCC TGAGATTGATTTGCTGTCTGATTT TTAGTGTCGTCAGTCAACTATAGTAA 59 0 97 24 233 26 57,171 57,448 21,700 22,400 15,381,312 F 257 AATAGAAAAGTGTTCCAGTCTTCTACACTcccccAAAAGTGCCAACATTCATTCAgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTATCTATATGAGATTGATTTGCTGTCTGAtttttCCTTGCCCACCCCTCCATAGGAAAGGCCTGATCTGCCTTTCCTTCCATCCTTCCCTTcctccctccctccctccctccctccctcTTACTATAGTTGACTGACGACACTAAAATTGCCTTGTTAAATACATTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 2 25 240 AGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAA AGCTTGGGCCAGGGAAGATA AATCCCATCACACAGTTCAAGAGA 150 25 25 20 264 24 60,625 59,958 19,800 31,000 4,666,563 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 123 ATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGT ATGGGTTCCACACTTCTGTG TCCCATCACACAGTTCAAGAGA 35 25 140 20 262 22 57,723 59,028 36,600 31,000 5,248,753 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 153 ACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTACCAGTTTGGACTCTGAATAACTT TCCCATCACACAGTTCAAGAGA 61 25 110 24 262 22 58,058 59,028 26,600 31,000 8,913,810 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 153 ACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTACCAGTTTGGACTCTGAATAACT TCCCATCACACAGTTCAAGAGA 62 25 110 23 262 22 57,431 59,028 22,400 31,000 8,540,641 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 237 GCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAA GCTTGGGCCAGGGAAGATAA TCCCATCACACAGTTCAAGAGA 149 25 26 20 262 22 59,741 59,028 17,500 31,000 3,230,796 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 238 AGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAA AGCTTGGGCCAGGGAAGATA TCCCATCACACAGTTCAAGAGA 150 25 25 20 262 22 60,625 59,028 19,800 31,000 3,596,522 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 244 tttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGT TTTAGGAGCTTGGGCCAGG TCCCATCACACAGTTCAAGAGA 157 25 19 19 262 22 59,309 59,028 44,500 31,000 4,663,240 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 4 25 244 tttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGT TTTAGGAGCTTGGGCCAGGG TCCCATCACACAGTTCAAGAGA 156 25 19 20 262 22 61,863 59,028 44,500 31,000 4,835,177 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 24 237 GCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAA GCTTGGGCCAGGGAAGATAA TCCCATCACACAGTTCAAGAGAA 149 24 26 20 262 23 59,741 59,609 17,500 28,700 3,649,742 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 25 146 TGGACTCTGAATAACTTTGACCTATGGGTTCCACAC TGGACTCTGAATAACTTTGACCT TCCCATCACACAGTTCAAGAGA 55 25 117 23 262 22 57,174 59,028 38,500 31,000 8,797,614 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 6 19 109 TCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTTCTGTGATTGTGCTTGACCTGT TCCCATCACACAGTTCAAGAGA 19 25 154 22 262 22 60,159 59,028 40,000 31,000 5,130,790 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:24677:44626 1 195 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 7 19 108 CTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCCTGTGATTGTGCTTGACCTGT TCCCATCACACAGTTCAAGAGA 19 25 155 21 262 22 58,775 59,028 40,000 31,000 5,196,627 F 268 TTTGACCCTGAGCTTAtttttAGGAGCTTGGGCCAGGGAAGATaaaaaGTGAGTGCCAAAGTGAATTAAAATTACAAAGTAATCAAATTTACCTAGGttttttttGAAAACCAGTTTGGACTCTGAATAACTTTGACCTATGGGTTCCACACTTCTGTGATTGTGCTTGACCTGTTTTATCTAACACAGTCAGAcatcatcatcatcatcatcatCAGGATGAGAGGAAAATCATTTTATTCTCTTGAACtgtgtgATGGGATTACAT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 1 1 3 10 110 TGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAATGGGTAGAACAACCTCAGCT CCCTGTTGATGATATAAAGCCGG 25 10 148 20 257 23 58,270 59,247 42,400 61,300 5,482,858 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 3 10 111 CTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCACTGGGTAGAACAACCTCAGCT CCCTGTTGATGATATAAAGCCGG 25 10 147 21 257 23 59,374 59,247 42,400 61,300 5,379,089 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 3 10 112 TCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCC TCTGGGTAGAACAACCTCAGC CCCTGTTGATGATATAAAGCCGG 26 10 146 21 257 23 59,376 59,247 42,600 61,300 5,377,083 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 4 11 140 ATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAATCAAATCTCCTCCCAACCTTT ACCCTGTTGATGATATAAAGCCG 52 11 119 22 258 23 57,318 58,611 31,100 55,200 9,071,396 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 4 11 141 ATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAATCAAATCTCCTCCCAACCTTT GACCCTGTTGATGATATAAAGCCG 52 11 119 22 259 24 57,318 59,548 31,100 55,200 9,134,476 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 4 10 140 ATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAATCAAATCTCCTCCCAACCTTT ACCCTGTTGATGATATAAAGCCGG 52 10 119 22 258 24 57,318 60,747 31,100 61,300 9,428,723 A 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 4 10 236 GCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGGCTGTGTCCTCTGGCTCAAT CCCTGTTGATGATATAAAGCCGG 151 10 22 20 257 23 60,036 59,247 25,700 61,300 3,788,901 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 5 10 189 CTCTCCCGctctctACTCTGTACAGACTCCTCACAAAT CTCTCCCGCTCTCTACTCTGT CCCTGTTGATGATATAAAGCCGG 103 10 69 21 257 23 60,134 59,247 34,100 61,300 4,887,491 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 5 9 235 GCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGGCTGTGTCCTCTGGCTCAAT CCTGTTGATGATATAAAGCCGGT 151 9 22 20 256 23 60,036 58,611 25,700 52,800 4,425,004 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 11 240 AAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAAAGCTGTGTCCTCTGGCTC ACCCTGTTGATGATATAAAGCCG 154 11 19 20 258 23 59,964 58,611 47,000 55,200 4,425,397 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 11 241 AAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAAAGCTGTGTCCTCTGGCTC GACCCTGTTGATGATATAAAGCCG 154 11 19 20 259 24 59,964 59,548 47,000 55,200 4,488,477 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 10 188 TCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTTCTCCCGCTCTCTACTCTGT CCCTGTTGATGATATAAAGCCGG 103 10 70 20 257 23 59,087 59,247 34,100 61,300 4,666,476 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 10 239 AAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAAAGCTGTGTCCTCTGGCTC CCCTGTTGATGATATAAAGCCGG 154 10 19 20 257 23 59,964 59,247 47,000 61,300 3,789,294 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 10 240 AAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAAAGCTGTGTCCTCTGGCTC ACCCTGTTGATGATATAAAGCCGG 154 10 19 20 258 24 59,964 60,747 47,000 61,300 4,782,724 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:25926:22141 1 193 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 9 187 TCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTTCTCCCGCTCTCTACTCTGT CCTGTTGATGATATAAAGCCGGT 103 9 70 20 256 23 59,087 58,611 34,100 52,800 5,302,579 F 261 GCTTCTGTCAATCACCTAAAAGCTGTGTCCTCTGGCTCAATATCCTTCTCCCAACAGGAACAAtttttCTCTCCCGctctctACTCTGTACAGACTCCTCACAAATTTGAGCAtttttATCAAATCTCCTCCCAACCTTTTCTCCTCTGGGTAGAACAACCTCAGCTTCTCCAAAATGTCCAAGTTTGCTTCtttatttatttatttatttatttatttatttaCCTTTTCCAACCGGCTTTATATCATCAACAGGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2117:27062:31248 1 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 10 34 182 TGGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCTGGAGGGAGGGAAGAGTAGG GATCTGAGCGGACCTCTGG 34 88 48 20 229 19 59,363 59,261 31,800 38,600 2,376,244 F 233 GAGAGCCGGAgggggCTgggggTGGGgagagaTGGGgagagagagaATGGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCGCGGGGATGGGAGAGGAGGGggaggaggaggaggaggaggaGGGCAGGAAGCGGAggggggggggggggggCGCGGTTTGAGGGCCCCTATCTCGAGGGGCTGGGACACCCAGAGGCCGAGGCCGCGGCCCAGAGGTCCGCTCAGATCGCTG

ST‐E00142:460:H2K7HCCXY:6:2117:27062:31248 1 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 34 183 TGGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCTGGAGGGAGGGAAGAGTAGG CGATCTGAGCGGACCTCTG 34 89 48 20 230 19 59,363 59,642 31,800 33,500 1,995,597 F 233 GAGAGCCGGAgggggCTgggggTGGGgagagaTGGGgagagagagaATGGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCGCGGGGATGGGAGAGGAGGGggaggaggaggaggaggaggaGGGCAGGAAGCGGAggggggggggggggggCGCGGTTTGAGGGCCCCTATCTCGAGGGGCTGGGACACCCAGAGGCCGAGGCCGCGGCCCAGAGGTCCGCTCAGATCGCTG

ST‐E00142:460:H2K7HCCXY:6:2117:27062:31248 1 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 33 182 GGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCGGGAGGGAGGGAAGAGTAGGA CGATCTGAGCGGACCTCTG 33 89 49 20 230 19 59,065 59,642 29,400 33,500 2,293,596 F 233 GAGAGCCGGAgggggCTgggggTGGGgagagaTGGGgagagagagaATGGAGGGAGGGAAGAGTAGGATTTTGCGAGAAGCGCGGGGATGGGAGAGGAGGGggaggaggaggaggaggaggaGGGCAGGAAGCGGAggggggggggggggggCGCGGTTTGAGGGCCCCTATCTCGAGGGGCTGGGACACCCAGAGGCCGAGGCCGCGGCCCAGAGGTCCGCTCAGATCGCTG

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 1 1 9 6 191 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttC GTTTCTCCCACTCCCTCTCTC TCAAGGGCAATTAGGGATGGG 6 63 1 21 191 21 59,171 59,782 32,000 40,000 3,046,284 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 10 7 191 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttC GTTTCTCCCACTCCCTCTCT TCAAGGGCAATTAGGGATGGG 7 63 1 20 191 21 58,054 59,782 31,000 40,000 3,163,268 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 10 5 187 TTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTTTCTCCCACTCCCTCTCTCT AAGGGCAATTAGGGATGGGC 5 62 3 20 189 20 58,612 60,106 31,000 53,600 1,493,678 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 10 4 146 TCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCTCTCCCACTCCCTCTCTCTT GCAAAGCCCACATCCCATTG 4 22 4 20 149 20 58,612 60,108 28,500 28,200 1,496,215 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 10 4 186 TCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCTCTCCCACTCCCTCTCTCTT AAGGGCAATTAGGGATGGGC 4 62 4 20 189 20 58,612 60,106 28,500 53,600 1,493,678 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 11 5 190 TTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTTTCTCCCACTCCCTCTCTCT TCAAGGGCAATTAGGGATGGG 5 63 2 21 191 21 59,281 59,782 31,000 40,000 2,937,066 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 11 0 139 CCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctt CCCACTCCCTCTCTCTTTCTT AGCCCACATCCCATTGAAAT 0 18 7 21 145 20 58,454 57,444 25,200 21,700 5,101,542 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 12 1 139 CCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctt CCCACTCCCTCTCTCTTTCT AGCCCACATCCCATTGAAAT 1 18 7 20 145 20 57,754 57,444 25,200 21,700 4,801,823 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:27285:31494 1 28 80 9 2 AAAG TCTCTCTCTCTCTTTTTCCTTCCTTTCTTTCTTTCTTTC NA 0 0 12 1 139 CCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctt CCCACTCCCTCTCTCTTTCT AGCCCACATCCCATTGAAATA 1 17 7 20 145 21 57,754 57,314 25,200 14,000 5,932,319 G 200 GTTTCTCCCACTCCctctctctTTCTTtctctctctctctttttCCTTCctttctttctttctttctttctttctttctttctttCCttctttctttctttctttctCTCtttttaaaaaaTATTATTTCAATGGGATGTGGGCTTTGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAATTGCCCTTGAGAAGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 1 1 14 27 109 TGACAATGATgacgacgacGTGGTGGCGGTGGGAGA TGACAATGATGACGACGACG AGCATTACCTCTACCACCGC 27 27 12 20 120 20 58,387 59,536 51,200 56,800 2,077,722 F 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 0 0 14 26 108 TGACAATGATgacgacgacGTGGTGGCGGTGGGAGA TGACAATGATGACGACGACG GCATTACCTCTACCACCGCC 27 26 12 20 119 20 58,387 60,532 51,200 61,300 2,145,465 F 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 0 0 16 25 107 TGACAATGATgacgacgacGTGGTGGCGGTGGGAGA TGACAATGATGACGACGACG CATTACCTCTACCACCGCCA 27 25 12 20 118 20 58,387 59,172 51,200 56,900 2,441,292 F 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 0 0 16 10 90 GTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggagg GTGGTGGCGGTGGGAGAG AGCATTACCTCTACCACCGC 10 27 31 18 120 20 62,395 59,536 32,000 56,800 4,859,165 A 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 0 0 16 10 91 GTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggagg GTGGTGGCGGTGGGAGAG TAGCATTACCTCTACCACCGC 10 27 31 18 121 21 62,395 59,315 32,000 56,800 6,079,695 A 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:31193:69309 1 59 15 5 1 AGG GAGGAGGAGGAGGAG NA 0 0 16 10 92 GTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggagg GTGGTGGCGGTGGGAGAG TTAGCATTACCTCTACCACCGC 10 27 31 18 122 22 62,395 59,898 32,000 56,800 6,496,629 A 165 gaggaggagGATGACAATGATgacgacgacGTGGTGGCGGTGGGAGAGGTAGTGGTAAgaggaggaggaggagGATGACAACAATGACGATGACGTGGTGGCGGTGGTAGAGGTAATGCTAAgaggaggaggaggaggtggtggtggtggtggtggtgGTAATGT

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 1 1 12 1 112 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA GAGAGGGAGGGATAGCGGAA 43 1 8 20 119 20 59,824 60,179 31,300 43,000 0.354948 F 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 12 0 111 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA AGAGGGAGGGATAGCGGAAG 43 0 8 20 118 20 59,824 60,179 31,300 34,600 0.354936 F 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 16 7 95 ACGCTATTGGTCACCTGCTCGGACTGTctccctccctcc ACGCTATTGGTCACCTGCTC AAAGAGTGGGAGGGAGGGAG 7 20 44 20 138 20 60,108 60,253 42,600 43,000 0.361065 F 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 26 142 TAACGCACCAAACAAACCCGGAAATGAGCCGGCTGTAACGCACCAAACAAACCCG GAGGGATAAAGAGTGGGAGGG 47 26 4 20 145 21 59,619 58,949 52,800 43,000 2,432,007 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 25 137 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA AGGGATAAAGAGTGGGAGGGA 43 25 8 20 144 21 59,824 59,343 31,300 42,000 1,833,151 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 25 141 TAACGCACCAAACAAACCCGGAAATGAGCCGGCTGTAACGCACCAAACAAACCCG AGGGATAAAGAGTGGGAGGGA 47 25 4 20 144 21 59,619 59,343 52,800 42,000 2,038,250 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 24 140 TAACGCACCAAACAAACCCGGAAATGAGCCGGCTGTAACGCACCAAACAAACCCG GGGATAAAGAGTGGGAGGGAG 47 24 4 20 143 21 59,619 58,949 52,800 43,000 2,432,007 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 14 108 TGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctcTGCTCGAACGCTATTGGTCA AGGGATAAAGAGTGGGAGGGA 14 25 37 20 144 21 59,755 59,343 40,200 42,000 1,902,428 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 28 7 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCC NA 0 0 17 7 101 ACGCTATTGGTCACCTGCTCGGACTGTctccctccctcc ACGCTATTGGTCACCTGCTC AGGGATAAAGAGTGGGAGGGA 7 25 44 20 144 21 60,108 59,343 42,600 42,000 1,765,299 B 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 1 14 1 139 GGTCACCTGCTCGGACTGTctccctccctccctccctccctc GGTCACCTGCTCGGACTG AAAGGGAGGGAGGGAGTGAT 1 14 52 18 190 20 59,737 59,576 35,100 30,600 2,686,459 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 15 5 138 GCTATTGGTCACCTGCTCGGACTGTctccctccctccctc GCTATTGGTCACCTGCTCGG GGGAGGGAGTGATAAAGAGGG 5 6 46 20 183 21 60,812 58,949 46,300 43,000 2,862,534 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 15 3 136 TATTGGTCACCTGCTCGGACTGTctccctccctccctccct TATTGGTCACCTGCTCGGAC GGGAGGGAGTGATAAAGAGGG 3 6 48 20 183 21 59,465 58,949 47,900 43,000 2,586,253 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 27 196 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA GGGAGGGAGGGATAAAGGGA 43 27 8 20 203 20 59,824 59,729 31,300 42,000 0.446995 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 24 193 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA AGGGAGGGATAAAGGGAGGG 43 24 8 20 200 20 59,824 59,728 31,300 43,000 0.448224 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 23 192 GCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGGCACCAAACAAACCCGGAAA GGGAGGGATAAAGGGAGGGA 43 23 8 20 199 20 59,824 59,729 31,300 42,000 0.446995 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 7 152 ACGCTATTGGTCACCTGCTCGGACTGTctccctccctcc ACGCTATTGGTCACCTGCTC GGGATAAAGGGAGGGAGGGA 7 19 44 20 195 20 60,108 59,729 42,600 42,000 0.379143 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 7 156 ACGCTATTGGTCACCTGCTCGGACTGTctccctccctcc ACGCTATTGGTCACCTGCTC GGGAGGGATAAAGGGAGGGA 7 23 44 20 199 20 60,108 59,729 42,600 42,000 0.379143 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:32400:41655 1 71 86 7 2 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTTCCGCTATNA 0 0 16 7 160 ACGCTATTGGTCACCTGCTCGGACTGTctccctccctcc ACGCTATTGGTCACCTGCTC GGGAGGGAGGGATAAAGGGA 7 27 44 20 203 20 60,108 59,729 42,600 42,000 0.379143 G 203 GATTAACGCACCAAACAAACCCGGAAATGAGCCGGCTGCTCGAACGCTATTGGTCACCTGCTCGGACTGTctccctccctccctccctccctccctccCTTCCGCTATCCCTCCctctctCCCTCCCTCCCACTCTTTATCCCTCCctctctctctCCCTcccccTCTTTATCActccctccctccCTTTAtccctccctccc

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 1 1 6 1 130 GCAGACGCTGGTGACGGTggcggcggcCGGCAAGAg GCAGACGCTGGTGACGGT ACTCTTCTTGCCGCTCTTCT 17 1 97 18 226 20 62,665 59,027 48,300 28,500 5,637,560 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 6 1 183 CAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGG CAGATCCTCATCCCGGTGC ACTCTTCTTGCCGCTCTTCT 69 1 44 19 226 20 59,930 59,027 50,100 28,500 2,043,327 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 6 1 185 ACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGC ACCAGATCCTCATCCCGGTG ACTCTTCTTGCCGCTCTTCT 70 1 42 20 226 20 61,051 59,027 49,400 28,500 2,023,871 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 6 1 186 GACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGG GACCAGATCCTCATCCCGGT ACTCTTCTTGCCGCTCTTCT 71 1 41 20 226 20 60,761 59,027 52,800 28,500 1,733,827 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 6 1 197 ACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCC ACGGGTTCGAGGACCAGAT ACTCTTCTTGCCGCTCTTCT 83 1 30 19 226 20 60,305 59,027 29,000 28,500 2,277,929 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 6 0 130 GCAGACGCTGGTGACGGTggcggcggcCGGCAAGAg GCAGACGCTGGTGACGGT ACTCTTCTTGCCGCTCTTCTT 17 0 97 18 226 21 62,665 59,654 48,300 25,200 6,010,745 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 7 4 134 GCAGACGCTGGTGACGGTggcggcggcCGGCAAGAg GCAGACGCTGGTGACGGT GGTAACTCTTCTTGCCGCTCT 17 4 97 18 230 21 62,665 60,067 48,300 40,900 5,731,465 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 7 4 190 GACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGG GACCAGATCCTCATCCCGGT GGTAACTCTTCTTGCCGCTCT 71 4 41 20 230 21 60,761 60,067 52,800 40,900 1,827,732 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2117:9993:29736_ 1 132 74 8 2 CCG GCGGCGGCGGCGGCGGCTCCTCGTCGTCGGGCGG NA 0 0 8 5 190 GACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGG GACCAGATCCTCATCCCGGT GGTAACTCTTCTTGCCGCTC 71 5 41 20 230 20 60,761 58,639 52,800 50,300 2,121,765 D 230 CGACGACTCGGACGGGCTgcgcgcCGAGGACGGGTTCGAGGACCAGATCCTCATCCCGGTGCCCGCGCCGGCCGGCGGcgacgacgaCTACATCGAGCAGACGCTGGTGACGGTggcggcggcCGGCAAGAgcggcggcggcggcgGCTCCtcgtcgtcgggcggcggcCGCGTCAAGAAGggcggcggcggcggcggcggcggcAAGAAGAGCGGCAAGAAGAGTTACC

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 1 1 6 30 162 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT AAGGCCAGTGTGAAGCAAGA 30 59 9 20 170 20 58,364 59,817 39,100 30,200 1,819,640 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 164 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT TGAAGGCCAGTGTGAAGCAA 30 61 9 20 172 20 58,364 60,107 39,100 39,100 1,742,917 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 165 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT ATGAAGGCCAGTGTGAAGCA 30 62 9 20 173 20 58,364 59,889 39,100 39,100 1,747,210 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 207 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT TGCAGCAAGACATCCCTGTT 30 104 9 20 215 20 58,364 59,889 39,100 31,600 1,747,210 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 208 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT TTGCAGCAAGACATCCCTGT 30 105 9 20 216 20 58,364 59,889 39,100 40,000 1,747,210 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 230 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT GTCTCACCAAGGCCCTGTAC 30 127 9 20 238 20 58,364 60,036 39,100 29,000 1,672,442 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 252 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT TGCACACATTATTCCAGGTGT 30 148 9 20 260 21 58,364 57,847 39,100 41,600 4,789,517 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 253 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT CTGCACACATTATTCCAGGTGT 30 148 9 20 261 22 58,364 58,916 39,100 41,600 4,720,187 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 30 254 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT ACTGCACACATTATTCCAGGTG 30 149 9 20 262 22 58,364 58,916 39,100 40,000 4,720,187 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 12 115 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT ATAGCACACCTGGCTGATGG 30 12 9 20 123 20 58,364 59,818 39,100 35,100 1,818,209 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 3 106 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT CTGGCTGATGGTCCACAACT 30 3 9 20 114 20 58,364 59,963 39,100 31,600 1,673,452 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:12053:6794_ 1 59 33 8 1.5 ATC TCCTCCTCCTCATCATCATCATCATCATCATCA NA 0 0 6 1 104 AAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTAAATGTGCTCATGGGTTGCT GGCTGATGGTCCACAACTGA 30 1 9 20 112 20 58,364 59,963 39,100 34,100 1,672,880 F 264 TGAGCAATAAATGTGCTCATGGGTTGCTATAACTaaaaaTTAAGTGTTTGAAATCAGTtcctcctcctcatcatcatcatcatcatcatcaATCAGTTGTGGACCATCAGCCAGGTGTGCTATTTTCTATATTCTACTGCTGTGAAACTGTCTTGCTTCACACTGGCCTTCATAGCCAGAGGATTCAAGTACAGGAACAGGGATGTCTTGCTGCAATTGTACAGGGCCTTGGTGAGACCACACCTGGAATAAtgtgtgCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 1 1 2 31 172 TTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttC TTCCTCTCCACACATGCTGC CCCTTTGTGACTGTGGGTGA 31 80 67 20 238 20 60,322 59,817 52,500 40,200 0.504456 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 3 29 121 TTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttC TTCCTCTCCACACATGCTGC AACTGCACAAAGCTTCCCAA 31 29 67 20 187 20 60,322 58,516 52,500 41,200 1,805,957 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 3 28 168 TCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTCTCCACACATGCTGCCAG CCCTTTGTGACTGTGGGTGA 28 80 71 19 238 20 60,003 59,817 48,500 40,200 1,185,527 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 70 211 TCTGCGGAAGGGTCATTTGGACTCGAAACGTTAAC TCTGCGGAAGGGTCATTTGG CCCTTTGTGACTGTGGGTGA 70 80 28 20 238 20 60,322 59,817 32,800 40,200 0.504993 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 69 210 CTGCGGAAGGGTCATTTGGACTCGAAACGTTAACT CTGCGGAAGGGTCATTTGGA CCCTTTGTGACTGTGGGTGA 69 80 29 20 238 20 60,322 59,817 35,300 40,200 0.504993 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 67 208 GCGGAAGGGTCATTTGGACTCGAAACGTTAACTGT GCGGAAGGGTCATTTGGACT CCCTTTGTGACTGTGGGTGA 67 80 31 20 238 20 60,323 59,817 38,500 40,200 0.505083 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 31 175 TTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttC TTCCTCTCCACACATGCTGC ATGCCCTTTGTGACTGTGGG 31 83 67 20 241 20 60,322 60,540 52,500 46,100 0.862284 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 30 122 TTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttC TTCCTCTCCACACATGCTGC AAACTGCACAAAGCTTCCCA 31 30 67 20 188 20 60,322 58,516 52,500 43,700 1,805,957 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:15047:35186 1 118 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NA 0 0 4 28 120 TTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttC TTCCTCTCCACACATGCTGC ACTGCACAAAGCTTCCCAAA 31 28 67 20 186 20 60,322 58,516 52,500 32,800 1,805,957 F 260 AGTCTGACCAAACGTCAAATTTTGCATTCTGCGGAAGGGTCATTTGGACTCGAAACGTTAACTGTGTTCCTCTCcacacaTGCTGCCAGGCCTGCTGAGtttttCCAGGTAtttttAttgttgttgttgttgttgttgATTGTGTCAAATTTTATGTCATGGGTGTTTTGGGAAGCTTTGTGCAGTTTAGGAATAAAACAACTTAAATCAATTGTATTTCACCCACAGTCACAAAGGGCATTGGAAAGATGCCATCAAAC

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 1 1 3 23 148 AAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTA AAACGCCAGCCAGTCTAACA CCTCATTTACCTTTCAAAGCTCAGG 23 23 10 20 157 25 59,892 60,106 24,100 38,600 5,213,829 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 3 17 138 GCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAA GCCAGCCAGTCTAACAAGTT TTACCTTTCAAAGCTCAGGTAATTT 19 17 14 20 151 25 58,102 57,167 26,600 18,200 9,730,845 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 3 17 139 CGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTA CGCCAGCCAGTCTAACAAGTT TTACCTTTCAAAGCTCAGGTAATTT 19 17 13 21 151 25 60,878 57,167 26,600 18,200 9,711,387 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 30 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTAACAAGAAATAAACGCCAGCCAG TGCAGAGCACACTGACCATG 30 113 1 22 242 20 59,771 60,605 48,500 36,600 2,833,333 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 29 240 CAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACCAAGAAATAAACGCCAGCCAGT GCAGAGCACACTGACCATGT 29 112 2 22 241 20 59,771 60,605 40,000 32,100 2,833,602 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 29 241 CAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACCAAGAAATAAACGCCAGCCAGT TGCAGAGCACACTGACCATG 29 113 2 22 242 20 59,771 60,605 40,000 36,600 2,833,333 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 23 233 AAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTA AAACGCCAGCCAGTCTAACA TGCAGAGCACACTGACCATG 23 113 10 20 242 20 59,892 60,605 24,100 36,600 0.712343 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 22 147 AACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAG AACGCCAGCCAGTCTAACAA CCTCATTTACCTTTCAAAGCTCAGG 22 23 11 20 157 25 59,892 60,106 28,300 38,600 5,213,829 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 22 231 AACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAG AACGCCAGCCAGTCTAACAA GCAGAGCACACTGACCATGT 22 112 11 20 241 20 59,892 60,605 28,300 32,100 0.712611 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 22 232 AACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAG AACGCCAGCCAGTCTAACAA TGCAGAGCACACTGACCATG 22 113 11 20 242 20 59,892 60,605 28,300 36,600 0.712343 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 20 145 CGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTA CGCCAGCCAGTCTAACAAGT CCTCATTTACCTTTCAAAGCTCAGG 20 23 13 20 157 25 60,321 60,106 31,600 38,600 5,426,768 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:1813:22317_ 1 53 57 12 1.5 ACT CTACTACTACTACTACTACTACTACTACTACTACTAA NA 0 0 4 17 139 CGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTA CGCCAGCCAGTCTAACAAGT TTACCTTTCAAAGCTCAGGTAATTT 20 17 13 20 151 25 60,321 57,167 31,600 18,200 8,154,056 B 242 ACAAGAAATAAACGCCAGCCAGTCTAACAAGTTTTACTTCTATTAGTAAACCctactactactactactactactactactactactaataataataataataataataAAACCTTACAATTACCAAAATTACCTGAGCTTTGAAAGGTAAATGAGGAAAATATTCACCAACTAATCAACTACCTGTTTTCCTGTGATGTCACACTTTGAATTTTCTCAGAACATGGTCAGTGTGCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 1 1 4 39 240 ACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACACCTCCTTCTCTGTATGCCC AAGACTAGCACAGGATAGCGAG 129 39 29 20 268 22 58,498 59,379 53,600 50,300 4,122,637 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 4 34 242 CCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAACCAAACCTACCTCCTTCTCTGT AGCACAGGATAGCGAGACATG 135 34 21 22 262 21 59,093 59,932 34,100 32,100 3,975,322 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 4 11 210 ACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACACCTCCTTCTCTGTATGCCC AAGACCATGAGCCAAGGACC 129 11 29 20 238 20 58,498 59,670 53,600 44,600 1,831,177 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 4 0 95 ACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGACCTTCACCCTTGATGTCCC AGCGAGACATGGAGAAGACC 0 25 158 20 252 20 59,301 59,179 44,600 38,500 1,519,689 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 34 155 GCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCGCCTTTGGTCATCTGTTCACC AGCACAGGATAGCGAGACATG 49 34 108 21 262 21 59,458 59,932 40,200 32,100 2,609,869 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 34 243 aCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAACCAAACCTACCTCCTTCTCTG AGCACAGGATAGCGAGACATG 136 34 20 22 262 21 59,093 59,932 33,500 32,100 3,975,322 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 25 145 GCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCGCCTTTGGTCATCTGTTCACC AGCGAGACATGGAGAAGACC 49 25 108 21 252 20 59,458 59,179 40,200 38,500 2,362,460 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 24 144 GCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCGCCTTTGGTCATCTGTTCACC GCGAGACATGGAGAAGACCA 49 24 108 21 251 20 59,458 59,467 40,200 40,200 2,074,162 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 24 223 ACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACACCTCCTTCTCTGTATGCCC GCGAGACATGGAGAAGACCA 129 24 29 20 251 20 58,498 59,467 53,600 40,200 2,034,155 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 6 100 TTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatca TTGCTCACCTTCACCCTTGA GCGAGACATGGAGAAGACCA 6 24 152 20 251 20 59,157 59,467 30,200 40,200 1,375,882 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 5 0 94 ACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGACCTTCACCCTTGATGTCCC GCGAGACATGGAGAAGACCA 0 24 158 20 251 20 59,301 59,467 44,600 40,200 1,231,391 B 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:18984:66232 1 178 30 7 1.5 ATC CATCATCATCATCATCATCATGTGCTCTCT NA 0 0 6 9 208 ACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACACCTCCTTCTCTGTATGCCC GACCATGAGCCAAGGACCTG 129 9 29 20 236 20 58,498 60,394 53,600 40,000 1,895,119 F 270 CTACATCCCTCTTCtatataCCAAACCTACCTCCTTCTCTGTATGCCCCTGGTGAAAACTATCACCCAATTTGCTTTGAACTACATTTTaaaaaTCCCAACTTCTTAGCCTTTGGTCATCTGTTCACCACAACATTTCTGCAGCTACTTATTTGCTCACCTTCACCCTTGATGTCCCcatcatcatcatcatcatcatGTGctctctGCCCAAAGGCAGGTCCTTGGCTCATGGTCTTCTCCATGTCTCGCTATCCTGTGCTAGTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 1 1 15 31 154 TGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGTCAAGGAATGGAATGTGATGG TCCATGACATTCTATTCCGCGA 38 31 9 23 162 22 58,982 59,636 35,100 58,700 6,382,493 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 0 0 15 4 110 TGTGATGGATTGGAATGTCATGGAATGTAATTTCGTTGTGATGGATTGGAATGTCATGG TGGCGTGACGTAACGTGATA 23 4 24 23 133 20 59,044 59,479 36,600 21,500 4,476,398 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 0 0 15 4 125 TGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGTCAAGGAATGGAATGTGATGG TGGCGTGACGTAACGTGATA 38 4 9 23 133 20 58,982 59,479 35,100 21,500 4,539,337 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 0 0 16 31 148 GGAATGGAATGTGATGGATTGGAATGTCATGGAATGGAATGGAATGTGATGGATTGGA TCCATGACATTCTATTCCGCGA 32 31 15 23 162 22 58,782 59,636 35,300 58,700 6,581,512 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 0 0 16 31 149 AGGAATGGAATGTGATGGATTGGAATGTCATGGAAAGGAATGGAATGTGATGGATTGGA TCCATGACATTCTATTCCGCGA 32 31 14 24 162 22 60,079 59,636 35,300 58,700 6,443,040 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:23896:22282 1 70 40 8 1 ACGAG GTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGTCTCGT NA 0 0 16 4 120 AGGAATGGAATGTGATGGATTGGAATGTCATGGAAAGGAATGGAATGTGATGGATTGGA TGGCGTGACGTAACGTGATA 32 4 14 24 133 20 60,079 59,479 35,300 21,500 4,599,885 A 164 GAATGGAATGTCAAGGAATGGAATGTGATGGATTGGAATGTCATGGAATGTAATTTCGTGGAATGGAATgtctcgtctcgtctcgtctcgtctcgtctcgtctcgtctcATCTTATCACGTTACGTCACGCCACGACTCATCGCGGAATAGAATGTCATGGAAT

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 16 0 120 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG ACACGCACACTCACACTCAT 0 38 1 22 120 20 57,379 59,895 29,000 29,000 4,725,923 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 133 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG CTCTCACACACTCACACGCA 0 51 1 22 133 20 57,379 60,249 29,000 52,400 4,870,099 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 134 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG ACTCTCACACACTCACACGC 0 52 1 22 134 20 57,379 60,249 29,000 53,400 4,870,140 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 171 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG AGGGTTCTCTCACGCTCATT 0 89 1 22 171 20 57,379 58,729 29,000 25,700 5,891,975 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 188 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG GGCTCACTCCCAGTCTTAGG 0 106 1 22 188 20 57,379 59,173 29,000 26,900 5,448,436 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 189 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG CGGCTCACTCCCAGTCTTAG 0 107 1 22 189 20 57,379 59,542 29,000 21,800 5,078,919 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 190 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG CCGGCTCACTCCCAGTCTTA 0 108 1 22 190 20 57,379 60,971 29,000 21,000 5,592,005 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 199 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG CATGTGTGTCCGGCTCACTC 0 117 1 22 199 20 57,379 61,016 29,000 35,100 5,637,198 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 40 10 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 16 0 199 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG CATGTGTGTCCGGCTCACT 0 118 1 22 199 19 57,379 60,005 29,000 34,100 5,625,628 F 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26129:27591 1 23 198 10 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 1 16 0 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagt GACTGAGTGAGAGAGTGATCAG TGTGTGGGAGAGCGCGTG 0 3 1 22 241 18 57,379 62,663 29,000 53,400 9,284,028 G 241 GACTGAGTgagagaGTGATCAGgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaCCAGGTTAGTGACCAGGTAAGTGAGTGTGAATGAATGCATGAGTGTGAGTGTGCGTGTGAgtgtgtGAgagtgagtgagtgagtGTGAAAATGAGCGTgagagaACCCTAAGACTGGGAGTGAGCCGGacacacATGcacacaTacacacacacacacATGCACGCGCTCTCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 4 51 190 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAG CCAGCGCTTCTGCTAGTTCT GCACCTACTTACACCGCCTG 51 69 1 20 190 20 60,108 60,740 30,100 48,500 0.848237 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 51 192 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAG CCAGCGCTTCTGCTAGTTCT TTGCACCTACTTACACCGCC 51 71 1 20 192 20 60,108 60,321 30,100 61,300 0.429371 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 49 184 AGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGA AGCGCTTCTGCTAGTTCTGG CTACTTACACCGCCTGCAGT 49 65 3 20 186 20 60,108 59,753 38,600 44,000 0.355059 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 49 190 AGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGA AGCGCTTCTGCTAGTTCTGG TTGCACCTACTTACACCGCC 49 71 3 20 192 20 60,108 60,321 38,600 61,300 0.429371 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 49 215 AGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGA AGCGCTTCTGCTAGTTCTGG GCATCCAACACTGCCTCTCT 49 96 3 20 217 20 60,108 60,036 38,600 31,000 0.144054 F 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 38 173 TAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCTAGTTCTGGTGCAGCAGTGG CTACTTACACCGCCTGCAGT 38 65 14 20 186 20 59,965 59,753 40,000 44,000 0.281952 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 38 204 TAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCTAGTTCTGGTGCAGCAGTGG GCATCCAACACTGCCTCTCT 38 96 14 20 217 20 59,965 60,036 40,000 31,000 0.070947 F 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 38 222 TAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCTAGTTCTGGTGCAGCAGTGG CCCAGGACATCTACAGCTGC 38 114 14 20 235 20 59,965 60,179 40,000 52,500 0.214379 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 51 261 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAG CCAGCGCTTCTGCTAGTTCT GAGCTGGCGTAGGTGAATGA 51 140 1 20 261 20 60,108 59,824 30,100 25,700 0.284184 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 49 259 AGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGA AGCGCTTCTGCTAGTTCTGG GAGCTGGCGTAGGTGAATGA 49 140 3 20 261 20 60,108 59,824 38,600 25,700 0.284184 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 5 38 248 TAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCTAGTTCTGGTGCAGCAGTGG GAGCTGGCGTAGGTGAATGA 38 140 14 20 261 20 59,965 59,824 40,000 25,700 0.211077 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 31 139 TAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCTAGTTCTGGTGCAGCAGTGG ACCGATGCTCGATGTCACAT 38 31 14 20 152 20 59,965 59,538 40,000 32,100 0.496864 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 130 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG ACCGATGCTCGATGTCACAT 29 31 23 20 152 20 60,036 59,538 29,000 32,100 0.497273 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 131 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG CACCGATGCTCGATGTCACA 29 32 23 20 153 20 60,036 60,458 29,000 35,800 0.494095 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 164 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG CTACTTACACCGCCTGCAGT 29 65 23 20 186 20 60,036 59,753 29,000 44,000 0.282360 A 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 195 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG GCATCCAACACTGCCTCTCT 29 96 23 20 217 20 60,036 60,036 29,000 31,000 0.071355 F 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 213 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG CCCAGGACATCTACAGCTGC 29 114 23 20 235 20 60,036 60,179 29,000 52,500 0.214787 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:26575:64615 1 72 30 10 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 29 239 TGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCA TGCAGCAGTGGAGGAATCAG GAGCTGGCGTAGGTGAATGA 29 140 23 20 261 20 60,036 59,824 29,000 25,700 0.211485 B 274 CCAGCGCTTCTGCTAGTTCTGGTGCAGCAGTGGAGGAATCAGGTGGCCCAGGGCCAGGCACAGCAACAGGGagcagcagcagcagcagcagcagcagcagcAGAGTGTCAGGCTGCTGGCAACCAGGGGCCAATGTGACATCGAGCATCGGTGCGAATTCAAATATACTGCAGGCGGTGTAAGTAGGTGCAAATGTCagagagGCAGTGTTGGATGCAGCTGTAGATGTCCTGGGTTTCCATCATTCACCTACGCCAGCTCCTTCAGGAAGACA

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 1 1 2 0 90 AGTGTGCTACCCATTGAGCCACAACTGAAAATAAATAGTGTGCTACCCATTGAGCC TGTGGGTTGGGATCATTGCA 26 0 109 20 198 20 60,035 59,886 47,000 40,800 0.149027 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 2 0 141 GTGAAGCCTTCCAAGAGGGACTTGAACCCACAACC GTGAAGCCTTCCAAGAGGGA TGTGGGTTGGGATCATTGCA 77 0 58 20 198 20 59,307 59,886 42,000 40,800 0.807020 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 3 0 142 TGTGAAGCCTTCCAAGAGGGACTTGAACCCACAAC TGTGAAGCCTTCCAAGAGGG TGTGGGTTGGGATCATTGCA 78 0 57 20 198 20 59,598 59,886 43,000 40,800 0.515710 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 5 95 AGTGTGCTACCCATTGAGCCACAACTGAAAATAAATAGTGTGCTACCCATTGAGCC CAGCATGTGGGTTGGGATCA 26 5 109 20 203 20 60,035 60,324 47,000 29,200 0.358689 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 5 147 TGTGAAGCCTTCCAAGAGGGACTTGAACCCACAAC TGTGAAGCCTTCCAAGAGGG CAGCATGTGGGTTGGGATCA 78 5 57 20 203 20 59,598 60,324 43,000 29,200 0.725371 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 0 125 GGGACTTGAACCCACAACCTTCTGACTCAGAGGCA GGGACTTGAACCCACAACCT TGTGGGTTGGGATCATTGCA 61 0 74 20 198 20 59,815 59,886 35,000 40,800 0.299146 A 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 0 188 GTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGGTGCAGCACTCCCTCAGTAC TGTGGGTTGGGATCATTGCA 124 0 11 20 198 20 60,390 59,886 27,300 40,800 0.504443 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 6 5 190 CAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCT CAGCACTCCCTCAGTACTGC CAGCATGTGGGTTGGGATCA 121 5 14 20 203 20 60,108 60,324 44,000 29,200 0.432058 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 6 5 191 GCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCGCAGCACTCCCTCAGTACTG CAGCATGTGGGTTGGGATCA 122 5 13 20 203 20 60,108 60,324 27,400 29,200 0.432058 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 6 0 185 CAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCT CAGCACTCCCTCAGTACTGC TGTGGGTTGGGATCATTGCA 121 0 14 20 198 20 60,108 59,886 44,000 40,800 0.222396 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 6 0 186 GCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCGCAGCACTCCCTCAGTACTG TGTGGGTTGGGATCATTGCA 122 0 13 20 198 20 60,108 59,886 27,400 40,800 0.222396 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:27945:44591 1 155 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 6 0 197 TCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTggTCTCCAACAGTGCAGCACTC TGTGGGTTGGGATCATTGCA 133 0 2 20 198 20 60,250 59,886 35,100 40,800 0.364010 F 251 ATCTCCAACAGTGCAGCACTCCCTCAGTACTGCATTgggggTGCCAGTCTAGATTTTGTGAAGCCTTCCAAGAGGGACTTGAACCCACAACCTTCTGACTCAGAGGCAAGTGTGCTACCCATTGAGCCACAACTGAAAATAAATCATGCCGTGAatcatcatcatcatcatcatcatcTGCAATGATCCCAACCCACATGCTGTCTAGGGCGAGGCAGGAAAATACCAGATTGGAACAAAACAATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 1 1 15 6 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttag GGGTTTGGGCTAGTGTTAGGG CCCTAACACCTATCCCTAAACCT 6 52 1 21 144 23 60,341 58,695 35,300 35,000 5,645,356 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 16 6 120 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttag GGGTTTGGGCTAGTGTTAGGG ACCCTAACACTAACCCATACCA 6 29 1 21 120 22 60,341 58,194 35,300 32,500 5,146,459 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 17 5 119 GGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggGGTTTGGGCTAGTGTTAGGGT ACCCTAACACTAACCCATACCA 5 29 2 21 120 22 59,647 58,194 43,400 32,500 5,159,120 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 17 5 143 GGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggGGTTTGGGCTAGTGTTAGGGT CCCTAACACCTATCCCTAAACCT 5 52 2 21 144 23 59,647 58,695 43,400 35,000 5,658,016 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 6 125 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttag GGGTTTGGGCTAGTGTTAGGG ACCTAACCCTAACACTAACCCA 6 34 1 21 125 22 60,341 58,127 35,300 45,100 5,213,759 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28361:22352 1 28 42 7 1 AACCCT TTAGGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGNA 0 0 18 6 140 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttag GGGTTTGGGCTAGTGTTAGGG AACACCTATCCCTAAACCTAACCC 6 47 1 21 140 24 60,341 59,524 35,300 41,100 5,816,810 A 144 GGGTTTGGGCTAGTGTTAGGGTTAGGAttagggttagggttagggttagggttagggttagggttagggGTAGGGGTTATGGTTAGTGTTAGGGTAAATGGTATGGGTTAGTGTTAGGGTTAGGTTTAGGGATAGGTGTTAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 1 1 2 30 141 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG CCCAATCCAAACCCACTGAG 30 47 79 20 219 20 60,037 58,451 40,000 33,500 1,586,155 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 3 45 200 CATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGCATCATGTCTCCGGAGCAGT CCAATCCAAACCCACTGAGGT 90 45 19 20 218 21 59,537 60,203 44,000 38,500 1,666,254 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 3 35 190 CATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGCATCATGTCTCCGGAGCAGT CCCACTGAGGTCTTCCAATGT 90 35 19 20 208 21 59,537 59,648 44,000 27,100 1,815,556 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 3 30 130 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG CCCACTGAGGTCTTCCAATGT 30 35 79 20 208 21 60,037 59,648 40,000 27,100 1,389,304 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 3 30 131 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG ACCCACTGAGGTCTTCCAATG 30 36 79 20 209 21 60,037 59,648 40,000 28,200 1,389,304 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 3 30 140 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG CCAATCCAAACCCACTGAGGT 30 45 79 20 218 21 60,037 60,203 40,000 38,500 1,240,002 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 4 30 140 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG CCAATCCAAACCCACTGAGG 30 46 79 20 218 20 60,037 58,451 40,000 38,600 1,586,155 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 5 39 194 CATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGCATCATGTCTCCGGAGCAGT CAAACCCACTGAGGTCTTCCA 90 39 19 20 212 21 59,537 59,857 44,000 35,300 1,606,075 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:28422:67463 1 129 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 5 30 134 ACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGACTGGCATCTTCGTCACTGG CAAACCCACTGAGGTCTTCCA 30 39 79 20 212 21 60,037 59,857 40,000 35,300 1,179,822 F 226 AGGGTCTTCCTGGCTAATCATCATGTCTCCGGAGCAGTTTATTATTGGAGATTGTAAGTAGTGGAAACTGTGATCTTCACTGGCATCTTCGTCACTGGATGTGATGATGGGTTGGTTCTGtttttttGtcttcttcttcttcttcttcttctGGTTCTTGTGGCTGTTCTTGTTTTGGAGTTGGGGAACATTGGAAGACCTCAGTGGGTTTGGATTGGGGTTCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 1 1 4 85 250 CTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCC CTGATGGCTTGTCCTTCCCA GGGAAGTCAGTCTCATGGGC 101 85 28 20 277 20 59,671 60,107 43,700 53,600 0.436720 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 4 84 249 CTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCC CTGATGGCTTGTCCTTCCCA GGAAGTCAGTCTCATGGGCC 101 84 28 20 276 20 59,671 60,107 43,700 58,000 0.436720 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 4 83 248 CTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCC CTGATGGCTTGTCCTTCCCA GAAGTCAGTCTCATGGGCCC 101 83 28 20 275 20 59,671 60,107 43,700 58,000 0.436720 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 10 10 114 AGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgAGTCCTCCCTGAGTCTGACC GTCAGTCTTGGTGAGGACGG 10 40 119 20 232 20 59,960 60,038 40,200 47,900 0.078658 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 52 199 TCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCTCTGGCCTCACTGAGTCTGA GAAGTCAGTCTCATGGGCCC 52 83 77 20 275 20 59,887 60,107 32,700 58,000 0.220649 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 52 200 TCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCTCTGGCCTCACTGAGTCTGA GGAAGTCAGTCTCATGGGCC 52 84 77 20 276 20 59,887 60,107 32,700 58,000 0.220649 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 52 201 TCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCTCTGGCCTCACTGAGTCTGA GGGAAGTCAGTCTCATGGGC 52 85 77 20 277 20 59,887 60,107 32,700 53,600 0.220649 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 12 110 CCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctg CCAGTCCTCCCTGAGTCTGA CTTGGTGAGGACGGGCATAG 12 34 117 20 226 20 59,960 60,179 32,700 22,300 0.219424 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 12 116 CCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctg CCAGTCCTCCCTGAGTCTGA GTCAGTCTTGGTGAGGACGG 12 40 117 20 232 20 59,960 60,038 32,700 47,900 0.078511 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 12 159 CCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctg CCAGTCCTCCCTGAGTCTGA GAAGTCAGTCTCATGGGCCC 12 83 117 20 275 20 59,960 60,107 32,700 58,000 0.147811 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 12 160 CCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctg CCAGTCCTCCCTGAGTCTGA GGAAGTCAGTCTCATGGGCC 12 84 117 20 276 20 59,960 60,107 32,700 58,000 0.147811 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:6918:35696_ 1 149 24 8 1 AGC CTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 12 12 161 CCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctg CCAGTCCTCCCTGAGTCTGA GGGAAGTCAGTCTCATGGGC 12 85 117 20 277 20 59,960 60,107 32,700 53,600 0.147811 A 279 CCTCACGCCTGTCAGTGcccccAAAACCTGATGGCTTGTCCTTCCCAAGGCCAACTGCCTTCCGTCTCCTGCTGCTTCTGGCCTCACTGAGTCTGAAGAGCTGTTAACTACCATGGCCAGTCCTCCCTGAGTCTGACCATCTTCCATCctgctgctgctgctgctgctgctgCGGGTCTTCCTGGAATCTGACCATTCGTTGTCTGCTATGCCCGTCCTCACCAAGACTGACTGCCTGCTGCTTTGCTACTGCCCGGGCCCATGAGACTGACTTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 1 1 3 2 90 ACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaag ACGCCTCATCTCTGGCTAAAG CTGTCATATTCTTTGACTTTACTTTGG 2 4 165 21 254 27 59,862 57,168 18,500 32,800 10,969,609 A 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 3 92 TTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggTTTACGCCTCATCTCTGGCT TGTCATATTCTTTGACTTTACTTTGGT 6 3 162 20 253 27 58,805 57,650 47,500 36,700 10,544,827 A 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 3 183 ACATTCATGCTGGGACTCCCCTGTCATTTgggggTCC ACATTCATGCTGGGACTCCC TGTCATATTCTTTGACTTTACTTTGGT 97 3 71 20 253 27 59,743 57,650 43,000 36,700 9,606,752 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 3 223 GCAGCATCAGTTTACGTACCCAAATTGAATGTTTTG GCAGCATCAGTTTACGTACCC TGTCATATTCTTTGACTTTACTTTGGT 136 3 31 21 253 27 59,336 57,650 36,900 36,700 11,013,864 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 1 90 TTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggTTTACGCCTCATCTCTGGCT TCATATTCTTTGACTTTACTTTGGTCT 6 1 162 20 251 27 58,805 57,207 47,500 38,500 10,988,374 A 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 1 181 ACATTCATGCTGGGACTCCCCTGTCATTTgggggTCC ACATTCATGCTGGGACTCCC TCATATTCTTTGACTTTACTTTGGTCT 97 1 71 20 251 27 59,743 57,207 43,000 38,500 10,050,299 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 4 1 221 GCAGCATCAGTTTACGTACCCAAATTGAATGTTTTG GCAGCATCAGTTTACGTACCC TCATATTCTTTGACTTTACTTTGGTCT 136 1 31 21 251 27 59,336 57,207 36,900 38,500 11,457,410 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 5 2 182 ACATTCATGCTGGGACTCCCCTGTCATTTgggggTCC ACATTCATGCTGGGACTCCC GTCATATTCTTTGACTTTACTTTGGTC 97 2 71 20 252 27 59,743 57,173 43,000 40,200 10,084,451 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:9130:5177_1 1 188 36 9 1 AAGG AAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGANA 0 0 5 2 222 GCAGCATCAGTTTACGTACCCAAATTGAATGTTTTG GCAGCATCAGTTTACGTACCC GTCATATTCTTTGACTTTACTTTGGTC 136 2 31 21 252 27 59,336 57,173 36,900 40,200 11,491,562 F 258 CTAGGCGCTTCCCATTTTAACTTTGCAAATGCAGCATCAGTTTACGTACCCAAATTGAATGTTTTGAAACACATTCATGCTGGGACTCCCCTGTCATTTgggggTCCCGTGCCATGACATGgtgtgtTTCATTGTAAATCTGCCCCTGCTATGGATGGAATTTTACGCCTCATCTCTGGCTAAAGGTaaggaaggaaggaaggaaggaaggaaggaaggaaggAAGACCAAAGTAAAGTCAAAGAATATGACAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 1 1 2 40 195 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA GTGGCATTGCTATGGATGGG 40 50 25 20 219 20 59,378 59,036 38,600 40,000 1,586,098 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 40 205 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA TGGTTCTCAAGTGGCATTGC 40 60 25 20 229 20 59,378 59,039 38,600 35,600 1,583,155 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 40 211 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA GCTGATTGGTTCTCAAGTGGC 40 65 25 20 235 21 59,378 59,799 38,600 50,100 1,823,084 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 15 161 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA TGGTGACTGAAGGTTCACTGC 40 15 25 20 185 21 59,378 60,475 38,600 44,000 2,097,170 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 14 160 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA GGTGACTGAAGGTTCACTGCT 40 14 25 20 184 21 59,378 60,203 38,600 42,400 1,824,835 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 5 190 TGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCata TGTTCAGCAAATTCTTACTGTGTT TGAAGATAGTGCTGATTGGTTCTCA 5 71 56 24 245 25 57,550 60,046 33,200 32,700 11,496,010 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 3 129 TGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCata TGTTCAGCAAATTCTTACTGTGTTCT GGTGACTGAAGGTTCACTGCT 3 14 56 26 184 21 59,681 60,203 30,100 42,400 7,521,346 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 3 174 TGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCata TGTTCAGCAAATTCTTACTGTGTTCT TGGTTCTCAAGTGGCATTGC 3 60 56 26 229 20 59,681 59,039 30,100 35,600 7,279,667 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 3 190 TGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCata TGTTCAGCAAATTCTTACTGTGTTCT TGAAGATAGTGCTGATTGGTTCTCA 3 71 56 26 245 25 59,681 60,046 30,100 32,700 11,365,023 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 3 191 TGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCata TGTTCAGCAAATTCTTACTGTGTTCT GTGAAGATAGTGCTGATTGGTTCT 3 73 56 26 246 24 59,681 58,818 30,100 30,100 11,500,395 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 1 126 TCAGCAAATTCTTACTGTGTTCTCTTtatataCatatata TCAGCAAATTCTTACTGTGTTCTCT GGTGACTGAAGGTTCACTGCT 1 14 59 25 184 21 58,709 60,203 31,000 42,400 7,494,075 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 1 161 TCAGCAAATTCTTACTGTGTTCTCTTtatataCatatata TCAGCAAATTCTTACTGTGTTCTCT GTGGCATTGCTATGGATGGG 1 50 59 25 219 20 58,709 59,036 31,000 40,000 7,255,339 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 3 1 171 TCAGCAAATTCTTACTGTGTTCTCTTtatataCatatata TCAGCAAATTCTTACTGTGTTCTCT TGGTTCTCAAGTGGCATTGC 1 60 59 25 229 20 58,709 59,039 31,000 35,600 7,252,396 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 4 15 160 AGCATCAATGGCTGACTGGAGtttttAAGTATGTTCA AGCATCAATGGCTGACTGGA GGTGACTGAAGGTTCACTGC 40 15 25 20 184 20 59,378 58,770 38,600 44,000 1,852,460 F 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15128:42640 1 85 65 8 1.5 ACAT TATATACATATATATATATGTATGTATGTATGTATGTNA 0 0 4 1 126 TCAGCAAATTCTTACTGTGTTCTCTTtatataCatatata TCAGCAAATTCTTACTGTGTTCTCT GGTGACTGAAGGTTCACTGC 1 15 59 25 184 20 58,709 58,770 31,000 44,000 7,521,701 B 273 TTAGCCTCAACTGTTAATAtttttAGCATCAATGGCTGACTGGAGtttttAAGTATGTTCAGCAAATTCTTACTGTGTTCTCTTtatataCatatatatatatgtatgtatgtatgtatgtatgtatgtatgtatatatatatatatatAATTCACCCCTAACAGCAGTGAACCTTCAGTCACCATAATTAGTACGTTCCCCATCCATAGCAATGCCACTTGAGAACCAATCAGCACTATCTTCACatatatTATCAATAAGTGTTTATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 1 1 3 20 195 CCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCCCACAACCTCTTGACTGCCA AGTTCCCTATGAAGTTCGTGTT 100 20 16 20 210 22 60,179 57,381 49,200 33,200 4,797,940 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 3 20 196 ACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCACCACAACCTCTTGACTGCC AGTTCCCTATGAAGTTCGTGTT 101 20 15 20 210 22 60,179 57,381 48,500 33,200 4,797,937 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 4 21 197 ACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCACCACAACCTCTTGACTGCC AAGTTCCCTATGAAGTTCGTGT 101 21 15 20 211 22 60,179 57,381 48,500 44,900 4,797,937 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 4 20 122 TGCAACATGGCAGTGACATTAGTCACTAGTGAGGC TGCAACATGGCAGTGACATT AGTTCCCTATGAAGTTCGTGTT 27 20 89 20 210 22 58,670 57,381 27,100 33,200 5,949,154 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 5 21 133 GCCATCAGTATGCAACATGGCAGTGACATTAGTCA GCCATCAGTATGCAACATGGC AAGTTCCCTATGAAGTTCGTGT 36 21 79 21 211 22 60,269 57,381 44,000 44,900 5,888,333 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 5 20 132 GCCATCAGTATGCAACATGGCAGTGACATTAGTCA GCCATCAGTATGCAACATGGC AGTTCCCTATGAAGTTCGTGTT 36 20 79 21 210 22 60,269 57,381 44,000 33,200 5,888,333 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 9 20 144 AGCAAAGTCATGGCCATCAGTATGCAACATGGCAG AGCAAAGTCATGGCCATCAGT AGTTCCCTATGAAGTTCGTGTT 48 20 67 21 210 22 60,272 57,381 34,100 33,200 5,891,233 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 10 21 144 GCAAAGTCATGGCCATCAGTATGCAACATGGCAGT GCAAAGTCATGGCCATCAGT AAGTTCCCTATGAAGTTCGTGT 48 21 68 20 211 22 58,820 57,381 34,100 44,900 5,798,949 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15219:62909 1 136 33 11 1 AAC ACAACAACAACAACAACAACAACAACAACAACA NA 0 0 10 20 143 GCAAAGTCATGGCCATCAGTATGCAACATGGCAGT GCAAAGTCATGGCCATCAGT AGTTCCCTATGAAGTTCGTGTT 48 20 68 20 210 22 58,820 57,381 34,100 33,200 5,798,949 F 239 CAAGAACCAGAAAGACCACAACCTCTTGACTGCCATGAAGGAttcttcttcCCCATGTTGTTACTAAGCAAAGTCATGGCCATCAGTATGCAACATGGCAGTGACATTAGTCACTAGTGAGGCACTGACAGTTTGacaacaacaacaacaacaacaacaacaacaacaAAAACCCaaaaaaaaCaaaaaaCACGAACTTCATAGGGAACTTCCTGAAATTTCATTTGCATCATGATTTT

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 5 29 190 GGgagagaTCGGGACAGAGTAGGTGCTGGGATTGT GGGAGAGATCGGGACAGAGT GGACCAACAGAGGATGAGCA 100 29 7 20 196 20 60,106 59,385 32,400 42,600 0.721750 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 192 TCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCC TCGGGACAGAGTAGGTGCTG TGGACGATGAGGACCAACAG 92 39 15 20 206 20 60,966 59,392 44,100 31,600 1,573,996 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 192 TCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCC TCGGGACAGAGTAGGTGCT TGGACGATGAGGACCAACAG 93 39 15 19 206 20 59,617 59,392 44,000 31,600 1,991,148 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 193 aTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGC ATCGGGACAGAGTAGGTGCT TGGACGATGAGGACCAACAG 93 39 14 20 206 20 60,033 59,392 44,000 31,600 0.641141 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 39 200 GGgagagaTCGGGACAGAGTAGGTGCTGGGATTGT GGGAGAGATCGGGACAGAGT TGGACGATGAGGACCAACAG 100 39 7 20 206 20 60,106 59,392 32,400 31,600 0.714549 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 27 171 AGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGC AGTAGGTGCTGGGATTGTCC ACCAACAGAGGATGAGCAGC 83 27 24 20 194 20 59,088 60,036 40,200 52,500 0.948116 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 27 177 GGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCA GGACAGAGTAGGTGCTGGGA ACCAACAGAGGATGAGCAGC 89 27 18 20 194 20 60,615 60,036 43,700 52,500 0.650609 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 27 181 aTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGC ATCGGGACAGAGTAGGTGCT ACCAACAGAGGATGAGCAGC 93 27 14 20 194 20 60,033 60,036 44,000 52,500 0.068640 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 27 188 GGgagagaTCGGGACAGAGTAGGTGCTGGGATTGT GGGAGAGATCGGGACAGAGT ACCAACAGAGGATGAGCAGC 100 27 7 20 194 20 60,106 60,036 32,400 52,500 0.142049 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 26 114 GCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATC GCTCGCTGCTTTGTTCCATC ACCAACAGAGGATGAGCAGC 26 27 81 20 194 20 60,179 60,036 35,100 52,500 0.214809 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 38 191 TCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCC TCGGGACAGAGTAGGTGCTG GGACGATGAGGACCAACAGA 92 38 15 20 205 20 60,966 59,104 44,100 34,100 1,861,396 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 26 176 GGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCA GGACAGAGTAGGTGCTGGGA CCAACAGAGGATGAGCAGCA 89 26 18 20 193 20 60,615 60,036 43,700 44,100 0.650704 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 26 180 aTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGC ATCGGGACAGAGTAGGTGCT CCAACAGAGGATGAGCAGCA 93 26 14 20 193 20 60,033 60,036 44,000 44,100 0.068736 F 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 7 94 CTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcc CTCCTCCGATTCCACATCCG CCAACAGAGGATGAGCAGCA 7 26 100 20 193 20 59,967 60,036 41,800 44,100 0.068403 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:15229:64509 1 127 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 7 95 CTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcc CTCCTCCGATTCCACATCCG ACCAACAGAGGATGAGCAGC 7 27 100 20 194 20 59,967 60,036 41,800 52,500 0.068307 A 206 TGACACGGgagagaTCGGGACAGAGTAGGTGCTGGGATTGTCCCTCGCCCCATCGGGCTCCTCAGGCAGGCTGCCTTCCGGCTCGCTGCTTTGTTCCATCTCCTCCGATTCCACATCCGATTGCTTctcctcctcctcctcctcctcATCCTCTTCCGACGAGGATCTGGTTTTGCTGCTCATCCTCTGTTGGTCCTCATCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 1 1 9 29 149 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT GCGGATGAGGATAATTATGTGGA 29 53 55 20 203 23 60,323 58,168 40,000 40,200 5,155,426 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 9 29 191 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT GGTGATCATGATGTTGTGTAAGAGG 29 93 55 20 245 25 60,323 59,705 40,000 36,900 5,618,470 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 9 15 139 GCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGGCAAACCCATTAGTTTAATCTCCC GCGGATGAGGATAATTATGTGGA 15 53 65 24 203 23 58,097 58,168 43,000 40,200 10,734,929 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 10 29 150 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGCGGATGAGGATAATTATGTGGA 29 53 55 20 204 24 60,323 59,714 40,000 40,200 4,608,953 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 10 15 139 GCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGGCAAACCCATTAGTTTAATCTCCC GCGGATGAGGATAATTATGTGGAT 15 52 65 24 203 24 58,097 58,568 43,000 34,100 11,334,445 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 11 29 150 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGCGGATGAGGATAATTATGTGG 29 54 55 20 204 23 60,323 58,421 40,000 41,700 4,902,049 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 11 29 195 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGATGGTGATCATGATGTTGTGT 29 99 55 20 249 23 60,323 58,408 40,000 37,200 4,915,108 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 11 15 139 GCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGGCAAACCCATTAGTTTAATCTCCC GCGGATGAGGATAATTATGTGGATG 15 51 65 24 203 25 58,097 59,705 43,000 35,100 11,197,973 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 12 29 196 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT ATGATGGTGATCATGATGTTGTGT 29 99 55 20 250 24 60,323 58,802 40,000 37,200 5,521,385 B 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 14 5 102 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGATGCTTAAGATGATGATGGAGA 29 5 55 20 156 24 60,323 57,570 40,000 37,100 6,752,699 F 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 18 6 105 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGATGATGCTTAAGATGATGATGGAG 29 6 55 20 159 26 60,323 59,121 40,000 38,600 7,202,636 F 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:16214:6618_ 1 104 24 8 1 ATC CATCATCATCATCATCATCATCAT NA 0 0 19 7 105 CCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCA CCTCTGCAGAGCAAACCCAT TGATGATGCTTAAGATGATGATGGA 29 7 55 20 159 25 60,323 58,224 40,000 34,100 7,098,886 F 251 ACCAAAGTCACTAAAATACACAAAGCGCTTTTCAACAATCGAatatatTCAGGCCCTCTGCAGAGCAAACCCATTAGTTTAATCTCCCCACTATATCCCCGTCcatcatcatcatcatcatcatcatCAGTATCTCcatcatcatCTTAAGcatcatcatCAATATTATCATTATCCTCATCCACATAATTATCCTCATCCGCATCATTATTTTCAACATCCTCTTACACAACATCATGATCACCATCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 1 1 18 22 149 caGAATGCCTCCAAagcagcagcagcAGAATGTCTCCA CAGAATGCCTCCAAAGCAGC CTGCTGCTACCTTGGAGACA 22 32 30 20 178 20 59,827 59,390 52,500 34,100 0.782977 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 0 0 18 21 148 aGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAAGAATGCCTCCAAAGCAGCA CTGCTGCTACCTTGGAGACA 21 32 31 20 178 20 60,251 59,390 44,100 34,100 0.861649 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 0 0 18 20 147 GAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGGAATGCCTCCAAAGCAGCAG CTGCTGCTACCTTGGAGACA 20 32 32 20 178 20 59,827 59,390 42,400 34,100 0.782977 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 0 0 18 15 130 GAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGGAATGCCTCCAAAGCAGCAG ACATTCTGCTGCTGCTGCTA 20 15 32 20 161 20 59,827 60,036 42,400 34,900 0.208528 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 0 0 18 15 131 aGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAAGAATGCCTCCAAAGCAGCA ACATTCTGCTGCTGCTGCTA 21 15 31 20 161 20 60,251 60,036 44,100 34,900 0.287199 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18954:21034 1 72 55 7 2 AGC AGCAGCAGCAGCAGCAGCAGAATGTCTCCAAGTTANA 0 0 18 15 132 caGAATGCCTCCAAagcagcagcagcAGAATGTCTCCA CAGAATGCCTCCAAAGCAGC ACATTCTGCTGCTGCTGCTA 22 15 30 20 161 20 59,827 60,036 52,500 34,900 0.208528 G 186 CTCCAAGGTAGTAGCAGTAGCTgcagcagcaGAATGCCTCCAAagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcAGAATGTCTCCAAGTTagcagcagcagcagcagcagcAGAATGCCTCCAAGGTagcagcagcagcAGAATGTCTCCAAGGTagcagcagcagcAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 1 1 6 58 184 GAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTC GAGTTTGAGGCCAGTCTGGT AGGTGGGTGCTTGGAATTGA 58 58 3 20 186 20 59,602 59,518 40,000 25,700 0.880764 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 6 58 251 GAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTC GAGTTTGAGGCCAGTCTGGT GCCTGCAGAAGCCAGAAGAA 58 125 3 20 253 20 59,602 60,607 40,000 25,200 1,005,807 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 6 57 183 AGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGTTTGAGGCCAGTCTGGTC AGGTGGGTGCTTGGAATTGA 57 58 4 20 186 20 59,602 59,518 40,200 25,700 0.880764 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 6 57 250 AGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGTTTGAGGCCAGTCTGGTC GCCTGCAGAAGCCAGAAGAA 57 125 4 20 253 20 59,602 60,607 40,200 25,200 1,005,807 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 7 58 199 GAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTC GAGTTTGAGGCCAGTCTGGT TGGTTGTGAACTACCAGGTGG 58 72 3 20 201 21 59,602 59,858 40,000 46,100 1,540,378 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 7 57 198 AGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGTTTGAGGCCAGTCTGGTC TGGTTGTGAACTACCAGGTGG 57 72 4 20 201 21 59,602 59,858 40,200 46,100 1,540,378 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 7 31 132 AGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAA AGCAAGTTCCAAGACAGCAAG TCATCTCTCTACTCCTGGCCT 31 31 29 21 160 21 59,048 59,144 40,100 51,900 3,808,555 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 7 30 131 GCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGGCAAGTTCCAAGACAGCAAGA TCATCTCTCTACTCCTGGCCT 30 31 30 21 160 21 59,050 59,144 30,200 51,900 3,805,784 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 7 28 128 AGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAAAGTTCCAAGACAGCAAGAGC TCATCTCTCTACTCCTGGCCT 28 31 33 20 160 21 58,110 59,144 40,900 51,900 3,745,804 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 8 59 200 TGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTT TGAGTTTGAGGCCAGTCTGG TGGTTGTGAACTACCAGGTGG 59 72 2 20 201 21 59,602 59,858 38,600 46,100 1,540,001 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 8 59 252 TGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTT TGAGTTTGAGGCCAGTCTGG GCCTGCAGAAGCCAGAAGAA 59 125 2 20 253 20 59,602 60,607 38,600 25,200 1,005,429 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:21917:44275 1 81 28 7 1 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAG NA 0 0 8 58 185 TGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTT TGAGTTTGAGGCCAGTCTGG AGGTGGGTGCTTGGAATTGA 59 58 2 20 186 20 59,602 59,518 38,600 25,700 0.880387 F 259 GTGAGTTTGAGGCCAGTCTGGTCTACAAAGCAAGTTCCAAGACAGCAAGAGCTGTTACACAAAGAAACCCTATCATAAAAaaagaaagaaagaaagaaagaaagaaagaaaaaGAAAGGaaaaaaGAAAGaaaaaaGAAAGGCCAGGAGTagagagATGACTGGGTTCAATTCCAAGCACCCACCTGGTAGTTCACAACCATCTGTAACTCAAATTCTAAAGAATCCAATGtcttcttctGGCTTCTGCAGGCACCTTA

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 1 1 18 2 134 ACCCAACCCTACCCAACTCAATccaacccaacccaacccaACCCAACCCTACCCAACTCA GTAAGGTGGGTGGGTTGGG 2 38 17 20 150 19 60,402 59,924 34,100 41,200 1,478,286 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 0 0 18 2 135 ACCCAACCCTACCCAACTCAATccaacccaacccaacccaACCCAACCCTACCCAACTCA GGTAAGGTGGGTGGGTTGG 2 39 17 20 151 19 60,402 59,924 34,100 37,700 1,478,286 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 0 0 18 2 136 ACCCAACCCTACCCAACTCAATccaacccaacccaacccaACCCAACCCTACCCAACTCA GGGTAAGGTGGGTGGGTTG 2 40 17 20 152 19 60,402 59,924 34,100 37,700 1,478,286 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 0 0 18 2 141 ACCCAACCCTACCCAACTCAATccaacccaacccaacccaACCCAACCCTACCCAACTCA GAATCGGGTAAGGTGGGTGG 2 44 17 20 157 20 60,402 60,107 34,100 46,100 0.509634 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 0 0 20 ‐49 155 CCCAACCCAATCCAACCCAACCCTACCCAACTCAAT CCCAACCCAATCCAACCCAA GAATCGGGTAAGGTGGGTGG ‐49 44 68 20 157 20 60,473 60,107 41,200 46,100 0.580095 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:26737:64544 1 39 55 7 1.5 AACCC CCAACCCAACCCAACCCAACCCAACCCAACCCAACCNA 0 0 20 ‐52 152 AACCCAATCCAACCCAACCCTACCCAACTCAATccaa AACCCAATCCAACCCAACCC GAATCGGGTAAGGTGGGTGG ‐52 44 71 20 157 20 60,473 60,107 41,100 46,100 0.580287 F 164 AACCCAACCCAATCCAACCCAACCCTACCCAACTCAATccaacccaacccaacccaacccaacccaacccaacCCAATccaacccaacccaacCCTACCCAACCCAAccccccccAGGACCTGCCGACCTCCCCAACCCACCCACCTTACCCGATTCAGCTGTC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 1 1 4 25 142 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC GCCCAATTGGACCTCAATGG 25 53 10 20 151 20 58,823 59,174 43,000 31,600 2,003,463 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 25 143 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC CGCCCAATTGGACCTCAATG 25 54 10 20 152 20 58,823 59,543 43,000 28,200 1,634,436 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 25 230 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC GAAGTGCACCAACATGCCTG 25 141 10 20 239 20 58,823 60,039 43,000 48,500 1,216,293 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 25 233 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC GAGGAAGTGCACCAACATGC 25 144 10 20 242 20 58,823 59,758 43,000 40,600 1,419,418 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 25 240 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC GACTGAAGAGGAAGTGCACCA 25 150 10 20 249 21 58,823 59,929 43,000 41,700 2,248,158 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 26 144 GGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAGGGCCTGAATTTCACACTCC CGCCCAATTGGACCTCAATG 26 54 9 20 152 20 58,823 59,543 38,500 28,200 1,634,436 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 26 231 GGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAGGGCCTGAATTTCACACTCC GAAGTGCACCAACATGCCTG 26 141 9 20 239 20 58,823 60,039 38,500 48,500 1,216,293 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 26 240 GGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAGGGCCTGAATTTCACACTCC ACTGAAGAGGAAGTGCACCA 26 150 9 20 248 20 58,823 58,868 38,500 41,700 2,309,039 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 26 241 GGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAGGGCCTGAATTTCACACTCC GACTGAAGAGGAAGTGCACCA 26 150 9 20 249 21 58,823 59,929 38,500 41,700 2,248,158 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 25 120 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC GTACCCGCAGTCAGAAGAGG 25 31 10 20 129 20 58,823 59,826 43,000 36,900 1,351,108 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 7 26 120 GGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAGGGCCTGAATTTCACACTCC TACCCGCAGTCAGAAGAGGA 26 30 9 20 128 20 58,823 59,961 38,500 37,100 1,216,581 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:31010:11435 1 55 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 7 25 119 GGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGGCCTGAATTTCACACTCCC TACCCGCAGTCAGAAGAGGA 25 30 10 20 128 20 58,823 59,961 43,000 37,100 1,216,581 F 250 TGTTCTCGGGGCCTGAATTTCACACTcccccTGCTGGCAGGtttttAAGCGGCGgttgttgttgttgttgttgttgttGGTgggggggggTGTCACCTCCATTAGAAATCCTCTTCTGACTGCGGGTAcccccATTGAGGTCCAATTGGGCGCTGGACCTCCCTACCCTCCCCACCCTGGGAcccccTTATCTAGTCCTCTGGTTCCGAGACTCAGACTCAGGCATGTTGGTGCACTTCCTCTTCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2119:6137:54242_ 1 81 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NA 1 1 3 13 92 GATTTGCAACGTCCAGCTGCAATATAAATCCAGCtg GATTTGCAACGTCCAGCTGC CTGCCATTTCCAAGGTGATCC 14 13 47 20 138 21 60,730 59,247 52,500 33,600 2,483,568 A 140 CAGGTTTTGTTTGATAATTGCACTTCTGAAGTGGGACCTTTGGGAAGATTTGCAACGTCCAGCTGCAATATAAATCCAGCtgttgttgttgttgttgttgttgtTCACTGACACAAAGGATCACCTTGGAAATGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2119:6137:54242_ 1 81 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NA 0 0 3 13 113 CTGAAGTGGGACCTTTGGGAAGATTTGCAACGTCC CTGAAGTGGGACCTTTGGGA CTGCCATTTCCAAGGTGATCC 35 13 26 20 138 21 59,229 59,247 43,700 33,600 2,524,200 A 140 CAGGTTTTGTTTGATAATTGCACTTCTGAAGTGGGACCTTTGGGAAGATTTGCAACGTCCAGCTGCAATATAAATCCAGCtgttgttgttgttgttgttgttgtTCACTGACACAAAGGATCACCTTGGAAATGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2119:6137:54242_ 1 81 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NA 0 0 4 13 114 TCTGAAGTGGGACCTTTGGGAAGATTTGCAACGTC TCTGAAGTGGGACCTTTGGG CTGCCATTTCCAAGGTGATCC 36 13 25 20 138 21 59,229 59,247 41,200 33,600 2,524,200 A 140 CAGGTTTTGTTTGATAATTGCACTTCTGAAGTGGGACCTTTGGGAAGATTTGCAACGTCCAGCTGCAATATAAATCCAGCtgttgttgttgttgttgttgttgtTCACTGACACAAAGGATCACCTTGGAAATGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 1 1 4 15 111 ACCATGTCACATGAACTGGGTTGACATGtttttAAATTACCATGTCACATGAACTGGGT CACGAGCGGGATGAGGTTTC 27 15 143 21 253 20 59,575 61,084 45,100 27,800 2,509,436 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 4 15 197 CACAGAGCTGCCTTGGAGATTGAATCGATAATaaaa CACAGAGCTGCCTTGGAGAT CACGAGCGGGATGAGGTTTC 114 15 57 20 253 20 59,748 61,084 27,500 27,800 1,336,849 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 5 28 241 GTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCAC GTGCGCGAAAGAGTGCTTTA GGAAGCCTCATCCACGAGC 146 28 25 20 265 19 59,489 60,523 18,500 50,300 2,033,801 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 5 16 111 ACCATGTCACATGAACTGGGTTGACATGtttttAAATTACCATGTCACATGAACTGGGT CACGAGCGGGATGAGGTTT 27 16 143 21 253 19 59,575 60,079 45,100 32,700 2,504,193 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 5 16 197 CACAGAGCTGCCTTGGAGATTGAATCGATAATaaaa CACAGAGCTGCCTTGGAGAT CACGAGCGGGATGAGGTTT 114 16 57 20 253 19 59,748 60,079 27,500 32,700 1,331,606 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 5 16 245 ggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTGGAGGACGGAGAGCATGTG CACGAGCGGGATGAGGTTT 163 16 9 19 253 19 59,857 60,079 32,100 32,700 2,221,875 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 5 14 189 GCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAGCTGCCTTGGAGATTGAATCG CGAGCGGGATGAGGTTTCC 107 14 63 21 251 19 59,667 60,522 33,400 31,300 2,854,678 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 8 29 243 GTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCAC GTGCGCGAAAGAGTGCTTTA TAGGAAGCCTCATCCACGAG 146 29 25 20 267 20 59,489 58,596 18,500 41,800 1,915,035 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 8 12 108 ACCATGTCACATGAACTGGGTTGACATGtttttAAATTACCATGTCACATGAACTGGGT GAGCGGGATGAGGTTTCCTA 27 12 143 21 250 20 59,575 58,879 45,100 29,400 2,545,596 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 8 12 188 GCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAGCTGCCTTGGAGATTGAATCG GAGCGGGATGAGGTTTCCTA 107 12 63 21 250 20 59,667 58,879 33,400 29,400 2,453,527 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 8 12 194 CACAGAGCTGCCTTGGAGATTGAATCGATAATaaaa CACAGAGCTGCCTTGGAGAT GAGCGGGATGAGGTTTCCTA 114 12 57 20 250 20 59,748 58,879 27,500 29,400 1,373,009 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:6938:6091_1 1 191 28 7 1 AAAT TATTTATTTATTTATTTATTTATTTATT NA 0 0 9 11 188 GCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAGCTGCCTTGGAGATTGAATCG GAGCGGGATGAGGTTTCCTAA 107 11 63 21 250 21 59,667 59,515 33,400 26,900 2,818,063 F 286 AGGCggggggAGGACGGAGAGCATGTGCGCGAAAGAGTGCTTTAATCTCCCTGAGGCACAGAGCTGCCTTGGAGATTGAATCGATAATaaaaaaaaTTAAGTAAGAGGTGTaaaaaTTTATTTAAACATGTCCCCTCATGTGACCATGTCACATGAACTGGGTTGACATGtttttAAATTTATGAAAATGtatttatttatttatttatttatttattTAATAAATACTTTAGGAAACCTCATCCCGCTCGTGGATGAGGCTTCCTaaaaaaCGTGAAGGCTACTT

ST‐E00142:460:H2K7HCCXY:6:2119:9181:11382_ 1 57 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 1 1 12 4 116 TCCCTCCACCTTCGTATACATTAGATTAcattccattccaTCCCTCCACCTTCGTATACA TGTCAAGATGGATGGATGGAAT 35 4 2 20 117 22 57,167 57,198 22,900 30,100 7,634,164 F 154 TTCCCTCCACCTTCGTATACATTAGATTAcattccattccattcATTTATCTTGGCttccattccattccattccattccattccattccaTTCAATtccatccatccaTCTTGACAtccattccattccattccattccattccattccatCC

ST‐E00142:460:H2K7HCCXY:6:2119:9181:11382_ 1 57 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 12 4 117 TTCCCTCCACCTTCGTATACATTAGATTAcattccattccTTCCCTCCACCTTCGTATACA TGTCAAGATGGATGGATGGAAT 35 4 1 21 117 22 57,895 57,198 22,900 30,100 7,906,040 F 154 TTCCCTCCACCTTCGTATACATTAGATTAcattccattccattcATTTATCTTGGCttccattccattccattccattccattccattccaTTCAATtccatccatccaTCTTGACAtccattccattccattccattccattccattccatCC

ST‐E00142:460:H2K7HCCXY:6:2119:9181:11382_ 1 57 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 12 2 116 TCCCTCCACCTTCGTATACATTAGATTAcattccattccaTCCCTCCACCTTCGTATACA TGTCAAGATGGATGGATGGAATTG 35 2 2 20 117 24 57,167 59,109 22,900 23,200 7,723,812 F 154 TTCCCTCCACCTTCGTATACATTAGATTAcattccattccattcATTTATCTTGGCttccattccattccattccattccattccattccaTTCAATtccatccatccaTCTTGACAtccattccattccattccattccattccattccatCC

ST‐E00142:460:H2K7HCCXY:6:2120:11830:26695 1 23 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 1 1 17 0 90 TTAATCTTGGCACCCACTCTCttccattccattccattccattTTAATCTTGGCACCCACTCTC GGAATGGAATAGAATGTGTGCCA 0 11 2 21 91 23 57,650 59,046 32,000 49,200 7,303,832 F 122 CTTAATCTTGGCACCCACTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGcacacaTTCTattccattccattccattccATTACATTCCATTCCATCCAT
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ST‐E00142:460:H2K7HCCXY:6:2120:11830:26695 1 23 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 0 91 CTTAATCTTGGCACCCACTCTCttccattccattccattcca CTTAATCTTGGCACCCACTCTC GGAATGGAATAGAATGTGTGCCA 0 11 1 22 91 23 58,726 59,046 32,000 49,200 7,227,900 F 122 CTTAATCTTGGCACCCACTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGcacacaTTCTattccattccattccattccATTACATTCCATTCCATCCAT

ST‐E00142:460:H2K7HCCXY:6:2120:11830:26695 1 23 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 17 0 92 CTTAATCTTGGCACCCACTCTCttccattccattccattcca CTTAATCTTGGCACCCACTCTC TGGAATGGAATAGAATGTGTGCC 0 12 1 22 92 23 58,726 59,046 32,000 50,100 7,227,900 F 122 CTTAATCTTGGCACCCACTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGcacacaTTCTattccattccattccattccATTACATTCCATTCCATCCAT

ST‐E00142:460:H2K7HCCXY:6:2120:13616:25851 1 53 66 11 2 AGC CACCACCACCAACAGCAGCAGCAGCAGCACAATCA NA 1 1 16 3 125 ATCAGCAGCATCACcagcagcagcagCATCAGcaccacc ATCAGCAGCATCACCAGCAG GTGTTGTTAATGGTGATGTTGCTG 12 3 21 20 145 24 60,748 59,319 42,400 44,100 5,429,392 G 145 CcagcagcagAAGCTGCAGCATCAGCAGCATCACcagcagcagcagCATCAGcaccaccacCAAcagcagcagcagcagCACAATcagcagcagcagcagcagcagcagcagcagcagCATCAGCAACATCACCATTAACAACAC

ST‐E00142:460:H2K7HCCXY:6:2120:13616:25851 1 53 66 11 2 AGC CACCACCACCAACAGCAGCAGCAGCAGCACAATCA NA 0 0 16 2 124 ATCAGCAGCATCACcagcagcagcagCATCAGcaccacc ATCAGCAGCATCACCAGCAG TGTTGTTAATGGTGATGTTGCTGA 12 2 21 20 144 24 60,748 59,418 42,400 42,600 5,330,607 G 145 CcagcagcagAAGCTGCAGCATCAGCAGCATCACcagcagcagcagCATCAGcaccaccacCAAcagcagcagcagcagCACAATcagcagcagcagcagcagcagcagcagcagcagCATCAGCAACATCACCATTAACAACAC

ST‐E00142:460:H2K7HCCXY:6:2120:13616:25851 1 53 66 11 2 AGC CACCACCACCAACAGCAGCAGCAGCAGCACAATCA NA 0 0 16 2 127 AGCATCAGCAGCATCACcagcagcagcagCATCAGcac AGCATCAGCAGCATCACCAG TGTTGTTAATGGTGATGTTGCTGA 15 2 18 20 144 24 60,748 59,418 40,000 42,600 5,330,607 G 145 CcagcagcagAAGCTGCAGCATCAGCAGCATCACcagcagcagcagCATCAGcaccaccacCAAcagcagcagcagcagCACAATcagcagcagcagcagcagcagcagcagcagcagCATCAGCAACATCACCATTAACAACAC

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 1 1 4 8 143 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG TGCTGCATATACTATTCTAAGGTGA 62 8 26 20 168 25 59,819 57,461 35,100 40,200 7,719,676 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 8 144 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG TTGCTGCATATACTATTCTAAGGTGA 62 8 26 20 169 26 59,819 58,038 35,100 40,200 8,143,083 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 7 143 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG TGCTGCATATACTATTCTAAGGTGAA 62 7 26 20 168 26 59,819 58,038 35,100 31,800 8,143,083 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 3 139 GCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAGC TGCATATACTATTCTAAGGTGAAAGGT 61 3 27 20 165 27 61,446 58,065 44,000 35,000 10,380,413 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 2 138 GCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAGC GCATATACTATTCTAAGGTGAAAGGTT 61 2 27 20 164 27 61,446 57,220 44,000 35,000 11,225,902 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 4 2 139 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG GCATATACTATTCTAAGGTGAAAGGTT 62 2 26 20 164 27 59,819 57,220 35,100 35,000 9,960,828 A 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 6 62 239 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG CCTTGTAGTACAGGTCTAGCTAGT 62 105 26 20 264 24 59,819 58,561 35,100 25,700 5,619,475 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 6 62 244 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG GCAATCCTTGTAGTACAGGTCT 62 112 26 20 269 22 59,819 57,527 35,100 38,500 4,654,119 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 6 62 245 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG AGCAATCCTTGTAGTACAGGTC 62 113 26 20 270 22 59,819 57,527 35,100 38,500 4,654,119 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 6 61 239 GCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAGC TCCTTGTAGTACAGGTCTAGCT 61 108 27 20 265 22 61,446 57,412 44,000 33,200 6,033,692 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 62 195 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG TTTGTTTGTCTGGGAAAGTCTTT 62 62 26 20 220 23 59,819 57,006 35,100 25,200 6,174,390 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 62 245 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG AGCAATCCTTGTAGTACAGGTCT 62 112 26 20 270 23 59,819 58,903 35,100 38,500 4,278,060 B 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 27 162 AGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACAG CGTGTTTGAAGGATATATTTGCTGC 62 27 26 20 187 25 59,819 59,317 35,100 52,500 5,863,504 F 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 27 163 AAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAGCTCCATGATGCCTGACA CGTGTTTGAAGGATATATTTGCTGC 63 27 25 20 187 25 59,378 59,317 35,800 52,500 6,304,998 F 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 27 165 TGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTTGAAGCTCCATGATGCCTGA CGTGTTTGAAGGATATATTTGCTGC 65 27 23 20 187 25 59,086 59,317 38,600 52,500 6,596,785 F 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 20 124 GCTTACAAGCCAGGAATAATGACATGACATATTTAAGCTTACAAGCCAGGAATAATGACA CGTGTTTGAAGGATATATTTGCTGC 20 27 64 24 187 25 59,360 59,317 35,800 52,500 10,323,063 F 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:28980:12279 1 108 28 7 1 AAAC AAACAAACAAACAAACAAACAAACAAAC NA 0 0 7 15 117 AGCCAGGAATAATGACATGACATATTTAAAGTGTTGAGCCAGGAATAATGACATGACA CGTGTTTGAAGGATATATTTGCTGC 15 27 71 22 187 25 57,491 59,317 35,800 52,500 10,191,413 F 275 AAAAGAAACAAATAACATACTATGAAGCTCCATGATGCCTGACAGCAGACTTTTCAGTGGAAAGCTTACAAGCCAGGAATAATGACATGACATATTTAAAGTGTTGAaaacaaacaaacaaacaaacaaacaaacAAAACCTTTCACCTTAGAATAGTATATGCAGCAAatatatCCTTCAAACACGAAGGGGAAATAAAGACTTTCCCAGACAAACAAAAGCTGAAGGATTTAGTTAATACTAGCTAGACCTGTACTACAAGGATTGCTAAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 1 1 2 33 240 CAGACATTCCCAGATAAAGATTAAGGACATTAAGA CAGACATTCCCAGATAAAGATTAAGG TGGTGGTGCATGCCTGTAAT 33 128 1 26 240 20 57,612 59,961 26,900 18,900 8,427,956 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 30 201 ACATTCCCAGATAAAGATTAAGGACATTAAGATCGTACATTCCCAGATAAAGATTAAGGACA GCTGAGGCAGGAGAATCACT 30 92 4 26 204 20 58,128 59,459 40,200 34,100 8,413,061 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 30 202 ACATTCCCAGATAAAGATTAAGGACATTAAGATCGTACATTCCCAGATAAAGATTAAGGACA TGCTGAGGCAGGAGAATCAC 30 93 4 26 205 20 58,128 59,749 40,200 30,600 8,123,491 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 30 203 GACATTCCCAGATAAAGATTAAGGACATTAAGATC GACATTCCCAGATAAAGATTAAGGACA TGCTGAGGCAGGAGAATCAC 30 93 3 27 205 20 59,007 59,749 40,200 30,600 8,244,536 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 0 110 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC GCCAGTATACTCCAGCCTGG 0 33 36 24 145 20 58,587 59,605 37,700 44,500 5,808,064 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 0 169 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC GCTGAGGCAGGAGAATCACT 0 92 36 24 204 20 58,587 59,459 37,700 34,100 5,954,422 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 0 170 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC TGCTGAGGCAGGAGAATCAC 0 93 36 24 205 20 58,587 59,749 37,700 30,600 5,664,853 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 0 204 CGTATAAAGCAGTAGTTCCAACCattattattattattatt CGTATAAAGCAGTAGTTCCAACC TGGTGGTGCATGCCTGTAAT 0 128 37 23 240 20 57,286 59,961 37,700 18,900 5,753,294 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 2 0 205 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC TGGTGGTGCATGCCTGTAAT 0 128 36 24 240 20 58,587 59,961 37,700 18,900 5,452,971 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 3 32 240 CAGACATTCCCAGATAAAGATTAAGGACATTAAGA CAGACATTCCCAGATAAAGATTAAGGA TGGTGGTGCATGCCTGTAAT 32 128 1 27 240 20 58,786 59,961 33,600 18,900 8,253,151 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 3 32 241 CAGACATTCCCAGATAAAGATTAAGGACATTAAGA CAGACATTCCCAGATAAAGATTAAGGA GTGGTGGTGCATGCCTGTAA 32 129 1 27 241 20 58,786 60,893 33,600 24,100 9,106,949 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 4 0 134 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC GAGGTTGCAGTGAGCTGAGA 0 57 36 24 169 20 58,587 59,680 37,700 32,700 5,733,227 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 4 0 155 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC ATCACTTGAACCTGGGAGGC 0 78 36 24 190 20 58,587 59,670 37,700 47,000 5,743,095 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 4 0 201 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC GGTGCATGCCTGTAATTGCA 0 124 36 24 236 20 58,587 59,468 37,700 40,800 5,945,157 F 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29214:4034_ 1 60 33 11 1 AAT ATTATTATTATTATTATTATTATTATTATTATT NA 0 0 6 0 104 TCGTATAAAGCAGTAGTTCCAACCattattattattattat TCGTATAAAGCAGTAGTTCCAACC ATACTCCAGCCTGGGTGACA 0 27 36 24 139 20 58,587 60,253 37,700 35,800 5,666,196 A 289 CAGACATTCCCAGATAAAGATTAAGGACATTAAGATCGTATAAAGCAGTAGTTCCAACCattattattattattattattattattattattACTATTATTGGAGATGGTATATTTCTCTGTCACCCAGGCTGGAGTATACTGGCATGATCTCAGCTCACTGCAACCTCCGCCTCCCAGGTTCAAGTGATTCTCCTGCCTCAGCAACTCGAATAGATGCAATTACAGGCATGcaccaccacGCACAACTAAtttttGTATTTTGGGTAGAGACGGGGTTTCCTCATGTT

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 7 19 190 AAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAAGATGTCCAAACCATCCGGG CTCACTCATCACTCACTCACTTG 99 19 5 21 194 23 60,341 58,764 57,300 31,600 5,577,138 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 18 190 TAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGT TAAGATGTCCAAACCATCCGGG TCACTCATCACTCACTCACTTGC 99 18 4 22 193 23 60,093 60,554 57,300 40,100 5,646,361 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 18 190 GTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGGTAAGATGTCCAAACCATCCGG CACTCATCACTCACTCACTTGC 100 18 3 22 192 22 59,057 59,264 51,400 40,100 5,678,695 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 13 137 tgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtg TGTGACTGAGTGGGAGAGTCT TCACTCACTCACTTGCACAGA 54 13 50 21 186 21 59,854 59,243 32,400 34,100 2,902,483 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 13 152 GCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgGCGTGAGTGAGTCTGTGTGA TCACTCACTCACTTGCACAGA 70 13 35 20 186 21 59,969 59,243 35,800 34,100 1,787,311 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 12 151 GCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgGCGTGAGTGAGTCTGTGTGA CACTCACTCACTTGCACAGAC 70 12 35 20 185 21 59,969 59,137 35,800 35,100 1,894,227 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 11 135 tgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtg TGTGACTGAGTGGGAGAGTCT ACTCACTCACTTGCACAGACT 54 11 50 21 184 21 59,854 59,241 32,400 32,400 2,905,390 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 11 139 TCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtg TCTGTGTGACTGAGTGGGAGA ACTCACTCACTTGCACAGACT 58 11 46 21 184 21 60,133 59,241 37,100 32,400 2,892,927 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:29802:31599 1 125 28 7 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 19 11 150 GCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgGCGTGAGTGAGTCTGTGTGA ACTCACTCACTTGCACAGACT 70 11 35 20 184 21 59,969 59,241 35,800 32,400 1,790,218 F 194 CAGTAAGATGTCCAAACCATCCGGGGCTCAGTGGGCGTGAGTGAGTCtgtgtgACTGAGTGGGAGAGTCtgagtgagtgagTCtgtgtgagtgagtgagtgAGTCTTTGTGAGTGAGTCTGTGCgagtgagtgagtgagtgagtgagtgagtCTGACTGAGTAAGTCTGTGCAagtgagtgagtgATGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 174 24 6 1 ATCC TGGATGGATGGATGGATGGATGGA NA 1 1 16 4 96 TAGATGGATggacggacggacggacGGATggacggacggaTAGATGGATGGACGGACGGA TCCATCCATCGAACCGTTCA 28 4 126 20 221 20 59,816 59,101 46,900 31,800 1,083,230 F 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 174 24 6 1 ATCC TGGATGGATGGATGGATGGATGGA NA 0 0 16 2 94 TAGATGGATggacggacggacggacGGATggacggacggaTAGATGGATGGACGGACGGA CATCCATCGAACCGTTCAGC 28 2 126 20 219 20 59,816 59,347 46,900 42,600 0.836803 F 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 174 24 6 1 ATCC TGGATGGATGGATGGATGGATGGA NA 0 0 16 1 93 TAGATGGATggacggacggacggacGGATggacggacggaTAGATGGATGGACGGACGGA ATCCATCGAACCGTTCAGCC 28 1 126 20 218 20 59,816 60,462 46,900 48,500 0.646258 F 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 1 16 2 141 GGCGTTTGAatggatggatggATAGATTGATGGATGGAGGCGTTTGAATGGATGGATGG TCCGTCCGTCCATCCATCTA 28 2 5 21 145 20 59,932 59,816 35,100 19,800 1,251,727 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 16 2 142 GGGCGTTTGAatggatggatggATAGATTGATGGATGGGGGCGTTTGAATGGATGGATG TCCGTCCGTCCATCCATCTA 29 2 4 21 145 20 59,932 59,816 35,100 19,800 1,251,727 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 16 2 143 CGGGCGTTTGAatggatggatggATAGATTGATGGATGCGGGCGTTTGAATGGATGGA TCCGTCCGTCCATCCATCTA 31 2 3 20 145 20 61,029 59,816 34,100 19,800 1,213,618 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 16 1 139 GCGTTTGAatggatggatggATAGATTGATGGATGGATGCGTTTGAATGGATGGATGGA CCGTCCGTCCATCCATCTAT 27 1 6 21 144 20 58,976 58,742 34,100 19,800 3,281,417 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 17 0 139 GCGTTTGAatggatggatggATAGATTGATGGATGGATGCGTTTGAATGGATGGATGGA CCGTCCGTCCATCCATCTATC 27 0 6 21 144 21 58,976 59,797 34,100 20,800 3,226,256 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 70 8 2 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 17 0 139 GCGTTTGAatggatggatggATAGATTGATGGATGGATGCGTTTGAATGGATGGATGG CCGTCCGTCCATCCATCTATC 28 0 6 20 144 21 57,503 59,797 35,100 20,800 3,699,689 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 144 8 3 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 1 12 1 216 CGGGCGTTTGAatggatggatggATAGATTGATGGATGCGGGCGTTTGAATGGATGGA ATCCATCGAACCGTTCAGCC 31 1 3 20 218 20 61,029 60,462 34,100 48,500 1,491,455 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 144 8 3 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 13 1 214 GGCGTTTGAatggatggatggATAGATTGATGGATGGAGGCGTTTGAATGGATGGATGG ATCCATCGAACCGTTCAGCC 28 1 5 21 218 20 59,932 60,462 35,100 48,500 1,529,564 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:31923:30703 1 54 144 8 3 ATCC ATGGATGGATGGATGGATGGATCGATGGTGGATG NA 0 0 13 1 215 GGGCGTTTGAatggatggatggATAGATTGATGGATGGGGGCGTTTGAATGGATGGATG ATCCATCGAACCGTTCAGCC 29 1 4 21 218 20 59,932 60,462 35,100 48,500 1,529,564 G 239 TGCGGGCGTTTGAatggatggatggATAGATTGATGGATGGATTTAAGAATGAatggatggatggatggatggATCGATGGTGGATGAATCgatggatggatggatggatggatggatggatgGATAGATGGATggacggacggacggacGGATggacggacggacGGAAGGTtggatggatggatggatggatggaTGGCTGAACGGTTCGATGGATGGAATGATGGACGGATGGATG

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 1 1 10 8 92 ATACAGGCAGGCAGATAGGCAGATAGAGagacagacATACAGGCAGGCAGATAGGC GTCCATCAGTCTTTCCGGCA 8 24 36 20 127 20 59,310 60,036 39,300 56,900 0.726011 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 12 41 144 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAAGACAGGTAGAAGCTAGACAGA TATCCGTCCATCCGTCCGT 41 42 1 22 144 19 57,422 60,153 34,100 46,900 5,730,889 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 12 40 144 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAAGACAGGTAGAAGCTAGACAGAT TATCCGTCCATCCGTCCGT 40 42 1 23 144 19 57,876 60,153 29,000 46,900 6,276,938 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 12 8 98 ATACAGGCAGGCAGATAGGCAGATAGAGagacagacATACAGGCAGGCAGATAGGC CCGTCCGTCCATCAGTCTTT 8 30 36 20 133 20 59,310 59,753 39,300 25,200 0.936258 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 13 41 144 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAAGACAGGTAGAAGCTAGACAGA TATCCGTCCATCCGTCCGTC 41 41 1 22 144 20 57,422 61,168 34,100 47,900 5,746,395 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:3305:67656_ 1 64 20 5 1 ACAG AGACAGACAGACAGACAGAC NA 0 0 14 8 101 ATACAGGCAGGCAGATAGGCAGATAGAGagacagacATACAGGCAGGCAGATAGGC CATCCGTCCGTCCATCAGTC 8 33 36 20 136 20 59,310 60,249 39,300 35,100 0.938696 B 175 AGACAGGTAGAAGCTAGACAGATTGATAGATAGAAATACAGGCAGGCAGATAGGCAGATAGAGagacagacagacagacagacGGACGgagagaTagagagACAGATTGCCGGAAAGACTGATGGACGGACGGATGGACGGATAgatggatggatggatggatggatggatgGAT

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 1 1 4 13 187 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT AGGGATATTAGGACAGTTGTGCA 13 47 18 20 204 23 59,743 59,220 37,400 45,700 4,037,334 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 13 188 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT CAGGGATATTAGGACAGTTGTGC 13 48 18 20 205 23 59,743 58,870 37,400 45,700 4,387,157 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 13 213 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT ACAGCATTCGACACTGAACCA 13 75 18 20 230 21 59,743 60,203 37,400 36,700 1,459,679 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 13 214 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT GACAGCATTCGACACTGAACC 13 76 18 20 231 21 59,743 59,539 37,400 36,200 1,718,167 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 13 240 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT CCAGGTGATACACAAGAGCGT 13 102 18 20 257 21 59,743 60,067 37,400 50,700 1,323,898 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 13 241 CATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcCATTGACAGGGCCCTAAGCT ACCAGGTGATACACAAGAGCG 13 103 18 20 258 21 59,743 60,067 37,400 50,300 1,323,898 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 12 186 ATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcc ATTGACAGGGCCCTAAGCTC AGGGATATTAGGACAGTTGTGCA 12 47 19 20 204 23 59,451 59,220 40,900 45,700 4,328,804 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 12 239 ATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcc ATTGACAGGGCCCTAAGCTC CCAGGTGATACACAAGAGCGT 12 102 19 20 257 21 59,451 60,067 40,900 50,700 1,615,368 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2120:6837:42798_ 1 51 84 9 1.5 AAGGAG TCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCTTC NA 0 0 4 12 240 ATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctcc ATTGACAGGGCCCTAAGCTC ACCAGGTGATACACAAGAGCG 12 103 19 20 258 21 59,451 60,067 40,900 50,300 1,615,368 B 261 AATAGtatataAAAAGCCATTGACAGGGCCCTAAGCTCTGGAATACTGCTtctccctctccctctccctctccctctccctctccttctccttctccttctccttctccttctccttctccttctccttctcctTTTCCTTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGCTTTTGCACAACTGTCCTAATATCCCTGTATATGGTTCAGTGTCGAATGCTGTCTGATAACGCTCTTGTGTATCACCTGGTTAC

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 3 32 162 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTTT CTAACCTGCATGTGCGTTGC 68 32 1 21 162 20 59,162 60,455 31,100 41,700 2,293,034 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 19 112 AGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGGAGCCAATTTAACCAGCT CTAACCTGCATGTGCGTTGC 19 32 51 20 162 20 57,093 60,455 42,400 41,700 3,362,415 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 69 238 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT CTCCTCACGGACAAGCCAA 69 109 1 20 238 19 58,503 59,629 35,000 45,200 2,868,345 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 69 238 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT CTCCTCACGGACAAGCCAAA 69 108 1 20 238 20 58,503 60,250 35,000 32,800 1,747,456 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 69 241 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT CTACTCCTCACGGACAAGCC 69 111 1 20 241 20 58,503 59,826 35,000 43,500 1,670,869 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 69 261 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT CAGCCGCAAAGTTTCGACAT 69 131 1 20 261 20 58,503 59,762 35,000 30,600 1,735,450 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 69 263 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT AACAGCCGCAAAGTTTCGAC 69 133 1 20 263 20 58,503 59,971 35,000 42,000 1,526,063 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 68 238 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTTT CTCCTCACGGACAAGCCAAA 68 108 1 21 238 20 59,162 60,250 31,100 32,800 2,088,371 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 33 163 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT TCTAACCTGCATGTGCGTTG 69 33 1 20 163 20 58,503 58,844 35,000 41,000 2,653,050 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 32 162 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTACCTTCCCTCGTGGATACCTT CTAACCTGCATGTGCGTTGC 69 32 1 20 162 20 58,503 60,455 35,000 41,700 1,952,118 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 20 115 AGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAAGAAGGAGCCAATTTAACCAGC CTAACCTGCATGTGCGTTGC 20 32 48 22 162 20 58,908 60,455 48,500 41,700 3,547,258 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:17553:65933 1 90 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 19 114 GAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGGAAGGAGCCAATTTAACCAGCT CTAACCTGCATGTGCGTTGC 19 32 49 22 162 20 58,908 60,455 42,400 41,700 3,547,258 F 266 CCTTCCCTCGTGGATACCTTTTCCCAGTCCAAATGTATTCGTGTTTTAGAAGGAGCCAATTTAACCAGCTTTCTTGAGTCAAAGAAAGTttattattattattattattaGTTCCTAAAACGCAAGGaaaaaaTAATAAAATGCAACGCACATGCAGGTTAGAAATGAGAAGTGATCCCAGAAATAAAGATTTTGAGTAAAGGTACACAAATCAGTCTTTTGGCTTGTCCGTGAGGAGTAGATGTCGAAACTTTGCGGCTGTTAAG

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 4 5 148 CAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCCAGGGCAGATTGTCAGCTGT TCCTCCTGACTGCTCCTTCA 79 5 103 20 250 20 60,322 59,885 44,000 30,200 0.437428 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 5 221 aaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGAAAGGCTGGCTGAGGAGTTT TCCTCCTGACTGCTCCTTCA 152 5 30 20 250 20 59,520 59,885 26,600 30,200 0.595404 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 43 258 aaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAG AAGGCTGGCTGAGGAGTTTC GCATCCCACAGTCAAACAGC 151 43 31 20 288 20 59,963 59,758 27,800 44,000 0.279464 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 40 255 aaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAG AAGGCTGGCTGAGGAGTTTC TCCCACAGTCAAACAGCCAT 151 40 31 20 285 20 59,963 59,522 27,800 44,000 0.515518 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 38 180 AGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTAGGGCAGATTGTCAGCTGTT CCACAGTCAAACAGCCATGC 78 38 104 20 283 20 59,597 60,039 31,600 40,600 0.442163 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 38 181 CAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCCAGGGCAGATTGTCAGCTGT CCACAGTCAAACAGCCATGC 79 38 103 20 283 20 60,322 60,039 44,000 40,600 0.361169 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 38 253 aaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAG AAGGCTGGCTGAGGAGTTTC CCACAGTCAAACAGCCATGC 151 38 31 20 283 20 59,963 60,039 27,800 40,600 0.076339 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 12 114 TCTGGAATCAGGTGGGAggggggggggTGGGGggtgg TCTGGAATCAGGTGGGAGGG CCACAGTCAAACAGCCATGC 12 38 170 20 283 20 60,622 60,039 43,000 40,600 0.660463 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 12 116 TCTGGAATCAGGTGGGAggggggggggTGGGGggtgg TCTGGAATCAGGTGGGAGGG TCCCACAGTCAAACAGCCAT 12 40 170 20 285 20 60,622 59,522 43,000 44,000 1,099,643 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 12 119 TCTGGAATCAGGTGGGAggggggggggTGGGGggtgg TCTGGAATCAGGTGGGAGGG GCATCCCACAGTCAAACAGC 12 43 170 20 288 20 60,622 59,758 43,000 44,000 0.863588 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 5 220 aaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAG AAGGCTGGCTGAGGAGTTTC TCCTCCTGACTGCTCCTTCA 151 5 31 20 250 20 59,963 59,885 27,800 30,200 0.152598 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:19289:53012 1 202 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 4 219 aaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAG AAGGCTGGCTGAGGAGTTTC CCTCCTGACTGCTCCTTCAC 151 4 31 20 249 20 59,963 59,751 27,800 31,800 0.286289 F 288 GACAATCTTATTaaaaaTCCGATGGATaaaaaGGCTGGCTGAGGAGTTTCTAATTGAATGTGGAGTAATTTTCAAACACTtctctcAGTGTCATGACATCCCCAGGGCAGATTGTCAGCTGTTCTTTCTCCGAGAAGCTCAAAACTCTTAAGGGCCACAGAATAAATTTTCTGGAATCAGGTGGGAggggggggggTGGGGggtggtggtggtggtggtggtggtGGAAGTGAAGGAGCAGTCAGGAGGAAATGTTTCACCCAGCATGGCTGTTTGACTGTGGGATGC

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 4 42 241 TTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCT TTTGACTGGTGCAGACTCGA ACTCTACCATAATTTAAACAGTCCCA 132 42 15 20 255 26 59,250 58,075 40,400 43,700 8,674,790 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 42 242 GTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCGTTTGACTGGTGCAGACTCG ACTCTACCATAATTTAAACAGTCCCA 133 42 14 20 255 26 59,138 58,075 41,800 43,700 8,786,378 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 42 240 TGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTT TGACTGGTGCAGACTCGATG AACTCTACCATAATTTAAACAGTCCCA 130 42 17 20 256 27 59,755 58,612 38,400 43,700 8,632,535 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 1 90 AAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttt AAACGTTATAAGTTGTGATGACCC TTTATAACACTTCTCCACCACCC 21 1 122 24 211 23 57,509 58,086 44,600 46,100 11,404,350 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 1 91 AAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttt AAACGTTATAAGTTGTGATGACCC ATTTATAACACTTCTCCACCACCC 21 1 122 24 212 24 57,509 58,493 44,600 46,100 11,997,274 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 1 92 AAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttt AAACGTTATAAGTTGTGATGACCC TATTTATAACACTTCTCCACCACCC 21 1 122 24 213 25 57,509 58,344 44,600 46,100 13,146,496 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 5 1 195 TGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTT TGACTGGTGCAGACTCGATG TTTATAACACTTCTCCACCACCC 130 1 17 20 211 23 59,755 58,086 38,400 46,100 5,158,505 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 168 AGGGCCTTTATCTGTGCTGTAGACCTCTATGACTAT AGGGCCTTTATCTGTGCTGT TTATAACACTTCTCCACCACCC 104 1 43 20 210 22 59,005 57,437 44,000 46,100 5,558,164 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 171 CGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACCGAAGGGCCTTTATCTGTGC TTATAACACTTCTCCACCACCC 107 1 40 20 210 22 58,983 57,437 45,700 46,100 5,580,527 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 185 CAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCT CAGACTCGATGGGCCGAAG TTATAACACTTCTCCACCACCC 122 1 26 19 210 22 60,227 57,437 37,900 46,100 5,790,229 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 193 GACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTAGACTGGTGCAGACTCGATGG TTATAACACTTCTCCACCACCC 129 1 18 20 210 22 60,459 57,437 35,100 46,100 5,022,377 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:26697:52906 1 167 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 194 TGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTT TGACTGGTGCAGACTCGATG TTATAACACTTCTCCACCACCC 130 1 17 20 210 22 59,755 57,437 38,400 46,100 4,807,862 F 270 TAGTTAGGTACTTGTTTGACTGGTGCAGACTCGATGGGCCGAAGGGCCTTTATCTGTGCTGTAGACCTCTATGACTATGATAAACATACTGTATGTACTAAGCTAGTTGTTAAAACGTGTAAAACGTTATAAGTTGTGATGACCCCAGAGCTGAtttttCACTGTTtggtggtggtggtggtggtggGGGGTGGTGGAGAAGTGTTATAAATATGAAGTTTAAAAGTTATGGGACTGTTTAAATTATGGTAGAGTTGTGAAgggggACAT

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 1 1 4 14 117 CCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAa CCTCTCAAATAGCTTGAACCTTCC TCTTGCTTGCAAGGTTCTTTCT 14 24 116 24 232 22 59,362 58,709 34,600 25,200 7,928,687 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 24 149 AGCACAATAGCATGAAATTTGAAGTTGAAGTACCT AGCACAATAGCATGAAATTTGAAGT TCTTGCTTGCAAGGTTCTTTCT 45 24 84 25 232 22 58,306 58,709 30,100 25,200 9,985,157 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 20 145 GCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTGCACAATAGCATGAAATTTGAAGT TGCTTGCAAGGTTCTTTCTTTGT 45 20 85 24 229 23 57,044 59,805 30,100 28,300 10,151,695 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 20 146 AGCACAATAGCATGAAATTTGAAGTTGAAGTACCT AGCACAATAGCATGAAATTTGAAGT TGCTTGCAAGGTTCTTTCTTTGT 45 20 84 25 229 23 58,306 59,805 30,100 28,300 9,889,843 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 17 115 ACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttA ACCTCTCAAATAGCTTGAACCT TGCTTGCAAGGTTCTTTCTTTGT 17 20 115 22 229 23 57,082 59,805 35,000 28,300 8,113,302 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:31822:34254 1 154 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NA 0 0 5 14 114 CCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAa CCTCTCAAATAGCTTGAACCTTCC TGCTTGCAAGGTTCTTTCTTTGT 14 20 116 24 229 23 59,362 59,805 34,600 28,300 7,833,373 F 254 ATGTGATAATAGCATGACTGCAATTGTAAAGAAGAAAATGAAAGACGAATTAATAAGAATAAAGAAAGAAGACATAAATCCATAGCACAATAGCATGAAATTTGAAGTTGAAGTACCTCTCAAATAGCTTGAACCTTCCATAAAAtttttttAaataataataataataataataataataataatAAACATGCATAAAACAAAGTACAAAGAAAGAACCTTGCAAGCAAGAAAATCAGAAATTGGaaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 1 1 18 10 95 TCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgt TCAGTGAGTGTGTGAGTGAGTG TGTCACACCCACTCTCTCAC 15 10 12 22 106 20 59,900 58,959 35,100 35,100 3,140,403 F 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 18 10 99 TGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGAC TGAGTCAGTGAGTGTGTGAGTG TGTCACACCCACTCTCTCAC 19 10 8 22 106 20 59,900 58,959 35,100 35,100 3,140,403 F 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 18 10 103 TGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtg TGAGTGAGTCAGTGAGTGTGTG TGTCACACCCACTCTCTCAC 23 10 4 22 106 20 59,900 58,959 38,200 35,100 3,140,403 F 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 1 18 0 134 gtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagGTGTGAGTGAGTGTTTGTGTGA AATTCCGACCATAGTCACTCTC 6 0 21 22 154 22 59,000 57,343 35,800 32,000 7,657,477 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 0 18 0 135 tgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtga TGTGTGAGTGAGTGTTTGTGTG AATTCCGACCATAGTCACTCTC 7 0 20 22 154 22 59,258 57,343 38,200 32,000 7,398,953 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 0 18 0 136 gtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtg GTGTGTGAGTGAGTGTTTGTGT AATTCCGACCATAGTCACTCTC 8 0 19 22 154 22 59,258 57,343 37,200 32,000 7,399,489 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 0 18 0 143 TCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgt TCAGTGAGTGTGTGAGTGAGTG AATTCCGACCATAGTCACTCTC 15 0 12 22 154 22 59,900 57,343 35,100 32,000 6,757,192 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 0 18 0 147 TGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGAC TGAGTCAGTGAGTGTGTGAGTG AATTCCGACCATAGTCACTCTC 19 0 8 22 154 22 59,900 57,343 35,100 32,000 6,757,192 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:32177:72701 1 49 84 7 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTAAGA NA 0 0 18 0 151 TGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtg TGAGTGAGTCAGTGAGTGTGTG AATTCCGACCATAGTCACTCTC 23 0 4 22 154 22 59,900 57,343 38,200 32,000 6,757,192 G 173 GTTTGAGTGAGTCAGTGAgtgtgtGAGTGAGTGTTtgtgtgAGACTGTgtgagtgagtgagtgagtgagtgagtgaGTAAGAATGAGTgagagaGTGGGTGTGACAgtgtgtgtgtGAgtgtgtgtgtgtgtGAGAGTGACTATGGTCGGAATTTTCAGGTCGGCGGGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 2 116 ATACTCTGCCACCATGCACCCGcaccaccaccaccacca ATACTCTGCCACCATGCACC TTCACATGATCCAGCCACAGA 2 52 77 20 192 21 60,107 59,370 50,100 34,100 1,736,878 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 52 171 CTCAGCCATCCAGCTACACTATCCAGGATCAGCCCT CTCAGCCATCCAGCTACACT TCACATGATCCAGCCACAGA 58 52 21 20 191 20 59,171 58,721 35,500 34,100 2,107,871 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 52 172 TCTCAGCCATCCAGCTACACTATCCAGGATCAGCCC TCTCAGCCATCCAGCTACAC TCACATGATCCAGCCACAGA 59 52 20 20 191 20 59,173 58,721 29,000 34,100 2,105,252 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 52 177 ACCTATCTCAGCCATCCAGCTACACTATCCAGGATC ACCTATCTCAGCCATCCAGC TCACATGATCCAGCCACAGA 64 52 15 20 191 20 58,945 58,721 48,500 34,100 2,333,577 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 2 115 ATACTCTGCCACCATGCACCCGcaccaccaccaccacca ATACTCTGCCACCATGCACC TCACATGATCCAGCCACAGA 2 52 77 20 191 20 60,107 58,721 50,100 34,100 1,385,554 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 2 115 ATACTCTGCCACCATGCACCCGcaccaccaccaccacca ATACTCTGCCACCATGCACC TCACATGATCCAGCCACAGAA 2 51 77 20 191 21 60,107 59,370 50,100 30,200 1,736,878 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 57 191 GCACTGTCACCTATCTCAGCCATCCAGCTACACTAT GCACTGTCACCTATCTCAGCC GGTGATTCACATGATCCAGCC 71 57 7 21 197 21 60,472 59,048 48,500 48,500 3,424,672 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 57 192 GGCACTGTCACCTATCTCAGCCATCCAGCTACACTA GGCACTGTCACCTATCTCAGC GGTGATTCACATGATCCAGCC 72 57 6 21 197 21 60,472 59,048 42,600 48,500 3,424,672 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2121:7131:24216_ 1 99 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 54 190 GGCACTGTCACCTATCTCAGCCATCCAGCTACACTA GGCACTGTCACCTATCTCAGC TGATTCACATGATCCAGCCACA 72 54 6 21 195 22 60,472 60,026 42,600 41,700 3,498,451 F 199 ACAATGGCACTGTCACCTATCTCAGCCATCCAGCTACACTATCCAGGATCAGCCCTTTACCTTTCTGATTGACAACATACTCTGCCACCATGCACCCGcaccaccaccaccaccaccacccccccAcccccACTCCTTTAGTtctctcAACAGGAGCACATATGCCACAATTCTGTGGCTGGATCATGTGAATCACCTG

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 1 1 2 0 127 TTCGTGGTGGTCTGCTATGATCACCACAACCTCACT TTCGTGGTGGTCTGCTATGA TGTGCTGGTTGCTTCTTCCC 49 0 3 20 129 20 58,738 60,823 21,500 39,700 2,085,773 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 3 49 216 TTCGTGGTGGTCTGCTATGATCACCACAACCTCACT TTCGTGGTGGTCTGCTATGA GCTGGGTCAGGTAGGGAAAC 49 89 3 20 218 20 58,738 60,035 21,500 27,800 1,297,760 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 3 46 214 CGTGGTGGTCTGCTATGATCACCACAACCTCACTTT CGTGGTGGTCTGCTATGATCA GCTGGGTCAGGTAGGGAAAC 46 89 5 21 218 20 59,863 60,035 29,200 27,800 1,172,234 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 3 0 125 CGTGGTGGTCTGCTATGATCACCACAACCTCACTTT CGTGGTGGTCTGCTATGATCA TGTGCTGGTTGCTTCTTCCC 46 0 5 21 129 20 59,863 60,823 29,200 39,700 1,960,247 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 4 46 221 CGTGGTGGTCTGCTATGATCACCACAACCTCACTTT CGTGGTGGTCTGCTATGATCA ACAGAAGGCTGGGTCAGGTA 46 96 5 21 225 20 59,863 60,179 29,200 30,800 1,315,794 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 4 11 178 TATGAGTGCACAGCCCTCAACTGCAGGGCTTaggag TATGAGTGCACAGCCCTCAA GCTGGGTCAGGTAGGGAAAC 11 89 41 20 218 20 59,017 60,035 30,200 27,800 1,018,810 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 4 10 177 ATGAGTGCACAGCCCTCAACTGCAGGGCTTaggagg ATGAGTGCACAGCCCTCAAC GCTGGGTCAGGTAGGGAAAC 10 89 42 20 218 20 60,607 60,035 31,800 27,800 0.642832 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 4 10 184 ATGAGTGCACAGCCCTCAACTGCAGGGCTTaggagg ATGAGTGCACAGCCCTCAAC ACAGAAGGCTGGGTCAGGTA 10 96 42 20 225 20 60,607 60,179 31,800 30,800 0.786392 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 4 0 90 TTATGAGTGCACAGCCCTCAACTGCAGGGCTTagga TTATGAGTGCACAGCCCTCA TGTGCTGGTTGCTTCTTCCC 12 0 40 20 129 20 59,017 60,823 38,600 39,700 1,806,823 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 5 49 263 TTCGTGGTGGTCTGCTATGATCACCACAACCTCACT TTCGTGGTGGTCTGCTATGA ATCCTGCATTGTGGCCAAA 49 137 3 20 265 19 58,738 57,930 21,500 32,800 4,332,532 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 5 47 262 TCGTGGTGGTCTGCTATGATCACCACAACCTCACTT TCGTGGTGGTCTGCTATGATC ATCCTGCATTGTGGCCAAA 47 137 4 21 265 19 59,591 57,930 29,200 32,800 4,479,179 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10013:61837 1 72 38 9 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAAGAG NA 0 0 5 46 261 CGTGGTGGTCTGCTATGATCACCACAACCTCACTTT CGTGGTGGTCTGCTATGATCA ATCCTGCATTGTGGCCAAA 46 137 5 21 265 19 59,863 57,930 29,200 32,800 4,207,006 B 265 GATTCGTGGTGGTCTGCTATGATCACCACAACCTCACTTTTATGAGTGCACAGCCCTCAACTGCAGGGCTTaggaggaggaggaggaggaggaggaggAAgaggaggagGGGAAGAAGCAACCAGCACATTCATGAACCTGACTGGCATTTATTGAGCATTTTGTTATTGGTTCCTCTGTATGAATCCCAAAATCCCTGTTTCCCTACCTGACCCAGCCTTCTGTTAAGAACCATCATAGCTCCCTTTTGGCCACAATGCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 6 41 240 CCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTCCTCGGATTGCACTCTGTCT CGACATCATCAAACTCAACCGG 133 41 2 20 241 22 59,466 59,906 34,100 52,800 2,628,670 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 41 241 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTCCTCGGATTGCACTCTGTC CGACATCATCAAACTCAACCGG 134 41 1 20 241 22 59,467 59,906 35,100 52,800 2,626,831 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 40 240 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTCCTCGGATTGCACTCTGTC GACATCATCAAACTCAACCGGC 134 40 1 20 240 22 59,467 60,160 35,100 61,300 2,692,090 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 37 152 TGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCTGCTCCTCGACCGGCTAG TCATCAAACTCAACCGGCAGA 52 37 85 18 236 21 60,829 59,928 34,200 42,600 3,900,545 B 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 37 153 CTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCTGCTCCTCGACCGGCTAG TCATCAAACTCAACCGGCAGA 52 37 84 19 236 21 61,840 59,928 34,200 42,600 3,911,608 B 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 37 224 ACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccACTCTGTCTGTTGCGCATGA TCATCAAACTCAACCGGCAGA 122 37 13 20 236 21 59,966 59,928 30,700 42,600 1,105,462 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 37 225 CACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGcCACTCTGTCTGTTGCGCATG TCATCAAACTCAACCGGCAGA 123 37 12 20 236 21 59,835 59,928 40,600 42,600 1,236,836 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 37 153 CTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCTGCTCCTCGACCGGCTA TCATCAAACTCAACCGGCAGA 53 37 84 18 236 21 60,829 59,928 39,300 42,600 3,900,545 B 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 37 223 ACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccACTCTGTCTGTTGCGCATGA CATCAAACTCAACCGGCAGA 122 37 13 20 235 20 59,966 58,477 30,700 42,600 1,556,588 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 11 0 100 GcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCC GCCTCCTCCTCCACTACCA CATCAAACTCAACCGGCAGA 0 37 136 19 235 20 59,998 58,477 32,500 42,600 2,524,428 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 11 0 101 GcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCC GCCTCCTCCTCCACTACCA TCATCAAACTCAACCGGCAG 0 38 136 19 236 20 59,998 58,477 32,500 48,500 2,524,428 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:10947:18028 1 155 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 11 0 101 GcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCC GCCTCCTCCTCCACTACCA TCATCAAACTCAACCGGCAGA 0 37 136 19 236 21 59,998 59,928 32,500 42,600 2,073,301 F 244 TCCTCGGATTGCACTCTGTCTGTTGCGCATGAGGCCTACAGCCAGGccccccGCCCCAGCTCCACCGCCACCGCGGCCTCCCGCTGCTCCTCGACCGGCTAGGCCGCCTCGGCCTGCTCCCCGGCCCATCCCGCCGcctcctcctCCACTACCAcctcctcctcctcctcctcctcctCCCCGGCCGCCTCTGCCGCCGCGGCCGCCCGGGCTTTTCTGCCGGTTGAGTTTGATGATGTCGTCC

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 2 19 182 CACAGTTGGTTTCATGGGTCACTTTACAATCTGAAa CACAGTTGGTTTCATGGGTCAC ATTACTCATGGGCCAGCTGC 100 19 73 22 254 20 59,965 60,467 36,700 52,500 2,501,480 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 19 238 CAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTC CAGTCTCCACCCTTGCTGTG ATTACTCATGGGCCAGCTGC 158 19 17 20 254 20 60,605 60,467 36,600 52,500 1,071,703 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 19 241 CAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGG CAGGCAGTCTCCACCCTTG TTACTCATGGGCCAGCTGC 163 19 13 19 253 19 60,003 60,078 36,100 52,500 2,080,369 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 19 242 CAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGG CAGGCAGTCTCCACCCTTG ATTACTCATGGGCCAGCTGC 163 19 13 19 254 20 60,003 60,467 36,100 52,500 1,469,791 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 19 109 TGCAACTCCTTCTCCTGCATCATcccccGCCACTccccc TGCAACTCCTTCTCCTGCAT ATTACTCATGGGCCAGCTGC 29 19 146 20 254 20 59,305 60,467 39,600 52,500 1,161,694 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 19 110 TTGCAACTCCTTCTCCTGCATCATcccccGCCACTccccTTGCAACTCCTTCTCCTGCA ATTACTCATGGGCCAGCTGC 30 19 145 20 254 20 59,526 60,467 44,100 52,500 0.940677 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 19 243 ACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGACAGGCAGTCTCCACCCTT ATTACTCATGGGCCAGCTGC 164 19 12 19 254 20 60,462 60,467 39,500 52,500 1,929,160 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 19 104 CTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACTCCTTCTCCTGCATCATCCC ATTACTCATGGGCCAGCTGC 23 19 151 21 254 20 59,928 60,467 38,500 52,500 1,538,937 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 19 141 GCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACGCACTTTCACTTTCAGCTCCA ATTACTCATGGGCCAGCTGC 60 19 114 21 254 20 59,050 60,467 38,600 52,500 2,416,447 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 19 142 tGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAA TGCACTTTCACTTTCAGCTCC ATTACTCATGGGCCAGCTGC 61 19 113 21 254 20 59,050 60,467 47,000 52,500 2,416,447 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 19 230 CACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTCACCCTTGCTGTGGAAGTCT TTACTCATGGGCCAGCTGC 151 19 24 20 253 19 59,891 60,078 32,400 52,500 1,186,843 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17350:59077 1 195 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 19 231 CACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTCACCCTTGCTGTGGAAGTCT ATTACTCATGGGCCAGCTGC 151 19 24 20 254 20 59,891 60,467 32,400 52,500 0.576264 F 265 CCAATCATTGCACAGGCAGTCTCCACCCTTGCTGTGGAAGTCTAAGGCTTTCAAAAGTTAAGAAATTCTGATCACAGTTGGTTTCATGGGTCACTTTACAATCTGAAatatatGCACTTTCACTTTCAGCTCCATTGacacacTTTGCAACTCCTTCTCCTGCATCATcccccGCCACTcccccccccccACCCccaccaccaccaccaccaccaACTGGCAGTTCAGCTGCATGCAGCTGGCCCATGAGTAATACTAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 1 1 11 17 140 GTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGA GTTTCTGATCTTTCTGCATCGGT ACAAGTCCTCCTTCTCCTCCA 32 17 53 23 192 21 59,313 59,850 46,900 38,600 4,836,861 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 11 17 141 AGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAG AGTTTCTGATCTTTCTGCATCGG ACAAGTCCTCCTTCTCCTCCA 33 17 52 23 192 21 59,062 59,850 41,800 38,600 5,087,842 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 12 15 121 CATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTCATCGGTGTTAGGCCACAGA AGTCCTCCTTCTCCTCCACC 19 15 69 20 189 20 59,751 59,958 34,100 46,100 0.291102 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 35 197 CCctctctctGTTCAGAATAACACAGGTTATGATTATG CCCTCTCTCTGTTCAGAATAACACA CACCTCCTCCTCCTCCAACA 70 35 13 25 209 20 60,047 60,545 37,200 33,300 5,592,330 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 34 196 CCctctctctGTTCAGAATAACACAGGTTATGATTATG CCCTCTCTCTGTTCAGAATAACACA ACCTCCTCCTCCTCCAACAA 70 34 13 25 208 20 60,047 59,806 37,200 28,300 5,240,595 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 24 145 TTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCTTCTGCATCGGTGTTAGGCC ACCTCCTCCTCCTCCAACAA 24 34 64 20 208 20 60,392 59,806 51,900 28,300 0.586035 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 19 140 CATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTCATCGGTGTTAGGCCACAGA ACCTCCTCCTCCTCCAACAA 19 34 69 20 208 20 59,751 59,806 34,100 28,300 0.442694 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 14 120 CATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTCATCGGTGTTAGGCCACAGA GTCCTCCTTCTCCTCCACCT 19 14 69 20 188 20 59,751 59,958 34,100 40,000 0.291102 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 14 14 140 TGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCA TGAAGTTTCTGATCTTTCTGCATCG GTCCTCCTTCTCCTCCACCT 34 14 49 25 188 20 59,879 59,958 38,400 40,000 5,163,280 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 16 5 111 CATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTCATCGGTGTTAGGCCACAGA CTCCTCCACCTCTTCCTCCA 19 5 69 20 179 20 59,751 59,958 34,100 38,600 0.290953 B 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 18 46 208 CCctctctctGTTCAGAATAACACAGGTTATGATTATG CCCTCTCTCTGTTCAGAATAACACA TTCTCCTCCTCCACCTCCTC 70 46 13 25 220 20 60,047 59,663 37,200 37,100 5,383,758 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:18933:60167 1 108 47 7 1.5 AGG GAGGAGGAGATGGAGGAGGAGGAGGAGGAGGAGNA 0 0 18 19 152 CATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTCATCGGTGTTAGGCCACAGA TTCTCCTCCTCCACCTCCTC 19 46 69 20 220 20 59,751 59,663 34,100 37,100 0.585857 F 238 TGAGCTCACTGCCCctctctctGTTCAGAATAACACAGGTTATGATTATGAAGTTTCTGATCTTTCTGCATCGGTGTTAGGCCACAGAGTGATATTTGCCCACTGAAgaggaggagATggaggaggaggaggaggaggaGGTggaggaggaggaGGTAGTGGAGGAAGAGGTGGAGGAGAAGGAGGACTTGTTggaggaggaggaGGTggaggaggaGAATTTGAaggaggaggaggT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 2 39 143 TGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGTG CCCACAGGTGAAACTCAGCA 43 39 36 20 178 20 59,969 60,179 41,700 44,100 0.209524 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 2 39 144 GTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGT CCCACAGGTGAAACTCAGCA 44 39 35 20 178 20 59,969 60,179 36,700 44,100 0.209659 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 44 205 GTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGT CGTGTCCCTCTGAAGTCAGT 44 100 35 20 239 20 59,969 59,038 36,700 34,100 0.993127 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 43 204 TGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGTG CGTGTCCCTCTGAAGTCAGT 43 100 36 20 239 20 59,969 59,038 41,700 34,100 0.992993 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 43 205 TGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGTG ACGTGTCCCTCTGAAGTCAG 43 101 36 20 240 20 59,969 59,038 41,700 35,100 0.992993 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 36 140 TGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGTG ACAGGTGAAACTCAGCAGCT 43 36 36 20 175 20 59,969 59,528 41,700 42,400 0.502121 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 123 CGTTGGTGCTAGGTACTGCACAAGGATGTGACACT CGTTGGTGCTAGGTACTGCA TGAAACTCAGCAGCTGCAGA 31 31 48 20 170 20 60,038 59,893 44,100 42,600 0.144966 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 135 TGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGTG TGAAACTCAGCAGCTGCAGA 43 31 36 20 170 20 59,969 59,893 41,700 42,600 0.137772 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 136 GTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGTGCATGTTTCTGCGTTGGT TGAAACTCAGCAGCTGCAGA 44 31 35 20 170 20 59,969 59,893 36,700 42,600 0.137907 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 77 240 ACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGACCCTTTCAGCCAACTCACG AACGTGTCCCTCTGAAGTCAG 77 101 2 20 241 21 60,535 59,658 43,500 35,100 1,876,633 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 77 240 ACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGACCCTTTCAGCCAACTCACG AACGTGTCCCTCTGAAGTCA 77 102 2 20 241 20 60,535 58,590 43,500 34,100 1,945,106 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 7 77 241 ACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGACCCTTTCAGCCAACTCACG AAACGTGTCCCTCTGAAGTCA 77 102 2 20 242 21 60,535 59,239 43,500 34,100 2,295,715 F 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 32 142 CTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCTGAGGTGCATGTTTCTGCG GTGAAACTCAGCAGCTGCAG 49 32 30 20 171 20 59,833 59,762 51,800 44,100 0.405231 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:20649:33357 1 99 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 8 31 141 CTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCTGAGGTGCATGTTTCTGCG TGAAACTCAGCAGCTGCAGA 49 31 30 20 170 20 59,833 59,893 51,800 42,600 0.274738 A 287 AACCCTTTCAGCCAACTCACGCATGCCCACTGAGGTGCATGTTTCTGCGTTGGTGCTAGGTACTGCACAAGGATGTGACACTGCTCCCTCTGAGGCTCcctcctcctcctcctcctcctCAGAGGTTAACATTGGGCAATCAGGGCTGTGTCTGCAGCTGCTGAGTTTCACCTGTggggggAACAAACAAGGATACTGAAGGGTACCATTATCATTTGAACTGACTTCAGAGGGACACGTTTCTTAGTCATACACATTCTTACCAAGGAAAATGGTAACCAGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 1 1 20 1 139 cacacaCTTCTCACCCGTCCATACGACCACTCAGTTct CACACACTTCTCACCCGTCC GTCCTATGGACGGGTGAGA 16 1 64 20 202 19 60,600 57,797 47,900 32,700 3,802,802 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 0 182 acacacTTCTCACCCGTCCATAGGACCACTCATCTAacACACACTTCTCACCCGTCC GTCCTATGGACGGGTGAGAA 16 0 65 19 202 20 59,253 58,518 47,900 28,700 3,228,388 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 0 139 cacacaCTTCTCACCCGTCCATACGACCACTCAGTTct CACACACTTCTCACCCGTCC GTCCTATGGACGGGTGAGAA 16 0 64 20 202 20 60,600 58,518 47,900 28,700 2,082,125 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 0 145 cacacGcacacaCTTCTCACCCGTCCATACGACCACTCACACACGCACACACTTCTCAC GTCCTATGGACGGGTGAGAA 22 0 58 20 202 20 59,698 58,518 35,100 28,700 1,783,558 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 0 146 acacacGcacacaCTTCTCACCCGTCCATACGACCACTCACACACGCACACACTTCTCA GTCCTATGGACGGGTGAGAA 23 0 57 20 202 20 60,108 58,518 32,700 28,700 1,590,248 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 0 183 AacacacTTCTCACCCGTCCATAGGACCACTCATCTAaAACACACTTCTCACCCGTCC GTCCTATGGACGGGTGAGAA 60 0 20 20 202 20 59,894 58,518 47,900 28,700 1,588,020 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 ‐156 202 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCGGACCACTCATCACACACAAAC GTCCTATGGACGGGTGAGAA 77 ‐156 1 22 46 20 59,709 58,518 29,300 28,700 3,772,512 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 ‐156 202 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCGGACCACTCATCACACACAAA GTCCTATGGACGGGTGAGAA 78 ‐156 1 21 46 20 58,429 58,518 28,300 28,700 4,053,082 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28219:22704 1 100 83 13 1.5 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 20 ‐156 202 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCGGACCACTCATCACACACAA GTCCTATGGACGGGTGAGAA 79 ‐156 1 20 46 20 57,745 58,518 33,300 28,700 3,736,417 F 236 GGACCACTCATcacacacaAacacacTTCTCACCCGTCCATAGGACCACTCATCTAacacacGcacacaCTTCTCACCCGTCCATACGACCACTCAGTTctcactcactcactcactcactcactcactcactcactcactcactcactcacacacacaTacacacacacacacacacacacTTCTCACCCGTCCATAGGACCACTCATCTcacacacacaCTTCTCACGCGTCCA

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 3 23 153 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT GGCAAGTAACTGTTGGGCAC 23 66 2 23 154 20 58,963 59,686 34,100 50,100 4,350,505 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 3 23 154 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT GGCAAGTAACTGTTGGGCAC 23 66 1 24 154 20 59,899 59,686 34,100 50,100 4,414,795 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 24 129 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCAC CCCGTAGTGCTGCCCAATTT 24 41 1 23 129 20 58,624 60,965 35,100 18,200 5,341,509 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 24 154 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCAC GGCAAGTAACTGTTGGGCAC 24 66 1 23 154 20 58,624 59,686 35,100 50,100 4,690,133 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 23 128 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCCGTAGTGCTGCCCAATTT 23 41 2 23 129 20 58,963 60,965 34,100 18,200 5,001,880 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 23 129 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCCGTAGTGCTGCCCAATTT 23 41 1 24 129 20 59,899 60,965 34,100 18,200 5,066,171 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 23 208 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT AAATGGCCCACAAATGTGCC 23 121 2 23 209 20 58,963 59,963 34,100 50,100 4,073,107 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 23 209 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT AAATGGCCCACAAATGTGCC 23 121 1 24 209 20 59,899 59,963 34,100 50,100 4,137,398 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 23 264 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCAGCGTGAGGAAGAGTTCT 23 177 2 23 265 20 58,963 59,394 34,100 30,100 4,642,107 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 23 201 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCACAAATGTGCCCAATCCC 23 114 2 23 202 20 58,963 59,750 34,100 38,500 4,286,473 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 23 265 AGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCCAGCGTGAGGAAGAGTTC 23 178 2 23 266 20 58,963 60,390 34,100 30,100 4,426,989 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28767:1397_ 1 48 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 23 266 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGAGGTTCATCATAGCTTCCTCACT CCCAGCGTGAGGAAGAGTTC 23 178 1 24 266 20 59,899 60,390 34,100 30,100 4,491,280 F 283 GAGGTTCATCATAGCTTCCTCACTTATGTACTCTATGGTCAGAATTTtggtggtggtggtggtggtggGGCGTGGGGTCAGTggggggggCggggggggTGGTCCTGTAAAATTGGGCAGCACTACGGGGTGTTGTGCCCAACAGTTACTTGCCCCACTGCAAATCTACCAGAAGCAGGGGAGGGATTGGGCACATTTGTGGGCCATTTGAGGTCCTAAAGTGGCCAATTAATGGCTACTTTTAAAGAACTCTTCCTCACGCTGGGTgggggAGGGGTGGTGG

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 1 1 3 63 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCC TGGGACAGTTGCTAAGAGC AATGTCTGCTTCTGCTCCTCT 63 159 1 19 290 21 57,064 59,092 40,900 36,900 5,843,929 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 63 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCC TGGGACAGTTGCTAAGAGC AATGTCTGCTTCTGCTCCTCTA 63 158 1 19 290 22 57,064 58,897 40,900 24,300 7,038,965 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 63 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCC TGGGACAGTTGCTAAGAGC AATGTCTGCTTCTGCTCCTC 63 160 1 19 290 20 57,064 57,600 40,900 37,100 6,335,909 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 37 258 GTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACC GTCTAGTGCCAACAGGGAGC GCTTCTGCTCCTCTACTGTCC 37 152 26 20 283 21 60,392 59,864 47,000 40,200 1,527,903 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 35 256 CTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTG CTAGTGCCAACAGGGAGCAG GCTTCTGCTCCTCTACTGTCC 35 152 28 20 283 21 60,392 59,864 42,400 40,200 1,528,303 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 29 150 CCAACAGGGAGCAGGCTATTTTAGACCTGGTAATG CCAACAGGGAGCAGGCTATT ACCCACACTTCTCTTCCTCA 29 53 34 20 183 20 59,743 57,897 17,300 38,600 2,360,193 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 29 250 CCAACAGGGAGCAGGCTATTTTAGACCTGGTAATG CCAACAGGGAGCAGGCTATT GCTTCTGCTCCTCTACTGTCC 29 152 34 20 283 21 59,743 59,864 17,300 40,200 1,393,149 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 6 228 AGACCTGGTAATGTGCAATGaaaaaTGattaattaatta AGACCTGGTAATGTGCAATGA GCTTCTGCTCCTCTACTGTCC 6 152 56 21 283 21 57,281 59,864 25,700 40,200 4,855,378 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 6 234 AGACCTGGTAATGTGCAATGaaaaaTGattaattaatta AGACCTGGTAATGTGCAATGA ATGTCTGCTTCTGCTCCTCT 6 159 56 21 289 20 57,281 58,429 25,700 36,900 5,290,071 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 5 228 AGACCTGGTAATGTGCAATGaaaaaTGattaattaatta AGACCTGGTAATGTGCAATGAA GCTTCTGCTCCTCTACTGTCC 5 152 56 22 283 21 57,967 59,864 25,700 40,200 5,169,070 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 1 98 CCAACAGGGAGCAGGCTATTTTAGACCTGGTAATG CCAACAGGGAGCAGGCTATT ACTGTTACCTGGAAGCTCCC 29 1 34 20 131 20 59,743 59,015 17,300 43,000 1,242,034 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 1 104 CTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTG CTAGTGCCAACAGGGAGCAG ACTGTTACCTGGAAGCTCCC 35 1 28 20 131 20 60,392 59,015 42,400 43,000 1,377,188 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 3 1 106 GTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACC GTCTAGTGCCAACAGGGAGC ACTGTTACCTGGAAGCTCCC 37 1 26 20 131 20 60,392 59,015 47,000 43,000 1,376,788 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 37 159 GTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACC GTCTAGTGCCAACAGGGAGC GACCCACACTTCTCTTCCTCA 37 53 26 20 184 21 60,392 59,029 47,000 38,600 2,363,151 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:29589:65265 1 83 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NA 0 0 4 29 151 CCAACAGGGAGCAGGCTATTTTAGACCTGGTAATG CCAACAGGGAGCAGGCTATT GACCCACACTTCTCTTCCTCA 29 53 34 20 184 21 59,743 59,029 17,300 38,600 2,228,397 F 290 TGGGACAGTTGCTAAGAGCAGTACAGTCTAGTGCCAACAGGGAGCAGGCTATTTTAGACCTGGTAATGTGCAATGaaaaaTGattaattaattaattaattaattaattaAGGGAGCTTCCAGGTAACAGTGATCATAACATGATAGAATTTCACATTAAGATTGAGGAAGAGAAGTGTGGGTCTAAACTTAAATAAAGACAGTTACAAAGGTATGTAGAAAGAGTTAGCTAAAGTAAATTGGGAAAATAGGTTAAAAGATAGGACAGTAGAGGAGCAGAAGCAGACATT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 1 1 3 11 140 ATGGAACTTTCACGTCTCAACCAAAATGAAGAGAC ATGGAACTTTCACGTCTCAACC ACAAAGAGTGAGAAGTCCTCGT 61 11 54 22 193 22 58,861 59,040 37,700 41,800 6,098,783 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 3 11 140 ATGGAACTTTCACGTCTCAACCAAAATGAAGAGAC ATGGAACTTTCACGTCTCAACCA ACAAAGAGTGAGAAGTCCTCGT 60 11 54 23 193 22 60,433 59,040 36,700 41,800 6,392,738 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 3 10 140 ATGGAACTTTCACGTCTCAACCAAAATGAAGAGAC ATGGAACTTTCACGTCTCAACC ACAAAGAGTGAGAAGTCCTCGTC 61 10 54 22 193 23 58,861 59,995 37,700 42,000 6,144,021 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 60 227 TGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGTGGAACTTTCACGTCTCAACCA AGGAGAAACTTCTTGGGATCTCT 60 98 55 22 281 23 60,093 58,566 36,700 31,000 6,527,589 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 9 135 TGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGTGGAACTTTCACGTCTCAACCA AGAGTGAGAAGTCCTCGTCT 60 9 55 22 189 20 60,093 57,129 36,700 41,800 4,964,490 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 6 133 TGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGTGGAACTTTCACGTCTCAACCA AGTGAGAAGTCCTCGTCTTCA 60 6 55 22 187 21 60,093 58,135 36,700 30,200 4,958,473 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 6 134 TGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGTGGAACTTTCACGTCTCAACCA GAGTGAGAAGTCCTCGTCTTCA 60 6 55 22 188 22 60,093 59,185 36,700 30,200 4,908,313 B 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 6 171 GCACTCAAAGcctcctcctCAATGCTagaagaagaagaag GCACTCAAAGCCTCCTCCTC AGGAGAAACTTCTTGGGATCTCT 6 98 111 20 281 23 60,392 58,566 37,100 31,000 4,826,522 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 68 250 CTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCTTTCCTCTATGTCTCTTGCCA TGTTGAAGTTATGGCTTCTCTCCA 112 68 3 22 252 24 57,522 59,958 49,200 38,600 8,519,773 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 68 251 TCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATT TCTTTCCTCTATGTCTCTTGCCA TGTTGAAGTTATGGCTTCTCTCCA 112 68 2 23 252 24 58,903 59,958 49,200 38,600 8,138,249 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 60 197 GGAACTTTCACGTCTCAACCAAAATGAAGAGACCG GGAACTTTCACGTCTCAACCA TGTTGAAGTTATGGCTTCTCTCCA 60 68 56 21 252 24 58,443 59,958 36,700 38,600 6,598,884 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 60 198 TGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGTGGAACTTTCACGTCTCAACCA TGTTGAAGTTATGGCTTCTCTCCA 60 68 55 22 252 24 60,093 59,958 36,700 38,600 6,134,961 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 7 143 AGCACTCAAAGcctcctcctCAATGCTagaagaagaagaa AGCACTCAAAGCCTCCTCCT TGTTGAAGTTATGGCTTCTCTCCA 7 68 110 20 252 24 60,840 59,958 36,900 38,600 4,881,421 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 6 142 GCACTCAAAGcctcctcctCAATGCTagaagaagaagaag GCACTCAAAGCCTCCTCCTC TGTTGAAGTTATGGCTTCTCTCCA 6 68 111 20 252 24 60,392 59,958 37,100 38,600 4,433,894 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:30756:3542_ 1 137 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 7 68 247 TCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGTCCTCTATGTCTCTTGCCATTCT TGTTGAAGTTATGGCTTCTCTCCA 108 68 6 23 252 24 58,707 59,958 24,000 38,600 8,335,062 F 287 ATCTTTCCTCTATGTCTCTTGCCATTCtttttGGAAAATTGCAGGAACATGAAATGGAACTTTCACGTCTCAACCAAAATGAAGAGACCGACAAAAGATAAAGAAGCATAGCACTCAAAGcctcctcctCAATGCTagaagaagaagaagaagaagaagaATATGATGAAGACGAGGACTTCTCACTCTTTGTGAAGAAGTTTCATAAATTCGTCaaaaaTAGAAGAATGgagagaAGCCATAACTTCAACAATAGGAAGAGATCCCAAGAAGTTTCTCCTACTCTT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 1 1 14 33 148 CGTCTCATTACGGAATAGAATGGCATGGAAAGGAACGTCTCATTACGGAATAGAATGGC CCATTCCACGAGATTCCTTTGC 33 34 5 24 152 22 59,614 59,902 44,000 36,800 6,484,165 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 17 110 TGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCATGGCATGGAAAGGAAAGTCA TTGCAAGGCATGACATTCCA 17 18 25 20 134 20 57,326 58,370 34,100 35,300 4,303,998 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 16 109 TGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCATGGCATGGAAAGGAAAGTCA TGCAAGGCATGACATTCCATG 17 16 25 20 133 21 57,326 59,521 34,100 36,600 4,152,692 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 15 108 TGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCATGGCATGGAAAGGAAAGTCA GCAAGGCATGACATTCCATGA 17 15 25 20 132 21 57,326 59,248 34,100 30,700 4,426,274 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 15 27 144 ACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAACGGAATAGAATGGCATGGAA ACAATCCATTCCACGAGATTCCT 27 38 14 21 157 23 57,424 59,799 35,300 33,600 6,776,903 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:10551:61292 1 62 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 15 24 143 CGGAATAGAATGGCATGGAAAGGAAAGTCATTGAACGGAATAGAATGGCATGGAAAGG ACAATCCATTCCACGAGATTCCT 24 38 15 23 157 23 59,746 59,799 31,100 33,600 6,454,991 A 160 ATCACGTCTCATTACGGAATAGAATGGCATGGAAAGGAAAGTCATTGAAGTGCATGTCAATgaatggaatggaatggaatggaatggaatggaatgTCATGGAATGGAATGTCATGGAATGTCATGCCTTGCAAAGGAATCTCGTGGAATGGATTGTCAT

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 2 21 105 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT AAACAAGGCACCCACATGGA 23 21 13 20 117 20 58,739 60,106 31,600 34,100 1,366,304 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 2 20 104 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT AACAAGGCACCCACATGGAA 23 20 13 20 116 20 58,739 60,106 31,600 35,300 1,366,304 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 2 19 103 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT ACAAGGCACCCACATGGAAA 23 19 13 20 115 20 58,739 60,106 31,600 31,300 1,366,304 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 23 141 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT TCAACTTTCACCGTTTGTGTCC 23 55 13 20 153 22 58,739 59,579 31,600 40,200 3,681,266 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 27 141 TTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAA TTCTGGCCAATTTCTCAGCC CTTTCACCGTTTGTGTCCTCA 27 52 9 20 149 21 58,451 58,715 48,500 38,600 3,834,286 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 27 170 TTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAA TTCTGGCCAATTTCTCAGCC AGCATCACCACGAACCCAAA 27 82 9 20 178 20 58,451 60,179 48,500 32,800 1,728,207 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 23 140 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT CAACTTTCACCGTTTGTGTCCT 23 54 13 20 152 22 58,739 59,578 31,600 38,500 3,682,671 A 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 23 166 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT AGCATCACCACGAACCCAAA 23 82 13 20 178 20 58,739 60,179 31,600 32,800 1,439,548 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 23 240 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT CAACCTCACCTGAACCTCCC 23 156 13 20 252 20 58,739 59,963 31,600 43,000 1,297,419 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 23 241 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT CCAACCTCACCTGAACCTCC 23 157 13 20 253 20 58,739 59,963 31,600 43,000 1,297,419 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 23 252 GGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGGGCCAATTTCTCAGCCAACT CTCCGTTTCCACCAACCTCA 23 168 13 20 264 20 58,739 59,892 31,600 38,600 1,368,375 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 144 GGTGACAGAACTTGTTGAGCGggaggaggaggaggaggGGTGACAGAACTTGTTGAGCG AGCATCACCACGAACCCAAA 0 82 35 21 178 20 59,738 60,179 50,300 32,800 1,440,623 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 218 GGTGACAGAACTTGTTGAGCGggaggaggaggaggaggGGTGACAGAACTTGTTGAGCG CAACCTCACCTGAACCTCCC 0 156 35 21 252 20 59,738 59,963 50,300 43,000 1,298,494 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 219 GGTGACAGAACTTGTTGAGCGggaggaggaggaggaggGGTGACAGAACTTGTTGAGCG CCAACCTCACCTGAACCTCC 0 157 35 21 253 20 59,738 59,963 50,300 43,000 1,298,494 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:11292:27732 1 56 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 0 230 GGTGACAGAACTTGTTGAGCGggaggaggaggaggaggGGTGACAGAACTTGTTGAGCG CTCCGTTTCCACCAACCTCA 0 168 35 21 264 20 59,738 59,892 50,300 38,600 1,369,450 F 266 AGACTCTTTTCTGGCCAATTTCTCAGCCAACTTTGGTGACAGAACTTGTTGAGCGggaggaggaggaggaggaggaGGTTGTTCTTGTGGCTCAATTTCCATGTGGGTGCCTTGTTTTGGGTCCTGCATGAGGACACAAACGGTGAAAGTTGAAACtttttGGGTTCGTGGTGATGCTGGGTGGTGGAAAATTCTCATgggggAGAAAGGGAGTGTTGTTGGGATTGATTTGGGGAGGTTCAGGTGAGGTTGGTGGAAACGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 1 1 4 3 134 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGAT TTCAAATTCTGGTTCCCTGTGA GGCACCACTCTGAGATACACC 47 3 1 22 134 21 57,822 60,135 35,800 41,600 5,312,207 B 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 4 0 142 ggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtgg GGTGGGTAGTACTCCGTCCT TGTCTTTGAATCCGACCCACA 0 60 50 20 191 21 60,034 59,582 38,500 41,700 1,451,962 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 5 3 133 TCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATT TCAAATTCTGGTTCCCTGTGA GGCACCACTCTGAGATACACC 47 3 2 21 134 21 57,126 60,135 35,800 41,600 5,009,053 B 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 5 2 132 TCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATT TCAAATTCTGGTTCCCTGTGA GCACCACTCTGAGATACACCA 47 2 2 21 133 21 57,126 59,449 35,800 41,700 5,424,907 B 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 6 32 174 TGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTATGTGATAGGGTGGTGGTGGA TGTCTTTGAATCCGACCCACA 32 60 18 20 191 21 60,179 59,582 40,200 41,700 1,597,152 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 6 3 117 TGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTATGTGATAGGGTGGTGGTGGA GGCACCACTCTGAGATACACC 32 3 18 20 134 21 60,179 60,135 40,200 41,600 1,313,558 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 6 3 119 CCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGCCTGTGATAGGGTGGTGGTG GGCACCACTCTGAGATACACC 34 3 16 20 134 21 59,747 60,135 41,700 41,600 1,387,714 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 7 34 194 CCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGCCTGTGATAGGGTGGTGGTG AGCAATCGATCAAGACACTGTCT 34 76 16 20 209 23 59,747 60,056 41,700 34,100 3,309,294 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 7 32 192 TGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTATGTGATAGGGTGGTGGTGGA AGCAATCGATCAAGACACTGTCT 32 76 18 20 209 23 60,179 60,056 40,200 34,100 3,235,139 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 8 33 175 CTGTGATAGggtggtggtGGATTGGTGCCtggtggtggG CTGTGATAGGGTGGTGGTGG TGTCTTTGAATCCGACCCACA 33 60 17 20 191 21 59,747 59,582 46,100 41,700 1,671,307 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 8 33 193 CTGTGATAGggtggtggtGGATTGGTGCCtggtggtggG CTGTGATAGGGTGGTGGTGG AGCAATCGATCAAGACACTGTCT 33 76 17 20 209 23 59,747 60,056 46,100 34,100 3,309,294 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:12023:52379 1 70 41 8 1.5 ACC CTCCTCCTCCTCCTCGGGGTGGTGGTGGTGGTGGTGNA 0 0 8 3 118 CTGTGATAGggtggtggtGGATTGGTGCCtggtggtggG CTGTGATAGGGTGGTGGTGG GGCACCACTCTGAGATACACC 33 3 17 20 134 21 59,747 60,135 46,100 41,600 1,387,714 F 215 TTCAAATTCTGGTTCCCTGTGATAGggtggtggtGGATTGGTGCCtggtggtggGTAGTACTCCGTCCTctcctcctcctcctcGGggtggtggtggtggtggtggtggtGATGGTGTATCTCAGAGTGGTGCCCACgggggAATTCCATGTCTTCTACTTAGTTTTCTTTGTGGGTCGGATTCAAAGACAGTGTCTTGATCGATTGCTAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2123:15625:33234 1 27 91 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCAGCCCCCGCCCCAGCCCCNA 1 1 9 7 152 CCATTCACAGTCAGAGCCCCAGCCCAagccccagcccc CCATTCACAGTCAGAGCCC GAAGCTGTGACTGGGCCTG 7 16 1 19 152 19 57,834 60,674 51,900 48,500 4,839,271 F 166 CCATTCACAGTCAGAGCCCCAGCCCAagccccagccccagccccagccccCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaGcccccGCCACAGCCCCAGGCCCAGTCACAGCTTCAGCTCCAGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2123:15625:33234 1 27 91 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCAGCCCCCGCCCCAGCCCCNA 0 0 9 7 154 CCATTCACAGTCAGAGCCCCAGCCCAagccccagcccc CCATTCACAGTCAGAGCCC CTGAAGCTGTGACTGGGCC 7 18 1 19 154 19 57,834 60,674 51,900 58,000 4,839,271 F 166 CCATTCACAGTCAGAGCCCCAGCCCAagccccagccccagccccagccccCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaGcccccGCCACAGCCCCAGGCCCAGTCACAGCTTCAGCTCCAGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2123:15625:33234 1 27 91 11 1.5 AGCCCC AGCCCCAGCCCCAGCCCCAGCCCCCGCCCCAGCCCCNA 0 0 10 7 154 CCATTCACAGTCAGAGCCCCAGCCCAagccccagcccc CCATTCACAGTCAGAGCCC CTGAAGCTGTGACTGGGCCT 7 17 1 19 154 20 57,834 62,122 51,900 51,900 5,287,599 F 166 CCATTCACAGTCAGAGCCCCAGCCCAagccccagccccagccccagccccCgccccagccccagccccagccccagccccagccccagccccagccccagccccagccccagccccaGcccccGCCACAGCCCCAGGCCCAGTCACAGCTTCAGCTCCAGCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 1 1 3 70 240 CTGTCATTACACAGGAATGAACTGTTGTCAGATATCCTGTCATTACACAGGAATGAACTG AAAGCTCCACTAAAGAGAAATTTGG 100 70 4 24 243 25 57,826 58,014 31,600 32,800 13,160,701 F 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 69 240 CTGTCATTACACAGGAATGAACTGTTGTCAGATATCCTGTCATTACACAGGAATGAACTG AAAGCTCCACTAAAGAGAAATTTGGT 100 69 4 24 243 26 57,826 59,449 31,600 36,700 12,725,678 F 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 69 240 CTGTCATTACACAGGAATGAACTGTTGTCAGATATCCTGTCATTACACAGGAATGAACTGTT AAAGCTCCACTAAAGAGAAATTTGGT 98 69 4 26 243 26 59,795 59,449 31,600 36,700 12,756,691 F 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 43 173 CAGAAACCCATGTCATGCAAGTACAACACCAAAATACAGAAACCCATGTCATGCAAGT GTGCCGGTTTGAGCTCAATC 67 43 39 22 211 20 59,440 59,831 31,600 26,700 2,728,676 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 43 200 ACACAGGAATGAACTGTTGTCAGATATCAGAAACC ACACAGGAATGAACTGTTGTCAG GTGCCGGTTTGAGCTCAATC 93 43 12 23 211 20 59,121 59,831 35,100 26,700 4,048,304 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 42 172 CAGAAACCCATGTCATGCAAGTACAACACCAAAATACAGAAACCCATGTCATGCAAGT TGCCGGTTTGAGCTCAATCT 67 42 39 22 210 20 59,440 59,963 31,600 24,000 2,596,400 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 42 173 TCAGAAACCCATGTCATGCAAGTACAACACCAAAATTCAGAAACCCATGTCATGCA TGCCGGTTTGAGCTCAATCT 70 42 38 20 210 20 57,417 59,963 39,600 24,000 2,619,756 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 42 199 ACACAGGAATGAACTGTTGTCAGATATCAGAAACC ACACAGGAATGAACTGTTGTCA TGCCGGTTTGAGCTCAATCT 94 42 12 22 210 20 58,115 59,963 35,800 24,000 3,921,627 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 42 199 ACACAGGAATGAACTGTTGTCAGATATCAGAAACC ACACAGGAATGAACTGTTGTCAG TGCCGGTTTGAGCTCAATCT 93 42 12 23 210 20 59,121 59,963 35,100 24,000 3,916,027 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 23 129 GCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGGCAAATTCAGGAATGTTACTGGG TGCCGGTTTGAGCTCAATCT 23 42 82 23 210 20 58,252 59,963 44,500 24,000 4,784,542 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 23 130 AGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAAGCAAATTCAGGAATGTTACTGGG TGCCGGTTTGAGCTCAATCT 23 42 81 24 210 20 59,536 59,963 44,500 24,000 4,500,623 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:15919:1432_ 1 128 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 6 23 131 AGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAAGCAAATTCAGGAATGTTACTGGG GTGCCGGTTTGAGCTCAATC 23 43 81 24 211 20 59,536 59,831 44,500 26,700 4,632,900 A 265 TCACTGTCATTACACAGGAATGAACTGTTGTCAGATATCAGAAACCCATGTCATGCAAGTACAACACCAAAATAGAATACAGCAAATTCAGGAATGTTACTGGGGAAAGGAGATAGCCTTACTTAAAaataataataataataataatAACTTTTACAACAGTACAAGAAGGTAAAACAGTAAGAATCATAGATTGAGCTCAAACCGGCACGAAGCTACCAAATTTCTCTTTAGTGGAGCtttttCtttttttGTCCATACCGCC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 1 1 13 6 114 TCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatcca TCCCTCTATCCGTCCCTGC AGTCCAAATGCCTTAATAATGAGG 7 6 33 19 146 24 60,153 57,033 48,500 38,600 8,119,059 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 13 5 112 CCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatcc CCTCTATCCGTCCCTGCCT AGTCCAAATGCCTTAATAATGAGG 5 6 35 19 146 24 60,152 57,033 47,500 38,600 8,118,974 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 15 3 110 TCTATCCGTCCCTGCCTCCCTAcatccatccatccatccat TCTATCCGTCCCTGCCTCC AGTCCAAATGCCTTAATAATGAGG 3 6 37 19 146 24 60,153 57,033 43,000 38,600 8,119,059 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 140 ATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCC ATCCCTCCCTGCCTCCATC GAGTCCAAATGCCTTAATAATGAGG 32 6 8 19 147 25 60,463 58,025 35,100 38,600 8,437,983 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 143 ATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCC ATCCATCCCTCCCTGCCTC AGTCCAAATGCCTTAATAATGAGG 36 6 4 19 146 24 60,463 57,033 47,000 38,600 8,429,553 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 144 ATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCC ATCCATCCCTCCCTGCCTC GAGTCCAAATGCCTTAATAATGAGG 36 6 4 19 147 25 60,463 58,025 47,000 38,600 8,437,983 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 145 CCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTAT CCATCCATCCCTCCCTGCC AGTCCAAATGCCTTAATAATGAGG 38 6 2 19 146 24 61,838 57,033 48,500 38,600 9,805,001 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 146 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTA TCCATCCATCCCTCCCTGC AGTCCAAATGCCTTAATAATGAGG 39 6 1 19 146 24 60,772 57,033 48,500 38,600 8,738,280 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 17 6 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTA TCCATCCATCCCTCCCTGC GAGTCCAAATGCCTTAATAATGAGG 39 6 1 19 147 25 60,772 58,025 48,500 38,600 8,746,711 D 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 20 ‐48 132 CCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTGCCTCCATCCATCCATC AGTCCAAATGCCTTAATAATGAGG ‐48 6 87 20 146 24 59,962 57,033 35,100 38,600 7,004,412 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 20 ‐49 131 CTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTGCCTCCATCCATCCATCC AGTCCAAATGCCTTAATAATGAGG ‐49 6 88 20 146 24 59,962 57,033 35,100 38,600 7,004,412 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:18030:51605 1 59 58 7 2 ATCC CATCCATCCATCCATCCATCCATCCATCCCTGCCTCC NA 0 0 20 ‐49 132 CTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTGCCTCCATCCATCCATCC GAGTCCAAATGCCTTAATAATGAGG ‐49 6 88 20 147 25 59,962 58,025 35,100 38,600 7,012,842 G 147 TCCATCCATCCCTCCCTGCCtccatccatccaTCCCTCTATCCGTCCCTGCCTCCCTAcatccatccatccatccatccatccatcCCTGCCtccatccatccatccatccatccaTCCGTGCCTCATTATTAAGGCATTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 1 1 3 1 212 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT CCCATCCCTTCATGTCCCAC 1 148 22 22 233 20 57,174 60,107 40,000 46,100 4,932,794 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA
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ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 1 90 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT GGCACCAGTCGGTATTGAGT 1 26 22 22 111 20 57,174 59,751 40,000 34,100 5,075,672 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 4 1 208 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT TCCCTTCATGTCCCACTTCG 1 144 22 22 229 20 57,174 59,387 40,000 37,900 5,439,535 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 5 1 152 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT GCTGCTTTAAGTTGCCACCA 1 88 22 22 173 20 57,174 59,327 40,000 41,700 5,499,711 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 6 1 117 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT GTGAGCTATGGCAGTGGGAA 1 53 22 22 138 20 57,174 59,747 40,000 39,700 5,079,318 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 6 1 207 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT CCCTTCATGTCCCACTTCGA 1 143 22 22 228 20 57,174 59,387 40,000 37,100 5,439,535 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 1 119 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT AAGTGAGCTATGGCAGTGGG 1 55 22 22 140 20 57,174 59,746 40,000 46,100 5,080,452 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 8 1 165 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT TGATCAACCTCCAGCTGCTT 1 101 22 22 186 20 57,174 59,305 40,000 39,100 5,521,046 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:21075:6390_ 1 45 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NA 0 0 10 1 166 tTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcaTTGCTGTTATAGAGAAGCCACT CTGATCAACCTCCAGCTGCT 1 102 22 22 187 20 57,174 59,748 40,000 42,400 5,078,753 F 256 TACTTTATGGAGCACAatatatTGCTGTTATAGAGAAGCCACTAagcagcagcagcagcagcagcAGGCTGGTGAGGTCAGCAATCAACAAACTCAATACCGACTGGTGCCCCGCAGTTTCCCACTGCCATAGCTCACTTGGTTTTAACAAGATGGTGGCAACTTAAAGCAGCTGGAGGTTGATCAGGATCAATCCCAAAGTGTTCCCTCGAAGTGGGACATGAAGGGATGGGGAGGGTATAAAACTATTTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 1 1 2 65 254 TAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGATAGTGCTGTGCTGGCGAATT AGGATTCAGATGTTCCGGCA 65 100 3 20 256 20 60,322 59,088 21,700 56,900 1,233,333 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 2 43 232 GATGGTAATCGGACTGGCCCTGTAGGGGACCATAAGATGGTAATCGGACTGGCCC AGGATTCAGATGTTCCGGCA 43 100 25 20 256 20 60,250 59,088 58,000 56,900 1,162,107 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 3 15 135 GGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCGGACCATAAAGAAAGTCCAGCT TCTCATTCCCATAAGCCTTTAGC 15 26 51 22 185 23 58,043 58,281 42,400 30,900 8,675,705 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 66 252 TTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGG TTAGTGCTGTGCTGGCGAAT ATTCAGATGTTCCGGCAGGA 66 97 2 20 253 20 60,322 59,088 33,400 38,600 1,233,333 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 65 251 TAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGATAGTGCTGTGCTGGCGAATT ATTCAGATGTTCCGGCAGGA 65 97 3 20 253 20 60,322 59,088 21,700 38,600 1,233,333 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 44 230 GGATGGTAATCGGACTGGCCCTGTAGGGGACCATAGGATGGTAATCGGACTGGCC ATTCAGATGTTCCGGCAGGA 44 97 24 20 253 20 60,250 59,088 53,600 38,600 1,162,107 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 4 43 229 GATGGTAATCGGACTGGCCCTGTAGGGGACCATAAGATGGTAATCGGACTGGCCC ATTCAGATGTTCCGGCAGGA 43 97 25 20 253 20 60,250 59,088 58,000 38,600 1,162,107 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 42 189 ATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAATGGTAATCGGACTGGCCCT AGACAGTCGTGTGAACCTTCT 42 57 26 20 214 21 60,694 58,967 51,900 28,500 2,727,064 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 39 189 GTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAGTAATCGGACTGGCCCTGTA ACAAGACAGTCGTGTGAACCT 39 60 29 20 217 21 58,883 59,519 27,400 35,000 2,598,104 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 38 189 GTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAGTAATCGGACTGGCCCTGTAG ACAAGACAGTCGTGTGAACCT 38 60 29 21 217 21 59,931 59,519 27,400 35,000 2,549,695 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 15 139 GGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCGGACCATAAAGAAAGTCCAGCT CAGTTCTCATTCCCATAAGCCTT 15 30 51 22 189 23 58,043 58,469 42,400 43,500 8,487,619 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2209:5352_1 1 88 49 13 1.5 AAT TATTATTATTATTATTATTATTATTATTATTATTATTA NA 0 0 5 15 139 GGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCGGACCATAAAGAAAGTCCAGCT CAGTTCTCATTCCCATAAGCCT 15 31 51 22 189 22 58,043 57,838 42,400 45,800 8,118,784 F 290 GTTAGTGCTGTGCTGGCGAATTGGGATGGTAATCGGACTGGCCCTGTAGGGGACCATAAAGAAAGTCCAGCTAAGAtttttAAAAGCtattattattattattattattattattattattattatCattattattGTTGTTATTTTAAAAGATATTTATTAGCTAAAGGCTTATGGGAATGAGAACTGATAAAGAAGGTTCACACGACTGTCTTGTATTGTTTTGGTAATGATCCTGCCGGAACATCTGAATCCTTGAACCAATAAATTGGTCTTTCAATTCTAATTGT

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 1 1 4 27 188 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG GTAGGAGCTGAGTGGCGC 27 102 37 20 224 18 60,179 60,203 48,500 65,300 2,381,872 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 27 189 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG CGTAGGAGCTGAGTGGCG 27 103 37 20 225 18 60,179 59,897 48,500 56,900 2,282,205 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 27 190 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG GCGTAGGAGCTGAGTGGC 27 104 37 20 226 18 60,179 60,203 48,500 50,100 2,381,872 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 27 216 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG AGAAGAGAGAACGGGAGGCC 27 128 37 20 252 20 60,179 60,973 48,500 51,900 1,152,558 F 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 4 26 188 ATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGC ATCTTTCTCCTCCCGGCTGT CGTAGGAGCTGAGTGGCG 26 103 38 20 225 18 60,619 59,897 44,000 56,900 2,722,111 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 5 27 191 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG CGCGTAGGAGCTGAGTGG 27 105 37 20 227 18 60,179 59,897 48,500 40,000 2,282,205 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 5 26 190 ATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGC ATCTTTCTCCTCCCGGCTGT CGCGTAGGAGCTGAGTGG 26 105 38 20 227 18 60,619 59,897 44,000 40,000 2,722,111 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 27 217 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG GAGAAGAGAGAACGGGAGGC 27 129 37 20 253 20 60,179 59,542 48,500 47,000 0.637321 F 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 6 26 216 ATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGC ATCTTTCTCCTCCCGGCTGT GAGAAGAGAGAACGGGAGGC 26 129 38 20 253 20 60,619 59,542 44,000 47,000 1,077,227 F 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 8 27 138 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG GACTGACGGACGGGCTCG 27 52 37 20 174 18 60,179 62,478 48,500 50,300 4,657,037 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 8 27 139 CATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTG CATCTTTCTCCTCCCGGCTG GGACTGACGGACGGGCTC 27 53 37 20 175 18 60,179 62,131 48,500 47,000 4,310,150 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:2341:16762_ 1 84 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 8 26 138 ATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGC ATCTTTCTCCTCCCGGCTGT GGACTGACGGACGGGCTC 26 53 38 20 175 18 60,619 62,131 44,000 47,000 4,750,056 B 259 CTTCAGTTAAAATATCATCTAAAACATTAAGTTCCCCATCTTTCTCCTCCCGGCTGTCGGCCGCCATGGCTGCCCTCCGGCTTccgccgccgccgccgccgccgCCACCGCCGGGACGCGAGTcgcgcgGGCGCCGCAGCCGCGGCCGCAGGCGCACGAGCCCGTCCGTCAGTCCGTCCGGCGGGCcgcgcgCTTCGACACGACCTGCGCCACTCAGCTCCTACGCGCACCCGGCCTCCCGTtctctcTTCTCCTTCCC

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 1 1 20 16 131 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG TCTGTCCCTCACTCCCTCTG 19 16 22 20 136 20 60,397 59,960 35,100 33,500 0.437326 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 20 15 146 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG CTGTCCCTCACTCCCTCTGT 19 15 22 20 135 20 60,397 60,252 35,100 34,100 0.648986 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 20 14 145 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG TGTCCCTCACTCCCTCTGTC 19 14 22 20 134 20 60,397 60,252 35,100 35,100 0.648806 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 20 9 140 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG CTCACTCCCTCTGTCCCTCA 19 9 22 20 129 20 60,397 59,960 35,100 38,600 0.437326 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 20 9 140 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG CTCACTCCCTCTGTCCCTCA 19 9 22 20 129 20 60,397 59,960 35,100 38,600 0.437326 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:23734:22247 1 61 40 10 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGAGGGA NA 0 0 20 9 140 CAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGCAGGAGAGGGAGGGAGTGAG CTCACTCCCTCTGTCCCTCA 19 9 22 20 129 20 60,397 59,960 35,100 38,600 0.437326 A 167 GGGCAGAAGATGACGGAGTTGCAGGAGAGGGAGGGAGTGAGGGACAGAGGGAGGGACGGTgggagggagggagggagggagggagggagggagggagggaCGGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAGAGGGAGTGAGGGACAG

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 39 164 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC ATGCACATGACGATCCAGGG 39 64 13 20 176 20 59,761 60,179 26,700 44,500 0.418384 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 39 168 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC TCGGATGCACATGACGATCC 39 68 13 20 180 20 59,761 60,249 26,700 33,600 0.488794 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 115 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC CCCTGGAGGTATCGCAACTG 39 15 13 20 127 20 59,761 60,179 26,700 31,600 0.418420 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 14 114 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC CCTGGAGGTATCGCAACTGG 39 14 13 20 126 20 59,761 60,179 26,700 40,000 0.418420 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 12 112 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC TGGAGGTATCGCAACTGGTG 39 12 13 20 124 20 59,761 59,751 26,700 41,700 0.488467 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 51 196 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGATGTCTGAGTACTGCTGCACA ACGTGTAAGACAAAGCTCGGA 51 83 1 20 196 21 58,960 59,661 45,700 45,500 2,378,829 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 39 177 GCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCAGCTGCACAGTGGTGTCATTC AGACAAAGCTCGGATGCACA 39 77 13 20 189 20 59,761 59,965 26,700 45,700 0.274664 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 51 190 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGATGTCTGAGTACTGCTGCACA AAGACAAAGCTCGGATGCACA 51 77 1 20 190 21 58,960 60,543 45,700 45,700 2,583,064 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24444:8359_ 1 72 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 51 190 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGATGTCTGAGTACTGCTGCACA AAGACAAAGCTCGGATGCAC 51 78 1 20 190 20 58,960 58,840 45,700 45,700 2,199,993 F 201 TGTCTGAGTACTGCTGCACAGTGGTGTCATTCAGGACAAAGGTGGCACCCACCTGGAGCAGACCACCCCTAcaccaccaccaccaccaccacCCACCCGccccccACCAGTTGCGATACCTCCAGGGTTCAAAACTCTCCTCCCGATGTTCCTCTCCCCTGGATCGTCATGTGCATCCGAGCTTTGTCTTACACGTATTCT

ST‐E00142:460:H2K7HCCXY:6:2123:24962:11857 1 45 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 1 1 16 3 105 CCTAACCCTAACCCGAAGCCTAACTCGAAGCCTAATCCTAACCCTAACCCGAAGCC AGGCTTAGGCTTCGAGTTAGG 19 3 6 20 110 21 59,820 59,242 43,500 26,900 1,937,401 A 110 CTAAACCTAACCCTAACCCGAAGCCTAACTCGAAGCCTAATTCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAAACCTAACTCGAAGCCTAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2123:24962:11857 1 45 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 2 94 ACCCGAAGCCTAACTCGAAGCCTAATTCGaaccctaa ACCCGAAGCCTAACTCGAAG GGCTTAGGCTTCGAGTTAGGT 9 2 16 20 109 21 59,469 59,519 37,900 30,800 2,012,563 A 110 CTAAACCTAACCCTAACCCGAAGCCTAACTCGAAGCCTAATTCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAAACCTAACTCGAAGCCTAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2123:24962:11857 1 45 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANA 0 0 16 2 104 CCTAACCCTAACCCGAAGCCTAACTCGAAGCCTAATCCTAACCCTAACCCGAAGCC GGCTTAGGCTTCGAGTTAGGT 19 2 6 20 109 21 59,820 59,519 43,500 30,800 1,661,065 A 110 CTAAACCTAACCCTAACCCGAAGCCTAACTCGAAGCCTAATTCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAAACCTAACTCGAAGCCTAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 1 1 8 25 190 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAG AAGCCATTCTTCCCTCCATCC 25 64 34 20 223 21 57,923 59,784 35,100 35,100 3,293,839 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 9 118 ACAGATAGacacacAGGCGGATAGATAGGtagataga ACAGATAGACACACAGGCGG CCCGATACACCCAGCCATC 9 10 50 20 167 19 59,467 59,929 61,300 35,100 1,604,044 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 9 172 ACAGATAGacacacAGGCGGATAGATAGGtagataga ACAGATAGACACACAGGCGG GCCATTCTTCCCTCCATCCA 9 63 50 20 221 20 59,467 59,447 61,300 34,100 1,085,421 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 9 173 ACAGATAGacacacAGGCGGATAGATAGGtagataga ACAGATAGACACACAGGCGG AGCCATTCTTCCCTCCATCC 9 64 50 20 222 20 59,467 59,151 61,300 35,100 1,381,990 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 8 117 ACAGATAGacacacAGGCGGATAGATAGGtagataga ACAGATAGACACACAGGCGG CCGATACACCCAGCCATCTA 9 8 50 20 166 20 59,467 58,662 61,300 19,800 1,870,680 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 8 117 CAGATAGacacacAGGCGGATAGATAGGtagatagataCAGATAGACACACAGGCGGA CCCGATACACCCAGCCATC 8 10 51 20 167 19 59,182 59,929 55,400 35,100 1,889,125 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 8 8 171 CAGATAGacacacAGGCGGATAGATAGGtagatagataCAGATAGACACACAGGCGGA GCCATTCTTCCCTCCATCCA 8 63 51 20 221 20 59,182 59,447 55,400 34,100 1,370,502 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 9 24 190 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAGA AAGCCATTCTTCCCTCCATCC 24 64 34 21 223 21 59,384 59,784 34,100 35,100 2,832,309 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 9 24 192 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAGA TCAAGCCATTCTTCCCTCCA 24 67 34 21 225 20 59,384 58,629 34,100 38,600 2,987,350 F 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 10 1 128 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAGA ACACCCAGCCATCTATCTATCC 24 1 34 21 161 22 59,384 58,823 34,100 25,900 4,793,110 B 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 11 0 128 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAGA ACACCCAGCCATCTATCTATCCA 24 0 34 21 161 23 59,384 60,440 34,100 34,100 5,055,887 B 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:30919:25306 1 79 60 8 1.5 AGAT TAGATAGATAGATAGATAGATAGATAGGTAGATAGNA 0 0 12 0 127 GTCAGAAGACAGGCAGACAGATAGacacacAGGCG GTCAGAAGACAGGCAGACAGA CACCCAGCCATCTATCTATCCA 24 0 34 21 160 22 59,384 58,824 34,100 34,100 4,792,293 B 229 ATATTGAAACATTTGAGAGTCTACagagagTCAGTCAGAAGACAGGCAGACAGATAGacacacAGGCGGATAGATAGGtagatagatagatagatagatagaTAGGtagatagatagatagatagatagatagatagaTGGATAGATAGATGGCTGGGTGTATCgggggATgagagaTTAATGTTTGGATGTTTGGttttttGGATGGAGGGAAGAATGGCTTGATGGA

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 1 1 6 19 171 AGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAGCTTCGCCCACACATACAA ACTGTGTGTGTTTGTGCCCT 19 22 11 20 181 20 59,964 60,323 24,100 51,900 0.359524 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 0 0 6 19 191 AGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAGCTTCGCCCACACATACAA GTGCTTTGTGTACTTGGGCA 19 42 11 20 201 20 59,964 58,971 24,100 53,600 1,065,069 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 0 0 8 20 170 AAGCTTCGCCcacacaTACAAAATACAGGAACACGCTAAGCTTCGCCCACACATACA TGTGTGTGTTTGTGCCCTCT 20 20 10 20 179 20 59,964 60,035 22,900 36,900 0.070738 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 0 0 8 19 169 AGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAGCTTCGCCCACACATACAA TGTGTGTGTTTGTGCCCTCT 19 20 11 20 179 20 59,964 60,035 24,100 36,900 0.070738 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 0 0 9 20 194 AAGCTTCGCCcacacaTACAAAATACAGGAACACGCTAAGCTTCGCCCACACATACA CTGTGCTTTGTGTACTTGGGC 20 43 10 20 203 21 59,964 60,001 22,900 53,600 1,037,541 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:5203:71049_ 1 50 90 15 1.5 AGAT ATATATATATATATATATATATACACACATATAGATANA 0 0 9 19 193 AGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAGCTTCGCCCACACATACAA CTGTGCTTTGTGTACTTGGGC 19 43 11 20 203 21 59,964 60,001 24,100 53,600 1,037,541 F 229 TTTAAAGAAAAGCTTCGCCcacacaTACAAAATACAGGAACACGCTTAAatatatatatatatatatatatacacacATatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagATATAAACATATTTACATATAGAGGGCACAAacacacacAGTTGCCCAAGTACACAAAGCACAGATTCATGGACACATTAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 1 1 17 1 121 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGA TCATATCGATCTATCTGAGTATGTTCA 41 1 74 20 194 27 59,249 57,327 19,800 31,800 10,423,523 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 17 1 132 TGGACTCTTTAGCCTTGGTACGGCagatagatagatAT TGGACTCTTTAGCCTTGGTACG TCATATCGATCTATCTGAGTATGTTCA 50 1 63 22 194 27 59,767 57,327 36,700 31,800 11,905,614 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 17 1 134 ACTGGACTCTTTAGCCTTGGTACGGCagatagatagat ACTGGACTCTTTAGCCTTGGT TCATATCGATCTATCTGAGTATGTTCA 53 1 61 21 194 27 58,660 57,327 36,700 31,800 12,012,442 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 17 1 135 GACTGGACTCTTTAGCCTTGGTACGGCagatagatagaGACTGGACTCTTTAGCCTTGGT TCATATCGATCTATCTGAGTATGTTCA 53 1 60 22 194 27 59,697 57,327 36,700 31,800 11,975,984 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 17 1 185 GGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTGGCAGGAATCCATCTCTTCCC TCATATCGATCTATCTGAGTATGTTCA 104 1 10 21 194 27 60,203 57,327 39,700 31,800 10,875,540 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 32 152 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGA AGTCTGTTCATATCTATCTGTTTCAGT 41 32 74 20 225 27 59,249 58,024 19,800 34,100 9,727,203 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 32 171 GGACAGACTGGACTCTTTAGCCTTGGTACGGCagat GGACAGACTGGACTCTTTAGCC AGTCTGTTCATATCTATCTGTTTCAGT 58 32 55 22 225 27 60,094 58,024 39,300 34,100 11,070,274 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 32 216 GGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTGGCAGGAATCCATCTCTTCCC AGTCTGTTCATATCTATCTGTTTCAGT 104 32 10 21 225 27 60,203 58,024 39,700 34,100 10,179,220 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 16 136 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGAT TCTGTTTCAGTCTATTCATATCGATCT 40 16 74 21 209 27 59,655 57,928 19,800 27,500 10,417,138 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 16 136 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGA TCTGTTTCAGTCTATTCATATCGATCT 41 16 74 20 209 27 59,249 57,928 19,800 27,500 9,823,225 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 16 155 GGACAGACTGGACTCTTTAGCCTTGGTACGGCagat GGACAGACTGGACTCTTTAGCC TCTGTTTCAGTCTATTCATATCGATCT 58 16 55 22 209 27 60,094 57,928 39,300 27,500 11,166,296 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 19 16 200 GGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTGGCAGGAATCCATCTCTTCCC TCTGTTTCAGTCTATTCATATCGATCT 104 16 10 21 209 27 60,203 57,928 39,700 27,500 10,275,242 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 21 31 151 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGA GTCTGTTCATATCTATCTGTTTCAGTC 41 31 74 20 224 27 59,249 57,756 19,800 35,100 9,994,487 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 21 30 150 GCCTTGGTACGGCagatagatagatATGAACAGACTGAGCCTTGGTACGGCAGATAGA TCTGTTCATATCTATCTGTTTCAGTCT 41 30 74 20 223 27 59,249 57,805 19,800 32,400 9,945,822 F 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:15219:61433 1 135 32 8 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGAT NA 0 0 21 30 214 GGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTGGCAGGAATCCATCTCTTCCC TCTGTTCATATCTATCTGTTTCAGTCT 104 30 10 21 223 27 60,203 57,805 39,700 32,400 10,397,839 B 255 CTTGAGAAAGGCAGGAATCCATCTCTTCCCCATCCTCTGCTAATTTAAATAGTAGGACAGACTGGACTCTTTAGCCTTGGTACGGCagatagatagatATGAACAGACTGAAatatatAGATATGAGCAGACAGagatagatagatagatagatagatagatagatATGAACATACTCAGATAGATCGATATGAATAGACTGAAACAGATAGATATGAACAGACTACAATAGATAGATATGAACAGAGATAGATA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 1 1 8 1 122 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG CCGCCCTCCATTCATCCC 1 53 29 20 150 18 59,616 59,886 47,900 38,500 2,498,295 B 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 123 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG CCCGCCCTCCATTCATCC 1 54 29 20 151 18 59,616 59,886 47,900 35,100 2,498,295 B 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 124 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG GCCCGCCCTCCATTCATC 1 55 29 20 152 18 59,616 60,596 47,900 29,200 2,980,063 B 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 183 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG GACGTCTGCCTCCACCAATC 1 112 29 20 211 20 59,616 60,741 47,900 26,700 1,125,529 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 188 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG TGATTGACGTCTGCCTCCAC 1 117 29 20 216 20 59,616 60,037 47,900 40,200 0.421634 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 189 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG CTGATTGACGTCTGCCTCCA 1 118 29 20 217 20 59,616 59,753 47,900 38,600 0.631769 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 195 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG TGGTGCCTGATTGACGTCTG 1 124 29 20 223 20 59,616 60,321 47,900 35,100 0.704991 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 196 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG CTGGTGCCTGATTGACGTCT 1 125 29 20 224 20 59,616 60,037 47,900 41,800 0.421261 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17360:29841 1 50 30 7 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGAAAGAGAG NA 0 0 8 1 207 TTCGATCGGAGGAATGACGGCggtggtggtggtggtggt TTCGATCGGAGGAATGACGG GGAAGAGAAAGCTGGTGCCT 1 136 29 20 235 20 59,616 59,963 47,900 47,500 0.421755 F 248 GGAGCCGAAGTCCCGccccccccccTCCTTCGATCGGAGGAATGACGGCggtggtggtggtggtggtggtGAAagagagGCTGTCAATCACACGCCCTCGAGCCACGCCCACCGCGGCCAGACCGACCAACGGGGATGAATGGAGGGCGGGCCCAGAGGAAggggggggggggggAGGAGTCGCGGCCGCCGATTGGTGGAGGCAGACGTCAATCAGGCACCAGCTTTCTCTTcccccGccccccTCA

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 1 1 2 22 246 AAGGCACTCAGTTCAAGGGCAATGAGGGACAGGC AAGGCACTCAGTTCAAGGGC AGCTCATTGGAGGATCACCC 156 22 5 20 250 20 60,538 59,157 51,900 46,100 1,380,921 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 2 9 103 AGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatc AGTCCTCTCTGATAGTCTGTCTGT AGCTCATTGGAGGATCACCC 9 22 148 24 250 20 59,773 59,157 34,100 46,100 5,069,934 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 3 21 114 TCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAAT TCCTATCTCTGAGTCCTCTCTGA AGCTCATTGGAGGATCACCC 21 22 137 23 250 20 58,697 59,157 32,700 46,100 5,145,565 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 3 11 105 TGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatcc TGAGTCCTCTCTGATAGTCTGTCT AGCTCATTGGAGGATCACCC 11 22 146 24 250 20 59,527 59,157 34,100 46,100 5,315,830 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 4 22 233 CAAGGGCAATGAGGGACAGGCAACAAATGTTGGC CAAGGGCAATGAGGGACAGG AGCTCATTGGAGGATCACCC 143 22 18 20 250 20 60,682 59,157 40,000 46,100 1,524,844 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 4 22 248 GCAAGGCACTCAGTTCAAGGGCAATGAGGGACAG GCAAGGCACTCAGTTCAAGG AGCTCATTGGAGGATCACCC 158 22 3 20 250 20 59,405 59,157 36,100 46,100 1,437,729 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 6 22 234 TCAAGGGCAATGAGGGACAGGCAACAAATGTTGG TCAAGGGCAATGAGGGACAG AGCTCATTGGAGGATCACCC 144 22 17 20 250 20 59,671 59,157 35,100 46,100 1,171,895 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 6 22 244 GGCACTCAGTTCAAGGGCAATGAGGGACAGGCAA GGCACTCAGTTCAAGGGCAA AGCTCATTGGAGGATCACCC 154 22 7 20 250 20 60,823 59,157 45,200 46,100 1,665,991 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 7 1 183 GCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAA GCCTTGCCAGTGTCTCTCA CCCAGCGCAACATAATATTGTGA 112 1 50 19 232 23 59,627 59,685 32,700 35,800 4,687,596 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 7 1 183 GCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAA GCCTTGCCAGTGTCTCTCAC CCCAGCGCAACATAATATTGTGA 111 1 50 20 232 23 60,953 59,685 35,100 35,800 4,267,897 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 8 22 235 TTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGTTCAAGGGCAATGAGGGACA AGCTCATTGGAGGATCACCC 145 22 16 20 250 20 59,223 59,157 40,200 46,100 1,619,445 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:17969:17078 1 181 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NA 0 0 8 2 183 GCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAA GCCTTGCCAGTGTCTCTCAC CCCAGCGCAACATAATATTGTG 111 2 50 20 232 22 60,953 58,369 35,100 33,300 4,584,128 F 257 TAGCAAGGCACTCAGTTCAAGGGCAATGAGGGACAGGCAACAAATGTTGGCCTTGCCAGTGtctctcACATCCAGTGAAAGAGTAAAGGGGCaaaaaaaTcacacaAacacacATGTTTATCTATTACAAAATGTATCCTATCTCTGAGTCctctctGATAGTCTGTCTGTAATCTTTCTatccatccatccatccatccatccatccATCACAATATTATGTTGCGCTGGGGTGATCCTCCAATGAGCTATTTATG

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 1 1 4 48 175 tctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTTCTCTCTTCACTCTCGGCGA CGGGTGAGTCTGTCTCCATC 48 59 60 20 234 20 60,036 59,542 55,400 35,100 0.494145 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 48 179 tctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTTCTCTCTTCACTCTCGGCGA CATCCGGGTGAGTCTGTCTC 48 63 60 20 238 20 60,036 59,542 55,400 33,600 0.494145 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 27 139 GGTGGCTCCAGCTGAGTATTgggggTGGGTggggggg GGTGGCTCCAGCTGAGTATT CCATCTAATGGCCGCGGG 27 46 81 20 219 18 59,456 60,670 18,900 61,300 3,213,318 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 25 137 TGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTGGCTCCAGCTGAGTATTGG CCATCTAATGGCCGCGGG 25 46 83 20 219 18 59,457 60,670 31,600 61,300 3,212,846 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 24 136 GGCTCCAGCTGAGTATTgggggTGGGTggggggggggTGGCTCCAGCTGAGTATTGGG CCATCTAATGGCCGCGGG 24 46 84 20 219 18 60,179 60,670 41,200 61,300 2,848,603 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 4 24 151 GGCTCCAGCTGAGTATTgggggTGGGTggggggggggTGGCTCCAGCTGAGTATTGGG CGGGTGAGTCTGTCTCCATC 24 59 84 20 234 20 60,179 59,542 41,200 35,100 0.636885 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 5 63 211 TGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCAC TGTCTTCCTCTTTCTCTCGGG CATCCGGGTGAGTCTGTCTC 79 63 28 21 238 20 58,828 59,542 51,400 33,600 2,629,691 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 5 59 207 TGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCAC TGTCTTCCTCTTTCTCTCGGG CGGGTGAGTCTGTCTCCATC 79 59 28 21 234 20 58,828 59,542 51,400 35,100 2,629,691 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:18639:21860 1 128 28 6 1.5 AGG TCTCTCTCTCCTCCTCCTCCTCCTCCTC NA 0 0 7 59 206 GTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACT GTCTTCCTCTTTCTCTCGGGT CGGGTGAGTCTGTCTCCATC 78 59 29 21 234 20 58,827 59,542 52,800 35,100 2,630,530 F 254 GTTTGTAATCGttttttaaaaaaaaaTTGTCTTCCTCTTtctctcGGGTTTTCtttttctctctctTCACTCTCGGCGATGGTGGCTCCAGCTGAGTATTgggggTGGGTggggggggggTTATTTTtctctctctcctcctcctcctcctcctcTTTCCTCGGCCCCGCTTTCCCCTCTCAGCCGCTCCGAgcgcgcCAGCCCGCGGCCATTAGATGGAGACAGACTCACCCGGATGGGCGCGGCCCAGCTAC

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 5 0 128 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCAT TATTGCGGATCCTGACTCGG 0 62 6 25 133 20 58,210 59,326 35,500 46,300 7,464,304 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 1 128 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TATTGCGGATCCTGACTCGG 1 62 6 24 133 20 57,804 59,326 41,700 46,300 6,869,585 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 1 224 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TCTTCTTACTGCTCCTCTTCCC 1 156 6 24 229 22 57,804 58,899 41,700 39,700 9,296,271 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 1 250 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA GCTCTTCTGGCAAGTGGTGA 1 184 6 24 255 20 57,804 60,250 41,700 40,200 6,446,067 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 1 251 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TGCTCTTCTGGCAAGTGGTG 1 185 6 24 256 20 57,804 60,536 41,700 41,700 6,731,380 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 1 252 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA CTGCTCTTCTGGCAAGTGGT 1 186 6 24 257 20 57,804 60,251 41,700 41,600 6,446,241 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 1 129 AAGGGTAGTAAAGAAACAATCACCATcaccaccacca AAGGGTAGTAAAGAAACAATCACCA TATTGCGGATCCTGACTCGG 1 62 5 25 133 20 58,393 59,326 41,700 46,300 7,281,004 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 1 154 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TGTCTTCTCGTTGTTGTTGATGT 1 85 6 24 159 23 57,804 58,812 41,700 30,600 10,384,062 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 1 155 AAGGGTAGTAAAGAAACAATCACCATcaccaccacca AAGGGTAGTAAAGAAACAATCACCA TGTCTTCTCGTTGTTGTTGATGT 1 85 5 25 159 23 58,393 58,812 41,700 30,600 10,795,481 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 1 225 AAGGGTAGTAAAGAAACAATCACCATcaccaccacca AAGGGTAGTAAAGAAACAATCACCA TCTTCTTACTGCTCCTCTTCCC 1 156 5 25 229 22 58,393 58,899 41,700 39,700 9,707,689 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 1 225 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TTCTTCTTACTGCTCCTCTTCCC 1 156 6 24 230 23 57,804 59,484 41,700 39,700 9,711,501 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:27042:71647 1 31 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 1 155 AGGGTAGTAAAGAAACAATCACCATcaccaccaccaccAGGGTAGTAAAGAAACAATCACCA TTGTCTTCTCGTTGTTGTTGATGT 1 85 6 24 160 24 57,804 59,366 41,700 30,600 10,829,604 F 268 GAGAAAGGGTAGTAAAGAAACAATCACCATcaccaccaccaccaccaccacCATCATCACCCACTAAAGAAAAGCGTACCCCATCaaaaaCTGGAACAGaaaaaGCACAGGCCCCGAGTCAGGATCCGCAATAGATACATcaacaacaaCGAGAAGACAAAGTACTAAATTCAAGAGATGTAGAAGAAGGAGTAGAGGAAGAAGTAGGGGAAGAGGAGCAGTAAGAAGaaaaaGATCACCACTTGCCAGAAGAGCAGCGCCACCGAAG

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 1 1 4 49 178 TCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTCCTTCTCACCTGGGAGCAT TCCTCATCCCTCCATCCCAG 62 49 45 20 222 20 60,253 60,105 37,900 44,500 0.357658 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 4 49 191 GGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACGGAGCCAGCTCATTCCTTCT TCCTCATCCCTCCATCCCAG 75 49 32 20 222 20 59,454 60,105 28,500 44,500 0.650424 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 4 49 192 GGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAAGGGAGCCAGCTCATTCCTTC TCCTCATCCCTCCATCCCAG 76 49 31 20 222 20 60,465 60,105 34,600 44,500 0.570056 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 4 21 138 TGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCATGTTCAAGGAGTTAACAAATTTGGG CATCCCTCCATCCCAGGAAT 21 45 81 25 218 20 58,422 58,546 41,200 30,100 8,031,656 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 5 21 139 TGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCATGTTCAAGGAGTTAACAAATTTGGG TCATCCCTCCATCCCAGGAAT 21 45 81 25 219 21 58,422 60,060 41,200 30,100 7,638,346 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 6 47 176 TCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTCCTTCTCACCTGGGAGCAT CTCATCCCTCCATCCCAGGA 62 47 45 20 220 20 60,253 60,105 37,900 38,600 0.357658 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 6 47 177 TTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCTTCCTTCTCACCTGGGAGCA CTCATCCCTCCATCCCAGGA 63 47 44 20 220 20 60,474 60,105 42,600 38,600 0.578471 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 6 47 190 GGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAAGGGAGCCAGCTCATTCCTTC CTCATCCCTCCATCCCAGGA 76 47 31 20 220 20 60,465 60,105 34,600 38,600 0.570056 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:30168:1749_ 1 127 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NA 0 0 6 21 139 TGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCATGTTCAAGGAGTTAACAAATTTGGG TCATCCCTCCATCCCAGGAA 21 46 81 25 219 20 58,422 59,653 41,200 33,600 6,924,597 F 255 GTGACCAGCCAAgggggTTGAATAAAGAAGGGGAGCCAGCTCATTCCTTCTCACCTGGGAGCATAACAAAATTGGGGTCCTGTTCAAGGAGTTAACAAATTTGGGGACCTTGCCCAGGGACTGGGCataataataataataataataataataaaaaaTAACAATAATTCTTTAGTACAACGAAAATTCACCAACCTAATTCCTGGGATGGAGGGATGAGGAAAGATGAGGAAATATTAAGTTAGATTGGACCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 1 1 3 21 189 GGCACTTCTCTAAACAACATTGGTGtttttGTGATTTAGGCACTTCTCTAAACAACATTGG ACAACTTGCATTTATGACACCTT 21 101 10 23 198 23 58,201 57,210 31,600 35,000 10,588,217 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 4 20 189 GGCACTTCTCTAAACAACATTGGTGtttttGTGATTTAGGCACTTCTCTAAACAACATTGGT ACAACTTGCATTTATGACACCTT 20 101 10 24 198 23 59,722 57,210 36,700 35,000 10,068,063 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 4 20 189 GGCACTTCTCTAAACAACATTGGTGtttttGTGATTTAGGCACTTCTCTAAACAACATTGGT ACAACTTGCATTTATGACACCTTT 20 100 10 24 198 24 59,722 57,839 36,700 31,100 10,438,995 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 33 227 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT GACTTCTCACCTGGGCAACA 33 133 1 20 227 20 59,239 59,891 31,000 33,300 0.869771 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 33 230 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT CAAGACTTCTCACCTGGGCA 33 136 1 20 230 20 59,239 59,602 31,000 53,600 1,159,127 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 33 232 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT TGCAAGACTTCTCACCTGGG 33 138 1 20 232 20 59,239 59,602 31,000 44,500 1,159,127 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 24 125 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT TGTTAGAGAATTCCTTTAAATCCTGCA 33 24 1 20 125 27 59,239 59,112 31,000 44,100 8,649,207 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 22 121 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT AGAGAATTCCTTTAAATCCTGCATT 33 22 1 20 121 25 59,239 57,032 31,000 35,600 8,729,200 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2124:7638:59165_ 1 54 21 7 1 ACT AGTAGTAGTAGTAGTAGTAGT NA 0 0 6 19 119 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGttt TGAACTGCTGGCACTTCTCT AGAATTCCTTTAAATCCTGCATTTGA 33 19 1 20 119 26 59,239 57,862 31,000 26,900 8,898,931 F 239 TGAACTGCTGGCACTTCTCTAAACAACATTGGTGtttttGTGATTTACCGTACagtagtagtagtagtagtagtATACATTTGATAAAATAAATCAAATGCAGGATTTAAAGGAATTCTCTAACaaaaaaaaaTGCAATGTTCTGTATTTTCTTAGGACATTTAATCCTGTTTTAAAGGTGTCATAAATGCAAGTTGTTCTTGTTATTGTTGCCCAGGTGAGAAGTCTTGCATGTTTAT

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 1 1 4 27 188 AGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGAGTGGCTGAGGAGAAAGCAG ATGCAGCTCTACCATGGACC 67 27 9 20 196 20 59,676 59,528 42,400 44,600 0.795902 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 4 27 189 GAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgc GAGTGGCTGAGGAGAAAGCA ATGCAGCTCTACCATGGACC 68 27 8 20 196 20 59,677 59,528 39,100 44,600 0.794592 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 4 27 190 GGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctg GGAGTGGCTGAGGAGAAAGC ATGCAGCTCTACCATGGACC 69 27 7 20 196 20 60,392 59,528 35,100 44,600 0.863944 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 4 27 193 TGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgct TGTGGAGTGGCTGAGGAGAA ATGCAGCTCTACCATGGACC 72 27 4 20 196 20 60,472 59,528 28,700 44,600 0.943398 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 4 25 187 GAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgc GAGTGGCTGAGGAGAAAGCA GCAGCTCTACCATGGACCTT 68 25 8 20 194 20 59,677 59,456 39,100 35,000 0.866724 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 4 25 191 TGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgct TGTGGAGTGGCTGAGGAGAA GCAGCTCTACCATGGACCTT 72 25 4 20 194 20 60,472 59,456 28,700 35,000 1,015,530 B 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 6 27 182 TGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGTGAGGAGAAAGCAGCTGGTG ATGCAGCTCTACCATGGACC 61 27 15 20 196 20 59,964 59,528 41,700 44,600 0.507498 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 6 26 181 TGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGTGAGGAGAAAGCAGCTGGTG TGCAGCTCTACCATGGACCT 61 26 15 20 195 20 59,964 60,619 41,700 38,500 0.654561 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 6 25 180 TGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGTGAGGAGAAAGCAGCTGGTG GCAGCTCTACCATGGACCTT 61 25 15 20 194 20 59,964 59,456 41,700 35,000 0.579630 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 17 4 122 GGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctgGGTGTCGCTCCTGCTGATG GCAGCTCTACCATGGACCTT 4 25 73 19 194 20 60,813 59,456 30,700 35,000 2,356,671 A 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 17 4 123 GGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctgGGTGTCGCTCCTGCTGATG TGCAGCTCTACCATGGACCT 4 26 73 19 195 20 60,813 60,619 30,700 38,500 2,431,602 A 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 17 4 124 GGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctgGGTGTCGCTCCTGCTGATG ATGCAGCTCTACCATGGACC 4 27 73 19 196 20 60,813 59,528 30,700 44,600 2,284,539 A 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 18 1 126 TGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTC TGGTGTTGCTCCTGCTGATG AGGGAACAAACTGAGCAGCG 31 1 45 20 170 20 60,607 60,886 30,700 51,800 1,493,707 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 18 1 127 cTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCT CTGGTGTTGCTCCTGCTGAT AGGGAACAAACTGAGCAGCG 32 1 44 20 170 20 60,322 60,886 29,000 51,800 1,208,767 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:21369:32883 1 96 54 9 1 ACCAGC TGCTGGTGCTGGTGCTGGTGCTGGTGCTGGTGCTG NA 0 0 18 0 125 cTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCT CTGGTGTTGCTCCTGCTGAT GGAACAAACTGAGCAGCGC 32 0 44 20 168 19 60,322 60,082 29,000 59,200 1,404,117 F 205 ACCTGTGGAGTGGCTGAGGAGAAAGCAGCTGGtgctgctgctgcTGGTGTTGCTCCTGCTGAtgctgctgcTGGTGTCGCTCCTGCTGATGCTGAtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggtgctggGCGCTGCTCAGTTTGTTCCCTATCAAAGGTCCATGGTAGAGCTGCATAAGCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 3 54 203 GGCACCTTAGACAGCACCTTCTAAACCCATGACTACGGCACCTTAGACAGCACCTT CACAGGGCAGTTAGGAAGGG 54 88 20 20 222 20 59,963 60,035 35,000 39,500 0.071930 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 18 133 GGCACCTTAGACAGCACCTTCTAAACCCATGACTACGGCACCTTAGACAGCACCTT ATGTCAGGATGGTGAGTGGC 54 18 20 20 152 20 59,963 59,746 35,000 50,100 0.291053 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 18 148 GCAGGAATTCACCAAGGCACCTTAGACAGCACCTT GCAGGAATTCACCAAGGCAC ATGTCAGGATGGTGAGTGGC 69 18 5 20 152 20 59,755 59,746 50,100 50,100 0.498899 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 18 149 TGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTTGCAGGAATTCACCAAGGCA ATGTCAGGATGGTGAGTGGC 70 18 4 20 152 20 60,179 59,746 47,500 50,100 0.433145 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 56 201 AAGGCACCTTAGACAGCACCTTCTAAACCCATGACTAAGGCACCTTAGACAGCACC GGGCAGTTAGGAAGGGAGTT 56 84 18 20 218 20 59,963 59,007 50,100 30,100 1,029,569 B 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 56 205 AAGGCACCTTAGACAGCACCTTCTAAACCCATGACTAAGGCACCTTAGACAGCACC CACAGGGCAGTTAGGAAGGG 56 88 18 20 222 20 59,963 60,035 50,100 39,500 0.071930 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 54 199 GGCACCTTAGACAGCACCTTCTAAACCCATGACTACGGCACCTTAGACAGCACCTT GGGCAGTTAGGAAGGGAGTT 54 84 20 20 218 20 59,963 59,007 35,000 30,100 1,029,569 B 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 18 135 AAGGCACCTTAGACAGCACCTTCTAAACCCATGACTAAGGCACCTTAGACAGCACC ATGTCAGGATGGTGAGTGGC 56 18 18 20 152 20 59,963 59,746 50,100 50,100 0.291053 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 16 162 CCATCTAGAAGGACAGCGGCAGCAGATAGGTGGG CCATCTAGAAGGACAGCGGC AGGGCAGTTAGGAAGGGAGT 16 85 58 20 219 20 60,250 59,881 65,300 38,500 0.369015 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 16 164 CCATCTAGAAGGACAGCGGCAGCAGATAGGTGGG CCATCTAGAAGGACAGCGGC ACAGGGCAGTTAGGAAGGGA 16 87 58 20 221 20 60,250 60,179 65,300 42,000 0.428530 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 16 165 CCATCTAGAAGGACAGCGGCAGCAGATAGGTGGG CCATCTAGAAGGACAGCGGC CACAGGGCAGTTAGGAAGGG 16 88 58 20 222 20 60,250 60,035 65,300 39,500 0.284713 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 58 203 CCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACCAAGGCACCTTAGACAGCA GGGCAGTTAGGAAGGGAGTT 58 84 16 20 218 20 59,963 59,007 44,100 30,100 1,029,427 B 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 58 207 CCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACCAAGGCACCTTAGACAGCA CACAGGGCAGTTAGGAAGGG 58 88 16 20 222 20 59,963 60,035 44,100 39,500 0.071788 F 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 5 18 137 CCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACCAAGGCACCTTAGACAGCA ATGTCAGGATGGTGAGTGGC 58 18 16 20 152 20 59,963 59,746 44,100 50,100 0.290910 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:23236:17131 1 94 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 15 146 TGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTTGCAGGAATTCACCAAGGCA TCAGGATGGTGAGTGGCTTG 70 15 4 20 149 20 60,179 59,674 47,500 40,100 0.504900 A 239 CACTGCAGGAATTCACCAAGGCACCTTAGACAGCACCTTCTAAACCCATGACTACCACCATCTAGAAGGACAGCGGCAGCAGATAGGTGGGAGcaccaccaccaccaccaccacCTGTAAGTTCCCCTCCAAGCCACTCACCATCCTGACATGGAAatatatTGCCATTTCTTCACTATTGCTGAGTCAAAATACTGGAACTCCCTTCCTAACTGCCCtgtgtgTTATTGCTAAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:26108:24638 1 35 40 8 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 1 1 17 8 103 CGGATGCCAAGATGAATGGATGGAATGGAATGGC CGGATGCCAAGATGAATGGA CCAGTCCATTCCATCCATCCA 14 8 1 20 103 21 58,029 59,504 34,100 34,100 3,467,482 F 116 CGGATGCCAAGATGAATGGATGGAATGGAATGGCatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAgatggatggatgGAATGGACTGGAATGTTATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2201:26108:24638 1 35 40 8 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 0 94 CGGATGCCAAGATGAATGGATGGAATGGAATGGC CGGATGCCAAGATGAATGGATG TCCATCCATCCATCTTGGCA 12 0 1 22 94 20 59,772 58,776 35,100 49,200 3,452,540 F 116 CGGATGCCAAGATGAATGGATGGAATGGAATGGCatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAgatggatggatgGAATGGACTGGAATGTTATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2201:26108:24638 1 35 40 8 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 0 94 CGGATGCCAAGATGAATGGATGGAATGGAATGGC CGGATGCCAAGATGAATGGA TCCATCCATCCATCTTGGCA 14 0 1 20 94 20 58,029 58,776 34,100 49,200 3,195,917 F 116 CGGATGCCAAGATGAATGGATGGAATGGAATGGCatggaatggaatggaatggaatggaatggaatggaatggaTGCCAAgatggatggatgGAATGGACTGGAATGTTATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2201:30218:18573 1 178 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 1 3 21 116 gtgtgcgcgcTGTTAGATGGacacacATGTTGTTGAACC GTGTGCGCGCTGTTAGATG TCACATGTAAGGTTTGTAAATTGTGA 26 21 133 19 248 26 59,941 57,773 29,000 35,800 9,286,188 F 267 TGAAACAGTTCTGAAACTTCTCCCGTGCGTCGTGTTGTTACTTCGTCACGCAATGCACGCGCAGACAGGTAAGAACAAACTGAAAGTGTGCgtgtgtgtgtgtgtgtgtgtgtTGGAACGCGGTTCAGGAgtgtgtgcgcgcTGTTAGATGGacacacATGTTGTTGAACCACTCTCtgatgatgatgatgatgatgatgaTGGTTTTCAATCAAAGaaaaaTCACAATTTACAAACCTTACATGTGAtttttttttttaaaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:30218:18573 1 178 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 6 20 111 cgcgcTGTTAGATGGacacacATGTTGTTGAACCACTC CGCGCTGTTAGATGGACACA TCACATGTAAGGTTTGTAAATTGTGA 20 21 138 20 248 26 60,736 57,773 37,200 35,800 8,962,797 F 267 TGAAACAGTTCTGAAACTTCTCCCGTGCGTCGTGTTGTTACTTCGTCACGCAATGCACGCGCAGACAGGTAAGAACAAACTGAAAGTGTGCgtgtgtgtgtgtgtgtgtgtgtTGGAACGCGGTTCAGGAgtgtgtgcgcgcTGTTAGATGGacacacATGTTGTTGAACCACTCTCtgatgatgatgatgatgatgatgaTGGTTTTCAATCAAAGaaaaaTCACAATTTACAAACCTTACATGTGAtttttttttttaaaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:30218:18573 1 178 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 6 19 110 gcgcTGTTAGATGGacacacATGTTGTTGAACCACTCTGCGCTGTTAGATGGACACAC TCACATGTAAGGTTTGTAAATTGTGA 19 21 139 20 248 26 59,278 57,773 38,200 35,800 8,948,536 F 267 TGAAACAGTTCTGAAACTTCTCCCGTGCGTCGTGTTGTTACTTCGTCACGCAATGCACGCGCAGACAGGTAAGAACAAACTGAAAGTGTGCgtgtgtgtgtgtgtgtgtgtgtTGGAACGCGGTTCAGGAgtgtgtgcgcgcTGTTAGATGGacacacATGTTGTTGAACCACTCTCtgatgatgatgatgatgatgatgaTGGTTTTCAATCAAAGaaaaaTCACAATTTACAAACCTTACATGTGAtttttttttttaaaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 1 1 15 21 142 ACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAACAGGAAAGAAAGCAAGAAAGAAAT TTCCGCTTCTCTTGCTTCCC 21 36 36 25 177 20 57,883 60,322 21,700 39,700 7,438,937 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 16 22 141 ACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAACAGGAAAGAAAGCAAGAAAGAAA TCCGCTTCTCTTGCTTCCC 22 36 36 24 176 19 57,470 59,703 25,200 39,700 7,826,734 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 16 22 142 ACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAACAGGAAAGAAAGCAAGAAAGAAA TTCCGCTTCTCTTGCTTCCC 22 36 36 24 177 20 57,470 60,322 25,200 39,700 6,851,672 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 17 0 123 AGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaaAGAAATAAAGCAAGAAAGAAAGTAGGC TTCCGCTTCTCTTGCTTCCC 0 36 55 27 177 20 58,700 60,322 39,300 39,700 8,621,938 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 21 12 135 AGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGAGAAAGCAAGAAAGAAATAAAGCAAGA TTCCGCTTCTCTTGCTTCCC 12 36 43 27 177 20 58,584 60,322 30,200 39,700 8,737,982 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2201:32136:26993 1 82 40 10 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGNA 0 0 21 8 131 AGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGAGCAAGAAAGAAATAAAGCAAGAAAGA TTCCGCTTCTCTTGCTTCCC 8 36 47 27 177 20 58,584 60,322 25,200 39,700 8,737,982 A 233 CGATAGGCAGGTAGGgaaagaaagaaagaaagaaaACAGGAAAGAAAGCAAGAAAGAAATAAAGCAAGAAAGAAAGTAGGCagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGATCGATAGGCAGATTGATAGATAGACACTGATAGGGGAAGCAAGAGAAGCGGAAATacacacAGAGATacacacacAGATTgagagaCAGaaaaaCGTGAGAGTGATAGA

Ctaur5 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 3 64 243 GGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTGGTTCTTAGTAAACATATGCTAACCCA ACGACGAGCTGTGGATCTTC 84 64 2 27 244 20 59,228 59,829 45,100 28,700 7,943,281 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 63 242 GGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTGGTTCTTAGTAAACATATGCTAACCCA CGACGAGCTGTGGATCTTCA 84 63 2 27 243 20 59,228 59,829 45,100 30,200 7,943,057 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 4 26 193 ACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAACATATGCTAACCCACATGTCTCT CCCTGCTGACCCTTCATCTT 75 26 14 24 206 20 59,590 59,377 31,000 24,000 5,032,893 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 64 240 TCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTAGTAAACATATGCTAACCCACA ACGACGAGCTGTGGATCTTC 82 64 5 26 244 20 58,147 59,829 41,700 28,700 8,024,754 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 37 190 AGAACATCAGGATCACGGAACCTGGTGATTTAGCA AGAACATCAGGATCACGGAACC CGACGAGCTGTGGATCTTCA 37 63 54 22 243 20 60,093 59,829 36,200 30,200 2,264,678 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 37 191 AGAACATCAGGATCACGGAACCTGGTGATTTAGCA AGAACATCAGGATCACGGAACC ACGACGAGCTGTGGATCTTC 37 64 54 22 244 20 60,093 59,829 36,200 28,700 2,264,902 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 36 190 GAACATCAGGATCACGGAACCTGGTGATTTAGCAA GAACATCAGGATCACGGAACCT ACGACGAGCTGTGGATCTTC 36 64 55 22 244 20 60,093 59,829 35,000 28,700 2,264,902 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 31 182 AGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTGA CGACGAGCTGTGGATCTTCA 31 63 62 20 243 20 60,544 59,829 40,200 30,200 0.715588 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 26 145 AGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTGA CCCTGCTGACCCTTCATCTT 31 26 62 20 206 20 60,544 59,377 40,200 24,000 1,167,022 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 6 13 132 AGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTGA TCATCTTGAGGGAGCTGCTC 31 13 62 20 193 20 60,544 59,171 40,200 42,600 1,373,690 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 37 197 TGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTA TGCTAACCCACATGTCTCTTTGA CACAACAGGCCCTGCTGA 71 37 19 23 215 18 59,928 59,886 26,900 42,600 5,186,104 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 36 196 TGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTA TGCTAACCCACATGTCTCTTTGA ACAACAGGCCCTGCTGAC 71 36 19 23 214 18 59,928 59,886 26,900 35,100 5,186,316 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 32 183 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG CGACGAGCTGTGGATCTTCA 32 63 61 20 243 20 60,392 59,829 41,700 30,200 0.562891 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 32 184 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG ACGACGAGCTGTGGATCTTC 32 64 61 20 244 20 60,392 59,829 41,700 28,700 0.563115 B 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 26 146 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG CCCTGCTGACCCTTCATCTT 32 26 61 20 206 20 60,392 59,377 41,700 24,000 1,014,325 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 22 143 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG TGCTGACCCTTCATCTTGAGG 32 22 61 20 203 21 60,392 59,720 41,700 38,600 1,671,794 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 18 138 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG ACCCTTCATCTTGAGGGAGC 32 18 61 20 198 20 60,392 59,085 41,700 47,000 1,307,025 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2201:7567:5810_1 1 113 48 16 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 8 13 133 CAGGATCACGGAACCTGGTGATTTAGCAATATACCTCAGGATCACGGAACCTGGTG TCATCTTGAGGGAGCTGCTC 32 13 61 20 193 20 60,392 59,171 41,700 42,600 1,220,994 A 245 AGGTTCTTAGTAAACATATGCTAACCCACATGTCTCTTTGATCTTGCAGAAGTAGAACATCAGGATCACGGAACCTGGTGATTTAGCAATATACCTCATAGCTTACAGACACggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaggaTCGGCAAAGGGAGGAGCAGCTCCCTCAAGATGAAGGGTCAGCAGGGCCTGTTGTGcacacaGCTGAAGATCCACAGCTCGTCGTT

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 1 1 18 26 149 gagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGGGAGGGAGGGAGATAGG GCAGTCTCTCAGCCTGTCTG 29 26 33 20 181 20 59,588 60,109 25,700 35,100 0.520557 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 18 25 145 gagggagggAGATAGGGAGCGAGGGAGATAGGGAG GAGGGAGGGAGATAGGGAGC GCAGTCTCTCAGCCTGTCTG 25 26 37 20 181 20 60,252 60,109 47,000 35,100 0.360767 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 18 14 133 gagggagggAGATAGGGAGCGAGGGAGATAGGGAG GAGGGAGGGAGATAGGGAGC CCTGTCTGTGCGTCCCATAG 25 14 37 20 169 20 60,252 60,179 47,000 22,300 0.431157 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 26 178 ggagggagggAGATAGGGAGGGAGATagggagggagggGGAGGGAGGGAGATAGGGAG GCAGTCTCTCAGCCTGTCTG 26 26 36 20 181 20 59,588 60,109 43,000 35,100 0.520557 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 5 129 gagggAGATAGGGAGCGAGGGAGATAGGGAGCGA GAGGGAGATAGGGAGCGAGG CCTGTCTGTGCGTCCCATAG 5 14 57 20 169 20 60,611 60,179 46,300 22,300 0.789885 B 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 2 126 ggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGGGAGATAGGGAGCGAGGGAG CCTGTCTGTGCGTCCCATAG 2 14 60 20 169 20 60,611 60,179 43,000 22,300 0.789885 B 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 1 125 gAGATAGGGAGCGAGGGAGATAGGGAGCGAGGG GAGATAGGGAGCGAGGGAGA CCTGTCTGTGCGTCCCATAG 1 14 61 20 169 20 59,597 60,179 37,100 22,300 0.581603 B 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 1 137 gAGATAGGGAGCGAGGGAGATAGGGAGCGAGGG GAGATAGGGAGCGAGGGAGA GCAGTCTCTCAGCCTGTCTG 1 26 61 20 181 20 59,597 60,109 37,100 35,100 0.511213 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:10054:15848 1 82 54 12 1.5 AGGG AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGG NA 0 0 20 1 137 gAGATAGGGAGCGAGGGAGATAGGGAGCGAGGG GAGATAGGGAGCGAGGGAGA GCAGTCTCTCAGCCTGTCTG 1 26 61 20 181 20 59,597 60,109 37,100 35,100 0.511213 F 185 TagggagggagggAGATAGGGAGGGAGATagggagggagggagggAGATAGGGAGCGAGGGAGATAGGGAGCGAGGGAGATagggagggagggagggagggagggagggagggagggagggagggagggagagagGGAGGGAGGAGTTACTATGGGACGCACAGACAGGCTgagagaCTGCGAGG

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 1 1 14 3 140 cagcagcagCACCAGCAGCACCACCATcaccaccacCAGCAGCAGCAGCACCAGCAG TGGTGCTGATGGTGCTTGTT 75 3 4 18 143 20 61,738 60,468 42,400 28,300 4,206,089 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 14 3 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccac CACCAGCAGCAGCACCAG TGGTGCTGATGGTGCTTGTT 78 3 1 18 143 20 61,363 60,468 40,000 28,300 3,830,641 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 14 2 142 CACcagcagcagCACCAGCAGCACCACCATcaccaccac CACCAGCAGCAGCACCAG GGTGCTGATGGTGCTTGTTC 78 2 1 18 142 20 61,363 59,758 40,000 31,800 3,604,814 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 16 3 131 CACCAGCAGCACCACCATcaccaccacCAGcaccaccac CACCAGCAGCACCACCAT TGGTGCTGATGGTGCTTGTT 66 3 13 18 143 20 60,283 60,468 35,500 28,300 2,750,518 B 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 16 2 130 CACCAGCAGCACCACCATcaccaccacCAGcaccaccac CACCAGCAGCACCACCAT GGTGCTGATGGTGCTTGTTC 66 2 13 18 142 20 60,283 59,758 35,500 31,800 2,524,691 B 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 16 0 129 CACCAGCAGCACCACCATcaccaccacCAGcaccaccac CACCAGCAGCACCACCAT GTGCTGATGGTGCTTGTTCTG 66 0 13 18 141 21 60,283 60,069 35,500 30,200 3,351,422 B 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 19 3 120 CCACCATcaccaccacCAGcaccaccacAAGcaccaccacc CCACCATCACCACCACCAG TGGTGCTGATGGTGCTTGTT 6 3 72 19 143 20 60,304 60,468 40,000 28,300 1,771,405 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 19 2 119 CCACCATcaccaccacCAGcaccaccacAAGcaccaccacc CCACCATCACCACCACCAG GGTGCTGATGGTGCTTGTTC 6 2 72 19 142 20 60,304 59,758 40,000 31,800 1,545,578 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:11190:25095 1 97 24 8 1 ACC CACCACCACCACCACCACCACCAC NA 0 0 19 2 121 CACCACCATcaccaccacCAGcaccaccacAAGcaccaccaCACCACCATCACCACCACC GGTGCTGATGGTGCTTGTTC 8 2 70 19 142 20 60,603 59,758 46,100 31,800 1,845,472 F 143 CACcagcagcagCACCAGCAGCACCACCATcaccaccacCAGcaccaccacAAGcaccaccaccacCAGCACCACCATcaccaccacCAGCACCAGcaccaccaccaccaccaccaccacCAGAACAAGCACCATCAGCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 3 49 244 TGgatgatgatACCTCTCAGAAACCTGAGGAATGATG TGGATGATGATACCTCTCAGAAACC GGTATCTTGGGCAGGCATGT 126 49 21 25 264 20 59,929 60,107 32,700 32,100 5,177,501 F 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 45 240 TGgatgatgatACCTCTCAGAAACCTGAGGAATGATG TGGATGATGATACCTCTCAGAAACC TCTTGGGCAGGCATGTAAGG 126 45 21 25 260 20 59,929 60,034 32,700 26,900 5,105,167 F 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 49 216 GGAATGATGCCCAAGACTGCTACAATGAGTGCTAT GGAATGATGCCCAAGACTGC GGTATCTTGGGCAGGCATGT 103 49 49 20 264 20 59,257 60,107 44,000 32,100 0.849616 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 49 240 tgatgatACCTCTCAGAAACCTGAGGAATGATGCCCA TGATGATACCTCTCAGAAACCTGA GGTATCTTGGGCAGGCATGT 123 49 25 24 264 20 58,728 60,107 38,600 32,100 5,378,922 F 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 45 212 GGAATGATGCCCAAGACTGCTACAATGAGTGCTAT GGAATGATGCCCAAGACTGC TCTTGGGCAGGCATGTAAGG 103 45 49 20 260 20 59,257 60,034 44,000 26,900 0.777283 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 May‐75 27 139 GCTGAAGATGCATCTAGACAGGTTTAGAGATACCN GCTGAAGATGCATCTAGACAGGT TCTTGGGCAGGCATGTAAGG 27 45 122 23 260 20 60,181 60,034 40,000 26,900 3,215,653 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 28 123 TGCTGAAGATGCATCTAGACAGGTTTAGAGATACC TGCTGAAGATGCATCTAGACAGG AGGTGCTGATGGTGCATTGA 28 28 121 23 243 20 60,181 59,961 40,000 25,700 3,220,067 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 28 187 GCCCAAGACTGCTACAATGAGTGCTATATCACCATGGCCCAAGACTGCTACAATGAG AGGTGCTGATGGTGCATTGA 94 28 57 21 243 20 58,987 59,961 29,000 25,700 2,051,273 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 28 188 TGCCCAAGACTGCTACAATGAGTGCTATATCACCATTGCCCAAGACTGCTACAATGA AGGTGCTGATGGTGCATTGA 95 28 56 21 243 20 59,649 59,961 25,700 25,700 1,389,283 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 28 188 TGCCCAAGACTGCTACAATGAGTGCTATATCACCATTGCCCAAGACTGCTACAATG AGGTGCTGATGGTGCATTGA 96 28 56 20 243 20 58,175 59,961 28,200 25,700 1,863,690 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 28 195 GGAATGATGCCCAAGACTGCTACAATGAGTGCTAT GGAATGATGCCCAAGACTGC AGGTGCTGATGGTGCATTGA 103 28 49 20 243 20 59,257 59,961 44,000 25,700 0.781696 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:1763:47826_ 1 172 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 27 122 GCTGAAGATGCATCTAGACAGGTTTAGAGATACCN GCTGAAGATGCATCTAGACAGGT AGGTGCTGATGGTGCATTGA 27 28 122 23 243 20 60,181 59,961 40,000 25,700 3,220,066 A 267 CAGGATATTGATGTTTAACATGgatgatgatACCTCTCAGAAACCTGAGGAATGATGCCCAAGACTGCTACAATGAGTGCTATATCACCATGGGATCTGTCATCAAACTAGCTATCAACATGCTGAAGATGCATCTAGACAGGTTTAGAGATACCNTTCAATATTAATCCTgaggaggaggaggaggaggaggagGAAGATGAGAAGTTGGAAGGTAATGAGTTCAATGCACCATCAGCACCTTACATGCCTGCCCAAGATACCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 16 37 141 CAGCACAAGCAGCAGAATCAGCAGCAACACCAAca CAGCACAAGCAGCAGAATCA ATGGTGCTGATGCTGCTTCT 37 43 2 20 142 20 59,121 60,034 25,700 28,500 0.913471 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 16 35 143 GCACAAGCAGCAGAATCAGCAGCAACACCAAcagcaGCACAAGCAGCAGAATCAGC GGTAATGGTGCTGATGCTGC 35 47 4 20 146 20 60,456 59,617 42,600 52,500 0.839543 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 16 32 136 CAAGCAGCAGAATCAGCAGCAACACCAAcagcagca CAAGCAGCAGAATCAGCAGC ATGGTGCTGATGCTGCTTCT 32 43 7 20 142 20 60,179 60,034 52,500 28,500 0.213541 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 16 32 140 CAAGCAGCAGAATCAGCAGCAACACCAAcagcagca CAAGCAGCAGAATCAGCAGC GGTAATGGTGCTGATGCTGC 32 47 7 20 146 20 60,179 59,617 52,500 52,500 0.562392 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 16 26 119 GCAGAATCAGCAGCAACACCAAcagcagcagcagCAT GCAGAATCAGCAGCAACACC GCTGCTTCTGCTACTGGTGA 26 32 13 20 131 20 60,109 60,037 41,600 40,200 0.146364 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:20385:56493 1 59 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 16 26 130 GCAGAATCAGCAGCAACACCAAcagcagcagcagCAT GCAGAATCAGCAGCAACACC ATGGTGCTGATGCTGCTTCT 26 43 13 20 142 20 60,109 60,034 41,600 28,500 0.143792 B 154 GCAGCACAAGCAGCAGAATCAGCAGCAACACCAAcagcagcagcagCATCAGCACCAAcagcagcagcagcagcagcagCACCATCACCACCAGCAGAAGCAGCAACAACATCACCAGTAGCAGAAGCAGCATCAGCACCATTACCAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 1 1 12 1 138 ACTTTCCAGCCATCCAACAACTATCCATCCGtccatcc ACTTTCCAGCCATCCAACAAC TGATGAATGGGTGGATGGGT 60 1 10 21 147 20 59,036 58,692 33,200 45,100 3,271,393 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 12 1 146 TCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCTCCGTCAAACTTTCCAGCCA TGATGAATGGGTGGATGGGT 69 1 2 20 147 20 59,818 58,692 47,500 45,100 1,489,465 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 13 1 147 TCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCTCCGTCAAACTTTCCAGCCA TTGATGAATGGGTGGATGGGT 69 1 2 20 148 21 59,818 59,355 47,500 45,100 1,826,978 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 13 0 134 TCCAGCCATCCAACAACTATCCATCCGtccatccatcca TCCAGCCATCCAACAACTATCC TGATGAATGGGTGGATGGGTG 55 0 14 22 147 21 60,092 60,064 25,900 46,100 3,156,222 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 13 0 138 ACTTTCCAGCCATCCAACAACTATCCATCCGtccatcc ACTTTCCAGCCATCCAACAAC TGATGAATGGGTGGATGGGTG 60 0 10 21 147 21 59,036 60,064 33,200 46,100 3,027,307 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 13 0 146 TCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCTCCGTCAAACTTTCCAGCCA TGATGAATGGGTGGATGGGTG 69 0 2 20 147 21 59,818 60,064 47,500 46,100 1,245,379 B 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 16 0 108 GtccatccatccaCCCATCGAACTATCcacacaTCCAACC GTCCATCCATCCACCCATCG TGATGAATGGGTGGATGGGTG 31 0 40 20 147 21 60,250 60,064 38,400 46,100 1,314,259 F 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 18 0 109 CGtccatccatccaCCCATCGAACTATCcacacaTCCAAC CGTCCATCCATCCACCCATC TGATGAATGGGTGGATGGGTG 32 0 39 20 147 21 60,250 60,064 35,100 46,100 1,314,259 F 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:23835:72807 1 91 36 9 1 ATCC CATCCATCCATCCATCCATCCATCCATCCATCCATC NA 0 0 18 0 113 CATCCGtccatccatccaCCCATCGAACTATCcacacaTC CATCCGTCCATCCATCCACC TGATGAATGGGTGGATGGGTG 36 0 35 20 147 21 60,250 60,064 46,100 46,100 1,314,259 F 172 ATCCGTCAAACTTTCCAGCCATCCAACAACTATCCATCCGtccatccatccaCCCATCGAACTATCcacacaTCCAACCTTCCGTCCATTcatccatccatccatccatccatccatccatccatcCACCCATCCACCCATTCATCAATCCATTCAATCATTCTTCGATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 1 1 2 54 206 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC GAACTGCGGTCCAAATGCTG 54 84 13 20 218 20 59,545 60,110 45,800 44,100 0.565007 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 2 47 169 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC ACTCCGATTGGATGGGCCTA 54 47 13 20 181 20 59,545 60,400 45,800 39,300 0.855359 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 3 54 207 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC AGAACTGCGGTCCAAATGCT 54 85 13 20 219 20 59,545 60,251 45,800 37,900 0.706311 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 3 46 168 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC CTCCGATTGGATGGGCCTAC 54 46 13 20 180 20 59,545 59,965 45,800 31,800 0.490867 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 3 20 134 TGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTG TGCCTTCTGCCTCAACATTG CTCCGATTGGATGGGCCTAC 20 46 47 20 180 20 58,750 59,965 28,200 31,800 1,285,786 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 3 19 133 GCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGT GCCTTCTGCCTCAACATTGA CTCCGATTGGATGGGCCTAC 19 46 48 20 180 20 58,462 59,965 25,700 31,800 1,573,505 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 3 19 134 TGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTG TGCCTTCTGCCTCAACATTGA CTCCGATTGGATGGGCCTAC 19 46 47 21 180 20 60,203 59,965 25,700 31,800 1,238,373 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 4 54 208 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC CAGAACTGCGGTCCAAATGC 54 86 13 20 220 20 59,545 60,110 45,800 35,600 0.565007 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 6 54 177 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC GGGTTTCCACTCCGATTGGA 54 55 13 20 189 20 59,545 59,673 45,800 35,300 0.782336 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 6 54 263 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC TGCAAAGGCTACCACCACAA 54 141 13 20 275 20 59,545 60,106 45,800 33,300 0.561879 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 6 54 264 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC ATGCAAAGGCTACCACCACA 54 142 13 20 276 20 59,545 59,888 45,800 41,700 0.567628 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28371:35660 1 87 28 7 1 ACCC GTGGGTGGGTGGGTGGGTGGGTGGGTGG NA 0 0 6 54 266 TTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGC TTGCCTTGCACCATTATCGC ACATGCAAAGGCTACCACCA 54 144 13 20 278 20 59,545 59,888 45,800 41,700 0.567628 F 278 TACCATCCTCTTTTGCCTTGCACCATTATCGCCTTATGTTGCTTTATGCCTTCTGCCTCAACATTGAGTTTATTTGAGGGTGTTGAgtgggtgggtgggtgggtgggtgggtggGATgggggTGGTAAATTTGAGATTAAATCTCAGAGGGGCCAAGTTGGTAGGCCCATCCAATCGGAGTGGAAACCCCATCGGTGGCAGCATTTGGACCGCAGTTCTGAATGTCTCCGGACTGCCACTGGGAGGCCACCTCCATTGTGGTGGTAGCCTTTGCATGT

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 1 1 2 37 155 TTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGTTGTGATCAGGACTGGCAGC ACCCACTTGTCCAATGCCTT 37 44 62 20 216 20 60,322 59,812 52,500 43,500 0.510261 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 2 2 122 TGGATCTAAGAATGGCCTGTGGACacaacaacaacaa TGGATCTAAGAATGGCCTGTGG ACCCACTTGTCCAATGCCTT 2 44 95 22 216 20 59,827 59,812 41,700 43,500 2,361,697 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 2 1 121 GGATCTAAGAATGGCCTGTGGACacaacaacaacaacaGGATCTAAGAATGGCCTGTGGA ACCCACTTGTCCAATGCCTT 1 44 96 22 216 20 59,560 59,812 40,200 43,500 2,627,849 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 84 250 TGGGAACATGTATTTCATTGAGGAGTTAACTTAAACTGGGAACATGTATTTCATTGAGGA TGGCTCACTGTGCATTCCTT 84 88 11 24 260 20 58,174 59,889 37,100 33,600 5,936,593 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 84 251 TGGGAACATGTATTTCATTGAGGAGTTAACTTAAACTGGGAACATGTATTTCATTGAGGA TTGGCTCACTGTGCATTCCT 84 89 11 24 261 20 58,174 59,889 37,100 33,600 5,936,593 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 83 250 TGGGAACATGTATTTCATTGAGGAGTTAACTTAAACTGGGAACATGTATTTCATTGAGGAG TGGCTCACTGTGCATTCCTT 83 88 11 25 260 20 59,112 59,889 36,900 33,600 5,998,659 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 40 158 ACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTAACCTTGTGATCAGGACTGGC ACCCACTTGTCCAATGCCTT 40 44 59 20 216 20 59,674 59,812 48,500 43,500 0.514605 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 39 157 CCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTAT CCTTGTGATCAGGACTGGCA ACCCACTTGTCCAATGCCTT 39 44 60 20 216 20 59,674 59,812 49,200 43,500 0.514274 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 39 201 CCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTAT CCTTGTGATCAGGACTGGCA TGGCTCACTGTGCATTCCTT 39 88 60 20 260 20 59,674 59,889 49,200 33,600 0.436994 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 37 199 TTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGTTGTGATCAGGACTGGCAGC TGGCTCACTGTGCATTCCTT 37 88 62 20 260 20 60,322 59,889 52,500 33,600 0.432981 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 37 200 TTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGTTGTGATCAGGACTGGCAGC TTGGCTCACTGTGCATTCCT 37 89 62 20 261 20 60,322 59,889 52,500 33,600 0.432981 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:28990:66338 1 119 34 8 1.5 AAC ACAACAACAACAACAACAACAACATCAACAACAA NA 0 0 4 32 139 GATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTGATCAGGACTGGCAGCCTC AATGCCTTGGGATGCTTTCC 34 32 66 19 204 20 59,854 58,802 47,000 31,300 2,343,631 B 261 GGGAATACTTTGGGAACATGTATTTCATTGAGGAGTTAACTTAAACAGCTTGAGGCTGACCTTGTGATCAGGACTGGCAGCCTCCCCAAATCTATGGATCTAAGAATGGCCTGTGGACacaacaacaacaacaacaacaacaTcaacaacaaCAGCTTGCATTTATATTGCTGTTTTAatatatGGAAAGCATCCCAAGGCATTGGACAAGTGGGTGGGGTCTGGGGAATACATGGACTGAAGGAATGCACAGTGAGCCAA

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 1 1 2 3 177 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC TCACACCTGTAATGCCAGCA 3 92 1 22 177 20 59,389 59,600 47,000 44,100 3,011,125 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 2 3 180 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC GGCTCACACCTGTAATGCCA 3 95 1 22 180 20 59,389 60,322 47,000 49,200 2,933,748 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 2 3 181 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC TGGCTCACACCTGTAATGCC 3 96 1 22 181 20 59,389 60,322 47,000 44,000 2,933,748 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 4 3 100 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC GCAACATGGCCAGATGCTTT 3 15 1 22 100 20 59,389 59,752 47,000 35,100 2,859,580 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 6 3 197 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC TTTAGTCTGGGCACAGTGGC 3 112 1 22 197 20 59,389 60,251 47,000 50,100 2,862,019 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 6 2 196 GGTTCATGATCTTTCAGAGGCCCCttatttatttatttattt GGTTCATGATCTTTCAGAGGCC TTTAGTCTGGGCACAGTGGC 2 112 2 22 197 20 59,052 60,251 51,900 50,100 3,199,042 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 6 1 195 GTTCATGATCTTTCAGAGGCCCCttatttatttatttattta GTTCATGATCTTTCAGAGGCCC TTTAGTCTGGGCACAGTGGC 1 112 3 22 197 20 59,052 60,251 58,000 50,100 3,199,042 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 8 3 119 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC AAGTTTGAGACCAGCCTGGG 3 34 1 22 119 20 59,389 59,889 47,000 44,500 2,722,545 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 8 3 259 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttat CGGTTCATGATCTTTCAGAGGC GGTGACAGAGTGTGACCCTG 3 174 1 22 259 20 59,389 59,966 47,000 44,500 2,645,351 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 8 2 258 GGTTCATGATCTTTCAGAGGCCCCttatttatttatttattt GGTTCATGATCTTTCAGAGGCC GGTGACAGAGTGTGACCCTG 2 174 2 22 259 20 59,052 59,966 51,900 44,500 2,982,374 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 8 1 117 GTTCATGATCTTTCAGAGGCCCCttatttatttatttattta GTTCATGATCTTTCAGAGGCCC AAGTTTGAGACCAGCCTGGG 1 34 3 22 119 20 59,052 59,889 58,000 44,500 3,059,569 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:32441:26572 1 26 40 10 1 AAAT TTATTTATTTATTTATTTATTTATTTATTTATTTATTTATNA 0 0 8 1 257 GTTCATGATCTTTCAGAGGCCCCttatttatttatttattta GTTCATGATCTTTCAGAGGCCC GGTGACAGAGTGTGACCCTG 1 174 3 22 259 20 59,052 59,966 58,000 44,500 2,982,374 F 269 CGGTTCATGATCTTTCAGAGGCCCCttatttatttatttatttatttatttatttatttatttatTTAAtttttACTGaaaaaGCATCTGGCCATGTTGCCCAGGCTGGTCTCAAACTTCTGGGTTCAAGTGATCCTcccccATCAGCTTCCCAAAGTGCTGGCATTACAGGTGTGAGCCACTGTGCCCAGACTAAAACTAttttttAACATCATTTATTAATGAATTTAtttttGAGACAGGGTCACACTCTGTCACCCAGGCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 4 62 216 TTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCTTCAGCAGCTTTGTTGTGGC GCTTCAAATTCGGACGCCTT 93 62 16 20 231 20 59,897 59,478 50,100 43,500 0.624579 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 60 208 AGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCAGCTTTGTTGTGGCCTCTCC TTCAAATTCGGACGCCTTGC 87 60 22 20 229 20 60,538 59,760 37,100 40,100 0.778165 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 60 214 TTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCTTCAGCAGCTTTGTTGTGGC TTCAAATTCGGACGCCTTGC 93 60 16 20 229 20 59,897 59,760 50,100 40,100 0.342723 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 7 129 GGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggGGCGCCTTCATATTTCAGGTG TTCAAATTCGGACGCCTTGC 7 60 101 21 229 20 59,665 59,760 40,000 40,100 1,574,748 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 9 130 GGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggagGGGCGCCTTCATATTTCAGG TTCAAATTCGGACGCCTTGC 9 60 100 20 229 20 59,046 59,760 38,600 40,100 1,194,331 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 9 132 GGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggagGGGCGCCTTCATATTTCAGG GCTTCAAATTCGGACGCCTT 9 62 100 20 231 20 59,046 59,478 38,600 43,500 1,476,188 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 16 7 155 AGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCAGCTTTGTTGTGGCCTCTCC CCTCTCTCCCTCTCTCCCTC 87 7 22 20 176 20 60,538 59,521 37,100 43,000 1,016,794 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 16 7 156 CAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCAGCTTTGTTGTGGCCTCTC CCTCTCTCCCTCTCTCCCTC 88 7 21 20 176 20 59,405 59,521 32,000 43,000 1,073,602 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:3569:63859_ 1 129 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 16 7 161 TTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCTTCAGCAGCTTTGTTGTGGC CCTCTCTCCCTCTCTCCCTC 93 7 16 20 176 20 59,897 59,521 50,100 43,000 0.581351 F 276 CCCCAGCGCTGTGTTTTCAGCAGCTTTGTTGTGGCCTCTCCCCAccccccACCACCTCCCTGTTCGCTCCCCGTCCGGCGGCGAAATGGAAGCGACCTGGGGCGCCTTCATATTTCAGGTGAGGCTGCaggaggaggaggaggaggaggAAGAagagagGgagagaGGgagagagggggggAAGCCGACCAGGGAATCGGGcccccGGCGCAAGGCGTCCGAATTTGAAGCCCCAGAAGTCGGCATTTTGAAGTaaaaaGGGGACCGGGGAAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 1 1 15 69 230 CGGGTGGTTGAACAgatggatggatgGATTTAAGAATGCGGGTGGTTGAACAGATGGA TCCATCCATCGAAGCATCCAT 76 69 3 20 232 21 59,964 59,299 34,100 34,100 1,737,456 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 70 230 CGGGTGGTTGAACAgatggatggatgGATTTAAGAATGCGGGTGGTTGAACAGATGGA TCCATCCATCGAAGCATCCA 76 70 3 20 232 20 59,964 58,869 34,100 34,100 1,166,940 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 6 161 gatggatgGTTCGATGGTGGATGAATCgatggatggatggGATGGATGGTTCGATGGTGGA TCCATCCATCGAAGCATCCA 6 70 72 21 232 20 59,859 58,869 40,200 34,100 2,271,629 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 4 159 tggatgGTTCGATGGTGGATGAATCgatggatggatggat TGGATGGTTCGATGGTGGATG TCCATCCATCGAAGCATCCA 4 70 74 21 232 20 60,134 58,869 35,100 34,100 2,264,905 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 16 3 158 ggatgGTTCGATGGTGGATGAATCgatggatggatggatgGGATGGTTCGATGGTGGATGA TCCATCCATCGAAGCATCCA 3 70 75 21 232 20 59,859 58,869 29,200 34,100 2,271,629 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 17 70 231 CGGGTGGTTGAACAgatggatggatgGATTTAAGAATGCGGGTGGTTGAACAGATGGA ATCCATCCATCGAAGCATCCA 76 70 3 20 233 21 59,964 59,299 34,100 34,100 1,737,456 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 18 3 93 ggatgGTTCGATGGTGGATGAATCgatggatggatggatgGGATGGTTCGATGGTGGATGA CCATCCATCCATCTACCCATCC 3 3 75 21 167 22 59,859 59,759 29,200 35,100 3,381,520 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 18 3 94 tggatgGTTCGATGGTGGATGAATCgatggatggatggat TGGATGGTTCGATGGTGGATG CCATCCATCCATCTACCCATCC 4 3 74 21 167 22 60,134 59,759 35,100 35,100 3,374,796 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:6268:31547_ 1 99 44 11 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATGGANA 0 0 18 3 98 tggatggatgGTTCGATGGTGGATGAATCgatggatggat TGGATGGATGGTTCGATGGTG CCATCCATCCATCTACCCATCC 8 3 70 21 167 22 60,134 59,759 41,700 35,100 3,374,796 F 233 TGCGGGTGGTTGAACAgatggatggatgGATTTAAGAATGAatggatggatggatggATCGTTAGTTgatggatggatgGTTCGATGGTGGATGAATCgatggatggatggatggatggatggatggatggatggatggatgGAAGGATGGGTAgatggatggatggatgTATTAATGGATGAAATTTTGGATGAatggatggatggATGAATGGATGCTTCGATGGATGGAT

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 1 1 6 4 161 gctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgc GCTACAGCAGCCAGACCC GATGTGACTGGTGGAGGTGG 4 84 43 18 203 20 60,125 60,036 44,600 46,100 2,160,952 F 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 8 32 189 GACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGGACAGCAGCCTACGCTCC GATGTGACTGGTGGAGGTGG 32 84 15 18 203 20 60,203 60,036 47,000 46,100 2,238,820 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 45 188 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAGCTGCTCATGCTGTGACAG GGTGGTGGAGGAGCTTCTTG 45 69 1 19 188 20 59,205 60,322 35,100 30,200 2,116,873 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 45 203 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAGCTGCTCATGCTGTGACAG GATGTGACTGGTGGAGGTGG 45 84 1 19 203 20 59,205 60,036 35,100 46,100 1,830,874 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 45 208 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAGCTGCTCATGCTGTGACAG TTTGCGATGTGACTGGTGGA 45 89 1 19 208 20 59,205 59,892 35,100 40,200 1,902,508 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 33 176 GTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCGTGACAGCAGCCTACGCTC GGTGGTGGAGGAGCTTCTTG 33 69 13 19 188 20 60,808 60,322 50,300 30,200 2,129,581 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 33 191 GTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCGTGACAGCAGCCTACGCTC GATGTGACTGGTGGAGGTGG 33 84 13 19 203 20 60,808 60,036 50,300 46,100 1,843,583 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 15 122 GTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCGTGACAGCAGCCTACGCTC TGTGCTGTTTGGTACCCTCC 33 15 13 19 134 20 60,808 59,890 50,300 43,000 1,917,295 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC
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ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 9 15 134 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAGCTGCTCATGCTGTGACAG TGTGCTGTTTGGTACCCTCC 45 15 1 19 134 20 59,205 59,890 35,100 43,000 1,904,587 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:7030:59833_ 1 65 35 8 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGCAGCTGCTGCT NA 0 0 12 15 123 TGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGTGTGACAGCAGCCTACGC TGTGCTGTTTGGTACCCTCC 35 15 12 18 134 20 60,048 59,890 44,200 43,000 2,157,944 B 224 GCTGCTCATGCTGTGACAGCAGCCTACGCTCCTGCAgctgctgctACAGCAGCCAGACCCGTTCctgctgctgctgctgctgctgctgCAgctgctgctGCCACAGCAGCCTACGGAGGGTACCAAACAGCACATACTGCAGCAGATTATGGATACACGCAGCGGCAGCAAGAAGCTCCTCCACCACCTCCACCAGTCACATCGCAAAATTATCAGGTATGACC

ST‐E00142:460:H2K7HCCXY:6:2202:8582:32566_ 1 39 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 16 0 91 TTCCATTCATCCATCTTGGCAtccattccattccattccattcTTCCATTCATCCATCTTGGCA TTGAAATGGAATGGAATGGATGAA 0 11 18 21 108 24 57,615 57,129 49,200 25,700 10,256,208 F 117 CATTCCATTTCATTACATTCCATTCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTTTCAtccattccattccatTTCAATACATTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:8582:32566_ 1 39 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 0 90 TTCCATTCATCCATCTTGGCAtccattccattccattccattcTTCCATTCATCCATCTTGGCA TGAAATGGAATGGAATGGATGAAA 0 10 18 21 107 24 57,615 57,129 49,200 26,900 10,256,208 F 117 CATTCCATTTCATTACATTCCATTCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTTTCAtccattccattccatTTCAATACATTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:8582:32566_ 1 39 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 18 0 92 CATTCCATTCATCCATCTTGGCAtccattccattccattccaCATTCCATTCATCCATCTTGGCA TGAAATGGAATGGAATGGATGAAA 0 10 16 23 107 24 59,360 57,129 49,200 26,900 10,510,456 F 117 CATTCCATTTCATTACATTCCATTCATCCATCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTTTCAtccattccattccatTTCAATACATTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 1 1 6 0 124 AGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgAGTGAGTGGTGAGTTGGTGG TCGCACGAACTTCCTTACGT 0 56 88 20 211 20 59,530 59,688 46,100 35,700 0.781707 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 8 0 99 AGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgAGTGAGTGGTGAGTTGGTGG ATCATTAACCCACCCGGCAA 0 31 88 20 186 20 59,530 59,667 46,100 45,200 0.803229 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 9 0 136 AGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgAGTGAGTGGTGAGTTGGTGG CACTCACTCAGATCGCACGA 0 68 88 20 223 20 59,530 59,831 46,100 43,500 0.638926 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 10 56 192 TGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGA TGAGTGTGCGAGGGTGAATG CACTCACTCAGATCGCACGA 56 68 32 20 223 20 60,321 59,831 26,700 43,500 0.489692 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 10 55 191 GAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGAGTGTGCGAGGGTGAATGA CACTCACTCAGATCGCACGA 55 68 33 20 223 20 60,037 59,831 25,700 43,500 0.206334 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 10 54 178 AGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGAGTGTGCGAGGGTGAATGAG TCGCACGAACTTCCTTACGT 54 56 34 20 211 20 60,037 59,688 29,000 35,700 0.348742 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 10 54 190 AGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGAGTGTGCGAGGGTGAATGAG CACTCACTCAGATCGCACGA 54 68 34 20 223 20 60,037 59,831 29,000 43,500 0.205961 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 62 198 CATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagT CATGAGTGAGTGTGCGAGGG CACTCACTCAGATCGCACGA 62 68 26 20 223 20 60,739 59,831 43,000 43,500 0.907771 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 51 175 GTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGGTGCGAGGGTGAATGAGTGA TCGCACGAACTTCCTTACGT 51 56 37 20 211 20 60,037 59,688 34,100 35,700 0.349115 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 51 187 GTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGGTGCGAGGGTGAATGAGTGA CACTCACTCAGATCGCACGA 51 68 37 20 223 20 60,037 59,831 34,100 43,500 0.206334 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 15 134 GTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGGTGCGAGGGTGAATGAGTGA GCAACCCACTCATCCACTCA 51 15 37 20 170 20 60,037 59,963 34,100 34,100 0.074058 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 15 137 AGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGAGTGTGCGAGGGTGAATGAG GCAACCCACTCATCCACTCA 54 15 34 20 170 20 60,037 59,963 29,000 34,100 0.073684 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 12 15 138 GAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGAGTGTGCGAGGGTGAATGA GCAACCCACTCATCCACTCA 55 15 33 20 170 20 60,037 59,963 25,700 34,100 0.074058 F 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 14 64 200 TGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtga TGCATGAGTGAGTGTGCGAG CACTCACTCAGATCGCACGA 64 68 24 20 223 20 60,668 59,831 50,300 43,500 0.837410 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 14 64 202 TGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtga TGCATGAGTGAGTGTGCGAG TCCACTCACTCAGATCGCAC 64 70 24 20 225 20 60,668 59,472 50,300 53,400 1,196,418 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 14 56 188 TGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtga TGCATGAGTGAGTGTGCGAG TCGCACGAACTTCCTTACGT 64 56 24 20 211 20 60,668 59,688 50,300 35,700 0.980191 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 14 32 164 TGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtga TGCATGAGTGAGTGTGCGAG AATCATTAACCCACCCGGCA 64 32 24 20 187 20 60,668 59,667 50,300 56,900 1,001,713 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2202:8877:47457_ 1 108 28 7 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGA NA 0 0 14 31 163 TGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtga TGCATGAGTGAGTGTGCGAG ATCATTAACCCACCCGGCAA 64 31 24 20 186 20 60,668 59,667 50,300 45,200 1,001,713 B 251 GAGTGAGTGCAtgagtgagtgagTGCATGAGTGAGTGTGCGAGGGTGAAtgagtgagtgagTGAATGAGGCAGTCAgtgtgtGAGCAAGTGAGTGGTGAGTTGGTGGgtgagtgagtgagtgagtgagtgagtgaGTAAGCAAgagtgagtgagtGGATGAGTGGGTTGCCGGGTGGGTTAATGATTTGGGACGTAAGGAAGTTCGTGCGATCTGAGTGAGTGGAtgagtgagtgagtgagtgagTGAATG

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 1 1 6 28 152 AGTTGTCAGCATTTGAGTGACAAACACATCTGAAATAGTTGTCAGCATTTGAGTGACA AAAGCACGCCAACCACCATT 49 28 76 22 227 20 58,455 61,399 35,800 31,600 4,943,642 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 28 197 TCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCCCTTTATGTGGCTCTGTTT AAAGCACGCCAACCACCATT 95 28 31 21 227 20 57,193 61,399 28,300 31,600 5,205,907 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 27 151 AGTTGTCAGCATTTGAGTGACAAACACATCTGAAATAGTTGTCAGCATTTGAGTGACA AAGCACGCCAACCACCATTT 49 27 76 22 226 20 58,455 61,399 35,800 23,200 4,943,642 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 27 152 AAGTTGTCAGCATTTGAGTGACAAACACATCTGAAAAAGTTGTCAGCATTTGAGTGACA AAGCACGCCAACCACCATTT 49 27 75 23 226 20 59,053 61,399 35,800 23,200 5,346,154 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 27 196 TCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCCCTTTATGTGGCTCTGTTT AAGCACGCCAACCACCATTT 95 27 31 21 226 20 57,193 61,399 28,300 23,200 5,205,907 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 27 197 TTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCCCTTTATGTGGCTCTGTT AAGCACGCCAACCACCATTT 96 27 30 21 226 20 57,193 61,399 31,600 23,200 5,205,907 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 3 104 CCATAGTTGTGGAACTCTccccccccaccaccaccaccaccCCATAGTTGTGGAACTCTCCC AAGCACGCCAACCACCATTT 3 27 123 21 226 20 57,732 61,399 43,000 23,200 4,666,981 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 3 105 tCCATAGTTGTGGAACTCTccccccccaccaccaccaccac TCCATAGTTGTGGAACTCTCCC AAGCACGCCAACCACCATTT 3 27 122 22 226 20 59,162 61,399 43,000 23,200 4,237,160 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12591:35010 1 147 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA NA 0 0 6 3 106 tCCATAGTTGTGGAACTCTccccccccaccaccaccaccac TCCATAGTTGTGGAACTCTCCC AAAGCACGCCAACCACCATT 3 28 122 22 227 20 59,162 61,399 43,000 31,600 4,237,160 F 236 TAATACTCCAGTATTGTTTTCAGTATCATTTCCCTTTATGTGGCTCTGTTTTAAAACTTTCTCCCTCTTCTTATAAGTTGTCAGCATTTGAGTGACAAACACATCTGAAATTGCCTAtttttCCATAGTTGTGGAACTCTccccccccaccaccaccaccaccaccaccaccaccaccaTCAGGCTGGACTTGTATTTGTATTTCAAAATGGTGGTTGGCGTGCTTTTCCCTATTT

ST‐E00142:460:H2K7HCCXY:6:2203:12956:18274 1 55 33 11 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 16 1 103 CAGGTCCTTGCAGATAGCCAAACAATTGCAACAGG CAGGTCCTTGCAGATAGCCA CTGCTGCTTCTGATGCTGGT 29 1 6 20 108 20 59,457 60,677 47,500 40,000 1,220,375 F 110 GGCTGCAGGTCCTTGCAGATAGCCAAACAATTGCAACAGGAGCAGCATCAGCATcagcagcagcagcagcagcagcagcagcagcagCACCAGCATCAGAagcagcagcA

ST‐E00142:460:H2K7HCCXY:6:2203:12956:18274 1 55 33 11 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 16 1 104 GCAGGTCCTTGCAGATAGCCAAACAATTGCAACAG GCAGGTCCTTGCAGATAGCC CTGCTGCTTCTGATGCTGGT 30 1 5 20 108 20 60,817 60,677 39,300 40,000 1,494,327 F 110 GGCTGCAGGTCCTTGCAGATAGCCAAACAATTGCAACAGGAGCAGCATCAGCATcagcagcagcagcagcagcagcagcagcagcagCACCAGCATCAGAagcagcagcA

ST‐E00142:460:H2K7HCCXY:6:2203:12956:18274 1 55 33 11 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 16 0 102 CAGGTCCTTGCAGATAGCCAAACAATTGCAACAGG CAGGTCCTTGCAGATAGCCA TGCTGCTTCTGATGCTGGTG 29 0 6 20 107 20 59,457 60,959 47,500 41,700 1,502,153 F 110 GGCTGCAGGTCCTTGCAGATAGCCAAACAATTGCAACAGGAGCAGCATCAGCATcagcagcagcagcagcagcagcagcagcagcagCACCAGCATCAGAagcagcagcA

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 6 9 174 GTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctc GTGTAACAGGGCCGAGGG AGTGCAGACAAGATAGGCTGA 9 93 29 18 202 21 59,732 58,817 43,000 42,600 4,450,788 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 9 177 GTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctc GTGTAACAGGGCCGAGGG GCTAGTGCAGACAAGATAGGCT 9 95 29 18 205 22 59,732 59,898 43,000 45,800 4,370,213 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 9 178 TGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctTGTGTAACAGGGCCGAGGG GCTAGTGCAGACAAGATAGGCT 9 95 28 19 205 22 61,589 59,898 43,000 45,800 4,691,409 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 10 9 96 GTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctc GTGTAACAGGGCCGAGGG AGGTGCTTCAGCCTCTCAAG 9 16 29 18 124 20 59,732 59,676 43,000 30,200 2,592,246 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 9 91 GTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctc GTGTAACAGGGCCGAGGG CTTCAGCCTCTCAAGCCTGT 9 11 29 18 119 20 59,732 59,676 43,000 40,000 2,592,246 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 9 97 GTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctc GTGTAACAGGGCCGAGGG GAGGTGCTTCAGCCTCTCAA 9 17 29 18 125 20 59,732 59,677 43,000 30,200 2,590,936 A 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 24 194 AtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGC ATCCTCCTCCTGTTGCTGTG GCTAGTGCAGACAAGATAGGCT 24 95 12 20 205 22 59,383 59,898 36,600 45,800 2,719,665 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 14 9 106 AtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGC ATCCTCCTCCTGTTGCTGTG TCAGCCTCTCAAGCCTGTTG 24 9 12 20 117 20 59,383 59,964 36,600 33,300 0.653293 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 33 140 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT GGTTCTGTAAACAGCAGGAGG 33 33 3 20 142 21 60,400 58,572 36,900 43,000 2,827,312 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 33 141 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT TGGTTCTGTAAACAGCAGGAGG 33 33 3 20 143 22 60,400 60,225 36,900 43,000 2,624,329 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 33 200 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT AGTGCAGACAAGATAGGCTGA 33 93 3 20 202 21 60,400 58,817 36,900 42,600 2,582,633 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 33 203 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT GCTAGTGCAGACAAGATAGGCT 33 95 3 20 205 22 60,400 59,898 36,900 45,800 2,502,058 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 32 140 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT GGTTCTGTAAACAGCAGGAGGT 33 32 3 20 142 22 60,400 60,225 36,900 38,500 2,624,354 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 17 123 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT GAGGTGCTTCAGCCTCTCAA 33 17 3 20 125 20 60,400 59,677 36,900 30,200 0.722780 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14265:60976 1 56 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 16 9 115 GGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGG GGGCTGAAGATCCTCCTCCT TCAGCCTCTCAAGCCTGTTG 33 9 3 20 117 20 60,400 59,964 36,900 33,300 0.435687 F 218 AGGGGCTGAAGAtcctcctccTGTTGCTGTGTAACAGGGCCGAGGGGCTGAAGGAcctcctcctcctcctcctcctcctcctcctcctGTTCCTGTCCAACAGGCTTGAGAGGCTGAAGCACCTCCTGCTGTTTACAGAACCAATGAATCATAGAAAAGTTACGGTATAGAAAGAGGCCATTCAGCCTATCTTGTCTGCACTAGCCATAAAAGATATT

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 1 1 6 41 188 AGAAAGTGAAGTGATATCGGATCAattattattattaat AGAAAGTGAAGTGATATCGGATCA CAAAGAGCGCACAACCCTTC 69 41 31 24 218 20 57,529 60,040 29,200 34,600 6,511,301 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 0 0 6 41 191 TGAAGAAAGTGAAGTGATATCGGATCAattattattat TGAAGAAAGTGAAGTGATATCGGA CAAAGAGCGCACAACCCTTC 72 41 28 24 218 20 57,719 60,040 45,500 34,600 6,320,922 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 0 0 6 40 190 TGAAGAAAGTGAAGTGATATCGGATCAattattattat TGAAGAAAGTGAAGTGATATCGGA AAAGAGCGCACAACCCTTCA 72 40 28 24 217 20 57,719 60,465 45,500 30,200 6,746,315 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 0 0 6 31 181 TGAAGAAAGTGAAGTGATATCGGATCAattattattat TGAAGAAAGTGAAGTGATATCGGA ACAACCCTTCACATGCCAGT 72 31 28 24 208 20 57,719 59,814 45,500 40,000 6,466,756 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 0 0 6 18 168 TGAAGAAAGTGAAGTGATATCGGATCAattattattat TGAAGAAAGTGAAGTGATATCGGA TGCCAGTTTACCCGCGATAA 72 18 28 24 195 20 57,719 59,750 45,500 17,500 6,530,531 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:14387:3735_ 1 124 34 7 1.5 AAT ATTATTATTATTATTATTATTTTTATTATTATTA NA 0 0 7 41 192 TTGAAGAAAGTGAAGTGATATCGGATCAattattatta TTGAAGAAAGTGAAGTGATATCGGA CAAAGAGCGCACAACCCTTC 72 41 27 25 218 20 58,303 60,040 45,500 34,600 6,737,462 B 251 ACTTGATTCAAATAGCAGATATCAATTTGAAGAAAGTGAAGTGATATCGGATCAattattattattaataataatGTGAATAATGataataataACAATGGTATGATTGAtattattatCATCattattattattattattattTttattattattaTAATTATAACATTAATAATTATCGCGGGTAAACTGGCATGTGAAGGGTTGTGCGCTCTTTGCAAACACGTATTTGTTTCAGCTGGACCAAATAG

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 1 1 2 12 106 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA GCAGAGCCTTCCAGATCACA 12 27 6 20 111 20 59,605 59,749 34,100 35,800 0.646291 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 2 12 245 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA CAATCCAATTAGTCCTAACTCTCCC 12 161 6 20 250 25 59,605 58,708 34,100 43,000 6,687,088 F 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 2 12 246 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA TCAATCCAATTAGTCCTAACTCTCCC 12 161 6 20 251 26 59,605 59,900 34,100 43,000 6,494,783 F 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 3 12 130 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA AATCTGTTTCCACCGCCCTT 12 51 6 20 135 20 59,605 59,888 34,100 39,500 0.507350 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 16 140 CGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGC CGGATAAGCCTTCGGTGCAA CTATTGAATCTGTTTCCACCGCC 16 54 2 20 141 23 60,743 59,935 40,800 61,300 3,808,361 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 16 141 CGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGC CGGATAAGCCTTCGGTGCAA CCTATTGAATCTGTTTCCACCGC 16 55 2 20 142 23 60,743 59,935 40,800 56,800 3,808,361 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 16 250 CGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGC CGGATAAGCCTTCGGTGCAA TCAATCCAATTAGTCCTAACTCTCCC 16 161 2 20 251 26 60,743 59,900 40,800 43,000 6,842,835 F 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 15 140 GGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGGGATAAGCCTTCGGTGCAAG CCTATTGAATCTGTTTCCACCGC 15 55 3 20 142 23 58,983 59,935 40,100 56,800 4,082,758 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 12 129 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA ATCTGTTTCCACCGCCCTTT 12 50 6 20 134 20 59,605 59,888 34,100 31,100 0.507350 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 16 220 CGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGC CGGATAAGCCTTCGGTGCAA CTCCTCGCTGCTCTTTCCC 16 138 2 20 221 19 60,743 60,153 40,800 39,700 1,896,459 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 12 216 TAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaaTAAGCCTTCGGTGCAAGTGA CTCCTCGCTGCTCTTTCCC 12 138 6 20 221 19 59,605 60,153 34,100 39,700 1,548,407 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:17168:72473 1 38 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 11 215 AAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagAAGCCTTCGGTGCAAGTGAG CTCCTCGCTGCTCTTTCCC 11 138 7 20 221 19 60,886 60,153 35,100 39,700 2,039,959 B 256 GCGGATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCTGGAAGGCTCTGCCAGAAAGGGCGGTGGAAACAGATTCAATAGGAACTTTCAAAAGGGAGGAATCGGATAAATACTGGAAGAGGAGAAATTTTCAGGGCGATAGGGGAAAGAGCAGCGAGGAGCggggggAGAGTTAGGACTAATTGGATTGATCTTT

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 1 1 2 55 227 ATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGATATGGACCGTGGGCTACCT GACAACTCACGCTTCTGCCT 55 111 12 20 238 20 60,105 60,601 30,800 47,500 0.706453 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 55 276 ATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGATATGGACCGTGGGCTACCT GGGCAGAGATGAATCGTCCC 55 160 12 20 287 20 60,105 60,250 30,800 44,600 0.355223 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 22 194 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA GACAACTCACGCTTCTGCCT 22 111 45 20 238 20 59,963 60,601 43,500 47,500 0.638043 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 22 242 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA GGCAGAGATGAATCGTCCCA 22 159 45 20 286 20 59,963 59,534 43,500 43,700 0.502437 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 22 243 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA GGGCAGAGATGAATCGTCCC 22 160 45 20 287 20 59,963 60,250 43,500 44,600 0.286813 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 8 179 CCGTCAAGCTGCATTGTGTTCTAACGACtattattatta CCGTCAAGCTGCATTGTGTT ACAACTCACGCTTCTGCCTA 8 110 59 20 237 20 59,688 59,320 33,200 39,300 0.991295 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 8 180 CCGTCAAGCTGCATTGTGTTCTAACGACtattattatta CCGTCAAGCTGCATTGTGTT GACAACTCACGCTTCTGCCT 8 111 59 20 238 20 59,688 60,601 33,200 47,500 0.913100 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 8 181 CCGTCAAGCTGCATTGTGTTCTAACGACtattattatta CCGTCAAGCTGCATTGTGTT TGACAACTCACGCTTCTGCC 8 112 59 20 239 20 59,688 60,880 33,200 48,500 1,192,068 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 2 8 229 CCGTCAAGCTGCATTGTGTTCTAACGACtattattatta CCGTCAAGCTGCATTGTGTT GGGCAGAGATGAATCGTCCC 8 160 59 20 287 20 59,688 60,250 33,200 44,600 0.561871 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 3 22 127 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA CAGACTGAAATCAACCACTGACA 22 41 45 20 171 23 59,963 58,871 43,500 35,800 4,166,112 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 4 22 128 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA TCAGACTGAAATCAACCACTGAC 22 42 45 20 172 23 59,963 58,619 43,500 35,100 4,417,263 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18000:26132 1 87 21 7 1 AAT TATTATTATTATTATTATTAT NA 0 0 4 22 128 AGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCT AGCTCTCAATTTGGCCGTCA TCAGACTGAAATCAACCACTGACA 22 41 45 20 172 24 59,963 60,142 43,500 35,800 4,178,465 F 288 GGCTGAGCAAAATATGGACCGTGGGCTACCTCCGGCCCATGGGGAGCTCTCAATTTGGCCGTCAAGCTGCATTGTGTTCTAACGACtattattattattattattatTACGaaaaaTAGTAAAATATaaaaaaCATTAAACTGATCTATGTCAGTGGTTGATTTCAGTCTGAAATAATATCTATCGACCTAAATATTTTCATGGTCTACCAATTTACTAGGCAGAAGCGTGAGTTGTCAAAACAAAGCGCTTTGCAACGCCCCACATGGGACGATTCATCTCTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 1 1 16 28 193 GGCAGATaggaaggaaggaAGAAAGGCAGATAGGAA GGCAGATAGGAAGGAAGGAAGA TTTACCTTCCTTCCTGCCTTT 28 94 3 22 195 21 58,958 57,104 28,700 31,100 6,937,649 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 18 31 194 AGGCAGATaggaaggaaggaAGAAAGGCAGATAGGA AGGCAGATAGGAAGGAAGGA TTTACCTTCCTTCCTGCCTTT 31 94 2 20 195 21 57,123 57,104 33,600 31,100 6,772,857 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 18 29 194 AGGCAGATaggaaggaaggaAGAAAGGCAGATAGGA AGGCAGATAGGAAGGAAGGAAG TTTACCTTCCTTCCTGCCTTT 29 94 2 22 195 21 58,955 57,104 34,600 31,100 6,940,598 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 18 6 96 ggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCAGA CTTCCGACCTGCCTTCCTAC 20 6 11 22 106 20 59,960 59,824 42,600 31,800 2,216,401 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 19 6 97 aggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCA CTTCCGACCTGCCTTCCTAC 22 6 10 21 106 20 58,934 59,824 47,500 31,800 2,241,788 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 20 22 161 aggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCA CTGCCTTCCTTCCTGCCTTT 22 46 10 21 146 20 58,934 60,252 47,500 31,100 2,317,318 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 20 21 161 aggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCAG CTGCCTTCCTTCCTGCCTTT 21 46 10 22 146 20 59,959 60,252 48,500 31,100 2,292,466 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 20 20 160 ggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCAGA CTGCCTTCCTTCCTGCCTTT 20 46 11 22 146 20 59,960 60,252 42,600 31,100 2,291,931 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:20263:35959 1 53 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 20 6 97 aggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAGGAAGGAAGGAAGAAAGGCAG CTTCCGACCTGCCTTCCTAC 21 6 10 22 106 20 59,959 59,824 48,500 31,800 2,216,937 F 224 AAGGCAGATaggaaggaaggaAGAAAGGCAGATAGGAAGGAAAGAAAGCAGTaggaaggaaggaaggaaggaaggaaggaAGGCAGGTAGGAAGGCAGGTCGGAAGGCAAgcaggcaggcagGaaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGCAGGGaaaaaGGCAGGAAGGAAGGTAAAATTCACTTGCCAATTTTAAGCGGATAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 3 7 94 ATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggATAAAGTGGTGGCGGACTCG GGGCCACAAAGTGCTCCATA 17 7 60 20 153 20 60,108 60,323 41,800 27,400 0.431689 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 51 196 GCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGCCAGTGTTGGTGAGGAGAT AGGCTTCTAGTCTGCATATCCA 73 51 4 20 199 22 59,674 58,419 27,500 34,100 3,907,364 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 34 157 TGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCATGTACAACGTGTGCAGTCCA CCATGCAAGCATCACAGTGG 53 34 24 20 180 20 59,824 59,827 40,200 40,000 0.348567 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 34 177 GCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGCCAGTGTTGGTGAGGAGAT CCATGCAAGCATCACAGTGG 73 34 4 20 180 20 59,674 59,827 27,500 40,000 0.498841 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 24 147 TGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCATGTACAACGTGTGCAGTCCA ATCACAGTGGTACCAACGGG 53 24 24 20 170 20 59,824 59,676 40,200 52,800 0.499618 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 17 111 ATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggATAAAGTGGTGGCGGACTCG ATCACAGTGGTACCAACGGG 17 24 60 20 170 20 60,108 59,676 41,800 52,800 0.431958 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 17 121 ATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggATAAAGTGGTGGCGGACTCG CCATGCAAGCATCACAGTGG 17 34 60 20 180 20 60,108 59,827 41,800 40,000 0.280907 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 51 197 GCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGCCAGTGTTGGTGAGGAGAT CAGGCTTCTAGTCTGCATATCCA 73 51 4 20 200 23 59,674 59,677 27,500 34,100 3,649,379 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:21653:11787 1 97 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 52 197 GCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGCCAGTGTTGGTGAGGAGAT CAGGCTTCTAGTCTGCATATCC 73 52 4 20 200 22 59,674 58,076 27,500 25,900 4,250,407 F 213 ATGGCCAGTGTTGGTGAGGAGATTGTACAACGTGTGCAGTCCAACTGCTCCACGGTCCAATAAAGTGGTGGCGGACTCGAAGTCTGTGCCgggggAtggtggtggtggtggtggtggtggtggtggGGTAAGGTATGGAGCACTTTGTGGCCCGTTGGTACCACTGTGATGCTTGCATGGATATGCAGACTAGAAGCCTGACCCCAATCATAT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 1 1 3 18 107 AGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTAGCTCGGAAATTTCAATCGGG TGTCTAGTATTGCTTGTGCTGA 18 25 18 21 124 22 58,983 57,464 51,400 42,600 6,552,575 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 18 158 AGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTAGCTCGGAAATTTCAATCGGG CCTGCGACCCTTACTGTGTT 18 78 18 21 175 20 58,983 59,965 51,400 33,200 2,051,945 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 17 106 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT TGTCTAGTATTGCTTGTGCTGA 17 25 19 21 124 22 59,257 57,464 52,800 42,600 6,278,920 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 17 107 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT TTGTCTAGTATTGCTTGTGCTGA 17 25 19 21 125 23 59,257 58,106 52,800 42,600 6,637,002 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 17 157 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT CCTGCGACCCTTACTGTGTT 17 78 19 21 175 20 59,257 59,965 52,800 33,200 1,778,290 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 17 237 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT CGCTTAATTCAGAAGTTGTTGCC 17 155 19 21 255 23 59,257 59,086 52,800 45,200 5,657,758 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 3 17 242 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT GCACACGCTTAATTCAGAAGTTG 17 160 19 21 260 23 59,257 59,092 52,800 31,600 5,651,776 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 17 195 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT CCCGAAACCACATATTGATGTCAG 17 112 19 21 213 24 59,257 59,964 52,800 35,100 5,778,952 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 4 16 157 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGTT CCTGCGACCCTTACTGTGTT 16 78 19 22 175 20 59,836 59,965 41,100 33,200 2,198,509 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 5 18 243 AGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTAGCTCGGAAATTTCAATCGGG GCACACGCTTAATTCAGAAGT 18 162 18 21 260 21 58,983 57,186 51,400 30,100 5,830,578 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 5 17 195 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT CCCGAAACCACATATTGATGTCA 17 113 19 21 213 23 59,257 59,055 52,800 35,800 5,688,044 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:22049:9273_ 1 57 21 7 1 AAT AATAATAATAATAATAATAAT NA 0 0 5 17 242 GCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTGCTCGGAAATTTCAATCGGGT GCACACGCTTAATTCAGAAGT 17 162 19 21 260 21 59,257 57,186 52,800 30,100 5,556,922 B 264 TTTATTAATTTTATTTCAGCTCGGAAATTTCAATCGGGTTAATGGATCATTGTTTCaataataataataataataatAACAATAACAATAATTataataataTCAGCACAAGCAATACTAGACAAATTTATTAAAATAAATAACTATCTACATCAAACACAGTAAGGGTCGCAGGCCAGGTGATGAGTTCTGACATCAATATGTGGTTTCGGGAGATTAAGAAGTGAAATGGGGCAACAACTTCTGAATTAAGCGTGTGCTGTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 1 1 21 6 109 ATGGAATGTAATGTCATGGAATGTTATGGTTtggaat ATGGAATGTAATGTCATGGAATGTT ACATGACAAACGTTTCCATGACA 6 15 5 25 113 23 57,335 59,370 27,100 35,800 11,294,407 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 23 7 110 AATGGAATGTAATGTCATGGAATGTTATGGTTtgga AATGGAATGTAATGTCATGGAATGT ACATGACAAACGTTTCCATGACA 7 15 4 25 113 23 57,335 59,370 27,100 35,800 11,294,407 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 23 7 112 AGAATGGAATGTAATGTCATGGAATGTTATGGTTtgAGAATGGAATGTAATGTCATGGAATGT ACATGACAAACGTTTCCATGACA 7 15 2 27 113 23 59,438 59,370 27,100 35,800 11,192,309 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 23 7 140 AGAATGGAATGTAATGTCATGGAATGTTATGGTTtgAGAATGGAATGTAATGTCATGGAATGT ATTCCATGATATTCCATTCCAGGACA 7 40 2 27 141 26 59,438 60,183 27,100 40,200 13,745,815 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 23 7 141 AGAATGGAATGTAATGTCATGGAATGTTATGGTTtgAGAATGGAATGTAATGTCATGGAATGT CATTCCATGATATTCCATTCCAGGAC 7 41 2 27 142 26 59,438 59,848 27,100 38,500 13,714,777 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:23703:3876_ 1 36 40 8 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGA NA 0 0 23 7 143 AGAATGGAATGTAATGTCATGGAATGTTATGGTTtgAGAATGGAATGTAATGTCATGGAATGT GACATTCCATGATATTCCATTCCAGG 7 43 2 27 144 26 59,438 59,848 27,100 44,500 13,714,777 A 149 TAGAATGGAATGTAATGTCATGGAATGTTATGGTTtggaatggaatggaatggaatggaatggaatggaatggaaTGTCATGGAATGTAATGTCATGGAAACGTTTGTCATGTAATGTCCTGGAATGGAATATCATGGAATGTCAATTT

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 2 28 217 GCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTGCAATCATGAAGGTGCAGCC CAACCTCGCAAACTGCTGAG 28 128 7 20 223 20 60,179 59,763 48,500 33,500 0.415829 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 2 15 104 GCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTGCAATCATGAAGGTGCAGCC GACAGCCAGTCCAGAGTGAT 28 15 7 20 110 20 60,179 59,099 48,500 30,600 1,080,242 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 28 177 GCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTGCAATCATGAAGGTGCAGCC AACAGAGTTGGAAAGGTGGG 28 88 7 20 183 20 60,179 57,635 48,500 46,100 2,544,091 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 28 216 GCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTGCAATCATGAAGGTGCAGCC AACCTCGCAAACTGCTGAGA 28 127 7 20 222 20 60,179 59,893 48,500 32,700 0.285826 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 32 240 TCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGTCTGGCAATCATGAAGGTGC AATGTCATCTCCTACCGACCA 32 146 3 20 242 21 58,533 58,253 50,100 40,200 4,214,033 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 29 178 GGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCC GGCAATCATGAAGGTGCAGC AACAGAGTTGGAAAGGTGGG 29 88 6 20 183 20 60,179 57,635 52,500 46,100 2,544,091 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 29 217 GGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCC GGCAATCATGAAGGTGCAGC AACCTCGCAAACTGCTGAGA 29 127 6 20 222 20 60,179 59,893 52,500 32,700 0.285826 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 29 240 GGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCC GGCAATCATGAAGGTGCAGC TCAAATGTCATCTCCTACCGACC 29 147 6 20 245 23 60,179 59,868 52,500 47,900 3,311,407 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 15 105 GGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCC GGCAATCATGAAGGTGCAGC GACAGCCAGTCCAGAGTGAT 29 15 6 20 110 20 60,179 59,099 52,500 30,600 1,080,242 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 0 186 GGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggGGCCTTTGGGAGCACCTC AACCTCGCAAACTGCTGAGA 0 127 37 18 222 20 60,362 59,893 38,500 32,700 2,468,445 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 31 240 TCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGTCTGGCAATCATGAAGGTGCA AATGTCATCTCCTACCGACCA 31 146 3 21 242 21 60,272 58,253 45,700 40,200 4,019,214 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30594:55930 1 55 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 7 15 107 CTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGG CTGGCAATCATGAAGGTGCAG GACAGCCAGTCCAGAGTGAT 30 15 4 21 110 20 59,866 59,099 44,100 30,600 2,035,491 A 279 AATCTGGCAATCATGAAGGTGCAGCCTTTGCCACCAGGCCTTTGGGAGCACCTCaggaggaggaggaggaggaggAAGGGAGGAGGCATTATCACTCTGGACTGGCTGTCATTAGACTCCAGTTCCTCTGAAAACATCCTTGGATTACAATGGTCCACAATTCCCCACCTTTCCAACTCTGTTTCACACCTTCATAGCATGCTCTCAGCAGTTTGCGAGGTTGGTCGGTAGGAGATGACATTTGAAGATCCATTCATCAATATTGTGAGGTCTGTGAAC

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 2 38 152 GAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAGAGCAGCACCTGAGAAGGAA ACAGGCTGATTCTTGACCCG 50 38 71 20 222 20 59,677 60,036 33,600 52,800 0.358985 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 38 154 CAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCCAGAGCAGCACCTGAGAAGG ACAGGCTGATTCTTGACCCG 52 38 69 20 222 20 60,391 60,036 34,600 52,800 0.427405 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 38 204 TGTCCATCAAGCTGCATCATACTTTTAGTCCAAACA TGTCCATCAAGCTGCATCAT ACAGGCTGATTCTTGACCCG 102 38 19 20 222 20 57,570 60,036 24,500 52,800 2,466,258 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 38 205 TTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACATTGTCCATCAAGCTGCATCA ACAGGCTGATTCTTGACCCG 103 38 18 20 222 20 57,797 60,036 30,700 52,800 2,239,480 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 2 38 206 CTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACCTTGTCCATCAAGCTGCATCA ACAGGCTGATTCTTGACCCG 103 38 17 21 222 20 58,911 60,036 30,700 52,800 2,125,211 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 38 164 AATGATGAGGCAGAGCAGCACCTGAGAAGGAAAG AATGATGAGGCAGAGCAGCA ACAGGCTGATTCTTGACCCG 62 38 59 20 222 20 59,745 60,036 44,100 52,800 0.291043 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 1 115 GAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAGAGCAGCACCTGAGAAGGAA GAGGCAGGACATCCCATGAG 50 1 71 20 185 20 59,677 59,892 33,600 29,000 0.431182 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 1 117 CAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCCAGAGCAGCACCTGAGAAGG GAGGCAGGACATCCCATGAG 52 1 69 20 185 20 60,391 59,892 34,600 29,000 0.499603 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:1784_ 1 141 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 1 127 AATGATGAGGCAGAGCAGCACCTGAGAAGGAAAG AATGATGAGGCAGAGCAGCA GAGGCAGGACATCCCATGAG 62 1 59 20 185 20 59,745 59,892 44,100 29,000 0.363240 F 243 TTCAAAATGgagagaACTTGTCCATCAAGCTGCATCATACTTTTAGTCCAAACACCACAATGATGAGGCAGAGCAGCACCTGAGAAGGAAAGAGAAGGTAGCAAATCCTGCACTGTAGATTACATGTATATGTACtttttggaggaggaggaggaggaggaggaCCTCATGGGATGTCCTGCCTCATGTACAGAAAGTACTGCGGGTCAAGAATCAGCCTGTTCAGTCACATGAAAACCCATT

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 1 1 3 53 240 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT TTTGCCCTTGAACTGAGTGGG 53 118 5 27 244 21 57,034 60,754 14,000 46,100 11,719,671 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 53 240 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT TTTGCCCTTGAACTGAGTGG 53 119 5 27 244 20 57,034 58,309 14,000 40,000 11,657,020 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 53 241 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT ATTTGCCCTTGAACTGAGTGG 53 119 5 27 245 21 57,034 58,758 14,000 40,000 12,207,866 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 48 169 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT GGCCAGAGCAGGTAAGGATG 53 48 5 27 173 20 57,034 60,179 14,000 35,100 10,144,858 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 6 190 AAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgAAGGTTAGTGTTAGCCATTAAGCTA TTGCCCTTGAACTGAGTGGG 6 118 54 25 243 20 58,046 60,179 33,200 46,100 7,133,224 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 47 168 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT GCCAGAGCAGGTAAGGATGG 53 47 5 27 172 20 57,034 60,179 14,000 35,100 10,144,858 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 4 46 167 CTGTGAAAGGATGTAACAAACTTAAATTCAATTAATCTGTGAAAGGATGTAACAAACTTAAAT CCAGAGCAGGTAAGGATGGT 53 46 5 27 171 20 57,034 58,792 14,000 35,500 11,173,615 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 117 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT CCAGAGCAGGTAAGGATGGT 7 46 55 23 171 20 57,563 58,792 37,400 35,500 6,644,982 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 118 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT GCCAGAGCAGGTAAGGATGG 7 47 55 23 172 20 57,563 60,179 37,400 35,100 5,616,225 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 119 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT GGCCAGAGCAGGTAAGGATG 7 48 55 23 173 20 57,563 60,179 37,400 35,100 5,616,225 A 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 120 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT AGGCCAGAGCAGGTAAGGAT 7 49 55 23 174 20 57,563 60,327 37,400 32,400 5,764,191 F 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 176 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT GAGTGGGTTGCTAGGCCTTT 7 105 55 23 230 20 57,563 59,962 37,400 31,100 5,475,501 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 180 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT AACTGAGTGGGTTGCTAGGC 7 109 55 23 234 20 57,563 59,963 37,400 39,300 5,474,066 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 187 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT GCCCTTGAACTGAGTGGGTT 7 116 55 23 241 20 57,563 60,179 37,400 41,100 5,616,181 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 190 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT TTTGCCCTTGAACTGAGTGGG 7 118 55 23 244 21 57,563 60,754 37,400 46,100 7,191,038 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:5203:32267_ 1 85 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 7 190 AGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgt AGGTTAGTGTTAGCCATTAAGCT TTTGCCCTTGAACTGAGTGG 7 119 55 23 244 20 57,563 58,309 37,400 40,000 7,128,387 B 256 TGTCCTGTGAAAGGATGTAACAAACTTAAATTCAATTAATAAATCTGGAATATAAGGTTAGTGTTAGCCATTAAGCTATCATTGgttgttgttgttgttgttgttGTGAAAACCCATCTGGTTCACTAATGACCTTTAGGGAAGTAAATCTACCATCCTTACCTGCTCTGGCCtatataTGACTCCCAGAAGCAAAGTGCTTGACTCTGAAAAGGCCTAGCAACCCACTCAGTTCAAGGGCAAATAGAGATAGGTA

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 1 1 16 15 124 GGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGGGGAGAAAGAAAGGGAGGGC ACGATGCTGTTTGTGGGAGT 29 15 32 20 155 20 60,034 59,891 51,900 38,500 0.142576 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 0 0 18 15 152 GCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAGCAGGAGGGAGAAAGGAAGG ACGATGCTGTTTGTGGGAGT 57 15 4 20 155 20 59,746 59,891 34,600 38,500 0.363047 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 0 0 18 15 153 GGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGGGCAGGAGGGAGAAAGGAAG ACGATGCTGTTTGTGGGAGT 58 15 3 20 155 20 59,746 59,891 34,600 38,500 0.363047 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 0 0 18 12 107 GGCAGGAGGGAGGAAGAAAgggggggCAGGAGgga GGCAGGAGGGAGGAAGAAAG ACGATGCTGTTTGTGGGAGT 12 15 49 20 155 20 59,746 59,891 26,200 38,500 0.363047 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 0 0 18 11 106 GCAGGAGGGAGGAAGAAAgggggggCAGGAGggaa GCAGGAGGGAGGAAGAAAGG ACGATGCTGTTTGTGGGAGT 11 15 50 20 155 20 59,746 59,891 31,100 38,500 0.363047 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8542:71207_ 1 81 40 10 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGNA 0 0 18 11 148 GCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAGCAGGAGGGAGAAAGGAAGG TGCTGTTTGTGGGAGTTTGC 57 11 4 20 151 20 59,746 59,541 34,600 36,800 0.713951 F 158 AGGGCAGGAGGGAGAAAGGAAgggggCAGGAGGGAGAAAGAAAGGGAGGGCAGGAGGGAGGAAGAAAgggggggCAGGAGggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGGTTGcacacaGCAAACTCCCACAAACAGCATCGTGCT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 3 79 244 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT CCTTCTCACGGGCAATAAGGA 79 92 5 20 248 21 59,963 59,790 35,600 33,600 1,246,807 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 3 79 245 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT ACCTTCTCACGGGCAATAAGG 79 93 5 20 249 21 59,963 60,065 35,600 26,900 1,102,721 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 78 244 acacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGACACTCCTGTCCTGGCAATC ACCTTCTCACGGGCAATAAGG 78 93 6 20 249 21 59,674 60,065 26,700 26,900 1,391,682 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 46 190 CTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCAC CTGTCCTGGCAATCTCACCC GCAATGCCCACAACTCATGG 72 46 12 20 201 20 60,394 60,109 46,100 36,600 0.502057 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 46 196 acacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGACACTCCTGTCCTGGCAATC GCAATGCCCACAACTCATGG 78 46 6 20 201 20 59,674 60,109 26,700 36,600 0.434783 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 4 46 197 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT GCAATGCCCACAACTCATGG 79 46 5 20 201 20 59,963 60,109 35,600 36,600 0.145823 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 7 125 GCCCGCTCACATGAAACTTCCACCAGCAACAAAATAGCCCGCTCACATGAAACTTC CCCACCAAACCACCCACATA 46 7 38 20 162 20 59,831 59,887 30,100 22,900 0.282394 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 7 158 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT CCCACCAAACCACCCACATA 79 7 5 20 162 20 59,963 59,887 35,600 22,900 0.150688 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 4 122 GCCCGCTCACATGAAACTTCCACCAGCAACAAAATAGCCCGCTCACATGAAACTTC ACCAAACCACCCACATACCC 46 4 38 20 159 20 59,831 59,886 30,100 36,900 0.282589 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 3 121 GCCCGCTCACATGAAACTTCCACCAGCAACAAAATAGCCCGCTCACATGAAACTTC CCAAACCACCCACATACCCA 46 3 38 20 158 20 59,831 59,887 30,100 45,100 0.282394 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 3 147 CTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCAC CTGTCCTGGCAATCTCACCC CCAAACCACCCACATACCCA 72 3 12 20 158 20 60,394 59,887 46,100 45,100 0.506922 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 3 154 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT CCAAACCACCCACATACCCA 79 3 5 20 158 20 59,963 59,887 35,600 45,100 0.150688 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 0 118 GCCCGCTCACATGAAACTTCCACCAGCAACAAAATAGCCCGCTCACATGAAACTTC AACCACCCACATACCCACAC 46 0 38 20 155 20 59,831 59,888 30,100 38,200 0.280648 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 0 144 CTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCAC CTGTCCTGGCAATCTCACCC AACCACCCACATACCCACAC 72 0 12 20 155 20 60,394 59,888 46,100 38,200 0.505176 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 0 145 CCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCA CCTGTCCTGGCAATCTCACC AACCACCCACATACCCACAC 73 0 11 20 155 20 60,394 59,888 40,200 38,200 0.505176 A 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:8623:1133_2 1 104 32 8 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 8 0 151 cacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCC CACACTCCTGTCCTGGCAAT AACCACCCACATACCCACAC 79 0 5 20 155 20 59,963 59,888 35,600 38,200 0.148942 F 249 ATTacacacTCCTGTCCTGGCAATCTCACCCCACAAAGCCCGCTCACATGAAACTTCCACCAGCAACAAAATAAACAGAACCCCAGCCATGGAGTTCACGAGGgagtgagtgagtgagtgagtgagtgagtgagtGTGTGGGTATGTGGGTGGTTTGGTGGgtgtgttttttttCATTCGTCCATGAGTTGTGGGCATTGCTTGCTAGACCAGCATTTATTGCCCATTCCTTATTGCCCGTGAGAAGGT

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 27 141 ACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTTG AATGCCACTGTCGCGGTTC 55 27 78 19 218 19 60,302 61,325 27,700 36,200 3,627,115 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 28 141 ACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTTG AATGCCACTGTCGCGGTT 55 28 78 19 218 18 60,302 60,281 27,700 44,400 3,583,516 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 28 142 CACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTT AATGCCACTGTCGCGGTT 56 28 77 19 218 18 60,302 60,281 26,600 44,400 3,583,516 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 28 204 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG AATGCCACTGTCGCGGTT 117 28 15 20 218 18 60,390 60,281 35,100 44,400 2,671,955 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 27 204 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG AATGCCACTGTCGCGGTTC 117 27 15 20 218 19 60,390 61,325 35,100 36,200 2,715,554 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 27 205 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG CAATGCCACTGTCGCGGTTC 117 27 15 20 219 20 60,390 62,513 35,100 36,200 2,903,537 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 28 135 CTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGCTGCTGGACTTTGCGGAGG AATGCCACTGTCGCGGTT 49 28 84 19 218 18 61,037 60,281 43,000 44,400 4,318,620 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 28 134 TGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGATGCTGGACTTTGCGGAGG AATGCCACTGTCGCGGTT 49 28 85 18 218 18 59,967 60,281 43,000 44,400 4,314,012 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 27 134 TGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGATGCTGGACTTTGCGGAGG AATGCCACTGTCGCGGTTC 49 27 85 18 218 19 59,967 61,325 43,000 36,200 4,357,611 B 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 9 3 180 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG CTTGGCGGAGGAGGAGGAC 117 3 15 20 194 19 60,390 61,726 35,100 38,500 3,116,823 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 4 117 ACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTTG CTTGGCGGAGGAGGAGGA 55 4 78 19 194 18 60,302 60,364 27,700 37,100 3,666,349 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 4 118 CACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTTG CTTGGCGGAGGAGGAGGA 55 4 77 20 194 18 61,572 60,364 27,700 37,100 3,936,402 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 4 118 CACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCACTCGGCTGCTGGACTTT CTTGGCGGAGGAGGAGGA 56 4 77 19 194 18 60,302 60,364 26,600 37,100 3,666,349 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 4 180 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG CTTGGCGGAGGAGGAGGA 117 4 15 20 194 18 60,390 60,364 35,100 37,100 2,754,789 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2203:9942:4227_1 1 152 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 10 3 179 GGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGGGAACTCGAAGCTGGACTG TTGGCGGAGGAGGAGGAC 117 3 15 20 193 18 60,390 60,684 35,100 38,500 3,074,404 F 234 TCCCCAGGCTGGCCGGGAACTCGAAGCTGGACTGCCTGAGCTCGCTGGAGTCGGGGATCAGCATGAACGACGCCGCCACTCGGCTGCTGGACTTTGCGGAGGGCTCGGAGGCTGTGGGAGGCGGTGCGGAGGGAGGCGGAGCCTCGACCTGctcctcctcctcctcctcctcTTCGtcctcctcctccGCCAAGCGTCCGAACCGCGACAGTGGCATTGGCAGCCTCAGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2204:10744:59974 1 158 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 2 0 92 CTCCGCTCCAGACATTGTGTCCCCTcccccccccAcccc CTCCGCTCCAGACATTGTGT TTAATTCATCCGAGCCACGA 31 0 107 20 198 20 60,037 57,028 37,200 43,500 3,008,612 F 205 GTCCCGGGCCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCGCTCGCCTCCTCCGCCTGCCCCTCGGCCGGGTTCAGATTCAGGTTAGCGCTTGGCCTCTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAccccccccccccccGGtcctcctcctcctcctcctccTCGTGGCTCGGATGAATTaaaaaCGCC

ST‐E00142:460:H2K7HCCXY:6:2204:10744:59974 1 158 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 2 0 93 CTCCGCTCCAGACATTGTGTCCCCTcccccccccAcccc CTCCGCTCCAGACATTGTGT TTTAATTCATCCGAGCCACGA 31 0 107 20 199 21 60,037 57,746 37,200 43,500 3,291,422 F 205 GTCCCGGGCCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCGCTCGCCTCCTCCGCCTGCCCCTCGGCCGGGTTCAGATTCAGGTTAGCGCTTGGCCTCTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAccccccccccccccGGtcctcctcctcctcctcctccTCGTGGCTCGGATGAATTaaaaaCGCC

ST‐E00142:460:H2K7HCCXY:6:2204:10744:59974 1 158 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 2 0 95 CTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAcCTCCTCCGCTCCAGACATTG TTAATTCATCCGAGCCACGA 34 0 104 20 198 20 60,179 57,028 28,200 43,500 3,150,749 F 205 GTCCCGGGCCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCGCTCGCCTCCTCCGCCTGCCCCTCGGCCGGGTTCAGATTCAGGTTAGCGCTTGGCCTCTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAccccccccccccccGGtcctcctcctcctcctcctccTCGTGGCTCGGATGAATTaaaaaCGCC

ST‐E00142:460:H2K7HCCXY:6:2204:10744:59974 1 158 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 0 190 CCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCCTGGAGGCTGGATCGGG TTAATTCATCCGAGCCACGA 131 0 9 18 198 20 61,554 57,028 51,400 43,500 6,526,002 F 205 GTCCCGGGCCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCGCTCGCCTCCTCCGCCTGCCCCTCGGCCGGGTTCAGATTCAGGTTAGCGCTTGGCCTCTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAccccccccccccccGGtcctcctcctcctcctcctccTCGTGGCTCGGATGAATTaaaaaCGCC

ST‐E00142:460:H2K7HCCXY:6:2204:10744:59974 1 158 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 3 0 191 CCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCCTGGAGGCTGGATCGGG TTTAATTCATCCGAGCCACGA 131 0 9 18 199 21 61,554 57,746 51,400 43,500 6,808,813 F 205 GTCCCGGGCCTGGAGGCTGGATCGGGGTTTccgccgccgGCTTGGCGCTCGCCTCCTCCGCCTGCCCCTCGGCCGGGTTCAGATTCAGGTTAGCGCTTGGCCTCTCCTCCGCTCCAGACATTGTGTCCCCTcccccccccAccccccccccccccGGtcctcctcctcctcctcctccTCGTGGCTCGGATGAATTaaaaaCGCC

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 4 10 202 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAAA TCCGCCGAGAGACAATCATG 125 10 13 20 214 20 61,172 59,897 20,100 30,700 1,275,206 F 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 70 261 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAA TTTCTGGGTTGCACATGGG 126 70 13 19 273 19 60,601 58,256 28,500 40,000 4,344,697 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 70 261 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAAA TTTCTGGGTTGCACATGGG 125 70 13 20 273 19 61,172 58,256 20,100 40,000 3,916,242 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 70 273 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGA CACATTCACCGTGCTGCAG TTTCTGGGTTGCACATGGG 138 70 1 19 273 19 59,792 58,256 44,100 40,000 3,952,420 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 12 102 GAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTGAAGCCAGCCTGAAATGCG CTTCCGCCGAGAGACAATCA 24 12 115 19 216 20 59,862 59,827 47,300 25,700 1,311,728 F 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 10 100 GAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTGAAGCCAGCCTGAAATGCG TCCGCCGAGAGACAATCATG 24 10 115 19 214 20 59,862 59,897 47,300 30,700 1,241,273 F 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 166 GGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGGGCTGCGACGAAGCTCTC GAAAGTTGGCGCCGATCTTC 73 28 67 18 232 20 60,883 59,903 32,000 28,700 2,980,403 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 171 GACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGGACTGGGCTGCGACGAAG GAAAGTTGGCGCCGATCTTC 78 28 62 18 232 20 60,811 59,903 37,900 28,700 2,908,467 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 178 CAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGCAGACGTGACTGGGCTGC GAAAGTTGGCGCCGATCTTC 85 28 55 18 232 20 60,740 59,903 52,500 28,700 2,837,205 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 220 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAAA GAAAGTTGGCGCCGATCTTC 125 28 13 20 232 20 61,172 59,903 20,100 28,700 1,269,330 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 220 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAA GAAAGTTGGCGCCGATCTTC 126 28 13 19 232 20 60,601 59,903 28,500 28,700 1,697,786 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 28 232 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGA CACATTCACCGTGCTGCAG GAAAGTTGGCGCCGATCTTC 138 28 1 19 232 20 59,792 59,903 44,100 28,700 1,305,509 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 26 120 CGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGCGGAAGCCAGCCTGAAATG GAAAGTTGGCGCCGATCTTC 26 28 113 19 232 20 59,195 59,903 23,200 28,700 1,902,404 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 25 119 GGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGGGAAGCCAGCCTGAAATGC GAAAGTTGGCGCCGATCTTC 25 28 114 19 232 20 59,485 59,903 35,600 28,700 1,611,703 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 24 118 GAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTGAAGCCAGCCTGAAATGCG GAAAGTTGGCGCCGATCTTC 24 28 115 19 232 20 59,862 59,903 47,300 28,700 1,235,397 B 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 10 160 CAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGCAGACGTGACTGGGCTGC TCCGCCGAGAGACAATCATG 85 10 55 18 214 20 60,740 59,897 52,500 30,700 2,843,081 F 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 90 CGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGCGGAAGCCAGCCTGAAATG CAATCATGGCCGGGCTGC 26 0 113 19 202 18 59,195 61,908 23,200 52,500 5,713,335 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 90 CGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGCGGAAGCCAGCCTGAAATGC CAATCATGGCCGGGCTGC 25 0 113 20 202 18 62,276 61,908 35,600 52,500 6,183,628 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 136 GGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGGGCTGCGACGAAGCTCTC CAATCATGGCCGGGCTGC 73 0 67 18 202 18 60,883 61,908 32,000 52,500 6,791,334 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 141 GACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGGACTGGGCTGCGACGAAG CAATCATGGCCGGGCTGC 78 0 62 18 202 18 60,811 61,908 37,900 52,500 6,719,397 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 148 CAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGCAGACGTGACTGGGCTGC CAATCATGGCCGGGCTGC 85 0 55 18 202 18 60,740 61,908 52,500 52,500 6,648,136 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 189 CTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAT CTGCAGCAGGTGTGGTAAA CAATCATGGCCGGGCTGC 125 0 14 19 202 18 57,980 61,908 20,100 52,500 6,928,045 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 190 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAA CAATCATGGCCGGGCTGC 126 0 13 19 202 18 60,601 61,908 28,500 52,500 5,508,717 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 190 GCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTAGCTGCAGCAGGTGTGGTAAA CAATCATGGCCGGGCTGC 125 0 13 20 202 18 61,172 61,908 20,100 52,500 5,080,261 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:15311:20278 1 158 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 0 202 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGA CACATTCACCGTGCTGCAG CAATCATGGCCGGGCTGC 138 0 1 19 202 18 59,792 61,908 44,100 52,500 5,116,439 A 289 CACATTCACCGTGCTGCAGCAGGTGTGGTAAAAGAGGCTGAGTCTTATCTTCCCCAGACGTGACTGGGCTGCGACGAAGCTCTCGGGCGGACGCTGCGCTGCGCATTTCTGGCGGAAGCCAGCCTGAAATGCGGAGCGGGAGCGGGGTAGGTGGAGCggaggaggaggaggaggaggaggaggaGCAGCCCGGCCATGATTGtctctcGGCGGAAGATCGGCGCCAACTTTCCCGAGGGGTTGACACTTGGGGCCCCATGTGCAACCCAGAAAAGAGCAGAATGAGCCG

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 1 1 3 14 109 TGCAGACATGGCACTTTCCTGGCAGCATGATTTCat TGCAGACATGGCACTTTCCT TGATTGGAGTGTCAATTGTCCT 14 29 62 20 170 22 59,889 57,628 33,600 38,500 4,482,685 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 0 0 3 13 108 GCAGACATGGCACTTTCCTGGCAGCATGATTTCatg GCAGACATGGCACTTTCCTG TGATTGGAGTGTCAATTGTCCT 13 29 63 20 170 22 59,475 57,628 38,600 38,500 4,896,486 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 0 0 4 14 105 TGCAGACATGGCACTTTCCTGGCAGCATGATTTCat TGCAGACATGGCACTTTCCT TGGAGTGTCAATTGTCCTATCTGT 14 23 62 20 166 24 59,889 59,468 33,600 34,100 4,643,188 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 0 0 5 32 143 ACACATTAATCTGGCATCAGTCATTAAATGCAGACAACACATTAATCTGGCATCAGTCA TGTGAATGATTGGAGTGTCAATTGT 39 32 34 23 176 25 58,153 59,464 34,100 27,100 10,382,981 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 0 0 5 30 141 ACACATTAATCTGGCATCAGTCATTAAATGCAGACAACACATTAATCTGGCATCAGTCA TGAATGATTGGAGTGTCAATTGTCC 39 30 34 23 174 25 58,153 59,816 34,100 40,200 10,030,911 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:17716:47755 1 96 24 8 1 ATC ATGATGATGATGATGATGATGATG NA 0 0 5 29 140 ACACATTAATCTGGCATCAGTCATTAAATGCAGACAACACATTAATCTGGCATCAGTCA GAATGATTGGAGTGTCAATTGTCCT 39 29 34 23 173 25 58,153 59,583 34,100 38,500 10,264,150 A 259 CTGTAATGAATTGCTGAGGCAATAAACTATAAAACACATTAATCTGGCATCAGTCATTAAATGCAGACATGGCACTTTCCTGGCAGCATGATTTCatgatgatgatgatgatgatgatgCACTGCTAATGGAAAATAACTAGACAGATAGGACAATTGACACTCCAATCATTCACAAAATATTTTGATATGCTTTACATGTTCCATAATTGCACAAAAGGTTAGTAAAATCTTTTAAACAAATATAAATTATGTATATT

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 3 27 196 TCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTTCGAACCGCAAGAGTAACCT CTGTAAACAGCAATGGCATTTG 27 106 4 20 199 22 59,036 57,086 35,000 23,200 5,878,274 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 23 192 ACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCC CTGTAAACAGCAATGGCATTTG 23 106 8 20 199 22 59,679 57,086 40,200 23,200 5,235,010 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 3 22 191 CCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCCT CTGTAAACAGCAATGGCATTTG 22 106 9 20 199 22 59,391 57,086 38,500 23,200 5,522,952 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 30 141 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGCCATCGAACCGCAAGAGTAA TTCCAATCCACCTCCCTCCT 30 50 1 20 141 20 57,995 59,879 22,400 36,900 2,125,779 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 29 141 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGCCATCGAACCGCAAGAGTAAC TTCCAATCCACCTCCCTCCT 29 50 1 21 141 20 59,341 59,879 25,000 36,900 1,780,295 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 28 140 CATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCATCGAACCGCAAGAGTAACC TTCCAATCCACCTCCCTCCT 28 50 2 21 141 20 59,341 59,879 28,500 36,900 1,780,295 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 23 134 ACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCC TTCCAATCCACCTCCCTCCT 23 50 8 20 141 20 59,679 59,879 40,200 36,900 0.441894 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 3 114 TGCTAACCGGCTGACAACATCTGcaccaccaccaccacc TGCTAACCGGCTGACAACAT TTCCAATCCACCTCCCTCCT 3 50 28 20 141 20 59,964 59,879 27,100 36,900 0.157360 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 11 95 ACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCC TCTGGGCTTGTTTCTGGTGG 23 11 8 20 102 20 59,679 60,179 40,200 46,100 0.499690 F 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 16 100 CCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCCT CTACCTTCTGGGCTTGTTTCT 22 16 9 20 108 21 59,391 57,575 38,500 25,200 4,033,802 B 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 16 101 ACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACCGCAAGAGTAACCTGTCC CTACCTTCTGGGCTTGTTTCT 23 16 8 20 108 21 59,679 57,575 40,200 25,200 3,745,859 B 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

ST‐E00142:460:H2K7HCCXY:6:2204:20709:41831 1 51 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 13 91 TAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccTAACCTGTCCTGCTAACCGG CTACCTTCTGGGCTTGTTTCT 13 16 18 20 108 21 59,100 57,575 52,800 25,200 4,324,882 B 231 CCATCGAACCGCAAGAGTAACCTGTCCTGCTAACCGGCTGACAACATCTGcaccaccaccaccaccaccacTACCACTaccaccaccAGAAACAAGCCCAGAAGGTAGaaaaaTTTGGATTAGGAGGGAGGTGGATTGGAATATAGCTAATCCAGCAGAGTGATTTAGAAATTGATGCAAATGCCATTGCTGTTTACAGTTATAAGTTATTTGTGAAAGGGTCAGAAACAA

Ctaur15 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 1 1 3 24 190 GCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGGCATTGTTGGCTTCGGATTGT ACATTTGTCTCAGCAGGAGGG 84 24 5 21 194 21 60,068 59,996 27,100 43,000 2,071,680 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 3 24 190 GGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGGCATTGTTGGCTTCGGATT CATTTGTCTCAGCAGGAGGG 86 24 4 20 193 20 59,468 58,252 30,100 43,000 2,279,824 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 3 24 191 GGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGGCATTGTTGGCTTCGGATT ACATTTGTCTCAGCAGGAGGG 86 24 4 20 194 21 59,468 59,996 30,100 43,000 1,536,159 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 3 1 139 CACAGGCCCTCTGATACTGGGCTAAGACAGTGAGT CACAGGCCCTCTGATACTGG AGAAGCACAATCGAGTGAGTCA 56 1 34 20 172 22 59,533 59,703 40,000 34,100 2,764,699 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 4 24 163 ACCACAGGCCCTCTGATACTGGGCTAAGACAGTGA ACCACAGGCCCTCTGATACT ACATTTGTCTCAGCAGGAGGG 58 24 32 20 194 21 59,957 59,996 21,200 43,000 1,047,378 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 4 24 165 AGACCACAGGCCCTCTGATACTGGGCTAAGACAGT AGACCACAGGCCCTCTGATA ACATTTGTCTCAGCAGGAGGG 60 24 30 20 194 21 59,660 59,996 21,500 43,000 1,343,903 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 4 5 144 ACCACAGGCCCTCTGATACTGGGCTAAGACAGTGA ACCACAGGCCCTCTGATACT GGGAGAAGCACAATCGAGTGA 58 5 32 20 175 21 59,957 60,067 21,200 34,100 1,110,192 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 4 0 138 ACCACAGGCCCTCTGATACTGGGCTAAGACAGTGA ACCACAGGCCCTCTGATACT AGCACAATCGAGTGAGTCAG 58 0 32 20 169 20 59,957 57,639 21,200 35,100 2,403,887 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:30127:68060 1 110 40 10 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NA 0 0 4 0 139 ACCACAGGCCCTCTGATACTGGGCTAAGACAGTGA ACCACAGGCCCTCTGATACT AAGCACAATCGAGTGAGTCAG 58 0 32 20 170 21 59,957 58,318 21,200 35,100 2,725,040 B 253 AAGGGCATTGTTGGCTTCGGATTGTAGGGAGACCACAGGCCCTCTGATACTGGGCTAAGACAGTGAGTAATTGGCACAATCCTCATCACATTCACATacacacCCAACTctcactcactcactcactcactcactcactcactcactcaCTGACTCACTCGATTGTGCTTCTCCCCTCCTGCTGAGACAAATGTAACTCTCCAATTAGAGTCCCAGATTAAATTCAAAGCTGTGACTTTTCTGCtgtgtgGCT

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 3 56 190 AGGTCAGTTCATCAAGTAATAAGAACCAATGATGC AGGTCAGTTCATCAAGTAATAAGAACC TAGAACTGAGACAAAGACAATTGAACC 59 56 19 27 208 27 59,175 59,773 36,200 36,200 15,051,499 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 3 29 134 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTG ACCTGAGAGTTCAAAGCTATTGT 29 36 51 25 184 23 58,265 57,766 44,100 27,100 11,969,596 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 134 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTGA ACCTGAGAGTTCAAAGCTATTGT 28 36 51 26 184 23 59,455 57,766 42,600 27,100 11,779,030 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 134 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTGA ACCTGAGAGTTCAAAGCTATTGTT 28 35 51 26 184 24 59,455 58,375 42,600 28,300 12,169,714 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 148 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTGA ACAAAGACAATTGAACCTGAGAGT 28 49 51 26 198 24 59,455 58,559 42,600 32,400 11,985,174 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 152 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTGA TGAGACAAAGACAATTGAACCTGA 28 53 51 26 202 24 59,455 58,564 42,600 38,600 11,980,739 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 4 28 154 TGCTGAATCATTGAAATCTATGCTGAACACATTTAT TGCTGAATCATTGAAATCTATGCTGA ACTGAGACAAAGACAATTGAACCTG 28 54 51 26 204 25 59,455 59,702 42,600 40,000 11,842,341 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 58 191 GGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGGGTCAGTTCATCAAGTAATAAGAACCA TGTAGAACTGAGACAAAGACAATTG 58 60 20 27 210 25 59,394 57,517 36,700 23,200 15,089,110 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9171:52502_ 1 105 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 58 191 GGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGGGTCAGTTCATCAAGTAATAAGAACCA TGTAGAACTGAGACAAAGACAATTGA 58 59 20 27 210 26 59,394 58,728 36,700 25,700 14,878,700 F 269 TGATGAAGGTCTGTTAAAAGGTCAGTTCATCAAGTAATAAGAACCAATGATGCTGAATCATTGAAATCTATGCTGAACACATTTATCTTTATAACACATTTTGTtgctgctgctgctgctgctgcTATAAACTTTGGCAGAAGACAAAATaaaaaGAATGAACAATAGCTTTGAACTCTCAGGTTCAATTGTCTTTGTCTCAGTTCTACAttttttttATTTTaaaaaTATACTTTATTCATAAAATATCTGGAAGAACGTTACAAAAC

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 1 1 3 1 150 CCACTCAGCCAACTCTGGATCCAATTTGCCAAATTG CCACTCAGCCAACTCTGGAT TCTTGGTGGATTTGCTTGCT 82 1 22 20 171 20 59,383 58,000 34,100 39,100 2,617,061 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 3 1 170 GACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGACCATCACCCTGCTTCCTG TCTTGGTGGATTTGCTTGCT 102 1 2 20 171 20 60,394 58,000 38,600 39,100 2,393,186 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 3 0 146 CTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCT CTCAGCCAACTCTGGATCCA CTTGGTGGATTTGCTTGCTT 79 0 25 20 170 20 59,093 57,174 34,100 39,100 3,733,347 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 3 0 149 CCACTCAGCCAACTCTGGATCCAATTTGCCAAATTG CCACTCAGCCAACTCTGGAT CTTGGTGGATTTGCTTGCTT 82 0 22 20 170 20 59,383 57,174 34,100 39,100 3,443,274 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 3 0 169 GACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGACCATCACCCTGCTTCCTG CTTGGTGGATTTGCTTGCTT 102 0 2 20 170 20 60,394 57,174 38,600 39,100 3,219,398 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 3 0 170 GACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGACCATCACCCTGCTTCCTG TCTTGGTGGATTTGCTTGCTT 102 0 2 20 171 21 60,394 58,681 38,600 39,100 2,712,445 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 6 1 110 GGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGGGATCCCATGGGCTCTTACC TCTTGGTGGATTTGCTTGCT 42 1 62 20 171 20 59,598 58,000 28,500 39,100 2,401,769 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 6 0 109 GGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGGGATCCCATGGGCTCTTACC CTTGGTGGATTTGCTTGCTT 42 0 62 20 170 20 59,598 57,174 28,500 39,100 3,227,981 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 7 1 106 CCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCCCATGGGCTCTTACCTTCG TCTTGGTGGATTTGCTTGCT 38 1 66 20 171 20 60,179 58,000 37,900 39,100 2,178,694 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 7 1 118 ATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCATTGCCTTGGATCCCATGGG TCTTGGTGGATTTGCTTGCT 50 1 54 20 171 20 60,105 58,000 40,000 39,100 2,104,998 F 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 7 0 105 CCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCCCATGGGCTCTTACCTTCG CTTGGTGGATTTGCTTGCTT 38 0 66 20 170 20 60,179 57,174 37,900 39,100 3,004,906 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9181:47140_ 1 124 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NA 0 0 7 0 117 ATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCATTGCCTTGGATCCCATGGG CTTGGTGGATTTGCTTGCTT 50 0 54 20 170 20 60,105 57,174 40,000 39,100 2,931,210 A 192 CGACCATCACCCTGCTTCCTGCCACTCAGCCAACTCTGGATCCAATTTGCCAAATTGCCTTGGATCCCATGGGCTCTTACCTTCGTTATCAGTCTTCGTTATCTCCCATGCGGGACCTTATCAaataataataataataataataataatAAGCAAGCAAATCCACCAAGaaaaaaaaTAAAATTCCCATGG

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 1 1 2 55 181 CCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCACCACAAAGCCTGCGTGATTC GAGGGTGTTTCCTTCGTGGT 55 59 71 20 251 20 60,110 59,892 25,200 41,600 0.217616 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 55 180 CCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCACCACAAAGCCTGCGTGATTC AGGGTGTTTCCTTCGTGGTG 55 58 71 20 250 20 60,110 60,179 25,200 41,700 0.288626 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 59 224 TGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTGGATAGAACTCCAGCAGCC GAGGGTGTTTCCTTCGTGGT 98 59 28 20 251 20 59,167 59,892 48,500 41,600 0.941307 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 59 223 GGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTGGATAGAACTCCAGCAGCCA GAGGGTGTTTCCTTCGTGGT 97 59 29 20 251 20 59,167 59,892 47,500 41,600 0.941307 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 8 59 221 ATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCT ATAGAACTCCAGCAGCCAGG GAGGGTGTTTCCTTCGTGGT 95 59 31 20 251 20 59,164 59,892 44,500 41,600 0.943960 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 8 43 165 CCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCACCACAAAGCCTGCGTGATTC TGGTGGCGTTCCATCTTGAT 55 43 71 20 235 20 60,110 59,672 25,200 25,700 0.437521 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 8 30 139 GCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGCCTCTGATCAATGCCCAAC GGTGGCGTTCCATCTTGATG 30 42 96 20 234 20 59,257 59,265 37,700 30,700 1,477,986 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 9 32 139 AAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACAAAGCCTCTGATCAATGCCCA TGGCGTTCCATCTTGATGAGT 32 39 94 20 232 21 59,373 59,721 53,600 34,100 1,906,435 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:6653_1 1 146 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 9 31 138 AGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGCCTCTGATCAATGCCCAA TGGCGTTCCATCTTGATGAGT 31 39 95 20 232 21 59,373 59,721 41,200 34,100 1,906,435 F 252 CAGCCAGACTGCTGTTTTAAAATCAACTGGATAGAACTCCAGCAGCCAGGCTGGGTAAGCAGTCTCAACTCCACAAAGCCTGCGTGATTCTAAAAGCCTCTGATCAATGCCCAACAAGTGGCCTAAACACAGAAAAGCCCAACTTgcagcagcagcagcagcagcagcagcaTTCACTTCAAGGAtttttGTTTCATTTAACCAACTAGAAACTCATCAAGATGGAACGCCACCACGAAGGAAACACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 1 1 7 5 97 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT GGATGACCCAAGGTGGACAG 5 7 2 21 98 20 59,019 60,035 40,000 35,100 2,015,821 A 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 167 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT GCCAAGTCTCCTGAGTGGAA 5 77 2 21 168 20 59,019 59,313 40,000 35,300 2,668,119 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 170 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT ATGGCCAAGTCTCCTGAGTG 5 80 2 21 171 20 59,019 59,383 40,000 35,100 2,598,178 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 207 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT TCCCTTCGTACCACACTGAA 5 117 2 21 208 20 59,019 58,293 40,000 30,200 3,687,871 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 208 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT TTCCCTTCGTACCACACTGA 5 118 2 21 209 20 59,019 58,293 40,000 34,100 3,687,871 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 240 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT CGGATGAAAGATGAACCTTTGGT 5 147 2 21 241 23 59,019 59,241 40,000 36,700 5,739,319 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 7 5 245 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGT TGTCTCGGATGAAAGATGAACCT 5 152 2 21 246 23 59,019 59,484 40,000 35,000 5,496,267 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 8 5 98 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttct CTGACTCTCATTCTTGCCCTGT GGATGACCCAAGGTGGACAG 5 7 1 22 98 20 60,027 60,035 40,000 35,100 2,062,433 A 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 8 5 171 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttct CTGACTCTCATTCTTGCCCTGT ATGGCCAAGTCTCCTGAGTG 5 80 1 22 171 20 60,027 59,383 40,000 35,100 2,644,790 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 8 5 208 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttct CTGACTCTCATTCTTGCCCTGT TCCCTTCGTACCACACTGAA 5 117 1 22 208 20 60,027 58,293 40,000 30,200 3,734,483 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 8 5 246 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttct CTGACTCTCATTCTTGCCCTGT TGTCTCGGATGAAAGATGAACCT 5 152 1 22 246 23 60,027 59,484 40,000 35,000 5,542,879 F 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:10460:10609 1 28 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNA 0 0 8 4 97 TGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttcttt TGACTCTCATTCTTGCCCTGTT GGATGACCCAAGGTGGACAG 4 7 2 22 98 20 59,627 60,035 31,600 35,100 2,408,225 A 248 CTGACTCTCATTCTTGCCCTGTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCTTTCTGTCCACCTTGGGTCATCCATGGCTTTGATAGCAtttttGCCTCAGAGCCAGAAGAAAACGGATTCAAGTTCCACTCAGGAGACTTGGCCATATTATCTAGGTTGACAATTCAGTGTGGTACGAAGGGAATTCTACACTACCAAAGGTTCATCTTTCATCCGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 1 1 17 1 118 ggTGATGATGCGGGTGGAGTtgggggtgggggtgggggt GGTGATGATGCGGGTGGAG CAACTCCACCCACATCCTCC 1 36 25 19 142 20 60,525 60,035 38,600 43,000 1,559,676 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 0 0 17 0 117 gTGATGATGCGGGTGGAGTtgggggtgggggtgggggtg GTGATGATGCGGGTGGAGT CAACTCCACCCACATCCTCC 0 36 26 19 142 20 59,778 60,035 38,500 43,000 1,256,895 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 0 0 18 25 142 GTGAGGATGCGGGTGGAGTTgggggTGATGATGCG GTGAGGATGCGGGTGGAG CCAACTCCACCCACATCCTC 25 37 2 18 143 20 59,812 60,035 38,600 37,100 2,223,001 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 0 0 18 24 141 TGAGGATGCGGGTGGAGTTgggggTGATGATGCGG TGAGGATGCGGGTGGAGT CCAACTCCACCCACATCCTC 24 37 3 18 143 20 60,285 60,035 38,500 37,100 2,319,681 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 0 0 18 24 142 GTGAGGATGCGGGTGGAGTTgggggTGATGATGCG GTGAGGATGCGGGTGGAGT CCAACTCCACCCACATCCTC 24 37 2 19 143 20 61,660 60,035 38,500 37,100 2,695,120 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12175:47439 1 45 42 7 1 ACCCCC TGGGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGNA 0 0 18 0 118 gTGATGATGCGGGTGGAGTtgggggtgggggtgggggtg GTGATGATGCGGGTGGAGT CCAACTCCACCCACATCCTC 0 37 26 19 143 20 59,778 60,035 38,500 37,100 1,256,895 F 152 GGTGAGGATGCGGGTGGAGTTgggggTGATGATGCGGGTGGAGTtgggggtgggggtgggggtgggggtgggggtgggggtgggggggggggggggggggAgggggggggggggggTgggggggAGGATGTGGGTGGAGTTgggggTGGGGT

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 1 1 10 7 163 GCGAGACGAGATGAGACGAGATGTGACATGACAT GCGAGACGAGATGAGACGAG TCACGTGGAATGGATTGTCA 76 7 3 20 165 20 60,043 57,151 41,800 35,800 2,891,828 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 12 4 162 GCGAGACGAGATGAGACGAGATGTGACATGACAT GCGAGACGAGATGAGACGAG CACGTGGAATGGATTGTCATGT 76 4 3 20 164 22 60,043 59,251 41,800 32,100 2,791,611 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 14 7 119 TGCTTTACATGACATTCCATGACATTACATTCCATTATGCTTTACATGACATTCCATGACA TCACGTGGAATGGATTGTCA 28 7 47 24 165 20 58,991 57,151 35,800 35,800 7,858,274 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 14 4 118 TGCTTTACATGACATTCCATGACATTACATTCCATTATGCTTTACATGACATTCCATGACA CACGTGGAATGGATTGTCATGT 28 4 47 24 164 22 58,991 59,251 35,800 32,100 7,758,057 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 14 2 116 TGCTTTACATGACATTCCATGACATTACATTCCATTATGCTTTACATGACATTCCATGACA CGTGGAATGGATTGTCATGTCA 28 2 47 24 162 22 58,991 58,991 35,800 35,800 8,018,006 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:12875:18239 1 99 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 14 2 160 GCGAGACGAGATGAGACGAGATGTGACATGACAT GCGAGACGAGATGAGACGAG CGTGGAATGGATTGTCATGTCA 76 2 3 20 162 22 60,043 58,991 41,800 35,800 3,051,561 A 173 ATGCGAGACGAGATGAGACGAGATGTGACATGACATTCCATTACATTGCTTTACATGACATTCCATGACATTACATTCCATTACATTTGATTCCATGAcattccattccattccattccattccattccattccattcCATGACATGACAATCCATTCCACGTGATTCCATTC

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 1 1 5 6 205 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT GGAGTACTTCAAGGGCTCAGC 6 133 4 21 208 21 59,510 60,406 31,600 42,600 2,896,694 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 6 6 109 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT AGATTGAAATGCCACGTGCG 6 38 4 21 112 20 59,510 59,831 31,600 53,400 1,659,278 F 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 7 6 204 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT GAGTACTTCAAGGGCTCAGCT 6 132 4 21 207 21 59,510 59,447 31,600 42,400 3,043,282 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 8 6 176 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT AGTGGTGCTGAGGATGAGGA 6 105 4 21 179 20 59,510 60,252 31,600 37,100 1,742,911 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 8 6 177 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT GAGTGGTGCTGAGGATGAGG 6 106 4 21 180 20 59,510 59,822 31,600 38,600 1,668,094 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 9 0 103 GGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttcGGTGGCAACTCAACTTTCTCC AGATTGAAATGCCACGTGCG 0 38 10 21 112 20 59,391 59,831 37,100 53,400 1,777,860 F 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 9 0 171 GGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttcGGTGGCAACTCAACTTTCTCC GAGTGGTGCTGAGGATGAGG 0 106 10 21 180 20 59,391 59,822 37,100 38,600 1,786,676 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 9 0 199 GGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttcGGTGGCAACTCAACTTTCTCC GGAGTACTTCAAGGGCTCAGC 0 133 10 21 208 21 59,391 60,406 37,100 42,600 3,015,277 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 10 7 94 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAAC GTGCGGAGGAAGAGGAAGAG 7 23 4 20 97 20 58,033 59,825 31,800 28,500 2,141,935 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 10 6 93 CTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttctt CTTCTGGTGGCAACTCAACT GTGCGGAGGAAGAGGAAGAG 6 23 5 20 97 20 58,027 59,825 31,600 28,500 2,147,489 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

ST‐E00142:460:H2K7HCCXY:6:2205:14884:41690 1 31 24 8 1 AAG TCTTCTTCTTCTTCTTCTTCTTCT NA 0 0 10 6 94 TCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttc TCTTCTGGTGGCAACTCAACT GTGCGGAGGAAGAGGAAGAG 6 23 4 21 97 20 59,510 59,825 31,600 28,500 1,665,106 B 229 CAATCTTCTGGTGGCAACTCAACTTTCTCCtcttcttcttcttcttcttcttctTTTTCCtcttcttcttctTCCACCTCTTCCTCTTCCTCCGCACGTGGCATTTCAAtcttcttctCCTTCTCCACAACAGTTTTCAAATCAACACGCTCATCAGAATCCTCATCCTCAGCACCACTCTTCTCTAGCTGAGCCCTTGAAGTACTCCTCTTAGAAGAAACTTTTACCG

Ctaur1 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 1 1 2 28 194 TGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTATGGTAGTGCCTTTAGCTGCC AACCTTGGTCAAAGAGGTATGT 28 28 13 20 206 22 60,035 57,276 48,500 22,900 4,759,718 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA

ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_ 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 2 27 193 TGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTATGGTAGTGCCTTTAGCTGCC ACCTTGGTCAAAGAGGTATGTT 28 27 13 20 205 22 60,035 57,276 48,500 27,100 4,759,718 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA

ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_ 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 2 27 203 TCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCTCACTGTTGGTGGTAGTGCC ACCTTGGTCAAAGAGGTATGTT 38 27 3 20 205 22 59,892 57,276 50,100 27,100 4,832,110 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA

ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_ 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 2 25 189 AGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCAGTGCCTTTAGCTGCCTGG ACCTTGGTCAAAGAGGTATGTT 25 27 17 19 205 22 60,002 57,276 44,500 27,100 5,725,920 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA
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ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_ 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 8 173 TGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtcTGGGCCCTAAGCTCTAAACC ACCTTGGTCAAAGAGGTATGTT 8 27 33 20 205 22 59,083 57,276 32,700 27,100 5,641,088 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA

ST‐E00142:460:H2K7HCCXY:6:2205:1610:33533_ 1 61 96 24 1 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NA 0 0 6 8 174 TGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtcTGGGCCCTAAGCTCTAAACC AACCTTGGTCAAAGAGGTATGT 8 28 33 20 206 22 59,083 57,276 32,700 22,900 5,641,088 A 210 CTTCACTGTTGGTGGTAGTGCCTTTAGCTGCCTGGGCCCTAAGCTCTAAACCTCTCCACTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTTTTCCCTTCTTTAAGGCATTCCTTAAAACATACCTCTTTGACCAAGGTTTTGA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 1 1 17 10 104 TGACATGACATTCCATTCCGTAACATTCCACtccattc TGACATGACATTCCATTCCGT GGAACGTCATGTCATGGAAAGG 10 11 18 21 121 22 57,651 59,580 46,900 31,100 5,768,670 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 17 10 150 TGACATGACATTCCATTCCGTAACATTCCACtccattc TGACATGACATTCCATTCCGT TGGAAAGGAATGTCATGCAATGG 10 56 18 21 167 23 57,651 59,804 46,900 31,600 6,544,686 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 18 10 105 TGACATGACATTCCATTCCGTAACATTCCACtccattc TGACATGACATTCCATTCCGT TGGAACGTCATGTCATGGAA 10 14 18 21 122 20 57,651 57,151 46,900 35,300 6,197,941 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 19 21 194 TTCCATTAAATTCCATGACATGACATTCCATTCCGTATTCCATTAAATTCCATGACATGACA CAGAATGTCATATCATGGAATGGAA 21 83 3 25 196 25 57,285 57,245 35,800 35,300 15,470,117 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 19 11 152 CCATGACATGACATTCCATTCCGTAACATTCCACtcc CCATGACATGACATTCCATTCCG GGAAAGGAATGTCATGCAATGGA 11 55 15 23 166 23 59,996 59,552 43,000 34,100 6,452,303 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 19 11 153 CCATGACATGACATTCCATTCCGTAACATTCCACtcc CCATGACATGACATTCCATTCCG TGGAAAGGAATGTCATGCAATGG 11 56 15 23 167 23 59,996 59,804 43,000 31,600 6,200,041 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 19 10 106 CATGACATGACATTCCATTCCGTAACATTCCACtcca CATGACATGACATTCCATTCCGT GGAACGTCATGTCATGGAAAGG 10 11 16 23 121 22 59,371 59,580 46,900 31,100 6,048,965 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 21 17 191 CCATTAAATTCCATGACATGACATTCCATTCCGTAACCCATTAAATTCCATGACATGACATTCC AGAATGTCATATCATGGAATGGAATGT 17 80 5 27 195 27 59,345 59,052 30,100 27,100 15,602,967 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17492:42200 1 49 40 8 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCATTCCNA 0 0 21 17 192 CCATTAAATTCCATGACATGACATTCCATTCCGTAACCCATTAAATTCCATGACATGACATTCC CAGAATGTCATATCATGGAATGGAA 17 83 5 27 196 25 59,345 57,245 30,100 35,300 15,409,371 A 201 CATTCCATTAAATTCCATGACATGACATTCCATTCCGTAACATTCCACtccattccattccattccattccattccattccattccatGACATGAAATTCCTTTCCATGACATGACGTTCCATTCCATGATATGGCATTACATTCCATTGCATGACATTCCTTTCCATACATTCCATTCCATGATATGACATTCTGTTCCA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 7 0 173 CGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGCGCCACTGGTATAGAGCGTT CTCGACCTCGACCTCGTTG 113 0 63 20 235 19 59,898 59,865 48,400 41,000 1,237,382 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 14 188 CGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGCGCCACTGGTATAGAGCGTT CTCCTCGTCTTGGTCCTCGA 113 14 63 20 250 20 59,898 60,677 48,400 40,400 0.779579 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 10 13 187 CGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGCGCCACTGGTATAGAGCGTT TCCTCGTCTTGGTCCTCGAC 113 13 63 20 249 20 59,898 60,959 48,400 42,000 1,061,853 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 11 11 92 aaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggAAAGAGACTCACCCGGTGTG CTCCTCCTCCTCGTCTTGGT 11 20 165 20 256 20 59,607 60,324 38,200 36,700 0.716985 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 12 11 91 aaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggAAAGAGACTCACCCGGTGTG TCCTCCTCCTCGTCTTGGTC 11 19 165 20 255 20 59,607 60,324 38,200 40,200 0.716619 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 196 CGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGCGCCACTGGTATAGAGCGTT TCCTCCTCCTCCTCGTCTTG 113 22 63 20 258 20 59,898 60,034 48,400 30,200 0.136473 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 199 AAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTA AAGCGCCACTGGTATAGAGC TCCTCCTCCTCCTCGTCTTG 116 22 60 20 258 20 59,895 60,034 40,900 30,200 0.139031 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 239 GTGGGAGGGCCTGTGATTACTAATCCATTTGAAAA GTGGGAGGGCCTGTGATTAC TCCTCCTCCTCCTCGTCTTG 156 22 20 20 258 20 60,107 60,034 18,900 30,200 0.141156 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 240 TGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTGGGAGGGCCTGTGATTA TCCTCCTCCTCCTCGTCTTG 157 22 19 20 258 20 60,549 60,034 17,500 30,200 0.582917 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 241 ATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTGGGAGGGCCTGTGATT TCCTCCTCCTCCTCGTCTTG 158 22 18 20 258 20 61,217 60,034 25,700 30,200 1,251,049 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 22 249 TAACAGAGATGTGGGAGGGCCTGTGATTACTAATC TAACAGAGATGTGGGAGGGC TCCTCCTCCTCCTCGTCTTG 166 22 10 20 258 20 58,796 60,034 51,900 30,200 1,238,137 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:17837:21069 1 196 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 11 94 aaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggAAAGAGACTCACCCGGTGTG TCCTCCTCCTCCTCGTCTTG 11 22 165 20 258 20 59,607 60,034 38,200 30,200 0.427068 F 258 GTAGTATTATAACAGAGATGTGGGAGGGCCTGTGATTACTAATCCATTTGAAAATGTTTAAGCGCCACTGGTATAGAGCGTTAGTGTTGCGTTAACTGTATTGTTACTGTTAAGGATAAACAGGTggggggTATTGATTGGTTAAATATCTTGCGCatatataaaaaGAGACTCACCCGGTGTGGCGGCAGCGGTggaggaggaggaggaggaggaCAACGAGGTCGAGGTCGAGGACCAAGACgaggaggaggagGA

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 1 1 19 5 132 tccttccttcCATCCTTCCCTGTCTCtccttccttccttccttcct TCCTTCCTTCCATCCTTCCCT GGGATACACAGAGAAACCCTGT 5 36 41 21 172 22 59,917 59,428 42,000 40,000 3,654,983 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 19 5 155 tccttccttcCATCCTTCCCTGTCTCtccttccttccttccttcct TCCTTCCTTCCATCCTTCCCT CAGAGCGAGTTCCAGAACAGT 5 60 41 21 195 21 59,917 60,000 42,000 35,500 2,083,161 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 19 4 131 ccttccttcCATCCTTCCCTGTCTCtccttccttccttccttcctt CCTTCCTTCCATCCTTCCCTG GGGATACACAGAGAAACCCTGT 4 36 42 21 172 22 59,786 59,428 44,500 40,000 3,786,031 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 19 1 128 tccttcCATCCTTCCCTGTCTCtccttccttccttccttccttcct TCCTTCCATCCTTCCCTGTCT GGGATACACAGAGAAACCCTGT 1 36 45 21 172 22 59,919 59,428 34,100 40,000 3,653,278 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 19 1 151 tccttcCATCCTTCCCTGTCTCtccttccttccttccttccttcct TCCTTCCATCCTTCCCTGTCT CAGAGCGAGTTCCAGAACAGT 1 60 45 21 195 21 59,919 60,000 34,100 35,500 2,081,456 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 19 1 152 tccttcCATCCTTCCCTGTCTCtccttccttccttccttccttcct TCCTTCCATCCTTCCCTGTCT ACAGAGCGAGTTCCAGAACAG 1 61 45 21 196 21 59,919 60,000 34,100 31,600 2,081,456 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 20 ‐7 196 CCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCCCTTCCCTGTCTCTCCTTCC TGAGTTTGAGGCCAGTTTGGT ‐7 84 54 20 219 21 58,800 60,064 34,600 36,700 2,263,632 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 20 ‐11 192 CCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtcctt CCCTGTCTCTCCTTCCTTCC TGAGTTTGAGGCCAGTTTGGT ‐11 84 58 20 219 21 58,800 60,064 34,600 36,700 2,263,632 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:20699:3313_ 1 67 48 8 2 AAGG TCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTTTCTGTNA 0 0 21 ‐11 193 TCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtcc TCCCTGTCTCTCCTTCCTTCC TGAGTTTGAGGCCAGTTTGGT ‐11 84 57 21 219 21 60,273 60,064 34,600 36,700 2,337,341 G 225 cttccttccttccttccttcAATCCTTCCCTGtctctccttccttccttcCATCCTTCCCTGTCTCtccttccttccttccttccttccttccttcctTTTCTGtctctctctcCTTTCTTCCTTCCTTTCTTTCATTTGttttttCCAGACAGGGTTTCTCTGTGTATCCCTAACTGTTCTGGAACTCGCTCTGTAGACCAAACTGGCCTCAAACTCAGAGATC

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 5 55 200 GctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCGCTCTCTGCTCACCTTCTCT TCAGATCAGTATGGGTGCTGC 55 83 13 20 212 21 58,815 59,860 31,000 52,500 2,324,969 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 54 199 GctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCGCTCTCTGCTCACCTTCTCTC CAGATCAGTATGGGTGCTGCT 54 82 13 21 211 21 59,865 59,860 32,000 42,400 2,275,398 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 5 54 200 GctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCGCTCTCTGCTCACCTTCTCTC TCAGATCAGTATGGGTGCTGC 54 83 13 21 212 21 59,865 59,860 32,000 52,500 2,274,599 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 52 168 GctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCGCTCTCTGCTCACCTTCTCT TACTTTGGACCAGCAGCAGG 55 52 13 20 180 20 58,815 59,963 31,000 48,500 1,222,047 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 52 168 GctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCGCTCTCTGCTCACCTTCTCTC TACTTTGGACCAGCAGCAGG 54 52 13 21 180 20 59,865 59,963 32,000 48,500 1,171,678 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 6 48 162 tGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAATGCTCACCTTCTCTCTCCTGT TACTTTGGACCAGCAGCAGG 48 52 19 21 180 20 60,203 59,963 40,000 48,500 1,239,844 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 8 9 122 GGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgcGGGTATTCTGTTGCTGCAGC TACTTTGGACCAGCAGCAGG 9 52 59 20 180 20 59,547 59,963 52,500 48,500 0.490122 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 9 6 120 GTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgcGTATTCTGTTGCTGCAGCTGG TACTTTGGACCAGCAGCAGG 6 52 61 21 180 20 59,868 59,963 48,500 48,500 1,168,615 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25063:59464 1 88 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 5 118 ATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctg ATTCTGTTGCTGCAGCTGGT TACTTTGGACCAGCAGCAGG 5 52 63 20 180 20 60,539 59,963 40,000 48,500 0.575709 F 213 GGCCTCCTGCAAGctctctGCTCACCTtctctctcCTGTGGAGTGTAAGGTCTGTAAGGGGTATTCTGTTGCTGCAGCTGGTGCTGGtgctgctgctgctgctgctgcTGGTGCTCctgctgctgTTGCTCCTCCTGCTGGtgctgctgctgcTGGTGCTCctgctgctgGTCCAAAGTaaaaaaGAATAAGCAGCACCCATACTGATCTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 1 1 2 20 137 ACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGT ACTTGCCCTGCACCATGATT CCCAGGAGCTTACATGGTTGT 22 20 57 20 193 21 60,252 59,995 25,700 33,200 1,256,667 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 2 20 140 CAAACTTGCCCTGCACCATGATTGCCAGAGTTTTAT CAAACTTGCCCTGCACCATG CCCAGGAGCTTACATGGTTGT 25 20 54 20 193 21 60,320 59,995 36,600 33,200 1,324,818 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 4 20 136 CTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTT CTTGCCCTGCACCATGATTG CCCAGGAGCTTACATGGTTGT 21 20 58 20 193 21 59,825 59,995 26,700 33,200 1,179,590 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 4 20 141 TCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTA TCAAACTTGCCCTGCACCAT CCCAGGAGCTTACATGGTTGT 26 20 53 20 193 21 60,470 59,995 35,500 33,200 1,474,450 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 4 20 155 GGCCAGCTGGACAATCAAACTTGCCCTGCACCATGAGGCCAGCTGGACAATCAAAC CCCAGGAGCTTACATGGTTGT 40 20 39 20 193 21 59,755 59,995 29,300 33,200 1,249,466 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 5 20 192 CGAAGGTACAAATGTGTAGAATTGACTAACAAGTT CGAAGGTACAAATGTGTAGAATTGACT CCCAGGAGCTTACATGGTTGT 70 20 2 27 193 21 59,882 59,995 34,100 33,200 8,122,556 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 5 14 129 TGCACCATGATTGCCAGAGTTTTATGGTTAAACActcTGCACCATGATTGCCAGAGT CCCAGGAGCTTACATGGTTGT 14 20 65 20 193 21 59,961 59,995 32,400 33,200 1,043,344 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 6 20 193 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGT TCGAAGGTACAAATGTGTAGAATTGA CCCAGGAGCTTACATGGTTGT 72 20 1 26 193 21 58,844 59,995 25,700 33,200 8,160,745 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26007:21227 1 99 54 7 2 ACC CTCCTCCTCCTCCTCTCTCCCCCCCCCCCCCAAACCA NA 0 0 6 20 193 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGT TCGAAGGTACAAATGTGTAGAATTGAC CCCAGGAGCTTACATGGTTGT 71 20 1 27 193 21 59,883 59,995 31,800 33,200 8,121,980 G 224 TCGAAGGTACAAATGTGTAGAATTGACTAACAAGTTAAGGCCAGCTGGACAATCAAACTTGCCCTGCACCATGATTGCCAGAGTTTTATGGTTAAACActcctcctcctcctcTCTcccccccccccccAAaccaccaccaccaccaccaccCCCACTCCTTCCCTATTCTTACAACCATGTAAGCTCCTGGGAAAGATCCaaaaaaaaaTATTCTGGAACTCT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 1 1 3 2 105 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA GGCCAAGCTAATTCTGTGCC 2 37 25 22 129 20 57,988 59,543 44,100 50,100 4,469,409 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 2 120 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA GGGCTTTAACTTCGTGGCCA 2 52 25 22 144 20 57,988 60,892 44,100 53,600 4,903,870 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 2 150 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA TTCATGCTGCCACAGTCTATT 2 81 25 22 174 21 57,988 57,645 44,100 17,300 7,366,915 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 2 151 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA ATTCATGCTGCCACAGTCTAT 2 82 25 22 175 21 57,988 57,427 44,100 19,800 7,584,598 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 2 182 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA TTTCTGTTTCCTGTCACGCAG 2 113 25 22 206 21 57,988 59,060 44,100 51,800 5,951,900 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 2 262 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA AATGCTGCTCGTCCTGAAGC 2 194 25 22 286 20 57,988 61,024 44,100 38,600 5,035,480 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 3 0 105 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCATG GGCCAAGCTAATTCTGTGCC 0 37 25 24 129 20 59,605 59,543 40,600 50,100 4,852,674 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 2 149 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA TCATGCTGCCACAGTCTATTT 2 80 25 22 173 21 57,988 57,645 44,100 14,000 7,366,915 A 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 2 181 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA TTCTGTTTCCTGTCACGCAG 2 113 25 22 205 20 57,988 58,418 44,100 51,800 5,593,900 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 2 223 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA TGCATGCTTCCTCGAACTGA 2 155 25 22 247 20 57,988 59,679 44,100 34,100 4,333,312 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 2 225 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA ACTGCATGCTTCCTCGAACT 2 157 25 22 249 20 57,988 59,677 44,100 30,100 4,334,941 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 2 230 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA ACTCCACTGCATGCTTCCTC 2 162 25 22 254 20 57,988 60,036 44,100 37,100 4,047,596 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 4 0 181 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCATG TTCTGTTTCCTGTCACGCAG 0 113 25 24 205 20 59,605 58,418 40,600 51,800 5,977,165 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 5 2 242 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA AACCGGTGCAGAACTCCAC 2 175 25 22 266 19 57,988 60,228 44,100 40,200 5,239,819 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26108:63841 1 49 24 8 1 AAT TTATTATTATTATTATTATTATTA NA 0 0 5 2 243 ACTCTGAATCATGAACACTGCATGttattattattattatt ACTCTGAATCATGAACACTGCA CAACCGGTGCAGAACTCCA 2 176 25 22 267 19 57,988 60,228 44,100 38,600 5,239,789 F 286 ATGACAATAATTTCCATATTTAATACTCTGAATCATGAACACTGCATGttattattattattattattattaTTGGGAATACTGTTACTTAAAATAAAAGTTATTTATAGGCACAGAATTAGCTTGGCCACGAAGTTAAAGCCCAAGTAATAAAATAGACTGTGGCAGCATGAATATAAAGTTGCCTGCGTGACAGGAAACAGaaaaaaGTTGTTAATGGTTCTCTTTCAGTTCGAGGAAGCATGCAGTGGAGTTCTGCACCGGTTGCTTCAGGACGAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 1 1 1 56 219 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGG TTTACTCTTGTTGGGCGCCA ATTTGTAGTCCGCCGCCTG 56 96 1 20 219 19 60,179 60,450 56,900 48,500 1,628,616 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 0 0 1 56 220 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGG TTTACTCTTGTTGGGCGCCA GATTTGTAGTCCGCCGCCT 56 97 1 20 220 19 60,179 60,153 56,900 55,200 1,332,444 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 0 0 2 56 220 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGG TTTACTCTTGTTGGGCGCCA GATTTGTAGTCCGCCGCCTG 56 96 1 20 220 20 60,179 61,429 56,900 48,500 1,608,163 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 0 0 4 7 171 GCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggc GCAGAAAGAGGCAAGAGGGA GATTTGTAGTCCGCCGCCT 7 97 50 20 220 19 59,674 60,153 42,000 55,200 1,479,693 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 0 0 4 7 171 GCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggc GCAGAAAGAGGCAAGAGGGA GATTTGTAGTCCGCCGCCTG 7 96 50 20 220 20 59,674 61,429 42,000 48,500 1,755,411 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:26778:21966 1 77 28 7 1 CCCG GGGCGGGCGGGCGGGCGGGCGGGCGGGC NA 0 0 4 3 167 AAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcg AAAGAGGCAAGAGGGAGAGC GATTTGTAGTCCGCCGCCT 3 97 54 20 220 19 59,382 60,153 40,900 55,200 1,771,364 F 222 TTTACTCTTGTTGGGCGCCAGGGGCCGCCATGGGGCGCGGGGAGCAGCCGCAGAAAGAGGCAAGAGGGAGAGCCCGgggcgggcgggcgggcgggcgggcgggcgggggggggggggggggggggAGGGTTggggggggTTGTTGtttttccccccGCAggggggggggggggggggggggggggggggggggATCGGGACAGGCGGCGGACTACAAATCCC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 1 1 6 5 141 TCCAATCACTCGGGACTCACTCacttacttacttACCCAATCCAATCACTCGGGACTCAC GCAAGTGAGTGGTGAGTTGG 68 5 22 20 162 20 59,104 59,053 35,100 37,700 1,842,774 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 8 5 140 CCAATCACTCGGGACTCACTCacttacttacttACCCAATCCAATCACTCGGGACTCACT GCAAGTGAGTGGTGAGTTGG 67 5 23 20 162 20 59,102 59,053 34,100 37,700 1,845,563 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 8 5 140 CCAATCACTCGGGACTCACTCacttacttacttACCCAATCCAATCACTCGGGACTCACTC GCAAGTGAGTGGTGAGTTGG 66 5 23 21 162 20 60,135 59,053 35,100 37,700 2,082,209 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 10 2 90 CCACCCAGCAACTCACTCATCcactcactcactCTTGCTTCCACCCAGCAACTCACTCAT AGTGAGTGGTGAGTTGGTGG 20 2 70 20 159 20 59,963 59,530 29,000 46,100 0.507220 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 11 20 151 TCACTCGGGACTCACTCacttacttacttACCCAATCACTTCACTCGGGACTCACTCACT GCAGTCAGTGTGTGAGCAAG 63 20 27 20 177 20 59,889 59,415 34,100 40,100 0.696034 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 11 12 143 TCACTCGGGACTCACTCacttacttacttACCCAATCACTTCACTCGGGACTCACTCACT TGTGTGAGCAAGTGAGTGGT 63 12 27 20 169 20 59,889 59,459 34,100 41,600 0.652070 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 12 24 155 TCACTCGGGACTCACTCacttacttacttACCCAATCACTTCACTCGGGACTCACTCACT TGAGGCAGTCAGTGTGTGAG 63 24 27 20 181 20 59,889 59,610 34,100 35,100 0.501169 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 12 20 112 CCACCCAGCAACTCACTCATCcactcactcactCTTGCTTCCACCCAGCAACTCACTCAT TGAGGCAGTCAGTGTGTGAG 20 24 70 20 181 20 59,963 59,610 29,000 35,100 0.427795 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 14 24 116 TAACCCACCCAGCAACTCACTCATCcactcactcactCT TAACCCACCCAGCAACTCAC TGAGGCAGTCAGTGTGTGAG 24 24 66 20 181 20 59,890 59,610 35,100 35,100 0.500214 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 14 24 120 TCACTAACCCACCCAGCAACTCACTCATCcactcactcaTCACTAACCCACCCAGCAAC TGAGGCAGTCAGTGTGTGAG 28 24 62 20 181 20 59,890 59,610 41,700 35,100 0.500214 F 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 14 2 94 TAACCCACCCAGCAACTCACTCATCcactcactcactCT TAACCCACCCAGCAACTCAC AGTGAGTGGTGAGTTGGTGG 24 2 66 20 159 20 59,890 59,530 35,100 46,100 0.579640 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:28128:26097 1 110 28 7 1 ACTC ACTCACTCACTCACTCACTCACTCACTC NA 0 0 14 2 98 TCACTAACCCACCCAGCAACTCACTCATCcactcactcaTCACTAACCCACCCAGCAAC AGTGAGTGGTGAGTTGGTGG 28 2 62 20 159 20 59,890 59,530 41,700 46,100 0.579640 B 206 actcactcactcactcactcATCCAATCACTCGGGACTCACTCacttacttacttACCCAATCACTAACCCACCCAGCAACTCACTCATCcactcactcactCTTGCTTactcactcactcactcactcactcactcACCCACCAACTCACCACTCACTTGCTcacacaCTGACTGCCTCATtcactcactcacTCATTCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 1 1 2 62 257 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC CCACTATTTAAGAAATGTGGGAGAGA 125 62 24 20 280 26 60,391 58,661 39,700 31,000 7,729,840 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 2 15 206 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC AGCCTGTCATCAGTAAGTAGGG 125 15 24 20 229 22 60,391 58,965 39,700 35,300 3,425,766 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 2 14 205 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC GCCTGTCATCAGTAAGTAGGGA 125 14 24 20 228 22 60,391 58,968 39,700 42,000 3,422,866 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 2 14 206 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC AGCCTGTCATCAGTAAGTAGGGA 125 14 24 20 229 23 60,391 60,310 39,700 42,000 3,701,051 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 63 257 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC CCACTATTTAAGAAATGTGGGAGAG 125 63 24 20 280 25 60,391 57,440 39,700 32,000 7,950,721 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 61 257 TACTGCATGCACTCGTTcccccTTATCTATTTTGCTAG TACTGCATGCACTCGTTCCC CCACTATTTAAGAAATGTGGGAGAGAG 125 61 24 20 280 27 60,391 59,503 39,700 32,000 7,888,380 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 15 106 TGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTT TGACTCTGCTAAGTTCGACCA AGCCTGTCATCAGTAAGTAGGG 24 15 124 21 229 22 58,764 58,965 40,200 35,300 5,270,526 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 14 105 TGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTT TGACTCTGCTAAGTTCGACCA GCCTGTCATCAGTAAGTAGGGA 24 14 124 21 228 22 58,764 58,968 40,200 42,000 5,267,627 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 3 14 106 TGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTT TGACTCTGCTAAGTTCGACCA AGCCTGTCATCAGTAAGTAGGGA 24 14 124 21 229 23 58,764 60,310 40,200 42,000 5,545,811 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 15 145 AGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATAGGTTTGTTAAACATGATCTCCCT AGCCTGTCATCAGTAAGTAGGG 60 15 85 24 229 22 58,108 58,965 42,000 35,300 8,926,984 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 14 144 AGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATAGGTTTGTTAAACATGATCTCCCT GCCTGTCATCAGTAAGTAGGGA 60 14 85 24 228 22 58,108 58,968 42,000 42,000 8,924,084 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 4 14 145 AGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATAGGTTTGTTAAACATGATCTCCCT AGCCTGTCATCAGTAAGTAGGGA 60 14 85 24 229 23 58,108 60,310 42,000 42,000 9,202,269 A 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:2980:13052_ 1 169 24 8 1 AAT TATTATTATTATTATTATTATTAT NA 0 0 5 14 153 aaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCAAACTCCAACAGGTTTGTTAAACA GCCTGTCATCAGTAAGTAGGGA 70 14 76 23 228 22 57,013 58,968 28,300 42,000 9,018,237 F 289 AAACTTTCTGACAATCTAAAATATACTGCATGCACTCGTTcccccTTATCTATTTTGCTAGTTACATCCCCaaaaaaCTCCAACAGGTTTGTTAAACATGATCTCCCTTTCATAAATCTATGTTGACTCTGCTAAGTTCGACCATTATTTTCTGTGTTTTGTTATCACtattattattattattattattatAGATTCTAGCATTTTCCCTACTTACTGATGACAGGCTAATAGGTCTGTAGTTcccccTTTtctctctcCCACATTTCTTAAATAGTGGGGTTACTTT

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 1 1 16 6 140 gtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggt GTGGGTGGGTGGATGGGA CCCTCACTTCCCATCCGC 6 70 4 18 143 18 60,939 59,809 43,700 55,400 5,129,375 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 16 5 140 gtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggt GTGGGTGGGTGGATGGGAA CCCTCACTTCCCATCCGC 5 70 4 19 143 18 61,544 59,809 39,700 55,400 4,734,375 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 16 4 140 gtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggt GTGGGTGGGTGGATGGGAAG CCCTCACTTCCCATCCGC 4 70 4 20 143 18 62,499 59,809 34,600 55,400 4,689,881 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 16 2 137 ggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggGGTGGGTGGATGGGAAGTG CCCTCACTTCCCATCCGC 2 70 7 19 143 18 60,001 59,809 31,600 55,400 3,191,474 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 16 1 136 gtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggt GTGGGTGGATGGGAAGTGA CCCTCACTTCCCATCCGC 1 70 8 19 143 18 58,925 59,809 34,100 55,400 4,265,545 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30066:72455 1 28 28 7 1 ACCC GGGTGGGTGGGTGGGTGGGTGGGTGGGT NA 0 0 16 1 137 ggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggGGTGGGTGGATGGGAAGTGA CCCTCACTTCCCATCCGC 1 70 7 20 143 18 61,497 59,809 34,100 55,400 3,687,887 F 150 tgggtgggtgggTGGATGGGAAGTGAGgggtgggtgggtgggtgggtgggtgggtGGGAgggggggggTgggggggggggggggggggggggggggggggggggggggggggggggggggggggggCGGATGGGAAGTGAGGGGTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 1 1 17 3 104 TCATCCATCCAACCATCCACATACccatccatccatccat TCATCCATCCAACCATCCACA TTGTATGTATGGGTATGTGGATGT 3 24 25 21 128 24 59,078 57,492 41,700 30,600 8,429,777 B 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 18 3 105 TTCATCCATCCAACCATCCACATACccatccatccatcca TTCATCCATCCAACCATCCACA TTGTATGTATGGGTATGTGGATGT 3 24 24 22 128 24 59,689 57,492 41,700 30,600 8,819,273 B 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 19 13 114 ACCCATCCATTCATCCATCCAACCATCCACATACcca ACCCATCCATTCATCCATCCA TTGTATGTATGGGTATGTGGATGT 13 24 15 21 128 24 58,854 57,492 34,100 30,600 8,654,177 B 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 20 ‐47 142 TCCATCCACATACCCATCCATTCATCCATCCAACCAT TCCATCCACATACCCATCCA TGTGGATGGATGGATGTTTGT ‐47 44 76 20 145 21 57,795 57,545 34,100 28,300 5,659,439 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 22 1 100 TCCATCCACATACCCATCCATTCATCCATCCAACCAT TCCATCCACATACCCATCCA TGGATGGATGGATGGGTATGTG 25 1 4 20 103 22 57,795 59,624 34,100 32,100 4,580,902 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 22 1 102 CATCCATCCACATACCCATCCATTCATCCATCCAACCCATCCATCCACATACCCATCCA TGGATGGATGGATGGGTATGTG 25 1 2 22 103 22 59,624 59,624 34,100 32,100 4,752,363 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 22 1 103 CCATCCATCCACATACCCATCCATTCATCCATCCAACCCATCCATCCACATACCCATCC TGGATGGATGGATGGGTATGTG 26 1 1 22 103 22 60,291 59,624 35,100 32,100 4,667,334 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 22 ‐46 145 CCATCCATCCACATACCCATCCATTCATCCATCCAACCCATCCATCCACATACCCATCC TGTGGATGGATGGATGTTTGT ‐46 44 73 22 145 21 60,291 57,545 35,100 28,300 5,745,872 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30584:69062 1 49 32 8 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCAT NA 0 0 22 ‐47 144 CATCCATCCACATACCCATCCATTCATCCATCCAACCCATCCATCCACATACCCATCCA TGTGGATGGATGGATGTTTGT ‐47 44 74 22 145 21 59,624 57,545 34,100 28,300 5,830,900 F 206 CCATCCATCCACATACCCATCCATTCATCCATCCAACCATCCACATACccatccatccatccatccatccatccatccatCCACATACccatccatccatccatACATCCACATACCCATACATACAAAcatccatccatcCACATacacacacacAAacacacacCctctctCcacacacaacacacATACTGACATCTTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 1 1 3 1 210 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACT ACATGCTGTTTCACAAGAAATTATTAC 1 87 48 21 257 27 58,531 57,589 38,500 18,900 11,879,472 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 3 0 210 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC ACATGCTGTTTCACAAGAAATTATTAC 0 87 48 22 257 27 59,569 57,589 33,600 18,900 11,841,975 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 4 29 242 CGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCGCAAGTGAATAACTGTTCATAACTG CATGCTGTTTCACAAGAAATTATTACT 29 86 15 26 256 27 59,262 57,370 31,600 22,400 16,368,298 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 4 29 243 CGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCGCAAGTGAATAACTGTTCATAACTG ACATGCTGTTTCACAAGAAATTATTAC 29 87 15 26 257 27 59,262 57,589 31,600 18,900 16,148,756 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 4 0 209 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC CATGCTGTTTCACAAGAAATTATTACT 0 86 48 22 256 27 59,569 57,370 33,600 22,400 12,061,517 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 5 30 243 CGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCGCAAGTGAATAACTGTTCATAACT ACATGCTGTTTCACAAGAAATTATTAC 30 87 15 25 257 27 58,168 57,589 22,400 18,900 16,242,325 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 12 1 134 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACT CTCTCTCCCTCCTCTCCACC 1 18 48 21 181 20 58,531 60,106 38,500 46,100 2,575,133 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 12 0 134 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC CTCTCTCCCTCCTCTCCACC 0 18 48 22 181 20 59,569 60,106 33,600 46,100 2,537,637 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 12 0 135 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC CCTCTCTCCCTCCTCTCCAC 0 19 48 22 182 20 59,569 60,106 33,600 40,200 2,537,637 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 13 1 140 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACT CCCTCCCTCTCTCCCTCCT 1 25 48 21 187 19 58,531 61,018 38,500 36,900 4,487,002 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 13 0 140 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC CCCTCCCTCTCTCCCTCCT 0 25 48 22 187 19 59,569 61,018 33,600 36,900 4,449,505 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:30756:59974 1 70 74 7 2 AGG AGAGAGAAGAAGAAGGGGGAAGAAGAAGAAGAANA 0 0 14 0 140 GGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGTCTTTACCTAGCCAGGACTC CCCTCCCTCTCTCCCTCCTC 0 24 48 22 187 20 59,569 62,019 33,600 37,100 4,450,303 G 258 ATTCCTGAGAGTTACGCAAGTGAATAACTGTTCATAACTGTCATCTAGGTCTTTACCTAGCCAGGACTCagagagaagaagaagGGGgaagaagaagaagaaGgaagaagaaGGAAgaggaggaggaggaggaggagagagagGGAGAGGAgggggAggggggTGGAGAGGAGGgagagaGGGAgggggAAACAGGGAGAAAATCCCACCCCAAATGCAGGGATGCATTAGTAATAATTTCTTGTGAAACAGCATGTA

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 1 1 2 6 91 CGGCGACATTGTCATTCTGCTCACGAGgaagaagaag CGGCGACATTGTCATTCTGC CGACTGTTAAATCACACAGCCC 7 6 87 20 177 22 60,248 59,840 42,600 51,900 2,407,442 F 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 34 149 TGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGATGGTTCTAAAGATGGCAGCTGA ACTTGATCGTTCGTCTTCATCCA 34 34 58 22 206 23 59,694 60,057 42,600 34,100 5,362,455 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 34 151 AGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCAGTGGTTCTAAAGATGGCAGCT ACTTGATCGTTCGTCTTCATCCA 36 34 56 22 206 23 59,693 60,057 42,400 34,100 5,363,919 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 34 193 TGTTTCTTAACAGGAGGACTCCAACAATTATCCAAC TGTTTCTTAACAGGAGGACTCCAA ACTTGATCGTTCGTCTTCATCCA 76 34 14 24 206 23 59,589 60,057 35,300 34,100 7,467,704 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 34 193 TGTTTCTTAACAGGAGGACTCCAACAATTATCCAAC TGTTTCTTAACAGGAGGACTCCA ACTTGATCGTTCGTCTTCATCCA 77 34 14 23 206 23 59,029 60,057 38,600 34,100 7,028,126 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 31 146 TGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGATGGTTCTAAAGATGGCAGCTGA TGATCGTTCGTCTTCATCCATCA 34 31 58 22 203 23 59,694 59,870 42,600 30,700 5,435,975 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 31 190 TGTTTCTTAACAGGAGGACTCCAACAATTATCCAAC TGTTTCTTAACAGGAGGACTCCA TGATCGTTCGTCTTCATCCATCA 77 31 14 23 203 23 59,029 59,870 38,600 30,700 7,101,645 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 7 120 CGGCGACATTGTCATTCTGCTCACGAGgaagaagaag CGGCGACATTGTCATTCTGC ACTTGATCGTTCGTCTTCATCCA 7 34 87 20 206 23 60,248 60,057 42,600 34,100 3,304,635 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 22 132 GCAGCTGATAAGAAACGGCGACATTGTCATTCTGC GCAGCTGATAAGAAACGGCG TGATCGTTCGTCTTCATCCATCA 22 31 72 20 203 23 59,973 59,870 64,600 30,700 3,157,144 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 22 135 GCAGCTGATAAGAAACGGCGACATTGTCATTCTGC GCAGCTGATAAGAAACGGCG ACTTGATCGTTCGTCTTCATCCA 22 34 72 20 206 23 59,973 60,057 64,600 34,100 3,083,624 B 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 6 106 GCAGCTGATAAGAAACGGCGACATTGTCATTCTGC GCAGCTGATAAGAAACGGCG CGACTGTTAAATCACACAGCCC 22 6 72 20 177 22 59,973 59,840 64,600 51,900 2,186,431 F 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 36 12 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 6 107 GGCAGCTGATAAGAAACGGCGACATTGTCATTCTG GGCAGCTGATAAGAAACGGC CGACTGTTAAATCACACAGCCC 23 6 71 20 177 22 59,621 59,840 56,800 51,900 2,538,237 F 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 208 18 6 1 AAG AAGAAGAAGAAGAAGAAG NA 0 1 2 29 133 GGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGAGGCTGTGTGATTTAACAGTCGA GAGAAACGCCCATCCCATG 29 45 157 22 289 19 58,936 58,592 42,000 36,600 5,472,540 F 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 208 18 6 1 AAG AAGAAGAAGAAGAAGAAG NA 0 0 5 4 109 TGATGGATGAAGACGAACGATCAAGTAaagaagaag TGATGGATGAAGACGAACGATCA GAGAAACGCCCATCCCATG 4 45 181 23 289 19 59,870 58,592 29,200 36,600 5,538,673 A 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 208 18 6 1 AAG AAGAAGAAGAAGAAGAAG NA 0 0 5 1 106 TGGATGAAGACGAACGATCAAGTAaagaagaagaagaTGGATGAAGACGAACGATCAAGT GAGAAACGCCCATCCCATG 1 45 184 23 289 19 60,057 58,592 31,600 36,600 5,465,153 A 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 208 18 6 1 AAG AAGAAGAAGAAGAAGAAG NA 0 0 6 2 106 TGGATGAAGACGAACGATCAAGTAaagaagaagaagaTGGATGAAGACGAACGATCAAG GAGAAACGCCCATCCCATG 2 45 184 22 289 19 58,488 58,592 30,200 36,600 5,920,032 A 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 1 2 7 203 CGGCGACATTGTCATTCTGCTCACGAGgaagaagaag CGGCGACATTGTCATTCTGC GAGAAACGCCCATCCCATG 7 45 87 20 289 19 60,248 58,592 42,600 36,600 2,656,147 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 4 45 276 TGTTTCTTAACAGGAGGACTCCAACAATTATCCAAC TGTTTCTTAACAGGAGGACTCCAA GAGAAACGCCCATCCCATG 76 45 14 24 289 19 59,589 58,592 35,300 36,600 6,819,216 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 5 45 276 TGTTTCTTAACAGGAGGACTCCAACAATTATCCAAC TGTTTCTTAACAGGAGGACTCCA GAGAAACGCCCATCCCATG 77 45 14 23 289 19 59,029 58,592 38,600 36,600 6,379,638 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 45 277 TTGTTTCTTAACAGGAGGACTCCAACAATTATCCAA TTGTTTCTTAACAGGAGGACTCCA GAGAAACGCCCATCCCATG 77 45 13 24 289 19 59,589 58,592 38,600 36,600 6,819,216 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 23 219 GGCAGCTGATAAGAAACGGCGACATTGTCATTCTG GGCAGCTGATAAGAAACGGC GAGAAACGCCCATCCCATG 23 45 71 20 289 19 59,621 58,592 56,800 36,600 2,786,942 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:32431:49373 1 114 112 12 2 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA NA 0 0 6 22 218 GCAGCTGATAAGAAACGGCGACATTGTCATTCTGC GCAGCTGATAAGAAACGGCG GAGAAACGCCCATCCCATG 22 45 72 20 289 19 59,973 58,592 64,600 36,600 2,435,136 D 289 GTTCTTTATTCCTTGTTTCTTAACAGGAGGACTCCAACAATTATCCAACAATGTTAGTGGTTCTAAAGATGGCAGCTGATAAGAAACGGCGACATTGTCATTCTGCTCACGAGgaagaagaagaagaagaagaagaagaagaagaagaaGGATTGGGGCtgtgtgATTTAACAGTCGATTTGATGGATGAAGACGAACGATCAAGTAaagaagaagaagaagaagCAGCTCAAGCAACCGAAAACAATGAAGATGATTTCGATTTTGTCCCATGGGATGGGCGTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:6390:36047_ 1 61 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 1 1 12 10 97 gggAATGGAAGGGaggaaggaaggaTGGAGggaaggaa GGGAATGGAAGGGAGGAAGG ACTGTCCCTCATCCAATCATTTCT 10 11 31 20 127 24 59,447 59,771 34,600 25,200 4,782,456 F 136 GGAAGGATTGAAGGAAGGAATGGTGGGAgggggAATGGAAGGGaggaaggaaggaTGGAGggaaggaaggaaggaaggaaggaaggaaggaaGGGTAGATGGAAGAAATGATTGGATGAGGGACAGTaaaaaTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:6390:36047_ 1 61 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 12 7 93 gggAATGGAAGGGaggaaggaaggaTGGAGggaaggaa GGGAATGGAAGGGAGGAAGG TCCCTCATCCAATCATTTCTTCCA 10 7 31 20 123 24 59,447 59,770 34,600 35,300 4,783,605 F 136 GGAAGGATTGAAGGAAGGAATGGTGGGAgggggAATGGAAGGGaggaaggaaggaTGGAGggaaggaaggaaggaaggaaggaaggaaggaaGGGTAGATGGAAGAAATGATTGGATGAGGGACAGTaaaaaTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:6390:36047_ 1 61 32 8 1 AAGG GGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAA NA 0 0 16 5 92 TGGAAGGGaggaaggaaggaTGGAGggaaggaaggaag TGGAAGGGAGGAAGGAAGGA ACTGTCCCTCATCCAATCATTTCT 5 11 36 20 127 24 59,504 59,771 33,600 25,200 4,725,505 F 136 GGAAGGATTGAAGGAAGGAATGGTGGGAgggggAATGGAAGGGaggaaggaaggaTGGAGggaaggaaggaaggaaggaaggaaggaaggaaGGGTAGATGGAAGAAATGATTGGATGAGGGACAGTaaaaaTGGG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 2 9 99 CAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagaga CAGCCTTCGTGAAAGCCAAG CACTGCCCGTTCGGTTCC 28 9 162 20 260 18 59,761 61,048 36,100 36,200 3,287,224 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 2 9 100 ACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagag ACAGCCTTCGTGAAAGCCAA CACTGCCCGTTCGGTTCC 29 9 161 20 260 18 60,465 61,048 45,200 36,200 3,513,337 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 4 10 100 CAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagaga CAGCCTTCGTGAAAGCCAAG CCACTGCCCGTTCGGTTC 28 10 162 20 261 18 59,761 61,048 36,100 36,200 3,287,224 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 9 207 CCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGCCACTCGGTCCTCGTCGC CACTGCCCGTTCGGTTCC 138 9 54 18 260 18 62,478 61,048 51,900 36,200 7,525,852 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 6 9 256 GATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTC GATCGAGCGTCCACGTCC CACTGCCCGTTCGGTTCC 187 9 5 18 260 18 60,278 61,048 47,900 36,200 5,325,890 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 8 9 209 gGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGCCACTCGGTCCTCGTC CACTGCCCGTTCGGTTCC 140 9 52 18 260 18 62,131 61,048 42,000 36,200 7,178,965 F 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 10 10 260 GAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGAGGATCGAGCGTCCACG CCACTGCCCGTTCGGTTC 190 10 2 18 261 18 59,975 61,048 49,400 36,200 5,072,748 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 10 9 259 GAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGAGGATCGAGCGTCCACG CACTGCCCGTTCGGTTCC 190 9 2 18 260 18 59,975 61,048 49,400 36,200 5,072,748 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 12 10 201 GTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGG GTCCTCGTCGCGGGAGAG CCACTGCCCGTTCGGTTC 131 10 61 18 261 18 61,879 61,048 32,000 36,200 6,926,396 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13565:42358 1 210 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 12 9 200 GTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGG GTCCTCGTCGCGGGAGAG CACTGCCCGTTCGGTTCC 131 9 61 18 260 18 61,879 61,048 32,000 36,200 6,926,396 B 263 GGAGGATCGAGCGTCCACGTCCCGGGAGCGCTCCACGTCTCGCGGCcgcgcgGCCACTCGGTCCTCGTCGCGGGAGAGCGGCCGCGGGGCCCGGGGACGCGGCCGGCCGCCGCGCCCCTCGCCCTCGCCCACAGGTGCCCGTGCGCCCCGCTTTGACCCCACAGCCTTCGTGAAAGCCAAGGAGAAGAAGCagagagagATTAGGATGAagcagcagcagcagcagcagcagcTGCAGCAGCGGAACCGAACGGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 1 1 2 42 245 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGA TTGAGTGAGACTAAGTTGTCATGT TTGTGGATTGCGGTCACTGT 42 138 1 24 245 20 57,838 60,179 32,100 35,500 6,340,886 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 42 238 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT ATTGCGGTCACTGTGCCTG 42 133 2 23 239 19 57,209 60,968 32,100 48,500 7,759,352 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 42 239 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT GATTGCGGTCACTGTGCCT 42 134 2 23 240 19 57,209 60,672 32,100 47,500 7,463,692 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 42 239 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT GATTGCGGTCACTGTGCCTG 42 133 2 23 240 20 57,209 61,916 32,100 48,500 7,706,949 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 42 244 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT TTGTGGATTGCGGTCACTGT 42 138 2 23 245 20 57,209 60,179 32,100 35,500 5,970,367 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 3 41 244 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGTT TTGTGGATTGCGGTCACTGT 41 138 2 24 245 20 57,838 60,179 27,100 35,500 6,340,886 F 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 4 42 160 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT CCAACAGAGTGTAAGAGAAGCA 42 52 2 23 161 22 57,209 58,005 32,100 39,100 9,786,535 A 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 42 161 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGT TCCAACAGAGTGTAAGAGAAGCA 42 52 2 23 162 23 57,209 59,359 32,100 39,100 9,432,772 A 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:13616:34078 1 67 21 7 1 AAT TTATTATTATTATTATTATTA NA 0 0 5 41 161 TGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATGAGTGAGACTAAGTTGTCATGTT TCCAACAGAGTGTAAGAGAAGCA 41 52 2 24 162 23 57,838 59,359 27,100 39,100 9,803,291 A 275 TTGAGTGAGACTAAGTTGTCATGTTTTGTAACTTGAATATAAGTAATTGTTTAATTTATAAAATATttattattattattattattaTATAAATTCTTCATTAATTTATTTCTGTACTGGATACAGTTTCTTCATTTCTTGCTTCTCTTACACTCTGTTGGATAACACTTGAATGtttttCATCCAGTCCTGGAGACAAGATTCGTTAAGGCCCaaaaaaCAGGCACAGTGACCGCAATCCACAATTAATGCGCTGCTTGCTCATCTAAACGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 13 21 128 ACATGACATACGTTTCCATGACATTACATTCCATGA ACATGACATACGTTTCCATGACA TGGATTAGACTGCCACGGAA 21 29 42 23 169 20 58,425 58,728 35,800 43,000 5,846,748 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 13 21 129 ACATGACATACGTTTCCATGACATTACATTCCATGA ACATGACATACGTTTCCATGACA ATGGATTAGACTGCCACGGA 21 30 42 23 170 20 58,425 58,504 35,800 46,900 6,070,952 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 14 29 168 ACATGACATGACGTTCCATGAAATTCCATTCCATGA ACATGACATGACGTTCCATGAA TGGATTAGACTGCCACGGAA 62 29 2 22 169 20 58,326 58,728 25,700 43,000 4,945,758 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 14 11 119 ACGTTTCCATGACATTACATTCCATGACATTCCAGtc ACGTTTCCATGACATTACATTCCA TGGATTAGACTGCCACGGAA 11 29 51 24 169 20 58,993 58,728 35,300 43,000 6,278,890 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 30 169 ACATGACATGACGTTCCATGAAATTCCATTCCATGA ACATGACATGACGTTCCATGA ATGGATTAGACTGCCACGGA 63 30 2 21 170 20 57,667 58,504 30,700 46,900 4,829,089 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:15848:14986 1 86 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 15 29 168 ACATGACATGACGTTCCATGAAATTCCATTCCATGA ACATGACATGACGTTCCATGA TGGATTAGACTGCCACGGAA 63 29 2 21 169 20 57,667 58,728 30,700 43,000 4,604,886 A 187 TACATGACATGACGTTCCATGAAATTCCATTCCATGACATTACATGACATACGTTTCCATGACATTACATTCCATGACATTCCAGtccattccattccattccattccattccattccatTCCAAAACATTCCATGACATACCATTCCATTCCGTGGCAGTCTAATCCATTTCATGACATTCAATGA

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 1 1 15 15 141 CATGGAATGTCATGGAAATGAATGTAATATCATGG CATGGAATGTCATGGAAATGAATGT TCCACTACATTCCTTTACATGCCA 15 31 2 25 142 24 58,421 60,019 27,100 49,200 10,597,813 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 15 15 195 CATGGAATGTCATGGAAATGAATGTAATATCATGG CATGGAATGTCATGGAAATGAATGT ACGTGATGAGATGAAACATGACA 15 86 2 25 196 23 58,421 58,431 27,100 35,800 11,147,900 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 123 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT TGCCATTCAGTGACATTCCA 15 16 1 26 123 20 59,618 57,417 27,100 35,300 8,964,731 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 125 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT CATGCCATTCAGTGACATTCCA 15 16 1 26 125 22 59,618 59,244 27,100 35,300 9,137,914 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 126 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT ACATGCCATTCAGTGACATTCC 15 17 1 26 126 22 59,618 59,243 27,100 30,100 9,138,467 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 141 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT CCACTACATTCCTTTACATGCCA 15 31 1 26 141 23 59,618 58,731 27,100 49,200 10,650,890 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 142 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT TCCACTACATTCCTTTACATGCCA 15 31 1 26 142 24 59,618 60,019 27,100 49,200 10,400,577 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 194 ATGGAATGTCATGGAAATGAATGTAATATCATGGA ATGGAATGTCATGGAAATGAATGT ACGTGATGAGATGAAACATGACA 15 86 3 24 196 23 57,198 58,431 27,100 35,800 11,370,674 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:16336:50920 1 42 46 7 1.5 AATGG TCTCTCATGTCATGGAATGGAATGGAATGGAATGG NA 0 0 16 15 196 TCATGGAATGTCATGGAAATGAATGTAATATCATGGTCATGGAATGTCATGGAAATGAATGT ACGTGATGAGATGAAACATGACA 15 86 1 26 196 23 59,618 58,431 27,100 35,800 10,950,663 B 197 TCATGGAATGTCATGGAAATGAATGTAATATCATGGAATGGtctctcATGTCatggaatggaatggaatggaatggaatggaatggaATAGAATGCCATGGAATGGAATGTCACTGAATGGCATGTAAAGGAATGTAGTGGAATGTCATTGATGGTAATATCACGTAAAGTTATGTCATGTTTCATCTCATCACGTT

ST‐E00142:460:H2K7HCCXY:6:2206:17939:58057 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 14 5 98 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TACCCACTCACCCACTCACT 5 15 1 22 98 20 57,628 59,810 25,700 34,100 4,561,693 A 116 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaATGAGCGAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17939:58057 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 5 104 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TACCCATACCCACTCACCCA 5 21 1 22 104 20 57,628 59,582 25,700 45,100 4,789,868 A 116 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaATGAGCGAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17939:58057 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 4 97 ATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtg ATGAGTGGGTCAGTGAATGAAT TACCCACTCACCCACTCACT 4 15 2 22 98 20 57,419 59,810 25,700 34,100 4,771,379 A 116 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaATGAGCGAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 1 1 14 5 90 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA CACTTACTCACTCACCCGTTCA 5 5 1 22 90 22 57,628 59,965 25,700 31,800 6,407,072 A 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 5 91 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TCACTTACTCACTCACCCGT 5 8 1 22 91 20 57,628 58,009 25,700 52,800 6,362,745 A 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 36 9 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 4 90 ATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtg ATGAGTGGGTCAGTGAATGAAT TCACTTACTCACTCACCCGT 4 8 2 22 91 20 57,419 58,009 25,700 52,800 6,572,430 A 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 1 14 7 110 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG ACTCACTCAAACTCACTCACCC 7 21 65 20 174 22 59,326 59,897 35,100 46,100 2,777,248 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 14 7 113 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG TGCACTCACTCAAACTCACTCA 7 24 65 20 177 22 59,326 59,832 35,100 34,100 2,842,298 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 14 7 161 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG TACCCACTCACCCACTCACT 7 74 65 20 225 20 59,326 59,810 35,100 34,100 0.864054 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 14 7 167 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG TACCCATACCCACTCACCCA 7 80 65 20 231 20 59,326 59,582 35,100 45,100 1,092,229 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 14 6 109 GAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtga GAGTGAACGGGTGAGTGAGT ACTCACTCAAACTCACTCACCC 6 21 66 20 174 22 59,325 59,897 34,100 46,100 2,777,796 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 14 6 160 GAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtga GAGTGAACGGGTGAGTGAGT TACCCACTCACCCACTCACT 6 74 66 20 225 20 59,325 59,810 34,100 34,100 0.864603 B 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 15 7 122 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG TCACTCACTTGCACTCACTCA 7 34 65 20 186 21 59,326 59,243 35,100 34,100 2,430,523 F 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 15 7 126 TGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtg TGAGTGAACGGGTGAGTGAG TCACTCACTCACTTGCACTCA 7 38 65 20 190 21 59,326 59,243 35,100 34,100 2,430,523 F 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 92 40 5 1.5 ACTC GAGTGAGTGAGTGAGAGACGGTGAGTGAGTGAGTNA 0 0 15 6 121 GAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtga GAGTGAACGGGTGAGTGAGT TCACTCACTTGCACTCACTCA 6 34 66 20 186 21 59,325 59,243 34,100 34,100 2,431,072 F 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 1 12 5 154 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA CCCACCCACTCACTCCCT 5 5 1 22 154 18 57,628 60,204 25,700 42,000 6,575,622 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 177 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TGCACTCACTCAAACTCACTCA 5 24 1 22 177 22 57,628 59,832 25,700 34,100 6,539,937 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 231 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TACCCATACCCACTCACCCA 5 80 1 22 231 20 57,628 59,582 25,700 45,100 4,789,868 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 240 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA CTCGCTCTTTACCCATACCCA 5 88 1 22 240 21 57,628 59,239 25,700 45,100 6,132,237 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 241 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TCTCGCTCTTTACCCATACCC 5 89 1 22 241 21 57,628 58,963 25,700 36,900 6,408,767 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 12 5 242 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA CTCTCGCTCTTTACCCATACCC 5 89 1 22 242 22 57,628 59,964 25,700 36,900 6,407,713 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 5 174 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA ACTCACTCAAACTCACTCACCC 5 21 1 22 174 22 57,628 59,897 25,700 46,100 6,474,887 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 5 225 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TACCCACTCACCCACTCACT 5 74 1 22 225 20 57,628 59,810 25,700 34,100 4,561,693 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 14 4 224 ATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtg ATGAGTGGGTCAGTGAATGAAT TACCCACTCACCCACTCACT 4 74 2 22 225 20 57,419 59,810 25,700 34,100 4,771,379 D 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 15 5 186 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA TCACTCACTTGCACTCACTCA 5 34 1 22 186 21 57,628 59,243 25,700 34,100 6,128,162 G 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 15 5 188 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA ACTCACTCACTTGCACTCACT 5 36 1 22 188 21 57,628 59,241 25,700 34,100 6,131,069 G 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:17980:58444 1 28 104 9 2 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NA 0 0 15 5 189 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagt AATGAGTGGGTCAGTGAATGAA CACTCACTCACTTGCACTCAC 5 37 1 22 189 21 57,628 59,137 25,700 35,100 6,235,078 G 243 AATGAGTGGGTCAGTGAATGAATAAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaTTGAGTGAACGGGTGAGTGAGTAAGTGAgagtgagtgagtgagagaCGgtgagtgagtgagtgagtgaGAGCGAGGGAGTGAGTGGGTGGGGTGAGTGAGTTTGAGTGAGTGCAagtgagtgagtgAATGAACAAGTGAATGAGTGAGTGGGTGAGTGGGTATGGGTAAAGAGCGAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 13 138 TTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggTTTCGGGTGGGCATATTCCC GGCAACCTCGTCTCCCTTG 65 13 68 20 205 19 60,106 60,376 39,700 36,100 1,482,456 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 11 136 TTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggTTTCGGGTGGGCATATTCCC CAACCTCGTCTCCCTTGCC 65 11 68 20 203 19 60,106 60,376 39,700 45,200 1,482,456 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 11 156 cccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCTCTCCGGTGATTAATGTT CAACCTCGTCTCCCTTGCC 84 11 48 21 203 19 57,439 60,376 27,100 45,200 4,936,673 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 7 132 TTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggTTTCGGGTGGGCATATTCCC CTCGTCTCCCTTGCCGTTG 65 7 68 20 199 19 60,106 60,738 39,700 41,000 1,844,518 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 13 193 CCCTCTCCCAacacacCCCACCAccccccAccccccccTCT CCCTCTCCCAACACACCC GGCAACCTCGTCTCCCTTG 122 13 13 18 205 19 59,243 60,376 46,100 36,100 4,133,114 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 12 192 CCCTCTCCCAacacacCCCACCAccccccAccccccccTCT CCCTCTCCCAACACACCC GCAACCTCGTCTCCCTTGC 122 12 13 18 204 19 59,243 61,035 46,100 40,100 4,792,519 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 11 191 CCCTCTCCCAacacacCCCACCAccccccAccccccccTCT CCCTCTCCCAACACACCC CAACCTCGTCTCCCTTGCC 122 11 13 18 203 19 59,243 60,376 46,100 45,200 4,133,114 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 7 187 CCCTCTCCCAacacacCCCACCAccccccAccccccccTCT CCCTCTCCCAACACACCC CTCGTCTCCCTTGCCGTTG 122 7 13 18 199 19 59,243 60,738 46,100 41,000 4,495,177 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21024:28382 1 153 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 8 46 170 TTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggTTTCGGGTGGGCATATTCCC GAGAGCCGTCACGCCTCC 65 46 68 20 237 18 60,106 62,500 39,700 43,000 4,606,535 F 238 AACACCCCTCTCCCCTCTCCCAacacacCCCACCAccccccAccccccccTCTCCGGTGATTAATGTTTTCGGGTGGGCATATTCCCCGTAAAGGTggggggggggCgggggggggggggAGGGCAAGGCAGCGGCCTgggggggggCTGGGggtggtggtggtggtggtggtggggggCCAACGGCAAGGGAGACGAGGTTGCCCGTGGCGATGTCGGGGAGGCGTGACGGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 1 1 2 34 190 CTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCTCTAGTGAATACAGGCCCAGT AGACCACACCTGGAGTATTGC 86 34 88 22 277 21 58,965 59,721 40,000 35,600 4,313,907 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 33 190 ACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctc ACTCTAGTGAATACAGGCCCA GACCACACCTGGAGTATTGCA 88 33 87 21 276 21 57,884 59,997 53,600 40,800 4,119,214 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 139 CTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCTGCCTTCCCTGGTATCAGC GACCACACCTGGAGTATTGCA 38 33 138 20 276 21 60,179 59,997 42,600 40,800 1,182,153 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 140 TCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTG TCCTGCCTTCCCTGGTATCA ACCACACCTGGAGTATTGCA 40 33 136 20 275 20 59,956 58,936 21,500 40,800 1,108,095 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 141 TCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTG TCCTGCCTTCCCTGGTATCA GACCACACCTGGAGTATTGCA 40 33 136 20 276 21 59,956 59,997 21,500 40,800 1,047,210 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 190 ACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctc ACTCTAGTGAATACAGGCCCAG GACCACACCTGGAGTATTGCA 87 33 87 22 276 21 58,965 59,997 44,500 40,800 4,037,754 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 265 ATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGA ATCCTCCCTGCATCCAGTCT ACCACACCTGGAGTATTGCA 165 33 11 20 275 20 60,030 58,936 32,400 40,800 1,094,300 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 33 266 ATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGA ATCCTCCCTGCATCCAGTCT GACCACACCTGGAGTATTGCA 165 33 11 20 276 21 60,030 59,997 32,400 40,800 1,033,415 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 29 137 TCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTG TCCTGCCTTCCCTGGTATCA ACACCTGGAGTATTGCATGCA 40 29 136 20 272 21 59,956 59,995 21,500 39,600 1,048,720 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 29 262 ATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGA ATCCTCCCTGCATCCAGTCT ACACCTGGAGTATTGCATGCA 165 29 11 20 272 21 60,030 59,995 32,400 39,600 1,034,925 B 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 6 33 143 AGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTT AGTCCTGCCTTCCCTGGTAT GACCACACCTGGAGTATTGCA 42 33 134 20 276 21 59,955 59,997 27,300 40,800 1,047,973 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21095:7550_ 1 196 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 6 29 139 AGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTT AGTCCTGCCTTCCCTGGTAT ACACCTGGAGTATTGCATGCA 42 29 134 20 272 21 59,955 59,995 27,300 39,600 1,049,483 A 279 CAGGGGAAACATCCTCCCTGCATCCAGTCTGTCTAGCCCTGGTAGAATTTTATACGTTTCAATCAGATCCCCTCTCATTCTTCTAAACTCTAGTGAATACAGGCCCAGTTGAATCAAtctctcCTCATACGCCAGTCCTGCCTTCCCTGGTATCAGCCTAGTGAACCTTTGCTGCACTCCCTCTATGATTATTATtaataataataataataataataataaTATCCTTTCTTAGGTAGGGAGACCAAAACTGCATGCAATACTCCAGGTGTGGTCTCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 1 1 4 9 109 AATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAATGGCTTTCAGCTCCTCCC TGCAACAGCCAAAGTGTGTG 36 9 126 20 234 20 60,034 59,827 43,000 38,200 0.206727 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 9 177 CAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTACAGCTTTGTCCTCTGCCTCA TGCAACAGCCAAAGTGTGTG 104 9 58 20 234 20 59,964 59,827 38,600 38,200 0.208909 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 9 191 TGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTTGGCAGACAAAGAGCAGCTT TGCAACAGCCAAAGTGTGTG 118 9 44 20 234 20 60,179 59,827 37,400 38,200 0.352038 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 9 192 CTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATCTGGCAGACAAAGAGCAGCT TGCAACAGCCAAAGTGTGTG 119 9 43 20 234 20 60,606 59,827 42,400 38,200 0.778888 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 8 108 AATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAATGGCTTTCAGCTCCTCCC GCAACAGCCAAAGTGTGTGT 36 8 126 20 233 20 60,034 59,827 43,000 37,200 0.206953 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 8 176 CAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTACAGCTTTGTCCTCTGCCTCA GCAACAGCCAAAGTGTGTGT 104 8 58 20 233 20 59,964 59,827 38,600 37,200 0.209135 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 8 190 TGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTTGGCAGACAAAGAGCAGCTT GCAACAGCCAAAGTGTGTGT 118 8 44 20 233 20 60,179 59,827 37,400 37,200 0.352264 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 2 102 AATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAATGGCTTTCAGCTCCTCCC GCCAAAGTGTGTGTGATGCT 36 2 126 20 227 20 60,034 59,330 43,000 37,900 0.703861 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:21227:30386 1 182 24 8 1 ACC CCACCACCACCACCACCACCACCA NA 0 0 4 2 170 CAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTACAGCTTTGTCCTCTGCCTCA GCCAAAGTGTGTGTGATGCT 104 2 58 20 227 20 59,964 59,330 38,600 37,900 0.706043 F 234 GATGAAAAGCCAGCCTGTCTTTCTTCAAACACAGCAGAACTGCTGGCAGACAAAGAGCAGCTTTGTCCTCTGCCTCATTGTTTGTGGTCACTTAACAGACCTTTTGGTGGGCGGGCTTTCCTCCAAATGGCTTTCAGCTCCTcccccccccACAccccccACCCCAcccccccccccccccccaccaccaccaccaccaccaccaACAGCATcacacacaCTTTGGCTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 2 28 210 GAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCGAATACTCCGGCTTTCAGCG GTCACTCGGTTGTTCGGTGA 118 28 5 20 214 20 59,069 60,249 51,800 40,200 1,180,161 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 28 133 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC GTCACTCGGTTGTTCGGTGA 41 28 82 20 214 20 60,321 60,249 43,000 40,200 0.569664 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 62 243 AATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCC AATACTCCGGCTTTCAGCGC GTCATGGAGAAGGCAGCAGT 117 62 6 20 248 20 61,090 60,036 59,200 44,000 1,125,682 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 62 244 GAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCGAATACTCCGGCTTTCAGCG GTCATGGAGAAGGCAGCAGT 118 62 5 20 248 20 59,069 60,036 51,800 44,000 0.966635 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 61 243 GAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCGAATACTCCGGCTTTCAGCG TCATGGAGAAGGCAGCAGTG 118 61 5 20 247 20 59,069 60,036 51,800 36,600 0.966730 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 41 166 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC TCATGGAGAAGGCAGCAGTG 41 61 82 20 247 20 60,321 60,036 43,000 36,600 0.356233 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 41 167 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC GTCATGGAGAAGGCAGCAGT 41 62 82 20 248 20 60,321 60,036 43,000 44,000 0.356138 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 41 169 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC GAGTCATGGAGAAGGCAGCA 41 64 82 20 250 20 60,321 59,749 43,000 44,100 0.571862 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 136 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC TCAGTCACTCGGTTGTTCGG 41 31 82 20 217 20 60,321 59,968 43,000 43,000 0.352093 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 212 AATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCC AATACTCCGGCTTTCAGCGC TCAGTCACTCGGTTGTTCGG 117 31 6 20 217 20 61,090 59,968 59,200 43,000 1,121,638 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 31 213 GAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCGAATACTCCGGCTTTCAGCG TCAGTCACTCGGTTGTTCGG 118 31 5 20 217 20 59,069 59,968 51,800 43,000 0.962590 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22424:8200_ 1 143 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 29 134 AGAAACGCTTTCGGTCTcccccTTTACTTcccccATccccAGAAACGCTTTCGGTCTCCC AGTCACTCGGTTGTTCGGTG 41 29 82 20 215 20 60,321 60,249 43,000 49,400 0.569830 F 283 ATTTGAATACTCCGGCTTTCAGCGCCTCCCAGGTGTTGCCCGACGCTCCAACACTGCTCACAGGTACAAGTCGAGAAGAACAGAAACGCTTTCGGTCTcccccTTTACTTcccccATcccccctctctcCTCTccccccccccctcctcctcctcctcctcctcctCCAAacacacTAAATTTTCAATGGAGTTTCACCGAACAACCGAGTGACTGAAGTCGCCCGCCACTGCTGCCTTCTCCATGACTCATTTGCACCGATCCTCGGtctctcTTtctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 1 1 15 16 157 TAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGTAAAGGATGCATGGGAGCCG TTCCACACATCCATCCATCCA 72 16 20 20 176 21 60,179 59,078 55,200 34,100 2,100,768 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 110 AGTGCCTTGGtggatggatggaTGAATTGATGGATGAAAGTGCCTTGGTGGATGGATG TCCACACATCCATCCATCCA 26 16 66 20 175 20 60,034 58,406 35,100 34,100 1,627,925 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 128 TGGGTGGATTAATGGGCGAGTGCCTTGGtggatggat TGGGTGGATTAATGGGCGAG TCCACACATCCATCCATCCA 44 16 48 20 175 20 59,817 58,406 50,300 34,100 1,776,666 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 138 CGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTCGTGTATGGCTGGGTGGATT TCCACACATCCATCCATCCA 54 16 38 20 175 20 60,107 58,406 30,100 34,100 1,701,343 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 151 GATGCATGGGAGCCGTGTATGGCTGGGTGGATTAAGATGCATGGGAGCCGTGTAT TCCACACATCCATCCATCCA 67 16 25 20 175 20 60,250 58,406 22,900 34,100 1,844,596 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:22901:19293 1 112 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NA 0 0 16 16 156 TAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGTAAAGGATGCATGGGAGCCG TCCACACATCCATCCATCCA 72 16 20 20 175 20 60,179 58,406 55,200 34,100 1,773,149 F 177 AGTTCATGTTATGATGTTTTAAAGGATGCATGGGAGCCGTGTATGGCTGGGTGGATTAATGGGCGAGTGCCTTGGtggatggatggaTGAATTGATGGATGAATGGATGGGtggatggatggatggatggatggatggaTGGTTGGATGGAACTatggatggatggAtgtgtgGAAG

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 1 1 12 15 119 GtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCt GTCTCTCTCCATCTTTCAGTCTGT CAGACAAACAGAAGAGAGCGT 15 15 2 24 120 21 59,538 58,251 34,100 50,700 7,211,088 F 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 15 118 tctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtct TCTCTCTCCATCTTTCAGTCTGT CAGACAAACAGAAGAGAGCGT 15 15 3 23 120 21 58,328 58,251 34,100 50,700 7,420,437 F 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 13 116 tctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctat TCTCTCCATCTTTCAGTCTGTCT CAGACAAACAGAAGAGAGCGT 13 15 5 23 120 21 58,328 58,251 34,100 50,700 7,420,437 F 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 1 10 16 190 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCAGTCTCTCTCCATCTTTCAGTCTG GCAACAGAGATATAGAGGCCCA 16 16 1 24 190 22 59,294 59,365 35,100 53,600 7,341,416 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 16 190 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCAGTCTCTCTCCATCTTTCAGTCT GCAACAGAGATATAGAGGCCCA 17 16 1 23 190 22 58,066 59,365 32,400 53,600 7,569,295 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 12 15 190 GtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCt GTCTCTCTCCATCTTTCAGTCTGT AGCAACAGAGATATAGAGGCCC 15 17 2 24 191 22 59,538 59,097 34,100 58,000 7,365,618 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 12 7 178 GtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCt GTCTCTCTCCATCTTTCAGTCTGT ATAGAGGCCCAGCGAAAGAC 15 7 2 24 179 20 59,538 59,534 34,100 30,100 4,928,607 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 7 175 tctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctat TCTCTCCATCTTTCAGTCTGTCT ATAGAGGCCCAGCGAAAGAC 13 7 5 23 179 20 58,328 59,534 34,100 30,100 5,137,956 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 7 177 tctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtct TCTCTCTCCATCTTTCAGTCTGT ATAGAGGCCCAGCGAAAGAC 15 7 3 23 179 20 58,328 59,534 34,100 30,100 5,137,956 G 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 1 163 TCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatc TCAGTCTGTCTTTCTATCTCCCT ATAGAGGCCCAGCGAAAGAC 1 7 17 23 179 20 57,800 59,534 42,000 30,100 5,666,106 D 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 13 0 162 CAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctaCAGTCTGTCTTTCTATCTCCCTC ATAGAGGCCCAGCGAAAGAC 0 7 18 23 179 20 57,486 59,534 43,000 30,100 5,980,399 D 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:23186:50480 1 41 112 11 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 14 0 163 TCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatc TCAGTCTGTCTTTCTATCTCCCTC ATAGAGGCCCAGCGAAAGAC 0 7 17 24 179 20 58,803 59,534 43,000 30,100 5,663,575 D 235 AGtctctctcCATCTTTCAGTCTGTCTTTCTATCTCCCTCtctatctatctatctatctatctatctatctatctatctatctaTTGTTCTTCTCTTCTACGctctctTCTGTTTGTCTGtctctctctctctctcTAtctctctctctctcTGTGCACGTCTTTCGCTGGGCCTCTATATCTCTGTTGCtttttGCTCTATCGCTCTTGCTGTTACTTTCTCTATCGCTTCACT

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 1 1 10 13 143 CTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaCTGCTACAACTTCTAACAACAACA GACGTCCTTGTGGTTGCTGT 13 65 122 24 264 20 57,642 60,814 33,300 44,000 7,172,127 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 10 10 141 TGCTACAACTTCTaacaacaacaacAGCATCGTCATcaaTGCTACAACTTCTAACAACAACAACA ACGTCCTTGTGGTTGCTGTG 10 64 123 26 263 20 59,850 61,095 33,300 36,600 7,244,868 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 10 10 142 TGCTACAACTTCTaacaacaacaacAGCATCGTCATcaaTGCTACAACTTCTAACAACAACAACA GACGTCCTTGTGGTTGCTGT 10 65 123 26 264 20 59,850 60,814 33,300 44,000 6,963,650 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 13 1 119 acaacaacaacAGCATCGTCATcaacaacaacaacaacaac ACAACAACAACAGCATCGTCA GTGGTTGCTGTGGGTCAATG 1 56 137 21 255 20 58,987 59,685 43,500 28,200 2,328,335 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 13 1 120 acaacaacaacAGCATCGTCATcaacaacaacaacaacaac ACAACAACAACAGCATCGTCA TGTGGTTGCTGTGGGTCAAT 1 57 137 21 256 20 58,987 60,106 43,500 25,700 2,119,668 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 159 21 7 1 AAC CAACAACAACAACAACAACAA NA 0 0 13 1 121 acaacaacaacAGCATCGTCATcaacaacaacaacaacaac ACAACAACAACAGCATCGTCA TTGTGGTTGCTGTGGGTCAA 1 58 137 21 257 20 58,987 60,324 43,500 31,800 2,337,217 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 1 12 15 132 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC ATGACGATGCTGTTGTTGTTGT 60 15 27 20 158 22 60,043 59,382 47,900 33,200 2,661,723 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 0 13 15 131 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC TGACGATGCTGTTGTTGTTGT 60 15 27 20 157 21 60,043 58,987 47,900 33,200 2,056,882 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 0 13 15 141 GATTCGGTCGGTCGTCGACTCGATACGGACCGGCC GATTCGGTCGGTCGTCGA TGACGATGCTGTTGTTGTTGT 72 15 17 18 157 21 59,213 58,987 42,000 33,200 4,800,650 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 0 13 15 142 CGATTCGGTCGGTCGTCGACTCGATACGGACCGGC CGATTCGGTCGGTCGTCG TGACGATGCTGTTGTTGTTGT 73 15 16 18 157 21 60,647 58,987 51,200 33,200 4,660,262 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 0 14 14 131 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC TGACGATGCTGTTGTTGTTGTT 60 14 27 20 157 22 60,043 59,578 47,900 28,300 2,465,256 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 15 5 1 AAG CTTCTTCTTCTTCTT NA 0 0 14 14 142 CGATTCGGTCGGTCGTCGACTCGATACGGACCGGC CGATTCGGTCGGTCGTCG TGACGATGCTGTTGTTGTTGTT 73 14 16 18 157 22 60,647 59,578 51,200 28,300 5,068,637 F 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 1 3 6 134 GGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcGGAAGAAACGATGGATCCACG ATGCGAGCCGTTATTTCCGT 6 14 80 21 213 20 59,066 60,461 49,400 46,900 2,395,192 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 3 6 135 GGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcGGAAGAAACGATGGATCCACG GATGCGAGCCGTTATTTCCG 6 15 80 21 214 20 59,066 59,768 49,400 43,000 2,166,156 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 4 56 229 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC GTGGTTGCTGTGGGTCAATG 60 56 27 20 255 20 60,043 59,685 47,900 28,200 0.358416 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 4 15 188 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC GATGCGAGCCGTTATTTCCG 60 15 27 20 214 20 60,043 59,768 47,900 43,000 0.275784 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 4 14 187 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC ATGCGAGCCGTTATTTCCGT 60 14 27 20 213 20 60,043 60,461 47,900 46,900 0.504820 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 4 13 186 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC TGCGAGCCGTTATTTCCGTT 60 13 27 20 212 20 60,043 60,671 47,900 44,400 0.714644 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 4 0 128 ACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTA ACGATGGATCCACGTTTCTC GATGCGAGCCGTTATTTCCG 0 15 87 20 214 20 57,705 59,768 28,700 43,000 2,527,556 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 6 57 230 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC TGTGGTTGCTGTGGGTCAAT 60 57 27 20 256 20 60,043 60,106 47,900 25,700 0.149749 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 8 63 240 TCGGTCGTCGACTCGATACGGACCGGCCGCGGTGT TCGGTCGTCGACTCGATACG ACGTCCTTGTGGTTGCTGTG 63 64 24 20 263 20 61,475 61,095 30,600 36,600 2,569,877 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 8 63 240 CGGTCGTCGACTCGATACGGACCGGCCGCGGTGTT CGGTCGTCGACTCGATACG GACGTCCTTGTGGTTGCTGT 63 65 25 19 264 20 60,084 60,814 30,600 44,000 1,898,425 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 8 63 241 TCGGTCGTCGACTCGATACGGACCGGCCGCGGTGT TCGGTCGTCGACTCGATACG GACGTCCTTGTGGTTGCTGT 63 65 24 20 264 20 61,475 60,814 30,600 44,000 2,288,658 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:28950:46085 1 107 73 7 2 AAC CTTCTTCTTCTTCTTCTGCTACAACTTCTAACAACAACNA 0 0 8 58 231 GTCGTCGACTCGATACGGACCGGCCGCGGTGTTCA GTCGTCGACTCGATACGGAC TTGTGGTTGCTGTGGGTCAA 60 58 27 20 257 20 60,043 60,324 47,900 31,800 0.367297 D 266 GAAGGAGTAGGGGCCCGATTCGGTCGGTCGTCGACTCGATACGGACCGGCCGCGGTGTTCAGCGGGCCGGTGAGGAAGTGGAAGAAACGATGGATCCACGTTTCTCcttcttcttcttcttCTGCTACAACTTCTaacaacaacaacAGCATCGTCATcaacaacaacaacaacaacaaCGGTACTACTAGTAACGGAAATAACGGCTCGCATCTCTTGCTTTACAAGTGGACCCCATTGACCCACAGCAACCACAAGGACGTCGC

ST‐E00142:460:H2K7HCCXY:6:2206:32096:23794 1 57 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 1 1 13 18 121 TGGATGAATGGATGGTTGGAGTTTTGGCACAATGGTGGATGAATGGATGGTTGGAGTT AAACATCCACCCACCCATCC 18 32 16 23 136 20 59,988 59,959 30,100 35,100 3,052,684 B 150 CTTTGGATGGATAGATGGATGAATGGATGGTTGGAGTTTTGGCACAATGGATTGACggatggatggatggatggatggatggatGGACGGATGGATTGATGGatgaatgaatgaATGGATGGGTGGGTGGATGTTTTGGTGTTTGTATGG

ST‐E00142:460:H2K7HCCXY:6:2206:32096:23794 1 57 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 19 118 TGGATGAATGGATGGTTGGAGTTTTGGCACAATGGTGGATGAATGGATGGTTGGAGT CATCCACCCACCCATCCATT 19 29 16 22 133 20 59,418 59,737 38,500 31,600 2,844,753 F 150 CTTTGGATGGATAGATGGATGAATGGATGGTTGGAGTTTTGGCACAATGGATTGACggatggatggatggatggatggatggatGGACGGATGGATTGATGGatgaatgaatgaATGGATGGGTGGGTGGATGTTTTGGTGTTTGTATGG

ST‐E00142:460:H2K7HCCXY:6:2206:32096:23794 1 57 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 14 19 121 TGGATGAATGGATGGTTGGAGTTTTGGCACAATGGTGGATGAATGGATGGTTGGAGT AAACATCCACCCACCCATCC 19 32 16 22 136 20 59,418 59,959 38,500 35,100 2,623,262 B 150 CTTTGGATGGATAGATGGATGAATGGATGGTTGGAGTTTTGGCACAATGGATTGACggatggatggatggatggatggatggatGGACGGATGGATTGATGGatgaatgaatgaATGGATGGGTGGGTGGATGTTTTGGTGTTTGTATGG

ST‐E00142:460:H2K7HCCXY:6:2206:32096:23794 1 57 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 15 19 122 ATGGATGAATGGATGGTTGGAGTTTTGGCACAATGATGGATGAATGGATGGTTGGAGT AAACATCCACCCACCCATCC 19 32 15 23 136 20 59,794 59,959 38,500 35,100 3,247,049 B 150 CTTTGGATGGATAGATGGATGAATGGATGGTTGGAGTTTTGGCACAATGGATTGACggatggatggatggatggatggatggatGGACGGATGGATTGATGGatgaatgaatgaATGGATGGGTGGGTGGATGTTTTGGTGTTTGTATGG

ST‐E00142:460:H2K7HCCXY:6:2206:32096:23794 1 57 28 7 1 ATCC GGATGGATGGATGGATGGATGGATGGAT NA 0 0 16 19 115 TGGATGAATGGATGGTTGGAGTTTTGGCACAATGGTGGATGAATGGATGGTTGGAGT CCACCCACCCATCCATTCAT 19 26 16 22 130 20 59,418 59,737 38,500 25,700 2,844,753 F 150 CTTTGGATGGATAGATGGATGAATGGATGGTTGGAGTTTTGGCACAATGGATTGACggatggatggatggatggatggatggatGGACGGATGGATTGATGGatgaatgaatgaATGGATGGGTGGGTGGATGTTTTGGTGTTTGTATGG

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 70 253 CACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAG CACCGAGTGTGTTGATCTCAG TGGGTAGCTGTCCTGTATCCA 70 120 6 21 258 21 58,668 59,992 33,500 34,100 3,339,945 F 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 69 252 ACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGC ACCGAGTGTGTTGATCTCAGT TGGGTAGCTGTCCTGTATCCA 69 120 7 21 258 21 59,036 59,992 34,100 34,100 2,972,065 F 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 69 253 CACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAG CACCGAGTGTGTTGATCTCAGT TGGGTAGCTGTCCTGTATCCA 69 120 6 22 258 21 60,288 59,992 34,100 34,100 3,296,298 F 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 15 196 GTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctccGTGTCAGGGCACTCTTCCC TGGGTAGCTGTCCTGTATCCA 15 120 63 19 258 21 60,003 59,992 39,700 34,100 2,011,075 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 15 197 AGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTct AGTGTCAGGGCACTCTTCCC TGGGTAGCTGTCCTGTATCCA 15 120 62 20 258 21 61,484 59,992 39,700 34,100 2,492,286 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 8 125 GGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctc GGGCACTCTTCCCTCAGTCT CCCAAGTGCTCAGGGACAC 8 57 69 20 193 19 60,907 60,303 32,400 36,700 2,210,062 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 8 172 GGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctc GGGCACTCTTCCCTCAGTCT CCATTGGTCAGAAGGGTTCGA 8 102 69 20 240 21 60,907 59,997 32,400 37,100 1,910,348 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 8 173 GGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctc GGGCACTCTTCCCTCAGTCT TCCATTGGTCAGAAGGGTTCG 8 103 69 20 241 21 60,907 59,997 32,400 39,500 1,910,348 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 8 190 GGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctc GGGCACTCTTCCCTCAGTCT TGGGTAGCTGTCCTGTATCCA 8 120 69 20 258 21 60,907 59,992 32,400 34,100 1,915,071 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 7 171 GGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcct GGCACTCTTCCCTCAGTCTT CCATTGGTCAGAAGGGTTCGA 7 102 70 20 240 21 59,020 59,997 30,100 37,100 1,983,541 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 7 55 240 GATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGATCTCAGTAGCTTGTGATAGCA TGGGTAGCTGTCCTGTATCCA 55 120 19 23 258 21 57,806 59,992 34,900 34,100 6,201,505 B 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 7 53 240 TCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTTCTCAGTAGCTTGTGATAGCAGC TTTGGGTAGCTGTCCTGTATCC 53 121 21 23 260 22 60,181 59,496 52,500 25,900 5,685,656 B 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 7 15 90 GTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctccGTGTCAGGGCACTCTTCCC AGTGCTCATCAGGCAGCTG 15 16 63 19 152 19 60,003 60,078 39,700 42,400 2,081,589 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 7 15 91 GTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctccGTGTCAGGGCACTCTTCCC CAGTGCTCATCAGGCAGCT 15 17 63 19 153 19 60,003 60,078 39,700 42,400 2,081,589 A 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2206:9932:46437_ 1 97 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 55 241 TGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctc TGATCTCAGTAGCTTGTGATAGCA TGGGTAGCTGTCCTGTATCCA 55 120 18 24 258 21 59,354 59,992 34,900 34,100 5,654,334 B 286 GTAGGCACCGAgtgtgtTGATCTCAGTAGCTTGTGATAGCAGCATTCTGctctctAGTCAAAGTGTCAGGGCACTCTTCCCTCAGTCTTTCTCCTTctcctcctcctcctcctcctcTTCCATCTGAAGGTGGCAGCTGCCTGATGAGCACTGCCGCCTCACAAGCGCTGCCCCGTGTCCCTGAGCACTTGGGGCCAGTAGCTTATGTCAATAATCTATTCGAACCCTTCTGACCAATGGATACAGGACAGCTACCCAAAATGCCATGGAGTTTACCTCCTCCCCT
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ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 6 12 90 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG CCCTGGATGGATATGGCCTG 12 19 6 18 95 20 60,360 59,669 40,000 48,500 2,690,206 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 12 91 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG TCCCTGGATGGATATGGCCT 12 20 6 18 96 20 60,360 59,803 40,000 51,900 2,556,490 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 12 93 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG GCTCCCTGGATGGATATGGC 12 22 6 18 98 20 60,360 60,035 40,000 44,000 2,394,272 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 12 179 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG GCAGGTTGCAGATTTCAGTGA 12 107 6 18 184 21 60,360 59,118 40,000 34,100 4,241,575 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 12 179 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG GCAGGTTGCAGATTTCAGTGAG 12 106 6 18 184 22 60,360 60,095 40,000 35,100 4,454,966 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:11566:35555 1 36 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 12 179 CACAGGGAGCAGCACAGGGTGCTTGAGATGggagg CACAGGGAGCAGCACAGG GCAGGTTGCAGATTTCAGTG 12 108 6 18 184 20 60,360 57,657 40,000 36,600 4,702,512 A 190 GAGGGCACAGGGAGCAGCACAGGGTGCTTGAGATGggaggaggaggaggaggaggaGAGGGACAAGGGCTCCCCACAGGCCATATCCATCCAGGGAGCATTTCACCAACCTAAACCTCAATGGGGAACAAAGTATAAGACATCTGCGCTTCACTAAGAAGATCTCACTGAAATCTGCAACCTGCTGCAAC

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 1 1 11 24 145 ACCTAACCCTAACCCTGAATACTAAAACTTAACACA ACCTAACCCTAACCCTGAATACT TGAGGGTTCATGGTTCGGTT 36 24 2 23 146 20 58,031 59,231 21,200 44,400 5,737,755 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 0 0 11 23 145 ACCTAACCCTAACCCTGAATACTAAAACTTAACACA ACCTAACCCTAACCCTGAATACT TGAGGGTTCATGGTTCGGTTT 36 23 2 23 146 21 58,031 59,856 21,200 32,700 6,113,226 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 0 0 11 19 141 ACCTAACCCTAACCCTGAATACTAAAACTTAACACA ACCTAACCCTAACCCTGAATACT GGTTCATGGTTCGGTTTAGCG 36 19 2 23 142 21 58,031 59,870 21,200 42,600 6,098,944 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 0 0 11 11 132 ACCTAACCCTAACCCTGAATACTAAAACTTAACACA ACCTAACCCTAACCCTGAATACT TTCGGTTTAGCGTTCAGGGT 36 11 2 23 133 20 58,031 59,606 21,200 43,400 5,362,953 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 0 0 11 10 131 ACCTAACCCTAACCCTGAATACTAAAACTTAACACA ACCTAACCCTAACCCTGAATACT TCGGTTTAGCGTTCAGGGTT 36 10 2 23 132 20 58,031 59,606 21,200 41,100 5,362,953 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:13139:2733_ 1 61 42 7 1 AACCCT CCTAACCCTAACCCTAACCCTAACCCTAACCCTAACCNA 0 0 12 10 132 AACCTAACCCTAACCCTGAATACTAAAACTTAACAC AACCTAACCCTAACCCTGAATACT TCGGTTTAGCGTTCAGGGTT 36 10 1 24 132 20 58,643 59,606 21,200 41,100 5,750,395 A 146 AACCTAACCCTAACCCTGAATACTAAAACTTAACACAGAACACTAACCCTAAATCTGACTcctaaccctaaccctaaccctaaccctaaccctaaccctaacCCTATACCATAACCCTGAACGCTAAACCGAACCATGAACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 5 69 240 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTATT GAGAAAGTGAAGGGACCCTCG 108 69 1 21 240 21 59,719 60,067 14,000 46,300 2,347,785 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 92 263 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTAT CTCAACATGTTGCAGTCACGA 109 92 1 20 263 21 59,090 59,133 14,000 43,500 2,776,225 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 69 240 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTAT GAGAAAGTGAAGGGACCCTCG 109 69 1 20 240 21 59,090 60,067 14,000 46,300 1,976,411 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 64 234 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTAT GTGAAGGGACCCTCGACATC 109 64 1 20 234 20 59,090 59,824 14,000 30,600 1,085,613 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 61 231 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTAT AAGGGACCCTCGACATCTGT 109 61 1 20 231 20 59,090 60,252 14,000 34,100 1,161,908 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 54 179 GGTACGAACCACGACAGGaaaaaaaaaaCCCACTGC GGTACGAACCACGACAGGAA GTGAAGGGACCCTCGACATC 54 64 56 20 234 20 59,685 59,824 33,600 30,600 0.490924 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 28 124 aaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAG AACCCACTGCCTCTCTTTCC TCTCACCACCTCACCCTCTG 28 35 82 20 205 20 59,598 60,543 31,300 33,500 0.945058 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 28 125 aaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAG AACCCACTGCCTCTCTTTCC GTCTCACCACCTCACCCTCT 28 36 82 20 206 20 59,598 60,543 31,300 36,900 0.945294 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 28 131 aaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAG AACCCACTGCCTCTCTTTCC TGGAGAGTCTCACCACCTCA 28 42 82 20 212 20 59,598 59,517 31,300 38,600 0.885007 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 11 134 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAA GTGAAGGGACCCTCGACATC 11 64 101 18 234 20 60,600 59,824 36,800 30,600 2,776,162 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 11 140 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAA GAGAAAGTGAAGGGACCCTCG 11 69 101 18 240 21 60,600 60,067 36,800 46,300 3,666,960 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 11 163 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAA CTCAACATGTTGCAGTCACGA 11 92 101 18 263 21 60,600 59,133 36,800 43,500 4,466,774 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 63 233 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGGGTGGTCCTCCAGTTTAT TGAAGGGACCCTCGACATCT 109 63 1 20 233 20 59,090 59,959 14,000 29,000 0.950861 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 54 178 GGTACGAACCACGACAGGaaaaaaaaaaCCCACTGC GGTACGAACCACGACAGGAA TGAAGGGACCCTCGACATCT 54 63 56 20 233 20 59,685 59,959 33,600 29,000 0.356173 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 28 152 aaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAG AACCCACTGCCTCTCTTTCC TGAAGGGACCCTCGACATCT 28 63 82 20 233 20 59,598 59,959 31,300 29,000 0.443358 F 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 11 133 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAA TGAAGGGACCCTCGACATCT 11 63 101 18 233 20 60,600 59,959 36,800 29,000 2,641,410 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 10 133 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAAG TGAAGGGACCCTCGACATCT 10 63 101 19 233 20 61,639 59,959 27,700 29,000 2,680,565 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:14549:54647 1 130 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 7 10 140 CGGGCCTCCCTTTGCAAAGGCACATTCTGggaggagg CGGGCCTCCCTTTGCAAAG GAGAAAGTGAAGGGACCCTCG 10 69 101 19 240 21 61,639 60,067 27,700 46,300 3,706,114 A 272 CGGGTGGTCCTCCAGTTTATTTCCGGGAACGTCCGGCGCCCTGCAGAGACTGCTCGGTACGAACCACGACAGGaaaaaaaaaaCCCACTGCctctctTTCCGGGCCTCCCTTTGCAAAGGCACATTCTGggaggaggaggaggaggaggaCAATAGACTCTTTCCCCACCACAGCCCCACACGTGCAGAGGGTGAGGTGGTGAGACTCTCCACAGATGTCGAGGGTCCCTTCACTTTCTCTTTCGTGACTGCAACATGTTGAGATTCAATTC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 1 1 2 55 208 GGTGCACTCCACATGTCTCACACTGAAAGTTACTGAGGTGCACTCCACATGTCTCA TCGGAGAGTAACCCAGCTGA 83 55 72 20 279 20 59,965 59,961 32,700 42,600 0.074497 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 2 55 209 TGGTGCACTCCACATGTCTCACACTGAAAGTTACTG TGGTGCACTCCACATGTCTC TCGGAGAGTAACCCAGCTGA 84 55 71 20 279 20 59,965 59,961 33,600 42,600 0.074497 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 2 4 119 TGTATCTCACCTTCCAACGTCTATCTTTTAACAAACA TGTATCTCACCTTCCAACGTCT GGGAAAGAACTGAAGCTGTAGG 41 4 112 22 230 22 58,837 58,661 41,800 31,800 6,501,807 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 3 54 207 GGTGCACTCCACATGTCTCACACTGAAAGTTACTGAGGTGCACTCCACATGTCTCA CGGAGAGTAACCCAGCTGAC 83 54 72 20 278 20 59,965 59,826 32,700 35,100 0.209024 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 3 39 189 TGCACTCCACATGTCTCACACTGAAAGTTACTGAAC TGCACTCCACATGTCTCACA TGACAGCCAGTTAGTGCCC 81 39 74 20 262 19 59,242 59,625 35,800 53,600 2,133,070 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 3 3 118 TGTATCTCACCTTCCAACGTCTATCTTTTAACAAACA TGTATCTCACCTTCCAACGTCT GGAAAGAACTGAAGCTGTAGGG 41 3 112 22 229 22 58,837 58,661 41,800 35,300 6,501,807 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 3 3 119 TTGTATCTCACCTTCCAACGTCTATCTTTTAACAAAC TTGTATCTCACCTTCCAACGTCT GGAAAGAACTGAAGCTGTAGGG 41 3 111 23 229 22 59,423 58,661 41,800 35,300 6,916,123 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 4 58 241 GATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACT GATGTCACTCCTCTTTGCTCCT CGTATCGGAGAGTAACCCAGC 110 58 43 22 283 21 59,764 60,002 36,900 48,500 3,237,495 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 4 58 242 AGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCAC AGATGTCACTCCTCTTTGCTCC CGTATCGGAGAGTAACCCAGC 111 58 42 22 283 21 59,764 60,002 47,000 48,500 3,237,495 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 4 39 189 GCACTCCACATGTCTCACACTGAAAGTTACTGAACT GCACTCCACATGTCTCACAC CTGACAGCCAGTTAGTGCCC 80 39 75 20 263 20 58,848 60,675 38,200 53,600 1,826,562 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 5 58 240 ATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTC ATGTCACTCCTCTTTGCTCCT CGTATCGGAGAGTAACCCAGC 110 58 44 21 283 21 58,736 60,002 36,900 48,500 3,266,052 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:20791:53153 1 175 30 10 1 ACC ACCACCACCACCACCACCACCACCACCACC NA 0 0 5 39 189 GCACTCCACATGTCTCACACTGAAAGTTACTGAACT GCACTCCACATGTCTCACACT CTGACAGCCAGTTAGTGCCC 79 39 75 21 263 20 60,271 60,675 35,500 53,600 1,945,413 F 289 TAACTCTAGAtttttGTCTGGAGGACGATGAGTATTAGAGGAGATGTCACTCCTCTTTGCTCCTTCTCTTTGGTGCACTCCACATGTCTCACACTGAAAGTTACTGAACTTTGTATCTCACCTTCCAACGTCTATCTTTTAACAAACAGAAAAcccccACTcccccccccccAAaccaccaccaccaccaccaccaccaccaccccccccTACAGCTTCAGTTCTTTcccccTCATCTCCAgggggCACTAACTGGCTGTCAGCTGGGTTACTCTCCGATACGTAGCCC

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 1 1 3 25 239 GGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGGAATGCAGATGGTAGTGAACA GGTAGCCAGTTCCACATTCGA 25 136 3 22 241 21 58,390 60,066 31,800 37,100 4,676,283 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 3 25 240 TGGAATGCAGATGGTAGTGAACAAAGTTAGACCCT TGGAATGCAGATGGTAGTGAACA GGTAGCCAGTTCCACATTCGA 25 136 2 23 241 21 59,991 60,066 31,800 37,100 4,075,353 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 3 24 239 GGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGGAATGCAGATGGTAGTGAACAA GGTAGCCAGTTCCACATTCGA 24 136 3 23 241 21 58,990 60,066 28,300 37,100 5,076,105 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 4 25 239 GGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGGAATGCAGATGGTAGTGAACA GGTAGCCAGTTCCACATTCG 25 137 3 22 241 20 58,390 58,630 31,800 33,400 4,979,478 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 5 28 241 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCGTGGAATGCAGATGGTAGTGA GGTAGCCAGTTCCACATTCGA 28 136 1 21 241 21 57,733 60,066 34,100 37,100 4,332,940 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 5 25 241 TGGAATGCAGATGGTAGTGAACAAAGTTAGACCCT TGGAATGCAGATGGTAGTGAACA TGGTAGCCAGTTCCACATTCG 25 137 2 23 242 21 59,991 60,339 31,800 33,400 4,347,597 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 6 28 139 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCGTGGAATGCAGATGGTAGTGA CATGACCTGACCTGCCTTGT 28 35 1 21 139 20 57,733 59,963 34,100 31,600 3,303,813 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 6 25 138 TGGAATGCAGATGGTAGTGAACAAAGTTAGACCCT TGGAATGCAGATGGTAGTGAACA CATGACCTGACCTGCCTTGT 25 35 2 23 139 20 59,991 59,963 31,800 31,600 3,046,226 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 8 28 140 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCGTGGAATGCAGATGGTAGTGA TCATGACCTGACCTGCCTTG 28 36 1 21 140 20 57,733 59,674 34,100 36,100 3,592,442 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 8 27 140 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCGTGGAATGCAGATGGTAGTGAA TCATGACCTGACCTGCCTTG 27 36 1 22 140 20 58,390 59,674 31,800 36,100 3,935,786 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 8 26 140 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCGTGGAATGCAGATGGTAGTGAAC TCATGACCTGACCTGCCTTG 26 36 1 23 140 20 59,625 59,674 31,800 36,100 3,701,232 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:21359:25587 1 50 35 7 1 ACCCC GGGTGGGGTGGGGTGGGGTGGGGTGGGGTGGGGTGNA 0 0 8 25 139 TGGAATGCAGATGGTAGTGAACAAAGTTAGACCCT TGGAATGCAGATGGTAGTGAACA TCATGACCTGACCTGCCTTG 25 36 2 23 140 20 59,991 59,674 31,800 36,100 3,334,856 F 258 GTGGAATGCAGATGGTAGTGAACAAAGTTAGACCCTAGATGAAGATGCCgggtggggtggggtggggtggggtggggtggggtgGGGCAGGGCGGGGCGTTgggggAGGTGGTTGCCAAACAAGGCAGGTCAGGTCATGAAAAGAAAGCAAGGAAGATGTGTATCtatataGTGCCTTACATCCAATAGGGGATTCAGGAGAAATTTTACTCAAAAGTTATCGAATGTGGAACTGGCTACCATATGGAGTAGATGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 1 1 15 0 126 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG ATGATGGTGCTGATGCGGC 0 64 1 19 126 19 59,280 61,192 43,500 65,300 3,911,222 B 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 16 0 99 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG ATGGTGCTGCTCCTGCTG 0 38 1 19 99 18 59,280 60,045 43,500 44,100 3,764,950 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 17 0 103 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GGTGATGGTGCTGCTCCTG 0 41 1 19 103 19 59,280 60,748 43,500 38,600 3,467,831 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 17 0 105 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG CTGGTGATGGTGCTGCTCC 0 43 1 19 105 19 59,280 60,748 43,500 47,000 3,467,831 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 18 ‐3 109 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GCTGCTGGTGATGGTGCT 0 ‐3 1 19 58 18 59,280 60,361 43,500 44,000 4,080,560 B 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NA 0 0 18 ‐6 106 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GCTGGTGATGGTGCTGCT 0 ‐6 1 19 55 18 59,280 60,361 43,500 42,400 4,080,560 B 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 1 18 23 140 CCATCACcagcagcagCATCAGCACCATCACcagcagca CCATCACCAGCAGCAGCATC GCTGGTGATTGTGCTGATGC 62 23 45 20 184 20 61,726 60,179 39,100 39,100 1,904,702 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 23 140 CCATCACcagcagcagCATCAGCACCATCACcagcagca CCATCACCAGCAGCAGCAT GCTGGTGATTGTGCTGATGC 63 23 45 19 184 20 60,753 60,179 37,900 39,100 1,932,223 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 20 120 ATCAGCACCATCACcagcagcagcagGAGCAGCACCATATCAGCACCATCACCAGCAG GGTGATTGTGCTGATGCTGC 45 20 62 20 181 20 60,394 60,179 42,400 52,500 0.573089 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 20 121 CATCAGCACCATCACcagcagcagcagGAGCAGCACCACATCAGCACCATCACCAGCA GGTGATTGTGCTGATGCTGC 46 20 61 20 181 20 60,679 60,179 44,100 52,500 0.857829 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 20 135 ATCACcagcagcagCATCAGCACCATCACcagcagcagc ATCACCAGCAGCAGCATCAG GGTGATTGTGCTGATGCTGC 60 20 47 20 181 20 60,748 60,179 29,000 52,500 0.927512 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 19 142 gcagcACCATCACcagcagcagCATCAGCACCATCACcaGCAGCACCATCACCAGCA GTGATTGTGCTGATGCTGCT 19 19 90 18 180 20 60,674 59,191 44,100 42,400 3,483,418 A 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 19 143 agcagcACCATCACcagcagcagCATCAGCACCATCACcAGCAGCACCATCACCAGC GTGATTGTGCTGATGCTGCT 20 19 89 18 180 20 60,361 59,191 48,500 42,400 3,170,237 A 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 18 19 93 GAGCAGCACCATCACCAGCAGCCGCATCAGCACCA GAGCAGCACCATCACCAGC GTGATTGTGCTGATGCTGCT 20 19 88 19 180 20 61,405 59,191 48,500 42,400 3,214,380 A 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 127 15 5 1 AGC CAGCAGCAGCAGCAG NA 0 0 19 24 140 ATCACcagcagcagCATCAGCACCATCACcagcagcagc ATCACCAGCAGCAGCATCAG CTGCTGGTGATTGTGCTGATG 60 24 47 20 186 21 60,748 59,868 29,000 30,700 1,880,819 F 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 1 16 0 179 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG TGATTGTGCTGATGCTGCTT 0 18 1 19 179 20 59,280 58,459 43,500 39,100 3,261,088 D 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 17 0 180 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GTGATTGTGCTGATGCTGCTT 0 18 1 19 180 21 59,280 59,798 43,500 39,100 2,921,355 D 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 17 0 190 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GCTGCTGCTGGTGATTGTG 0 30 1 19 190 19 59,280 59,788 43,500 33,300 2,931,678 G 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 17 0 191 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG TGCTGCTGCTGGTGATTGT 0 31 1 19 191 19 59,280 60,228 43,500 27,100 2,948,045 G 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 18 0 180 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GTGATTGTGCTGATGCTGCT 0 19 1 19 180 20 59,280 59,191 43,500 42,400 2,529,094 D 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 18 0 181 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GGTGATTGTGCTGATGCTGC 0 20 1 19 181 20 59,280 60,179 43,500 52,500 1,898,854 G 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 18 0 184 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG GCTGGTGATTGTGCTGATGC 0 23 1 19 184 20 59,280 60,179 43,500 39,100 1,898,854 G 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:23145:32443 1 20 122 8 2 AGC AGCAGCAGCAGCAGCAGCAGCAGCACCATCACCAGNA 0 0 18 0 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcag CAGCATCTGCACCATCACG CTGCTGCTGCTGGTGATTGT 0 31 1 19 192 20 59,280 61,242 43,500 27,100 2,961,698 G 192 CAGCATCTGCACCATCACGagcagcagcagcagcagcagcagcACCATCACcagcagcagCATCAGCACCATCACcagcagcagcagGAGCAGCACCATCACCAGCAGCCGCATCAGCACCATCATcagcagcagcagcagCAACACCATCACCAACAAAAGCAGCATCAGCACAATCACcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2207:28422:22317 1 61 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 1 1 18 0 91 TCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttccaTCCGTTCCAATCCAGTCCTT AATGTATGCCAAGATGGATGGA 14 0 27 20 117 22 58,642 57,542 33,600 34,100 5,816,408 A 118 TCCATCCATCTTGACATCCATTCCATTCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGCATACATTC

ST‐E00142:460:H2K7HCCXY:6:2207:28422:22317 1 61 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 19 0 92 TCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttccaTCCGTTCCAATCCAGTCCTT GAATGTATGCCAAGATGGATGGA 14 0 27 20 118 23 58,642 58,599 33,600 34,100 5,759,174 A 118 TCCATCCATCTTGACATCCATTCCATTCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGCATACATTC

ST‐E00142:460:H2K7HCCXY:6:2207:28422:22317 1 61 35 7 1 AATGG TTCCATTCCATTCCATTCCATTCCATTCCATTCCA NA 0 0 19 0 93 TTCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttc TTCCGTTCCAATCCAGTCCT GAATGTATGCCAAGATGGATGGA 15 0 26 20 118 23 58,642 58,599 38,500 34,100 5,759,174 A 118 TCCATCCATCTTGACATCCATTCCATTCCGTTCCAATCCAGTCCTTTCCCTCCACCTCTCttccattccattccattccattccattccattccaTCCATCCATCTTGGCATACATTC

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 0 118 ATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGT ATCATGTCGGCTCAGGCTTT GGGCACAAGAAGGCAGCTC 58 0 164 20 281 19 59,746 61,339 35,100 40,900 2,592,963 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 2 90 TCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGTCATTCATGTGTTGTGGGTACTG TGGGCACAAGAAGGCAGC 26 2 193 23 282 18 58,929 60,598 27,400 52,500 6,669,817 A 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 2 119 ATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGT ATCATGTCGGCTCAGGCTTT TGGGCACAAGAAGGCAGC 58 2 164 20 282 18 59,746 60,598 35,100 52,500 2,852,572 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 90 TTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCA TTCATTCATGTGTTGTGGGTACTG GGGCACAAGAAGGCAGCT 26 1 192 24 281 18 59,481 60,283 27,400 42,400 6,801,335 A 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 118 ATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGT ATCATGTCGGCTCAGGCTTT GGGCACAAGAAGGCAGCT 58 1 164 20 281 18 59,746 60,283 35,100 42,400 2,536,923 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 215 GGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGGCCATGTCTCAGCTTCCAT GGGCACAAGAAGGCAGCT 155 1 67 20 281 18 60,107 60,283 34,100 42,400 2,389,564 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 217 ATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAATGGCCATGTCTCAGCTTCC GGGCACAAGAAGGCAGCT 157 1 65 20 281 18 60,107 60,283 34,600 42,400 2,389,564 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 240 CTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCCTCGCAGACCCAATCGTGAT GGGCACAAGAAGGCAGCT 180 1 42 20 281 18 60,179 60,283 30,600 42,400 2,461,845 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 271 CCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCG CCTGCATGGAAGTGGTGACT GGGCACAAGAAGGCAGCT 211 1 11 20 281 18 59,963 60,283 34,100 42,400 2,320,048 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 90 TTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCA TTCATTCATGTGTTGTGGGTACTG GGGCACAAGAAGGCAGCTC 26 0 192 24 281 19 59,481 61,339 27,400 40,900 6,857,375 A 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 215 GGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGGCCATGTCTCAGCTTCCAT GGGCACAAGAAGGCAGCTC 155 0 67 20 281 19 60,107 61,339 34,100 40,900 2,445,604 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 271 CCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCG CCTGCATGGAAGTGGTGACT GGGCACAAGAAGGCAGCTC 211 0 11 20 281 19 59,963 61,339 34,100 40,900 2,376,088 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 1 179 GCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCA GCCACCTAATGTCCAAATGCC GGGCACAAGAAGGCAGCT 118 1 103 21 281 18 59,863 60,283 44,000 42,400 3,419,636 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 0 179 GCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCA GCCACCTAATGTCCAAATGCC GGGCACAAGAAGGCAGCTC 118 0 103 21 281 19 59,863 61,339 44,000 40,900 3,475,676 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:29173:73264 1 242 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 7 1 159 CGAAAGGGAAGCTCAGACTGAAGTTATCAATCttttt CGAAAGGGAAGCTCAGACTGA GGGCACAAGAAGGCAGCT 98 1 123 21 281 18 59,726 60,283 34,100 42,400 3,556,351 F 282 CCCATCCTTCCCTGCATGGAAGTGGTGACTGTGTAAGTGCACTCGCAGACCCAATCGTGATCTGATGGCCATGTCTCAGCTTCCATTGCACCACAAGCAAAAGCCACCTAATGTCCAAATGCCGAAAGGGAAGCTCAGACTGAAGTTATCAATCtttttAGTTATCATGTCGGCTCAGGCttttttaaaaaTTCATTCATGTGTTGTGGGTACTGCTCACTAAGCCAGCATTTATTGAGAAggtggtggtggtggtggtggtGAGCTGCCTTCTTGTGCCCA

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 1 1 10 39 209 AGTCCCAATGTCTCATGTCCTACATAACAACAGCAGAGTCCCAATGTCTCATGTCCT GAGAGAGAAAGGGAGAGTGAGA 61 39 31 21 239 22 58,444 58,037 38,500 32,700 6,518,793 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 10 27 166 CAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGA GGGAGAGTGAGATAGAAAGAAAGG 29 27 64 20 229 24 57,896 58,087 30,700 31,100 8,016,429 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 10 27 199 AGTCCCAATGTCTCATGTCCTACATAACAACAGCAGAGTCCCAATGTCTCATGTCCT GGGAGAGTGAGATAGAAAGAAAGG 61 27 31 21 229 24 58,444 58,087 38,500 31,100 8,468,556 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 10 22 170 TGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCT TGCTGGTGTCATGAAACTCCT GAGAGAGAAAGGGAGAGTGAGA 22 39 70 21 239 22 59,579 58,037 36,900 32,700 5,384,397 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 39 210 AGTCCCAATGTCTCATGTCCTACATAACAACAGCAGAGTCCCAATGTCTCATGTCCT AGAGAGAGAAAGGGAGAGTGAGA 61 39 31 21 240 23 58,444 59,408 38,500 32,700 6,147,191 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 39 211 AAGTCCCAATGTCTCATGTCCTACATAACAACAGCA AAGTCCCAATGTCTCATGTCCT AGAGAGAGAAAGGGAGAGTGAGA 61 39 30 22 240 23 59,084 59,408 38,500 32,700 6,507,132 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 27 167 CAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGA AGGGAGAGTGAGATAGAAAGAAAGG 29 27 64 20 230 25 57,896 59,339 30,700 31,100 7,764,401 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 27 200 AGTCCCAATGTCTCATGTCCTACATAACAACAGCAGAGTCCCAATGTCTCATGTCCT AGGGAGAGTGAGATAGAAAGAAAGG 61 27 31 21 230 25 58,444 59,339 38,500 31,100 8,216,528 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 26 166 CAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGA GGGAGAGTGAGATAGAAAGAAAGGA 29 26 64 20 229 25 57,896 59,341 30,700 33,600 7,762,616 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 26 199 AGTCCCAATGTCTCATGTCCTACATAACAACAGCAGAGTCCCAATGTCTCATGTCCT GGGAGAGTGAGATAGAAAGAAAGGA 61 26 31 21 229 25 58,444 59,341 38,500 33,600 8,214,743 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 23 172 GTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCC GTGCTGGTGTCATGAAACTCC AGAGAGAGAAAGGGAGAGTGAGA 23 39 69 21 240 23 59,463 59,408 38,500 32,700 5,128,729 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 11 22 171 TGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCT TGCTGGTGTCATGAAACTCCT AGAGAGAGAAAGGGAGAGTGAGA 22 39 70 21 240 23 59,579 59,408 36,900 32,700 5,012,795 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 17 0 134 TGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCT TGCTGGTGTCATGAAACTCCT AGAAAGAAGGAAAGAAAGACAGACA 22 0 70 21 203 25 59,579 58,346 36,900 34,100 8,075,257 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 17 0 135 GTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCC GTGCTGGTGTCATGAAACTCC AGAAAGAAGGAAAGAAAGACAGACA 23 0 69 21 203 25 59,463 58,346 38,500 34,100 8,191,191 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 17 0 139 AGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGAAAC AGAAAGAAGGAAAGAAAGACAGACA 26 0 65 22 203 25 59,184 58,346 27,800 34,100 9,470,076 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 18 0 133 TGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCT TGCTGGTGTCATGAAACTCCT GAAAGAAGGAAAGAAAGACAGACA 22 0 70 21 202 24 59,579 57,073 36,900 34,100 8,348,562 F 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 18 0 139 CAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGAA GAAAGAAGGAAAGAAAGACAGACA 28 0 64 21 202 24 58,571 57,073 25,700 34,100 9,356,771 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31974:37752 1 113 66 14 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NA 0 0 18 0 139 CAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCAGATGTGCTGGTGTCATGA GAAAGAAGGAAAGAAAGACAGACA 29 0 64 20 202 24 57,896 57,073 30,700 34,100 9,030,831 B 258 AGATTGAATTTCACTTCCTCTGAAAAGAAAAGTCCCAATGTCTCATGTCCTACATAACAACAGCAGATGTGCTGGTGTCATGAAACtccttccttcctTTCTCCTTCCTCTCtctatctatctatctatctatctatctatctatctatctatctatctatctatctaTAtctctctcTGTCTGTCTTTCTTTCCTTCTTTCTTTCCTTTCTTTCTATCTCACTCTCCCTTtctctctcTTTCTTTCttttttCTCTT

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 1 1 2 15 146 ATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTG ATCTTCTTGCGTGGTGCTCG CTGAACTCCTCCCAGGTCTG 67 15 89 20 234 20 61,016 59,099 50,300 35,100 1,917,253 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 42 242 TGCATACGGGTTGAGCTTCAACATTATTCTCAGGttt TGCATACGGGTTGAGCTTCA CGAGGTAGAGCTTCTCGGC 137 42 19 20 260 19 59,677 59,643 30,200 55,400 1,680,636 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 42 246 TCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGTCTTTGCATACGGGTTGAGCT CGAGGTAGAGCTTCTCGGC 140 42 15 21 260 19 59,997 59,643 40,900 55,400 2,360,452 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 16 150 TGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCC TGAATCTTCTTGCGTGGTGC GCTGAACTCCTCCCAGGTCT 70 16 86 20 235 20 59,126 60,907 50,100 38,500 1,781,619 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 16 217 TGCATACGGGTTGAGCTTCAACATTATTCTCAGGttt TGCATACGGGTTGAGCTTCA GCTGAACTCCTCCCAGGTCT 137 16 19 20 235 20 59,677 60,907 30,200 38,500 1,230,531 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 15 149 TGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCC TGAATCTTCTTGCGTGGTGC CTGAACTCCTCCCAGGTCTG 70 15 86 20 234 20 59,126 59,099 50,100 35,100 1,775,513 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 3 15 216 TGCATACGGGTTGAGCTTCAACATTATTCTCAGGttt TGCATACGGGTTGAGCTTCA CTGAACTCCTCCCAGGTCTG 137 15 19 20 234 20 59,677 59,099 30,200 35,100 1,224,425 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 1 132 ATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTG ATCTTCTTGCGTGGTGCTCG GGTCTGGAACTGAGGCATCG 67 1 89 20 220 20 61,016 60,461 50,300 38,400 1,477,116 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 1 134 GAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCG GAATCTTCTTGCGTGGTGCTC GGTCTGGAACTGAGGCATCG 68 1 87 21 220 20 59,871 60,461 42,600 38,400 1,590,424 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 1 135 TGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCC TGAATCTTCTTGCGTGGTGC GGTCTGGAACTGAGGCATCG 70 1 86 20 220 20 59,126 60,461 50,100 38,400 1,335,376 A 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 4 1 202 TGCATACGGGTTGAGCTTCAACATTATTCTCAGGttt TGCATACGGGTTGAGCTTCA GGTCTGGAACTGAGGCATCG 137 1 19 20 220 20 59,677 60,461 30,200 38,400 0.784288 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:3518:14828_ 1 176 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NA 0 0 5 41 241 TGCATACGGGTTGAGCTTCAACATTATTCTCAGGttt TGCATACGGGTTGAGCTTCA GAGGTAGAGCTTCTCGGCC 137 41 19 20 259 19 59,677 59,263 30,200 61,300 2,060,502 F 262 ATTCCTCCTCATAGTCTTTGCATACGGGTTGAGCTTCAACATTATTCTCAGGtttttCAGTGGGTTCtttttCAAGACTCTACGATGAATCTTCTTGCGTGGTGCTCGGAGGGCTGCGCCGTGGGCGGTTGCAGGAGGGCGCGGGCTGCCGGTGAGACTGCGGTTTCCCTCCGTGgccgccgccgccgccgccgccgccGCGATGCCTCAGTTCCAGACCTGGGAGGAGTTCAGCcgcgcgGCCGAGAAGCTCTACCTCGTC

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 3 64 240 TTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTTAACCTTCAGTTCAGCACTCTG TCCACCTTGGACTACCTCTTG 111 64 16 23 255 21 58,619 58,743 33,500 30,200 6,637,738 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 3 26 130 AGCCTGGGTATGGGATCTGACATGTCCACTGGAGGAGCCTGGGTATGGGATCTGA GTACTCCCAAAGGTGGCTCC 43 26 87 20 216 20 59,731 60,035 32,700 47,000 0.304213 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 63 240 TTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTTAACCTTCAGTTCAGCACTCTG CCACCTTGGACTACCTCTTGG 111 63 15 24 254 21 59,184 59,721 33,500 36,100 6,095,657 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 59 201 TCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCC TCTTTATTGGGCCTGCAGCT TTGGACTACCTCTTGGCCCT 81 59 49 20 249 20 59,667 60,179 42,400 51,900 0.511506 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 58 200 TCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCC TCTTTATTGGGCCTGCAGCT TGGACTACCTCTTGGCCCTT 81 58 49 20 248 20 59,667 60,179 42,400 39,500 0.511506 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 57 199 TCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCC TCTTTATTGGGCCTGCAGCT GGACTACCTCTTGGCCCTTG 81 57 49 20 247 20 59,667 59,747 42,400 36,100 0.585959 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 37 141 AGCCTGGGTATGGGATCTGACATGTCCACTGGAGGAGCCTGGGTATGGGATCTGA TGCCTACACCTGTACTCCCA 43 37 87 20 227 20 59,731 59,884 32,700 43,700 0.384417 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 26 168 TCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCC TCTTTATTGGGCCTGCAGCT GTACTCCCAAAGGTGGCTCC 81 26 49 20 216 20 59,667 60,035 42,400 47,000 0.367975 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 2 106 AGCCTGGGTATGGGATCTGACATGTCCACTGGAGGAGCCTGGGTATGGGATCTGA GAGGCTGAATGTGCACTCCT 43 2 87 20 192 20 59,731 60,036 32,700 36,900 0.304499 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 4 2 144 TCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCC TCTTTATTGGGCCTGCAGCT GAGGCTGAATGTGCACTCCT 81 2 49 20 192 20 59,667 60,036 42,400 36,900 0.368262 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 5 63 240 TTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTTAACCTTCAGTTCAGCACTCT CCACCTTGGACTACCTCTTGG 112 63 15 23 254 21 57,964 59,721 32,400 36,100 6,315,388 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:12662:14846 1 150 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 6 25 112 GACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAGACATGTCCACTGGAGGCAG GTACTCCCAAAGGTGGCTCC 25 26 105 20 216 20 60,392 60,035 48,500 47,000 0.427537 A 258 AATTTCTGTGTACTTTTAACCTTCAGTTCAGCACTCTGCAGTCAGTAATCTTTATTGGGCCTGCAGCTTTCCGGAAGCGTCCCCTTAGCCTGGGTATGGGATCTGACATGTCCACTGGAGGCAGCTCCTCTGAGGAGGAAGGGAGGGCTaggaggaggaggaggaggaggCCAGGAGTGCACATTCAGCCTCCAGGGGAGCCACCTTTGGGAGTACAGGTGTAGGCACAAGGGCCAAGAGGTAGTCCAAGGTGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 6 11 244 GAGATACATGCTCCAGTGAGGAGGTGAGGAGGAg GAGATACATGCTCCAGTGAGGA CCTCTGGCACTCTGTCTCTG 11 164 12 22 255 20 59,038 59,468 37,100 33,500 3,493,398 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 11 244 AGATACATGCTCCAGTGAGGAGGTGAGGAGGAgagAGATACATGCTCCAGTGAGGA TCCTCTGGCACTCTGTCTCT 11 165 13 21 256 20 57,962 59,592 37,100 31,000 3,445,379 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 11 245 GAGATACATGCTCCAGTGAGGAGGTGAGGAGGAg GAGATACATGCTCCAGTGAGGA TCCTCTGGCACTCTGTCTCT 11 165 12 22 256 20 59,038 59,592 37,100 31,000 3,369,269 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 10 2 132 TCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggagTCCAGTGAGGAGGTGAGGAG TGCATGCATCAGATCTGCCA 2 63 23 20 154 20 59,960 60,107 36,900 49,200 0.147269 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 10 2 154 TCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggagTCCAGTGAGGAGGTGAGGAG AGCCTCCGTTGATGCGTTAT 2 85 23 20 176 20 59,960 59,822 36,900 18,900 0.218420 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 10 2 228 TCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggagTCCAGTGAGGAGGTGAGGAG GGCACTCTGTCTCTGACACC 2 159 23 20 250 20 59,960 60,038 36,900 41,600 0.078141 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 127 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA ATGCATCAGATCTGCCACCC 0 60 25 20 151 20 59,960 60,179 37,100 46,100 0.219350 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 130 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA TGCATGCATCAGATCTGCCA 0 63 25 20 154 20 59,960 60,107 37,100 49,200 0.147269 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 152 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA AGCCTCCGTTGATGCGTTAT 0 85 25 20 176 20 59,960 59,822 37,100 18,900 0.218420 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 158 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA CTCCTGAGCCTCCGTTGATG 0 91 25 20 182 20 59,960 60,179 37,100 30,700 0.219441 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 202 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA GGTGACTCATTCCCTGCCTT 0 135 25 20 226 20 59,960 59,670 37,100 43,500 0.369947 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:23226:44503 1 45 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 14 0 226 CAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaCAGTGAGGAGGTGAGGAGGA GGCACTCTGTCTCTGACACC 0 159 25 20 250 20 59,960 60,038 37,100 41,600 0.078141 F 256 TGTCTCCATGGGAGATACATGCTCCAGTGAGGAGGTGAGGAGGAgaggaggaggaggaggaggaggaggagACTGAGAgggggAGGAGAAAGGGCAGATGGAGAGGTTCAGGATGCACTGGCAGTGCCTGAGGGTGGCAGATCTGATGCATGCATAATAACGCATCAACGGAGGCTCAGGAGGACTAATGCTGCCACTCAAGTATAAAGGCAGGGAATGAGTCACCTTCAGGTGTCAGAGACAGAGTGCCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 1 56 207 ACAAGATTCAGCCTCACCGGCTGGACGTTACCGAG ACAAGATTCAGCCTCACCGG GCGAGCTAGGTGAGTTGCAT 87 56 62 20 268 20 60,036 60,461 52,800 39,600 0.496997 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 57 207 ACAAGATTCAGCCTCACCGGCTGGACGTTACCGAG ACAAGATTCAGCCTCACCGG GCGAGCTAGGTGAGTTGCA 87 57 62 20 268 19 60,036 60,080 52,800 40,800 1,115,829 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 58 209 ACAAGATTCAGCCTCACCGGCTGGACGTTACCGAG ACAAGATTCAGCCTCACCGG TTGCGAGCTAGGTGAGTTGC 87 58 62 20 270 20 60,036 60,671 52,800 41,700 0.706556 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 58 270 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACAGGATCCGATTCAAGCGACA TTGCGAGCTAGGTGAGTTGC 148 58 1 20 270 20 59,176 60,671 43,500 41,700 1,494,656 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 56 182 CGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGACGTTACCGAGCAGCTCAAGA GCGAGCTAGGTGAGTTGCAT 62 56 87 20 268 20 60,109 60,461 30,200 39,600 0.570259 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 56 268 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACAGGATCCGATTCAAGCGACA GCGAGCTAGGTGAGTTGCAT 148 56 1 20 268 20 59,176 60,461 43,500 39,600 1,285,096 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 51 171 AGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCAT AGCTCAAGAGTTTCTCCGGC GCGAGCTAGGTGAGTTGCAT 51 56 98 20 268 20 60,037 60,461 61,300 39,600 0.497845 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 51 173 AGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCAT AGCTCAAGAGTTTCTCCGGC TTGCGAGCTAGGTGAGTTGC 51 58 98 20 270 20 60,037 60,671 61,300 41,700 0.707405 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 16 136 CATTCCTCCTCTCACCCAcccccGcccccccccccccctcct CATTCCTCCTCTCACCCACC GCGAGCTAGGTGAGTTGCAT 16 56 133 20 268 20 59,456 60,461 46,100 39,600 1,004,736 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 16 138 CATTCCTCCTCTCACCCAcccccGcccccccccccccctcct CATTCCTCCTCTCACCCACC TTGCGAGCTAGGTGAGTTGC 16 58 133 20 270 20 59,456 60,671 46,100 41,700 1,214,296 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 15 135 ATTCCTCCTCTCACCCAcccccGcccccccccccccctcctc ATTCCTCCTCTCACCCACCC GCGAGCTAGGTGAGTTGCAT 15 56 134 20 268 20 60,622 60,461 46,100 39,600 1,082,849 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:27356:54084 1 169 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 56 268 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACAGGATCCGATTCAAGCGACAT GCGAGCTAGGTGAGTTGCAT 147 56 1 21 268 20 59,586 60,461 30,600 39,600 1,875,168 F 275 AGGATCCGATTCAAGCGACATGTAAAGACAGAGACGGTTAGAGACACAAAGTGAAAGGAGAACAAGATTCAGCCTCACCGGCTGGACGTTACCGAGCAGCTCAAGAGTTTCTCCGGCCCTGATAtttttACTCATTCCTCCTCTCACCCAcccccGcccccccccccccctcctcctcctcctcctcctcctCCCCTACTCCAaataataataaaaaaaaaTaaaaaTTACATCAACACGAAAAGAAAATGCAACTCACCTAGCTCGCAAATGTC

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 1 1 3 0 160 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC TGGGAGAGTCCTCAGCTTCG 0 92 62 21 221 20 59,186 60,968 40,200 37,900 2,782,280 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 0 114 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC GATTCCATGGCCTCAGTCCT 0 46 62 21 175 20 59,186 59,157 40,200 38,500 2,657,028 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 0 117 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC TGTGATTCCATGGCCTCAGT 0 49 62 21 178 20 59,186 59,006 40,200 34,100 2,808,641 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 0 132 ACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTT ACAATTGATTCTTGAGACGTGCT GGGTACTCTTAACAACAATTCAAGA 57 0 3 23 134 25 58,932 57,261 44,000 30,200 11,807,394 A 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 0 133 CACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTCACAATTGATTCTTGAGACGTGCT GGGTACTCTTAACAACAATTCAAGA 57 0 2 24 134 25 60,084 57,261 44,000 30,200 11,823,142 A 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 5 57 285 ACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTT ACAATTGATTCTTGAGACGTGCT TGAAGCACTTCAAGCAGCAAG 57 157 3 23 287 21 58,932 59,664 44,000 40,100 5,403,706 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 5 57 286 CACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTCACAATTGATTCTTGAGACGTGCT TGAAGCACTTCAAGCAGCAAG 57 157 2 24 287 21 60,084 59,664 44,000 40,100 5,419,454 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 5 0 133 CACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTCACAATTGATTCTTGAGACGTGC GGGTACTCTTAACAACAATTCAAGA 58 0 2 23 134 25 58,846 57,261 53,400 30,200 11,893,485 A 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 5 0 226 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC TGAAGCACTTCAAGCAGCAAG 0 157 62 21 287 21 59,186 59,664 40,200 40,100 3,150,204 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 57 285 ACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTT ACAATTGATTCTTGAGACGTGCT TGAAGCACTTCAAGCAGCAA 57 158 3 23 287 20 58,932 58,608 44,000 39,100 5,459,472 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 0 115 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC TGATTCCATGGCCTCAGTCC 0 47 62 21 176 20 59,186 59,452 40,200 38,500 2,362,425 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 0 157 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC GAGAGTCCTCAGCTTCGGAT 0 89 62 21 218 20 59,186 58,601 40,200 41,800 3,213,086 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 0 158 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC GGAGAGTCCTCAGCTTCGGA 0 90 62 21 219 20 59,186 60,682 40,200 45,500 2,495,958 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 6 0 226 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC TGAAGCACTTCAAGCAGCAA 0 158 62 21 287 20 59,186 58,608 40,200 39,100 3,205,971 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:3508:2294_1 1 83 27 9 1 AAC GTTGTTGTTGTTGTTGTTGTTGTTGTT NA 0 0 7 0 225 TGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgTGCACTTGAGCAATCATCACC GAAGCACTTCAAGCAGCAAGA 0 156 62 21 286 21 59,186 59,394 40,200 30,200 3,420,104 F 290 CCACAATTGATTCTTGAGACGTGCTTTTCCCGTTTTCTTCATTGGAAACAGTAATTGAAGATGCACTTGAGCAATCATCACCgttgttgttgttgttgttgttgttgttTCTTGAATTGTTGTTAAGAGTACCCtttttCTCTGCAGTGAGGTTAAGGACTGAGGCCATGGAATCACAAATTGGAGGGTCTAATTCTAATCCGAAGCTGAGGACTCTCCCATTTGGTTTCAAAAGATGATGAGTCCCGTTgggggCAGCATCAATTCTTGCTGCTTGAAGTGCTTCAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:5599:39950_ 1 62 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 1 1 20 ‐50 112 CCTGTCAAccattccattccattccattTCATTCCATtccatccCCTGTCAACCATTCCATTCCA ATGGATGCCAAGATGGATGG 36 ‐50 5 21 66 20 58,194 57,696 35,300 35,100 5,110,656 F 116 TTCCCCTGTCAAccattccattccattccattTCATTCCATtccatccatccaTCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCAT

ST‐E00142:460:H2K7HCCXY:6:2208:5599:39950_ 1 62 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 20 ‐50 113 CCCTGTCAAccattccattccattccattTCATTCCATtccat CCCTGTCAACCATTCCATTCCA ATGGATGCCAAGATGGATGG 36 ‐50 4 22 66 20 60,557 57,696 35,300 35,100 4,861,450 F 116 TTCCCCTGTCAAccattccattccattccattTCATTCCATtccatccatccaTCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCAT

ST‐E00142:460:H2K7HCCXY:6:2208:5599:39950_ 1 62 35 7 1 AATGG TCCATTCCATTCCATTCCATTCCATTCCATTCCAT NA 0 0 20 ‐50 113 CCCTGTCAAccattccattccattccattTCATTCCATtccat CCCTGTCAACCATTCCATTCC ATGGATGCCAAGATGGATGG 37 ‐50 4 21 66 20 58,897 57,696 30,100 35,100 4,406,799 F 116 TTCCCCTGTCAAccattccattccattccattTCATTCCATtccatccatccaTCTTGGCAtccattccattccattccattccattccattccatCCATCCATCTTGGCATCCAT

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 3 6 112 CGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGCGTACATGGCCACTCCGTAA CCTGGCTGCAGTATGAGCA 46 6 63 20 174 19 59,826 59,777 31,800 42,600 1,396,596 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 48 159 AAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTAAGTCGTACATGGCCACTCC CTTCGTCGAGCTGATGGGAC 50 48 59 20 217 20 59,751 60,527 38,500 44,600 0.775922 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 48 193 GACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAA GACAAAGTCCAGCTCCTCGG CTTCGTCGAGCTGATGGGAC 84 48 25 20 217 20 60,390 60,527 46,300 44,600 0.916996 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 48 194 TGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGA TGACAAAGTCCAGCTCCTCG CTTCGTCGAGCTGATGGGAC 85 48 24 20 217 20 59,682 60,527 46,300 44,600 0.844965 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 48 197 CCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCCCCTGACAAAGTCCAGCTCC CTTCGTCGAGCTGATGGGAC 88 48 21 20 217 20 60,322 60,527 47,000 44,600 0.848533 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 46 155 CGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGCGTACATGGCCACTCCGTAA CTTCGTCGAGCTGATGGGAC 46 48 63 20 217 20 59,826 60,527 31,800 44,600 0.700459 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 41 150 ATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcct ATGGCCACTCCGTAAATCCG CTTCGTCGAGCTGATGGGAC 41 48 68 20 217 20 60,179 60,527 41,800 44,600 0.705581 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 29 138 TAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcc TAAATCCGTGGCGCTGTTGA CTTCGTCGAGCTGATGGGAC 29 48 80 20 217 20 60,321 60,527 31,800 44,600 0.847382 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 30 139 GTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtc GTAAATCCGTGGCGCTGTTG CTTCGTCGAGCTGATGGGAC 30 48 79 20 217 20 60,179 60,527 33,300 44,600 0.705724 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 88 253 CCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCCCCTGACAAAGTCCAGCTCC GAGCCCGGCTGGTTCGAG 88 106 21 20 273 18 60,322 62,822 47,000 40,400 5,143,597 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 85 250 TGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGA TGACAAAGTCCAGCTCCTCG GAGCCCGGCTGGTTCGAG 85 106 24 20 273 18 59,682 62,822 46,300 40,400 5,140,029 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 84 249 GACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAA GACAAAGTCCAGCTCCTCGG GAGCCCGGCTGGTTCGAG 84 106 25 20 273 18 60,390 62,822 46,300 40,400 5,212,061 B 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:5842:39809_ 1 129 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 17 126 GCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctGCTGTTGACTCCTCCTCGTC CTTCGTCGAGCTGATGGGAC 17 48 92 20 217 20 60,109 60,527 42,000 44,600 0.635563 F 278 CGTGACCCTGATACGCTCGCCCCTGACAAAGTCCAGCTCCTCGGGCTCCAGTGCCCGAAAGTCGTACATGGCCACTCCGTAAATCCGTGGCGCTGTTGActcctcctcGTCATCTtcctcctccACACcctcctcctcctcctcctcctCGCAGCTGCTCATACTGCAGCCAGGCCCTGTCTCAGGGGTCTGCAGGGGTCCCATCAGCTCGACGAAGCCCTCGGGGAAGATGCCCCGCCTGCCCTCCAGCTCGCCCTCGAACCAGCCGGGCTCGGGCA

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 1 1 5 51 207 AAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTG AAGAGGTGGGACTGAGTCTT AGCTCATGTGGCTATCTGTTTCT 57 51 4 20 210 23 57,593 59,800 30,100 25,200 5,606,848 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 5 51 208 AAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCT AAAGAGGTGGGACTGAGTCT AGCTCATGTGGCTATCTGTTTCT 58 51 3 20 210 23 57,593 59,800 32,400 25,200 5,606,848 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 5 51 208 AAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCT AAAGAGGTGGGACTGAGTCTT AGCTCATGTGGCTATCTGTTTCT 57 51 3 21 210 23 58,304 59,800 30,100 25,200 5,895,093 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 5 3 120 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCAA CCCTTCAAAGTTCAGGTGTTGT 18 3 42 21 161 22 59,033 58,976 41,200 33,200 4,990,898 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 6 19 168 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCA GCTCATGTGGCTATCTGTTTCT 19 51 42 20 209 22 58,373 58,460 53,600 25,200 5,166,290 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 6 19 169 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCA AGCTCATGTGGCTATCTGTTTCT 19 51 42 20 210 23 58,373 59,800 53,600 25,200 4,826,194 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 6 19 169 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCA AGCTCATGTGGCTATCTGTTTC 19 52 42 20 210 22 58,373 58,460 53,600 27,800 5,166,290 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 6 4 121 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCA ACCCTTCAAAGTTCAGGTGTTG 19 4 42 20 162 22 58,373 58,976 53,600 33,300 4,650,519 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:11556:69607 1 81 56 14 1 AAAT AAATAAATAAATAAATAAATAAATAAATAAATAAATNA 0 0 6 3 120 CAACCTAACATGTTGGCCCaaaaaGATCAGCAAGAT CAACCTAACATGTTGGCCCA CCCTTCAAAGTTCAGGTGTTGT 19 3 42 20 161 22 58,373 58,976 53,600 33,200 4,650,519 F 238 GAAAAGAGGTGGGACTGAGTCTTAAGATGAATTCTCTGTCCCAACCTAACATGTTGGCCCaaaaaGATCAGCAAGATTTAaaataaataaataaataaataaataaataaataaataaataaataaataaataaatAAAACAACACCTGAACTTTGAAGGGtttttGGTGAAACACCACATGTCTCTAGAAACAGATAGCCACATGAGCTTTATACACTTATCTTTCGTTACATTGAG

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 59 193 AAAGGTAGACTTGGCCAAGGGGCAGGAGACAACA AAAGGTAGACTTGGCCAAGGG GTCCTCGGCTAGCAAGGAAG 59 72 25 21 217 20 59,924 60,179 39,500 34,600 1,254,633 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 59 192 AAGGTAGACTTGGCCAAGGGGCAGGAGACAACAT AAGGTAGACTTGGCCAAGGG GTCCTCGGCTAGCAAGGAAG 59 72 26 20 217 20 59,301 60,179 39,500 34,600 0.877915 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 50 170 AAGGTAGACTTGGCCAAGGGGCAGGAGACAACAT AAGGTAGACTTGGCCAAGGG GAGGTGGGCCACGAAAGTTA 59 50 26 20 195 20 59,301 59,964 39,500 22,400 0.734557 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 40 151 GGCAGGAGACAACATGTGGGGCTCTGACGTGTGG GGCAGGAGACAACATGTGGG GAGGTGGGCCACGAAAGTTA 40 50 45 20 195 20 60,962 59,964 46,100 22,400 0.998095 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 122 GGCAGGAGACAACATGTGGGGCTCTGACGTGTGG GGCAGGAGACAACATGTGGG TGGAAGTACGGACTCTGCTC 40 21 45 20 166 20 60,962 58,825 46,100 42,600 2,137,139 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 0 120 AAGGTAGACTTGGCCAAGGGGCAGGAGACAACAT AAGGTAGACTTGGCCAAGGG AGAAAGTCCCAACTCCTCCC 59 0 26 20 145 20 59,301 58,637 39,500 43,000 2,062,064 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 59 190 AAGGTAGACTTGGCCAAGGGGCAGGAGACAACAT AAGGTAGACTTGGCCAAGGG CCTCGGCTAGCAAGGAAGTG 59 70 26 20 215 20 59,301 60,461 39,500 31,600 1,159,805 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 59 186 AAGGTAGACTTGGCCAAGGGGCAGGAGACAACAT AAGGTAGACTTGGCCAAGGG GGCTAGCAAGGAAGTGGAGG 59 66 26 20 211 20 59,301 60,107 39,500 43,000 0.806277 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:13890:32830 1 105 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 20 121 GGCAGGAGACAACATGTGGGGCTCTGACGTGTGG GGCAGGAGACAACATGTGGG GGAAGTACGGACTCTGCTCA 40 20 45 20 165 20 60,962 58,825 46,100 42,600 2,137,139 F 239 ATGCTACTCCATGTGCATTTGTGCAAAGGTAGACTTGGCCAAGGGGCAGGAGACAACATGTGGGGCTCTGACGTGTGGGGTGGCGCTggggggTggggggCGGGggtggtggtggtggtggtggtGGGAGGAGTTGGGACTTTCTTGAGCAGAGTCCGTACTTCCATTTTATCCTTAACTTTCGTGGCCCACCTCCACTTCCTTGCTAGCCGAGGACTGGAGAGCACTTTGTTGCACTT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 1 1 4 40 163 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC TGCCACTGTGGAGGGTCTAT 40 56 20 20 182 20 59,674 60,253 38,600 19,800 0.578960 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 40 169 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC TTTCACTGCCACTGTGGAGG 40 62 20 20 188 20 59,674 60,179 38,600 43,000 0.505284 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 40 173 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC GCCATTTCACTGCCACTGTG 40 66 20 20 192 20 59,674 60,039 38,600 36,600 0.365156 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 40 217 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC ACTAATGTAACGTGCATCCCATG 40 107 20 20 236 23 59,674 59,123 38,600 36,600 4,203,177 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 4 40 217 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC ACTAATGTAACGTGCATCCCA 40 109 20 20 236 21 59,674 57,380 38,600 43,700 3,946,691 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 6 39 216 TGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGCT ACTAATGTAACGTGCATCCCA 39 109 21 20 236 21 60,764 57,380 37,400 43,700 4,384,796 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 6 12 119 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC GCATTTGGGAGCATTGTGGG 40 12 20 20 138 20 59,674 60,108 38,600 46,100 0.434305 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 6 9 116 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC TTTGGGAGCATTGTGGGTGT 40 9 20 20 135 20 59,674 60,106 38,600 41,600 0.432024 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:14468:72930 1 80 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NA 0 0 6 4 111 ATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCATGGGTGTGTCCAGAGAAGC GAGCATTGTGGGTGTGTGTG 40 4 20 20 130 20 59,674 59,688 38,600 38,200 0.638053 F 236 AACTAAAATTCTCAGAATAATGGgtgtgtCCAGAGAAGCTAGCTATCCTGAATAGCAAGCGAAGCAACCCCACTGCCTCccaccaccaccaccaccaccaccaccacccccacacacacCCACAATGCTCCCAAATGCTAAAGGAATAAATAATTCCTACAAATAGACCCTCCACAGTGGCAGTGAAATGGCCACAGCCTATAAGATACAAAGCATGGGATGCACGTTACATTAGT

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 1 1 12 36 162 ACATGCTGACATTGTATTTCAGACATGAGAAAACTGACATGCTGACATTGTATTTCAGACA AGGATCAATTTGAAGGTATCGGAA 36 49 27 25 188 24 59,293 57,999 34,100 43,000 11,708,282 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 12 8 130 ACTGCTTAAACTGCCAAACCAATTATGCCctttctttctt ACTGCTTAAACTGCCAAACCA AGGATCAATTTGAAGGTATCGGAA 8 49 59 21 188 24 58,616 57,999 36,700 43,000 8,385,304 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 13 36 162 ACATGCTGACATTGTATTTCAGACATGAGAAAACTGACATGCTGACATTGTATTTCAGACA AGGATCAATTTGAAGGTATCGGA 36 50 27 25 188 23 59,293 57,370 34,100 45,500 11,337,248 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 13 33 159 TGCTGACATTGTATTTCAGACATGAGAAAACTGCTT TGCTGACATTGTATTTCAGACATGA AGGATCAATTTGAAGGTATCGGA 33 50 30 25 188 23 59,061 57,370 30,700 45,500 11,569,711 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 13 8 130 ACTGCTTAAACTGCCAAACCAATTATGCCctttctttctt ACTGCTTAAACTGCCAAACCA AGGATCAATTTGAAGGTATCGGA 8 50 59 21 188 23 58,616 57,370 36,700 45,500 8,014,270 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 14 51 190 TGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGAGTGTGATGGTCTGTATAAATTACA TTTAAGGATCAATTTGAAGGTATCGG 58 51 3 27 192 26 58,464 57,779 24,100 41,800 16,756,930 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 14 8 131 ACTGCTTAAACTGCCAAACCAATTATGCCctttctttctt ACTGCTTAAACTGCCAAACCA AAGGATCAATTTGAAGGTATCGGA 8 50 59 21 189 24 58,616 57,999 36,700 45,500 8,385,304 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 15 50 190 TGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGAGTGTGATGGTCTGTATAAATTAC TTTAAGGATCAATTTGAAGGTATCGGA 59 50 3 26 192 27 57,058 58,950 18,900 45,500 16,992,663 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

ST‐E00142:460:H2K7HCCXY:6:2209:1468:49707_ 1 88 28 7 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTT NA 0 0 15 50 190 TGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGAGTGTGATGGTCTGTATAAATTACA TTTAAGGATCAATTTGAAGGTATCGGA 58 50 3 27 192 27 58,464 58,950 24,100 45,500 16,586,500 B 245 AATGAGTGTGATGGTCTGTATAAATTACATGCTGACATTGTATTTCAGACATGAGAAAACTGCTTAAACTGCCAAACCAATTATGCCctttctttctttctttctttctttctttCATGTgagagaTTTCAAATCATTATAAATGTTAATAACCTTGTATTATCTTCCGATACCTTCAAATTGATCCTTAAATACCTTCAAATTGATGATTGAAAAGCCTTGATTTTAAAGGAACCAAGTAGGAC

Ctaur23 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 4 51 250 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGTGCAGTCCTTTAATCAAATGCT AGCGCAGTAATTCTGGCAGT 51 119 1 24 250 20 59,231 60,036 37,900 44,000 4,804,978 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 50 249 GTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGTGCAGTCCTTTAATCAAATGCTG AGCGCAGTAATTCTGGCAGT 50 119 2 24 250 20 59,139 60,036 44,100 44,000 4,896,917 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 49 248 TGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGTGCAGTCCTTTAATCAAATGCTGA AGCGCAGTAATTCTGGCAGT 49 119 3 24 250 20 59,234 60,036 42,600 44,000 4,802,383 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 3 95 AATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcct AATTCCCTGCCTTGTCGTCA ATCCACTCTTTCTGGCTGGG 3 16 53 20 147 20 59,600 59,377 43,500 44,500 1,022,878 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 3 198 AATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcct AATTCCCTGCCTTGTCGTCA AGCGCAGTAATTCTGGCAGT 3 119 53 20 250 20 59,600 60,036 43,500 44,000 0.436223 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 2 197 ATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctccATTCCCTGCCTTGTCGTCAT AGCGCAGTAATTCTGGCAGT 2 119 54 20 250 20 59,379 60,036 30,600 44,000 0.656566 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 1 93 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC ATCCACTCTTTCTGGCTGGG 1 16 55 20 147 20 60,036 59,377 29,200 44,500 0.659053 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 1 94 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC AATCCACTCTTTCTGGCTGGG 1 16 55 20 148 21 60,036 59,995 29,200 44,500 1,041,603 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 1 149 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC ACAATTTCTTGGCTGGATCATCC 1 69 55 20 203 23 60,036 59,297 29,200 35,100 3,739,440 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 1 196 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC AGCGCAGTAATTCTGGCAGT 1 119 55 20 250 20 60,036 60,036 29,200 44,000 0.072398 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 5 1 146 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC ATTTCTTGGCTGGATCATCCA 1 68 55 20 200 21 60,036 57,325 29,200 34,100 3,711,736 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:14976:4368_ 1 76 36 12 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 5 1 148 TTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcct TTCCCTGCCTTGTCGTCATC CAATTTCTTGGCTGGATCATCCA 1 68 55 20 202 23 60,036 59,297 29,200 34,100 3,738,936 A 258 AGTGCAGTCCTTTAATCAAATGCTGAAAATGAGTTCAGGAATTAGCTTCTAAAATTCCCTGCCTTGTCGTCATCTtcctcctcctcctcctcctcctcctcctcctcctccTCTTTCTCCACCACACCCCAGCCAGAAAGAGTGGATTGACTGATCTGAAAATGTAATTGCTTTCTTCATGGATGATCCAGCCAAGAAATTGTCAAACTGAGATACCAGTTTGATGATATACTGCCAGAATTACTGCGCTAGAGATCT

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 4 1 100 GGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGGGGTTACTGAAAGCTGGCGA TCTTCCACTCAGCTCCTCCA 35 1 47 20 146 20 60,321 59,885 55,400 38,600 0.436450 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 1 124 TCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAATCTACACTGCTGCCTGAACG TCTTCCACTCAGCTCCTCCA 59 1 23 20 146 20 60,038 59,885 39,500 38,600 0.153403 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 1 140 AGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGAGCAGTTGGCCAGCAATCTA TCTTCCACTCAGCTCCTCCA 75 1 7 20 146 20 59,671 59,885 19,800 38,600 0.444412 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 1 143 TTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGATTGAGCAGTTGGCCAGCAAT TCTTCCACTCAGCTCCTCCA 78 1 4 20 146 20 60,829 59,885 35,600 38,600 0.943914 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 123 TCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAATCTACACTGCTGCCTGAACG CTTCCACTCAGCTCCTCCAC 59 0 23 20 145 20 60,038 59,751 39,500 40,200 0.287094 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 142 TTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGATTGAGCAGTTGGCCAGCAAT CTTCCACTCAGCTCCTCCAC 78 0 4 20 145 20 60,829 59,751 35,600 40,200 1,077,605 A 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 75 224 AGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGAGCAGTTGGCCAGCAATCTA ACCCAGGTGTTCTGCTCAAG 75 85 7 20 230 20 59,671 59,891 19,800 30,200 0.438603 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 59 208 TCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAATCTACACTGCTGCCTGAACG ACCCAGGTGTTCTGCTCAAG 59 85 23 20 230 20 60,038 59,891 39,500 30,200 0.147593 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 36 185 AGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGAGGGTTACTGAAAGCTGGCG ACCCAGGTGTTCTGCTCAAG 36 85 46 20 230 20 60,322 59,891 56,900 30,200 0.430995 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 5 35 184 GGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGGGGTTACTGAAAGCTGGCGA ACCCAGGTGTTCTGCTCAAG 35 85 47 20 230 20 60,321 59,891 55,400 30,200 0.430641 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 59 209 TCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAATCTACACTGCTGCCTGAACG CACCCAGGTGTTCTGCTCAA 59 86 23 20 231 20 60,038 60,179 39,500 30,200 0.217272 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15097:55702 1 102 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 3 126 TCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAATCTACACTGCTGCCTGAACG GCTCTTCCACTCAGCTCCTC 59 3 23 20 148 20 60,038 59,824 39,500 37,100 0.213782 F 231 CTTTTGAGCAGTTGGCCAGCAATCTACACTGCTGCCTGAACGGCCAGGGTTACTGAAAGCTGGCGACTATGAAGAATCAGGACAAGATCAATGGAGAGGAAgaggaggaggaggaggaggaggagGTGGAGGAGCTGAGTGGAAGAGcccccAGATTGACGGTGGACGGACAGCGGAGCCTGAGCAGAAAATTGTCTGGACAAAAGTCGCCTTGAGCAGAACACCTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 6 20 104 CTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAG CTGAACCCGGCAGGCTCC CCAGGATCTAGACTGTGGCC 22 20 13 18 116 20 62,785 59,244 47,000 53,600 5,541,138 B 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 19 103 CTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAG CTGAACCCGGCAGGCTCC CAGGATCTAGACTGTGGCCC 22 19 13 18 115 20 62,785 59,244 47,000 58,000 5,541,138 B 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 10 173 CAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaCAGGCTCCCTGTCACTCTCT GGGTGGCATTTAAACCGGG 10 100 23 20 195 19 60,614 59,105 31,000 57,300 2,508,927 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 9 172 AGGCTCCCTGTCActctctGCCCCAGGCTggaggaggag AGGCTCCCTGTCACTCTCTG GGGTGGCATTTAAACCGGG 9 100 24 20 195 19 60,614 59,105 33,500 57,300 2,508,927 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 8 170 GCTCCCTGTCActctctGCCCCAGGCTggaggaggaggagGCTCCCTGTCACTCTCTGC GGGTGGCATTTAAACCGGG 8 100 26 19 195 19 59,782 59,105 42,600 57,300 3,112,291 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 21 105 CTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAG CTGAACCCGGCAGGCTCC GCCAGGATCTAGACTGTGGC 22 21 13 18 117 20 62,785 59,894 47,000 50,100 4,891,231 B 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 10 95 CAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaCAGGCTCCCTGTCACTCTCT GCCAGGATCTAGACTGTGGC 10 21 23 20 117 20 60,614 59,894 31,000 50,100 0.720193 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 9 94 AGGCTCCCTGTCActctctGCCCCAGGCTggaggaggag AGGCTCCCTGTCACTCTCTG GCCAGGATCTAGACTGTGGC 9 21 24 20 117 20 60,614 59,894 33,500 50,100 0.720193 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:16143:23618 1 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 8 92 GCTCCCTGTCActctctGCCCCAGGCTggaggaggaggagGCTCCCTGTCACTCTCTGC GCCAGGATCTAGACTGTGGC 8 21 26 19 117 20 59,782 59,894 42,600 50,100 1,323,558 F 210 GGGGCGGGCAGGCTGAACCCGGCAGGCTCCCTGTCActctctGCCCCAGGCTggaggaggaggaggaggaggaggaGGGTGGGGTGGGAAACCCGGGGCCACAGTCTAGATCCTGGCAAATGTGGGGCTCGGGCCTGGCTGCCCCTGAGCCCGGCCGGGGAGGCTAGGGccccccccccGGTTTAAATGCCAcccccccccccccGTTTA

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 2 12 113 TCTGAATGCAGACAACAGTCCATAGACTCAGCCCca TCTGAATGCAGACAACAGTCCA GCGAGGAAGAGACCAGACAT 12 38 115 22 227 20 59,895 59,179 40,200 30,600 2,925,493 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 3 12 121 TCTGAATGCAGACAACAGTCCATAGACTCAGCCCca TCTGAATGCAGACAACAGTCCA AAGAGAGGGCGAGGAAGAGA 12 46 115 22 235 20 59,895 59,667 40,200 31,000 2,437,933 F 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 58 201 GCCAATCGCTTACCTGGTTCCCTGCGATACCATACT GCCAATCGCTTACCTGGTTC AAGACTGATTGTGGACCCGG 58 82 71 20 271 20 59,267 59,675 36,200 57,300 1,058,093 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 45 152 CTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAACTGGTTCCCTGCGATACCAT AAGAGAGGGCGAGGAAGAGA 45 46 84 20 235 20 59,530 59,667 35,500 31,000 0.803229 F 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 45 188 CTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAACTGGTTCCCTGCGATACCAT AAGACTGATTGTGGACCCGG 45 82 84 20 271 20 59,530 59,675 35,500 57,300 0.794860 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 4 15 116 TCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCTCCTCTGAATGCAGACAACAGT GCGAGGAAGAGACCAGACAT 15 38 112 22 227 20 59,630 59,179 35,500 30,600 3,190,732 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 45 175 CTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAACTGGTTCCCTGCGATACCAT GACCCGGTGGCTTAAACGAA 45 69 84 20 258 20 59,530 60,603 35,500 38,500 1,073,356 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 45 186 CTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAACTGGTTCCCTGCGATACCAT GACTGATTGTGGACCCGGTG 45 80 84 20 269 20 59,530 60,674 35,500 49,400 1,143,562 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 20 121 TGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTTGGTTTCCTCTGAATGCAGACA GCGAGGAAGAGACCAGACAT 20 38 107 22 227 20 59,894 59,179 34,100 30,600 2,927,209 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 6 20 129 TGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTTGGTTTCCTCTGAATGCAGACA AAGAGAGGGCGAGGAAGAGA 20 46 107 22 235 20 59,894 59,667 34,100 31,000 2,439,650 F 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 8 54 197 ATCGCTTACCTGGTTCCCTGCGATACCATACTTGGT ATCGCTTACCTGGTTCCCTG AAGACTGATTGTGGACCCGG 54 82 75 20 271 20 59,458 59,675 44,500 57,300 0.866806 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 8 50 193 CTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTTACCTGGTTCCCTGCGAT AAGACTGATTGTGGACCCGG 50 82 79 20 271 20 59,458 59,675 45,800 57,300 0.866806 B 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 8 45 170 CTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAACTGGTTCCCTGCGATACCAT GGTGGCTTAAACGAACGCAA 45 64 84 20 253 20 59,530 59,692 35,500 48,500 0.778293 F 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:1925:35449_ 1 149 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 8 12 139 TCTGAATGCAGACAACAGTCCATAGACTCAGCCCca TCTGAATGCAGACAACAGTCCA GGTGGCTTAAACGAACGCAA 12 64 115 22 253 20 59,895 59,692 40,200 48,500 2,412,997 F 278 CCTTACAGTTACCaaaaaTTTGTACCCGtttttAAACGATAAATGAGCAAAACGACCAAAATACTCAGTAGCCAATCGCTTACCTGGTTCCCTGCGATACCATACTTGGTTTCCTCTGAATGCAGACAACAGTCCATAGACTCAGCCCcagcagcagcagcagcagcagCACCGGGTCACCCctctctTGTGCTCTTTGAAGCCTCTATGTCTGGTCTCTTCCTCGCCctctctTGCGTTCGTTTAAGCCACCGGGTCCACAATCAGTCTTGcccccc

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 1 1 8 3 136 CTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgCTCACGTGCCTGTCTGTCTA GGAGAAAGCAGAGATACAAATAGACA 3 51 46 20 181 26 59,118 58,731 25,900 34,100 8,150,382 B 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 9 3 136 CTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgCTCACGTGCCTGTCTGTCTA GGAGAAAGCAGAGATACAAATAGACAG 3 50 46 20 181 27 59,118 59,562 25,900 35,100 8,319,658 B 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 45 198 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctc TCTCCAAGTGTGTGTATTTGTGT GGGAGAGAGTGAGAGAGGGA 45 74 1 23 198 20 58,224 59,077 37,200 42,000 5,699,706 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 43 196 TCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCAAGTGTGTGTATTTGTGTCT GGGAGAGAGTGAGAGAGGGA 43 74 3 23 198 20 58,224 59,077 34,100 42,000 5,699,706 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 43 197 TCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCAAGTGTGTGTATTTGTGTCT AGGGAGAGAGTGAGAGAGGG 43 75 3 23 199 20 58,224 59,074 34,100 43,000 5,702,642 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 12 162 tctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtc TCTCTCTTCCTCACGTGCCT GGGAGAGAGTGAGAGAGGGA 12 74 37 20 198 20 60,251 59,077 47,500 42,000 1,174,743 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 11 161 ctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtct CTCTCTTCCTCACGTGCCTG GGGAGAGAGTGAGAGAGGGA 11 74 38 20 198 20 60,109 59,077 48,500 42,000 1,032,255 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 11 162 ctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtct CTCTCTTCCTCACGTGCCTG AGGGAGAGAGTGAGAGAGGG 11 75 38 20 199 20 60,109 59,074 48,500 43,000 1,035,191 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 10 1 90 ctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtct CTCTCTTCCTCACGTGCCTG CAAACAAATGGACAAACAGGCA 11 1 38 20 127 22 60,109 58,470 48,500 47,500 3,638,431 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 11 1 91 ctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtct CTCTCTTCCTCACGTGCCTG ACAAACAAATGGACAAACAGGCA 11 1 38 20 128 23 60,109 60,056 48,500 47,500 3,164,428 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 11 1 92 tctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtc TCTCTCTTCCTCACGTGCCT ACAAACAAATGGACAAACAGGCA 12 1 37 20 128 23 60,251 60,056 47,500 47,500 3,306,916 F 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:29789 1 69 36 9 1 ACAG CTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NA 0 0 11 0 134 CACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtc CACGTGCCTGTCTGTCTATCA GGAGAAAGCAGAGATACAAATAGACA 0 51 48 21 181 26 59,798 58,731 21,500 34,100 8,470,934 B 199 TCTCCAAgtgtgtgtATTTGTGTCTATGGACCTCTAtctctcTTCCTCACGTGCCTGTCTGTCTATCActgtctgtctgtctgtctgtctgtctgtctgtctgtCTGCCTGTTTGTCCATTTGTTTGTCTGtctatctatctatctaCTTATCTCTGTCTATTTGTATCTCTGCTTTCTCCctctctCActctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 2 20 141 ATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTATGAGTGGAGCTGTTTGGCG CCAGCAGCATTTCCCGTGTA 51 20 140 20 280 20 60,957 60,676 56,900 29,000 1,633,861 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 20 142 AATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTAATGAGTGGAGCTGTTTGGC CCAGCAGCATTTCCCGTGTA 52 20 139 20 280 20 58,749 60,676 45,200 29,000 1,927,717 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 20 246 TGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCA TGAGGCTGGGCTCTGTTTAC CCAGCAGCATTTCCCGTGTA 156 20 35 20 280 20 59,675 60,676 20,100 29,000 1,001,409 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 20 247 GTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCGTGAGGCTGGGCTCTGTTTA CCAGCAGCATTTCCCGTGTA 157 20 34 20 280 20 59,675 60,676 20,100 29,000 1,001,409 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 20 143 GAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATG GAATGAGTGGAGCTGTTTGGC CCAGCAGCATTTCCCGTGTA 52 20 138 21 280 20 59,799 60,676 45,200 29,000 1,877,414 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 20 245 GAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGAGGCTGGGCTCTGTTTACA CCAGCAGCATTTCCCGTGTA 155 20 36 20 280 20 59,675 60,676 24,100 29,000 1,001,409 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 3 19 139 TGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTGAGTGGAGCTGTTTGGCG CAGCAGCATTTCCCGTGTAA 51 19 141 19 279 20 60,598 58,836 56,900 24,100 2,762,265 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 20 121 GGGCGGCTGATGTTTCTcccccccccccGCCCTGCGAT GGGCGGCTGATGTTTCTCC CCAGCAGCATTTCCCGTGTA 32 20 160 19 280 20 61,115 60,676 37,100 29,000 2,791,757 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 20 120 GGCGGCTGATGTTTCTcccccccccccGCCCTGCGATC GGCGGCTGATGTTTCTCCC CCAGCAGCATTTCCCGTGTA 31 20 161 19 280 20 61,115 60,676 43,000 29,000 2,791,757 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 20 229 TACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGT TACATCCACACAGCGCTTCA CCAGCAGCATTTCCCGTGTA 139 20 52 20 280 20 59,680 60,676 30,200 29,000 0.996517 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 20 227 CATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGC CATCCACACAGCGCTTCAAG CCAGCAGCATTTCCCGTGTA 137 20 54 20 280 20 59,833 60,676 30,200 29,000 0.843936 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:26666:31687 1 211 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 20 228 ACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTG ACATCCACACAGCGCTTCAA CCAGCAGCATTTCCCGTGTA 138 20 53 20 280 20 60,535 60,676 26,900 29,000 1,211,343 F 290 TCGGGCTCCCATCCGGCTGCCCActctctGAGTGTGAGGCTGGGCTCTGTTTACATCcacacaGCGCTTCAAGCTCTGGGCGGGAGTGCTCACTAGgtgtgtgtTACCTTACTCCATGTTGTAGCCAACAGCCATTTGAATGAGTGGAGCTGTTTGGCGGGGCGGCTGATGTTTCTcccccccccccGCCCTGCGATCTCCTcccccccccctcctcctcctcctcctcctcctcctcctCTCTCCCCGGGCTTTTGTTTTACACGGGAAATGCTGCTGGCTGCCGGTCT

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 1 1 20 ‐5 171 GGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaGGTGGAAGGAAGGGTGGAAG ATTTGCTCGCCTCATCCCTC ‐5 4 16 20 174 20 59,962 60,179 34,600 43,000 0.217344 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐5 191 GGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaGGTGGAAGGAAGGGTGGAAG TCTCTTCCTCTGGAGCCTCC ‐5 24 16 20 194 20 59,962 60,033 34,600 43,000 0.070925 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC
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ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐5 246 GGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaGGTGGAAGGAAGGGTGGAAG ACCTGATAGCATGAGCATCTCA ‐5 77 16 20 249 22 59,962 59,029 34,600 32,700 3,008,950 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐6 170 GTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaag GTGGAAGGAAGGGTGGAAGG ATTTGCTCGCCTCATCCCTC ‐6 4 17 20 174 20 59,962 60,179 34,600 43,000 0.217344 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐6 190 GTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaag GTGGAAGGAAGGGTGGAAGG TCTCTTCCTCTGGAGCCTCC ‐6 24 17 20 194 20 59,962 60,033 34,600 43,000 0.070925 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐6 214 GTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaag GTGGAAGGAAGGGTGGAAGG CTGCCTCGTTTGGACCATCT ‐6 48 17 20 218 20 59,962 60,036 34,600 29,000 0.074320 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐6 245 GTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaag GTGGAAGGAAGGGTGGAAGG ACCTGATAGCATGAGCATCTCA ‐6 77 17 20 249 22 59,962 59,029 34,600 32,700 3,008,950 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐7 189 TGGAAGGAAGGGTGGAAGGAAGGGTggaaggaagg TGGAAGGAAGGGTGGAAGGA TCTCTTCCTCTGGAGCCTCC ‐7 24 18 20 194 20 60,104 60,033 33,600 43,000 0.136758 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:27377:39071 1 31 120 16 1.5 AAGG GGAAGGAAGGAAGGAAGGGTGGAAGGAAGGAAGNA 0 0 20 ‐7 244 TGGAAGGAAGGGTGGAAGGAAGGGTggaaggaagg TGGAAGGAAGGGTGGAAGGA ACCTGATAGCATGAGCATCTCA ‐7 77 18 20 249 22 60,104 59,029 33,600 32,700 3,074,783 B 251 AAGGGTGGAAGGAAGGGTGGAAGGAAGGGTggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaGGGTggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaGAAGGAGGGATGAGGCGAGCAAATGGAGGCTCCAGAGGAAGAGACCATAGATGGTCCAAACGAGGCAGGTGTTCACATGAGATGCTCATGCTATCAGGTTC

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 1 1 16 7 147 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGG GGGAGAGGGAGAGGGAGC CGCACTACAGATCCCTCTCC 36 7 1 18 147 20 60,123 59,329 47,000 37,100 2,794,284 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 0 0 16 6 146 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGG GGGAGAGGGAGAGGGAGC GCACTACAGATCCCTCTCCC 36 6 1 18 146 20 60,123 58,955 47,000 43,000 3,167,644 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 0 0 18 3 116 GGAGATGGAGAGGGAGAGGGAGCgggagagggaga GGAGATGGAGAGGGAGAGGG CGCACTACAGATCCCTCTCC 3 7 32 20 147 20 60,179 59,329 43,000 37,100 0.850186 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 0 0 18 1 111 GGGAGATGGAGAGGGAGAGGGAGCgggagagggag GGGAGATGGAGAGGGAGAGG ACAGATCCCTCTCCCTCTCC 4 1 31 20 141 20 60,179 59,439 36,900 37,100 0.739623 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 0 0 18 0 111 CGGGAGATGGAGAGGGAGAGGGAGCgggagaggga CGGGAGATGGAGAGGGAGAG CAGATCCCTCTCCCTCTCCC 5 0 30 20 140 20 60,539 60,179 32,000 43,000 0.718373 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:28869:63032 1 55 66 7 1.5 AGAGGG GGGAGAGGGAGAGGGAGAGGGAGAGGGAGAGG NA 0 0 18 ‐7 140 GGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGGAGAGGGAGCGGGAGAG CGCACTACAGATCCCTCTCC ‐7 7 44 18 147 20 60,521 59,329 32,000 37,100 3,191,992 B 149 GGGAGAGGGAGAGGGAGCGGGAGAGGGAGCGGGAGATGGAGAGGGAGAGGGAGCgggagagggagagggagagggagagggagagggagagggagaGAGAGCgggagtgggagtgggagtGGGAGAGGGAGAGGGATCTGTAGTGCGAG

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 6 6 106 cAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctCAGAGCTCTTCCCTCCTCCC GGTCTAGCTCTCCTCCTCCG 6 39 109 20 214 20 61,048 60,536 43,000 46,300 1,584,620 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 6 107 cAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctCAGAGCTCTTCCCTCCTCCC GGGTCTAGCTCTCCTCCTCC 6 40 109 20 215 20 61,048 60,179 43,000 43,000 1,227,132 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 6 130 GAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcc GAGCTCTTCCCTCCTCCC CTCCGCCATGTTGTGCCC 6 67 111 18 240 18 58,036 61,443 43,000 53,600 7,407,153 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 6 163 cAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctCAGAGCTCTTCCCTCCTCCC ACGACTTGTGCTTGCTCTCC 6 96 109 20 271 20 61,048 60,601 43,000 37,100 1,649,471 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 6 164 cAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctCAGAGCTCTTCCCTCCTCCC GACGACTTGTGCTTGCTCTC 6 97 109 20 272 20 61,048 59,213 43,000 32,000 1,835,343 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 97 269 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATT GACGACTTGTGCTTGCTCTC 112 97 4 19 272 20 60,154 59,213 33,400 32,000 1,940,732 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 96 268 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATT ACGACTTGTGCTTGCTCTCC 112 96 4 19 271 20 60,154 60,601 33,400 37,100 1,754,859 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 40 212 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATT GGGTCTAGCTCTCCTCCTCC 112 40 4 19 215 20 60,154 60,179 33,400 43,000 1,332,521 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 39 211 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATT GGTCTAGCTCTCCTCCTCCG 112 39 4 19 214 20 60,154 60,536 33,400 46,300 1,690,008 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 106 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC GGGTCTAGCTCTCCTCCTCC 6 40 110 19 215 20 59,687 60,179 43,000 43,000 1,492,101 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 131 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC CTCCGCCATGTTGTGCCC 6 67 110 19 240 18 59,687 61,443 43,000 53,600 4,756,174 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 132 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC GCTCCGCCATGTTGTGCC 6 68 110 19 241 18 59,687 62,120 43,000 50,100 5,433,460 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 160 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC GACTTGTGCTTGCTCTCCGG 6 94 110 19 269 20 59,687 61,295 43,000 51,400 2,607,788 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 162 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC ACGACTTGTGCTTGCTCTCC 6 96 110 19 271 20 59,687 60,601 43,000 37,100 1,914,439 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 7 6 163 AGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcAGAGCTCTTCCCTCCTCCC GACGACTTGTGCTTGCTCTC 6 97 110 19 272 20 59,687 59,213 43,000 32,000 2,100,312 B 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 96 268 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATTG ACGACTTGTGCTTGCTCTCC 111 96 4 20 271 20 61,424 60,601 26,700 37,100 2,025,804 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:29102:48423 1 135 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 40 212 GGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGTTGAGAGAGCGGCGATTG GGGTCTAGCTCTCCTCCTCC 111 40 4 20 215 20 61,424 60,179 26,700 43,000 1,603,466 F 272 CTGGGTTgagagaGCGGCGATTGCGGCCGCTGCTGAGGCGGAGACTCCccgccgccgCTTCCTCCAcccccAGTCCGCCGGCCTCGCGGCGCTGAGGGCGGGAgcgcgcAGAGCTCTTCCCTCCTCCCCTTTCTtcctcctcctcctcctcctccGGGTCCCCGCCCAGCACCCCTCGCACCAggcggcggcggcggaggaggaGAGCTAGACccgccgccgGGGCACAACATGGCGGAGCCCTCGGCCCCGGAGAGCAAGCACAAGTCGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 4 21 125 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG GCTGCCATAGAGCAAGTCGA 21 43 2 20 126 20 59,477 60,179 61,300 42,000 0.702172 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 127 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG AGGCTGCCATAGAGCAAGTC 21 45 2 20 128 20 59,477 59,820 61,300 30,100 0.703009 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 128 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG CAGGCTGCCATAGAGCAAGT 21 46 2 20 129 20 59,477 60,107 61,300 31,600 0.630385 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 156 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG CCTCCCACTGCGTGTTATGG 21 74 2 20 157 20 59,477 60,744 61,300 27,400 1,267,486 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 164 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG AATTTAGCCCTCCCACTGCG 21 82 2 20 165 20 59,477 60,394 61,300 51,800 0.917424 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 238 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG GCTGCCAACCTGTCCAATTG 21 156 2 20 239 20 59,477 60,038 61,300 23,200 0.561047 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 239 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG AGCTGCCAACCTGTCCAATT 21 157 2 20 240 20 59,477 60,179 61,300 23,200 0.702025 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 240 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG GAGCTGCCAACCTGTCCAATT 21 157 2 20 241 21 59,477 61,162 61,300 23,200 2,684,709 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 21 240 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG GAGCTGCCAACCTGTCCAAT 21 158 2 20 241 20 59,477 60,610 61,300 31,600 1,133,305 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 21 157 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG CCCTCCCACTGCGTGTTATG 21 75 2 20 158 20 59,477 60,744 61,300 19,000 1,267,486 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 21 240 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG GAGCTGCCAACCTGTCCAA 21 159 2 20 241 19 59,477 60,228 61,300 35,300 1,751,317 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:3021:21948_ 1 43 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 21 195 GGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGGCTGCATATTATGTGCGGG CTTCCGTCCCAGTGAAGTCC 21 113 2 20 196 20 59,477 60,037 61,300 38,500 0.560305 F 249 GGGCTGCATATTATGTGCGGGGTGGTGGAgggggTGGGTGGGggtggtggtggtggtggtggtGGAAGGCTCGccccccTGGAAGGAAAGGAAAGTTGGCAAGAAATCGACTTGCTCTATGGCAGCCTGCCCCGCAGCCATAACACGCAGTGGGAGGGCTAAATTGATGGCATGTAGGACTTCACTGGGACGGAAGTCCTGCCCTCTGGCGCTGCCAGCCAATTGGACAGGTTGGCAGCTCCATCTGTC

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 4 12 121 GGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGG GGTGTTGGTGGAGGATGTCA CTGGCATTGACACCTTCTGC 39 12 83 20 203 20 59,600 59,475 35,800 42,600 0.925076 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 12 127 ACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGAACTGAAGGTGTTGGTGGAGG CTGGCATTGACACCTTCTGC 45 12 77 20 203 20 59,526 59,475 43,000 42,600 0.999046 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 12 129 GCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGCACTGAAGGTGTTGGTGGA CTGGCATTGACACCTTCTGC 47 12 75 20 203 20 60,465 59,475 40,200 42,600 0.990323 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 12 140 TCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGAT TCTCAGATGCCGCACTGAAG CTGGCATTGACACCTTCTGC 58 12 64 20 203 20 60,108 59,475 30,200 42,600 0.633335 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 12 141 TTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGA TTCTCAGATGCCGCACTGAA CTGGCATTGACACCTTCTGC 59 12 63 20 203 20 59,679 59,475 30,200 42,600 0.846208 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 12 145 CCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGG CCAATTCTCAGATGCCGCAC CTGGCATTGACACCTTCTGC 63 12 59 20 203 20 59,620 59,475 53,400 42,600 0.904532 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 7 22 191 TAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGC TAAAGCAGGACAAGGAGCAGC GGGTCTAGTCTTCTGGCATTGA 96 22 25 21 215 22 60,612 59,498 52,500 25,700 4,113,396 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 8 23 190 AAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCC AAAGCAGGACAAGGAGCAGC GGGTCTAGTCTTCTGGCATTG 96 23 26 20 215 21 60,893 58,089 52,500 28,200 3,804,298 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2209:8785:47720_ 1 142 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 8 22 190 AAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCC AAAGCAGGACAAGGAGCAGC GGGTCTAGTCTTCTGGCATTGA 96 22 26 20 215 22 60,893 59,498 52,500 25,700 3,394,537 F 232 TCTTAAAGGGGAGCAATTTCTGAATAAAGCAGGACAAGGAGCAGCCTCAGGGGCTAGCCCAATTCTCAGATGCCGCACTGAAGGTGTTGGTGGAGGATGTCAGTTAGAGGATGTGGGGATgggggTCAGGCATCCTCTTCCcagcagcagcagcagcagcagcagcagcagAGGGTACTGGCGGCAGAAGGTGTCAATGCCAGAAGACTAGACCCCAGAACAGAGCAGCAAT

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 1 1 3 62 208 TGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTt TGGGAGATTAATTTGGCCAGT GGTTTCTTTGATGCCATATTTCCCA 62 79 21 21 228 25 57,244 60,105 40,000 43,700 8,861,065 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 3 62 208 TGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTt TGGGAGATTAATTTGGCCAGT GGTTTCTTTGATGCCATATTTCCC 62 80 21 21 228 24 57,244 58,640 40,000 39,700 9,115,839 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 3 62 209 TGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTt TGGGAGATTAATTTGGCCAGT GGGTTTCTTTGATGCCATATTTCC 62 81 21 21 229 24 57,244 58,640 40,000 31,300 9,115,839 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 6 0 139 CCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTCCTGGAGGTGAAGGAGGT TCTTTGATGCCATATTTCCCATTT 0 76 86 18 224 24 57,431 57,188 38,500 23,200 11,380,848 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 7 0 144 CCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagt CCCTGGAGGTGAAGGAGGT GGTTTCTTTGATGCCATATTTCCC 0 80 85 19 228 24 60,230 58,640 38,500 39,700 6,589,414 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 7 0 144 CCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagt CCCTGGAGGTGAAGGAGGT GGTTTCTTTGATGCCATATTTCCCA 0 79 85 19 228 25 60,230 60,105 38,500 43,700 6,334,640 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:17756:70152 1 104 21 7 1 ACT GTAGTAGTAGTAGTAGTAGTA NA 0 0 7 0 145 CCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagt CCCTGGAGGTGAAGGAGGT GGGTTTCTTTGATGCCATATTTCC 0 81 85 19 229 24 60,230 58,640 38,500 31,300 6,589,414 F 232 AAGTCATCCATTTAAATATTTGGGAGATTAATTTGGCCAGTAGTTTAGTGTTAGTtagtagtagTATACCCAGGGGTTCGAGGGCCCTGGAGGTGAAGGAGGTgtagtagtagtagtagtagtaTACCCAGGGGTTCGAGTCCCCTGGAGGTGAAAAGTAAGTAATTTCTGTGTTTTCTTTTGTGTATATTATTAAGTaaaaaTGGGAAATATGGCATCAAAGAAACCCCAG

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 11 2 128 CCAGCTCCACCTCCTTTACCTCCACCATAACCACCTc CCAGCTCCACCTCCTTTACC GGTGGTGATCATGGAACTGGA 64 2 91 20 218 21 59,747 59,718 28,500 38,600 1,535,193 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 37 244 GCTCCTCCTTCACCATACCCACCAGCTCCTccaccacc GCTCCTCCTTCACCATACCC GCGGTGGAGGACAAGGTG 148 37 7 20 250 18 59,530 60,359 36,900 40,000 2,829,079 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 36 240 CCTCCTTCACCATACCCACCAGCTCCTccaccaccaGC CCTCCTTCACCATACCCACC CGGTGGAGGACAAGGTGG 145 36 10 20 249 18 59,453 59,653 46,100 46,100 2,894,088 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 36 243 GCTCCTCCTTCACCATACCCACCAGCTCCTccaccacc GCTCCTCCTTCACCATACCC CGGTGGAGGACAAGGTGG 148 36 7 20 249 18 59,530 59,653 36,900 46,100 2,817,831 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 129 CCAGCTCCACCTCCTTTACCTCCACCATAACCACCTc CCAGCTCCACCTCCTTTACC TGGTGGTGATCATGGAACTGG 64 3 91 20 219 21 59,747 59,995 28,500 40,000 1,257,954 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 139 ATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCA ATGTTCTCCACCAGCTCCAC TGGTGGTGATCATGGAACTGG 74 3 81 20 219 21 59,674 59,995 40,200 40,000 1,330,891 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 140 CATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACC CATGTTCTCCACCAGCTCCA TGGTGGTGATCATGGAACTGG 75 3 80 20 219 21 59,674 59,995 38,600 40,000 1,330,560 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 141 CCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCAC CCATGTTCTCCACCAGCTCC TGGTGGTGATCATGGAACTGG 76 3 79 20 219 21 60,394 59,995 47,000 40,000 1,398,165 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 142 ACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCA ACCATGTTCTCCACCAGCTC TGGTGGTGATCATGGAACTGG 77 3 78 20 219 21 59,674 59,995 40,900 40,000 1,330,891 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 207 CCTTCACCATACCCACCAGCTCCTccaccaccaGCACC CCTTCACCATACCCACCAGC TGGTGGTGATCATGGAACTGG 142 3 13 20 219 21 60,394 59,995 48,500 40,000 1,398,980 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 210 CCTCCTTCACCATACCCACCAGCTCCTccaccaccaGC CCTCCTTCACCATACCCACC TGGTGGTGATCATGGAACTGG 145 3 10 20 219 21 59,453 59,995 46,100 40,000 1,551,226 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 13 3 213 GCTCCTCCTTCACCATACCCACCAGCTCCTccaccacc GCTCCTCCTTCACCATACCC TGGTGGTGATCATGGAACTGG 148 3 7 20 219 21 59,530 59,995 36,900 40,000 1,474,969 B 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 108 CCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCCTCCACCACCATGCTCTAC GGGTGTAGGGTATGGTGGTG 31 16 124 20 231 20 59,821 59,455 25,900 41,700 0.723696 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 117 CCATAACCACCTccaccaccaTGCTCTAcaccaccacCAT CCATAACCACCTCCACCACC GGGTGTAGGGTATGGTGGTG 40 16 115 20 231 20 60,034 59,455 46,100 41,700 0.579174 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 120 CCACCATAACCACCTccaccaccaTGCTCTAcaccaccac CCACCATAACCACCTCCACC GGGTGTAGGGTATGGTGGTG 43 16 112 20 231 20 60,034 59,455 46,100 41,700 0.579174 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 141 CCAGCTCCACCTCCTTTACCTCCACCATAACCACCTc CCAGCTCCACCTCCTTTACC GGGTGTAGGGTATGGTGGTG 64 16 91 20 231 20 59,747 59,455 28,500 41,700 0.798023 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 176 CAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCACCTCCTCCTCCATACCCA GGGTGTAGGGTATGGTGGTG 99 16 56 20 231 20 60,031 59,455 45,100 41,700 0.575808 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 178 TCCAcctcctcctCCATACCCAATACCATGTTCTCCACC TCCACCTCCTCCTCCATACC GGGTGTAGGGTATGGTGGTG 101 16 54 20 231 20 59,735 59,455 27,300 41,700 0.809652 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 219 CCTTCACCATACCCACCAGCTCCTccaccaccaGCACC CCTTCACCATACCCACCAGC GGGTGTAGGGTATGGTGGTG 142 16 13 20 231 20 60,394 59,455 48,500 41,700 0.939049 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 222 CCTCCTTCACCATACCCACCAGCTCCTccaccaccaGC CCTCCTTCACCATACCCACC GGGTGTAGGGTATGGTGGTG 145 16 10 20 231 20 59,453 59,455 46,100 41,700 1,091,295 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:19908:59218 1 175 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 14 16 225 GCTCCTCCTTCACCATACCCACCAGCTCCTccaccacc GCTCCTCCTTCACCATACCC GGGTGTAGGGTATGGTGGTG 148 16 7 20 231 20 59,530 59,455 36,900 41,700 1,015,038 F 251 CTATGTGCTCCTCCTTCACCATACCCACCAGCTCCTccaccaccaGCACCACTTCCAcctcctcctCCATACCCAATACCATGTTCTCCACCAGCTCCACCTCCTTTACCTCCACCATAACCACCTccaccaccaTGCTCTAcaccaccacCATAACCCGCACCACCGCCGCTTccaccaccaccaccaccaccaTATCCAGTTCCATGATCACCACCATACCCTACAcccccACCTTGTCCTCCACCGCT

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 2 29 248 CCGCGTTCGTCACATGATGAAGTTCATTCGCATTCT CCGCGTTCGTCACATGATGA CACGCCTGTCCCTAATCTCG 29 158 8 20 255 20 61,076 60,249 29,200 40,400 1,325,051 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 3 16 107 CCGCGTTCGTCACATGATGAAGTTCATTCGCATTCT CCGCGTTCGTCACATGATGA TGCTTCCTCTTCCTCTCCACT 29 16 8 20 114 21 61,076 60,203 29,200 40,000 2,279,216 A 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 28 175 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA GTTCCGCAAACTCCACACTG 28 86 9 20 183 20 59,287 59,692 25,700 36,600 1,021,089 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 28 176 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA AGTTCCGCAAACTCCACACT 28 87 9 20 184 20 59,287 59,820 25,700 35,500 0.893735 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 28 187 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA CTCCTGCAGTAAGTTCCGCA 28 98 9 20 195 20 59,287 60,037 25,700 56,900 0.750655 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 28 247 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA CACGCCTGTCCCTAATCTCG 28 158 9 20 255 20 59,287 60,249 25,700 40,400 0.962402 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 28 248 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA GCACGCCTGTCCCTAATCTC 28 159 9 20 256 20 59,287 60,531 25,700 27,500 1,244,199 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 17 106 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA TGCTTCCTCTTCCTCTCCAC 28 17 9 20 114 20 59,287 58,729 25,700 40,200 1,984,236 A 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 16 106 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA TGCTTCCTCTTCCTCTCCACT 28 16 9 20 114 21 59,287 60,203 25,700 40,000 1,916,566 A 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 28 218 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA CCGCTCAAACCTCCGCTAA 28 130 9 20 226 19 59,287 60,079 25,700 30,900 1,792,734 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 37 195 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCAAAGAAGCCGCGTTCGTCA CTCCTGCAGTAAGTTCCGCA 37 98 1 19 195 20 60,593 60,037 43,500 56,900 1,630,535 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 28 238 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA CCCTAATCTCGGTTCTGCCA 28 149 9 20 246 20 59,287 59,169 25,700 49,200 1,543,977 B 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 10 28 123 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA ACCACCACCTACTCCAATGC 28 34 9 20 131 20 59,287 59,672 25,700 35,600 1,041,587 F 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 12 29 129 CCGCGTTCGTCACATGATGAAGTTCATTCGCATTCT CCGCGTTCGTCACATGATGA CAACCACCACCACCTACTCC 29 39 8 20 136 20 61,076 59,964 29,200 38,500 1,112,284 F 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:21166:22581 1 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 12 28 128 CGCGTTCGTCACATGATGAAGTTCATTCGCATTCTG CGCGTTCGTCACATGATGAA CAACCACCACCACCTACTCC 28 39 9 20 136 20 59,287 59,964 25,700 38,500 0.749635 F 279 AAAGAAGCCGCGTTCGTCACATGATGAAGTTCATTCGCATTCTGAAGAGATGTTGCggtggtggtggtggtggtggtGTTATTGTTGGAGGTTAGTGGAGAGGAAGAGGAAGCATTGGAGTAggtggtggtggtTGTGAGGAGCAGCGGCGGCTtggtggtggCAGTGTGGAGTTTGCGGAACTTACTGCAGGAGGAGCAGAGGCGGTTAGCGGAGGTTTGAGCGGTGGCAGAACCGAGATTAGGGACAGGCGTGCGGTGGCCGATGGCTGTGGCGAAC

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 1 1 5 11 135 TCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgTCGGAATCGTCAACGGCTC GTTTGAGCGCGCCCATTTC 11 34 24 19 158 19 60,154 60,802 47,000 21,700 2,955,413 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 27 240 CGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTC CGCTGATGTGTCGGAGTCG CCCACCAGCTCTTTCTCCTC 27 122 8 19 247 20 60,870 59,748 41,800 37,100 2,121,208 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 17 188 GTCGGAGTCGGAATCGTCAACGGCTCCGccccccccc GTCGGAGTCGGAATCGTCAA AGAGTAACGGCTCCCTACCC 17 79 17 20 204 20 59,830 60,397 31,800 36,900 0.566507 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 16 187 TCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgTCGGAGTCGGAATCGTCAAC AGAGTAACGGCTCCCTACCC 16 79 18 20 204 20 59,830 60,397 31,800 36,900 0.566507 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 16 188 TCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgTCGGAGTCGGAATCGTCAAC CAGAGTAACGGCTCCCTACC 16 80 18 20 205 20 59,830 59,255 31,800 31,800 0.915141 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 14 139 GGAGTCGGAATCGTCAACGGCTCCGccccccccccgtg GGAGTCGGAATCGTCAACGG GTTTGAGCGCGCCCATTTC 14 34 20 20 158 19 60,801 60,802 44,400 21,700 2,602,579 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 6 14 139 GGAGTCGGAATCGTCAACGGCTCCGccccccccccgtg GGAGTCGGAATCGTCAACGG GTTTGAGCGCGCCCATTT 14 35 20 20 158 18 60,801 59,742 44,400 23,200 3,059,352 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 7 28 241 CCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCT CCGCTGATGTGTCGGAGTC CCCACCAGCTCTTTCTCCTC 28 122 7 19 247 20 60,517 59,748 33,600 37,100 1,768,891 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 8 28 240 CCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCT CCGCTGATGTGTCGGAGTC CCACCAGCTCTTTCTCCTCT 28 121 7 19 246 20 60,517 58,725 33,600 36,900 2,791,969 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 11 21 214 ATGTGTCGGAGTCGGAATCGTCAACGGCTCCGcccc ATGTGTCGGAGTCGGAATCG ATCACCTCCTCCTCTCCACC 21 101 13 20 226 20 59,899 60,032 33,400 46,100 0.132298 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 11 17 210 GTCGGAGTCGGAATCGTCAACGGCTCCGccccccccc GTCGGAGTCGGAATCGTCAA ATCACCTCCTCCTCTCCACC 17 101 17 20 226 20 59,830 60,032 31,800 46,100 0.201288 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:24353:56229 1 54 52 8 1.5 ACGC CGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTGCGTNA 0 0 11 16 209 TCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgTCGGAGTCGGAATCGTCAAC ATCACCTCCTCCTCTCCACC 16 101 18 20 226 20 59,830 60,032 31,800 46,100 0.201288 F 263 CAGCGGCCGCTGATGTGTCGGAGTCGGAATCGTCAACGGCTCCGccccccccccgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtccgtccgtccgtccgtcAACCGGCCGTAGGGCTGCCCAGTGCGCAGGAGCGGAAATGGgcgcgcTCAAACGGaaaaaaaCTTCAAACGGGgcgcgcGGGTAGGGAGCCGTTACTCTGGGGTGGAgaggaggagGTGATAGAGGAGAAAGAGCTGGTggggggAGGAGAAGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 1 1 2 59 245 ACCTTACATTGGCAACctctctAGTGCAGCAAGAGAT ACCTTACATTGGCAACCTCTCT AGGAAACTCTGATTGGTCTATATTCGA 59 102 2 22 246 27 59,355 59,712 31,000 37,100 9,932,725 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 54 240 ACATTGGCAACctctctAGTGCAGCAAGAGATAGACAACATTGGCAACCTCTCTAGTGC AGGAAACTCTGATTGGTCTATATTCG 54 103 7 22 246 26 60,617 58,562 44,000 33,400 10,054,258 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 54 240 ACATTGGCAACctctctAGTGCAGCAAGAGATAGACAACATTGGCAACCTCTCTAGTGC AGGAAACTCTGATTGGTCTATATTCGA 54 102 7 22 246 27 60,617 59,712 44,000 37,100 9,904,437 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 4 132 tGCCAGTAACATCTACACGTTATGAaataataataatAT TGCCAGTAACATCTACACGTT TTAAATTCCAGCTGGGCCCA 4 52 58 21 189 20 57,329 59,589 39,900 53,600 4,082,460 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 1 150 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATG ACCAGGCCTATCCAGAGTGT 1 71 59 23 208 20 57,363 59,957 19,000 35,500 5,680,438 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 0 131 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATGA TTAAATTCCAGCTGGGCCCA 0 52 59 24 189 20 58,654 59,589 21,500 53,600 5,757,155 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 0 150 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATGA ACCAGGCCTATCCAGAGTGT 0 71 59 24 208 20 58,654 59,957 21,500 35,500 5,389,036 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 2 0 158 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATGA TGATGCGAACCAGGCCTATC 0 79 59 24 216 20 58,654 59,893 21,500 20,800 5,452,410 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 3 5 132 ttGCCAGTAACATCTACACGTTATGAaataataataatA TTGCCAGTAACATCTACACGT TAAATTCCAGCTGGGCCCAC 5 51 57 21 188 20 57,329 60,324 44,900 46,100 3,995,283 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 3 4 131 tGCCAGTAACATCTACACGTTATGAaataataataatAT TGCCAGTAACATCTACACGTT TAAATTCCAGCTGGGCCCAC 4 51 58 21 188 20 57,329 60,324 39,900 46,100 3,995,283 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 3 1 130 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATG TAAATTCCAGCTGGGCCCAC 1 51 59 23 188 20 57,363 60,324 19,000 46,100 5,961,379 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 3 0 130 GCCAGTAACATCTACACGTTATGAaataataataatATtGCCAGTAACATCTACACGTTATGA TAAATTCCAGCTGGGCCCAC 0 51 59 24 188 20 58,654 60,324 21,500 46,100 5,669,978 B 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 50 176 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA TAAATTCCAGCTGGGCCCAC 50 51 13 20 188 20 60,037 60,324 44,100 46,100 0.361228 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 50 177 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA TTAAATTCCAGCTGGGCCCA 50 52 13 20 189 20 60,037 59,589 44,100 53,600 0.448405 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 50 196 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA ACCAGGCCTATCCAGAGTGT 50 71 13 20 208 20 60,037 59,957 44,100 35,500 0.080286 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 50 199 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA CGAACCAGGCCTATCCAGAG 50 74 13 20 211 20 60,037 59,609 44,100 33,500 0.427812 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 50 204 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA TGATGCGAACCAGGCCTATC 50 79 13 20 216 20 60,037 59,893 44,100 20,800 0.143660 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:5680:46736_ 1 83 35 7 1.5 AAT AATAATAATAATATTAATAATAATAATAATAATAA NA 0 0 4 37 162 GCAACctctctAGTGCAGCAAGAGATAGACAATGAAGGCAACCTCTCTAGTGCAGCA GCCCACCTTTCTGCTCCATT 50 37 13 20 174 20 60,037 60,613 44,100 31,600 0.649964 F 250 GACCTTACATTGGCAACctctctAGTGCAGCAAGAGATAGACAATGAAGTCAGtttttGCCAGTAACATCTACACGTTATGAaataataataatATtaataataataataataataaTTGTAATAATGataataataGTAACAACaataataataatGGAGCAGAAAGGTGGGCCCAGCTGGAATTTAACACTCTGGATAGGCCTGGTTCGCATCATTCTCGAATATAGACCAATCAGAGTTTCCTCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 1 1 1 0 125 TGAAGTGCAGTCACCATTGTAAatatatatactcactcac TGAAGTGCAGTCACCATTGT TGCAACGGCGGGAGTTTAA 2 0 32 20 156 19 57,653 60,228 27,100 15,200 3,574,649 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 0 0 1 0 126 TTGAAGTGCAGTCACCATTGTAAatatatatactcactca TTGAAGTGCAGTCACCATTGT TGCAACGGCGGGAGTTTAA 2 0 31 21 156 19 58,346 60,228 27,100 15,200 3,881,609 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 0 0 2 0 126 TGAAGTGCAGTCACCATTGTAAatatatatactcactcac TGAAGTGCAGTCACCATTGT GTGCAACGGCGGGAGTTTAA 2 0 32 20 157 20 57,653 61,509 27,100 15,200 3,855,575 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 0 0 2 0 152 CCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCACCCGTATGTCCCAAAGCACT TGCAACGGCGGGAGTTTAA 29 0 5 20 156 19 60,035 60,228 44,000 15,200 1,263,322 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 0 0 2 0 153 CCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCACCCGTATGTCCCAAAGCACT GTGCAACGGCGGGAGTTTAA 29 0 5 20 157 20 60,035 61,509 44,000 15,200 1,544,247 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2210:7405:52291_ 1 54 84 19 1.5 ACTC ATATATATACTCACTCACTCACTCACTCACTCACTCA NA 0 0 3 1 153 CCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCACCCGTATGTCCCAAAGCACT GTGCAACGGCGGGAGTTTA 29 1 5 20 157 19 60,035 60,962 44,000 20,100 1,997,745 B 162 GATCCCCGTATGTCCCAAAGCACTTGAATTTTGAAGTGCAGTCACCATTGTAAatatatatactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcactcTTAAACTCCCGCCGTTGCACACCTA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 1 1 14 0 139 GGAGGGATGGAAGTATGGAAGAatggatggatggatg GGAGGGATGGAAGTATGGAAGA TGCTTCCTTCTGTCCATCCA 0 14 15 22 153 20 58,682 58,639 28,700 34,100 4,679,517 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 0 0 14 0 139 GGAGGGATGGAAGTATGGAAGAatggatggatggatg GGAGGGATGGAAGTATGGAAGA TGCTTCCTTCTGTCCATCCAT 0 13 15 22 153 21 58,682 59,082 28,700 34,100 5,236,575 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 0 0 15 1 139 GGAGGGATGGAAGTATGGAAGAatggatggatggatg GGAGGGATGGAAGTATGGAAG TGCTTCCTTCTGTCCATCCA 1 14 15 21 153 20 57,221 58,639 34,600 34,100 5,140,158 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 0 0 16 15 156 TGGAAGGATGGATGGAGGGATGGAAGTATGGAAGTGGAAGGATGGATGGAGGGA TGCATGCTTCCTTCTGTCCAT 15 17 2 20 157 21 59,653 59,995 42,000 34,100 1,351,671 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 0 0 16 15 156 TGGAAGGATGGATGGAGGGATGGAAGTATGGAAGTGGAAGGATGGATGGAGGGA TGCATGCTTCCTTCTGTCCA 15 18 2 20 157 20 59,653 59,599 42,000 40,200 0.747930 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:10054:46894 1 37 83 8 1.5 ATCC ATGGATGGATGGATGGATGGATGGATGGATGGGT NA 0 0 16 11 152 AGGATGGATGGAGGGATGGAAGTATGGAAGAatggAGGATGGATGGAGGGATGGA TGCATGCTTCCTTCTGTCCA 11 18 6 20 157 20 59,425 59,599 34,100 40,200 0.976174 B 157 ATGGAAGGATGGATGGAGGGATGGAAGTATGGAAGAatggatggatggatggatggatggatggatggGtggatggatggatggatggaTCgatggatggatggatggatggatggatgGAAGGATGGATGTATGGATGGACAGAAGGAAGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 1 1 3 74 215 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCC CAGAGGTCAGAACTGGAGGTT ACTTGTCCATAAACTGTGCTCCT 74 76 1 21 215 23 59,026 59,927 35,000 36,900 5,047,297 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 75 215 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCC CAGAGGTCAGAACTGGAGGT ACTTGTCCATAAACTGTGCTCCT 75 76 1 20 215 23 58,361 59,927 38,500 36,900 4,711,591 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 51 191 GAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGC GAGATTTCTCCGCGGTTGAA ACTTGTCCATAAACTGTGCTCCT 51 76 25 20 215 23 58,278 59,927 26,900 36,900 4,795,073 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 12 147 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCC CAGAGGTCAGAACTGGAGGT CTGAGCACCCTGGTCTCTG 75 12 1 20 147 19 58,361 59,404 38,500 33,500 3,234,412 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 4 140 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCC CAGAGGTCAGAACTGGAGGT CCCTGGTCTCTGGGTACATG 75 4 1 20 140 20 58,361 59,167 38,500 32,100 2,471,817 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 4 4 140 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCC CAGAGGTCAGAACTGGAGGTT CCCTGGTCTCTGGGTACATG 74 4 1 21 140 20 59,026 59,167 35,000 32,100 2,807,523 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 4 106 CGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTG CGCGGTTGAAATGTGGAGAA CCCTGGTCTCTGGGTACATG 41 4 35 20 140 20 59,128 59,167 28,700 32,100 1,705,009 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 4 107 CCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGT CCGCGGTTGAAATGTGGAGA CCCTGGTCTCTGGGTACATG 42 4 34 20 140 20 60,953 59,167 37,100 32,100 1,786,759 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13169:14459 1 96 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NA 0 0 6 4 111 TTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTATTCTCCGCGGTTGAAATGTG CCCTGGTCTCTGGGTACATG 46 4 30 20 140 20 59,128 59,167 32,100 32,100 1,705,009 B 256 CAGAGGTCAGAACTGGAGGTTCTGGAGATTTCTCCGCGGTTGAAATGTGGAGAATCTGCTAGCTAAGTGTGCATCGTATACcacacaGAGTTGGAtggtggtggtggtggtggtggGGAACATGTACCCAGAGACCAGGGTGCTCAGGCCAATGGGCTTCATGCTATCAGTGGAAAAGAGCTAAAAGGAAATAGGAGCACAGTTTATGGACAAGTTTGTAAtttttATTGAATGTGTTATTGCTAAATTTTATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 1 1 4 35 137 GGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGGGAGCAGGAATCTTGGCTGA ACATTGGATGCCTGCTAGCG 38 35 103 20 239 20 59,746 60,817 42,600 42,600 1,071,003 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 35 138 AGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTT AGGAGCAGGAATCTTGGCTG ACATTGGATGCCTGCTAGCG 39 35 102 20 239 20 59,745 60,817 48,500 42,600 1,072,143 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 35 160 AGGGAATCACTGAGCAGCAATTAGGAGCAGGAAT AGGGAATCACTGAGCAGCAA ACATTGGATGCCTGCTAGCG 61 35 80 20 239 20 59,305 60,817 39,100 42,600 1,511,597 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 35 161 AAGGGAATCACTGAGCAGCAATTAGGAGCAGGAA AAGGGAATCACTGAGCAGCA ACATTGGATGCCTGCTAGCG 62 35 79 20 239 20 59,305 60,817 44,100 42,600 1,511,597 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 35 210 CAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGCAGTGAGTGAAACCCGGCTA ACATTGGATGCCTGCTAGCG 111 35 30 20 239 20 59,680 60,817 39,300 42,600 1,137,199 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 35 212 AACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAACAGTGAGTGAAACCCGGC ACATTGGATGCCTGCTAGCG 113 35 28 20 239 20 60,818 60,817 61,300 42,600 1,634,865 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 4 8 107 CCCATTTGTGACTCAGCAGCAACTAAGTacaacaaca CCCATTTGTGACTCAGCAGC ACATTGGATGCCTGCTAGCG 8 35 133 20 239 20 59,475 60,817 52,500 42,600 1,341,688 A 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 5 34 208 CAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGCAGTGAGTGAAACCCGGCTA ATTGGATGCCTGCTAGCGG 111 34 30 20 237 19 59,680 60,228 39,300 55,200 1,548,437 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 5 8 97 CCCATTTGTGACTCAGCAGCAACTAAGTacaacaaca CCCATTTGTGACTCAGCAGC CCTGCTAGCGGTGCTCAAA 8 26 133 20 229 19 59,475 60,376 52,500 26,900 1,900,771 A 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 5 8 105 CCCATTTGTGACTCAGCAGCAACTAAGTacaacaaca CCCATTTGTGACTCAGCAGC ATTGGATGCCTGCTAGCGG 8 34 133 20 237 19 59,475 60,228 52,500 55,200 1,752,926 A 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:13595:45329 1 161 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 8 35 148 AGCAGCAATTAGGAGCAGGAATCTTGGCTGAtttttt AGCAGCAATTAGGAGCAGGA ACATTGGATGCCTGCTAGCG 49 35 92 20 239 20 59,085 60,817 38,600 42,600 1,731,469 F 239 CATGAatatatTTTAGTTTTGAGTCTTAACAGTGAGTGAAACCCGGCTATTTCAAATCGATATAGTCACATCATATAGAAGGGAATCACTGAGCAGCAATTAGGAGCAGGAATCTTGGCTGAttttttGTTTCCCATTTGTGACTCAGCAGCAACTAAGTacaacaacaacaacaacaacaacaATAGCCTTTCCTGGTTGCAACCAGCTTTTGAGCACCGCTAGCAGGCATCCAATGT

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 1 1 3 17 109 ATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGATGCTCCTGTGAAGCACCTT TGGAGGTGTGTTACTTATGGG 17 23 93 20 201 21 59,597 57,007 35,000 40,000 4,396,214 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 23 137 GAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGGAGGCTCGGTGTCACACTTT TGGAGGTGTGTTACTTATGGG 45 23 65 20 201 21 60,250 57,007 26,600 40,000 4,242,854 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 23 142 CTTCTGAGGCTCGGTGTCACACttttttttATAATGCTC CTTCTGAGGCTCGGTGTCAC TGGAGGTGTGTTACTTATGGG 50 23 60 20 201 21 60,389 57,007 36,700 40,000 4,382,110 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 23 147 ATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAA ATCTCCTTCTGAGGCTCGGT TGGAGGTGTGTTACTTATGGG 55 23 55 20 201 21 60,033 57,007 46,900 40,000 4,025,558 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 23 148 ATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAA ATCTCCTTCTGAGGCTCGGT TTGGAGGTGTGTTACTTATGGG 55 23 55 20 202 22 60,033 57,705 46,900 40,000 4,327,755 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:15077:53838 1 130 28 7 1.5 AAC TATATAAGTTGTTGTTGTTGTTGTTGTT NA 0 0 4 11 103 CTGTGAAGCACCTTGGGACATTTCATTACGTtatataACTGTGAAGCACCTTGGGACA TGGAGGTGTGTTACTTATGGG 11 23 99 20 201 21 60,179 57,007 40,200 40,000 4,171,964 F 204 AGACACTTCTTAAAACCTACTTCTTTGACCAAGtttttGGCCACGTGACCTAATATCTCCTTCTGAGGCTCGGTGTCACACttttttttATAATGCTCCTGTGAAGCACCTTGGGACATTTCATTACGTtatataAgttgttgttgttgttgttgttGTCTAATGTTACAGATATAAATCCCCATAAGTAacacacCTCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 13 1 99 AGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtg AGTGGTGGTTGTGGTGGTC CCAGAGCAATACCCTGGGTC 1 29 81 19 179 20 59,774 59,819 40,200 44,600 1,407,612 A 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 55 183 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT CCTTGGTGGGATTGGAACCC 58 55 23 20 205 20 60,106 60,615 39,100 41,100 0.720965 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 29 157 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT CCAGAGCAATACCCTGGGTC 58 29 23 20 179 20 60,106 59,819 39,100 44,600 0.287618 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 19 147 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT ACCCTGGGTCTTCTGATGCT 58 19 23 20 169 20 60,106 60,549 39,100 37,900 0.654950 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 11 139 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT TCTTCTGATGCTACCACCGC 58 11 23 20 161 20 60,106 59,824 39,100 56,800 0.282028 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 10 138 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT CTTCTGATGCTACCACCGCT 58 10 23 20 160 20 60,106 59,823 39,100 55,200 0.282948 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 9 137 TTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggt TTGTGGTGATGGTGGTGCTT TTCTGATGCTACCACCGCTG 58 9 23 20 159 20 60,106 60,108 39,100 51,800 0.214453 B 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 14 1 100 CAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtCAGTGGTGGTTGTGGTGGTC CCAGAGCAATACCCTGGGTC 1 29 80 20 179 20 61,101 59,819 40,200 44,600 1,282,399 A 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 15 2 100 CAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtCAGTGGTGGTTGTGGTGGT CCAGAGCAATACCCTGGGTC 2 29 80 19 179 20 60,077 59,819 41,600 44,600 1,258,418 A 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 55 190 gtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCgg GTGGTGGTTGTGGTGATGGT CCTTGGTGGGATTGGAACCC 65 55 16 20 205 20 60,467 60,615 35,500 41,100 1,081,987 F 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 55 192 tggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGC TGGTGGTGGTTGTGGTGATG CCTTGGTGGGATTGGAACCC 67 55 14 20 205 20 60,467 60,615 30,700 41,100 1,081,803 F 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 55 193 CtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAG CTGGTGGTGGTTGTGGTGAT CCTTGGTGGGATTGGAACCC 68 55 13 20 205 20 60,179 60,615 30,600 41,100 0.793689 F 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 11 149 CtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAG CTGGTGGTGGTTGTGGTGAT TCTTCTGATGCTACCACCGC 68 11 13 20 161 20 60,179 59,824 30,600 56,800 0.354752 F 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:18172:28646 1 101 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 9 147 CtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAG CTGGTGGTGGTTGTGGTGAT TTCTGATGCTACCACCGCTG 68 9 13 20 159 20 60,179 60,108 30,600 51,800 0.287178 F 210 GTGCTAGTGCTGCtggtggtggTTGTGGTGATGGTGGTGCTTGTGGCAGCggtggtggtTCtggtggtggCGGTGGTGGCAGTGGTGGTTGTGGTGGTCCtggtggtggtggtggtggtggtggtggtggTGCTGGTGGCAGCGGTGGTAGCATCAGAAGACCCAGGGTATTGCTCTGGGGACCCGGGTTCCAATCCCACCAAGGCGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 1 1 4 50 193 CTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGC CTGCCTACCTCAGCACTCAG TGTGAATGGTAGAGGTTCCTGAG 79 50 12 20 204 23 59,825 59,484 33,500 33,500 3,690,804 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 48 191 CTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGC CTGCCTACCTCAGCACTCAG TGAATGGTAGAGGTTCCTGAGTG 79 48 12 20 202 23 59,825 59,484 33,500 35,100 3,690,804 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 47 190 CTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGC CTGCCTACCTCAGCACTCAG GAATGGTAGAGGTTCCTGAGTGT 79 47 12 20 201 23 59,825 59,484 33,500 35,500 3,691,203 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 40 144 CTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTCTCCACACTGTTCCTGGAGG GGTTCCTGAGTGTCCTTGCA 43 40 48 20 191 20 59,677 59,891 43,000 40,800 0.431559 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 40 180 CTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGC CTGCCTACCTCAGCACTCAG GGTTCCTGAGTGTCCTTGCA 79 40 12 20 191 20 59,825 59,891 33,500 40,800 0.283887 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 4 23 127 CTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTCTCCACACTGTTCCTGGAGG GCACATGAATCACTCCGGGT 43 23 48 20 174 20 59,677 60,393 43,000 52,800 0.715972 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 24 128 CTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTCTCCACACTGTTCCTGGAGG TGCACATGAATCACTCCGGG 43 24 48 20 175 20 59,677 60,393 43,000 57,300 0.715838 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 24 164 CTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGC CTGCCTACCTCAGCACTCAG TGCACATGAATCACTCCGGG 79 24 12 20 175 20 59,825 60,393 33,500 57,300 0.568165 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22232:52063 1 111 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 6 2 106 CTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTCTCCACACTGTTCCTGGAGG TTTCACTCCGGGCATTGGTC 43 2 48 20 153 20 59,677 60,608 43,000 40,200 0.931009 F 208 GGCCATTTTAACTGCCTACCTCAGCACTCAGCAGCTCCTGTGGCTGCCTCCACACTGTTCCTGGAGGCAGCAAGCCCAACACTACCCGcccccccccAACCACGACCACGaccaccaccaccaccaccaccACGACCAATGCCCGGAGTGaaaaaCCCGGAGTGATTCATGTGCAAGGACACTCAGGAACCTCTACCATTCACAATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 1 1 4 48 181 CCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGCCATTCAGCTGGGCCTGG TGGCCAGCAGGTCATCCG 51 48 20 18 200 18 60,442 62,100 44,500 41,800 6,541,616 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 48 187 GGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGC GGGCTCCCATTCAGCTGG TGGCCAGCAGGTCATCCG 57 48 14 18 200 18 60,124 62,100 48,500 41,800 6,224,066 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 48 188 CGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGG CGGGCTCCCATTCAGCTG TGGCCAGCAGGTCATCCG 58 48 13 18 200 18 60,516 62,100 42,400 41,800 6,615,607 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 48 191 CTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTCTTCGGGCTCCCATTCAGC TGGCCAGCAGGTCATCCG 60 48 10 19 200 18 60,821 62,100 42,600 41,800 5,921,416 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 48 193 CTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTCTTCGGGCTCCCATTCAG TGGCCAGCAGGTCATCCG 61 48 8 20 200 18 60,179 62,100 30,200 41,800 4,279,146 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 9 139 CTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcc CTCTCCGTGGGCAATGCA TGGCCAGCAGGTCATCCG 9 48 62 18 200 18 60,046 62,100 39,600 41,800 6,146,107 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 8 138 TCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcTCTCCGTGGGCAATGCAG TGGCCAGCAGGTCATCCG 8 48 63 18 200 18 60,046 62,100 44,100 41,800 6,146,107 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 4 8 139 CTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcc CTCTCCGTGGGCAATGCAG TGGCCAGCAGGTCATCCG 8 48 62 19 200 18 61,111 62,100 44,100 41,800 6,211,051 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22313:63454 1 89 46 8 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCACCTCCTCCTCCTC NA 0 0 5 48 194 GCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTCTTCGGGCTCCCATTC TGGCCAGCAGGTCATCCG 63 48 7 19 200 18 60,525 62,100 26,700 41,800 5,624,933 F 219 CTCCTCGCTCTTCGGGCTCCCATTCAGCTGGGCCTGGCAGTCGCTGGCGCCAGGTGCTCGGCTCTCCGTGGGCAATGCAGGCGCTTCTtcctcctcctcctcctcctcctccAcctcctcctcctcctcctcctCCGGCgggggACTCTgggggCCGAGAGcccccGGAGACTCGGCTGGCGCGGATGACCTGCTGGCCACGGGGTTCTGCTGTGCGTT

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 1 1 2 20 147 GCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTGCGCACAGTACTCAAGTTGTG TCCCAGAGGGACACTCACAT 20 41 94 21 240 20 60,071 59,883 33,300 32,100 1,187,716 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 3 41 216 TCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAAT TCCTCACAAATCTCCTCTGTACC TCCCAGAGGGACACTCACAT 87 41 25 23 240 20 59,230 59,883 33,400 32,100 3,886,984 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 3 41 219 ACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGC ACATCCTCACAAATCTCCTCTGT TCCCAGAGGGACACTCACAT 90 41 22 23 240 20 59,157 59,883 34,100 32,100 3,960,167 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 3 21 139 GCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTGCGCACAGTACTCAAGTTGT GGACACTCACATCCCTCTGT 21 33 94 20 232 20 58,782 58,729 33,200 34,100 2,488,789 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 3 20 139 GCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTGCGCACAGTACTCAAGTTGTG GGACACTCACATCCCTCTGT 20 33 94 21 232 20 60,071 58,729 33,300 34,100 2,341,483 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 3 18 137 GCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTAGCACAGTACTCAAGTTGTGGC GGACACTCACATCCCTCTGT 18 33 96 21 232 20 59,736 58,729 50,100 34,100 2,535,195 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 5 41 215 CCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATT CCTCACAAATCTCCTCTGTACCT TCCCAGAGGGACACTCACAT 86 41 26 23 240 20 59,228 59,883 30,800 32,100 3,889,165 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 6 38 164 ATGAGGTGACCAGAACTGCGCACAGTACTCAAGTT ATGAGGTGACCAGAACTGCG TCCCAGAGGGACACTCACAT 38 41 77 20 240 20 60,037 59,883 51,800 32,100 0.154092 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:22364:58796 1 135 45 9 1 AATAT TATTATATTATATTATATTATATTATATTATATTATATNA 0 0 6 33 156 ATGAGGTGACCAGAACTGCGCACAGTACTCAAGTT ATGAGGTGACCAGAACTGCG GGACACTCACATCCCTCTGT 38 33 77 20 232 20 60,037 58,729 51,800 34,100 1,307,859 B 250 TGCAATTTTCCAGCCCTGGTAACATCCTCACAAATCTCCTCTGTACCTTTTCTAATGCAATTACATCCTTTCTGGAATGAGGTGACCAGAACTGCGCACAGTACTCAAGTTGTGGCCTAAATAATGTTTTATGTtattatattatattatattatattatattatattatattatattaCTGAAATGgagagagaCCGAAGAATTCTGTGGTACAGAGGGATGTGAGTGTCCCTCTGGGACAGAATATTA

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 1 1 16 13 122 TGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGATGTTCATGCATCCATCCTTGC ATGGATGGATGGATGGGTGC 40 13 32 21 153 20 59,248 59,886 40,100 50,100 1,866,274 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 0 0 16 13 152 TCCATTCATCCATCCAAATTTCCATTCATATGTTCAT TCCATTCATCCATCCAAATTTCCA ATGGATGGATGGATGGGTGC 67 13 2 24 153 20 58,721 59,886 35,300 50,100 5,392,648 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 0 0 16 11 120 TGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGATGTTCATGCATCCATCCTTGC GGATGGATGGATGGGTGCAT 40 11 32 21 151 20 59,248 59,886 40,100 39,600 1,866,274 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 0 0 16 11 150 TCCATTCATCCATCCAAATTTCCATTCATATGTTCAT TCCATTCATCCATCCAAATTTCCA GGATGGATGGATGGGTGCAT 67 11 2 24 151 20 58,721 59,886 35,300 39,600 5,392,648 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 0 0 16 7 116 TGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGATGTTCATGCATCCATCCTTGC GGATGGATGGGTGCATGGAT 40 7 32 21 147 20 59,248 59,886 40,100 34,100 1,866,274 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:25063:3630_ 1 93 28 7 1 ATCC TCCATCCATCCATCCATCCATCCATCCA NA 0 0 16 7 146 TCCATTCATCCATCCAAATTTCCATTCATATGTTCAT TCCATTCATCCATCCAAATTTCCA GGATGGATGGGTGCATGGAT 67 7 2 24 147 20 58,721 59,886 35,300 34,100 5,392,648 F 159 ATCCATTCATCCATCCAAATTTCCATTCATATGTTCATGCATCCATCCTTGCAAATTCCTTCTATCGAAccatccatccatCCAACCACCCGtccatccatccatccatccatccatccaTCTATTCATCCATGCACccatccatccatccatCTATCC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 1 1 4 24 112 GAAAGCACCGATGGGCATTGGAAATAAAACTTGTC GAAAGCACCGATGGGCATTG GCAGCGTCACAAGGTTCAAG 27 24 39 20 150 20 60,179 60,041 28,200 30,200 0.220088 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 4 24 117 ATGGAGAAAGCACCGATGGGCATTGGAAATAAAA ATGGAGAAAGCACCGATGGG GCAGCGTCACAAGGTTCAAG 32 24 34 20 150 20 60,107 60,041 40,000 30,200 0.147975 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 4 24 121 CGAGATGGAGAAAGCACCGATGGGCATTGGAAAT CGAGATGGAGAAAGCACCGA GCAGCGTCACAAGGTTCAAG 36 24 30 20 150 20 59,827 60,041 46,900 30,200 0.214439 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 4 24 148 TCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGATCCCGTTTGGAGAATGTAAACT GCAGCGTCACAAGGTTCAAG 61 24 3 22 150 20 57,639 60,041 26,600 30,200 4,401,910 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 4 24 148 TCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGATCCCGTTTGGAGAATGTAAACTT GCAGCGTCACAAGGTTCAAG 60 24 3 23 150 20 58,279 60,041 26,600 30,200 4,762,091 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:27428:50762 1 86 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NA 0 0 4 24 149 TTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGTTCCCGTTTGGAGAATGTAAACT GCAGCGTCACAAGGTTCAAG 61 24 2 23 150 20 58,279 60,041 26,600 30,200 4,762,091 F 188 CTTCCCGTTTGGAGAATGTAAACTTATTCCGAGATGGAGAAAGCACCGATGGGCATTGGAAATAAAACTTGTCACCTCGCCTGCAaagaagaagaagaagaagaagaaaaaaTAGAATAAATTATAGGATCTTGAACCTTGTGACGCTGCCCAGAAAAGGAAACGGGGATATTATCTCGAACCGATTC

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 1 1 2 37 166 TCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGT TCCAACAACGAGTCCCAGTG CAGCGGCGATGCATGTTAAA 37 61 16 20 181 20 59,894 59,901 36,600 15,200 0.204516 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 2 21 150 AGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTAGTGCCAACTGCCTCATTGT CAGCGGCGATGCATGTTAAA 21 61 32 20 181 20 60,179 59,901 27,100 15,200 0.277533 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 2 20 149 GTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTGTGCCAACTGCCTCATTGTC CAGCGGCGATGCATGTTAAA 20 61 33 20 181 20 59,758 59,901 31,800 15,200 0.340570 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 2 10 139 CCTCATTGTCcacacaGCGATAGGCTTAATtatctatcta CCTCATTGTCCACACAGCGA CAGCGGCGATGCATGTTAAA 10 61 43 20 181 20 60,321 59,901 49,300 15,200 0.419235 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 2 5 134 TTGTCcacacaGCGATAGGCTTAATtatctatctatctatct TTGTCCACACAGCGATAGGC CAGCGGCGATGCATGTTAAA 5 61 48 20 181 20 60,391 59,901 39,300 15,200 0.489683 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 2 5 139 TTGTCcacacaGCGATAGGCTTAATtatctatctatctatct TTGTCCACACAGCGATAGGC AATTTCAGCGGCGATGCATG 5 66 48 20 186 20 60,391 60,249 39,300 40,600 0.639874 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 7 37 199 TCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGT TCCAACAACGAGTCCCAGTG CGCCTGCTTTGTGCTATAACC 37 93 16 20 214 21 59,894 59,936 36,600 28,500 1,170,024 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 7 37 205 TCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGT TCCAACAACGAGTCCCAGTG TTCTATCGCCTGCTTTGTGC 37 100 16 20 220 20 59,894 58,913 36,600 45,700 1,192,660 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:28036:39475 1 73 28 7 1 AGAT TATCTATCTATCTATCTATCTATCTATC NA 0 0 8 37 204 TCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGT TCCAACAACGAGTCCCAGTG TCTATCGCCTGCTTTGTGCT 37 99 16 20 219 20 59,894 59,750 36,600 44,000 0.356198 F 240 CCCGAGGATTGATCATCCAACAACGAGTCCCAGTGCCAACTGCCTCATTGTCcacacaGCGATAGGCTTAATtatctatctatctatctatctatctatcTCTCTATCTTtctatctatctaTTTCTTCCTCTATCTTGCTATTGATCtttttGAGCATAATTTAACATGCATCGCCGCTGAAATTGGCCTTTGGTTATAGCACAAAGCAGGCGATAGAAAATCGAAGGCCTGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 1 1 2 38 243 TTGGCAATGACCTGACACAAATATGATTATGTGGGTTTGGCAATGACCTGACACAA AAGCGGGAACAGTGGTGTAG 38 110 36 20 278 20 57,936 59,965 33,300 27,400 2,099,329 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 2 12 189 AATATGATTATGTGGGTAAATGAGGTTTTATATTGTAATATGATTATGTGGGTAAATGAGGTT CCGTGATTCATCCCTTAGGG 12 75 55 27 243 20 57,118 57,449 35,000 35,300 12,432,603 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 2 11 188 ATATGATTATGTGGGTAAATGAGGTTTTATATTGTGATATGATTATGTGGGTAAATGAGGTTT CCGTGATTCATCCCTTAGGG 11 75 56 27 243 20 57,118 57,449 32,700 35,300 12,432,603 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 3 11 189 ATATGATTATGTGGGTAAATGAGGTTTTATATTGTGATATGATTATGTGGGTAAATGAGGTTT TCCGTGATTCATCCCTTAGGG 11 75 56 27 244 21 57,118 58,953 32,700 35,300 11,928,833 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 4 39 215 TTTGGCAATGACCTGACACAAATATGATTATGTGGGTTTGGCAATGACCTGACACA AACCGTCCGTGATTCATCCC 39 81 35 20 249 20 57,936 60,108 37,200 38,500 2,172,282 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 4 38 214 TTGGCAATGACCTGACACAAATATGATTATGTGGGTTTGGCAATGACCTGACACAA AACCGTCCGTGATTCATCCC 38 81 36 20 249 20 57,936 60,108 33,300 38,500 2,172,282 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 4 37 213 TGGCAATGACCTGACACAAATATGATTATGTGGGTATGGCAATGACCTGACACAAA AACCGTCCGTGATTCATCCC 37 81 37 20 249 20 57,936 60,108 28,300 38,500 2,172,282 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 4 37 242 TGGCAATGACCTGACACAAATATGATTATGTGGGTATGGCAATGACCTGACACAAA AAGCGGGAACAGTGGTGTAG 37 110 37 20 278 20 57,936 59,965 28,300 27,400 2,099,329 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 4 37 244 TGGCAATGACCTGACACAAATATGATTATGTGGGTATGGCAATGACCTGACACAAA CTAAGCGGGAACAGTGGTGT 37 112 37 20 280 20 57,936 59,965 28,300 41,600 2,099,329 B 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 6 33 167 TGGCAATGACCTGACACAAATATGATTATGTGGGTATGGCAATGACCTGACACAAA TCAGCTCTCTGCAAGTTCAACT 37 33 37 20 203 22 57,936 59,896 28,300 31,600 4,168,204 F 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 6 33 168 TTGGCAATGACCTGACACAAATATGATTATGTGGGTTTGGCAATGACCTGACACAA TCAGCTCTCTGCAAGTTCAACT 38 33 36 20 203 22 57,936 59,896 33,300 31,600 4,168,204 F 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:2879:35168_ 1 94 55 11 1.5 AAT AATAATAATAATAATAATAATAATAATAATAATGAT NA 0 0 6 33 169 TTTGGCAATGACCTGACACAAATATGATTATGTGGGTTTGGCAATGACCTGACACA TCAGCTCTCTGCAAGTTCAACT 39 33 35 20 203 22 57,936 59,896 37,200 31,600 4,168,204 F 284 GGAGGGCTAAATATAATATAGATATGTTAAGTGATTTGGCAATGACCTGACACAAATATGATTATGTGGGTAAATGAGGTTTTATATTGTGGCaataataataataataataataataataataatGataataataataataataataATTAAATAAAATAAAGCAAGCTTATTTTCTAAAAGTTGAACTTGCagagagCTGAAATTCAAAGAAACTtgtgtgCCCTAAGGGATGAATCACGGACGGTTATTCTGCAGCTACACCACTGTTCCCGCTTAGATGT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 139 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 13 11 90 cccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctc CCCTCCTCTTCCTCACCCTT AGTGATACTCATATCCTGTGGAAG 14 11 105 20 194 24 60,253 57,337 39,500 34,600 6,915,793 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 139 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 13 10 90 cccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctc CCCTCCTCTTCCTCACCCTT AGTGATACTCATATCCTGTGGAAGA 14 10 105 20 194 25 60,253 58,623 39,500 28,700 6,630,007 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 139 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 13 9 90 cccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctc CCCTCCTCTTCCTCACCCTT AGTGATACTCATATCCTGTGGAAGAA 14 9 105 20 194 26 60,253 59,159 39,500 25,200 7,094,157 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 15 5 1 AGG TCCTCCTCCTCCTCC NA 0 1 13 3 111 CCCTTCCACACCTTGTTCCCTCAtcctcctcctcctcccccc CCCTTCCACACCTTGTTCCC AAGGGTGAGGAAGAGGAGGG 3 53 14 20 124 20 60,540 60,253 39,700 43,000 0.792597 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 15 5 1 AGG TCCTCCTCCTCCTCC NA 0 0 13 2 110 CCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccc CCTTCCACACCTTGTTCCCT AAGGGTGAGGAAGAGGAGGG 2 53 15 20 124 20 59,521 60,253 42,000 43,000 0.731434 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 15 5 1 AGG TCCTCCTCCTCCTCC NA 0 0 14 2 114 CCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccc CCTTCCACACCTTGTTCCCT GGGAAAGGGTGAGGAAGAGG 2 57 15 20 128 20 59,521 59,379 42,000 36,900 1,099,589 F 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 123 7 2 AGG TCCTCCTCCTCCTCCCCCCCCCCCCCCTCTTCCTCCCT NA 0 1 8 2 179 CCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccc CCTTCCACACCTTGTTCCCT GTGATACTCATATCCTGTGGAAGA 2 10 15 20 193 24 59,521 57,343 42,000 28,700 7,135,139 G 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 123 7 2 AGG TCCTCCTCCTCCTCCCCCCCCCCCCCCTCTTCCTCCCT NA 0 0 8 2 180 CCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccc CCTTCCACACCTTGTTCCCT AGTGATACTCATATCCTGTGGAAGA 2 10 15 20 194 25 59,521 58,623 42,000 28,700 6,855,587 G 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2211:30208:60220 1 37 123 7 2 AGG TCCTCCTCCTCCTCCCCCCCCCCCCCCTCTTCCTCCCT NA 0 0 10 3 181 CCCTTCCACACCTTGTTCCCTCAtcctcctcctcctcccccc CCCTTCCACACCTTGTTCCC AGTGATACTCATATCCTGTGGAAGA 3 10 14 20 194 25 60,540 58,623 39,700 28,700 6,916,749 G 194 tcctcctccTCACCCCTTCCACACCTTGTTCCCTCAtcctcctcctcctccccccccccccccTCTTCCTCCCTCCTCCCCTCCCCTTcccccACCATCTcccccccTCCTCTTCCTCACCCTTTcccccACCACCTCcctcctcctcctcctcctcctCTTTATTTATTCTTCCACAGGATATGAGTATCACT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 1 1 12 41 160 TCTACCCACCGGTCCATACATACATCCAACCACCATTTCTACCCACCGGTCCATACA TGGACTGATGGAAGGGTGGA 47 41 43 20 202 20 59,664 60,179 22,900 40,200 0.514581 F 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 41 196 TCCATCGTTCAACACATGCAACAATCCAATCATCCA TCCATCGTTCAACACATGCAAC TGGACTGATGGAAGGGTGGA 81 41 7 22 202 20 60,031 60,179 41,700 40,200 2,210,121 F 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 41 196 TCCATCGTTCAACACATGCAACAATCCAATCATCCA TCCATCGTTCAACACATGCA TGGACTGATGGAAGGGTGGA 83 41 7 20 202 20 58,110 60,179 39,600 40,200 2,068,421 F 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 41 198 CATCCATCGTTCAACACATGCAACAATCCAATCATC CATCCATCGTTCAACACATGCA TGGACTGATGGAAGGGTGGA 83 41 5 22 202 20 59,838 60,179 39,600 40,200 2,340,884 F 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 32 190 TCATCCATCGTTCAACACATGCAACAATCCAATCAT TCATCCATCGTTCAACACATGC GGAAGGGTGGATGGATGGTC 84 32 4 22 193 20 59,580 59,816 40,600 40,200 2,603,404 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 31 150 TCTACCCACCGGTCCATACATACATCCAACCACCATTTCTACCCACCGGTCCATACA GAAGGGTGGATGGATGGTCG 47 31 43 20 192 20 59,664 60,179 22,900 47,900 0.514750 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 27 146 TCTACCCACCGGTCCATACATACATCCAACCACCATTTCTACCCACCGGTCCATACA GGTGGATGGATGGTCGGAAG 47 27 43 20 188 20 59,664 60,179 22,900 34,600 0.514750 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 12 26 145 TCTACCCACCGGTCCATACATACATCCAACCACCATTTCTACCCACCGGTCCATACA GTGGATGGATGGTCGGAAGG 47 26 43 20 187 20 59,664 60,179 22,900 34,600 0.514750 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 33 190 CATCCATCGTTCAACACATGCAACAATCCAATCATC CATCCATCGTTCAACACATGCA TGGAAGGGTGGATGGATGGT 83 33 5 22 194 20 59,838 60,552 39,600 35,500 2,714,375 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 33 191 TCATCCATCGTTCAACACATGCAACAATCCAATCAT TCATCCATCGTTCAACACATGC TGGAAGGGTGGATGGATGGT 84 33 4 22 194 20 59,580 60,552 40,600 35,500 2,972,040 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 21 136 CCCACCGGTCCATACATACATCCAACCACCATTCCA CCCACCGGTCCATACATACA TGGATGGTCGGAAGGATGGA 43 21 47 20 182 20 58,875 60,326 22,900 34,100 1,450,923 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 21 137 ACCCACCGGTCCATACATACATCCAACCACCATTCC ACCCACCGGTCCATACATAC TGGATGGTCGGAAGGATGGA 44 21 46 20 182 20 58,874 60,326 23,900 34,100 1,451,776 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10592:60765 1 110 32 8 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCC NA 0 0 14 20 139 TCTACCCACCGGTCCATACATACATCCAACCACCATTTCTACCCACCGGTCCATACA GGATGGTCGGAAGGATGGAT 47 20 43 20 181 20 59,664 58,940 22,900 34,100 1,395,618 A 219 CATTCATCCATCGTTCAACACATGCAACAATCCAATCATCCATCTACCCACCGGTCCATACATACATCCAACCACCATTCCATTCAGATATACTTACATCCATTCTTCGatccatccatccatccatccatccatccatccATTCATCCATCCTTGCATCTATCCATCCTTCCGACCATCCATCCACCCTTCCATCAGtccatccatccaTGCATGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 44 243 aTTCCAGTAACGGACGGAGCACGAGACGCGTCGCT ATTCCAGTAACGGACGGAGC CCGACCCACAGTCAGCAAAG 138 44 18 20 260 20 59,825 61,231 47,000 27,700 1,405,709 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 42 241 aTTCCAGTAACGGACGGAGCACGAGACGCGTCGCT ATTCCAGTAACGGACGGAGC GACCCACAGTCAGCAAAGCC 138 42 18 20 258 20 59,825 61,519 47,000 43,500 1,693,976 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 36 235 aTTCCAGTAACGGACGGAGCACGAGACGCGTCGCT ATTCCAGTAACGGACGGAGC CAGTCAGCAAAGCCGTCCTT 138 36 18 20 252 20 59,825 60,886 47,000 33,600 1,061,563 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 35 202 GCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACGCTGGTGACGTCAGGAGTTT AGTCAGCAAAGCCGTCCTTC 106 35 50 20 251 20 60,250 60,604 26,600 34,600 0.853885 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 35 234 aTTCCAGTAACGGACGGAGCACGAGACGCGTCGCT ATTCCAGTAACGGACGGAGC AGTCAGCAAAGCCGTCCTTC 138 35 18 20 251 20 59,825 60,604 47,000 34,600 0.779048 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 5 45 243 aTTCCAGTAACGGACGGAGCACGAGACGCGTCGCT ATTCCAGTAACGGACGGAGC CCGACCCACAGTCAGCAAA 138 45 18 20 260 19 59,825 60,228 47,000 36,800 1,402,896 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 36 165 GAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAGAACAAGAAGGAGCCGGAGT CAGTCAGCAAAGCCGTCCTT 68 36 88 20 252 20 59,678 60,886 38,500 33,600 1,208,486 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 35 164 GAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAGAACAAGAAGGAGCCGGAGT AGTCAGCAAAGCCGTCCTTC 68 35 88 20 251 20 59,678 60,604 38,500 34,600 0.925971 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 35 165 AGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAG AGAACAAGAAGGAGCCGGAG AGTCAGCAAAGCCGTCCTTC 69 35 87 20 251 20 59,389 60,604 46,300 34,600 1,214,661 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 5 135 GAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAGAACAAGAAGGAGCCGGAGT AGCTCCACTTCGTTAACCTCC 68 5 88 20 222 21 59,678 59,724 38,500 43,000 1,597,569 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 5 136 AGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAG AGAACAAGAAGGAGCCGGAG AGCTCCACTTCGTTAACCTCC 69 5 87 20 222 21 59,389 59,724 46,300 43,000 1,886,260 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:10693:14635 1 176 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 8 4 134 GAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAGAACAAGAAGGAGCCGGAGT GCTCCACTTCGTTAACCTCCC 68 4 88 20 221 21 59,678 60,675 38,500 43,000 1,997,112 F 273 GAGCGAGGATGaaaaaaaTTCCAGTAACGGACGGAGCACGAGACGCGTCGCTGGTGACGTCAGGAGTTTTCCCCTCAAAGTCAACAAGAACAAGAAGGAGCCGGAGTTTGAATTGTGAAGCAATTAAAATACatatatTTaaaaaaaaaTCAatcatcatcAAAATACACGCCCGggaggaggaggaggaggaggagggggggAGGTTAACGAAGTGGAGCTGAGTTTTCCGAAGGACGGCTTTGCTGACTGTGGGTCGGTCCGGCAGGCGGG

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 1 1 3 41 200 CTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTCTCTCGTTTCAACCTTGCCC ACATTCCTGTGATGCGCTTTG 88 41 10 20 209 21 59,125 59,799 53,600 27,700 2,075,774 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 40 198 CTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTCTCTCGTTTCAACCTTGCCC ATTCCTGTGATGCGCTTTGG 88 40 10 20 207 20 59,125 59,187 53,600 32,800 1,688,243 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 40 200 CACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTCACTCTCGTTTCAACCTTGCC ATTCCTGTGATGCGCTTTGG 89 40 8 21 207 20 59,736 59,187 45,200 32,800 2,077,473 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 27 140 CCCTACATTACAACGGcacacaCGCACaaaaaaCATTT CCCTACATTACAACGGCACAC ACATTCCTGTGATGCGCTTTG 27 41 70 21 209 21 59,264 59,799 38,200 27,700 2,936,287 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 27 140 CCCTACATTACAACGGcacacaCGCACaaaaaaCATTT CCCTACATTACAACGGCACAC ACATTCCTGTGATGCGCTTT 27 42 70 21 209 20 59,264 58,462 38,200 35,100 3,273,619 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 24 134 ACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGACATTACAACGGCACACACG ATTCCTGTGATGCGCTTTGG 24 40 74 20 207 20 59,416 59,187 44,900 32,800 1,397,581 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 24 136 ACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGACATTACAACGGCACACACG ACATTCCTGTGATGCGCTTTG 24 41 74 20 209 21 59,416 59,799 44,900 27,700 1,785,112 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 3 24 141 ACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGACATTACAACGGCACACACG TGATTACATTCCTGTGATGCGC 24 45 74 20 214 22 59,416 59,386 44,900 60,900 3,197,991 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:13362:63630 1 118 30 10 1 AAC AACAACAACAACAACAACAACAACAACAAC NA 0 0 4 23 133 CATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCATTACAACGGCACACACGC ATTCCTGTGATGCGCTTTGG 23 40 75 20 207 20 60,724 59,187 53,400 32,800 1,537,638 F 238 GTGCAGACACTCTCGTTTCAACCTTGCCCCtttttGGGATCTTGCTTTGTGCAGACTGGCTGCTGCGTCCCCTACATTACAACGGcacacaCGCACaaaaaaCATTTCCTGGCTTTGaacaacaacaacaacaacaacaacaacaacTTGCATTtatataGCACCTTTGACATAGCTTaaaaaGcccccAAAGCGCATCACAGGAATGTAATCAGACACAGTCTGACCCCGAGCCACA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 1 1 2 45 224 TGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCATGCCAACCCTTATCTTCCCG GGGAGCCACTGAGAACTCTG 111 45 30 20 253 20 59,745 59,751 51,400 33,500 0.503590 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 2 10 124 TCCAGCTCAATCCAAGACACCCTAATCAATTtttatttaTCCAGCTCAATCCAAGACACC GGGAGCCACTGAGAACTCTG 10 45 130 21 253 20 59,996 59,751 41,600 33,500 1,252,423 A 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 3 44 223 TGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCATGCCAACCCTTATCTTCCCG GGAGCCACTGAGAACTCTGG 111 44 30 20 252 20 59,745 59,751 51,400 38,600 0.503590 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 3 10 123 TCCAGCTCAATCCAAGACACCCTAATCAATTtttatttaTCCAGCTCAATCCAAGACACC GGAGCCACTGAGAACTCTGG 10 44 130 21 252 20 59,996 59,751 41,600 38,600 1,252,423 A 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 3 8 121 CAGCTCAATCCAAGACACCCTAATCAATTtttatttattt CAGCTCAATCCAAGACACCCT GGAGCCACTGAGAACTCTGG 8 44 132 21 252 20 59,996 59,751 43,400 38,600 1,252,887 A 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 5 26 179 GCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAA GCTCATCAGCACCTTGAGT GGAAAGGGTGTGAAGAGCGT 86 26 56 19 234 20 57,452 60,250 34,100 50,700 3,797,904 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 5 25 179 GCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAA GCTCATCAGCACCTTGAGT GGAAAGGGTGTGAAGAGCGTA 86 25 56 19 234 21 57,452 59,998 34,100 44,200 4,549,199 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 27 180 GCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAA GCTCATCAGCACCTTGAGT TGGAAAGGGTGTGAAGAGCG 86 27 56 19 235 20 57,452 60,250 34,100 50,300 3,797,861 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 6 27 206 TGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCATGCCAACCCTTATCTTCCCG TGGAAAGGGTGTGAAGAGCG 111 27 30 20 235 20 59,745 60,250 51,400 50,300 0.505042 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 7 45 240 ATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAATTAGGTTAATTGTTGTGCCAACCC GGGAGCCACTGAGAACTCTG 122 45 14 25 253 20 60,280 59,751 41,100 33,500 5,528,601 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 7 44 240 AATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAATTAGGTTAATTGTTGTGCCAACC GGAGCCACTGAGAACTCTGG 123 44 13 25 252 20 58,772 59,751 37,700 38,600 6,476,365 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14296:2768_ 1 161 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NA 0 0 8 45 240 ATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAATTAGGTTAATTGTTGTGCCAACC GGGAGCCACTGAGAACTCTG 123 45 14 24 253 20 58,210 59,751 37,700 33,500 6,038,363 F 255 CtttttttttGAAATTAGGTTAATTGTTGTGCCAACCCTTATCTTCCCGAAATTTGCTCATCAGCACCTTGAGTGGAGaaaaaTATGCAAATGTGGAcccccAAGTGAAAAGGTTGGAAATGGGGAAACTCCAGCTCAATCCAAGACACCCTAATCAATTtttatttatttatttatttatttatttaTTTTGCAAGCCACTTTTCTTCCCATTACGCTCTTCACACCCTTTCCAGAGTTCTCAGTGGCTCCCCA

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 1 1 4 36 187 CCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGCCATCTGCCGGCTAGTGAC CTCCAGTCTGTGCAGCAAAC 47 36 74 19 260 20 60,227 59,410 36,700 29,300 1,817,575 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 31 181 CATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACATCTGCCGGCTAGTGACG GTCTGTGCAGCAAACCTTGG 46 31 75 19 255 20 60,590 59,969 43,500 36,100 1,621,171 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 31 182 CCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGCCATCTGCCGGCTAGTGAC GTCTGTGCAGCAAACCTTGG 47 31 74 19 255 20 60,227 59,969 36,700 36,100 1,258,558 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 31 213 AAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATAAGACGGTCAGCAGGCTCT GTCTGTGCAGCAAACCTTGG 78 31 43 19 255 20 60,911 59,969 40,900 36,100 1,941,951 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 31 214 CAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCACAAGACGGTCAGCAGGCTC GTCTGTGCAGCAAACCTTGG 79 31 42 19 255 20 60,740 59,969 47,000 36,100 1,770,740 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 31 221 CACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGCACTGGGCAAGACGGTCAG GTCTGTGCAGCAAACCTTGG 86 31 35 19 255 20 60,669 59,969 35,100 36,100 1,700,293 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 4 14 137 TGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGTGGCAGGAGACCAGGACC GCGTCGACCAGCCTCTCC 22 14 100 18 236 18 60,608 62,500 44,600 37,100 7,107,866 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 5 56 245 CACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGCACTGGGCAAGACGGTCAG CCTGAGTGAGGCGGAGGTG 86 56 35 19 279 19 60,669 62,012 35,100 40,000 4,680,750 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 6 57 245 CACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGCACTGGGCAAGACGGTCAG CCTGAGTGAGGCGGAGGT 86 57 35 19 279 18 60,669 60,682 35,100 38,500 4,350,893 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 6 56 244 CACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGCACTGGGCAAGACGGTCAG CTGAGTGAGGCGGAGGTG 86 56 35 19 278 18 60,669 59,424 35,100 40,000 4,245,108 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 6 13 133 CAGGAGACCAGGACCCggggggCAGCCTGCTGGACTCAGGAGACCAGGACCCGG CGTCGACCAGCCTCTCCC 19 13 103 18 235 18 61,078 61,828 57,300 43,000 6,905,454 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:14844:8077_ 1 140 65 7 2 AGG TGCTGCTGCTGCTGGTGGTGGTGGTGGCGGTGGTGNA 0 0 6 13 136 TGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGTGGCAGGAGACCAGGACC CGTCGACCAGCCTCTCCC 22 13 100 18 235 18 60,608 61,828 44,600 43,000 6,435,648 G 284 GAAGCCAGGCGGAGGGCGTGGGTGGTGACCACCCCACTGGGCAAGACGGTCAGCAGGCTCTGCGGCATGGCTGCCATCTGCCGGCTAGTGACGGGCCCCTGGCAGGAGACCAGGACCCggggggCAGCCTGCTGGACTGtgctgctgctgctggtggtggtggtggCGGTGGTggaggaggaAgaggaggaggaggaggaggagACGAGCAGGGCAGGGGAGAGGCTGGTCGACGCCAAGGTTTGCTGCACAGACTGGAGCACCTCCGCCTCACTCAGGTCAAC

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 1 1 3 61 193 TCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACATCTCCTTACTTCCCTTGATGTCA CACCCACCATCACAGTACCA 61 68 3 23 195 20 58,574 59,310 35,800 32,500 5,115,964 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 61 194 TCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACATCTCCTTACTTCCCTTGATGTCA GCACCCACCATCACAGTACC 61 69 3 23 196 20 58,574 60,677 35,800 33,400 5,102,554 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 61 195 TCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACATCTCCTTACTTCCCTTGATGTCA GGCACCCACCATCACAGTAC 61 70 3 23 197 20 58,574 60,677 35,800 27,300 5,102,554 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 36 167 AGGGTTGACAATAGTCCTGGGACACTTTACTATATTAGGGTTGACAATAGTCCTGGG GCACCCACCATCACAGTACC 36 69 30 21 196 20 59,084 60,677 44,500 33,400 2,592,963 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 12 109 GGTTGACAATAGTCCTGGGACACTTTACTATATTAAGGTTGACAATAGTCCTGGGACA ACAAATAGCGCACTGGAAACA 33 12 32 22 140 21 59,695 58,774 40,200 28,300 4,531,091 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 3 12 111 AGGGTTGACAATAGTCCTGGGACACTTTACTATATTAGGGTTGACAATAGTCCTGGG ACAAATAGCGCACTGGAAACA 36 12 30 21 140 21 59,084 58,774 44,500 28,300 4,142,512 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 35 166 GGGTTGACAATAGTCCTGGGACACTTTACTATATTAGGGTTGACAATAGTCCTGGGA GCACCCACCATCACAGTACC 35 69 31 21 196 20 59,087 60,677 43,700 33,400 2,590,201 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 35 167 GGGTTGACAATAGTCCTGGGACACTTTACTATATTAGGGTTGACAATAGTCCTGGGA GGCACCCACCATCACAGTAC 35 70 31 21 197 20 59,087 60,677 43,700 27,300 2,590,201 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT
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ST‐E00142:460:H2K7HCCXY:6:2212:15240:27257 1 87 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NA 0 0 5 12 110 GGGTTGACAATAGTCCTGGGACACTTTACTATATTAGGGTTGACAATAGTCCTGGGA ACAAATAGCGCACTGGAAACA 35 12 31 21 140 21 59,087 58,774 43,700 28,300 4,139,749 A 263 TATCTCCTTACTTCCCTTGATGTCAAATTAGGGTTGACAATAGTCCTGGGACACTTTACTATATTAAAGGTGCTGTATAAATAAAAgttgttgttgttgttgttgttTATTGTCCTTGCTGTTTCCAGTGCGCTATTTGTAATATCATGTGGAACCAATGGATTTGGTTGAAGACTGGTACTGTGATGGTGGGTGCCTTgggggAAGGCTGAGAATGAttttttACTTGGCACTTCTTTTATGAAACCCATTGGTTCAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 1 1 4 8 174 TGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGTGTATTTGGGTCGGCAGTCA GATCACACCGGTGTCTGGC 103 8 105 20 278 19 59,312 60,742 34,100 48,500 2,429,690 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 8 176 GCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGGCTGTATTTGGGTCGGCAGT GATCACACCGGTGTCTGGC 105 8 103 20 278 19 60,677 60,742 44,000 48,500 2,418,552 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 8 184 TTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTA TTGGCCAGGCTGTATTTGGG GATCACACCGGTGTCTGGC 113 8 95 20 278 19 60,614 60,742 41,200 48,500 2,356,185 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 4 8 255 AGTTCTGACTGGGCCATGTATAGACTGTCCGTGGA AGTTCTGACTGGGCCATGTA GATCACACCGGTGTCTGGC 184 8 24 20 278 19 58,343 60,742 22,900 48,500 3,398,357 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 8 216 ATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGATAAGAAGGCGGCCACCAC GATCACACCGGTGTCTGGC 146 8 63 19 278 19 60,078 60,742 41,600 48,500 2,819,485 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 8 244 GGGCCATGTATAGACTGTCCGTGGACACGATAAGAGGGCCATGTATAGACTGTCCG ATCACACCGGTGTCTGGC 173 8 34 21 277 18 59,999 59,653 47,900 48,500 3,348,445 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 5 8 245 GGGCCATGTATAGACTGTCCGTGGACACGATAAGAGGGCCATGTATAGACTGTCCG GATCACACCGGTGTCTGGC 173 8 34 21 278 19 59,999 60,742 47,900 48,500 2,742,725 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 8 223 TGGACACGATAAGAAGGCGGCCACCACCCAAAACaTGGACACGATAAGAAGGCGG ATCACACCGGTGTCTGGC 153 8 55 20 277 18 59,825 59,653 61,300 48,500 2,522,335 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:17208:68605 1 228 24 8 1 CCG CGGCGGCGGCGGCGGCGGCGGCGG NA 0 0 6 8 224 TGGACACGATAAGAAGGCGGCCACCACCCAAAACaTGGACACGATAAGAAGGCGG GATCACACCGGTGTCTGGC 153 8 55 20 278 19 59,825 60,742 61,300 48,500 1,916,615 F 278 AACAAGGCGCaaaaaaCGTGTCCAGTTCTGACTGGGCCATGTATAGACTGTCCGTGGACACGATAAGAAGGCGGCCACCACCCAAAACaaaaaaTTGGCCAGGCTGTATTTGGGTCGGCAGTCaaaaaTAATCGGGCGCGGCAGCGGGTCCTCCGAGGCTgggggTGGCGCTGGGGCGGGGAGGAGTGGGGCgggggCGGCGGCAgcggcggcggggggAGGGGCGAcggcggcggcggcggcggcggcggGGGGAGGGGCCAGACACCGGTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 1 1 2 46 182 GTTGAAGTGGAGGCGATGGAAGATCCTGATACTGAGTTGAAGTGGAGGCGATGGA TCAGCCTTTGGTTTGACCCA 75 46 62 20 243 20 60,036 59,740 34,100 45,100 0.296619 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 2 25 132 CTCCAAGGTCACCCACAGACTGATTAAAAggcggcgg CTCCAAGGTCACCCACAGAC TCAGCCTTTGGTTTGACCCA 25 46 112 20 243 20 59,965 59,740 35,100 45,100 0.295688 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 47 190 GAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGAGAAACCGTTGAAGTGGAGGC GTTCAGCCTTTGGTTTGACCC 81 47 56 20 245 21 59,408 59,931 47,000 44,600 1,660,246 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 46 174 GGAGGCGATGGAAGATCCTGATACTGACTCTGAGGGGAGGCGATGGAAGATCCTG TCAGCCTTTGGTTTGACCCA 67 46 70 20 243 20 59,965 59,740 38,600 45,100 0.294847 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 44 172 GGAGGCGATGGAAGATCCTGATACTGACTCTGAGGGGAGGCGATGGAAGATCCTG AGCCTTTGGTTTGACCCAGT 67 44 70 20 241 20 59,965 59,738 38,600 40,000 0.296312 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 4 27 134 GACTCCAAGGTCACCCACAGACTGATTAAAAggcgg GACTCCAAGGTCACCCACAG TCAGCCTTTGGTTTGACCCA 27 46 110 20 243 20 59,965 59,740 36,600 45,100 0.295688 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 46 190 AGGAAACCGTTGAAGTGGAGGCGATGGAAGATCC AGGAAACCGTTGAAGTGGAGG TCAGCCTTTGGTTTGACCCA 82 46 54 21 243 20 60,203 59,740 43,000 45,100 1,463,001 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 5 46 192 TGAGGAAACCGTTGAAGTGGAGGCGATGGAAGAT TGAGGAAACCGTTGAAGTGGA TCAGCCTTTGGTTTGACCCA 84 46 52 21 243 20 59,513 59,740 40,200 45,100 1,747,372 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:21765:12859 1 157 21 7 1 ATC TGATGATGATGATGATGATGA NA 0 0 8 29 136 CTGACTCCAAGGTCACCCACAGACTGATTAAAAggc CTGACTCCAAGGTCACCCAC TCAGCCTTTGGTTTGACCCA 29 46 108 20 243 20 59,965 59,740 46,100 45,100 0.295688 F 259 AGGAATCTGTTGATTCCATGGTTTTAATGGTCTTGAATGTGGACTTTCAGATGAGGAAACCGTTGAAGTGGAGGCGATGGAAGATCCTGATACTGACTCTGAGGTGTCTGACTCCAAGGTCACCCACAGACTGATTAAAAggcggcggcGAGCAATtgatgatgatgatgatgatgaGGATTAACCACAATGAATTTAGTGtttttGAAATGATTTTGAACACTGGGTCAAACCAAAGGCTGAACATCCCCGAAGATTC

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 4 3 123 GCAGGGTAGTTGAAGCCAcccccAccccccACCAGccc GCAGGGTAGTTGAAGCCACC CCCAGCCACACAATGAAACA 59 3 100 20 222 20 60,961 58,961 46,100 28,300 1,999,928 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 124 CGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcc CGCAGGGTAGTTGAAGCCA CCCAGCCACACAATGAAACA 61 3 99 19 222 20 60,004 58,961 47,500 28,300 2,042,906 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 154 ATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAG ATCACAGCAACTGGGCAGG CCCAGCCACACAATGAAACA 91 3 69 19 222 20 60,304 58,961 48,500 28,300 2,342,956 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 157 TCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCTCCATCACAGCAACTGGGC CCCAGCCACACAATGAAACA 94 3 66 19 222 20 60,304 58,961 53,600 28,300 2,342,629 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 158 CTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCTCCATCACAGCAACTGGGC CCCAGCCACACAATGAAACA 94 3 65 20 222 20 61,311 58,961 53,600 28,300 2,350,001 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 197 tGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCC TGCTTACCTGCTAGCGATTT CCCAGCCACACAATGAAACA 133 3 26 20 222 20 57,309 58,961 21,700 28,300 3,730,476 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 198 ttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCTTGCTTACCTGCTAGCGATT CCCAGCCACACAATGAAACA 134 3 25 20 222 20 57,309 58,961 33,400 28,300 3,730,476 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 3 199 tttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCTTTGCTTACCTGCTAGCGAT CCCAGCCACACAATGAAACA 135 3 24 20 222 20 57,309 58,961 45,800 28,300 3,730,476 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:30147:63876 1 179 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 9 3 128 CCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCCCTGCGCAGGGTAGTTGAA CCCAGCCACACAATGAAACA 65 3 95 19 222 20 60,004 58,961 26,900 28,300 2,042,906 F 233 TGAATGCTAATTACGTAAAAttttttGCTTACCTGCTAGCGAtttttCAGGCTTCCCCTGGCCGCTCCATCACAGCAACTGGGCAGGCTTCAACCCTGCGCAGGGTAGTTGAAGCCAcccccAccccccACCAGcccccTccccccTCGCCCCACCTccccccccAcccccAACACCCccaccaccaccaccaccaccaCATTGTTTCATtgtgtgGCTGGGGCCTAGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 1 1 2 3 159 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC GGGTCAGGTTTCATCAAGGAT 3 102 59 18 217 21 61,844 57,628 44,600 32,400 7,216,531 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 2 3 206 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC AAGCCAACTGGACGAGAAGC 3 150 59 18 264 20 61,844 60,604 44,600 38,600 4,448,065 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 3 3 126 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC TACTTTGCCAGGATCTCCCG 3 70 59 18 184 20 61,844 59,169 44,600 51,400 4,674,738 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 3 3 159 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC GGGTCAGGTTTCATCAAGGA 3 103 59 18 217 20 61,844 57,121 44,600 33,600 6,723,193 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 4 4 127 CGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCCGAGAGGCAGAGCGGGTC TACTTTGCCAGGATCTCCCG 4 70 58 18 184 20 62,200 59,169 44,600 51,400 5,030,931 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 4 4 160 CGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCCGAGAGGCAGAGCGGGTC GGGTCAGGTTTCATCAAGGA 4 103 58 18 217 20 62,200 57,121 44,600 33,600 7,079,386 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 4 3 204 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC GCCAACTGGACGAGAAGCAT 3 148 59 18 262 20 61,844 60,675 44,600 37,900 4,518,985 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 4 3 208 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC TGAAGCCAACTGGACGAGAA 3 152 59 18 266 20 61,844 59,244 44,600 28,700 4,600,384 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9191:23179_ 1 80 15 5 1 CCG CGCCGCCGCCGCCGC NA 0 0 5 3 124 GAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCAGAGAGGCAGAGCGGGTCC CTTTGCCAGGATCTCCCGG 3 69 59 18 182 19 61,844 60,153 44,600 57,300 4,997,177 A 278 gccgccgccgccgccgccgccgccgccgccgccGCTTGAGCGCAGCCGGGACGCGAGCGAGAGGCAGAGCGGGTCCGCGcgccgccgccgccgcCATGGGGAGCCGCGTGTCCCGAGAGGATTTCGAGTGGGTCTATACGGACCAGCCGCACGCCAACCGGCGCCGGGAGATCCTGGCAAAGTATCCAGAGATCAAATCCTTGATGAAACCTGACCCCAATTTGAAATGGATCATAACTGTGATGCTTCTCGTCCAGTTGGCTTCATTTTACTTAGTG

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 1 1 6 1 124 ACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCACATTAGGCGCCTGAATGCT AAACGGGATGGCCTGGGC 61 1 141 20 264 18 60,107 62,759 37,900 53,600 4,866,222 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 125 CACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCACATTAGGCGCCTGAATGC AAACGGGATGGCCTGGGC 62 1 140 20 264 18 59,970 62,759 35,600 53,600 4,789,038 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 126 CCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTCCACATTAGGCGCCTGAATG AAACGGGATGGCCTGGGC 63 1 139 20 264 18 59,335 62,759 26,700 53,600 5,423,965 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 143 CTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAA CTGTGAAGCGCCTTAGGC AAACGGGATGGCCTGGGC 82 1 122 18 264 18 58,509 62,759 39,300 53,600 8,250,095 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 144 CCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGA CCTGTGAAGCGCCTTAGGC AAACGGGATGGCCTGGGC 82 1 121 19 264 18 61,109 62,759 39,300 53,600 6,868,331 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 145 CCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTG CCCTGTGAAGCGCCTTAGG AAACGGGATGGCCTGGGC 83 1 120 19 264 18 60,450 62,759 26,900 53,600 6,209,517 A 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 203 ATATCTCCTGACATGGCCCggggggTCAGGTTTTCAC ATATCTCCTGACATGGCCCG AAACGGGATGGCCTGGGC 140 1 62 20 264 18 59,020 62,759 61,300 53,600 5,738,870 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 220 TGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCC TGGTCAGCCCGTCCCTAATA AAACGGGATGGCCTGGGC 157 1 45 20 264 18 60,032 62,759 0.9800 53,600 4,791,122 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 221 TTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCC TTGGTCAGCCCGTCCCTAAT AAACGGGATGGCCTGGGC 158 1 44 20 264 18 60,912 62,759 17,300 53,600 5,671,692 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 240 GGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAAGGCCTCTCTGACCGAGCTTT AAACGGGATGGCCTGGGC 177 1 25 20 264 18 61,894 62,759 35,100 53,600 6,653,124 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 240 GGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAAGGCCTCTCTGACCGAGCTT AAACGGGATGGCCTGGGC 178 1 25 19 264 18 61,355 62,759 37,400 53,600 7,114,398 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:9922:2645_1 1 222 24 8 1 AAC ACAACAACAACAACAACAACAACA NA 0 0 6 1 240 GGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAAGGCCTCTCTGACCGAGCT AAACGGGATGGCCTGGGC 179 1 25 18 264 18 60,758 62,759 40,900 53,600 7,517,122 F 278 TCCTCTAAGACGCTCCTTAAAACCGGCctctctGACCGAGCTTTTGGTCAGCCCGTCCCTAATATCTCCTGACATGGCCCggggggTCAGGTTTTCACTGCTGATGccccccACCCCACCCCTGTGAAGCGCCTTAGGCCACATTAGGCGCCTGAATGCTTTTCAGAGTGTGGTGCTGCGGGAAACGCAGGAGCCAAATTGCGCACAGCAAGCTCCCACGCacaacaacaacaacaacaacaacaCGCCCAGGCCATCCCGTTTTGCTTGGCGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 1 1 14 6 93 GGACGCCAAGATGGATCGATGGAAATgaatggaatggGGACGCCAAGATGGATCGAT TCCTTTCCATTCCATCCATCCA 6 10 8 20 100 22 59,966 59,142 35,900 34,100 2,892,191 F 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 6 107 GGACGCCAAGATGGATCGATGGAAATgaatggaatggGGACGCCAAGATGGATCGAT CCCTTGCATTAAATTCCTTTCCA 6 23 8 20 114 23 59,966 57,581 35,900 35,300 5,453,298 B 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 4 91 ACGCCAAGATGGATCGATGGAAATgaatggaatggaa ACGCCAAGATGGATCGATGG TCCTTTCCATTCCATCCATCCA 4 10 10 20 100 22 60,250 59,142 35,100 34,100 3,108,171 F 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 4 105 ACGCCAAGATGGATCGATGGAAATgaatggaatggaa ACGCCAAGATGGATCGATGG CCCTTGCATTAAATTCCTTTCCA 4 23 10 20 114 23 60,250 57,581 35,100 35,300 5,669,277 B 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 3 90 CGCCAAGATGGATCGATGGAAATgaatggaatggaatg CGCCAAGATGGATCGATGGA TCCTTTCCATTCCATCCATCCA 3 10 11 20 100 22 59,966 59,142 34,100 34,100 2,892,052 F 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:13656:55631 1 34 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 14 3 104 CGCCAAGATGGATCGATGGAAATgaatggaatggaatg CGCCAAGATGGATCGATGGA CCCTTGCATTAAATTCCTTTCCA 3 23 11 20 114 23 59,966 57,581 34,100 35,300 5,453,159 B 115 ATTGAATGGACGCCAAGATGGATCGATGGAAATgaatggaatggaatggaatggaatggaatggaatgGATGTCAAgatggatggatgGAATGGAAAGGAATTTAATGCAAGGGG

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 20 139 CTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcc CTCTCAGCTGCTCTGCCATT CCAGAGCTGCAACATCTGAGA 57 20 125 20 263 21 60,108 60,066 31,600 32,700 1,173,964 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 22 139 TCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctcTCTCAGCTGCTCTGCCATTG CCCAGAGCTGCAACATCTGA 56 22 126 20 264 20 60,393 60,036 28,200 32,700 0.428320 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 22 140 CTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcc CTCTCAGCTGCTCTGCCATT CCCAGAGCTGCAACATCTGA 57 22 125 20 264 20 60,108 60,036 31,600 32,700 0.143331 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 22 237 TGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTGACCTCTTGGGACCCTAGG CCCAGAGCTGCAACATCTGA 154 22 28 20 264 20 59,957 60,036 30,200 32,700 0.078456 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 22 262 ACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTG ACCAGGGACTAGCTGATGGT CCCAGAGCTGCAACATCTGA 179 22 3 20 264 20 59,957 60,036 35,500 32,700 0.079059 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 20 138 TCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctcTCTCAGCTGCTCTGCCATTG CCAGAGCTGCAACATCTGAGA 56 20 126 20 263 21 60,393 60,066 28,200 32,700 1,458,953 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 11 97 TGCCAGATCCTTGAGAATGAACATGGGGTGTCTTct TGCCAGATCCTTGAGAATGAACA CCCAGAGCTGCAACATCTGA 11 22 168 23 264 20 59,991 60,036 31,800 32,700 3,045,088 A 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 35 153 CTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcc CTCTCAGCTGCTCTGCCATT GGAAGAAGCAGGACCCAGAG 57 35 125 20 277 20 60,108 59,748 31,600 33,500 0.359240 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 35 250 TGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTGACCTCTTGGGACCCTAGG GGAAGAAGCAGGACCCAGAG 154 35 28 20 277 20 59,957 59,748 30,200 33,500 0.294365 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 24 142 CTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcc CTCTCAGCTGCTCTGCCATT GACCCAGAGCTGCAACATCT 57 24 125 20 266 20 60,108 60,036 31,600 29,000 0.143235 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 24 238 GACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTGACCTCTTGGGACCCTAGGT GACCCAGAGCTGCAACATCT 153 24 29 20 266 20 59,957 60,036 30,800 29,000 0.078511 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 24 239 TGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTGACCTCTTGGGACCCTAGG GACCCAGAGCTGCAACATCT 154 24 28 20 266 20 59,957 60,036 30,200 29,000 0.078361 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 24 264 ACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTG ACCAGGGACTAGCTGATGGT GACCCAGAGCTGCAACATCT 179 24 3 20 266 20 59,957 60,036 35,500 29,000 0.078964 B 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 19 102 ctccGTGCCAGATCCTTGAGAATGAACATGGGGTGT CTCCGTGCCAGATCCTTGAG CCCAGAGCTGCAACATCTGA 19 22 163 20 264 20 60,179 60,036 30,200 32,700 0.214814 F 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 19 104 ctccGTGCCAGATCCTTGAGAATGAACATGGGGTGT CTCCGTGCCAGATCCTTGAG GACCCAGAGCTGCAACATCT 19 24 163 20 266 20 60,179 60,036 30,200 29,000 0.214719 F 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 17 102 ccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTCCGTGCCAGATCCTTGAGAA GACCCAGAGCTGCAACATCT 17 24 165 20 266 20 59,750 60,036 28,700 29,000 0.285864 F 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 11 99 TGCCAGATCCTTGAGAATGAACATGGGGTGTCTTct TGCCAGATCCTTGAGAATGAACA GACCCAGAGCTGCAACATCT 11 24 168 23 266 20 59,991 60,036 31,800 29,000 3,044,993 A 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16559:7497_ 1 202 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 11 110 TGCCAGATCCTTGAGAATGAACATGGGGTGTCTTct TGCCAGATCCTTGAGAATGAACA GGAAGAAGCAGGACCCAGAG 11 35 168 23 277 20 59,991 59,748 31,800 33,500 3,260,997 A 277 TCACCAGGGACTAGCTGATGGTAAGTGTGACCTCTTGGGACCCTAGGTGGGTCTATTTTGGATTAGGATGCTTCTGGCGATGACCCCTCCCTGCAAAAGATCAGCTGTGGCTACATGGGCCTGCCTCTCAGCTGCTCTGCCATTGCTGCCCTCTtcctcctcctccGTGCCAGATCCTTGAGAATGAACATGGGGTGTCTTctcctcctcctcctcctcctcATCTTTCTCATTGACCTCCTTCTCAGATGTTGCAGCTCTGGGTCCTGCTTCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 4 69 211 TCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTC TCGTTCTTACTAGCGTCGATCT TGCTGCTAGTTTCGGTTCGC 69 70 2 22 212 20 58,807 61,289 27,500 47,000 4,482,372 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 69 212 TCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTC TCGTTCTTACTAGCGTCGATCT TTGCTGCTAGTTTCGGTTCG 69 71 2 22 213 20 58,807 58,855 27,500 39,500 4,338,232 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 69 213 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCT CTCGTTCTTACTAGCGTCGATCT TTGCTGCTAGTTTCGGTTCG 69 71 1 23 213 20 59,754 58,855 27,500 39,500 4,390,723 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 30 169 TGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgTGCCTCCTTCGGTGCCTC TTGCTGCTAGTTTCGGTTCG 30 71 45 18 213 20 61,706 58,855 47,000 39,500 4,851,342 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 16 113 TGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgTGCCTCCTTCGGTGCCTC CACTATGGCGGAGGAGCAG 30 16 45 18 157 19 61,706 59,931 47,000 42,400 4,775,126 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 16 156 TCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTC TCGTTCTTACTAGCGTCGATCT CACTATGGCGGAGGAGCAG 69 16 2 22 157 19 58,807 59,931 27,500 42,400 4,262,016 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 16 157 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCT CTCGTTCTTACTAGCGTCGATCT CACTATGGCGGAGGAGCAG 69 16 1 23 157 19 59,754 59,931 27,500 42,400 4,314,507 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 14 110 TGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgTGCCTCCTTCGGTGCCTC TATGGCGGAGGAGCAGGT 30 14 45 18 154 18 61,706 60,042 47,000 40,000 5,748,294 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 30 170 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCTC TTGCTGCTAGTTTCGGTTCG 30 71 44 19 213 20 62,672 58,855 47,000 39,500 4,817,264 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 16 114 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCTC CACTATGGCGGAGGAGCAG 30 16 44 19 157 19 62,672 59,931 47,000 42,400 4,741,048 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 14 111 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCTC TATGGCGGAGGAGCAGGT 30 14 44 19 154 18 62,672 60,042 47,000 40,000 5,714,217 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 31 170 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCT TTGCTGCTAGTTTCGGTTCG 31 71 44 18 213 20 61,711 58,855 47,500 39,500 4,855,691 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 14 111 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCT TATGGCGGAGGAGCAGGT 31 14 44 18 154 18 61,711 60,042 47,500 40,000 5,752,644 B 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 7 19 117 CTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgc CTGCCTCCTTCGGTGCCTC CAGCACTATGGCGGAGGAG 30 19 44 19 160 19 62,672 59,931 47,000 36,900 4,741,048 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16630:19680 1 93 30 10 1 CCG CCGCCGCCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 7 19 159 TCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTC TCGTTCTTACTAGCGTCGATCT CAGCACTATGGCGGAGGAG 69 19 2 22 160 19 58,807 59,931 27,500 36,900 4,262,016 F 224 CTCGTTCTTACTAGCGTCGATCTTCGcccccTCTGCCTCGGCGCTGCCTCCTTCGGTGCCTCCGGCCGCAGAgccgccgccgccCCCGCTGCccgccgccgccgccgccgccgccgccgccgCCCCGTCCCCTCCGACCTGCTCCTCCGCCATAGtgctgctgcCGCCGCCGAGACGACACCCGCCGCTGCCGCGAACCGAAACTAGCAGCAAAGTGATCCCCG

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 1 1 5 1 107 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTC GCGAGATGGACGAGGGTAAC 1 40 3 19 109 20 59,096 60,249 28,700 25,000 2,152,981 A 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 1 232 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTC CGTAAGGCAAATGAAATTGAAACTGT 1 159 3 19 234 26 59,096 59,579 28,700 35,500 8,324,636 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 0 106 CCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctg CCACTCCTGCCTCTTCTCC GCGAGATGGACGAGGGTAAC 0 40 4 19 109 20 59,096 60,249 37,100 25,000 2,152,981 A 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 0 231 CCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctg CCACTCCTGCCTCTTCTCC CGTAAGGCAAATGAAATTGAAACTGT 0 159 4 19 234 26 59,096 59,579 37,100 35,500 8,324,636 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 5 0 247 CCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctg CCACTCCTGCCTCTTCTCC GTTCCACATGCAGACCCGTA 0 181 4 19 250 20 59,096 60,037 37,100 40,200 1,940,797 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 107 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC GCGAGATGGACGAGGGTAAC 0 40 3 20 109 20 61,622 60,249 37,100 25,000 1,870,621 A 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 129 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC ACAGTGGATGTGTGAGGACG 0 62 3 20 131 20 61,622 59,682 37,100 47,900 1,940,113 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 136 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC GCGAGCTACAGTGGATGTGT 0 69 3 20 138 20 61,622 60,109 37,100 37,200 1,730,287 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 151 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC GTTGAAACGTCACAGGCGAG 0 84 3 20 153 20 61,622 59,768 37,100 50,300 1,853,975 B 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 152 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC AGTTGAAACGTCACAGGCGA 0 85 3 20 154 20 61,622 60,179 37,100 55,400 1,800,767 B 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 153 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC GAGTTGAAACGTCACAGGCG 0 86 3 20 155 20 61,622 59,768 37,100 55,200 1,853,975 B 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 232 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC CGTAAGGCAAATGAAATTGAAACTGT 0 159 3 20 234 26 61,622 59,579 37,100 35,500 8,042,277 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 246 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC TCCACATGCAGACCCGTAAG 0 179 3 20 248 20 61,622 59,751 37,100 23,400 1,870,792 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:16914:43343 1 23 27 9 1 AGC CTGCTGCTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 248 CCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctCCCACTCCTGCCTCTTCTCC GTTCCACATGCAGACCCGTA 0 181 3 20 250 20 61,622 60,037 37,100 40,200 1,658,437 F 288 GCCCCACTCCTGCCTCTTCTCCctgctgctgctgctgctgctgctgctgCTTGTAGCTGCTCCTGCCAGGAGATCGGCAGTCATGGTCTGTTACCCTCGTCCATCTCGCACCGTCCTcacacaTCCACTGTAGCTCGCCTGTGACGTTTCAACTCTGATCAAATGGCCGAAAGACGGACAttttttttCCGGATGTCTTTTCATTCTAACAGTTTCAATTTCATTTGCCTTACGGGTCTGCATGTGGAACTTTAAGTGTACGTCTTAGCACCCACATTTCCAAAGGTC

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 1 1 10 9 125 GCAGAGGGATAGATTGATGGATAGATAGATTgatagGCAGAGGGATAGATTGATGGAT GCCTTACGCTTCTGCCTCTA 9 46 48 22 172 20 57,159 59,540 34,100 24,300 5,301,027 B 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 10 9 131 GCAGAGGGATAGATTGATGGATAGATAGATTgatagGCAGAGGGATAGATTGATGGAT TCTCTGGCCTTACGCTTCTG 9 52 48 22 178 20 57,159 59,467 34,100 30,200 5,373,290 B 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 10 9 132 GCAGAGGGATAGATTGATGGATAGATAGATTgatagGCAGAGGGATAGATTGATGGAT TTCTCTGGCCTTACGCTTCTG 9 52 48 22 179 21 57,159 60,067 34,100 30,200 5,907,575 B 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 11 23 139 agagATGTagagagGCAGAGGGATAGATTGATGGAT AGAGATGTAGAGAGGCAGAGGG GCCTTACGCTTCTGCCTCTA 23 46 34 22 172 20 60,158 59,540 43,000 24,300 2,618,785 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 49 244 agagGCAGTGATATAGACTGGTagagagagATGTagagAGAGGCAGTGATATAGACTGGT TGTCTGCTTGTCTCCGTTCC 49 125 8 22 251 20 57,808 59,966 40,000 36,200 4,225,308 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 137 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA GCCTTACGCTTCTGCCTCTA 22 46 36 21 172 20 59,144 59,540 42,000 24,300 2,316,570 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 138 gagATGTagagagGCAGAGGGATAGATTGATGGATA GAGATGTAGAGAGGCAGAGGGA GCCTTACGCTTCTGCCTCTA 22 46 35 22 172 20 60,159 59,540 42,000 24,300 2,618,845 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 143 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA TCTCTGGCCTTACGCTTCTG 22 52 36 21 178 20 59,144 59,467 42,000 30,200 2,388,832 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 188 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA CCCTCTCCCTTCTTGTGCAA 22 97 36 21 223 20 59,144 59,598 42,000 40,800 2,257,997 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 189 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA TCCCTCTCCCTTCTTGTGCA 22 98 36 21 224 20 59,144 60,474 42,000 45,700 2,329,953 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 190 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA CTCCCTCTCCCTTCTTGTGC 22 99 36 21 225 20 59,144 59,748 42,000 45,700 2,107,894 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 196 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA CCCTCTCTCCCTCTCCCTTC 22 105 36 21 231 20 59,144 60,106 42,000 34,600 1,961,968 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 12 22 216 agATGTagagagGCAGAGGGATAGATTGATGGATAGAGATGTAGAGAGGCAGAGGGA TGTCTGCTTGTCTCCGTTCC 22 125 36 21 251 20 59,144 59,966 42,000 36,200 1,889,763 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 13 49 245 gagagGCAGTGATATAGACTGGTagagagagATGTagaGAGAGGCAGTGATATAGACTGGT TGTCTGCTTGTCTCCGTTCC 49 125 7 23 251 20 58,851 59,966 40,000 36,200 4,182,343 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:17655:34043 1 79 28 7 1 AGAT GATAGATAGATAGATAGATAGATAGATA NA 0 0 14 49 246 agagagGCAGTGATATAGACTGGTagagagagATGTagAGAGAGGCAGTGATATAGACTGGT TGTCTGCTTGTCTCCGTTCC 49 125 6 24 251 20 60,141 59,966 40,000 36,200 4,174,545 F 286 GAGGTagagagGCAGTGATATAGACTGGTagagagagATGTagagagGCAGAGGGATAGATTGATGGATAGATAGATTgatagatagatagatagatagatagataAACAGGTAGATAGATAGGtagatagatagaTATGTAGACAGATAGATAGAGGCAGAAGCGTAAGGCCAGAGAAAGATagagagagGaaaaaaGAGAGTTGCACAAGAAGGGAGAGGgagagagggggAACGGAGACAAGCAGACATATCAACAGACTgagagagaTTAAGGGGCagagag

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 4 5 112 GGTACCGGTCTGGCAAAGATGGCCAgaggaggaggagGGTACCGGTCTGGCAAAGAT CTGCCTGCTTCACCCTGAC 5 41 102 20 213 19 59,748 60,674 24,000 35,100 1,925,862 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 5 151 GGTACCGGTCTGGCAAAGATGGCCAgaggaggaggagGGTACCGGTCTGGCAAAGAT CTTGGTGGAAGATGGTCCGG 5 79 102 20 252 20 59,748 60,393 24,000 51,400 0.645195 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 3 110 TACCGGTCTGGCAAAGATGGCCAgaggaggaggagga TACCGGTCTGGCAAAGATGG CTGCCTGCTTCACCCTGAC 3 41 104 20 213 19 59,748 60,674 35,100 35,100 1,925,580 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 3 145 TACCGGTCTGGCAAAGATGGCCAgaggaggaggagga TACCGGTCTGGCAAAGATGG GTGGAAGATGGTCCGGACAT 3 75 104 20 248 20 59,748 59,458 35,100 30,600 0.793778 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 3 149 TACCGGTCTGGCAAAGATGGCCAgaggaggaggagga TACCGGTCTGGCAAAGATGG CTTGGTGGAAGATGGTCCGG 3 79 104 20 252 20 59,748 60,393 35,100 51,400 0.644913 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 6 102 GAGATGCCGGCACAGTACCCCGCCGGTACCGGTCT GAGATGCCGGCACAGTACC CATCCCTCCACCTCCAACTC 30 6 78 19 179 20 60,522 59,456 33,400 30,100 2,065,431 A 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 79 241 TCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGTCCTCCGGTGACATGAGGT CTTGGTGGAAGATGGTCCGG 96 79 12 19 252 20 59,921 60,393 38,500 51,400 1,471,526 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 79 242 CTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTCTCCTCCGGTGACATGAGGT CTTGGTGGAAGATGGTCCGG 96 79 11 20 252 20 60,973 60,393 38,500 51,400 1,365,981 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 75 237 TCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGTCCTCCGGTGACATGAGGT GTGGAAGATGGTCCGGACAT 96 75 12 19 248 20 59,921 59,458 38,500 30,600 1,620,391 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 7 75 238 CTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTCTCCTCCGGTGACATGAGGT GTGGAAGATGGTCCGGACAT 96 75 11 20 248 20 60,973 59,458 38,500 30,600 1,514,846 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 79 241 TCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGTCCTCCGGTGACATGAGGTC CTTGGTGGAAGATGGTCCGG 95 79 12 20 252 20 60,971 60,393 38,500 51,400 1,363,934 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:20334:32180 1 127 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 75 237 TCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGTCCTCCGGTGACATGAGGTC GTGGAAGATGGTCCGGACAT 95 75 12 20 248 20 60,971 59,458 38,500 30,600 1,512,799 F 277 TGCAGCGGCGCTCCTCCGGTGACATGAGGTCCGGCGAGCTCATCTTGCGCTACGCCCTGCTCgggggCAACTGCGGCGAGATGCCGGCACAGTACCCCGCCGGTACCGGTCTGGCAAAGATGGCCAgaggaggaggaggaggaggaggaggagGCGGCGGAGTTGGAGGTGGAGGGATGGCGCAGGGCCGCCGGGTCAGGGTGAAGCAGGCAGCCACTCGACCCCGAGATGTCCGGACCATCTTCCACCAAGCGGAGGACCCCAGAGTCCCGGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 6 52 202 GCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTGCTCTGAGAGCGCTTTCCTT CAACCCAGAGAAACAACACCG 88 52 59 20 260 21 60,391 59,666 33,600 49,400 1,724,617 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 51 200 GCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTGCTCTGAGAGCGCTTTCCTT ACCCAGAGAAACAACACCGT 88 51 59 20 258 20 60,391 59,455 33,600 48,300 0.935695 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 51 201 GCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTGCTCTGAGAGCGCTTTCCTT AACCCAGAGAAACAACACCGT 88 51 59 20 259 21 60,391 60,065 33,600 48,300 1,455,978 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 36 135 CCATGTCTCCAACCCTGGTCTCCAACCGCACCACAT CCATGTCTCCAACCCTGGTC ACACCGTAGACCATGATTGCT 36 37 111 20 245 21 60,035 59,445 40,200 39,100 1,590,130 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 36 148 CCATGTCTCCAACCCTGGTCTCCAACCGCACCACAT CCATGTCTCCAACCCTGGTC ACCCAGAGAAACAACACCGT 36 51 111 20 258 20 60,035 59,455 40,200 48,300 0.579752 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 31 143 TCTCCAACCCTGGTCTCCAACCGCACCACATcccccA TCTCCAACCCTGGTCTCCAA ACCCAGAGAAACAACACCGT 31 51 116 20 258 20 60,105 59,455 35,300 48,300 0.649369 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 30 129 CTCCAACCCTGGTCTCCAACCGCACCACATcccccAC CTCCAACCCTGGTCTCCAAC ACACCGTAGACCATGATTGCT 30 37 117 20 245 21 59,963 59,445 37,700 39,100 1,591,949 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 30 142 CTCCAACCCTGGTCTCCAACCGCACCACATcccccAC CTCCAACCCTGGTCTCCAAC ACCCAGAGAAACAACACCGT 30 51 117 20 258 20 59,963 59,455 37,700 48,300 0.581571 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 167 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 19 130 TCTCCAACCGCACCACATcccccACCCCAGGCCCCAC TCTCCAACCGCACCACATC ACCCAGAGAAACAACACCGT 19 51 129 19 258 20 60,004 59,455 30,600 48,300 1,548,535 F 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 1 5 20 255 CAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATC CAGCCTCTCACAGTGCTCTT AACCCAGAGAAACAACACCGT 20 51 5 20 259 21 59,679 60,065 28,500 48,300 1,386,001 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 0 6 20 254 CAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATC CAGCCTCTCACAGTGCTCTT ACCCAGAGAAACAACACCGT 20 51 5 20 258 20 59,679 59,455 28,500 48,300 0.865718 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 0 6 18 239 GCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCAc GCCTCTCACAGTGCTCTTTC ACACCGTAGACCATGATTGCT 18 37 7 20 245 21 58,562 59,445 26,200 39,100 2,992,700 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 0 7 17 239 GCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCAc GCCTCTCACAGTGCTCTTTCT ACACCGTAGACCATGATTGCT 17 37 7 21 245 21 59,998 59,445 25,200 39,100 2,556,935 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 0 7 17 239 GCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCAc GCCTCTCACAGTGCTCTTTCT ACACCGTAGACCATGATTGC 17 38 7 21 245 20 59,998 57,976 25,200 35,600 3,026,035 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:25164:16182 1 45 143 7 2 ACC CTCTCTCTCTGCCTGCTCTGAGAGCGCTTTCCTTTTC NA 0 0 7 17 252 GCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCAc GCCTCTCACAGTGCTCTTTCT ACCCAGAGAAACAACACCGT 17 51 7 21 258 20 59,998 59,455 25,200 48,300 1,546,556 G 275 TCTCCAGCCTCTCACAGTGCTCTTtctctctcCCTTTCAGATCActctctctctGCCTGCTCTGAGAGCGCTTTCCTTTTCTGCTTATTCTAAGTTGTTAATTTAAATACCCATGTCTCCAACCCTGGTCTCCAACCGCACCACATcccccACCCCAGGCCCCACAcaccaccaccaccaccaccacCGTCACAAGTGAtttttCATTATTTGTCCATTTTCATAGCAATCATGGTCTACGGTGTTGTTTCTCTGGGTTGATTTGGAGTAACATG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 4 11 198 GGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaa GGAGATTTCCCAGGTTGGCA AGCCCATTGCACCACTTACA 123 11 58 20 255 20 59,960 59,888 49,200 24,100 0.151837 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 11 206 GCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAA GCCAAGTCGGAGATTTCCCA AGCCCATTGCACCACTTACA 131 11 50 20 255 20 60,035 59,888 43,700 24,100 0.147657 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 11 207 TGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCA TGCCAAGTCGGAGATTTCCC AGCCCATTGCACCACTTACA 132 11 49 20 255 20 60,035 59,888 39,700 24,100 0.147657 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 26 258 AAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGT AAACATAGGCCCGGCAATCC CCTGACTCTTGTCTCAGCCC 168 26 13 20 270 20 60,755 59,751 30,100 51,900 1,004,170 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 11 243 AAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGT AAACATAGGCCCGGCAATCC AGCCCATTGCACCACTTACA 168 11 13 20 255 20 60,755 59,888 30,100 24,100 0.867546 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 10 242 AAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGT AAACATAGGCCCGGCAATCC GCCCATTGCACCACTTACAC 168 10 13 20 254 20 60,755 59,756 30,100 29,000 0.998963 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 6 4 187 ATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCATTTCCCAGGTTGGCAAAGC TGCACCACTTACACCAACCA 119 4 62 20 248 20 59,313 59,744 35,100 36,700 0.942966 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 8 2 189 GGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaa GGAGATTTCCCAGGTTGGCA CACCACTTACACCAACCACG 123 2 58 20 246 20 59,960 59,058 49,200 49,400 0.981160 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:29031:53293 1 201 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 8 1 188 GGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaa GGAGATTTCCCAGGTTGGCA ACCACTTACACCAACCACGC 123 1 58 20 245 20 59,960 60,816 49,200 53,400 0.856040 F 274 CAATTAACCCCAAAACATAGGCCCGGCAATCCAGCCCCAGGTCAGGTTTGCCAAGTCGGAGATTTCCCAGGTTGGCAAAGCCAATCTTTaaaaaTGTCTGACCATGTGTCGTAtttttGGTCCGGTgggggggAgggggAggggggggCgggggggggggggggggggggggggggggggggggggggggggggggggggggtggtggtggtggtggtggtggtGGCGTGGTTGGTGTAAGTGGTGCAATGGGCTGAGACAAGAGTCAGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 1 16 1 91 TCActctctCACACTcacacaCTCACActctctCACTctcactTCACTCTCTCACACTCACACAC CGCGCGCATCTGTATAGGC 5 1 78 22 168 19 59,641 61,721 38,200 39,300 5,079,973 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 0 16 1 92 CTCActctctCACACTcacacaCTCACActctctCACTctca CTCACTCTCTCACACTCACACA CGCGCGCATCTGTATAGGC 6 1 77 22 168 19 59,379 61,721 37,200 39,300 5,341,343 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 0 18 1 90 CActctctCACACTcacacaCTCACActctctCACTctcactc CACTCTCTCACACTCACACACT CGCGCGCATCTGTATAGGC 4 1 79 22 168 19 59,640 61,721 35,500 39,300 5,081,241 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 1 1 3 7 152 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA ACTTGGACAGGGCATGAGAG 7 72 49 20 200 20 60,036 59,383 39,600 32,000 0.653138 F 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 3 7 209 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA TAGGGTGGTCAGCAGTTTCG 7 129 49 20 257 20 60,036 59,680 39,600 34,600 0.356099 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 40 247 TCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTC TCTTTGCTCCACAACCAAGC GGAAGTAGGGTGGTCAGCAG 40 134 16 20 262 20 58,968 59,749 40,100 42,400 1,282,527 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 39 241 CTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCT CTTTGCTCCACAACCAAGCA TAGGGTGGTCAGCAGTTTCG 39 129 17 20 257 20 59,254 59,680 39,100 34,600 1,066,437 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 39 246 CTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCT CTTTGCTCCACAACCAAGCA GGAAGTAGGGTGGTCAGCAG 39 134 17 20 262 20 59,254 59,749 39,100 42,400 0.996577 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 27 140 TCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTC TCTTTGCTCCACAACCAAGC ATTCTGGGCTAGAGCAGGGA 40 27 16 20 155 20 58,968 60,031 40,100 42,000 1,062,719 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 27 141 TTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCT TTCTTTGCTCCACAACCAAGC ATTCTGGGCTAGAGCAGGGA 40 27 15 21 155 20 59,591 60,031 40,100 42,000 1,439,407 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 104 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA CTGGGCTAGAGCAGGGAAAG 7 24 49 20 152 20 60,036 59,820 39,600 26,200 0.215661 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 107 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA ATTCTGGGCTAGAGCAGGGA 7 27 49 20 155 20 60,036 60,031 39,600 42,000 0.066430 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 151 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA CTTGGACAGGGCATGAGAGA 7 71 49 20 199 20 60,036 59,093 39,600 31,000 0.943211 F 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 155 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA TGAACTTGGACAGGGCATGA 7 75 49 20 203 20 60,036 59,230 39,600 30,700 0.806224 F 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 158 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA AGATGAACTTGGACAGGGCA 7 78 49 20 206 20 60,036 58,933 39,600 53,600 1,103,020 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 7 214 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA GGAAGTAGGGTGGTCAGCAG 7 134 49 20 262 20 60,036 59,749 39,600 42,400 0.286238 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 4 3 210 TGCTCTCCAACATGCAAGGACTCataataataataataa TGCTCTCCAACATGCAAGGA GGAAGTAGGGTGGTCAGCAG 3 134 53 20 262 20 59,599 59,749 33,600 42,400 0.651869 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 6 26 140 TTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCT TTCTTTGCTCCACAACCAAGC TTCTGGGCTAGAGCAGGGAA 40 26 15 21 154 20 59,591 60,253 40,100 39,700 1,661,399 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 6 3 189 TGCTCTCCAACATGCAAGGACTCataataataataataa TGCTCTCCAACATGCAAGGA TTCGTGTTGAGAGCAGGACA 3 113 53 20 241 20 59,599 59,250 33,600 40,200 1,151,605 B 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:32238:30615 1 76 33 11 1 AAT ATAATAATAATAATAATAATAATAATAATAATA NA 0 0 8 7 97 CCTCTGCTCTCCAACATGCAAGGACTCataataataataCCTCTGCTCTCCAACATGCA AGAGCAGGGAAAGCAGCAAA 7 17 49 20 145 20 60,036 60,179 39,600 36,800 0.214706 A 267 AGGTATCTTCTGGTTTCTTTGCTCCACAACCAAGCATTTCCTTTATCCCCTCTGCTCTCCAACATGCAAGGACTCataataataataataataataataataataataTTATCCATTCAGCTGCCTTTGCTGCTTTCCCTGCTCTAGCCCAGAATATGTATAATGTTTCCTTCCCATTTtctctcATGCCCTGTCCAAGTTCATCTTGTCCATGATACGAATGTCCTGCTCTCAACACGAAACTGCTGACCACCCTACTTCCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 1 1 2 0 90 TTGTAAAGAGCAGGGATACTAGAGtaattaattaattaaTTGTAAAGAGCAGGGATACTAGAG CACCTGTCCAGCCATCACTA 0 14 111 24 200 20 57,283 59,095 24,300 27,400 7,621,583 A 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 3 1 140 AATTGTAAAGAGCAGGGATACTAGAGtaattaattaat AATTGTAAAGAGCAGGGATACTAGA CTTGGTGTCCAGCAGACCC 1 63 109 25 248 19 57,323 60,303 24,300 44,600 8,979,515 B 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 3 1 141 AATTGTAAAGAGCAGGGATACTAGAGtaattaattaat AATTGTAAAGAGCAGGGATACTAGA CCTTGGTGTCCAGCAGACC 1 64 109 25 249 19 57,323 60,303 24,300 38,500 8,979,515 B 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 3 0 99 TTGTAAAGAGCAGGGATACTAGAGtaattaattaattaaTTGTAAAGAGCAGGGATACTAGAG ACAACACACCACCTGTCCAG 0 23 111 24 209 20 57,283 60,107 24,300 38,600 6,824,148 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 3 0 140 ATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaATTGTAAAGAGCAGGGATACTAGAG CCTTGGTGTCCAGCAGACC 0 64 110 25 249 19 57,703 60,303 24,300 38,500 8,599,461 B 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 4 63 245 GGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCT GGTCTTTAGTTTGTGTTTAGGATTCT CTTGGTGTCCAGCAGACCC 105 63 4 26 248 19 57,608 60,303 24,000 44,600 9,695,204 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 4 26 149 TGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATGTTAAGTATAAGATTGATACCGGTGT GCAACAACACACCACCTGTC 44 26 64 27 212 20 58,302 59,899 41,600 35,100 8,798,714 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 4 1 90 AATTGTAAAGAGCAGGGATACTAGAGtaattaattaat AATTGTAAAGAGCAGGGATACTAGA CCTGTCCAGCCATCACTACC 1 12 109 25 198 20 57,323 59,821 24,300 31,800 7,855,683 A 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 4 0 90 AATTGTAAAGAGCAGGGATACTAGAGtaattaattaat AATTGTAAAGAGCAGGGATACTAGAG CCTGTCCAGCCATCACTACC 0 12 109 26 198 20 58,269 59,821 24,300 31,800 7,910,054 A 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 4 0 102 TTGTAAAGAGCAGGGATACTAGAGtaattaattaattaaTTGTAAAGAGCAGGGATACTAGAG GCAACAACACACCACCTGTC 0 26 111 24 212 20 57,283 59,899 24,300 35,100 6,817,437 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 5 64 247 AGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttC AGGTCTTTAGTTTGTGTTTAGGATTCT CCTTGGTGTCCAGCAGACC 105 64 3 27 249 19 58,782 60,303 24,000 38,500 9,521,320 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 5 63 246 AGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttC AGGTCTTTAGTTTGTGTTTAGGATTCT CTTGGTGTCCAGCAGACCC 105 63 3 27 248 19 58,782 60,303 24,000 44,600 9,521,320 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 5 26 210 AGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttC AGGTCTTTAGTTTGTGTTTAGGATTCT GCAACAACACACCACCTGTC 105 26 3 27 212 20 58,782 59,899 24,000 35,100 8,318,992 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 5 23 207 AGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttC AGGTCTTTAGTTTGTGTTTAGGATTCT ACAACACACCACCTGTCCAG 105 23 3 27 209 20 58,782 60,107 24,000 38,600 8,325,703 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 8 28 151 TGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATGTTAAGTATAAGATTGATACCGGTGT CAGCAACAACACACCACCTG 44 28 64 27 214 20 58,302 59,899 41,600 40,000 8,799,250 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 8 28 212 AGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttC AGGTCTTTAGTTTGTGTTTAGGATTCT CAGCAACAACACACCACCTG 105 28 3 27 214 20 58,782 59,899 24,000 40,000 8,319,528 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:4178:59007_ 1 135 32 8 1 AATT TAATTAATTAATTAATTAATTAATTAATTAAT NA 0 0 8 0 104 TTGTAAAGAGCAGGGATACTAGAGtaattaattaattaaTTGTAAAGAGCAGGGATACTAGAG CAGCAACAACACACCACCTG 0 28 111 24 214 20 57,283 59,899 24,300 40,000 6,817,974 F 249 TAAGGTCTTTAGTTTGTGTTTAGGATTCTAGTAtttttttCTGTCtttttCTTaaaaaTAGCTTGTTAAGTATAAGATTGATACCGGTGTaaaaaaTTAATTACAATAAATTGTAAAGAGCAGGGATACTAGAGtaattaattaattaattaattaattaattaatTAAATAAAATACGGTAGTGATGGCTGGACAGGTGgtgtgtTGTtgctgctgctgcAGCATGTGGGGTCTGCTGGACACCAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 14 24 107 gaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGACG TTATTGTTCACGGCCTGGCT 24 24 23 18 129 20 60,124 59,962 47,900 47,500 2,161,230 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 24 108 ggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGAC TTATTGTTCACGGCCTGGCT 25 24 22 18 129 20 59,716 59,962 44,600 47,500 2,321,741 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 24 123 gaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGACG CAGCACCGGGACCACATTAT 24 40 23 18 145 20 60,124 60,107 47,900 12,800 2,230,855 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 24 148 gaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGACG GTCCCAGGCTGTAATGGCTT 24 65 23 18 170 20 60,124 60,034 47,900 43,500 2,157,729 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 24 150 gaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGACG ATGTCCCAGGCTGTAATGGC 24 67 23 18 172 20 60,124 60,107 47,900 44,000 2,230,160 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 14 24 156 gaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGAGGAGGAGGGAGGGACG GCACTTATGTCCCAGGCTGT 24 73 23 18 178 20 60,124 60,035 47,900 44,000 2,158,696 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 16 46 190 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGG GGAGGAGGAGGAGGCAGG AGCTCACAATCGGCACTTATG 46 84 1 18 190 21 60,446 58,717 48,500 19,000 4,728,952 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 16 46 190 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGG GGAGGAGGAGGAGGCAGG AGCTCACAATCGGCACTTATGT 46 83 1 18 190 22 60,446 60,355 48,500 22,900 4,800,762 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:7446:57671_ 1 65 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 16 43 190 ggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGAGGAGGAGGCAGGGAG TTAAGCTCACAATCGGCACT 43 88 4 18 193 20 60,446 57,527 43,000 44,000 4,918,350 F 204 ggaggaggaggaGGCAGGGAGggaggaggaGGGAGGGACGGGGAGGCgggggAGGCAGGGAGGGggaggaggaggaggaggaggaGGCGGGGAGGGAgggggggAGGGGAGCCAGGCCGTGAACAATAATGTGGTCCCGGTGCTGTGCAAAAGCCATTACAGCCTGGGACATAAGTGCCGATTGTGAGCTTAAACTCTGCTATT

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 1 1 14 13 111 TGACATTCCGTTCAGTGGCATTTATTTCCATGAcattcTGACATTCCGTTCAGTGGCA ACGTAATGGATTGTCATGTCATGG 13 14 26 20 136 24 59,892 59,424 49,200 36,600 4,683,697 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 14 13 114 TGACATTCCGTTCAGTGGCATTTATTTCCATGAcattcTGACATTCCGTTCAGTGGCA GGAACGTAATGGATTGTCATGTCA 13 17 26 20 139 24 59,892 59,366 49,200 35,800 4,741,647 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 15 9 105 TGACATTCCGTTCAGTGGCATTTATTTCCATGAcattcTGACATTCCGTTCAGTGGCA TGGATTGTCATGTCATGGAATGT 13 9 26 20 130 23 59,892 58,398 49,200 27,100 4,709,750 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 16 23 140 GACATACCATTCCATGACATTCCGTTCAGTGGCATT GACATACCATTCCATGACATTCCG GTGGAATAGAAAGGAACGTAATGGA 23 28 12 24 151 25 59,786 58,889 43,000 34,100 10,324,826 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 18 28 144 TCCATGACATACCATTCCATGACATTCCGTTCAGTG TCCATGACATACCATTCCATGACA TGGAATAGAAAGGAACGTAATGGA 28 28 7 24 150 24 59,834 57,697 35,800 34,100 10,468,293 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2213:9110:38508_ 1 59 40 8 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTCCATNA 0 0 18 28 145 TCCATGACATACCATTCCATGACATTCCGTTCAGTG TCCATGACATACCATTCCATGACA GTGGAATAGAAAGGAACGTAATGGA 28 28 7 24 151 25 59,834 58,889 35,800 34,100 10,276,465 A 151 TGAAATTCCATGACATACCATTCCATGACATTCCGTTCAGTGGCATTTATTTCCATGAcattccattccattccattccattccattccattccattcCATACCATGACATTCCATGACATGACAATCCATTACGTTCCTTTCTATTCCAC

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 16 12 185 ctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctccCTCCTGCTCTCGACTCTCCT AGGGTGTTGAAGTTGGAGGG 12 112 6 20 190 20 60,107 59,521 36,900 43,000 0.585721 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 16 9 182 cTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctccCTGCTCTCGACTCTCCTCCT AGGGTGTTGAAGTTGGAGGG 9 112 9 20 190 20 60,107 59,521 36,900 43,000 0.585721 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 16 9 199 cTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctccCTGCTCTCGACTCTCCTCCT GTATGCAGCAGGGAGTGAGG 9 129 9 20 207 20 60,107 60,179 36,900 38,600 0.286276 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 16 6 179 CTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcc CTCTCGACTCTCCTCCTGCT AGGGTGTTGAAGTTGGAGGG 6 112 12 20 190 20 60,107 59,521 42,400 43,000 0.585721 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 16 6 196 CTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcc CTCTCGACTCTCCTCCTGCT GTATGCAGCAGGGAGTGAGG 6 129 12 20 207 20 60,107 60,179 42,400 38,600 0.286276 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 16 6 197 CTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcc CTCTCGACTCTCCTCCTGCT GGTATGCAGCAGGGAGTGAG 6 130 12 20 208 20 60,107 60,179 42,400 35,100 0.286276 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 17 12 130 ctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctccCTCCTGCTCTCGACTCTCCT GGAGGAGGGTCGAGAGGAG 12 58 6 20 135 19 60,107 60,153 36,900 36,900 1,260,054 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 17 12 132 ctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctccCTCCTGCTCTCGACTCTCCT GAGGAGGAGGGTCGAGAGG 12 60 6 20 137 19 60,107 60,153 36,900 36,900 1,260,054 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:11170:29173 1 38 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 17 6 123 CTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcc CTCTCGACTCTCCTCCTGCT GAGGAGGGTCGAGAGGAGG 6 57 12 20 134 19 60,107 60,153 42,400 43,000 1,260,054 F 210 tcctcctccTGCTCTCGACTCTCCTCCTGCTCGCGACcctcctcctcctcctcctcctCTcccccctcctcctccCGCCCCTcccccTCCTccccccccccccccTcccccTcccccTCCTCTCGACcctcctcctcctCCCGACcctcctcctcctCCCGACCGACAcccccTCCAACTTCAACACCCTCACTCCCTGCTGCATACCAG

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 1 1 4 32 167 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG GTCTCCTTCTAGCAATGCCCT 32 54 31 18 197 21 61,048 59,512 43,500 51,900 4,536,270 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 32 168 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG GGTCTCCTTCTAGCAATGCCC 32 55 31 18 198 21 61,048 60,476 43,500 53,600 4,523,807 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 32 169 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG TGGTCTCCTTCTAGCAATGCC 32 56 31 18 199 21 61,048 59,790 43,500 44,000 4,258,355 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 32 191 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG GTCTCTGCTGCCAAAGAGCA 32 79 31 18 221 20 61,048 60,605 43,500 42,600 3,652,657 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 32 192 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG TGTCTCTGCTGCCAAAGAGC 32 80 31 18 222 20 61,048 60,605 43,500 40,900 3,652,657 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 32 199 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG GGTTTCATGTCTCTGCTGCC 32 87 31 18 229 20 61,048 59,193 43,500 48,500 3,855,373 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 24 137 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG TGCAAGTACAAGGTACTGCCC 32 24 31 18 167 21 61,048 60,271 43,500 53,600 4,319,039 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 23 136 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG GCAAGTACAAGGTACTGCCCA 32 23 31 18 166 21 61,048 60,271 43,500 53,600 4,319,039 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:12307:40073 1 81 42 9 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGAGAG NA 0 0 4 18 130 GGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccc GGAACCTGCCCGTTCGTG ACAAGGTACTGCCCAGTCAA 32 18 31 18 160 20 61,048 58,863 43,500 31,800 4,184,705 F 242 TGGCACAcccccAATTAGGGGCACCGATTGGGAACCTGCCCGTTCGTGCCCGCTCCCGCAAAAccccccTGACGGCGGGGggaggaggaggaggaggaggaggaggagagagagaGgagagaCCCTGCCCATGGAAttttttGACTGGGCAGTACCTTGTACTTGCATATGGGAAAAGGGCATTGCTAGAAGGAGACCATCTGCTCTTTGGCAGCAGAGACATGAAACCAAATAAATCGCAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 1 1 4 21 121 tcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTCTGGTCAAACCTGAGGCAG ACTGGCCTTGTTCTTGGGTT 21 36 92 20 212 20 59,602 59,738 48,500 41,100 0.659637 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 21 128 tcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTCTGGTCAAACCTGAGGCAG CTGCAACACTGGCCTTGTTC 21 43 92 20 219 20 59,602 59,969 48,500 31,800 0.429119 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 21 138 tcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTCTGGTCAAACCTGAGGCAG TTGATGAGGGCTGCAACACT 21 53 92 20 229 20 59,602 59,889 48,500 35,500 0.509002 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 21 148 tcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTCTGGTCAAACCTGAGGCAG ATGGGTTGCCTTGATGAGGG 21 63 92 20 239 20 59,602 60,033 48,500 43,000 0.430754 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 5 112 GCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttg GCAGGGCTTAATCTTGAGCG CTGCAACACTGGCCTTGTTC 5 43 108 20 219 20 59,340 59,969 50,300 31,800 0.691136 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 5 122 GCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttg GCAGGGCTTAATCTTGAGCG TTGATGAGGGCTGCAACACT 5 53 108 20 229 20 59,340 59,889 50,300 35,500 0.771018 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 5 132 GCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttg GCAGGGCTTAATCTTGAGCG ATGGGTTGCCTTGATGAGGG 5 63 108 20 239 20 59,340 60,033 50,300 43,000 0.692770 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 4 5 162 GCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttg GCAGGGCTTAATCTTGAGCG TTCCCTCCTTCATTTCCGGG 5 93 108 20 269 20 59,340 59,376 50,300 57,300 1,283,680 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 86 242 TGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGTGATTGTAGGTCTCTCCAGGGA CCTCCTTCATTTCCGGGCTA 86 90 25 22 266 20 59,685 59,163 42,000 39,300 3,152,125 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 86 245 TGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGTGATTGTAGGTCTCTCCAGGGA TTCCCTCCTTCATTTCCGGG 86 93 25 22 269 20 59,685 59,376 42,000 57,300 2,938,575 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 85 242 TTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGTTGTAGGTCTCTCCAGGGAG TTCCCTCCTTCATTTCCGGG 85 93 28 20 269 20 57,466 59,376 43,000 57,300 3,157,765 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 65 207 ACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTACCCAAACTGAGTGAAGGCT CCGGGCTACTTCCATATGGG 65 78 48 20 254 20 59,153 59,675 45,800 40,000 1,171,636 B 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 63 192 ACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTACCCAAACTGAGTGAAGGCT ATGGGTTGCCTTGATGAGGG 65 63 48 20 239 20 59,153 60,033 45,800 43,000 0.879506 B 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 53 182 ACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTACCCAAACTGAGTGAAGGCT TTGATGAGGGCTGCAACACT 65 53 48 20 229 20 59,153 59,889 45,800 35,500 0.957755 B 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 43 172 ACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTACCCAAACTGAGTGAAGGCT CTGCAACACTGGCCTTGTTC 65 43 48 20 219 20 59,153 59,969 45,800 31,800 0.877872 B 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 21 163 tcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTCTGGTCAAACCTGAGGCAG CCGGGCTACTTCCATATGGG 21 78 92 20 254 20 59,602 59,675 48,500 40,000 0.722883 F 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 6 148 GGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgtt GGCAGGGCTTAATCTTGAGC CCGGGCTACTTCCATATGGG 6 78 107 20 254 20 58,972 59,675 42,600 40,000 1,353,073 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 6 5 147 GCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttg GCAGGGCTTAATCTTGAGCG CCGGGCTACTTCCATATGGG 5 78 108 20 254 20 59,340 59,675 50,300 40,000 0.984900 A 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:13575:5247_ 1 133 24 8 1 AAC TTGTTGTTGTTGTTGTTGTTGTTG NA 0 0 7 63 191 CCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTCCCAAACTGAGTGAAGGCTCA ATGGGTTGCCTTGATGAGGG 63 63 49 21 239 20 60,203 60,033 42,600 43,000 1,235,619 B 281 CGACgatgatgatgatgatTATGATGATTGTAGGtctctcCAGGGAGACCCAAACTGAGTGAAGGCTCAGAATTTGCAACCTTTatcatcatcTGGTCAAACCTGAGGCAGGGCTTAATCTTGAGCGTTTGAttgttgttgttgttgttgttgttgTTATCAGGCTTCTTGGATGTGGTCTCTGGAAAACCTAACCCAAGAACAAGGCCAGTGTTGCAGCCCTCATCAAGGCAACCCATATGGAAGTAGCCCGGAAATGAAGGAGGGAAAGTGAATATGAA

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 1 1 4 64 268 GCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCAGCAGGCTTAGCTGCAACGTA CATGTGTTGGTGCAGGTGC 64 137 2 20 269 19 61,019 60,007 35,700 50,100 2,026,316 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 4 63 267 CAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACCAGGCTTAGCTGCAACGTAA CATGTGTTGGTGCAGGTGC 63 137 3 20 269 19 58,561 60,007 31,800 50,100 2,445,689 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 4 62 267 CAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACCAGGCTTAGCTGCAACGTAAG CATGTGTTGGTGCAGGTGC 62 137 3 21 269 19 59,605 60,007 23,400 50,100 2,401,955 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 4 33 164 CAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACCAGGCTTAGCTGCAACGTAAG ATGAAGCATGATCCACCAGG 62 33 3 21 166 20 59,605 57,640 23,400 44,500 3,754,898 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 4 33 164 CAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACCAGGCTTAGCTGCAACGTAA ATGAAGCATGATCCACCAGG 63 33 3 20 166 20 58,561 57,640 31,800 44,500 3,798,633 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 4 33 165 GCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCAGCAGGCTTAGCTGCAACGTA ATGAAGCATGATCCACCAGG 64 33 2 20 166 20 61,019 57,640 35,700 44,500 3,379,259 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 6 64 210 GCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCAGCAGGCTTAGCTGCAACGTA CATCCAGCTGTAACCACCCA 64 78 2 20 211 20 61,019 59,672 35,700 45,100 1,347,203 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 6 64 215 GCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCAGCAGGCTTAGCTGCAACGTA AAGGGCATCCAGCTGTAACC 64 83 2 20 216 20 61,019 60,034 35,700 28,500 1,053,367 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:1407:5616_2 1 86 28 7 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTC NA 0 0 6 64 217 GCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCAGCAGGCTTAGCTGCAACGTA GGAAGGGCATCCAGCTGTAA 64 85 2 20 218 20 61,019 59,744 35,700 24,100 1,275,169 F 269 AGCAGGCTTAGCTGCAACGTAAGTCAgggggAGGGCACTTCAAAGTGGAGGtatttatttatttattTCTTTCTTTATTTCTTTAtttctttctttctttctttctttctttcGACTTTTCCGATATTACATATGATCACCACAATCCTGGTGGATCATGCTTCATATCAACCATCAtttttGGCATTTAGTGGGTGGTTACAGCTGGATGCCCTTCCTGCCGTTACCCCTCCCCATTTACCTGCGCTGGGCACCTGCACCAACACATG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 6 13 139 AGTAGTCCACATCCGcccccGCGCTGGAGGTggagga AGTAGTCCACATCCGCCC TCAGACTCCAGCCTGGGC 13 63 53 18 191 18 58,370 61,006 61,300 53,600 6,635,829 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 44 196 CGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTCGGAGTCAAAGTCCACCTCC CTCAGCTCGGACTCAGACTC 44 85 20 20 215 20 60,037 59,267 43,000 33,600 0.769804 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 44 197 CGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTCGGAGTCAAAGTCCACCTCC CCTCAGCTCGGACTCAGACT 44 86 20 20 216 20 60,037 60,680 43,000 32,400 0.716873 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 8 35 188 AGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACAT AGTCCACCTCCTTCTCCAGG CCTCAGCTCGGACTCAGACT 35 86 29 20 216 20 60,252 60,680 44,500 32,400 0.932107 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 44 182 CGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTCGGAGTCAAAGTCCACCTCC AGACTCCGACTCAGACTCCA 44 71 20 20 201 20 60,037 59,306 43,000 38,600 0.730855 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 44 195 CGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTCGGAGTCAAAGTCCACCTCC TCAGCTCGGACTCAGACTCC 44 84 20 20 214 20 60,037 60,678 43,000 38,500 0.715598 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:19877:70416 1 84 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 10 35 186 AGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACAT AGTCCACCTCCTTCTCCAGG TCAGCTCGGACTCAGACTCC 35 84 29 20 214 20 60,252 60,678 44,500 38,500 0.930833 F 253 AGGCACTCCTCCATGGGGTCGGAGTCAAAGTCCACCTCCTTCTCCAGGGCCGAGTAGTCCACATCCGcccccGCGCTGGAGGTggaggaggaggaggaggaggaggaggaTGGGGCggggggggggggCGGGGAGGCCTTGAGCCGCTTGGGCCGCCCCTGCGCCTCCGGGAAGCCCAGGCTGGAGTCTGAGTCGGAGTCTGAGTCCGAGCTGAGGCTGGGGAGGGCAGAGGGCCACACGCTCGGccccccTG

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 1 1 10 0 91 CAGTTATCCAATCTTCATCCATGCATCCATCGATCCACAGTTATCCAATCTTCATCCATGCA GAGGGACGGCAGGATGGATA 18 0 4 25 94 20 59,466 60,832 39,600 25,900 6,365,663 A 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 11 5 90 ATCCAATCTTCATCCATGCATCCATCGATCCAACCCTATCCAATCTTCATCCATGCATCC GAAGGAGGGACGGCAGGAT 15 5 9 23 98 19 58,913 61,067 35,100 32,400 6,154,181 A 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 12 4 90 ATCCAATCTTCATCCATGCATCCATCGATCCAACCCTATCCAATCTTCATCCATGCATCC GAAGGAGGGACGGCAGGATG 15 4 9 23 98 20 58,913 62,317 35,100 35,100 6,404,331 A 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 2 128 TGCATCCATCGATCCAACCCTGcatccatccatccatccatTGCATCCATCGATCCAACCC CGAATCGCTGTATGGACGGA 2 58 25 20 152 20 60,179 59,970 41,100 46,900 0.209256 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 2 140 TGCATCCATCGATCCAACCCTGcatccatccatccatccatTGCATCCATCGATCCAACCC TACATGGACAGTCGAATCGCT 2 69 25 20 164 21 60,179 59,251 41,100 49,300 1,928,084 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 1 127 GCATCCATCGATCCAACCCTGcatccatccatccatccatc GCATCCATCGATCCAACCCT CGAATCGCTGTATGGACGGA 1 58 26 20 152 20 59,891 59,970 43,400 46,900 0.139577 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 14 1 128 GCATCCATCGATCCAACCCTGcatccatccatccatccatc GCATCCATCGATCCAACCCT TCGAATCGCTGTATGGACGG 1 59 26 20 153 20 59,891 59,970 43,400 47,900 0.139577 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 6 141 TCCATGCATCCATCGATCCAACCCTGcatccatccatcc TCCATGCATCCATCGATCCA ATGGACAGTCGAATCGCTGT 6 67 21 20 161 20 58,942 59,467 34,100 44,000 1,590,857 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:20344:53153 1 47 28 7 1 ATCC CATCCATCCATCCATCCATCCATCCATC NA 0 0 16 6 143 TCCATGCATCCATCGATCCAACCCTGcatccatccatcc TCCATGCATCCATCGATCCA ACATGGACAGTCGAATCGCT 6 69 21 20 163 20 58,942 59,467 34,100 49,300 1,590,857 B 170 CATCAGTTATCCAATCTTCATCCATGCATCCATCGATCCAACCCTGcatccatccatccatccatccatccatcTATCCATCCTGCCGTCCCTCCTTCCGtccatccatccaTTTGTTCACCCATGCATCCATCCGTCCATACAGCGATTCGACTGTCCATGTATTCATA

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 1 1 14 2 148 acacacCTCCATGCCTGTTCACaccctaaccctaaccctaacACACACCTCCATGCCTGTTC TTATGGAGGTGTCAACGGGC 2 64 11 20 158 20 60,251 60,036 31,800 61,300 0.286721 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 14 2 235 acacacCTCCATGCCTGTTCACaccctaaccctaaccctaacACACACCTCCATGCCTGTTC ATGGTGATGAGGGTGTGTGC 2 151 11 20 245 20 60,251 60,323 31,800 45,700 0.573717 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 8 241 ACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaACCTACACACACCTCCATGC ATGGTGATGAGGGTGTGTGC 8 151 5 20 245 20 59,675 60,323 40,600 45,700 0.647759 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 7 240 CCTacacacacCTCCATGCCTGTTCACaccctaaccctaac CCTACACACACCTCCATGCC ATGGTGATGAGGGTGTGTGC 7 151 6 20 245 20 60,393 60,323 44,000 45,700 0.715814 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 2 93 acacacCTCCATGCCTGTTCACaccctaaccctaaccctaacACACACCTCCATGCCTGTTC GTGTGCAGGTGTGAACATGC 2 9 11 20 103 20 60,251 60,318 31,800 40,600 0.569008 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 1 92 cacacCTCCATGCCTGTTCACaccctaaccctaaccctaacc CACACCTCCATGCCTGTTCA GTGTGCAGGTGTGAACATGC 1 9 12 20 103 20 60,251 60,318 31,800 40,600 0.568964 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 1 147 cacacCTCCATGCCTGTTCACaccctaaccctaaccctaacc CACACCTCCATGCCTGTTCA TTATGGAGGTGTCAACGGGC 1 64 12 20 158 20 60,251 60,036 31,800 61,300 0.286678 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 1 234 cacacCTCCATGCCTGTTCACaccctaaccctaaccctaacc CACACCTCCATGCCTGTTCA ATGGTGATGAGGGTGTGTGC 1 151 12 20 245 20 60,251 60,323 31,800 45,700 0.573674 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 1 259 cacacCTCCATGCCTGTTCACaccctaaccctaaccctaacc CACACCTCCATGCCTGTTCA GGCATGGGCGTTTGTTTAGT 1 176 12 20 270 20 60,251 59,399 31,800 22,400 0.851915 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 0 91 acacCTCCATGCCTGTTCACaccctaaccctaaccctaaccc ACACCTCCATGCCTGTTCAC GTGTGCAGGTGTGAACATGC 0 9 13 20 103 20 60,251 60,318 31,800 40,600 0.569008 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 0 146 acacCTCCATGCCTGTTCACaccctaaccctaaccctaaccc ACACCTCCATGCCTGTTCAC TTATGGAGGTGTCAACGGGC 0 64 13 20 158 20 60,251 60,036 31,800 61,300 0.286721 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:21653:41181 1 33 42 7 1 AACCCT ACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAANA 0 0 16 0 233 acacCTCCATGCCTGTTCACaccctaaccctaaccctaaccc ACACCTCCATGCCTGTTCAC ATGGTGATGAGGGTGTGTGC 0 151 13 20 245 20 60,251 60,323 31,800 45,700 0.573717 F 270 TGACACCTacacacacCTCCATGCCTGTTCACaccctaaccctaaccctaaccctaaccctaaccctaaccctaACCCCACATGCATGTTCACACCTGcacacaCCCCAGGCACGCTGCCACCTacacacacTCCCATGCCCGTTGACACCTCCATAACCCACATACCCATTCCCACTTacacacCCACCTCCGCCCCTGcacacaCCCATGCCTGTTCACACCAGcacacaCCCTCATCACCATCAACAACTAAACAAACGCCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 1 1 2 0 134 CACCGGCTGTCATGTTGAttttttCAATAGACCAATTA CACCGGCTGTCATGTTGATT AGGTATGACTTGCGCTCACC 42 0 64 20 197 20 58,832 60,108 25,700 40,200 1,275,988 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 3 0 135 GCACCGGCTGTCATGTTGAttttttCAATAGACCAATT GCACCGGCTGTCATGTTGAT AGGTATGACTTGCGCTCACC 43 0 63 20 197 20 61,308 60,108 25,700 40,200 1,416,206 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 3 0 139 TTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCTTAGGCACCGGCTGTCATG AGGTATGACTTGCGCTCACC 48 0 59 19 197 20 60,078 60,108 30,700 40,200 1,186,634 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 3 0 150 ATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAtttATCCTCGGCAATTAGGCACC AGGTATGACTTGCGCTCACC 58 0 48 20 197 20 60,179 60,108 50,100 40,200 0.287155 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 4 58 215 ATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAtttATCCTCGGCAATTAGGCACC TCTTGCATGACACGGAGCAT 58 65 48 20 262 20 60,179 60,036 50,100 37,900 0.215122 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 4 58 216 ATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAtttATCCTCGGCAATTAGGCACC ATCTTGCATGACACGGAGCA 58 66 48 20 263 20 60,179 60,036 50,100 42,600 0.215122 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 4 49 206 AATTAGGCACCGGCTGTCATGTTGAttttttCAATAGAAATTAGGCACCGGCTGTCAT TCTTGCATGACACGGAGCAT 49 65 57 20 262 20 59,744 60,036 30,600 37,900 0.291995 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 4 0 140 ATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACATTAGGCACCGGCTGTCATG AGGTATGACTTGCGCTCACC 48 0 58 20 197 20 60,464 60,108 30,700 40,200 0.572511 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 4 0 141 AATTAGGCACCGGCTGTCATGTTGAttttttCAATAGAAATTAGGCACCGGCTGTCAT AGGTATGACTTGCGCTCACC 49 0 57 20 197 20 59,744 60,108 30,600 40,200 0.364028 F 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 9 9 171 AGACCAATTATCCATCGATCTACCATCTATCTATctacAGACCAATTATCCATCGATCTACCA TCTTGCATGACACGGAGCAT 9 65 92 25 262 20 59,220 60,036 32,500 37,900 5,816,387 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 9 9 172 AGACCAATTATCCATCGATCTACCATCTATCTATctacAGACCAATTATCCATCGATCTACCA ATCTTGCATGACACGGAGCA 9 66 92 25 263 20 59,220 60,036 32,500 42,600 5,816,387 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 9 5 111 AGACCAATTATCCATCGATCTACCATCTATCTATctacAGACCAATTATCCATCGATCTACCA TGCAAAGGTATGACTTGCGC 9 5 92 25 202 20 59,220 59,479 32,500 60,900 6,301,573 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 9 0 106 AGACCAATTATCCATCGATCTACCATCTATCTATctacAGACCAATTATCCATCGATCTACCA AGGTATGACTTGCGCTCACC 9 0 92 25 197 20 59,220 60,108 32,500 40,200 5,888,419 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 10 9 170 GACCAATTATCCATCGATCTACCATCTATCTATctacc GACCAATTATCCATCGATCTACCA TCTTGCATGACACGGAGCAT 9 65 93 24 262 20 57,962 60,036 32,500 37,900 6,073,891 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:22161:11048 1 126 52 7 1.5 ACAT CTACCTACCTACCTACCTACCTACGTATGTATGTATGNA 0 0 10 0 105 GACCAATTATCCATCGATCTACCATCTATCTATctacc GACCAATTATCCATCGATCTACCA AGGTATGACTTGCGCTCACC 9 0 93 24 197 20 57,962 60,108 32,500 40,200 6,145,924 B 274 TTGTCTATCATTATGTTGTGAATTATGATTACAtttttATTTATTTCATCCTCGGCAATTAGGCACCGGCTGTCATGTTGAttttttCAATAGACCAATTATCCATCGATCTACCATCTATCTATctacctacctacctacctacctacgtatgtatgtatgtatgtatgtatgtatGGTGAGCGCAAGTCATACCTTTGCAAACAGTTTTGCTAGATTAGTCACCAGGGACCAAACCACTAATGCTCCGTGTCATGCAAGATTCAATGTTTCG

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 1 1 2 0 113 CACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTCACAACTCGGAAGCAAGCTG AACTCCGGCCGATCATGT 51 0 133 20 245 18 59,763 58,690 42,400 32,100 3,546,292 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 2 0 193 CCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCCCTGGGAATCCTGAGCGATT AACTCCGGCCGATCATGT 131 0 53 20 245 18 59,528 58,690 33,400 32,100 3,781,199 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 2 0 193 CCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCCCTGGGAATCCTGAGCGATTT AACTCCGGCCGATCATGT 130 0 53 21 245 18 60,134 58,690 21,700 32,100 4,443,558 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT
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ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 3 0 194 ACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTACCTGGGAATCCTGAGCGAT AACTCCGGCCGATCATGT 132 0 52 20 245 18 60,692 58,690 45,800 32,100 4,002,001 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 0 139 AGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGAGCTATGCAGAGGGAATGGC AACTCCGGCCGATCATGT 77 0 107 20 245 18 59,890 58,690 44,000 32,100 3,419,685 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 0 142 GCGAGCTATGCAGAGGGAATGGCCGGTTGCACAA GCGAGCTATGCAGAGGGAAT AACTCCGGCCGATCATGT 80 0 104 20 245 18 59,965 58,690 30,100 32,100 3,344,198 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 4 0 143 TGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAATGCGAGCTATGCAGAGGGAA AACTCCGGCCGATCATGT 81 0 103 20 245 18 61,330 58,690 39,700 32,100 4,639,494 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 0 117 GTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGTTGCACAACTCGGAAGCAA AACTCCGGCCGATCATGT 55 0 129 20 245 18 59,620 58,690 39,100 32,100 3,689,960 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 5 0 142 GCGAGCTATGCAGAGGGAATGGCCGGTTGCACAA GCGAGCTATGCAGAGGGAA AACTCCGGCCGATCATGT 81 0 104 19 245 18 59,557 58,690 39,700 32,100 4,752,989 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:27367:21649 1 204 24 8 1 AGC GCTGCTGCTGCTGCTGCTGCTGCT NA 0 0 7 0 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCC TCAGCTTTGCAACAAAGATGC AACTCCGGCCGATCATGT 182 0 1 21 245 18 58,254 58,690 39,100 32,100 6,055,850 F 245 TCAGCTTTGCAACAAAGATGCaaaaaGATTGGTGCCTCCCAATTTTCATCCACCTGGGAATCCTGAGCGAtttttttttttgtttgtttgtttTTCTGGAGCTGCGAGCTATGCAGAGGGAATGGCCGGTTGCACAACTCGGAAGCAAGCTGCAAACAGCGAAGATTTGCAAATGCaaaaaaaaGCTGTTCGGTAATTACGGAgctgctgctgctgctgctgctgctACATGATCGGCCGGAGTT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 1 1 2 2 183 TAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggTAAGTGAGCGCCTCCTCGAT CTCCTCACTCTGTCACCGAC 2 113 50 20 232 20 60,752 59,476 35,900 47,900 1,275,975 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 14 193 CGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcg CGTCCACCGGGTAAGTGAG TCCTCACTCTGTCACCGACA 14 112 39 19 231 20 59,785 60,179 35,100 43,500 1,393,590 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 13 115 GTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgg GTCCACCGGGTAAGTGAGC CCGCGGTGAACAAAGAGATG 13 35 40 19 154 20 60,079 59,556 42,600 29,000 1,523,205 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 13 192 GTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgg GTCCACCGGGTAAGTGAGC TCCTCACTCTGTCACCGACA 13 112 40 19 231 20 60,079 60,179 42,600 43,500 1,258,337 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 13 193 GTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgg GTCCACCGGGTAAGTGAGC CTCCTCACTCTGTCACCGAC 13 113 40 19 232 20 60,079 59,476 42,600 47,900 1,603,302 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 5 184 GGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggc GGTAAGTGAGCGCCTCCTC TCCTCACTCTGTCACCGACA 5 112 48 19 231 20 59,858 60,179 37,100 43,500 1,321,098 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 2 105 TAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggTAAGTGAGCGCCTCCTCGAT CCGCGGTGAACAAAGAGATG 2 35 50 20 154 20 60,752 59,556 35,900 29,000 1,195,878 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 3 2 182 TAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggTAAGTGAGCGCCTCCTCGAT TCCTCACTCTGTCACCGACA 2 112 50 20 231 20 60,752 60,179 35,900 43,500 0.931010 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:4188:36276_ 1 72 28 7 1 CCCG GCGGGCGGGCGGGCGGGCGGGCGGGCGG NA 0 0 4 2 106 TAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggTAAGTGAGCGCCTCCTCGAT CCCGCGGTGAACAAAGAGAT 2 36 50 20 155 20 60,752 60,674 35,900 27,500 1,425,653 F 273 TCGCCGGGAGCCTCAGCCTCAGCCCGGAGCCCGGCTGCCGTCCACCGGGTAAGTGAGCGCCTCCTCGATCCgcgggcgggcgggcgggcgggcgggcggGGGGAGCCCGGGCCTCGGGGCTGGAGGGaaaaaaaCATCTCTTTGTTCACCGCGGGGCCCTCGGAGGGAGACgggggCTGGATTTGTGCCGAGcccccgggggTTCGGTTTATGTCGGTGACAGAGTGAGGAgggggAGAGGCCCCGCTTCAGTCCCCGGGAGCCGGGTGACCT

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 4 6 183 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT GCAGAGCACCTGACATCCTC 116 6 13 20 195 20 59,890 60,462 37,300 37,100 0.572179 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 5 182 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT CAGAGCACCTGACATCCTCC 116 5 13 20 194 20 59,890 59,822 37,300 43,000 0.288090 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 4 4 181 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT AGAGCACCTGACATCCTCCA 116 4 13 20 193 20 59,890 60,252 37,300 38,600 0.362907 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 21 111 TCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCC TCTTGCATCCAGGTGTGTGG CAGCAAGAGGAAGGTGCAGA 29 21 100 20 210 20 60,251 59,964 41,700 42,600 0.286738 F 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 5 21 198 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT CAGCAAGAGGAAGGTGCAGA 116 21 13 20 210 20 59,890 59,964 37,300 42,600 0.146367 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 44 221 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT CACTGCAGGGAAGAGTGGAG 116 44 13 20 233 20 59,890 60,037 37,300 38,600 0.147063 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 29 134 TCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCC TCTTGCATCCAGGTGTGTGG CACTGCAGGGAAGAGTGGAG 29 44 100 20 233 20 60,251 60,037 41,700 38,600 0.287434 F 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 21 163 TAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTC TAGATGGCTTCACGCACACA CAGCAAGAGGAAGGTGCAGA 81 21 48 20 210 20 59,680 59,964 37,200 42,600 0.355931 F 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 18 108 TCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCC TCTTGCATCCAGGTGTGTGG CAAGAGGAAGGTGCAGAGCA 29 18 100 20 207 20 60,251 59,964 41,700 42,600 0.286738 F 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 18 160 TAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTC TAGATGGCTTCACGCACACA CAAGAGGAAGGTGCAGAGCA 81 18 48 20 207 20 59,680 59,964 37,200 42,600 0.355931 F 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 18 195 AGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGAAGTGGTGGGCAAACGAT CAAGAGGAAGGTGCAGAGCA 116 18 13 20 207 20 59,890 59,964 37,300 42,600 0.146367 B 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 4 108 GCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctGCACCATGGCCACATCTTG CACTGCAGGGAAGAGTGGAG 4 44 126 19 233 20 59,486 60,037 30,200 38,600 1,550,664 A 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 3 108 GCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctGCACCATGGCCACATCTTGT CACTGCAGGGAAGAGTGGAG 3 44 126 20 233 20 61,253 60,037 31,600 38,600 1,289,480 A 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2214:7151:70943_ 1 149 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 2 107 CACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctc CACCATGGCCACATCTTGTT CACTGCAGGGAAGAGTGGAG 2 44 127 20 233 20 58,740 60,037 28,300 38,600 1,296,186 A 233 AAGGAGAAGCAGAGAAGTGGTGGGCAAACGATTTCTAATGACATTCTTAGATGGCTTCACGcacacaTTTTAAGTGAAATGTTCCTGGATGAGTACTTCTCTTGCATCCAGgtgtgtGGCTGCAGGCACCATGGCCACATCTTGTTTTtcctcctcctcctcctcctccTCTTTGGAGGATGTCAGGTGCTCTGCACCTTCCTCTTGCTGCAGCTCCACTCTTCCCTGCAGTG

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 1 1 14 13 94 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GGGAGAGGCGAGGAGGAG 19 13 50 20 143 18 60,036 60,521 43,500 36,900 2,557,035 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 14 13 140 GTTATGCACTCATGTAGGTTTCAGCCACTCTTCACA GTTATGCACTCATGTAGGTTTCAGC GGGAGAGGCGAGGAGGAG 60 13 4 25 143 18 60,448 60,521 42,600 36,900 7,968,560 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 14 13 141 TGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATGTTATGCACTCATGTAGGTTTCA GGGAGAGGCGAGGAGGAG 62 13 3 24 143 18 58,444 60,521 26,900 36,900 8,076,707 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 14 12 93 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GGAGAGGCGAGGAGGAGG 19 12 50 20 142 18 60,036 60,521 43,500 43,000 2,557,035 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 14 12 140 TGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATGTTATGCACTCATGTAGGTTTCA GGAGAGGCGAGGAGGAGG 62 12 3 24 142 18 58,444 60,521 26,900 43,000 8,076,707 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NA 0 0 14 11 92 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GAGAGGCGAGGAGGAGGG 19 11 50 20 141 18 60,036 60,521 43,500 43,000 2,557,035 F 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 1 10 12 158 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GGGAGGGAGGAGGAGATGAG 19 12 50 20 207 20 60,036 60,179 43,500 29,000 0.215229 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 0 10 11 157 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GGAGGGAGGAGGAGATGAGG 19 11 50 20 206 20 60,036 60,179 43,500 38,600 0.215229 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 0 10 11 198 GCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGCACTCATGTAGGTTTCAGCC GGAGGGAGGAGGAGATGAGG 59 11 9 21 206 20 59,260 60,179 48,500 38,600 1,918,960 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 0 12 14 191 AGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGA AGGTTTCAGCCACTCTTCACA GAGGGAGGGAGGAGGAGATG 49 14 19 21 209 20 59,510 60,179 35,800 29,000 1,669,425 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 0 12 8 154 ACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTT ACAGAAGCCTCGGTAAAGCC GGGAGGAGGAGATGAGGAGG 19 8 50 20 203 20 60,036 60,179 43,500 43,000 0.215229 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15412:8183_ 1 89 87 8 2 AGG CTCCTCCTCCTCCTCCTCCTCCTCCCCCCCCCCCCCCCNA 0 0 12 8 195 GCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGCACTCATGTAGGTTTCAGCC GGGAGGAGGAGATGAGGAGG 59 8 9 21 203 20 59,260 60,179 48,500 43,000 1,918,960 G 241 AATGTTATGCACTCATGTAGGTTTCAGCCACTCTTCACATTCCCTGGTGACAGAAGCCTCGGTAAAGCCCCTCTTCAGCATCCTTCTTctcctcctcctcctcctcctcctcccccccccccccccTCCTCCTCGCCTCTCCCCTCTccccctcctcctccTCTCctctctctctCCCTCCTTCCTCCTCATctcctcctcCCTCCCTCCTCctctctctctctCCCCTCCTCCctctctC

ST‐E00142:460:H2K7HCCXY:6:2215:15585:1731_ 1 44 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 8 7 92 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTGATTAGGCTTCAGCTCTATCCTT CCCATCCTCGTCCCACGC 20 7 1 23 92 18 57,518 62,531 33,600 53,400 10,013,020 A 188 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTCTGGGTgaggaggaggaggaggaggaggagGGGGAGGGCGTGGGACGAGGATGGGGAgggggggggggggggAggggggAgggggggggggggggAgggggAggggggggggggggggAAGGAggggggggggCgggggggggAAAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:15585:1731_ 1 44 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 6 91 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTGATTAGGCTTCAGCTCTATCCTT CCATCCTCGTCCCACGCC 20 6 1 23 91 18 57,518 62,531 33,600 56,800 10,013,020 A 188 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTCTGGGTgaggaggaggaggaggaggaggagGGGGAGGGCGTGGGACGAGGATGGGGAgggggggggggggggAggggggAgggggggggggggggAgggggAggggggggggggggggAAGGAggggggggggCgggggggggAAAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:15585:1731_ 1 44 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 8 5 90 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTGATTAGGCTTCAGCTCTATCCTT CATCCTCGTCCCACGCCC 20 5 1 23 90 18 57,518 62,531 33,600 61,300 10,013,020 A 188 GATTAGGCTTCAGCTCTATCCTTTATCATCTGGCTTTCTGGGTgaggaggaggaggaggaggaggagGGGGAGGGCGTGGGACGAGGATGGGGAgggggggggggggggAggggggAgggggggggggggggAgggggAggggggggggggggggAAGGAggggggggggCgggggggggAAAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 3 18 140 GATTTGTTTGCAATGACATGAAGCATCCACAAGTCCGATTTGTTTGCAATGACATGAAGCA CAGCGGCCCTGTTTCCATT 57 18 109 25 248 19 59,822 60,979 39,100 31,600 7,156,498 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 18 141 TGATTTGTTTGCAATGACATGAAGCATCCACAAGTCTGATTTGTTTGCAATGACATGAAGC CAGCGGCCCTGTTTCCATT 58 18 108 25 248 19 59,822 60,979 38,600 31,600 7,156,498 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 3 17 140 TGATTTGTTTGCAATGACATGAAGCATCCACAAGTCTGATTTGTTTGCAATGACATGAAGC AGCGGCCCTGTTTCCATTG 58 17 108 25 247 19 59,822 60,979 38,600 28,200 7,156,498 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 14 116 AGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCATCCACAAGTCCTGCTT CGGCCCTGTTTCCATTGATT 41 14 130 20 245 20 59,597 58,815 39,100 25,700 1,588,586 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 13 116 AGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCATCCACAAGTCCTGCTT CGGCCCTGTTTCCATTGATTG 41 13 130 20 245 21 59,597 60,135 39,100 26,700 1,538,295 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 13 117 AAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCATCCACAAGTCCTGCT CGGCCCTGTTTCCATTGATTG 42 13 129 20 245 21 59,597 60,135 42,400 26,700 1,538,295 A 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 19 240 ATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGATCCTCCTTTCTTGCATTTCGC CAGCGGCCCTGTTTCCAT 160 19 9 22 248 18 59,575 60,362 47,000 34,100 4,786,566 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 18 240 ATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGATCCTCCTTTCTTGCATTTCGC CAGCGGCCCTGTTTCCATT 160 18 9 22 248 19 59,575 60,979 47,000 31,600 4,403,573 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 17 240 ATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGATCCTCCTTTCTTGCATTTCGC CAGCGGCCCTGTTTCCATTG 160 17 9 22 248 20 59,575 62,217 47,000 28,200 4,641,706 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 14 221 TTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAA TTTCGCATTAAAGCAGCCGG CGGCCCTGTTTCCATTGATT 146 14 25 20 245 20 59,830 58,815 61,300 25,700 1,355,432 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 13 221 TTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAA TTTCGCATTAAAGCAGCCGG CGGCCCTGTTTCCATTGATTG 146 13 25 20 245 21 59,830 60,135 61,300 26,700 1,305,140 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:16082:50551 1 191 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 5 212 TTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAA TTTCGCATTAAAGCAGCCGG TTCCATTGATTGCAGCAGGG 146 5 25 20 236 20 59,830 58,812 61,300 44,500 1,358,090 F 253 GCCTGAAAATCCTCCTTTCTTGCATTTCGCATTAAAGCAGCCGGGCTTCATCTTTTGCAAATGTTTGATCTGTTGAAAATGtttttttgtgtgtATATAAAATTATATGATTTGTTTGCAATGACATGAAGCATCCACAAGTCCTGCTTTAGCAACTGCAGCAGAAGCCTGCACTGCATTAGTCTGTCCCcctcctcctcctcctcctcctCTCTCCCCTGCTGCAATCAATGGAAACAGGGCCGCTGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 1 1 3 32 220 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT GACTTAGCCGAGCAGTGTGT 97 32 9 21 228 20 59,927 60,038 32,400 37,200 1,111,603 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 3 30 218 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT CTTAGCCGAGCAGTGTGTGA 97 30 9 21 226 20 59,927 60,038 32,400 35,800 1,111,695 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 3 4 126 ACAGCCAACTCACTCTGACCTGTGccactccactccactcACAGCCAACTCACTCTGACC GACTTAGCCGAGCAGTGTGT 4 32 103 20 228 20 59,605 60,038 40,200 37,200 0.432724 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 3 1 121 GCCAACTCACTCTGACCTGTGccactccactccactccactGCCAACTCACTCTGACCTGT CTTAGCCGAGCAGTGTGTGA 1 30 106 20 226 20 59,605 60,038 40,000 35,800 0.432816 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 3 1 123 GCCAACTCACTCTGACCTGTGccactccactccactccactGCCAACTCACTCTGACCTGT GACTTAGCCGAGCAGTGTGT 1 32 106 20 228 20 59,605 60,038 40,000 37,200 0.432724 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 4 32 158 TCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGTCTTGGTGCTTGTCCTTGCC GACTTAGCCGAGCAGTGTGT 36 32 71 20 228 20 60,823 60,038 45,200 37,200 0.861515 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 43 230 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT GGAGCTCCACGACTTAGCC 97 43 9 21 238 19 59,927 59,858 32,400 39,300 2,215,541 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 40 227 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT GCTCCACGACTTAGCCGAG 97 40 9 21 235 19 59,927 60,227 32,400 46,300 2,300,160 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 39 226 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT CTCCACGACTTAGCCGAGC 97 39 9 21 234 19 59,927 60,227 32,400 50,300 2,300,160 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 36 164 TCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGTCTTGGTGCTTGTCCTTGCC CTCCACGACTTAGCCGAGC 36 39 71 20 234 19 60,823 60,227 45,200 50,300 2,050,073 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 36 168 TCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGTCTTGGTGCTTGTCCTTGCC GGAGCTCCACGACTTAGCC 36 43 71 20 238 19 60,823 59,858 45,200 39,300 1,965,453 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 9 141 GCAAGACAGCCAACTCACTCTGACCTGTGccactcca GCAAGACAGCCAACTCACTC GGAGCTCCACGACTTAGCC 9 43 98 20 238 19 59,129 59,858 35,100 39,300 2,013,154 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 4 136 ACAGCCAACTCACTCTGACCTGTGccactccactccactcACAGCCAACTCACTCTGACC GGAGCTCCACGACTTAGCC 4 43 103 20 238 19 59,605 59,858 40,200 39,300 1,536,662 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 1 129 GCCAACTCACTCTGACCTGTGccactccactccactccactGCCAACTCACTCTGACCTGT CTCCACGACTTAGCCGAGC 1 39 106 20 234 19 59,605 60,227 40,000 50,300 1,621,281 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 5 1 133 GCCAACTCACTCTGACCTGTGccactccactccactccactGCCAACTCACTCTGACCTGT GGAGCTCCACGACTTAGCC 1 43 106 20 238 19 59,605 59,858 40,000 39,300 1,536,662 B 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 66 253 CTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT CCGAGGGATCCAGAGAGACT 97 66 10 20 262 20 58,464 59,815 32,400 32,400 1,720,767 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 66 254 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTC CCGAGGGATCCAGAGAGACT 98 66 9 20 262 20 58,469 59,815 35,100 32,400 1,716,356 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 66 254 TCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTCTCGTAGTCACCACCAGTCT CCGAGGGATCCAGAGAGACT 97 66 9 21 262 20 59,927 59,815 32,400 32,400 1,258,377 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 36 192 TCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGTCTTGGTGCTTGTCCTTGCC CCGAGGGATCCAGAGAGACT 36 66 71 20 262 20 60,823 59,815 45,200 32,400 1,008,289 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 4 160 ACAGCCAACTCACTCTGACCTGTGccactccactccactcACAGCCAACTCACTCTGACC CCGAGGGATCCAGAGAGACT 4 66 103 20 262 20 59,605 59,815 40,200 32,400 0.579498 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:17614:34113 1 127 50 10 1 ACTCC CCACTCCACTCCACTCCACTCCACTCCACTCCACTCC NA 0 0 6 1 157 GCCAACTCACTCTGACCTGTGccactccactccactccactGCCAACTCACTCTGACCTGT CCGAGGGATCCAGAGAGACT 1 66 106 20 262 20 59,605 59,815 40,000 32,400 0.579498 F 276 TGAACTCATCTCGTAGTCACCACCAGTCTTGGTAACAGTGGGTTTATCTGGTGATCTTCCTGCTATTTATTCTTGGTGCTTGTCCTTGCCCTCCAAGGCAAGACAGCCAACTCACTCTGACCTGTGccactccactccactccactccactccactccactccactccactccactCCACCCTTGCGTCAAAAGCCCATCGCTTATTcacacaCTGCTCGGCTAAGTCGTGGAGCTCCaaaaaGtctctcTGGATCCCTCGGGATCTGCAGACCCT

ST‐E00142:460:H2K7HCCXY:6:2215:23439:12877 1 45 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 1 1 20 8 103 TGGAATGGATGTCAAGATGCATGAATGGGatggaat TGGAATGGATGTCAAGATGCA GGCATCCATTCCATTCCATTCG 8 17 16 21 118 22 57,631 60,030 39,600 33,400 5,398,891 F 121 TGGATTGTAATAAAATGGAATGGATGTCAAGATGCATGAATGGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGAATGGATCgaatggaatggaatgGATGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2215:23439:12877 1 45 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 20 0 97 GGATGTCAAGATGCATGAATGGGatggaatggaatggaGGATGTCAAGATGCATGAATGGG GGCATCCATTCCATTCCATTCG 0 17 22 23 118 22 59,995 60,030 40,000 33,400 5,035,122 F 121 TGGATTGTAATAAAATGGAATGGATGTCAAGATGCATGAATGGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGAATGGATCgaatggaatggaatgGATGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2215:23439:12877 1 45 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANA 0 0 21 ‐14 100 GGATGTCAAGATGCATGAATGGGatggaatggaatggaGGATGTCAAGATGCATGAATGGG CTTGGCATCCATTCCATTCCA 0 ‐14 22 23 86 21 59,995 58,609 40,000 35,300 5,396,168 F 121 TGGATTGTAATAAAATGGAATGGATGTCAAGATGCATGAATGGGatggaatggaatggaatggaatggaatggaatggaTGCCAAGATGAATGGATCgaatggaatggaatgGATGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 5 14 124 TGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGTGGCTTCCTCTGATGATGCG GCCTTCTTCTCCACGAGGG 38 14 121 20 244 19 60,179 59,781 47,300 43,000 1,398,458 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 14 244 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGTCTGCCTGGGCCTGAGG GCCTTCTTCTCCACGAGGG 160 14 1 18 244 19 62,107 59,781 38,600 43,000 5,326,319 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 16 126 TGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGTGGCTTCCTCTGATGATGCG CCGCCTTCTTCTCCACGAG 38 16 121 20 246 19 60,179 60,154 47,300 41,800 1,332,810 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 16 197 GGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGG GGCTAAACCTGCTGCATTGG CCGCCTTCTTCTCCACGAG 109 16 50 20 246 19 59,826 60,154 31,600 41,800 1,327,907 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 16 246 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGTCTGCCTGGGCCTGAGG CCGCCTTCTTCTCCACGAG 160 16 1 18 246 19 62,107 60,154 38,600 41,800 5,260,670 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 15 125 TGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGTGGCTTCCTCTGATGATGCG CGCCTTCTTCTCCACGAGG 38 15 121 20 245 19 60,179 60,154 47,300 46,300 1,332,810 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 15 196 GGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGG GGCTAAACCTGCTGCATTGG CGCCTTCTTCTCCACGAGG 109 15 50 20 245 19 59,826 60,154 31,600 46,300 1,327,907 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 15 197 CGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCG CGGCTAAACCTGCTGCATTG CGCCTTCTTCTCCACGAGG 110 15 49 20 245 19 60,179 60,154 28,200 46,300 1,332,901 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24058:49566 1 179 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 15 245 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGTCTGCCTGGGCCTGAGG CGCCTTCTTCTCCACGAGG 160 15 1 18 245 19 62,107 60,154 38,600 46,300 5,260,670 F 259 GTCTGCCTGGGCCTGAGGCCGGCGCGATGGATTCGGACAAAGAGCCGCCGGCTAAACCTGCTGCATTGGCAGCAGCCGTCCCGGCCGAGCCGCCCAAAGCCGGAGAGGCGGTCGTGCCCCTGGCTTCCTCTGATGATGCGGCCGGACAGCCGGGGCCCAGCAGCGGGGATGCGGAGGCggaggaggaggaggaggaggaggaggaggaggaTGGGAGACAGGAcccccTCGTGGAGAAGAAGGCGGCGGAGCCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 1 1 3 38 183 GGCACATGACTCAGGTATGGTTGCCTGGGAGCACAGGCACATGACTCAGGTATGGT CCAAGCTGGAAGACTATAACTTGC 72 38 22 21 204 24 59,790 59,666 35,500 40,100 5,544,404 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 3 38 190 ACCAATTGGCACATGACTCAGGTATGGTTGCCTGG ACCAATTGGCACATGACTCAG CCAAGCTGGAAGACTATAACTTGC 79 38 15 21 204 24 58,835 59,666 33,500 40,100 6,499,093 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 76 240 GTTTGACCCTATACCAATTGGCACATGACTCAGGTAGTTTGACCCTATACCAATTGGCA TTTATCTCCAGTAGCTCATGAGTT 89 76 3 23 242 24 58,979 57,202 49,200 30,100 10,818,970 F 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 76 241 TGTTTGACCCTATACCAATTGGCACATGACTCAGGT TGTTTGACCCTATACCAATTGGC TTTATCTCCAGTAGCTCATGAGTT 90 76 2 23 242 24 58,979 57,202 45,200 30,100 10,818,970 F 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 75 240 TGTTTGACCCTATACCAATTGGCACATGACTCAGGT TGTTTGACCCTATACCAATTGGC TTATCTCCAGTAGCTCATGAGTTT 90 75 2 23 241 24 58,979 57,202 45,200 26,600 10,818,970 F 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 38 169 GTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCGTATGGTTGCCTGGGAGCAC CCAAGCTGGAAGACTATAACTTGC 59 38 36 20 204 24 61,032 59,666 44,000 40,100 5,366,040 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 38 190 ACCAATTGGCACATGACTCAGGTATGGTTGCCTGG ACCAATTGGCACATGACTCA CCAAGCTGGAAGACTATAACTTGC 80 38 15 20 204 24 57,709 59,666 34,100 40,100 6,625,135 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 4 38 199 TGACCCTATACCAATTGGCACATGACTCAGGTATGGTGACCCTATACCAATTGGCACA CCAAGCTGGAAGACTATAACTTGC 87 38 6 22 204 24 59,422 59,666 45,700 40,100 6,912,406 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 5 38 184 TGGCACATGACTCAGGTATGGTTGCCTGGGAGCAC TGGCACATGACTCAGGTATGG CCAAGCTGGAAGACTATAACTTGC 73 38 21 21 204 24 59,790 59,666 27,400 40,100 5,544,160 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 5 6 116 AGCCTGTCCTTCCTGTCTGTCTAACAttatttatttattta AGCCTGTCCTTCCTGTCTGT CCAAGCTGGAAGACTATAACTTGC 6 38 89 20 204 24 60,473 59,666 34,100 40,100 4,806,660 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 6 5 114 GCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatt GCCTGTCCTTCCTGTCTGTC CAAGCTGGAAGACTATAACTTGCT 5 37 90 20 203 24 60,037 58,818 35,100 39,100 5,218,606 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:24403:16586 1 115 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NA 0 0 6 5 115 GCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatt GCCTGTCCTTCCTGTCTGTC CCAAGCTGGAAGACTATAACTTGC 5 38 90 20 204 24 60,037 59,666 35,100 40,100 4,370,784 A 271 ATGTTTGACCCTATACCAATTGGCACATGACTCAGGTATGGTTGCCTGGGAGCACAATGCTCTCAAACATCCAACATGTTCCAGTTATAGCCTGTCCTTCCTGTCTGTCTAACAttatttatttatttatttatttatttatTTGGTTAGTTAACTAGTTATTAATTTAGTCAAGTAATAGCAAGTTATAGTCTTCCAGCTTGGAGTCAAAAGaaaaaaaCTCATGAGCTACTGGAGATAAAACaaaaaGAATaaaaaGCAGCACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 2 17 129 CCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCACCCAGAGATTTGACGAGCCC ATCTGAGCCATGTCGACGAC 48 17 59 20 187 20 60,463 59,899 51,900 43,400 0.564158 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 2 17 130 TCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCTCCCAGAGATTTGACGAGCC ATCTGAGCCATGTCGACGAC 49 17 58 20 187 20 59,463 59,899 47,000 43,400 0.638587 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 4 17 102 CCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGccccccCCGTTCCCAGGTCTCTTCCT ATCTGAGCCATGTCGACGAC 21 17 86 20 187 20 60,905 59,899 33,600 43,400 1,006,736 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 73 245 tctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCC TCTCTCACAGATCCACACCC CCTCGGGAGGTTTAAATCTTTCT 105 73 2 20 246 23 58,438 58,155 46,100 25,200 6,406,527 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 73 246 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTC CTCTCTCACAGATCCACACCC CCTCGGGAGGTTTAAATCTTTCT 105 73 1 21 246 23 59,520 58,155 46,100 25,200 6,325,021 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 7 72 246 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTC CTCTCTCACAGATCCACACCC CCTCGGGAGGTTTAAATCTTTCTC 105 72 1 21 246 24 59,520 59,123 46,100 28,700 6,356,816 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 47 190 CTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGA CTTCCTCCTCTTCCTTCGCC TGTAGATGCTCCTGGAAGCG 79 47 28 20 217 20 59,823 59,538 55,400 46,800 0.638458 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 47 191 CCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAG CCTTCCTCCTCTTCCTTCGC TGTAGATGCTCCTGGAAGCG 80 47 27 20 217 20 59,823 59,538 47,000 46,800 0.638458 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 46 190 CCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAG CCTTCCTCCTCTTCCTTCGC GTAGATGCTCCTGGAAGCGG 80 46 27 20 216 20 59,823 60,250 47,000 55,200 0.426567 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 33 176 CTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGA CTTCCTCCTCTTCCTTCGCC GAAGCGGATGGGCAGAATCT 79 33 28 20 203 20 59,823 60,179 55,400 24,000 0.355945 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 17 160 CTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGA CTTCCTCCTCTTCCTTCGCC ATCTGAGCCATGTCGACGAC 79 17 28 20 187 20 59,823 59,899 55,400 43,400 0.278309 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:25388:46701 1 127 24 8 1 AGG CCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 12 17 161 CCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAG CCTTCCTCCTCTTCCTTCGC ATCTGAGCCATGTCGACGAC 80 17 27 20 187 20 59,823 59,899 47,000 43,400 0.278309 F 250 ctctctCACAGATCCACAcccccTTTCCTTCCTCCTCTTCCTTcgccgccgcTTTTCTCCCAGAGATTTGACGAGCCCCGACCGACCGTTCCCAGGTCTCTTCCTTTCTTCTCCCCTGcccccccccctcctcctcctcctcctcctcctCTCTCCACAACATCGCCGTCGTCGACATGGCTCAGATTCTGCCCATCCGCTTCCAGGAGCATCTACAGGTAAGAGAAAGATTTAAACCTCCCGAGGCCGA

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 1 1 4 2 140 CACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTG CACATAGTCAGCCACTGCCA CGAACGCAGTGGGAGCAG 79 2 84 20 223 18 60,036 61,115 49,200 42,400 3,150,721 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 2 142 TCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTTCCACATAGTCAGCCACTGC CGAACGCAGTGGGAGCAG 81 2 82 20 223 18 59,750 61,115 44,000 42,400 3,364,850 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 119 CCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAG CCTTCTTTCCCAGCTGAGCA GAACGCAGTGGGAGCAGG 59 1 104 20 222 18 59,963 60,744 42,600 48,500 2,781,231 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 138 ACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGA ACATAGTCAGCCACTGCCAC GAACGCAGTGGGAGCAGG 78 1 85 20 222 18 60,036 60,744 50,100 48,500 2,779,938 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 139 CACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTG CACATAGTCAGCCACTGCCA GAACGCAGTGGGAGCAGG 79 1 84 20 222 18 60,036 60,744 49,200 48,500 2,780,033 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 141 TCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTTCCACATAGTCAGCCACTGC GAACGCAGTGGGAGCAGG 81 1 82 20 222 18 59,750 60,744 44,000 48,500 2,994,162 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 190 ATTGACACAGGTGCCACCAAGGCCCCACCTGGTAC ATTGACACAGGTGCCACCAA GAACGCAGTGGGAGCAGG 130 1 33 20 222 18 60,106 60,744 36,700 48,500 2,850,196 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 193 CACATTGACACAGGTGCCACCAAGGCCCCACCTGG CACATTGACACAGGTGCCAC GAACGCAGTGGGAGCAGG 133 1 30 20 222 18 59,688 60,744 50,100 48,500 3,055,718 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 4 1 199 GCAACCCACATTGACACAGGTGCCACCAAGGCCCC GCAACCCACATTGACACAGG GAACGCAGTGGGAGCAGG 139 1 24 20 222 18 59,685 60,744 40,000 48,500 3,058,863 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 6 38 255 GCATCAGCTTCTTGGGTATGCAACCCACATTGACACGCATCAGCTTCTTGGGTATGC GGACACGGGCCTGGACAC 157 38 5 21 259 18 59,664 62,700 31,400 36,700 6,035,646 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 6 1 100 CCAATCACCAAGAGATCGAAGCTctgctgctgctgctgct CCAATCACCAAGAGATCGAAGC GGACACGGGCCTGGACAC 1 38 160 22 259 18 59,389 62,700 38,600 36,700 7,310,814 A 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 99 CAATCACCAAGAGATCGAAGCTctgctgctgctgctgctg CAATCACCAAGAGATCGAAGCT GGACACGGGCCTGGACAC 0 38 161 22 259 18 58,470 62,700 37,400 36,700 8,229,054 A 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 6 0 100 CCAATCACCAAGAGATCGAAGCTctgctgctgctgctgct CCAATCACCAAGAGATCGAAGCT GGACACGGGCCTGGACAC 0 38 160 23 259 18 60,681 62,700 37,400 36,700 8,380,555 A 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 10 38 259 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTG TGATGCATCAGCTTCTTGGG GGACACGGGCCTGGACAC 162 38 1 20 259 18 58,241 62,700 41,200 36,700 6,458,458 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26311:32900 1 183 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NA 0 0 10 38 259 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTG TGATGCATCAGCTTCTTGGGT GGACACGGGCCTGGACAC 161 38 1 21 259 18 59,995 62,700 45,100 36,700 5,704,619 F 262 TGATGCATCAGCTTCTTGGGTATGCAACCCACATTGACACAGGTGCCACCAAGGCCCCACCTGGTACCTCGGGGAGAAGGTTCCACATAGTCAGCCACTGCCACCTTCTTTCCCAGCTGAGCAGCTTCCTTGGCACAAGCAAGGCCACCGGATcccccACCAATCACCAAGAGATCGAAGCTctgctgctgctgctgctgctgCCCTGCTCCCACTGCGTTCGCCGCGCCCCGTGTCCCGCGTGTCCAGGCCCGTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 1 1 12 6 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGG GTCATGGTCTCTCATGTCATTGA ATGTTATTCCATCCTTTGATACTCCA 40 6 1 23 140 26 58,237 58,185 25,700 38,600 12,578,456 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 12 6 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGG GTCATGGTCTCTCATGTCATTGAA ATGTTATTCCATCCTTTGATACTCCA 39 6 1 24 140 26 58,819 58,185 26,900 38,600 12,996,392 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 13 5 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGG GTCATGGTCTCTCATGTCATTGA ATGTTATTCCATCCTTTGATACTCCAT 40 5 1 23 140 27 58,237 58,549 25,700 34,100 13,214,318 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 13 1 118 GTCATTGAATGGAATGTCAAGGCatggaatggaatgga GTCATTGAATGGAATGTCAAGGC TCCATCCTTTGATACTCCATGACA 25 1 16 23 133 24 58,573 59,279 43,500 35,800 9,148,586 B 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 14 1 118 TGTCATTGAATGGAATGTCAAGGCatggaatggaatgg TGTCATTGAATGGAATGTCAAGGC CCATCCTTTGATACTCCATGACA 25 1 15 24 132 23 60,082 57,960 43,500 35,800 9,122,001 B 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 14 1 119 TGTCATTGAATGGAATGTCAAGGCatggaatggaatgg TGTCATTGAATGGAATGTCAAGGC TCCATCCTTTGATACTCCATGACA 25 1 15 24 133 24 60,082 59,279 43,500 35,800 8,803,356 B 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 1 102 TCAAGGCatggaatggaatggaAAGGAATGTCatggaatgTCAAGGCATGGAATGGAATGGA TCCATCCTTTGATACTCCATGACA 10 1 32 22 133 24 60,024 59,279 34,100 35,800 6,745,451 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 1 103 GTCAAGGCatggaatggaatggaAAGGAATGTCatggaa GTCAAGGCATGGAATGGAATGG TCCATCCTTTGATACTCCATGACA 11 1 31 22 133 24 59,898 59,279 31,600 35,800 6,823,191 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26626:16990 1 64 45 9 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGG NA 0 0 18 1 108 GGAATGTCAAGGCatggaatggaatggaAAGGAATGTCGGAATGTCAAGGCATGGAATGG TCCATCCTTTGATACTCCATGACA 16 1 26 22 133 24 59,898 59,279 31,600 35,800 6,823,191 F 140 GTCATGGtctctcATGTCATTGAATGGAATGTCAAGGCatggaatggaatggaAAGGAATGTCatggaatggaatggaatggaatggaatggaatggaatggaatggaATGTCATGGAGTATCAAAGGATGGAATAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 1 1 11 1 142 TTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCT TTCAGCTGTCCCTGTCCCT GTGTCTTAAAGGAAGGAAGTTAGGG 55 1 45 19 186 25 60,152 59,061 42,000 35,300 7,090,740 F 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 11 0 141 TTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCT TTCAGCTGTCCCTGTCCCT TGTCTTAAAGGAAGGAAGTTAGGGA 55 0 45 19 185 25 60,152 59,152 42,000 42,000 6,999,847 F 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 12 0 142 CTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCC CTTCAGCTGTCCCTGTCCCT TGTCTTAAAGGAAGGAAGTTAGGGA 55 0 44 20 185 25 61,197 59,152 42,000 42,000 7,045,246 F 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 17 0 116 gtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGT GTCCCTCTCCCTCTCCCTG TGTCTTAAAGGAAGGAAGTTAGGGA 30 0 70 19 185 25 60,076 59,152 44,500 42,000 6,923,416 F 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 19 ‐8 90 CCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctct CCCTCTCCCTGTCCCTCTC TGTCTTAAAGGAAGGAAGTTAGGGA ‐8 0 108 19 185 25 60,076 59,152 32,000 42,000 6,923,416 A 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 19 ‐8 91 CCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctct CCCTCTCCCTGTCCCTCTC GTGTCTTAAAGGAAGGAAGTTAGGG ‐8 1 108 19 186 25 60,076 59,061 32,000 35,300 7,014,310 A 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 19 ‐9 90 CCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccCCTCTCCCTGTCCCTCTCC GTGTCTTAAAGGAAGGAAGTTAGGG ‐9 1 109 19 186 25 60,076 59,061 37,100 35,300 7,014,310 A 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30228:12297 1 119 42 7 1 AGAGGG TCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTC NA 0 0 19 ‐16 118 ctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGCTGTCCCTCTCCCTCTCCC TGTCTTAAAGGAAGGAAGTTAGGGA ‐16 0 116 19 185 25 60,076 59,152 43,000 42,000 6,923,416 F 189 ACCTCCTACAAccccccGAGATCGCCACCATTGGCGGCCGTGCCTTCAGctgtccctgtccctgtccctgtccCTCTCCCTCTCCCTGTGCCTGTCCCTCTCCCTGTCCCTCTCCCTGtccctctccctctccctctccctctccctctccctctccctcTCCCTAACTTCCTTCCTTTAAGACACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 1 1 14 18 137 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA TCATCAACAGCAACAGCAGC 18 43 1 20 137 20 58,694 59,405 30,900 52,500 1,900,750 F 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 0 0 16 18 135 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA ATCAACAGCAACAGCAGCAG 18 41 1 20 135 20 58,694 59,403 30,900 42,400 1,902,725 F 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 0 0 16 18 136 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA CATCAACAGCAACAGCAGCA 18 42 1 20 136 20 58,694 59,687 30,900 44,100 1,618,877 F 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 0 0 16 18 158 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA TCACCTTCACCAGCAGTAGC 18 64 1 20 158 20 58,694 59,678 30,900 35,800 1,627,819 B 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 0 0 16 18 165 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA AGCTGCATCACCTTCACCAG 18 71 1 20 165 20 58,694 60,322 30,900 40,000 1,628,425 B 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:7689:23284_ 1 39 36 7 1.5 AGC TGCTGCTGCTGCTGATGCTGCTGCTGCTGCTGCTGCNA 0 0 18 18 157 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGCTGCTGATGATGCTGCTTA CACCTTCACCAGCAGTAGCA 18 63 1 20 157 20 58,694 59,965 30,900 34,900 1,341,465 B 182 GCTGCTGATGATGCTGCTTATGCAGCATCCGGTGCTGGtgctgctgctgcTGAtgctgctgctgctgctgctgcTGGTGATGGTGCTGAtgctgctgctgcTGGTGAAGGtgctgctgctgcTGTTGCTGTTGATGATGCTACTGCTGGTGAAGGTGATGCAGCTGCACCTAATTTTGGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11992:39985 1 32 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 1 1 20 5 120 TGTAATGGAATGGATGGCAAGATAGATgaatggaatgTGTAATGGAATGGATGGCAAGA GCGATCCATCTTGGCATCCA 5 38 5 22 124 20 57,752 60,536 30,200 34,100 4,783,953 A 135 GAAATGTAATGGAATGGATGGCAAGATAGATgaatggaatggaatggaatggaatggaatggaatgCATGTCAAGATGTATGGATGGAATGGAATGTAATGGAATGGATGCCAAGATGGATCGCTTCAATATGGA

ST‐E00142:460:H2K7HCCXY:6:2216:11992:39985 1 32 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 20 5 121 TGTAATGGAATGGATGGCAAGATAGATgaatggaatgTGTAATGGAATGGATGGCAAGA AGCGATCCATCTTGGCATCC 5 39 5 22 125 20 57,752 60,251 30,200 35,100 4,498,814 A 135 GAAATGTAATGGAATGGATGGCAAGATAGATgaatggaatggaatggaatggaatggaatggaatgCATGTCAAGATGTATGGATGGAATGGAATGTAATGGAATGGATGCCAAGATGGATCGCTTCAATATGGA

ST‐E00142:460:H2K7HCCXY:6:2216:11992:39985 1 32 35 7 1 AATGG GAATGGAATGGAATGGAATGGAATGGAATGGAATGNA 0 0 20 5 124 TGTAATGGAATGGATGGCAAGATAGATgaatggaatgTGTAATGGAATGGATGGCAAGA TGAAGCGATCCATCTTGGCA 5 42 5 22 128 20 57,752 59,747 30,200 49,200 4,500,935 A 135 GAAATGTAATGGAATGGATGGCAAGATAGATgaatggaatggaatggaatggaatggaatggaatgCATGTCAAGATGTATGGATGGAATGGAATGTAATGGAATGGATGCCAAGATGGATCGCTTCAATATGGA

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 2 47 169 CAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATACAACCAGTGGAGGTGCTTGA AGCACGGTAAGCAAACCCTT 61 47 62 20 230 20 60,179 60,179 30,200 39,500 0.358021 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 47 191 CGCCCTGAACACAGTTCCTTAACAACCAGTGGAGG CGCCCTGAACACAGTTCCTT AGCACGGTAAGCAAACCCTT 83 47 40 20 230 20 60,535 60,179 33,600 39,500 0.714103 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 2 47 194 TCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGATCTCGCCCTGAACACAGTTC AGCACGGTAAGCAAACCCTT 86 47 37 20 230 20 59,966 60,179 30,100 39,500 0.212505 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 59 206 TCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGATCTCGCCCTGAACACAGTTC CGCTATACAGGTAGCACGGT 86 59 37 20 242 20 59,966 59,333 30,100 48,300 0.700417 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 47 171 AACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAAAACAACCAGTGGAGGTGCTT AGCACGGTAAGCAAACCCTT 63 47 60 20 230 20 59,741 60,179 39,100 39,500 0.437775 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 82 240 TATACTTCTATCTCGCCCTGAACACAGTTCCTTAACATATACTTCTATCTCGCCCTGAACAC TCATATCAGCGACAGGAAGGG 91 82 27 25 266 21 59,759 59,311 33,200 39,500 6,929,799 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 82 240 ATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAAATACTTCTATCTCGCCCTGAACAC CTCATATCAGCGACAGGAAGGG 91 82 28 24 267 22 59,962 60,289 33,200 39,500 6,326,864 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 82 240 ATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAAATACTTCTATCTCGCCCTGAACA CTCATATCAGCGACAGGAAGGG 92 82 28 23 267 22 58,784 60,289 31,800 39,500 6,504,610 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 47 167 ACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACCAGTGGAGGTGCTTGAAC AGCACGGTAAGCAAACCCTT 59 47 64 20 230 20 60,179 60,179 31,800 39,500 0.358019 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 5 113 CTCTGTAGCACCACTGGAGCTACCGccaccaccaccac CTCTGTAGCACCACTGGAGC AGCACGGTAAGCAAACCCTT 5 47 118 20 230 20 60,108 60,179 47,000 39,500 0.287425 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 5 119 CTCTGTAGCACCACTGGAGCTACCGccaccaccaccac CTCTGTAGCACCACTGGAGC ACAGGTAGCACGGTAAGCAA 5 53 118 20 236 20 60,108 59,317 47,000 39,100 0.791276 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:14204:30422 1 143 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 5 125 CTCTGTAGCACCACTGGAGCTACCGccaccaccaccac CTCTGTAGCACCACTGGAGC CGCTATACAGGTAGCACGGT 5 59 118 20 242 20 60,108 59,333 47,000 48,300 0.775338 F 267 ACGTTGTTATTGTACTTAAATCACAATATACTTCTATCTCGCCCTGAACACAGTTCCTTAACAACCAGTGGAGGTGCTTGAACCTCAAGGAGAATAAAACTTGAGCATGAAATTTGGCTCTGTAGCACCACTGGAGCTACCGccaccaccaccaccaccaccaccccccTCCCCGACACCCAcccccTCAGAGCCTACAAAGAACCCTGTAAGGGTTTGCTTACCGTGCTACCTGTATAGCGAGTCCCTTCCTGTCGCTGATATGAG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 1 1 8 47 211 TTCTCCCAGCACCAAACTCCAAATCATTGATCAATA TTCTCCCAGCACCAAACTCC CAGTGCTGGGAGTGAACCTC 47 103 5 20 215 20 59,890 60,321 38,500 38,500 0.431608 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 8 45 209 CTCCCAGCACCAAACTCCAAATCATTGATCAATACA CTCCCAGCACCAAACTCCAA CAGTGCTGGGAGTGAACCTC 45 103 7 20 215 20 60,179 60,321 35,300 38,500 0.500114 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 8 44 208 TCCCAGCACCAAACTCCAAATCATTGATCAATACAG TCCCAGCACCAAACTCCAAA CAGTGCTGGGAGTGAACCTC 44 103 8 20 215 20 59,740 60,321 32,800 38,500 0.581352 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 47 254 TTCTCCCAGCACCAAACTCCAAATCATTGATCAATA TTCTCCCAGCACCAAACTCC CAGGGTTAGTGCTAGGAGGG 47 146 5 20 258 20 59,890 58,876 38,500 43,000 1,234,414 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 45 252 CTCCCAGCACCAAACTCCAAATCATTGATCAATACA CTCCCAGCACCAAACTCCAA CAGGGTTAGTGCTAGGAGGG 45 146 7 20 258 20 60,179 58,876 35,300 43,000 1,302,920 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 44 251 TCCCAGCACCAAACTCCAAATCATTGATCAATACAG TCCCAGCACCAAACTCCAAA CAGGGTTAGTGCTAGGAGGG 44 146 8 20 258 20 59,740 58,876 32,800 43,000 1,384,158 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 20 125 TCCCAGCACCAAACTCCAAATCATTGATCAATACAG TCCCAGCACCAAACTCCAAA GCTGGGATGGGTGAACCTTT 44 20 8 20 132 20 59,740 60,252 32,800 31,100 0.512018 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 20 126 CTCCCAGCACCAAACTCCAAATCATTGATCAATACA CTCCCAGCACCAAACTCCAA GCTGGGATGGGTGAACCTTT 45 20 7 20 132 20 60,179 60,252 35,300 31,100 0.430780 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 12 20 128 TTCTCCCAGCACCAAACTCCAAATCATTGATCAATA TTCTCCCAGCACCAAACTCC GCTGGGATGGGTGAACCTTT 47 20 5 20 132 20 59,890 60,252 38,500 31,100 0.362273 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 13 47 176 TTCTCCCAGCACCAAACTCCAAATCATTGATCAATA TTCTCCCAGCACCAAACTCC CTGGGTTCAGTGCTGGGAG 47 69 5 20 180 19 59,890 60,003 38,500 43,000 1,113,354 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 13 45 174 CTCCCAGCACCAAACTCCAAATCATTGATCAATACA CTCCCAGCACCAAACTCCAA CTGGGTTCAGTGCTGGGAG 45 69 7 20 180 19 60,179 60,003 35,300 43,000 1,181,861 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:18893:28488 1 72 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NA 0 0 13 44 173 TCCCAGCACCAAACTCCAAATCATTGATCAATACAG TCCCAGCACCAAACTCCAAA CTGGGTTCAGTGCTGGGAG 44 69 8 20 180 19 59,740 60,003 32,800 43,000 1,263,099 F 258 AATGTTCTCCCAGCACCAAACTCCAAATCATTGATCAATACAGAGACCAAAAGCAGGCCCAGCACTGACACaggaggaggaggaggaggaggggggggggCGCAGGTTTAGGAAAGGTTCACCCATCCCAGCACTGACACggggggAGGGCGGGTTCACCCCTCCCAGCACTGAACCCAGGGGAAGAGGGGCTGGGAGGTTCACTCCCAGCACTGACCCAGGggaggaggaCGTTCACCCCTCCTAGCACTAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 1 1 2 33 184 AGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAGCTATGGTTTGGAGCCACA GCCAGTGCCTTCTAGATCCC 60 33 24 20 207 20 59,302 59,892 41,700 38,500 0.805881 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 0 0 2 33 184 AGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAGCTATGGTTTGGAGCCACAA GCCAGTGCCTTCTAGATCCC 59 33 24 21 207 20 59,925 59,892 33,300 38,500 1,183,017 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 0 0 2 33 203 TCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCTCGAAGAGGTGTTGAGAATAGCT GCCAGTGCCTTCTAGATCCC 76 33 5 23 207 20 59,236 59,892 33,200 38,500 3,872,078 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 0 0 3 38 190 ATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGATAGCTATGGTTTGGAGCCACA CCCAGCCAGTGCCTTCTAG 60 38 22 22 211 19 59,490 59,777 41,700 24,300 3,732,484 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 0 0 3 37 190 ATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGATAGCTATGGTTTGGAGCCACA CCCAGCCAGTGCCTTCTAGA 60 37 22 22 211 20 59,490 61,268 41,700 24,300 3,777,122 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19076:29121 1 104 51 17 1 AAT TAATAATAATAATAATAATAATAATAATAATAATAA NA 0 0 3 36 187 AGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAGCTATGGTTTGGAGCCACA CCAGCCAGTGCCTTCTAGAT 60 36 24 20 210 20 59,302 59,164 41,700 19,800 1,534,178 F 231 CAGATCGAAGAGGTGTTGAGAATAGCTATGGTTTGGAGCCACaaaaaGGAGACAAGGTAAtttttAAAATGGATATTCTTATAATTAAAATGATGATTATTATtaataataataataataataataataataataataataataataataataaTATGCAGCTTTTGttttttttAATTCATTTTATGGGATCTAGAAGGCACTGGCTGGGCCAGCATTTATTGCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 1 1 6 0 97 CTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGG CTGTCCATCCTGAAGCTCGG CACACCCTCCTCCCTACC 38 0 145 20 241 18 60,179 57,948 46,300 31,800 4,231,022 A 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 100 CGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCC CGTCTGTCCATCCTGAAGCT CACACCCTCCTCCCTACC 41 0 142 20 241 18 59,466 57,948 37,400 31,800 4,586,345 A 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 102 CGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTC CGCGTCTGTCCATCCTGAAG CACACCCTCCTCCCTACC 43 0 140 20 241 18 60,804 57,948 30,200 31,800 4,855,700 A 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 152 CTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCC CTTCCAGGGCTCACGGTG CACACCCTCCTCCCTACC 95 0 90 18 241 18 60,047 57,948 49,400 31,800 6,098,824 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 162 CAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACCAAGTGGCAGCTTCCAGGG CACACCCTCCTCCCTACC 104 0 80 19 241 18 60,975 57,948 44,500 31,800 6,027,340 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 238 ATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACATTGGGTGCAAGTGGTGGT CACACCCTCCTCCCTACC 180 0 4 19 241 18 59,767 57,948 41,600 31,800 5,284,724 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 238 ATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACATTGGGTGCAAGTGGTGGTC CACACCCTCCTCCCTACC 179 0 4 20 241 18 60,828 57,948 40,200 31,800 4,879,439 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 239 AATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCAAATTGGGTGCAAGTGGTGGT CACACCCTCCTCCCTACC 180 0 3 20 241 18 60,398 57,948 41,600 31,800 4,450,313 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 240 GAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGG GAATTGGGTGCAAGTGGTGG CACACCCTCCTCCCTACC 181 0 2 20 241 18 59,682 57,948 46,100 31,800 4,370,052 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGG AGAATTGGGTGCAAGTGGTG CACACCCTCCTCCCTACC 182 0 1 20 241 18 58,669 57,948 41,700 31,800 5,383,146 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 6 0 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGG AGAATTGGGTGCAAGTGGTGG CACACCCTCCTCCCTACC 181 0 1 21 241 18 61,098 57,948 46,100 31,800 6,149,963 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:19593:15285 1 203 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NA 0 0 7 0 188 CCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGC CCAGCAATGCAGGGACAGG CACACCCTCCTCCCTACC 130 0 54 19 241 18 61,050 57,948 40,000 31,800 6,102,282 F 241 AGAATTGGGTGCAAGTGGTGGTCCGGCTGCCGGGGCACCCAGGTGTGGCGGGCCCAGCAATGCAGGGACAGGCGGAGTGCAAGTGGCAGCTTCCAGGGCTCACGGTGCCGGCACaaaaaaaGCCCGGaaaaaaCGAAGGCGCGTCTGTCCATCCTGAAGCTCGGCTTCGCCTCTCCCGGGCTCTCCTGCCAACCGCTCGATCgtggtggtggtggtggtggtgGGTAGGGAGGAGGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 1 1 4 5 93 CCCAGTACTAGATTCTTCCACAAGAGGTAATATGCT CCCAGTACTAGATTCTTCCACAAGA TGAAGGAAATAAGATCCTGAGTCTGA 16 5 117 25 209 26 59,578 59,330 30,200 32,700 12,091,921 A 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 2 90 CCCAGTACTAGATTCTTCCACAAGAGGTAATATGCT CCCAGTACTAGATTCTTCCACAAGA AGGAAATAAGATCCTGAGTCTGATGT 16 2 117 25 206 26 59,578 59,385 30,200 30,600 12,037,236 A 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 5 2 90 CCCAGTACTAGATTCTTCCACAAGAGGTAATATGCT CCCAGTACTAGATTCTTCCACAAG AGGAAATAAGATCCTGAGTCTGATGT 17 2 117 24 206 26 58,335 59,385 31,600 30,600 12,280,365 A 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 7 0 165 CCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCCAAAGACTCGCGATCCTCA ATAAGATCCTGAGTCTGATGTGG 101 0 37 20 201 23 59,827 57,195 38,600 41,700 5,978,426 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 7 0 166 TCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCCAAAGACTCGCGATCCTC ATAAGATCCTGAGTCTGATGTGG 102 0 36 20 201 23 59,544 57,195 37,100 41,700 6,261,166 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 7 0 201 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTT AGACTCTGCTTCCACTGTCT ATAAGATCCTGAGTCTGATGTGG 137 0 1 20 201 23 57,992 57,195 34,100 41,700 7,813,187 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 7 0 201 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTT AGACTCTGCTTCCACTGTCTT ATAAGATCCTGAGTCTGATGTGG 136 0 1 21 201 23 58,675 57,195 30,100 41,700 8,129,485 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 8 0 166 CCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCCAAAGACTCGCGATCCTCA AATAAGATCCTGAGTCTGATGTGG 101 0 37 20 202 24 59,827 57,828 38,600 41,700 6,345,617 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2229:20260_ 1 158 21 7 1 ATC CATCATCATCATCATCATCAT NA 0 0 8 0 202 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTT AGACTCTGCTTCCACTGTCT AATAAGATCCTGAGTCTGATGTGG 137 0 1 20 202 24 57,992 57,828 34,100 41,700 8,180,378 F 216 AGACTCTGCTTCCACTGTCTTTTGAGGAATAGAGTTCCAAAGACTCGCGATCCTCaaaaaaaaTTTCTCATCATCTCTATCTTAAATGGTCAACCCCTTACtttttAAACAGTGGCCCCAGTACTAGATTCTTCCACAAGAGGTAATATGCTCTCCAcatcatcatcatcatcatcatCCACATCAGACTCAGGATCTTATTTCCTTCAATCAAGT

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 1 1 4 14 136 CTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcc CTGGCTCTGATTGCTGGGAG CTGAAGATAGCGGTGGTGGG 14 52 43 20 178 20 60,464 60,179 43,000 46,100 0.643086 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 19 140 GCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTT GCTGCTGGCTCTGATTGCT CTGAAGATAGCGGTGGTGGG 19 52 39 19 178 20 60,750 60,179 39,100 46,100 1,928,711 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 17 140 CTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCTGCTGGCTCTGATTGCTGG ACTGAAGATAGCGGTGGTGG 17 53 40 20 179 20 61,377 59,463 48,500 46,100 1,914,554 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 14 103 CTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcc CTGGCTCTGATTGCTGGGAG GCATTGTGACTGCTGCAGG 14 20 43 20 145 19 60,464 59,788 43,000 48,500 1,675,982 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 6 95 GATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctc GATTGCTGGGAGGGCTCAAG GCATTGTGACTGCTGCAGG 6 20 51 20 145 19 60,751 59,788 30,200 48,500 1,962,880 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 5 1 90 CTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcc CTGGGAGGGCTCAAGCTTTC GCATTGTGACTGCTGCAGG 1 20 56 20 145 19 60,679 59,788 26,200 48,500 1,891,290 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 58 196 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT AGGAAGTCCAGGAGTACACTGA 58 68 1 18 196 22 60,672 59,890 47,500 34,100 4,782,494 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 58 198 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT GGAGGAAGTCCAGGAGTACA 58 72 1 18 198 20 60,672 57,767 47,500 29,000 4,905,612 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 58 198 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT GGAGGAAGTCCAGGAGTACAC 58 71 1 18 198 21 60,672 59,174 47,500 29,000 4,498,403 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 20 145 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT GCATTGTGACTGCTGCAGG 58 20 1 18 145 19 60,672 59,788 47,500 48,500 3,884,276 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 19 144 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT CATTGTGACTGCTGCAGGG 58 19 1 18 144 19 60,672 59,119 47,500 44,500 4,553,200 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 19 145 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGA GTGCTGCTGAGCTTGGCT GCATTGTGACTGCTGCAGGG 58 19 1 18 145 20 60,672 62,209 47,500 44,500 4,881,370 A 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 18 140 GCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTT GCTGCTGGCTCTGATTGCTG CTGAAGATAGCGGTGGTGGG 18 52 39 20 178 20 61,995 60,179 44,100 46,100 2,173,580 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 14 116 CTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcc CTGGCTCTGATTGCTGGGAG AGAGGAGGAGGGAGCATTGT 14 32 43 20 158 20 60,464 59,956 43,000 27,100 0.507953 F 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 14 134 CTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcc CTGGCTCTGATTGCTGGGAG GAAGATAGCGGTGGTGGGAG 14 50 43 20 176 20 60,464 59,895 43,000 43,000 0.569052 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 6 1 121 CTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcc CTGGGAGGGCTCAAGCTTTC GAAGATAGCGGTGGTGGGAG 1 50 56 20 176 20 60,679 59,895 26,200 43,000 0.784360 B 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:22688:38544 1 77 30 10 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NA 0 0 8 14 113 CTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcc CTGGCTCTGATTGCTGGGAG GGAGGAGGGAGCATTGTGAC 14 29 43 20 155 20 60,464 60,107 43,000 36,700 0.571472 F 236 GTGCTGCTGAGCTTGGCTCTGCTGCGGCTGCTGGAGCGGCTGCTGGCTCTGATTGCTGGGAGGGCTCAAGCTTTCCcctcctcctcctcctcctcctcctcctcctCCAGCCCGGACATCCTCTCCCCTGCAGCAGTCACAATGCTCcctcctcctCTCCCACCACCGCTATCTTCAGTGTACTCCTGGACTTCCTCCCGCCGCGGAGTCTCGCTGCTgccgccgccGCTGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 1 1 4 56 178 GCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAGCCCTGCAAGCCACTAGTAG TAGGCCAGACCAGGTAAGGA 61 56 51 20 228 20 60,463 59,286 25,700 33,600 1,176,939 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 53 175 GCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAGCCCTGCAAGCCACTAGTAG GCCAGACCAGGTAAGGACAG 61 53 51 20 225 20 60,463 59,749 25,700 35,100 0.713272 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 53 208 CCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCC CCTCCTCACCTTGCTCCATG GCCAGACCAGGTAAGGACAG 94 53 18 20 225 20 60,107 59,749 36,600 35,100 0.357826 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 52 174 GCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAGCCCTGCAAGCCACTAGTAG CCAGACCAGGTAAGGACAGC 61 52 51 20 224 20 60,463 59,749 25,700 44,000 0.713272 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 52 197 TTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCATTGCTCCATGCTTGCAGAGT CCAGACCAGGTAAGGACAGC 84 52 28 20 224 20 60,251 59,749 32,400 44,000 0.501546 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 52 207 CCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCC CCTCCTCACCTTGCTCCATG CCAGACCAGGTAAGGACAGC 94 52 18 20 224 20 60,107 59,749 36,600 44,000 0.357826 B 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 22 135 TGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGC TGGAGAGAGCTGCCTATGGT CCAGACCAGGTAAGGACAGC 22 52 90 20 224 20 60,032 59,749 35,500 44,000 0.282230 F 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 22 136 TGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGC TGGAGAGAGCTGCCTATGGT GCCAGACCAGGTAAGGACAG 22 53 90 20 225 20 60,032 59,749 35,500 35,100 0.282230 F 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 22 140 TGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGC TGGAGAGAGCTGCCTATGGT CTAGGCCAGACCAGGTAAGG 22 57 90 20 229 20 60,032 58,876 35,500 26,900 1,155,644 F 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 15 128 aGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAaAGCTGCCTATGGTCCTTTGG CCAGACCAGGTAAGGACAGC 15 52 97 20 224 20 59,743 59,749 32,800 44,000 0.507553 F 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 14 127 GCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAat GCTGCCTATGGTCCTTTGGG CCAGACCAGGTAAGGACAGC 14 52 98 20 224 20 60,753 59,749 41,200 44,000 1,003,624 A 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 6 119 TGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatg TGGTCCTTTGGGAGTATGGC CCAGACCAGGTAAGGACAGC 6 52 106 20 224 20 59,376 59,749 44,000 44,000 0.874237 A 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:24119:56282 1 132 21 7 1 ATC ATGATGATGATGATGATGATG NA 0 0 4 6 120 TGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatg TGGTCCTTTGGGAGTATGGC GCCAGACCAGGTAAGGACAG 6 53 106 20 225 20 59,376 59,749 44,000 35,100 0.874237 A 231 ATTTCATAGAGGTCCTGCCTCCTCACCTTGCTCCATGCTTGCAGAGTGCTGCCCTGCAAGCCACTAGTAGACAGAATGtctctctcAAATGgagagaGCTGCCTATGGTCCTTTGGGAGTATGGCTAAATAatgatgatgatgatgatgatgAGACCTTGTATCATTAGCTAATGGGAAAAGTTATTCTTCGTCTACATTATCTGCTGTCCTTACCTGGTCTGGCCTAGAT

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 1 1 9 0 139 CTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGCTCGTCCTCCTCCTCCACG AATTTCGGGCTGAGTTGGAC 79 0 57 19 195 20 61,116 58,465 49,400 40,200 3,650,640 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 10 0 138 TCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGTCGTCCTCCTCCTCCACG AATTTCGGGCTGAGTTGGAC 79 0 58 18 195 20 60,045 58,465 49,400 40,200 3,579,970 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 10 0 139 TCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGTCGTCCTCCTCCTCCACG GAATTTCGGGCTGAGTTGGAC 79 0 58 18 196 21 60,045 59,531 49,400 40,200 3,514,156 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 12 0 141 TTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCG TTCTCGTCCTCCTCCTCCAC AATTTCGGGCTGAGTTGGAC 80 0 55 20 195 20 60,324 58,465 40,200 40,200 1,858,271 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 12 0 142 TTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCG TTCTCGTCCTCCTCCTCCAC GAATTTCGGGCTGAGTTGGAC 80 0 55 20 196 21 60,324 59,531 40,200 40,200 1,792,456 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 155 21 7 1 CCG CCGCCGCCGCCGCCGCCGCCG NA 0 0 12 0 143 GTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTC GTTCTCGTCCTCCTCCTCCA GAATTTCGGGCTGAGTTGGAC 81 0 54 20 196 21 60,324 59,531 38,600 40,200 1,792,456 F 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 1 4 2 134 CCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTC CCATGTCGACCCTGACTCAC 2 79 12 18 145 20 60,125 60,109 51,900 35,100 2,233,965 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 0 4 1 133 CTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTCC CCATGTCGACCCTGACTCAC 1 79 13 18 145 20 60,125 60,109 47,900 35,100 2,233,965 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 0 5 1 132 CTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTCC CATGTCGACCCTGACTCACA 1 78 13 18 144 20 60,125 59,397 47,900 35,800 2,728,415 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 0 6 13 143 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC ATGTCGACCCTGACTCACAG 13 77 1 18 143 20 58,682 59,109 42,600 36,600 4,209,564 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 0 6 13 144 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC CATGTCGACCCTGACTCACA 13 78 1 18 144 20 58,682 59,397 42,600 35,800 3,921,256 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 15 5 1 AGG CCTCCTCCTCCTCCT NA 0 0 6 13 145 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC CCATGTCGACCCTGACTCAC 13 79 1 18 145 20 58,682 60,109 42,600 35,100 3,426,806 B 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 1 4 0 183 CTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTCC AATTTCGGGCTGAGTTGGAC 1 0 13 18 195 20 60,125 58,465 47,900 40,200 3,660,079 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 0 5 0 184 CTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTCC GAATTTCGGGCTGAGTTGGAC 1 0 13 18 196 21 60,125 59,531 47,900 40,200 3,594,264 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 0 5 0 185 CCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCTCAGCTCCTTGGCGTC GAATTTCGGGCTGAGTTGGAC 2 0 12 18 196 21 60,125 59,531 51,900 40,200 3,594,264 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 0 6 1 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC GAATTTCGGGCTGAGTTGGA 13 1 1 18 196 20 58,682 58,179 42,600 35,300 5,139,407 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 0 6 0 195 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC AATTTCGGGCTGAGTTGGAC 13 0 1 18 195 20 58,682 58,465 42,600 40,200 4,852,920 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:2635:56616_ 1 32 144 7 2 CCG CCTCCTCCTCCTCCTGAGGCCCGTTCTCGTCCTCCTC NA 0 0 6 0 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcct ATCAGGGTCAGCCTCAGC GAATTTCGGGCTGAGTTGGAC 13 0 1 18 196 21 58,682 59,531 42,600 40,200 4,787,105 D 196 ATCAGGGTCAGCCTCAGCTCCTTGGCGTCCGcctcctcctcctcctGAGGCCCGTTCTCGtcctcctcctccACGCCGGCCTCCGGCCGCTCGGGGCCTCGGGCCGCCTCGGCCCGCCGGGCCCTGTGAGTCAGGGTCGACATGGGACCCGCTCccgccgccgccgccgccgccgGTCCAACTCAGCCCGAAATTC

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 1 1 4 16 98 TTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcc TTCGGCCTTTCCTCCTCTTT GAATCAGCATTGTGGCGACC 16 21 126 20 223 20 58,935 59,901 25,200 47,900 1,164,260 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 4 16 101 TTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcc TTCGGCCTTTCCTCCTCTTT CGAGAATCAGCATTGTGGCG 16 24 126 20 226 20 58,935 59,973 25,200 56,900 1,092,018 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 16 140 TTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcc TTCGGCCTTTCCTCCTCTTT GAGGAGAAAGACTTCAGACCAGA 16 60 126 20 265 23 58,935 59,170 25,200 38,600 4,894,426 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 5 16 141 TTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcc TTCGGCCTTTCCTCCTCTTT AGAGGAGAAAGACTTCAGACCAG 16 61 126 20 266 23 58,935 59,168 25,200 40,000 4,896,736 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 17 102 TTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCc TTTCGGCCTTTCCTCCTCTT CGAGAATCAGCATTGTGGCG 17 24 125 20 226 20 58,935 59,973 28,500 56,900 1,092,018 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:28006:27785 1 162 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NA 0 0 6 17 141 TTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCc TTTCGGCCTTTCCTCCTCTT GAGGAGAAAGACTTCAGACCAGA 17 60 125 20 265 23 58,935 59,170 28,500 38,600 4,894,426 F 267 AATTTGATTTCTTCGTGTTAtttttATTATTTAGTTTAGTTTATGTAGCCTGTTTTGCCTTTTGTTAATGTCAATGTTCATTCATTTAAtttttATTTACTGAACTTAAAGCTGTTGCAAAGGTTTTCGGCCTTTCCTCCTCTTTATTAATTCTCCTTCCCcctcctcctcctcctcctcctCACTTcccccATTTTACTTGGGGTCGCCACAATGCTGATTCTCGCCACTGCGTCTTTCGATCTGGTCTGAAGTCTTTCTCCTCTT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 1 1 13 3 179 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATCT AGGACTTCAGTCATATGTGCTGA 3 47 3 27 181 23 58,381 59,229 24,000 42,600 12,390,759 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 13 3 182 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATCT TGAAGGACTTCAGTCATATGTGCT 3 49 3 27 184 24 58,381 59,776 24,000 44,000 12,842,981 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 13 3 204 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATCT TGCAGGGTAACGTTATTCTGGA 3 73 3 27 206 22 58,381 59,432 24,000 38,600 11,187,342 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 14 4 179 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATC AGGACTTCAGTCATATGTGCTGA 4 47 3 26 181 23 57,184 59,229 26,700 42,600 12,587,043 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 14 4 182 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATC TGAAGGACTTCAGTCATATGTGCT 4 49 3 26 184 24 57,184 59,776 26,700 44,000 13,039,265 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 14 4 204 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATC TGCAGGGTAACGTTATTCTGGA 4 73 3 26 206 22 57,184 59,432 26,700 38,600 11,383,626 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 16 6 181 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacCATCTGTCTACCTATCCATCTATCAA AGGACTTCAGTCATATGTGCTGA 6 47 1 26 181 23 57,413 59,229 25,700 42,600 12,358,358 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 16 6 184 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacCATCTGTCTACCTATCCATCTATCAA TGAAGGACTTCAGTCATATGTGCT 6 49 1 26 184 24 57,413 59,776 25,700 44,000 12,810,579 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 16 6 206 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacCATCTGTCTACCTATCCATCTATCAA TGCAGGGTAACGTTATTCTGGA 6 73 1 26 206 22 57,413 59,432 25,700 38,600 11,154,941 D 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 18 3 136 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATCT TGGATGAATGAATGGAAGGATGGA 3 3 3 27 138 24 58,381 59,832 24,000 34,100 12,787,759 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 18 3 136 TCTGTCTACCTATCCATCTATCAATCTACTtacctacctaTCTGTCTACCTATCCATCTATCAATC TGGATGAATGAATGGAAGGATGGA 4 3 3 26 138 24 57,184 59,832 26,700 34,100 12,984,043 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:2859:15303_ 1 33 79 10 2 ATCC TACCTACCTACCTACCTACCTACCTGCTTGCCTACCT NA 0 0 18 3 138 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacCATCTGTCTACCTATCCATCTATCAA TGGATGAATGAATGGAAGGATGGA 6 3 1 26 138 24 57,413 59,832 25,700 34,100 12,755,358 G 221 CATCTGTCTACCTATCCATCTATCAATCTACTtacctacctacctacctacctaccTGCTTGCCTACCTACccatccatccatccatccatccatccatccatccatccatTCTTCCATCCTTCCATTCATTcatccatccatctatctatctatctatcAGCACATATGACTGAAGTCCTTCATCCAGAATAACGTTACCCTGCATATGCAAATTACAGT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 16 94 ATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGG ATCTCCGAGTAGGGCAAGGG GTCAGGATGGTGAGTGGCTT 17 16 100 20 193 20 60,761 59,674 39,500 43,500 1,087,208 A 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 16 150 ACTGCACTGTATCACTTGCTTAAGATACAAGGGGAAACTGCACTGTATCACTTGCT GTCAGGATGGTGAGTGGCTT 73 16 44 20 193 20 57,153 59,674 39,100 43,500 3,173,591 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 93 ATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGG ATCTCCGAGTAGGGCAAGGG TCAGGATGGTGAGTGGCTTG 17 15 100 20 192 20 60,761 59,674 39,500 40,100 1,086,878 A 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 15 149 ACTGCACTGTATCACTTGCTTAAGATACAAGGGGAAACTGCACTGTATCACTTGCT TCAGGATGGTGAGTGGCTTG 73 15 44 20 192 20 57,153 59,674 39,100 40,100 3,173,260 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 12 90 ATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGG ATCTCCGAGTAGGGCAAGGG GGATGGTGAGTGGCTTGGAG 17 12 100 20 189 20 60,761 60,394 39,500 38,600 1,154,482 A 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 11 145 ACTGCACTGTATCACTTGCTTAAGATACAAGGGGAAACTGCACTGTATCACTTGCT GATGGTGAGTGGCTTGGAGG 73 11 44 20 188 20 57,153 60,394 39,100 43,000 3,240,864 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 44 191 TGTGTCATATACTGCACTGTATCACTTGCTTAAGATATGTGTCATATACTGCACTGTATCACT TTTCACTGATATACGGCTGATGT 77 44 34 26 224 23 59,903 57,724 34,100 30,600 11,373,307 F 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 44 190 TGTGTCATATACTGCACTGTATCACTTGCTTAAGATATGTGTCATATACTGCACTGTATCAC TTCACTGATATACGGCTGATGT 78 44 34 25 223 22 58,727 57,063 30,600 30,600 11,210,272 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 44 190 TGTGTCATATACTGCACTGTATCACTTGCTTAAGATATGTGTCATATACTGCACTGTATCACT TTCACTGATATACGGCTGATGT 77 44 34 26 223 22 59,903 57,063 34,100 30,600 11,034,047 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:32075:58216 1 137 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 7 44 190 TGTGTCATATACTGCACTGTATCACTTGCTTAAGATATGTGTCATATACTGCACTGTATCA TTCACTGATATACGGCTGATGT 79 44 34 24 223 22 57,536 57,063 21,500 30,600 11,401,196 B 237 ACCatatatGTGTCTATTTTAAAGCATGaaaaaTGTGTCATATACTGCACTGTATCACTTGCTTAAGATACAAGGGGAATGTgaagaagaaCTTTATTTATCTCCGAGTAGGGCAAGGGCAGCAGATGCATGGGAAcaccaccaccaccaccaccacTTGCAAGTTCCCCTCCAAGCCACTCACCATCCTGACTAGGAAATACATCAGCCGTATATCAGTGAAatatatTCACTGCT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 1 1 9 4 136 GCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGGCCGATGAGGGACAGCATAT AGTGATGATGACGATGATAATGAAG 66 4 119 20 254 25 59,677 57,114 17,800 30,200 8,209,380 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 9 4 223 GCACAAGCCCTGTAACATGGAATGTCTCGCCCAGG GCACAAGCCCTGTAACATGG AGTGATGATGACGATGATAATGAAG 153 4 32 20 254 25 59,472 57,114 36,600 30,200 8,413,970 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 9 4 251 TGAAGTGAACACAGTGCAGATCATTAAAGCACAAGTGAAGTGAACACAGTGCAGA AGTGATGATGACGATGATAATGAAG 181 4 4 20 254 25 57,310 57,114 42,600 30,200 10,575,959 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 135 GCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGGCCGATGAGGGACAGCATAT GTGATGATGACGATGATAATGAAGA 66 3 119 20 253 25 59,677 57,120 17,800 28,700 8,203,034 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 136 GCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGGCCGATGAGGGACAGCATAT AGTGATGATGACGATGATAATGAAGA 66 3 119 20 254 26 59,677 58,335 17,800 28,700 7,987,733 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 145 AAATGTTTGCGCCGATGAGGGACAGCATATGTTGC AAATGTTTGCGCCGATGAGG GTGATGATGACGATGATAATGAAGA 76 3 109 20 253 25 59,829 57,120 38,600 28,700 8,051,066 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 146 AAATGTTTGCGCCGATGAGGGACAGCATATGTTGC AAATGTTTGCGCCGATGAGG AGTGATGATGACGATGATAATGAAGA 76 3 109 20 254 26 59,829 58,335 38,600 28,700 7,835,765 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 152 GGGTAGAAATGTTTGCGCCGATGAGGGACAGCATAGGGTAGAAATGTTTGCGCCG AGTGATGATGACGATGATAATGAAGA 82 3 103 20 254 26 60,179 58,335 64,600 28,700 7,843,932 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 222 GCACAAGCCCTGTAACATGGAATGTCTCGCCCAGG GCACAAGCCCTGTAACATGG GTGATGATGACGATGATAATGAAGA 153 3 32 20 253 25 59,472 57,120 36,600 28,700 8,407,624 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 223 GCACAAGCCCTGTAACATGGAATGTCTCGCCCAGG GCACAAGCCCTGTAACATGG AGTGATGATGACGATGATAATGAAGA 153 3 32 20 254 26 59,472 58,335 36,600 28,700 8,192,323 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 250 TGAAGTGAACACAGTGCAGATCATTAAAGCACAAGTGAAGTGAACACAGTGCAGA GTGATGATGACGATGATAATGAAGA 181 3 4 20 253 25 57,310 57,120 42,600 28,700 10,569,612 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:3752:51693_ 1 205 21 7 1 AAT TAATAATAATAATAATAATAA NA 0 0 10 3 251 TGAAGTGAACACAGTGCAGATCATTAAAGCACAAGTGAAGTGAACACAGTGCAGA AGTGATGATGACGATGATAATGAAGA 181 3 4 20 254 26 57,310 58,335 42,600 28,700 10,354,311 F 259 CAATGAAGTGAACACAGTGCAGATCATTAAAGCACAAGCCCTGTAACATGGAATGTCTCGCCCAGGCGCAGCATAATAATTGCTGATaaaaaaaCAACGCTGGGGTAGAAATGTTTGCGCCGATGAGGGACAGCATATGTTGCaaaaaaTTGAGACtttttCCAGGACCTTCTCCTCTCGCTCCTCATTTATCATGCCCTTCCGtaataataataataataataaCAATCTTCATTATCATCGtcatcatcaCTATCAT

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 16 31 182 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG CCAGCACCACGAGAATCACA 31 78 8 20 189 20 60,036 60,321 41,700 35,800 0.356788 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 31 183 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG ACCAGCACCACGAGAATCAC 31 79 8 20 190 20 60,036 60,321 41,700 30,600 0.356875 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 31 184 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG CACCAGCACCACGAGAATCA 31 80 8 20 191 20 60,036 60,321 41,700 25,700 0.356788 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 16 0 102 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG CCACCACCATCAGCAGCA 31 0 8 20 109 18 60,036 59,965 41,700 44,100 2,070,636 F 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 17 2 94 CTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGT CTGATGGTGGATGCACAGCT CCACCACCACCATCAGCAG 20 2 19 20 112 19 60,394 60,677 42,400 42,400 2,070,579 F 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 17 2 105 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG CCACCACCACCATCAGCAG 31 2 8 20 112 19 60,036 60,677 41,700 42,400 1,712,739 F 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 18 29 138 GTGCTACTGCTGATGGTGGATGCACAGCTGGTGTA GTGCTACTGCTGATGGTGGA CACCACCAGCACCACCAG 29 29 10 20 138 18 59,750 60,595 40,200 40,000 2,845,697 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 18 29 140 TGGTGCTACTGCTGATGGTGGATGCACAGCTGGTG TGGTGCTACTGCTGATGGTG CACCACCAGCACCACCAG 31 29 8 20 138 18 60,036 60,595 41,700 40,000 2,631,568 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:7202:57108_ 1 59 33 8 1.5 ACC TGCTGCTGCTGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 18 4 113 AGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtgg AGCTGGTGTAGTTGCTGGTG CACCACCAGCACCACCAG 4 29 35 20 138 18 60,250 60,595 41,700 40,000 2,845,930 B 194 CTGATTTTGGTGCTACTGCTGATGGTGGATGCACAGCTGGTGTAGTTGCTGGTGTTGGtgctgctgctggtggtggtggtggtggtggtggTGCTGCTGAtggtggtggtggCGCTGGTGCTGGTGGTGCTGGTGGTGCtggtggtggtgctgctgctggtggtggGGCTGTGATTCTCGTGGTGCTGGTGGTG

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 1 1 2 14 190 AAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCAAGTGTTAGGGCACAAACAGGA TTATGTGGCGTCATTCAAAGGC 14 108 7 22 196 22 60,092 59,837 38,600 43,500 4,255,515 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 2 8 181 AGGGCACAAACAGGATTTCCAGTATTATCattattatt AGGGCACAAACAGGATTTCCA ATGTGGCGTCATTCAAAGGC 8 108 14 21 194 20 60,133 59,472 35,300 43,500 1,660,764 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 21 194 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTCTCACTAAGTGTTAGGGCACA ATGTGGCGTCATTCAAAGGC 21 108 1 21 194 20 57,322 59,472 45,700 43,500 4,205,621 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 15 190 CTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTACTAAGTGTTAGGGCACAAACAGG ATGTGGCGTCATTCAAAGGC 15 108 5 23 194 20 59,498 59,472 40,000 43,500 4,029,776 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 8 130 GGGCACAAACAGGATTTCCAGTATTATCattattattatGGGCACAAACAGGATTTCCA CCACCACCAAGGCATGTGAA 8 58 15 20 144 20 58,663 60,827 35,300 31,800 2,164,207 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 8 131 AGGGCACAAACAGGATTTCCAGTATTATCattattatt AGGGCACAAACAGGATTTCCA CCACCACCAAGGCATGTGAA 8 58 14 21 144 20 60,133 60,827 35,300 31,800 1,960,288 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 8 174 AGGGCACAAACAGGATTTCCAGTATTATCattattatt AGGGCACAAACAGGATTTCCA GTCATTCAAAGGCGGACCAC 8 101 14 21 187 20 60,133 59,478 35,300 41,600 1,654,935 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 7 130 GGGCACAAACAGGATTTCCAGTATTATCattattattatGGGCACAAACAGGATTTCCAG CCACCACCAAGGCATGTGAA 7 58 15 21 144 20 59,727 60,827 38,600 31,800 2,100,416 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:8217:34711_ 1 43 24 8 1 AAT ATTATTATTATTATTATTATTATT NA 0 0 3 7 173 GGGCACAAACAGGATTTCCAGTATTATCattattattatGGGCACAAACAGGATTTCCAG GTCATTCAAAGGCGGACCAC 7 101 15 21 187 20 59,727 59,478 38,600 41,600 1,795,062 F 211 CTCACTAAGTGTTAGGGCACAAACAGGATTTCCAGTATTATCattattattattattattattattATCTAAGATGaaaaaCAAAGGTCCATAGTCTAAGGCTAGTAAGTATTTGGGGCTCAATTTCACATGCCTtggtggtggGCAGCAGTCCGAGCCGGAATTGCGTGGTCCGCCTTTGAATGACGCCACATAAAATGTGTAGTGGCCA
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ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 4 21 114 aaGATACATTTGGGCCCGGGACAAAGCTGCCGACC AAGATACATTTGGGCCCGGG CAGCTGCTCCTTCCGCATTA 21 23 132 20 245 20 60,106 60,463 57,300 19,000 0.568798 F 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 19 112 GATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGATACATTTGGGCCCGGGAC CAGCTGCTCCTTCCGCATTA 19 23 134 20 245 20 60,822 60,463 44,600 19,000 1,284,702 A 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 21 128 aaGATACATTTGGGCCCGGGACAAAGCTGCCGACC AAGATACATTTGGGCCCGGG GAATCCACCTCCTCCAGCTG 21 37 132 20 259 20 60,106 59,820 57,300 42,400 0.286154 F 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 21 129 aaGATACATTTGGGCCCGGGACAAAGCTGCCGACC AAGATACATTTGGGCCCGGG TGAATCCACCTCCTCCAGCT 21 38 132 20 260 20 60,106 60,253 57,300 42,400 0.359099 F 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 19 126 GATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGATACATTTGGGCCCGGGAC GAATCCACCTCCTCCAGCTG 19 37 134 20 259 20 60,822 59,820 44,600 42,400 1,002,058 A 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:12713:20840 1 173 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 19 127 GATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGATACATTTGGGCCCGGGAC TGAATCCACCTCCTCCAGCT 19 38 134 20 260 20 60,822 60,253 44,600 42,400 1,075,002 A 264 GGCTGGGTTGGGTCGGGCCGGGCTGCGCCGccccccccccccccccccccACCCcgcgcgCCGACGCGGATTTCCCCGCGCCGGCCCAGCCCTGTGGCggggggggAAAAGAAACAGAGGCGaaaaaaaaaaaGATACATTTGGGCCCGGGACAAAGCTGCCGACCCGGGAAgaggaggaggaggaggaggaggaggaggagCAGGACCATACTACAGTGAGAAATAATGCGGAAGGAGCAGCTGGAGGAGGTGGATTCAATGC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 1 1 16 15 108 CTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGCTTCCGCCTAAATCCGAGTGA TGATGGTGTTGGTGATGGCA 19 15 61 21 168 20 59,864 59,888 34,100 49,200 1,248,330 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 16 15 109 TCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGTCTTCCGCCTAAATCCGAGTG TGATGGTGTTGGTGATGGCA 20 15 60 21 168 20 59,864 59,888 35,100 49,200 1,248,330 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 16 15 110 GTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGTCTTCCGCCTAAATCCGAGT TGATGGTGTTGGTGATGGCA 21 15 59 21 168 20 59,864 59,888 41,800 49,200 1,248,525 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 18 39 190 ACAAACAACGCTGAATCAATCTTCCTTTCAACTGCA ACAAACAACGCTGAATCAATCT AATGATGGTGATGGTGTTGGTG 74 39 5 22 194 22 57,164 59,173 24,000 41,700 7,663,448 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 20 38 190 TACAAACAACGCTGAATCAATCTTCCTTTCAACTGCATACAAACAACGCTGAATCAATCT ATGATGGTGATGGTGTTGGTGA 74 38 4 23 193 22 57,060 59,959 24,000 40,200 7,981,677 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 21 20 141 ACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGAACAGCTAGTCTTCCGCCTAA TGATGGTGATGGTGTTGGTGA 29 20 52 20 174 21 58,151 59,577 26,900 40,200 3,271,813 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 21 20 142 GACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGGACAGCTAGTCTTCCGCCTA TGATGGTGATGGTGTTGGTGA 30 20 51 20 174 21 58,609 59,577 39,300 40,200 2,813,726 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 21 20 142 GACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGGACAGCTAGTCTTCCGCCTAA TGATGGTGATGGTGTTGGTGA 29 20 51 21 174 21 59,250 59,577 26,900 40,200 3,172,795 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 33 7 1.5 ACC CACCACCACCATCACCACCACCACCACCACCAC NA 0 0 21 20 190 ATACAAACAACGCTGAATCAATCTTCCTTTCAACTG ATACAAACAACGCTGAATCAATCT TGATGGTGATGGTGTTGGTGA 74 20 3 24 174 21 57,499 59,577 24,000 40,200 7,923,845 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 197 27 5 1.5 ACC CACCACCACCACCACCCTCACCACCAC NA 0 1 16 5 100 TGCCATCACCAACACCATCACCATCACCAACACCAT TGCCATCACCAACACCATCA TGGTGGTGATGATGGCATGG 28 5 149 20 248 20 59,888 60,396 30,700 36,600 0.508026 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 197 27 5 1.5 ACC CACCACCACCACCACCCTCACCACCAC NA 0 0 16 4 99 TGCCATCACCAACACCATCACCATCACCAACACCAT TGCCATCACCAACACCATCA GGTGGTGATGATGGCATGGT 28 4 149 20 247 20 59,888 60,396 30,700 35,500 0.508164 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 197 27 5 1.5 ACC CACCACCACCACCACCCTCACCACCAC NA 0 0 18 5 99 GCCATCACCAACACCATCACCATCACCAACACCATC GCCATCACCAACACCATCAC TGGTGGTGATGATGGCATGG 27 5 150 20 248 20 59,472 60,396 30,600 36,600 0.923566 B 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 1 10 4 187 CTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGCTTCCGCCTAAATCCGAGTGA GGTGGTGATGATGGCATGGT 19 4 61 21 247 20 59,864 60,396 34,100 35,500 1,532,444 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 12 5 188 CTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGCTTCCGCCTAAATCCGAGTGA TGGTGGTGATGATGGCATGG 19 5 61 21 248 20 59,864 60,396 34,100 36,600 1,532,305 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 12 5 189 TCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGTCTTCCGCCTAAATCCGAGTG TGGTGGTGATGATGGCATGG 20 5 60 21 248 20 59,864 60,396 35,100 36,600 1,532,305 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 12 5 190 GTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGTCTTCCGCCTAAATCCGAGT TGGTGGTGATGATGGCATGG 21 5 59 21 248 20 59,864 60,396 41,800 36,600 1,532,500 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 12 5 240 ACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTG ACAACGCTGAATCAATCTTCCTT TGGTGGTGATGATGGCATGG 69 5 9 23 248 20 58,925 60,396 33,600 36,600 4,470,971 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 12 5 240 ACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTG ACAACGCTGAATCAATCTTCCT TGGTGGTGATGATGGCATGG 70 5 9 22 248 20 58,321 60,396 33,600 36,600 4,075,389 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 16 8 191 CTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGCTTCCGCCTAAATCCGAGTGA TGATGGTGGTGATGATGGCA 19 8 61 21 251 20 59,864 59,375 34,100 49,200 1,761,089 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 16 8 192 TCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGTCTTCCGCCTAAATCCGAGTG TGATGGTGGTGATGATGGCA 20 8 60 21 251 20 59,864 59,375 35,100 49,200 1,761,089 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:21694:38825 1 101 123 7 2 ACC CACCACCACCATCACCACCACCACCACCACCACCCT NA 0 0 16 8 243 ACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTG ACAACGCTGAATCAATCTTCCT TGATGGTGGTGATGATGGCA 70 8 9 22 251 20 58,321 59,375 33,600 49,200 4,304,173 D 255 TTATACAAACAACGCTGAATCAATCTTCCTTTCAACTGCAGTTGATCTATGACAGCTAGTCTTCCGCCTAAATCCGAGTGAAAATGACCCCTTGGGTCATcaccaccacCATcaccaccaccaccaccaccacCCTCACCAACATCATTGCCATCACCAACACCATCACCATCACCAACACCATCACCATCATTATcaccaccaccaccacCCTcaccaccacCATAACCATGCCATCATCACCACCATCACCAC

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 1 1 4 49 189 AGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAAAGGGTGGCTCTATTATCATGCC CCCAGTGACCCATTATGGTGT 49 70 21 22 209 21 59,693 59,715 44,000 41,600 3,591,883 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 49 212 GGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACGGGTGGCTCTATTATCATGCC AGTGAGGGAGTTCCAGGGTT 49 95 22 21 233 20 58,284 60,104 44,000 41,100 2,820,626 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 49 213 AGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAAAGGGTGGCTCTATTATCATGCC AGTGAGGGAGTTCCAGGGTT 49 95 21 22 233 20 59,693 60,104 44,000 41,100 2,411,507 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 48 188 GGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACGGGTGGCTCTATTATCATGCCT CCCAGTGACCCATTATGGTGT 48 70 22 22 209 21 59,693 59,715 47,500 41,600 3,591,883 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 48 189 GGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACGGGTGGCTCTATTATCATGCCT ACCCAGTGACCCATTATGGTG 48 71 22 22 210 21 59,693 59,715 47,500 41,700 3,591,883 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 4 48 212 GGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACGGGTGGCTCTATTATCATGCCT AGTGAGGGAGTTCCAGGGTT 48 95 22 22 233 20 59,693 60,104 47,500 41,100 2,411,507 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 5 21 139 GGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAAGGCTCTATTATCATGCCTAGTCA GCTATGCCTAACATCTTGGTAAATT 43 21 26 23 164 25 57,332 57,723 34,100 18,200 12,944,713 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 6 22 139 GGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAAGGCTCTATTATCATGCCTAGTCAT GCTATGCCTAACATCTTGGTAAAT 42 22 26 24 164 24 57,767 57,116 30,600 14,000 13,116,861 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:22993:15232 1 92 27 9 1 AAT TTATTATTATTATTATTATTATTATTA NA 0 0 6 22 139 GGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAAGGCTCTATTATCATGCCTAGTCA GCTATGCCTAACATCTTGGTAAAT 43 22 26 23 164 24 57,332 57,116 34,100 14,000 12,551,819 F 233 TAAGCATGTCCATATGGAAAAGGGTGGCTCTATTATCATGCCTAGTCAtttttGTTAACTTCAATGAAACTTTAGAATATAGTCACTTTATttattattattattattattattattaTTCCAATTGCTAttttttaaaaaTTTACCAAGATGTTAGGCATAGCATCATCACAAACAAAATCCTAGCAACACCATAATGGGTCACTGGGTCAAAACCCTGGAACTCCCTCACT

ST‐E00142:460:H2K7HCCXY:6:2217:28239:11980 1 36 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 1 1 11 12 95 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGG AAGGAGGGAGGAAGGGAGC AGCTACTGTCCTTCCCTCCT 16 12 1 19 95 20 60,307 59,286 47,000 36,900 2,021,009 F 133 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGGGaggaaggaaggaaggaaggaaggaaggaAGGCGGGAAGGAAGGAGGGAAGGACAGTAGCTTTGTAGTGCAGAATTTGAATATTGCTGAAAAGAGACAC

ST‐E00142:460:H2K7HCCXY:6:2217:28239:11980 1 36 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 11 11 95 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGG AAGGAGGGAGGAAGGGAGC AGCTACTGTCCTTCCCTCCTT 16 11 1 19 95 21 60,307 59,920 47,000 33,600 2,387,088 F 133 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGGGaggaaggaaggaaggaaggaaggaaggaAGGCGGGAAGGAAGGAGGGAAGGACAGTAGCTTTGTAGTGCAGAATTTGAATATTGCTGAAAAGAGACAC

ST‐E00142:460:H2K7HCCXY:6:2217:28239:11980 1 36 28 7 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGA NA 0 0 12 8 91 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGG AAGGAGGGAGGAAGGGAGC ACTGTCCTTCCCTCCTTCCT 16 8 1 19 91 20 60,307 59,506 47,000 33,600 1,801,525 F 133 AAGGAGGGAGGAAGGGAGCGAGAAggggggAAGGGaggaaggaaggaaggaaggaaggaaggaAGGCGGGAAGGAAGGAGGGAAGGACAGTAGCTTTGTAGTGCAGAATTTGAATATTGCTGAAAAGAGACAC

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 1 1 4 25 116 GAGGACCTGGGTGTAACAGCAATTGTCACATATAA GAGGACCTGGGTGTAACAGC TGAGTCATGTGCCTCCTACTC 26 25 103 20 218 21 60,036 58,897 44,000 25,900 2,139,667 A 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 25 155 AGCAGTGACAGAATTAAATTGAGCACAGATGGtttt AGCAGTGACAGAATTAAATTGAGCA TGAGTCATGTGCCTCCTACTC 60 25 64 25 218 21 59,525 58,897 42,600 25,900 7,577,906 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 24 113 GGACCTGGGTGTAACAGCAATTGTCACATATAACA GGACCTGGGTGTAACAGCAA GAGTCATGTGCCTCCTACTCA 24 24 105 20 217 21 59,890 58,897 39,100 34,100 2,213,096 A 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 24 115 GAGGACCTGGGTGTAACAGCAATTGTCACATATAA GAGGACCTGGGTGTAACAGC GAGTCATGTGCCTCCTACTCA 26 24 103 20 217 21 60,036 58,897 44,000 34,100 2,139,667 A 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 24 153 GCAGTGACAGAATTAAATTGAGCACAGATGGtttttCGCAGTGACAGAATTAAATTGAGCAC GAGTCATGTGCCTCCTACTCA 59 24 65 25 217 21 59,429 58,897 44,000 34,100 7,673,962 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 5 24 154 AGCAGTGACAGAATTAAATTGAGCACAGATGGtttt AGCAGTGACAGAATTAAATTGAGCA GAGTCATGTGCCTCCTACTCA 60 24 64 25 217 21 59,525 58,897 42,600 34,100 7,577,906 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 25 202 TGATAAGACCTGATGTTATGGAGCTAAATAAGCTG TGATAAGACCTGATGTTATGGAGCT TGAGTCATGTGCCTCCTACTC 107 25 17 25 218 21 59,396 58,897 40,900 25,900 7,707,604 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 24 200 TGATAAGACCTGATGTTATGGAGCTAAATAAGCTG TGATAAGACCTGATGTTATGGAGCT AGTCATGTGCCTCCTACTCA 107 24 17 25 216 20 59,396 57,762 40,900 34,100 7,842,315 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:3397:54207_ 1 149 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NA 0 0 7 24 201 TGATAAGACCTGATGTTATGGAGCTAAATAAGCTG TGATAAGACCTGATGTTATGGAGCT GAGTCATGTGCCTCCTACTCA 107 24 17 25 217 21 59,396 58,897 40,900 34,100 7,707,604 F 225 ATGAGCATTTAACTTCTGATAAGACCTGATGTTATGGAGCTAAATAAGCTGAAGTATAACCACAGCAGTGACAGAATTAAATTGAGCACAGATGGtttttCAGAGGACCTGGGTGTAACAGCAATTGTCACATATAACACAATGGAACaggaggaggaggaggaggaggaggAGAGGATGGCTTGGAAGCATAAAATGAGTAGGAGGCACATGACTCATAAGAAT

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 1 1 4 17 128 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG CTCCACATTCCCACCTACCC 17 35 58 20 185 20 60,392 59,453 28,200 36,900 0.938259 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 4 17 132 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG CCAACTCCACATTCCCACCT 17 39 58 20 189 20 60,392 59,594 28,200 40,000 0.797246 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 4 17 133 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG CCCAACTCCACATTCCCACC 17 40 58 20 190 20 60,392 60,612 28,200 46,100 1,003,556 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 5 17 180 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG GAGCCTGCTCCACCATTCAA 17 87 58 20 237 20 60,392 60,323 28,200 26,900 0.714477 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 6 56 195 TCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCA TCTGAGGGTCATGAGTCTTTGG GGCCACTGACCTGATTGTGA 56 61 17 22 211 20 59,431 59,963 32,800 35,800 2,605,688 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 6 55 193 TGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGATGAGGGTCATGAGTCTTTGGA GGCCACTGACCTGATTGTGA 55 61 19 21 211 20 58,380 59,963 35,300 35,800 2,656,663 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 6 55 194 CTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAG CTGAGGGTCATGAGTCTTTGGA GGCCACTGACCTGATTGTGA 55 61 18 22 211 20 59,431 59,963 35,300 35,800 2,605,688 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 6 17 154 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG GGCCACTGACCTGATTGTGA 17 61 58 20 211 20 60,392 59,963 28,200 35,800 0.428393 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:4888:41356_ 1 95 36 9 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNA 0 0 6 17 155 CGGTGGAGACAGGGTCATTGAATAtttttAAGGCAG CGGTGGAGACAGGGTCATTG TGGCCACTGACCTGATTGTG 17 62 58 20 212 20 60,392 60,251 28,200 33,300 0.642518 F 238 TAGGTGAGAAATGTTTTCTGAGGGTCATGAGTCTTTGGAACTTTCTTCCCCAGAGGGCGGTGGAGACAGGGTCATTGAATAtttttAAGGCAGTgatagatagatagatagatagatagatagatagataGATTCTCGATTTATAATGGAGTCAGAGGCTATTgggggTAGGTGGGAATGTGGAGTTGGGGTCACAATCAGGTCAGTGGCCATCTTATTGAATGGTGGAGCAGGCTCG

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 1 1 4 2 149 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACACAAAGACCAGGTTACATGA CCCATTTCTAGACCGAGACCT 77 2 1 22 149 21 57,569 58,610 30,700 38,500 6,821,131 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 93 AGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGAGCTACAGTGACAGATGCGA CCCATTTCTAGACCGAGACCTC 23 1 57 20 149 22 58,823 59,637 51,000 38,500 3,540,118 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 149 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACACAAAGACCAGGTTACATGA CCCATTTCTAGACCGAGACCTC 77 1 1 22 149 22 57,569 59,637 30,700 38,500 6,794,133 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 4 1 149 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACACAAAGACCAGGTTACATGAA CCCATTTCTAGACCGAGACCTC 76 1 1 23 149 22 58,212 59,637 25,700 38,500 7,150,269 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 2 94 GAGCTACAGTGACAGATGCGAATGGCGGGGTTGG GAGCTACAGTGACAGATGCGA CCCATTTCTAGACCGAGACCT 23 2 56 21 149 21 59,867 58,610 51,000 38,500 3,522,931 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2217:9029:40442_ 1 100 27 9 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGT NA 0 0 5 1 94 GAGCTACAGTGACAGATGCGAATGGCGGGGTTGG GAGCTACAGTGACAGATGCGA CCCATTTCTAGACCGAGACCTC 23 1 56 21 149 22 59,867 59,637 51,000 38,500 3,495,933 A 166 ACACAAAGACCAGGTTACATGAAATTTTGAGCTACAACATAAAATCAGAAAGGAGGAGCTACAGTGACAGATGCGAATGGCGGGGTTGGTGGTTGAATGggtggtggtggtggtggtggtggtggtTGAGGTCTCGGTCTAGAAATGGGGATGAAAGATCTTGAGA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 5 14 127 AGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTg AGGTGTCGGCCCAGGTAATA GCCTAGAGTGAGAGTGAGGGA 14 48 42 20 168 21 60,326 60,064 0.9800 42,000 1,390,174 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 9 122 TCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggTCGGCCCAGGTAATAATGGC GCCTAGAGTGAGAGTGAGGGA 9 48 47 20 168 21 59,890 60,064 44,000 42,000 1,174,037 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 9 156 TCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggTCGGCCCAGGTAATAATGGC GTGAGTGAAGTGCGGGTGA 9 84 47 20 202 19 59,890 59,931 44,000 40,200 1,178,812 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 6 119 GCCCAGGTAATAATGGCGGTGCCTCTggaggaggagg GCCCAGGTAATAATGGCGGT GCCTAGAGTGAGAGTGAGGGA 6 48 50 20 168 21 60,179 60,064 56,800 42,000 1,243,315 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 9 156 TCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggTCGGCCCAGGTAATAATGGC GTGAGTGAAGTGCGGGTGAG 9 83 47 20 202 20 59,890 60,946 44,000 35,100 1,055,944 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:11708:1942_ 1 76 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 6 153 GCCCAGGTAATAATGGCGGTGCCTCTggaggaggagg GCCCAGGTAATAATGGCGGT GTGAGTGAAGTGCGGGTGAG 6 83 50 20 202 20 60,179 60,946 56,800 35,100 1,125,222 F 255 GGGTaaaaaCCAAGCCCTTTAATTAAAGGGGCAGCAGTAAAAGGTGTCGGCCCAGGTAATAATGGCGGTGCCTCTggaggaggaggaggaggaggaggaggggggggggTATCCGCCCTCAGTCCGGTgggggggggggTATTTATTTCCCTCACTCTCACTCTAGGCCCCAAAGCCGCGGCCTCACCCGCACTTCACTCACCCCGCGGAGCTCCCGGTTCCGGATCCGCTGCCCAGCCGCTGCCGCCGGCGCCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 1 1 3 12 152 AGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAGTGCTCAACAGAGTGCTGG CCATTGAGTCTGCACCGACA 82 12 6 20 157 20 60,250 60,321 48,500 43,500 0.570892 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 0 0 3 3 139 GCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAGCTCAACAGAGTGCTGGGAA TGCACCGACACGTGAGAAA 79 3 9 20 147 19 60,250 59,858 39,700 25,200 1,392,564 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 0 0 3 1 138 GCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAGCTCAACAGAGTGCTGGGAA GCACCGACACGTGAGAAACA 79 1 9 20 146 20 60,250 61,149 39,700 28,300 1,399,828 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 0 0 3 0 137 GCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAGCTCAACAGAGTGCTGGGAA CACCGACACGTGAGAAACAC 79 0 9 20 145 20 60,250 59,425 39,700 33,200 0.825857 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 0 0 4 39 176 GCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAGCTCAACAGAGTGCTGGGAA ATCACAGTGCAGAAGAGGCC 79 39 9 20 184 20 60,250 60,036 39,700 51,900 0.286097 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:12012:38965 1 108 18 6 1 ATC CATCATCATCATCATCAT NA 0 0 4 39 179 AGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAGTGCTCAACAGAGTGCTGG ATCACAGTGCAGAAGAGGCC 82 39 6 20 184 20 60,250 60,036 48,500 51,900 0.285839 A 235 CAAATAGTGCTCAACAGAGTGCTGGGAAAACATTTTCCACTAAAAGGAAAGAACAATCTAGTGGGACTCCATTGATGAATAGTTAGGGAAGAGGCATACATTCAATCcatcatcatcatcatcatGTGTTTCTCACGTGTCGGTGCAGACTCAATGGGCCGAAGGGCCTCTTCTGCACTGTGATTCtgtgtgtgatcatcatcatcatcatcatcatcATGATGCCAGTCCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 1 1 5 38 171 AAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCAAGCTGACCTCTTGCTCCAG GAACTTGCTGCCCAACTTGG 38 72 56 20 226 20 59,676 59,967 38,600 36,100 0.356825 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 41 174 TCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTTCCAAGCTGACCTCTTGCTC GAACTTGCTGCCCAACTTGG 41 72 53 20 226 20 59,677 59,967 42,600 36,100 0.355515 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 39 172 CAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCAAGCTGACCTCTTGCTCCA GAACTTGCTGCCCAACTTGG 39 72 55 20 226 20 59,964 59,967 38,600 36,100 0.068421 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 39 203 CAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCAAGCTGACCTCTTGCTCCA CTCCCGGGATGAAGAAGCTC 39 103 55 20 257 20 59,964 59,894 38,600 40,900 0.141659 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 11 109 CAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCAAGCTGACCTCTTGCTCCA CCTCTGGCCCAGGAGGTG 39 11 55 20 163 18 59,964 61,406 38,600 40,000 3,442,081 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 6 11 131 TTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTG TTCCCTCCGTCCTCTCCTTT CCTCTGGCCCAGGAGGTG 61 11 33 20 163 18 59,883 61,406 31,100 40,000 3,522,740 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 8 11 132 TTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGTTTCCCTCCGTCCTCTCCTT CCTCTGGCCCAGGAGGTG 62 11 32 20 163 18 59,883 61,406 33,600 40,000 3,522,740 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 16 72 216 CCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTT CCCTCCTTCTCCTCCTCCTC GAACTTGCTGCCCAACTTGG 83 72 11 20 226 20 60,106 59,967 37,100 36,100 0.138250 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 18 82 246 CCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTT CCTCCTTCTCCTCCTCCTCC CTCCCGGGATGAAGAAGCTC 82 103 12 20 257 20 60,106 59,894 43,000 40,900 0.211488 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 18 82 248 CCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTT CCTCCTTCTCCTCCTCCTCC CTCTCCCGGGATGAAGAAGC 82 105 12 20 259 20 60,106 59,894 43,000 38,600 0.211488 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 18 82 249 CCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTT CCTCCTTCTCCTCCTCCTCC GCTCTCCCGGGATGAAGAAG 82 106 12 20 260 20 60,106 59,894 43,000 28,500 0.211488 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16214:46314 1 114 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NA 0 0 18 72 215 CCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTT CCTCCTTCTCCTCCTCCTCC GAACTTGCTGCCCAACTTGG 82 72 12 20 226 20 60,106 59,967 43,000 36,100 0.138250 F 261 TACCCCTTGCCCCTCCTTctcctcctcctcCTTTCCCTCCGTCCTCTCCTTTTCCAAGCTGACCTCTTGCTCCAGGGCTTGGGTCCGTCCCTCCTGCACCAcccccATCATCAtcctcctcctcctcctcctccACCGccaccaccaCCTCCTGGGCCAGAGGAGGGGAGCCCTGAGCCAGCCCAGAGCGCTGGCCAACAGGGCAGCCAAGTTGGGCAGCAAGTTCAGGAGCCAGCGGAGCTTCTTCATCCCGGGAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 12 14 142 CCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctc CCTCCTCTTCCTCTTCGCCT TCTGGAGGAGAGGAGGAGGA 67 14 12 20 153 20 60,686 60,254 55,200 37,100 0.939980 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 12 14 143 TCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctTCCTCCTCTTCCTCTTCGCC TCTGGAGGAGAGGAGGAGGA 68 14 11 20 153 20 60,685 60,254 55,400 37,100 0.938672 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 14 11 140 TCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctTCCTCCTCTTCCTCTTCGCC GGAGGAGAGGAGGAGGAAGG 68 11 11 20 150 20 60,685 60,106 55,400 34,600 0.790514 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 15 69 240 CTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcct CTTCCTCCTCTTCCTCTTCGC ATGCTGTGACAATTGAGGGC 69 109 9 21 248 20 59,864 58,820 47,000 51,900 2,316,139 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 15 69 241 CTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcct CTTCCTCCTCTTCCTCTTCGC AATGCTGTGACAATTGAGGGC 69 109 9 21 249 21 59,864 59,453 47,000 51,900 2,683,481 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 41 197 TCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCT TCCTCTCTTCCTCCTCCTGC GAGGGCATGCTTTCGTTGTG 41 95 38 20 234 20 60,033 60,110 48,500 33,300 0.142212 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 40 196 CctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTT CCTCTCTTCCTCCTCCTGCT GAGGGCATGCTTTCGTTGTG 40 95 39 20 234 20 60,032 60,110 42,400 33,300 0.141814 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 40 209 CctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTT CCTCTCTTCCTCCTCCTGCT TGCTGTGACAATTGAGGGCA 40 108 39 20 247 20 60,032 60,179 42,400 53,600 0.211212 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 11 112 CctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTT CCTCTCTTCCTCCTCCTGCT GGAGGAGAGGAGGAGGAAGG 40 11 39 20 150 20 60,032 60,106 42,400 34,600 0.137926 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 10 111 CctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTT CCTCTCTTCCTCCTCCTGCT GAGGAGAGGAGGAGGAAGGG 40 10 39 20 149 20 60,032 60,106 42,400 39,500 0.137926 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 16 10 112 TCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCT TCCTCTCTTCCTCCTCCTGC GAGGAGAGGAGGAGGAAGGG 41 10 38 20 149 20 60,033 60,106 48,500 39,500 0.138324 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16549:6038_ 1 99 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 17 73 243 TCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcTCCTCTTCCTCCTCTTCCTCT TGCTGTGACAATTGAGGGCA 73 108 5 21 247 20 58,707 60,179 36,900 53,600 2,472,241 F 272 CTCTTCCTCTTCCTCCTCTTCCTCTTCGCCTTTCTCTTCctctcttcctcctccTGCTCTTCTCTtcctcctcctccTCTCTTCCTTCTCCTCTCCCTctcctcctcctcctcctcctcTCTcccccTCCCCTtcctcctccTCTCCTCCAGAAATGGTAACTGCTACTtatatataTGTGCCCTTTCCCCAATGGGTACCAGTTGCTCTTAATCACAACGAAAGCATGCCCTCAATTGTCACAGCATTTGTGACATTAACAGGTACCAGGA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 14 21 142 ATCAGTTGCAGCACCAGCATCACcagcagcagcagCATATCAGTTGCAGCACCAGCAT TGTTTGTGATGGTGCTGCTG 60 21 5 20 146 20 60,611 59,330 37,900 44,100 1,280,682 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 20 141 ATCAGTTGCAGCACCAGCATCACcagcagcagcagCATATCAGTTGCAGCACCAGCAT GTTTGTGATGGTGCTGCTGC 60 20 5 20 145 20 60,611 60,665 37,900 52,500 1,276,431 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 19 140 ATCAGTTGCAGCACCAGCATCACcagcagcagcagCATATCAGTTGCAGCACCAGCAT TTTGTGATGGTGCTGCTGCT 60 19 5 20 144 20 60,611 60,825 37,900 42,400 1,435,658 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 12 93 acCGTCAACAGCAGCATCAGCACCGTCACCAAcagcaACCGTCAACAGCAGCATCAG GTTTGTGATGGTGCTGCTGC 12 20 53 20 145 20 60,952 60,665 29,000 52,500 1,617,866 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 9 90 GTCAACAGCAGCATCAGCACCGTCACCAAcagcagcaGTCAACAGCAGCATCAGCAC GTTTGTGATGGTGCTGCTGC 9 20 56 20 145 20 60,110 60,665 44,000 52,500 0.775242 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16579:33269 1 85 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 9 91 GTCAACAGCAGCATCAGCACCGTCACCAAcagcagcaGTCAACAGCAGCATCAGCAC TGTTTGTGATGGTGCTGCTG 9 21 56 20 146 20 60,110 59,330 44,000 44,100 0.779492 F 146 CAACATCAGTTGCAGCACCAGCATCACcagcagcagcagCATCAGcaccaccacCGTCAACAGCAGCATCAGCACCGTCACCAAcagcagcagcagcagcagcagCATCATCACCAGCAAcagcagcagcagCACCATCACAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 8 33 190 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG GGGCCGGTGTTGAGGTAG 100 33 4 18 193 18 62,515 59,732 44,500 31,800 6,782,538 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 32 190 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG GGGCCGGTGTTGAGGTAGT 100 32 4 18 193 19 62,515 61,590 44,500 27,300 7,104,691 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 31 190 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG GGGCCGGTGTTGAGGTAGTG 100 31 4 18 193 20 62,515 62,798 44,500 27,400 7,312,724 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 29 187 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG CCGGTGTTGAGGTAGTGGG 100 29 4 18 190 19 62,515 59,705 44,500 46,100 5,810,000 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 26 185 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG GGTGTTGAGGTAGTGGGCAG 100 26 4 18 188 20 62,515 60,322 44,500 48,500 4,836,229 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 25 184 CTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCC CTGCGGCCTACGTCCAGG GTGTTGAGGTAGTGGGCAGG 100 25 4 18 187 20 62,515 60,322 44,500 48,500 4,836,229 F 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 5 91 CCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctc CCTCCACCTCCTCGGTCAAG GTGTTGAGGTAGTGGGCAGG 5 25 97 20 187 20 61,609 60,322 30,200 48,500 1,930,370 A 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 4 90 CTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcct CTCCACCTCCTCGGTCAAGG GTGTTGAGGTAGTGGGCAGG 4 25 98 20 187 20 61,609 60,322 36,100 48,500 1,930,370 A 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:16701:54858 1 122 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 4 91 CTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcct CTCCACCTCCTCGGTCAAGG GGTGTTGAGGTAGTGGGCAG 4 26 98 20 188 20 61,609 60,322 36,100 48,500 1,930,370 A 267 GGGCTGCGGCCTACGTCCAGGCCGGGCCTCACGGCGCCAACCAGGCCTCAGGCCTGGGGCCTCAGGCCTTCCCGCCCGcctcctcctCTGcccccACCTCCACCTCCTCGGTCAAGGCCTActcctcctcctcctcctcctcCACCTCCGGCTACGCCCAGGCCCTGCCTGCCCACTACCTCAACACCGGCCCGGCCGGACCCGCCTCCTACCCGCTCCCAGGGGTGTCCGGCTCGCCCTCCCGCCTGCCGCCTTTCCCCTTCCCCT

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 1 1 17 2 114 agACAGACAGATGGATAGATGGATAGACAGACAGAAGACAGACAGATGGATAGATGGA AGCTATCTCTATACGTGTCTGTCT 24 2 11 23 124 24 57,928 58,139 34,100 34,100 10,932,739 F 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 0 0 17 1 114 agACAGACAGATGGATAGATGGATAGACAGACAGAAGACAGACAGATGGATAGATGGA AGCTATCTCTATACGTGTCTGTCTC 24 1 11 23 124 25 57,928 59,070 34,100 33,600 11,002,120 F 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 0 0 17 0 113 agACAGACAGATGGATAGATGGATAGACAGACAGAAGACAGACAGATGGATAGATGGA GCTATCTCTATACGTGTCTGTCTCT 24 0 11 23 123 25 57,928 59,070 34,100 31,000 11,002,120 F 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 0 0 18 2 95 TGGATAGACAGACAGATAGACAGATAGTtagatagatTGGATAGACAGACAGATAGACAGA AGCTATCTCTATACGTGTCTGTCT 4 2 30 24 124 24 57,746 58,139 34,100 34,100 12,114,557 B 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 0 0 19 2 103 TGGATAGATGGATAGACAGACAGATAGACAGATAGTGGATAGATGGATAGACAGACAGA AGCTATCTCTATACGTGTCTGTCT 12 2 22 24 124 24 57,794 58,139 34,100 34,100 12,066,791 B 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:30005:19645 1 58 41 7 1.5 AGAT TAGATAGATAGACAGATAGATAGATAGATAGATAGNA 0 0 19 0 102 TGGATAGATGGATAGACAGACAGATAGACAGATAGTGGATAGATGGATAGACAGACAGA GCTATCTCTATACGTGTCTGTCTCT 12 0 22 24 123 25 57,794 59,070 34,100 31,000 12,136,172 B 136 atagatagatagACAGACAGATGGATAGATGGATAGACAGACAGATAGACAGATAGTtagatagatagaCagatagatagatagatagatagatagatAGAGACAGACACGTATAGAGATAGCTAAATAGGCATAC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 1 1 12 0 137 AGTGAAAGAGGAGAAGGAGGAAgaggaggaggagga AGTGAAAGAGGAGAAGGAGGAA CATCCTCCTCGACAGCATCC 0 35 10 22 146 20 58,137 59,967 33,600 35,100 3,896,314 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 0 0 13 8 146 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgagGGATGAGGAAGTGAAAGAGGAGA CATCCTCCTCGACAGCATCC 8 35 1 23 146 20 59,228 59,967 37,100 35,100 3,805,253 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 0 0 13 5 143 TGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggTGAGGAAGTGAAAGAGGAGAAGG CATCCTCCTCGACAGCATCC 5 35 4 23 146 20 59,420 59,967 34,600 35,100 3,613,686 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 0 0 13 1 137 AGTGAAAGAGGAGAAGGAGGAAgaggaggaggagga AGTGAAAGAGGAGAAGGAGGA CATCCTCCTCGACAGCATCC 1 35 10 21 146 20 57,448 59,967 37,100 35,100 3,584,863 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 0 0 15 2 140 GGAAGTGAAAGAGGAGAAGGAGGAAgaggaggagg GGAAGTGAAAGAGGAGAAGGAGG CATCCTCCTCGACAGCATCC 2 35 7 23 146 20 60,055 59,967 43,000 35,100 3,088,685 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:31639:59921 1 32 60 8 1.5 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAAGAGGA NA 0 0 15 1 139 GAAGTGAAAGAGGAGAAGGAGGAAgaggaggagga GAAGTGAAAGAGGAGAAGGAGGA CATCCTCCTCGACAGCATCC 1 35 8 23 146 20 59,165 59,967 37,100 35,100 3,868,623 B 171 GGATGAGGAAGTGAAAGAGGAGAAGGAGGAAgaggaggaggaggaggaggaggagGAAgaggaggagGGAgaggaggagGGAgaggaggagGGCAAAGAAgaggaggagAAAGAGGAGGATGAAGGGGATGCTGTCGAGGAGGATGAGGAAACATAGAAGCATAGAAAATC

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 1 1 1 18 138 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTGT GCACCTTGTTAGGGAACAGC 18 25 86 21 223 20 58,938 59,118 34,100 44,000 2,943,569 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 1 18 138 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTGT GCACCTTGTTAGGGAACAGCT 18 24 86 21 223 21 58,938 60,546 34,100 42,400 3,607,424 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 2 19 138 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTG GCACCTTGTTAGGGAACAGC 19 25 86 20 223 20 57,223 59,118 30,200 44,000 3,658,489 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 3 58 217 TGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTATGGTTTGTGGATGGTATCAGCT CCGCCGATGCATCTAAACCT 63 58 40 22 256 20 59,691 60,533 42,400 35,000 2,841,432 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 3 18 171 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTGT CCGCCGATGCATCTAAACCT 18 58 86 21 256 20 58,938 60,533 34,100 35,000 2,594,635 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 4 59 218 TGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTATGGTTTGTGGATGGTATCAGCT TCCGCCGATGCATCTAAACC 63 59 40 22 257 20 59,691 60,532 42,400 32,700 2,840,544 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 4 39 198 TGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTATGGTTTGTGGATGGTATCAGCT TCCTGTTCAACACTGCACCT 63 39 40 22 237 20 59,691 59,454 42,400 40,000 2,854,692 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 4 18 152 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTGT TCCTGTTCAACACTGCACCT 18 39 86 21 237 20 58,938 59,454 34,100 40,000 2,607,895 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:32167:72719 1 125 54 7 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATGTATCTATCNA 0 0 4 18 172 CGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCCGAGTTTCGCACATCTTCTGT TCCGCCGATGCATCTAAACC 18 59 86 21 257 20 58,938 60,532 34,100 32,700 2,593,747 B 257 GAATTAAATATTacacacTTCACCCCAGATCTTGTTCAATGGTTTGTGGATGGTATCAGCTGATCAAAGAGTTTAAAGTTGGAAGCGAGTTTCGCACATCTTCTGTATAGTTTAGATCTGTCTGtctatctatctatctatctatctatctaTGtatctatctatctatctatctatcTCTATATCGTATAATTTGGATCAAAGCTGTTCCCTAACAAGGTGCAGTGTTGAACAGGAGGTTTAGATGCATCGGCGGA

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 1 1 15 15 140 ACCCATCCAACCATCCAGCCATCCATCCACATACcca ACCCATCCAACCATCCAGC CAGTTTCAGTGTGGGTTTAGTTT 15 27 22 19 161 23 59,692 57,424 48,500 26,600 6,884,094 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 15 141 TACCCATCCAACCATCCAGCCATCCATCCACATACcc TACCCATCCAACCATCCAGC CAGTTTCAGTGTGGGTTTAGTTT 15 27 21 20 161 23 59,449 57,424 48,500 26,600 6,127,361 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 12 138 CCATCCAACCATCCAGCCATCCATCCACATACccatccCCATCCAACCATCCAGCCAT CAGTTTCAGTGTGGGTTTAGTTT 12 27 24 20 161 23 60,106 57,424 44,000 26,600 5,682,309 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 12 142 CCATCCAACCATCCAGCCATCCATCCACATACccatccCCATCCAACCATCCAGCCAT TGTGCAGTTTCAGTGTGGGT 12 34 24 20 165 20 60,106 60,035 44,000 45,100 0.140436 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 12 143 CCATCCAACCATCCAGCCATCCATCCACATACccatccCCATCCAACCATCCAGCCAT GTGTGCAGTTTCAGTGTGGG 12 35 24 20 166 20 60,106 59,618 44,000 46,100 0.487663 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 10 140 ATCCAACCATCCAGCCATCCATCCACATACccatccat ATCCAACCATCCAGCCATCC TGTGCAGTTTCAGTGTGGGT 10 34 26 20 165 20 59,813 60,035 35,100 45,100 0.221447 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 8 134 CCAACCATCCAGCCATCCATCCACATACccatccatccaCCAACCATCCAGCCATCCAT CAGTTTCAGTGTGGGTTTAGTTT 8 27 28 20 161 23 60,106 57,424 34,100 26,600 5,682,309 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 8 138 CCAACCATCCAGCCATCCATCCACATACccatccatccaCCAACCATCCAGCCATCCAT TGTGCAGTTTCAGTGTGGGT 8 34 28 20 165 20 60,106 60,035 34,100 45,100 0.140436 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 16 6 136 AACCATCCAGCCATCCATCCACATACccatccatccatc AACCATCCAGCCATCCATCC TGTGCAGTTTCAGTGTGGGT 6 34 30 20 165 20 59,813 60,035 35,100 45,100 0.221447 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 17 15 142 ATACCCATCCAACCATCCAGCCATCCATCCACATAC ATACCCATCCAACCATCCAGC CAGTTTCAGTGTGGGTTTAGTTT 15 27 20 21 161 23 59,854 57,424 48,500 26,600 6,722,185 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 18 3 129 CATCCAGCCATCCATCCACATACccatccatccatccatc CATCCAGCCATCCATCCACA CAGTTTCAGTGTGGGTTTAGTTT 3 27 33 20 161 23 59,816 57,424 41,700 26,600 5,760,658 D 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:6573:2118_1 1 56 56 7 2 ATCC CCATCCATCCATCCATCCATCCACATACCCATCCATC NA 0 0 18 3 133 CATCCAGCCATCCATCCACATACccatccatccatccatc CATCCAGCCATCCATCCACA TGTGCAGTTTCAGTGTGGGT 3 34 33 20 165 20 59,816 60,035 41,700 45,100 0.218785 G 168 CATCCATCCATTCATCTACATACCCATCCAACCATCCAGCCATCCATCCACATACccatccatccatccatccatCCACATACccatccatccatccatccatccatccatCCACATACCCATACTGAAACTacacacAAACTAAACCCACACTGAAACTGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2218:7659:4280_1 1 30 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 1 1 6 0 90 TGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagca TGCCCAGGTTGCAGTGCT ATAAGCACCTGTCTGTGAGGG 0 24 12 18 101 21 62,208 59,443 44,000 43,000 5,765,314 A 118 ATGCTGGGTCCTGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagcagcagcaTTCTGGAGCTTTGGGTCCTCAGGGCCCTCACAGACAGGTGCTTATGACTCAGTCCAGGGTGC

ST‐E00142:460:H2K7HCCXY:6:2218:7659:4280_1 1 30 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 0 107 TGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagca TGCCCAGGTTGCAGTGCT GCACCCTGGACTGAGTCATAA 0 41 12 18 118 21 62,208 59,445 44,000 19,000 5,763,478 A 118 ATGCTGGGTCCTGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagcagcagcaTTCTGGAGCTTTGGGTCCTCAGGGCCCTCACAGACAGGTGCTTATGACTCAGTCCAGGGTGC

ST‐E00142:460:H2K7HCCXY:6:2218:7659:4280_1 1 30 27 9 1 AGC GCAGCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 0 107 TGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagca TGCCCAGGTTGCAGTGCT GCACCCTGGACTGAGTCATA 0 42 12 18 118 20 62,208 58,805 44,000 21,500 5,403,518 A 118 ATGCTGGGTCCTGCCCAGGTTGCAGTGCTgcagcagcagcagcagcagcagcagcaTTCTGGAGCTTTGGGTCCTCAGGGCCCTCACAGACAGGTGCTTATGACTCAGTCCAGGGTGC

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 1 1 3 13 155 CCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCA CCAGAGACTGTTCTGCTGGT TTACTGAACGGTGGAGCAGG 81 13 11 20 165 20 59,316 59,680 40,000 48,500 1,004,347 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 40 190 GAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCGAGCACCTCCAGAGACTGTT AAGGCCACAATCAGATCAGC 89 40 3 20 192 20 59,027 58,240 31,600 42,600 2,733,074 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 39 181 CCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCA CCAGAGACTGTTCTGCTGGT AGGCCACAATCAGATCAGCC 81 39 11 20 191 20 59,316 60,107 40,000 48,500 0.790791 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 38 180 CCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCA CCAGAGACTGTTCTGCTGGT GGCCACAATCAGATCAGCCA 81 38 11 20 190 20 59,316 60,395 40,000 47,500 1,078,735 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 26 126 CTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAACTGCTGCATAGATGGCACCT AGGCCACAATCAGATCAGCC 26 39 66 20 191 20 60,179 60,107 40,000 48,500 0.285845 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 25 125 TGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGTGCTGCATAGATGGCACCTC AGGCCACAATCAGATCAGCC 25 39 67 20 191 20 60,179 60,107 38,500 48,500 0.285856 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 6 24 124 GCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAG GCTGCATAGATGGCACCTCA AGGCCACAATCAGATCAGCC 24 39 68 20 191 20 60,179 60,107 38,600 48,500 0.285856 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 7 39 190 GAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCGAGCACCTCCAGAGACTGTT AAGGCCACAATCAGATCAGCC 89 39 3 20 192 21 59,027 60,684 31,600 48,500 2,657,131 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:10033:56528 1 112 21 7 1 ATC GATGATGATGATGATGATGAT NA 0 0 7 39 190 GAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCGAGCACCTCCAGAGACTGTTC AAGGCCACAATCAGATCAGCC 88 39 3 21 192 21 60,067 60,684 31,800 48,500 2,751,461 A 235 GGGAGCACCTCCAGAGACTGTTCTGCTGGTGTCAATTCAGGGGCAGCAGCCTCCATCACAGGGCCCTGCTGCATAGATGGCACCTCAGTCAGAAGTTCCAAGGAGACTAAGgatgatgatgatgatgatgatGGTGATGACGGCGCCTGCTCCACCGTTCAGTAAGATCATGGCTGATCTGATTGTGGCCTTAACTCCACTTNTCTGCCTGTTcccccATAACTCTTGACACCCT

ST‐E00142:460:H2K7HCCXY:6:2219:12469:20383 1 34 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 1 1 14 11 93 CCATTACCAAcagcagcagcagCATCATGACcagcagcagCCATTACCAACAGCAGCAGC TCTTGGTGCTGGTGCTGC 11 23 3 20 95 18 59,828 60,595 52,500 52,500 2,767,366 F 134 CACCATTACCAAcagcagcagcagCATCATGACcagcagcagcagcagcagcagCATCACcagcagcagAagcagcagcagcACCAGCACCAAGAGCACcagcagcagcagcagcagCACCATCATCAACAGCA

ST‐E00142:460:H2K7HCCXY:6:2219:12469:20383 1 34 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 11 95 CCATTACCAAcagcagcagcagCATCATGACcagcagcagCCATTACCAACAGCAGCAGC GCTCTTGGTGCTGGTGCT 11 25 3 20 97 18 59,828 60,282 52,500 44,000 2,453,943 F 134 CACCATTACCAAcagcagcagcagCATCATGACcagcagcagcagcagcagcagCATCACcagcagcagAagcagcagcagcACCAGCACCAAGAGCACcagcagcagcagcagcagCACCATCATCAACAGCA

ST‐E00142:460:H2K7HCCXY:6:2219:12469:20383 1 34 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NA 0 0 14 11 96 CCATTACCAAcagcagcagcagCATCATGACcagcagcagCCATTACCAACAGCAGCAGC TGCTCTTGGTGCTGGTGC 11 26 3 20 98 18 59,828 60,595 52,500 50,100 2,767,366 F 134 CACCATTACCAAcagcagcagcagCATCATGACcagcagcagcagcagcagcagCATCACcagcagcagAagcagcagcagcACCAGCACCAAGAGCACcagcagcagcagcagcagCACCATCATCAACAGCA

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 1 1 3 15 95 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA TTGCGCTGTGAACAGGTTTC 15 15 16 21 110 20 57,348 59,620 38,600 27,800 4,032,435 A 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 15 210 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA TCTTAAATACATTCCAGTCCGTGA 15 126 16 21 225 24 57,348 57,711 38,600 43,500 9,940,998 B 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 15 210 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA TCTTAAATACATTCCAGTCCGTGAA 15 125 16 21 225 25 57,348 58,297 38,600 31,800 10,355,376 B 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 14 94 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA TGCGCTGTGAACAGGTTTCT 15 14 16 21 109 20 57,348 60,464 38,600 25,200 4,115,710 A 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 3 13 93 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA GCGCTGTGAACAGGTTTCTT 15 13 16 21 108 20 57,348 59,337 38,600 25,200 4,315,210 A 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 17 140 aaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTAAATGAGGAATCTCCAATTCCACAG TATGAATTGTTTGATGTAAGTCACACT 17 47 10 25 149 27 59,344 57,716 36,600 35,500 14,939,300 F 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 16 140 aaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTAAATGAGGAATCTCCAATTCCACAGG TATGAATTGTTTGATGTAAGTCACACT 16 47 10 26 149 27 61,312 57,716 40,000 35,500 16,596,115 F 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 4 15 140 aaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTAAATGAGGAATCTCCAATTCCACAGGA TATGAATTGTTTGATGTAAGTCACACT 15 47 10 27 149 27 62,401 57,716 38,600 35,500 18,684,534 F 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:14052:58673 1 52 24 8 1 AAT TAATAATAATAATAATAATAATAA NA 0 0 6 15 202 GGAATCTCCAATTCCACAGGATAAGAAATTTATTAT GGAATCTCCAATTCCACAGGA ACATTCCAGTCCGTGAATATTTACA 15 117 16 21 217 25 57,348 58,589 38,600 24,100 10,063,433 B 282 aaaaaaTaaaaaTGAGGAATCTCCAATTCCACAGGATAAGAAATTTATTATtaataataataataataataataaTGGTATTTTATACAAGAAACCTGTTCACAGCGCAAAAGCTGAATTGCAGTGTGACTTACATCAAACAATTCatatatAATCTAAGTAATCAATTTATCTCTGAGTTGTTTTGATTANTGTAAATATTCACGGACTGGAATGTATTTAAGATATCTTAACCCCAAGATGCGTTATNCCATCATaaaaaCAGAAAATGCTGAAAATACT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 1 1 2 42 222 CCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTCCCTTTCCGTAGTGATGTAACGA TGTCTGTTCTGTCCTACATGCC 42 108 17 23 238 22 60,119 60,028 38,500 44,000 5,147,499 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 43 167 CCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTCCCTTTCCGTAGTGATGTAACG ATTAATCTGTTAGCCAAGGATTCAG 43 50 17 22 183 25 58,815 57,186 31,800 30,200 10,998,806 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 43 222 CCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTCCCTTTCCGTAGTGATGTAACG TGTCTGTTCTGTCCTACATGCC 43 108 17 22 238 22 58,815 60,028 31,800 44,000 5,212,653 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 42 166 CCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTCCTTTCCGTAGTGATGTAACGA ATTAATCTGTTAGCCAAGGATTCAG 42 50 18 22 183 25 57,899 57,186 38,500 30,200 11,914,971 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 42 167 CCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTCCCTTTCCGTAGTGATGTAACGA ATTAATCTGTTAGCCAAGGATTCAG 42 50 17 23 183 25 60,119 57,186 38,500 30,200 10,933,652 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:1468:8112_2 1 82 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 42 221 CCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTCCCTTTCCGTAGTGATGTAACGA GTCTGTTCTGTCCTACATGCC 42 108 17 23 237 21 60,119 58,378 38,500 44,000 5,741,824 B 247 GACGGTTGATGGATTCCCCTTTCCGTAGTGATGTAACGATTAATGAGGGGCTTAAGAACCAATAACTTataataataTTATtaataataataataataataataataaAACATTTATATCAATAATAACTATTATTTTGCATTCTTGTCTTCCAGTANCTGAATCCTTGGCTAACAGATTAATATTATAGCTACCCAATTCtatataAAATTACCNGGCATGTAGGACAGAACAGACAGTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 1 1 4 22 133 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT AGGAAGACCTATATAACTTGAGAGCT 22 28 30 20 162 26 60,323 58,698 28,300 40,900 7,625,362 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 22 148 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT GCAGAGTATTGCTTAAGGAAGACC 22 45 30 20 177 24 60,323 59,427 28,300 38,500 4,895,973 B 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 22 237 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT GACACCAAGGACATCTTATCCAG 22 135 30 20 266 23 60,323 58,554 28,300 38,600 4,769,549 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 22 238 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT AGACACCAAGGACATCTTATCCAG 22 135 30 20 267 24 60,323 59,837 28,300 38,600 4,486,256 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 4 22 238 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT AGACACCAAGGACATCTTATCCA 22 136 30 20 267 23 60,323 58,896 28,300 34,100 4,427,264 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 Apr‐75 29 155 ATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACtta ATAAAGCCTCAGCAGCCCAT GCAGAGTATTGCTTAAGGAAGACC 29 45 23 20 177 24 59,445 59,427 40,000 38,500 5,127,587 B 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 Apr‐75 28 138 TAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttatt TAAAGCCTCAGCAGCCCATC GGAAGACCTATATAACTTGAGAGCT 28 28 24 20 161 25 60,107 57,467 35,100 40,900 7,640,306 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 Apr‐75 28 139 TAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttatt TAAAGCCTCAGCAGCCCATC AGGAAGACCTATATAACTTGAGAGCT 28 28 24 20 162 26 60,107 58,698 35,100 40,900 7,409,201 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 Apr‐75 28 154 TAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttatt TAAAGCCTCAGCAGCCCATC GCAGAGTATTGCTTAAGGAAGACC 28 45 24 20 177 24 60,107 59,427 35,100 38,500 4,679,812 B 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 5 29 253 ATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACtta ATAAAGCCTCAGCAGCCCAT TCAAGGATAGACACCAAGGACA 29 145 23 20 275 22 59,445 58,483 40,000 40,200 4,071,379 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 5 28 252 TAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttatt TAAAGCCTCAGCAGCCCATC TCAAGGATAGACACCAAGGACA 28 145 24 20 275 22 60,107 58,483 35,100 40,200 3,623,603 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:22820:67603 1 72 37 7 1.5 AAT TTATTATTATTATTACTATTATTATTATTATTATTAT NA 0 0 5 22 246 CTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTCTCAGCAGCCCATCCTGTTT TCAAGGATAGACACCAAGGACA 22 145 30 20 275 22 60,323 58,483 28,300 40,200 3,839,764 F 275 AATGTGGTCTGATCAGAGCCTTATAAAGCCTCAGCAGCCCATCCTGTTTTAATTACttattattaTTTTAGttattattattattaCtattattattattattattatTACTACTTTGTTCACTGTAAAATATTTTAGCTCTCAAGTtatataGGTCTTCCTTAAGCAATACTCTGCTCACTCTNTAAATCTCTTATTTAATACAATACTCAGTCTATAtttttATCACATCACAGTGTCCTNCTGGATAAGATGTCCTTGGTGTCTATCCTTGA

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 1 1 2 16 202 AGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTT AGGTCCTTGAGCCTACCTGA ACACCTACCTCTGTCATCAAGC 16 117 38 20 239 22 59,586 59,765 38,600 40,100 2,648,740 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 20 206 GCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTGCCAAGGTCCTTGAGCCTAC ACACCTACCTCTGTCATCAAGC 20 117 34 20 239 22 60,393 59,765 31,800 40,100 2,628,040 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 4 19 205 CCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCCCAAGGTCCTTGAGCCTACC ACACCTACCTCTGTCATCAAGC 19 117 35 20 239 22 59,747 59,765 31,800 40,100 2,488,234 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 6 24 141 ATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAATAGGCCAAGGTCCTTGAGC TTTGCTTCAAGACCCTGCGG 24 50 30 20 170 20 59,451 61,172 42,600 56,900 1,720,690 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 6 24 142 ATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAATAGGCCAAGGTCCTTGAGC ATTTGCTTCAAGACCCTGCG 24 51 30 20 171 20 59,451 59,116 42,600 51,800 1,432,343 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 6 24 143 ATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAATAGGCCAAGGTCCTTGAGC AATTTGCTTCAAGACCCTGCG 24 51 30 20 172 21 59,451 59,729 42,600 51,800 1,819,059 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 8 20 117 GCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTGCCAAGGTCCTTGAGCCTAC CAAAGCACCCTGGCACATTT 20 30 34 20 150 20 60,393 59,606 31,800 23,200 0.786952 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 8 19 116 CCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCCCAAGGTCCTTGAGCCTACC CAAAGCACCCTGGCACATTT 19 30 35 20 150 20 59,747 59,606 31,800 23,200 0.647147 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:24951:45066 1 74 27 9 1 AAC AACAACAACAACAACAACAACAACAAC NA 0 0 8 16 113 AGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTT AGGTCCTTGAGCCTACCTGA CAAAGCACCCTGGCACATTT 16 30 38 20 150 20 59,586 59,606 38,600 23,200 0.807652 A 239 AATCTGTTAAATTGGATGGCCTAAAGTAAATAGGCCAAGGTCCTTGAGCCTACCTGATTAGCTGAGGCTCTTTaacaacaacaacaacaacaacaacaacTTGTATTTATTTAGTGCCTTTAACATAATAAAATGTGCCAGGGTGCTTTGCCGCAGGGTCTTGAAGCAAATTTTAGTATTGAGCCACATAAGGAGATATTAGAGCANATGTAGAAAAGCTTGATGACAGAGGTAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2219:25753:57143 1 29 32 8 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 1 1 16 8 124 GAGAGGGAGGgagagagaGGGAGGGAGAgagggaggGAGAGGGAGGGAGAGAGAGG CCTCCCTCCCTCACTCTCC 8 45 1 20 124 19 59,521 60,076 36,900 37,100 1,554,106 F 127 GAGAGGGAGGgagagagaGGGAGGGAGAgagggagggagggagggagggagggagggagggggggAGGGAgggggggggggggggggAGGGAgggggggggggggggAGAGTgagggagggaggGAG

ST‐E00142:460:H2K7HCCXY:6:2219:25753:57143 1 29 32 8 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 17 8 123 GAGAGGGAGGgagagagaGGGAGGGAGAgagggaggGAGAGGGAGGGAGAGAGAGG CTCCCTCCCTCACTCTCCC 8 44 1 20 123 19 59,521 60,076 36,900 43,000 1,554,106 F 127 GAGAGGGAGGgagagagaGGGAGGGAGAgagggagggagggagggagggagggagggagggggggAGGGAgggggggggggggggggAGGGAgggggggggggggggAGAGTgagggagggaggGAG

ST‐E00142:460:H2K7HCCXY:6:2219:25753:57143 1 29 32 8 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGGGAGG NA 0 0 17 8 125 GAGAGGGAGGgagagagaGGGAGGGAGAgagggaggGAGAGGGAGGGAGAGAGAGG CCCTCCCTCCCTCACTCTC 8 46 1 20 125 19 59,521 60,076 36,900 32,000 1,554,106 F 127 GAGAGGGAGGgagagagaGGGAGGGAGAgagggagggagggagggagggagggagggagggggggAGGGAgggggggggggggggggAGGGAgggggggggggggggAGAGTgagggagggaggGAG

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 1 1 3 6 167 GTAAGGGAAGCTCGCCATGTCCAACTcaacaacaaca GTAAGGGAAGCTCGCCATGT GGTGACCTGATTGACATGCCT 6 50 55 20 221 21 60,108 60,340 32,100 47,500 1,448,059 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 4 30 191 GTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGC GTTCCCTCAGTCACTCACCG GGTGACCTGATTGACATGCC 30 51 31 20 221 20 60,038 58,902 49,400 44,000 1,136,209 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 4 29 190 TTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCTTCCCTCAGTCACTCACCGA GGTGACCTGATTGACATGCC 29 51 32 20 221 20 60,179 58,902 46,900 44,000 1,277,023 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 4 6 167 GTAAGGGAAGCTCGCCATGTCCAACTcaacaacaaca GTAAGGGAAGCTCGCCATGT GGTGACCTGATTGACATGCC 6 51 55 20 221 20 60,108 58,902 32,100 44,000 1,205,704 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 4 5 166 TAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacTAAGGGAAGCTCGCCATGTC GGTGACCTGATTGACATGCC 5 51 56 20 221 20 59,822 58,902 30,600 44,000 1,276,118 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 6 32 193 CGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAA CGGTTCCCTCAGTCACTCAC GGTGACCTGATTGACATGCC 32 51 29 20 221 20 60,038 58,902 35,100 44,000 1,136,209 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 6 0 139 AGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAAAGCTCGCCATGTCCAACT TCTTGACCAATCAGAAGTGGAA 0 29 63 18 201 22 58,928 57,295 31,600 35,300 7,777,585 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:26118:60061 1 81 70 7 2 AGG CAACAACAACAACAACTACAACGACCCGCCGCCGC NA 0 0 6 0 139 AGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAAAGCTCGCCATGTCCAACT TCTTGACCAATCAGAAGTGGAAT 0 28 63 18 201 23 58,928 57,753 31,600 30,100 8,319,457 D 268 CGCTTTAACCCCGACCCCTCCCTAGCCCCGGTTCCCTCAGTCACTCACCGAGCCGTAAGGGAAGCTCGCCATGTCCAACTcaacaacaacaacaaCTACAACGACccgccgccgccaccaccaCCTCACcctcctcctcctcctcctcctTCACGCGATTGGCCCGTCGCCGACTGANATTCCACTTCTGATTGGTCAAGAGGCATGTCAATCAGGTCACCTGCGACGCGCCCTTNATGACGTCGCGCCCTTTTGCTGCGACTCCCGA

ST‐E00142:460:H2K7HCCXY:6:2219:3650:47861_ 1 108 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NA 1 1 17 4 104 CTGTGCATCCATTACATCccattccattccattCCATCTATCTGTGCATCCATTACATCCCA GGATGGAATGGAATGGCATGG 33 4 54 21 157 21 58,065 59,378 43,700 36,600 4,556,701 F 170 TGGCATACCTTAcattccattccattccattccattccattccattcATTCATCTGTGCATCCATTACATCccattccattccattCCATCTATCCCtttttGCATTcattccattccattccattccattcGATTCCATGCCATTCCATTCCAtccattccattccatT

ST‐E00142:460:H2K7HCCXY:6:2219:3650:47861_ 1 108 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NA 0 0 17 4 105 TCTGTGCATCCATTACATCccattccattccattCCATCTATCTGTGCATCCATTACATCCCA GGATGGAATGGAATGGCATGG 33 4 53 22 157 21 59,491 59,378 43,700 36,600 4,130,946 F 170 TGGCATACCTTAcattccattccattccattccattccattccattcATTCATCTGTGCATCCATTACATCccattccattccattCCATCTATCCCtttttGCATTcattccattccattccattccattcGATTCCATGCCATTCCATTCCAtccattccattccatT

ST‐E00142:460:H2K7HCCXY:6:2219:3650:47861_ 1 108 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NA 0 0 21 4 91 ACATCccattccattccattCCATCTATCCCtttttGCATTca ACATCCCATTCCATTCCATTCCA GGATGGAATGGAATGGCATGG 18 4 67 23 157 21 60,052 59,378 35,300 36,600 4,673,771 F 170 TGGCATACCTTAcattccattccattccattccattccattccattcATTCATCTGTGCATCCATTACATCccattccattccattCCATCTATCCCtttttGCATTcattccattccattccattccattcGATTCCATGCCATTCCATTCCAtccattccattccatT

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 3 19 118 gggCACAGCAATTATCACCAGACATCCTGAATTCTCCGGGCACAGCAATTATCACCAG ATCAGGGCTGGAGGGTCC 39 19 108 21 225 18 59,593 60,368 40,000 44,600 3,774,051 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 118 gggCACAGCAATTATCACCAGACATCCTGAATTCTCCGGGCACAGCAATTATCACCA ATCAGGGCTGGAGGGTCC 40 19 108 20 225 18 58,527 60,368 41,700 44,600 3,840,770 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 179 ACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGACCAGAGCAGGTCTCAAAGT ATCAGGGCTGGAGGGTCC 101 19 47 20 225 18 58,571 60,368 26,600 44,600 3,796,381 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 179 ACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGACCAGAGCAGGTCTCAAAGTT ATCAGGGCTGGAGGGTCC 100 19 47 21 225 18 59,229 60,368 26,600 44,600 4,138,768 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 215 AGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTAGCAATGAAGCATTTGGAAGGG ATCAGGGCTGGAGGGTCC 135 19 11 22 225 18 59,765 60,368 39,500 44,600 4,602,915 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 3 19 216 AGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTAGCAATGAAGCATTTGGAAGGG CATCAGGGCTGGAGGGTCC 135 19 11 22 226 19 59,765 61,751 39,500 44,600 4,986,059 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 21 120 gggCACAGCAATTATCACCAGACATCCTGAATTCTCCGGGCACAGCAATTATCACCAG CCATCAGGGCTGGAGGGT 39 21 108 21 227 18 59,593 60,694 40,000 43,400 4,100,403 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 21 181 ACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGACCAGAGCAGGTCTCAAAGT CCATCAGGGCTGGAGGGT 101 21 47 20 227 18 58,571 60,694 26,600 43,400 4,122,733 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:3731:68465_ 1 168 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 21 217 AGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTAGCAATGAAGCATTTGGAAGGG CCATCAGGGCTGGAGGGT 135 21 11 22 227 18 59,765 60,694 39,500 43,400 4,929,267 F 234 CTCATCTAGGAGCAATGAAGCATTTGGAAGGGGCCTTAGGATACTTACCAGAGCAGGTCTCAAAGTTAACTGTGCTCTGTTGTATCTTCTACAACCTTGCATCATgggggCACAGCAATTATCACCAGACATCCTGAATTCTCCTTgggggggggggggggggggggggaggaggaggaggaggaggaGGCAGGGCGGATGNAACAGGGACCCTCCAGCCCTGATGGGTTGTCC

ST‐E00142:460:H2K7HCCXY:6:2219:4310:60888_ 1 44 66 11 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 1 1 15 0 112 TCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtctcag TCAGTCTCTGTCCCTGTCACT CAGGGACTAAGGCTGAGGC 6 0 17 21 128 19 59,854 59,476 34,100 47,000 2,670,426 A 128 AGTCTCTGTCTCAGTCTCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcaGCCTCAGCCTTAGTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2219:4310:60888_ 1 44 66 11 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 15 0 114 TCTCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtctc TCTCAGTCTCTGTCCCTGTCA CAGGGACTAAGGCTGAGGC 8 0 15 21 128 19 59,575 59,476 35,800 47,000 2,949,930 A 128 AGTCTCTGTCTCAGTCTCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcaGCCTCAGCCTTAGTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2219:4310:60888_ 1 44 66 11 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 15 0 116 AGTCTCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtAGTCTCAGTCTCTGTCCCTGT CAGGGACTAAGGCTGAGGC 10 0 13 21 128 19 59,573 59,476 40,000 47,000 2,951,849 A 128 AGTCTCTGTCTCAGTCTCAGTCTCTGTCCCTGTCACTATCCCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcagtctcaGCCTCAGCCTTAGTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 1 1 4 7 108 ACCAGTCCAGCGACAATACCACTATGGcaccaccaccaACCAGTCCAGCGACAATACC GTCTTCAGGCCTCAGGTGTC 7 40 87 20 194 20 59,751 60,037 27,300 36,700 0.286257 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 6 102 CCAGTCCAGCGACAATACCACTATGGcaccaccaccac CCAGTCCAGCGACAATACCA CAGGCCTCAGGTGTCACAAT 6 35 88 20 189 20 59,751 59,963 32,500 27,100 0.286423 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 4 6 107 CCAGTCCAGCGACAATACCACTATGGcaccaccaccac CCAGTCCAGCGACAATACCA GTCTTCAGGCCTCAGGTGTC 6 40 88 20 194 20 59,751 60,037 32,500 36,700 0.285979 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 6 40 158 GGTCGGATTCAAACCCAGGTCCCCAGAGTACTACC GGTCGGATTCAAACCCAGGT GTCTTCAGGCCTCAGGTGTC 57 40 37 20 194 20 59,962 60,037 40,000 36,700 0.074592 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 40 159 TGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCTGGTCGGATTCAAACCCAGG GTCTTCAGGCCTCAGGTGTC 58 40 36 20 194 20 59,962 60,037 44,500 36,700 0.074448 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:11505:10240 1 114 21 7 1 ACC CACCACCACCACCACCACCAC NA 0 0 8 35 154 TGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCTGGTCGGATTCAAACCCAGG CAGGCCTCAGGTGTCACAAT 58 35 36 20 189 20 59,962 59,963 44,500 27,100 0.074893 F 211 CATCAATGtttttACAACAATTCCAGATTTTGCTGTGGTCGGATTCAAACCCAGGTCCCCAGAGTACTACCCTGGGTTTCTAGATTACCAGTCCAGCGACAATACCACTATGGcaccaccaccaccaccaccacCTccccccTCTTATTGTAACCTTTTGAGACTTTGAATTGTGACACCTGAGGCCTGAAGACCAATCTCAGAGCTTTTA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 1 1 5 29 190 GCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGAGCTAAGGGCCCTTGAGAGC GCAAAGAGCAAGCTCAGAGCA 93 29 7 19 196 21 60,153 61,480 40,900 42,600 3,632,922 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 30 190 GCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGAGCTAAGGGCCCTTGAGAGC GCAAAGAGCAAGCTCAGAGC 93 30 7 19 196 20 60,153 59,831 40,900 40,900 1,321,634 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 28 190 GCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGAGCTAAGGGCCCTTGAGAGC GCAAAGAGCAAGCTCAGAGCAA 93 28 7 19 196 22 60,153 61,959 40,900 39,100 5,112,001 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 26 133 GCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGCCCACCAGCCTCTTACATT AGAGCAAGCTCAGAGCAAGG 39 26 60 20 192 20 60,034 60,036 27,100 36,100 0.070288 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 26 155 AGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTAGATGGGAAGCCCTGTTGTG AGAGCAAGCTCAGAGCAAGG 61 26 38 20 192 20 59,961 60,036 33,300 36,100 0.074944 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 25 132 GCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGCCCACCAGCCTCTTACATT GAGCAAGCTCAGAGCAAGGA 39 25 60 20 191 20 60,034 60,037 27,100 33,600 0.070666 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 25 154 AGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTAGATGGGAAGCCCTGTTGTG GAGCAAGCTCAGAGCAAGGA 61 25 38 20 191 20 59,961 60,037 33,300 33,600 0.075321 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 19 126 GCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGCCCACCAGCCTCTTACATT GCTCAGAGCAAGGACATGGT 39 19 60 20 185 20 60,034 60,036 27,100 35,500 0.069719 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:20588:60747 1 119 28 7 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCT NA 0 0 6 19 148 AGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTAGATGGGAAGCCCTGTTGTG GCTCAGAGCAAGGACATGGT 61 19 38 20 185 20 59,961 60,036 33,300 35,500 0.074374 B 199 CGAAGGGCTAAGGGCCCTTGAGAGCCGGGACGGGAGAAGATGGGAAGCCCTGTTGTGTTGCCCACCAGCCTCTTACATTTCATCCCGTGTCATGATGctctctctGCCCTCCCTCCCCccctccctccctccctccctccctccctCCCAAGGTCTCTGCTGGTGACCATGTCCTTGCTCTGAGCTTGCTCTTTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 4 2 110 ATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtATTGGTGTTGTTGGCACTCT CCTGTCTGTTCAGGTGGATGT 2 43 20 20 129 21 57,928 59,651 32,400 30,600 3,420,803 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 109 TTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtg TTGGTGTTGTTGGCACTCTT CCTGTCTGTTCAGGTGGATGT 1 43 21 20 129 21 58,154 59,651 28,500 30,600 3,195,032 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 166 TTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtg TTGGTGTTGTTGGCACTCTT TCGGAACTCTGGTTTGGAGA 1 101 21 20 186 20 58,154 58,288 28,500 37,100 3,558,063 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 1 208 TTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtg TTGGTGTTGTTGGCACTCTT TCGGTGGAGAGGGATCATGT 1 143 21 20 228 20 58,154 60,032 28,500 32,100 1,878,123 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 108 TGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtgg TGGTGTTGTTGGCACTCTTT CCTGTCTGTTCAGGTGGATGT 0 43 22 20 129 21 58,154 59,651 25,200 30,600 3,195,032 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 144 TGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtgg TGGTGTTGTTGGCACTCTTT ACTGTCTTTCGGATGAGACGT 0 79 22 20 165 21 58,154 59,113 25,200 43,400 3,733,204 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 165 TGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtgg TGGTGTTGTTGGCACTCTTT TCGGAACTCTGGTTTGGAGA 0 101 22 20 186 20 58,154 58,288 25,200 37,100 3,558,063 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 207 TGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtgg TGGTGTTGTTGGCACTCTTT TCGGTGGAGAGGGATCATGT 0 143 22 20 228 20 58,154 60,032 25,200 32,100 1,878,123 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:21623:54207 1 42 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 215 TGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtgg TGGTGTTGTTGGCACTCTTT CAGCATCATCGGTGGAGAGG 0 151 22 20 236 20 58,154 60,250 25,200 36,900 2,095,790 A 265 CGCAGGATTTTGCTTTTGAATTGGTGTTGTTGGCACTCTTTtggtggtggtggtggtggtggtggTTAGCAGTTAACCAGCACAGCGGGAGACCCCTCCTTCTCCTTTACATCCACCTGAACAGACAGGCAGTGATTCAGTTTAACGTCTCATCCGAAAGACAGTATCTCCAAACCAGAGTTCCGAAGAAGTCATATTGGATTTGAAAACATGATCCCTCTCCACCGATGATGCTGCCAGAACTGAATTTTCCAGGATTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 1 1 18 15 118 tgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTATGTGTGTGAGGGAGTGTGTG CTCCCTCACCCTCTCACTCA 29 15 19 20 136 20 59,822 59,960 38,200 34,100 0.218188 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 0 0 18 15 119 gtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTGTGTGTGTGAGGGAGTGTGT CTCCCTCACCCTCTCACTCA 30 15 18 20 136 20 59,822 59,960 37,200 34,100 0.218420 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 0 0 18 14 117 tgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTATGTGTGTGAGGGAGTGTGTG TCCCTCACCCTCTCACTCAC 29 14 19 20 135 20 59,822 60,252 38,200 35,100 0.429668 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 0 0 19 20 140 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtG TGAGTGAGTGTGAGTGAGTGT CACCCTCCCTCACCCTCTC 46 20 1 21 140 19 58,621 60,687 35,500 32,000 4,066,497 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 0 0 20 22 141 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtG TGAGTGAGTGTGAGTGAGTGTG ACACCCTCCCTCACCCTC 45 22 1 22 141 18 59,900 59,877 38,200 43,000 4,222,711 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:22556:24603 1 68 34 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGTGT NA 0 0 20 20 140 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtG TGAGTGAGTGTGAGTGAGTGTG CACCCTCCCTCACCCTCTC 45 20 1 22 140 19 59,900 60,687 38,200 32,000 3,787,249 F 209 TGAGTGAGTGTGAGTGAgtgtgtgtGAGGGAgtgtgtGAGTGTGAGTGAgtgtgtgtTAGGGAGTGTgtgagtgagtgagtgagtgagtgagtgagtgtgtgggggggAGTGTGGGTGAGTGAGAGGGTGAGGGAGGGTGTggggggggggggggggggggggggggggggggggggggggggggTgggggTGAGTGCGGCGTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 1 1 13 0 108 CCAGGACGGATATACCAGGCTGATTGAGTGTTGTT CCAGGACGGATATACCAGGC GTTGGATGGATGAATGGATGGAA 37 0 150 20 257 23 59,391 58,782 48,500 35,300 4,826,150 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 13 0 184 GGACTGTTGAGTGCGATGGAAGATTTTGTGATTAA GGACTGTTGAGTGCGATGGA GTTGGATGGATGAATGGATGGAA 113 0 74 20 257 23 60,037 58,782 34,100 35,300 4,254,835 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 108 CCAGGACGGATATACCAGGCTGATTGAGTGTTGTT CCAGGACGGATATACCAGGC GTTGGATGGATGAATGGATGGA 37 1 150 20 257 22 59,391 58,164 48,500 34,100 4,444,786 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 118 TTCAATTCCACCAGGACGGATATACCAGGCTGATTGTTCAATTCCACCAGGACGGA GTTGGATGGATGAATGGATGGA 47 1 140 20 257 22 58,939 58,164 46,900 34,100 4,896,874 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 184 GGACTGTTGAGTGCGATGGAAGATTTTGTGATTAA GGACTGTTGAGTGCGATGGA GTTGGATGGATGAATGGATGGA 113 1 74 20 257 22 60,037 58,164 34,100 34,100 3,873,471 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 185 TGGACTGTTGAGTGCGATGGAAGATTTTGTGATTA TGGACTGTTGAGTGCGATGG GTTGGATGGATGAATGGATGGA 114 1 73 20 257 22 60,321 58,164 35,100 34,100 4,156,829 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 191 AGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGAGGAGATGGACTGTTGAGTGC GTTGGATGGATGAATGGATGGA 119 1 67 21 257 22 59,722 58,164 44,000 34,100 5,113,703 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 198 ACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAACCTGTCAGGAGATGGACTGT GTTGGATGGATGAATGGATGGA 126 1 60 21 257 22 60,203 58,164 35,500 34,100 5,039,383 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 237 TCCCATTCACTCCCACTGAGAACAATTCCAATGGAT TCCCATTCACTCCCACTGAGA GTTGGATGGATGAATGGATGGA 165 1 21 21 257 22 60,203 58,164 32,700 34,100 5,039,446 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 244 AACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAAACGCCTTCCCATTCACTCC GTTGGATGGATGAATGGATGGA 173 1 14 20 257 22 60,323 58,164 38,500 34,100 4,158,691 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 247 CCAAACGCCTTCCCATTCACTCCCACTGAGAACAAT CCAAACGCCTTCCCATTCAC GTTGGATGGATGAATGGATGGA 176 1 11 20 257 22 59,756 58,164 31,800 34,100 4,079,781 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:24038:43835 1 207 28 7 1 ACGG GTCCGTCCGTCCGTCCGTCCGTCCGTCC NA 0 0 14 1 255 CAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGACAATGGTCCCAAACGCCTTC GTTGGATGGATGAATGGATGGA 184 1 3 20 257 22 59,756 58,164 34,600 34,100 4,079,781 A 257 CCCAATGGTCCCAAACGCCTTCCCATTCACTCCCACTGAGAACAATTCCAATGGATCAAACCTGTCAGGAGATGGACTGTTGAGTGCGATGGAAGATTTTGTGATTAATAGAGTATGGGTGGTATTGTCTGGGTTTGAGTTCAATTCCACCAGGACGGATATACCAGGCTGATTGAGTGTTGTTTTGAGGGAGCGCCGCACTGTCAgtccgtccgtccgtccgtccgtccgtccTTCCATCCATTCATCCATCCAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 1 1 8 3 108 ACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGACGTGGCTGTGAGAGGGATA TGTGGCCGTTGTTGTGGT 46 3 168 20 275 18 60,324 60,045 25,900 41,600 2,369,215 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 160 CAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGC CAGCGCGTTCTCAGGAATTC TGTGGCCGTTGTTGTGGT 98 3 116 20 275 18 59,628 60,045 21,700 41,600 2,416,492 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 161 TCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCTCAGCGCGTTCTCAGGAATT TGTGGCCGTTGTTGTGGT 99 3 115 20 275 18 60,037 60,045 21,700 41,600 2,082,173 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 162 ATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGATCAGCGCGTTCTCAGGAAT TGTGGCCGTTGTTGTGGT 100 3 114 20 275 18 59,823 60,045 30,100 41,600 2,221,527 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 220 TATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgc TATTTCAATCTCCGCCGGCG TGTGGCCGTTGTTGTGGT 158 3 56 20 275 18 60,879 60,045 64,600 41,600 2,923,371 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 240 ACACGACTCAGGATAGCAGATATTTCAATCTCCGCCACACGACTCAGGATAGCAGA TGTGGCCGTTGTTGTGGT 178 3 36 20 275 18 57,870 60,045 42,600 41,600 4,175,120 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 241 AACACGACTCAGGATAGCAGATATTTCAATCTCCGCAACACGACTCAGGATAGCAGA TGTGGCCGTTGTTGTGGT 178 3 35 21 275 18 58,553 60,045 42,600 41,600 4,492,291 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 8 3 272 AGAGACTTCTAACCTGCCCAATACTATTGTTAACAC AGAGACTTCTAACCTGCCCA TGTGGCCGTTGTTGTGGT 210 3 4 20 275 18 57,673 60,045 53,600 41,600 4,372,173 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 9 2 108 ACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGACGTGGCTGTGAGAGGGATA TGTGGCCGTTGTTGTGGTG 46 2 168 20 275 19 60,324 61,411 25,900 41,700 2,735,054 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 9 2 220 TATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgc TATTTCAATCTCCGCCGGCG TGTGGCCGTTGTTGTGGTG 158 2 56 20 275 19 60,879 61,411 64,600 41,700 3,289,210 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 10 2 107 ACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGACGTGGCTGTGAGAGGGATA GTGGCCGTTGTTGTGGTG 46 2 168 20 274 18 60,324 59,589 25,900 41,700 2,735,657 A 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27204:48757 1 234 21 7 1 ACC ACCACCACCACCACCACCACC NA 0 0 10 2 219 TATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgc TATTTCAATCTCCGCCGGCG GTGGCCGTTGTTGTGGTG 158 2 56 20 274 18 60,879 59,589 64,600 41,700 3,289,813 B 275 TAAAGAGACTTCTAACCTGCCCAATACTATTGTTAACACGACTCAGGATAGCAGATATTTCAATCTCCGCCGGCGTCCCTCCTCGCGTccgccaccgccaccgccaCTGTCACATCAGCGCGTTCTCAGGAATTCCGAGAATTCAAGTGCCATGAGAGGGCAGAGCAACGTGGCTGTGAGAGGGATAACTTCCTCGGAAAAGGGTGCGTACGATAAAAGAGGAGGCACTAATAaccaccaccaccaccaccaccCCCACCACAACAACGGCCACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 1 1 10 20 141 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC TTGCGATGGTGTTGTTGCTG 29 20 21 20 161 20 59,545 59,969 52,500 44,100 0.485104 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 12 26 147 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC TGTTGCTTGCGATGGTGTTG 29 26 21 20 167 20 59,545 59,969 52,500 33,300 0.485104 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 12 23 141 CCAACATCTGCAGCATCACcagcagcagGATCAGCAA CCAACATCTGCAGCATCACC TGTTGCTTGCGATGGTGTTG 23 26 27 20 167 20 59,545 59,969 40,200 33,300 0.485104 G 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 12 23 144 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC TGCTTGCGATGGTGTTGTTG 29 23 21 20 164 20 59,545 59,969 52,500 33,300 0.485104 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 12 17 138 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC CGATGGTGTTGTTGCTGCTT 29 17 21 20 158 20 59,545 59,688 52,500 39,100 0.766390 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 14 12 133 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC GTGTTGTTGCTGCTTCTGCT 29 12 21 20 153 20 59,545 59,617 52,500 42,400 0.837831 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 14 11 132 CCATCACCAACATCTGCAGCATCACcagcagcagGATCCCATCACCAACATCTGCAGC TGTTGTTGCTGCTTCTGCTG 29 11 21 20 152 20 59,545 59,617 52,500 44,100 0.837473 D 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 14 10 122 CATCACcagcagcagGATCAGCAACACCATcagcagcagCATCACCAGCAGCAGGATCA TTGCGATGGTGTTGTTGCTG 10 20 40 20 161 20 60,107 59,969 29,200 44,100 0.137865 G 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 14 10 125 CATCACcagcagcagGATCAGCAACACCATcagcagcagCATCACCAGCAGCAGGATCA TGCTTGCGATGGTGTTGTTG 10 23 40 20 164 20 60,107 59,969 29,200 33,300 0.137865 G 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:31598:61116 1 70 52 7 2 AGC CAGCAGCAGCAGCAGTAGCACCATCAAAAGTAGCANA 0 0 14 10 128 CATCACcagcagcagGATCAGCAACACCATcagcagcagCATCACCAGCAGCAGGATCA TGTTGCTTGCGATGGTGTTG 10 26 40 20 167 20 60,107 59,969 29,200 33,300 0.137865 G 167 CAGCAGAAGCAGCATCAGCTCCATCACCAACATCTGCAGCATCACcagcagcagGATCAGCAACACCATcagcagcagcagcagTAGCACCATCAAAAGTagcagcagcagcagcagcagcATCACTAGAAGCAGCAGAAGCAGCAACAACACCATCGCAAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 1 1 18 0 94 GGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGGGAAGAAAGAAAGGAAGGAGGA ACCACTACCTCACCACTACC 20 0 80 22 173 20 57,358 58,066 37,100 31,800 6,576,876 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 18 0 95 AGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGAGGAAGAAAGAAAGGAAGGAGG ACCACTACCTCACCACTACC 21 0 79 22 173 20 57,351 58,066 43,000 31,800 6,583,676 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 19 0 95 AGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGAGGAAGAAAGAAAGGAAGGAGGA ACCACTACCTCACCACTACC 20 0 79 23 173 20 58,756 58,066 37,100 31,800 6,178,052 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 20 0 146 GGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGGAAGGAAGAAAGGAAGGAAGA ACCACTACCTCACCACTACC 72 0 28 22 173 20 57,358 58,066 28,700 31,800 6,576,876 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 20 0 147 AGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAA AGGAAGGAAGAAAGGAAGGAAG ACCACTACCTCACCACTACC 73 0 27 22 173 20 57,351 58,066 34,600 31,800 6,583,676 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3589:32601_ 1 122 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NA 0 0 21 0 147 AGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAA AGGAAGGAAGAAAGGAAGGAAGA ACCACTACCTCACCACTACC 72 0 27 23 173 20 58,756 58,066 28,700 31,800 6,178,052 A 204 GaagaaagaaagaaagaAAGGAAGAAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAGAAAGGAACAAAGAAAGGAAGAAAGGAAGAAAGAAAGGAAGGAGGAAAGAAAGGAGGAAAGAAAGGaagaaagaaagaaagaaagaaagaaagaaagaGGTAGTGGTGAGGTAGTGGTATTTTCACTGGAATAGTAATCCAGGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 6 8 240 tgtgtgCAATGACACCATGGATATTGGATGCGACAACTGTGTGCAATGACACCATGGA TCTTTGTCTCACTCACTCCTGC 168 8 16 21 255 22 60,478 59,964 34,100 48,500 3,514,763 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 8 240 tgtgtgCAATGACACCATGGATATTGGATGCGACAACTGTGTGCAATGACACCATGG TCTTTGTCTCACTCACTCCTGC 169 8 16 20 255 22 59,040 59,964 36,600 48,500 2,996,761 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 8 241 AtgtgtgCAATGACACCATGGATATTGGATGCGACAAATGTGTGCAATGACACCATGG TCTTTGTCTCACTCACTCCTGC 169 8 15 21 255 22 59,453 59,964 36,600 48,500 3,583,398 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 2 143 ACAATATAGAAGAACCTGACCATAAGAAAATACAT ACAATATAGAAGAACCTGACCATAAGA TCACTCACTCCTGCACTCAC 73 2 105 27 247 20 57,786 59,324 21,000 35,100 9,889,961 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 2 232 tgtgtgCAATGACACCATGGATATTGGATGCGACAACTGTGTGCAATGACACCATGG TCACTCACTCCTGCACTCAC 169 2 16 20 247 20 59,040 59,324 36,600 35,100 1,636,470 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 100 TTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCC TTGCAAGGTTGTTGTGCTCA CACTCACTCCTGCACTCACA 38 1 147 20 246 20 58,819 59,610 42,600 35,800 1,571,399 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 101 CTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTC CTTGCAAGGTTGTTGTGCTCA CACTCACTCCTGCACTCACA 38 1 146 21 246 20 59,865 59,610 42,600 35,800 1,525,244 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 142 ACAATATAGAAGAACCTGACCATAAGAAAATACAT ACAATATAGAAGAACCTGACCATAAGA CACTCACTCCTGCACTCACA 73 1 105 27 246 20 57,786 59,610 21,000 35,800 9,604,269 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 186 AGCACCACTCATTAATTGTTGAGAGGAAAACAGCC AGCACCACTCATTAATTGTTGAGA CACTCACTCCTGCACTCACA 120 1 61 24 246 20 58,684 59,610 32,700 35,800 5,706,659 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 186 AGCACCACTCATTAATTGTTGAGAGGAAAACAGCC AGCACCACTCATTAATTGTTGAGAG CACTCACTCCTGCACTCACA 119 1 61 25 246 20 59,586 59,610 32,000 35,800 5,804,325 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 1 231 tgtgtgCAATGACACCATGGATATTGGATGCGACAACTGTGTGCAATGACACCATGG CACTCACTCCTGCACTCACA 169 1 16 20 246 20 59,040 59,610 36,600 35,800 1,350,777 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 0 100 CTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTC CTTGCAAGGTTGTTGTGCTCA ACTCACTCCTGCACTCACAC 38 0 146 21 245 20 59,865 59,609 42,600 38,200 1,525,612 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 0 141 ACAATATAGAAGAACCTGACCATAAGAAAATACAT ACAATATAGAAGAACCTGACCATAAGA ACTCACTCCTGCACTCACAC 73 0 105 27 245 20 57,786 59,609 21,000 38,200 9,604,636 A 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 0 185 AGCACCACTCATTAATTGTTGAGAGGAAAACAGCC AGCACCACTCATTAATTGTTGAGA ACTCACTCCTGCACTCACAC 120 0 61 24 245 20 58,684 59,609 32,700 38,200 5,707,026 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:3873:46490_ 1 205 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 0 230 tgtgtgCAATGACACCATGGATATTGGATGCGACAACTGTGTGCAATGACACCATGG ACTCACTCCTGCACTCACAC 169 0 16 20 245 20 59,040 59,609 36,600 38,200 1,351,145 F 286 AAACACTTCATGATAtgtgtgCAATGACACCATGGATATTGGATGCGACAACCACATAATAGCACCACTCATTAATTGTTGAGAGGAAAACAGCCaaaaaTAATACAATATAGAAGAACCTGACCATAAGAAAATACATAAAATTCTTGCAAGGTTGTTGTGCTCATATTATGAGTCCTTCCCTTCAGCATTTGTTCAAACTTAtgttgttgttgttgttgttgtGTGTGAGTGCAGGAGTGAGTGAGACAAagagagagAAAGAAAACTGTAAAGGACAATTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 1 18 0 146 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCACCCAACCAACAAACCA 0 26 74 20 219 20 59,617 60,252 36,200 36,700 0.635157 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 18 0 150 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCAACCACCCAACCAACAA 0 30 74 20 223 20 59,617 60,252 36,200 28,300 0.635157 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 18 0 152 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC CAACCAACCACCCAACCAAC 0 32 74 20 225 20 59,617 59,823 36,200 37,700 0.559783 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 19 0 132 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC AAACCAACCAACCAACCAACG 0 11 74 20 205 21 59,617 60,067 36,200 41,000 1,449,660 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 20 ‐18 130 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCAACCAACCAACCAACGA 0 ‐18 74 20 175 20 59,617 60,324 36,200 38,500 0.706415 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346_ 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 20 ‐19 129 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC CCAACCAACCAACCAACGAA 0 ‐19 74 20 174 20 59,617 59,182 36,200 38,500 1,201,169 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 1 1 2 0 124 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT GGGCTTCTTCCAAAGTGCAC 0 21 30 20 153 20 59,963 59,685 28,500 45,700 0.352698 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 2 0 125 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT AGGGCTTCTTCCAAAGTGCA 0 22 30 20 154 20 59,963 59,814 28,500 45,700 0.223347 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 3 0 147 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT GTCCGCCTCCCACTTCAC 0 46 30 20 176 18 59,963 60,047 28,500 31,800 2,084,626 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 4 0 123 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT GGCTTCTTCCAAAGTGCACC 0 20 30 20 152 20 59,963 59,685 28,500 50,100 0.352698 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 5 5 149 TCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtg TCTTGGCTTTCCTCACCTGG CGCCTCCCACTTCACCAAA 5 42 25 20 173 19 59,598 60,228 44,500 32,800 1,629,862 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 5 0 144 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT CGCCTCCCACTTCACCAAA 0 42 30 20 173 19 59,963 60,228 28,500 32,800 1,265,570 D 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 6 5 205 TCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtg TCTTGGCTTTCCTCACCTGG GACAAAGCCTCGTCCGCC 5 99 25 20 229 18 59,598 61,119 44,500 61,300 3,520,835 G 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 6 0 200 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT GACAAAGCCTCGTCCGCC 0 99 30 20 229 18 59,963 61,119 28,500 61,300 3,156,543 G 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG
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ST‐E00142:460:H2K7HCCXY:6:2221:16143:35080 1 50 63 8 2 ACC GTGGTGGTGGTGGTGGTGGTGGTGATGCTCGCCTCNA 0 0 6 0 201 GCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggGCTTTCCTCACCTGGCTCTT GGACAAAGCCTCGTCCGC 0 100 30 20 230 18 59,963 61,119 28,500 55,400 3,156,543 G 233 GGCTGGCCTCGATCAGGAGGCATTTCTTGGCTTTCCTCACCTGGCTCTTgtggtggtggtggtggtggtggtgATGCTCGCCTCCctgctgctgctgctgctggtggtggtgCTGATGTTTGCCTTTATCCTGGTGCACTTTGGAAGAAGCCCTTTTGGTGAAGTGGGAGGCGGACAGCGGCGACTTGGCCGAgggggAGCCCGCTTTGCCGGCGGACGAGGCTTTGTCCTTG

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 1 1 1 5 250 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA CTCTGCCAATGAAGGAGAGCA 5 177 11 20 260 21 59,606 60,066 38,600 42,600 1,459,829 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 2 5 95 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA GCAATTCAACCTTTGGCTGC 5 23 11 20 105 20 59,606 58,849 38,600 52,500 1,545,019 A 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 2 5 98 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA GCTGCAATTCAACCTTTGGC 5 26 11 20 108 20 59,606 58,849 38,600 45,200 1,545,019 A 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 2 5 184 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA TCAGGGACCTGTGTACTCGT 5 112 11 20 194 20 59,606 59,888 38,600 41,800 0.506024 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 2 5 249 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA TCTGCCAATGAAGGAGAGCA 5 177 11 20 259 20 59,606 59,013 38,600 42,600 1,380,719 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 5 98 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA GCTGCAATTCAACCTTTGGCT 5 25 11 20 108 21 59,606 60,270 38,600 47,500 1,664,657 A 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 3 1 245 AGTGTGAGCACCCAGAACAATtaataataataataataa AGTGTGAGCACCCAGAACAA TCTGCCAATGAAGGAGAGCA 1 177 15 20 259 20 59,454 59,013 28,300 42,600 1,532,649 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 5 188 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA GCCTTCAGGGACCTGTGTAC 5 116 11 20 198 20 59,606 60,036 38,600 29,000 0.430486 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 5 198 CTCAAGTGTGAGCACCCAGAACAATtaataataataataCTCAAGTGTGAGCACCCAGA TTGAACAGCTGCCTTCAGGG 5 126 11 20 208 20 59,606 60,538 38,600 44,500 0.932249 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 2 195 AAGTGTGAGCACCCAGAACAATtaataataataataata AAGTGTGAGCACCCAGAACA TTGAACAGCTGCCTTCAGGG 2 126 14 20 208 20 59,454 60,538 31,800 44,500 1,084,179 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 1 184 AGTGTGAGCACCCAGAACAATtaataataataataataa AGTGTGAGCACCCAGAACAA GCCTTCAGGGACCTGTGTAC 1 116 15 20 198 20 59,454 60,036 28,300 29,000 0.582416 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17574:2294_ 1 36 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NA 0 0 4 1 194 AGTGTGAGCACCCAGAACAATtaataataataataataa AGTGTGAGCACCCAGAACAA TTGAACAGCTGCCTTCAGGG 1 126 15 20 208 20 59,454 60,538 28,300 44,500 1,084,179 F 283 AAAACTATTTCTCAAGTGTGAGCACCCAGAACAATtaataataataataataataataataaTATCTTATTCAAGAAACACATTTGCAGCCAAAGGTTGAATTGCAGCATGACAATCAGGTAGTAATaaaaaCAGACAAACAAATTCAGCAGATGATGTgagagaTCTTGGCATACGAGTACACAGGTCCCTGAAGGCAGCTGTTCAAGTAGACAAGGTTGTAAAGAAGGCATATGGAATGCTCTCCTTCATTGGCAGAGGTATAGAATATAAAACGAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 1 1 3 16 114 GCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaT GCAGATACGCAGGGCTGAAT TTCTGAGAAACACCGCAGCA 34 16 16 20 129 20 60,534 60,179 25,700 44,100 0.712814 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 3 16 120 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG TTCTGAGAAACACCGCAGCA 40 16 10 20 129 20 60,108 60,179 44,500 44,100 0.286762 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 40 211 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG CTGTGACTTGGTGGATCATCCA 40 105 10 20 220 22 60,108 60,027 44,500 34,100 2,134,617 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 40 218 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG CTGTGATCTGTGACTTGGTGGA 40 112 10 20 227 22 60,108 59,962 44,500 40,200 2,145,344 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 39 143 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG TGGGTTTGTGTTGGGAAGCA 40 39 10 20 152 20 60,108 60,325 44,500 39,100 0.432441 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 38 142 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG GGGTTTGTGTTGGGAAGCAG 40 38 10 20 151 20 60,108 59,611 44,500 42,400 0.496728 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 37 141 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG GGTTTGTGTTGGGAAGCAGG 40 37 10 20 150 20 60,108 59,611 44,500 48,500 0.496728 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 4 0 103 aTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtg ATTGGCAGGTTGGGTTGGTT TGGGTTTGTGTTGGGAAGCA 0 39 50 20 152 20 60,400 60,325 36,700 39,100 0.724543 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 44 240 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATT TGTCTATATTCCTTTGCAGATACGC CAGTTCTGTGATTCTGTGATCTGTG 44 122 1 25 240 25 59,073 59,880 44,200 36,600 11,046,905 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 40 210 TCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGTCCTTTGCAGATACGCAGGG TGTGACTTGGTGGATCATCCA 40 105 10 20 219 21 60,108 59,016 44,500 34,100 2,092,127 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 100 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT GGTTTGTGTTGGGAAGCAGG 0 37 51 19 150 20 59,998 59,611 36,700 48,500 1,391,299 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 101 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT GGGTTTGTGTTGGGAAGCAG 0 38 51 19 151 20 59,998 59,611 36,700 42,400 1,391,299 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 102 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT TGGGTTTGTGTTGGGAAGCA 0 39 51 19 152 20 59,998 60,325 36,700 39,100 1,327,012 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 169 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT TGTGACTTGGTGGATCATCCA 0 105 51 19 219 21 59,998 59,016 36,700 34,100 2,986,699 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 170 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT CTGTGACTTGGTGGATCATCCA 0 105 51 19 220 22 59,998 60,027 36,700 34,100 3,029,189 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 177 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT CTGTGATCTGTGACTTGGTGGA 0 112 51 19 227 22 59,998 59,962 36,700 40,200 3,039,916 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 5 0 190 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT CAGTTCTGTGATTCTGTGATCTGTG 0 122 51 19 240 25 59,998 59,880 36,700 36,600 6,122,637 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 6 0 190 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT CAGTTCTGTGATTCTGTGATCTGT 0 123 51 19 240 24 59,998 58,764 36,700 34,100 6,238,556 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 7 44 241 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATT TGTCTATATTCCTTTGCAGATACGC ACAGTTCTGTGATTCTGTGATCTGT 44 123 1 25 241 25 59,073 60,222 44,200 34,100 11,148,143 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 7 43 240 GTCTATATTCCTTTGCAGATACGCAGGGCTGAATTT GTCTATATTCCTTTGCAGATACGCA ACAGTTCTGTGATTCTGTGATCTGT 43 123 2 25 241 25 59,073 60,222 52,400 34,100 11,148,143 F 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:17858:57213 1 70 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NA 0 0 7 0 191 TTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtgg TTGGCAGGTTGGGTTGGTT ACAGTTCTGTGATTCTGTGATCTGT 0 123 51 19 241 25 59,998 60,222 36,700 34,100 6,223,875 A 245 TGTCTATATTCCTTTGCAGATACGCAGGGCTGAATTTCAACTTAGaaaaaTTGGCAGGTTGGGTTGGTTtggtggtggtggtggtggtggtggGGGGAGGGGTGGGTGGTGCTGCGGTGTTTCTCAGAAACCTGCTTCCCAACACAAACCCATCTTCAACCAACCCATTTCTAGCTTTAGCTGAAATTGCAAAGTGGATGGATGATCCACCAAGTCACAGATCACAGAATCACAGAACTGTTATG

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 2 82 251 gggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCGGGAGCTCTTCAATATGGTCCT GGCATGGATGAGGGCCAC 99 82 12 22 262 18 59,292 60,520 38,500 50,100 5,228,586 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 82 248 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAA GGCATGGATGAGGGCCAC 95 82 15 23 262 18 57,558 60,520 26,900 50,100 7,961,978 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 41 208 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAA CTGATACCTCAGCGGCACC 95 41 15 23 222 19 57,558 60,227 26,900 50,100 6,669,097 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 39 206 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAAA GATACCTCAGCGGCACCTC 94 39 15 24 220 19 58,180 59,932 26,900 38,500 6,888,241 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 39 206 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAA GATACCTCAGCGGCACCTC 95 39 15 23 220 19 57,558 59,932 26,900 38,500 6,509,968 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 3 35 143 AATGGCATTGCAGCAAGGAGAGGAACTGGAGTCA AATGGCATTGCAGCAAGGAG GATACCTCAGCGGCACCTC 35 39 78 20 220 19 59,465 59,932 36,900 38,500 1,603,585 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 81 247 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAAA GCATGGATGAGGGCCACC 94 81 15 24 261 18 58,180 60,520 26,900 46,100 8,340,251 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 81 247 AGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCAT AGCTCTTCAATATGGTCCTTCAA GCATGGATGAGGGCCACC 95 81 15 23 261 18 57,558 60,520 26,900 46,100 7,961,978 B 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 81 250 gggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCGGGAGCTCTTCAATATGGTCCT GCATGGATGAGGGCCACC 99 81 12 22 261 18 59,292 60,520 38,500 46,100 5,228,586 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 81 250 gggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCGGGAGCTCTTCAATATGGTCC GCATGGATGAGGGCCACC 100 81 12 21 261 18 57,867 60,520 44,600 46,100 5,653,401 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 70 208 TTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAAT TTGTGCATTGTGGTGGTGTG GGCCACCTGTGTCATGCA 70 70 43 20 250 18 59,541 60,282 38,200 39,600 2,741,470 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 70 209 GTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAAGTTGTGCATTGTGGTGGTGT GGCCACCTGTGTCATGCA 71 70 42 20 250 18 59,541 60,282 41,600 39,600 2,741,880 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 70 210 TGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAA TGTTGTGCATTGTGGTGGTG GGCCACCTGTGTCATGCA 72 70 41 20 250 18 59,541 60,282 41,700 39,600 2,741,470 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 34 142 ATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAG ATGGCATTGCAGCAAGGAGA GATACCTCAGCGGCACCTC 34 39 79 20 220 19 60,324 59,932 37,100 38,500 1,392,249 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 34 144 ATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAG ATGGCATTGCAGCAAGGAGA CTGATACCTCAGCGGCACC 34 41 79 20 222 19 60,324 60,227 37,100 50,100 1,551,379 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 108 TGCAGCAAGGAGAGGAACTGGAGTCAGATGAACA TGCAGCAAGGAGAGGAACTG CAGGCTGCTCCAGTTGATCA 27 11 86 20 193 20 59,964 60,036 31,600 29,200 0.071606 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 115 ATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAG ATGGCATTGCAGCAAGGAGA CAGGCTGCTCCAGTTGATCA 34 11 79 20 193 20 60,324 60,036 37,100 29,200 0.359724 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 116 AATGGCATTGCAGCAAGGAGAGGAACTGGAGTCA AATGGCATTGCAGCAAGGAG CAGGCTGCTCCAGTTGATCA 35 11 78 20 193 20 59,465 60,036 36,900 29,200 0.571060 A 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 151 TTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAAT TTGTGCATTGTGGTGGTGTG CAGGCTGCTCCAGTTGATCA 70 11 43 20 193 20 59,541 60,036 38,200 29,200 0.494803 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 152 GTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAAGTTGTGCATTGTGGTGGTGT CAGGCTGCTCCAGTTGATCA 71 11 42 20 193 20 59,541 60,036 41,600 29,200 0.495214 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:21085:40512 1 133 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 11 153 TGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAA TGTTGTGCATTGTGGTGGTG CAGGCTGCTCCAGTTGATCA 72 11 41 20 193 20 59,541 60,036 41,700 29,200 0.494803 F 262 GCTCAGTCTgggggAGCTCTTCAATATGGTCCTTCAAAAGTGTTGTGCATTgtggtggtgTGCTGCGTGTTGCACAAAATGGCATTGCAGCAAGGAGAGGAACTGGAGTCAGATGAACACTGGGTATTCCCAgaggaggaggaggaggaggaggaggaggagGTGGAAAAGGATGATCAACTGGAGCAGCCTGCCGATGCTGAGGTGCCGCTGAGGTATCAGCAGATAGACCTGCATGACACAGGTGGCCCTCATCCATGCC

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 1 1 8 1 173 GGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagGGAAAGAGAGTGAGGCAGGG TTCTTGTTCTGCCTCTATCTTTCT 68 1 100 20 272 24 59,748 57,634 44,500 25,200 6,617,605 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 8 1 193 CGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCGTGAAAGTGAGATGGAGAAGGA TTCTTGTTCTGCCTCTATCTTTCT 85 1 80 23 272 24 60,057 57,634 33,600 25,200 9,422,506 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 8 1 239 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAGA TTCTTGTTCTGCCTCTATCTTTCT 132 1 34 22 272 24 59,501 57,634 31,000 25,200 8,865,259 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 9 1 240 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAGA TTTCTTGTTCTGCCTCTATCTTTCT 132 1 34 22 273 25 59,501 58,226 31,000 25,200 9,272,927 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 9 1 240 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAG TTTCTTGTTCTGCCTCTATCTTTCT 133 1 34 21 273 25 58,096 58,226 32,000 25,200 9,677,436 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 9 0 173 GGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagGGAAAGAGAGTGAGGCAGGG TTCTTGTTCTGCCTCTATCTTTCTC 68 0 100 20 272 25 59,748 58,598 44,500 28,700 6,653,856 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 1 261 GCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAA GCTTAGAGATTGAGAGGAGAAGGG TTCTTGTTCTGCCTCTATCTTTCT 152 1 12 24 272 24 59,961 57,634 39,500 25,200 10,405,095 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 111 AGATAGATAGACGTGTAGTTAGGGAAGtggatggatgAGATAGATAGACGTGTAGTTAGGGA TCTTGTTCTGCCTCTATCTTTCTC 2 0 161 25 271 24 57,686 58,028 42,000 28,700 13,285,502 A 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 112 CAGATAGATAGACGTGTAGTTAGGGAAGtggatgga CAGATAGATAGACGTGTAGTTAGGG TCTTGTTCTGCCTCTATCTTTCTC 3 0 160 25 271 24 57,633 58,028 35,300 28,700 13,338,922 A 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 112 CAGATAGATAGACGTGTAGTTAGGGAAGtggatgga CAGATAGATAGACGTGTAGTTAGGGA TCTTGTTCTGCCTCTATCTTTCTC 2 0 160 26 271 24 58,840 58,028 42,000 28,700 13,131,811 A 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 128 gagGCAGAGGgagagaCAGATAGATAGACGTGTAGT GAGGCAGAGGGAGAGACAGA TCTTGTTCTGCCTCTATCTTTCTC 24 0 144 20 271 24 60,034 58,028 34,100 28,700 6,005,363 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 129 agagGCAGAGGgagagaCAGATAGATAGACGTGTAG AGAGGCAGAGGGAGAGACAG TCTTGTTCTGCCTCTATCTTTCTC 25 0 143 20 271 24 60,033 58,028 35,100 28,700 6,004,970 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 130 gagagGCAGAGGgagagaCAGATAGATAGACGTGTA GAGAGGCAGAGGGAGAGACA TCTTGTTCTGCCTCTATCTTTCTC 26 0 142 20 271 24 60,034 58,028 34,100 28,700 6,005,363 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 172 GGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagGGAAAGAGAGTGAGGCAGGG TCTTGTTCTGCCTCTATCTTTCTC 68 0 100 20 271 24 59,748 58,028 44,500 28,700 6,223,397 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 192 CGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCGTGAAAGTGAGATGGAGAAGG TCTTGTTCTGCCTCTATCTTTCTC 86 0 80 22 271 24 58,743 58,028 34,600 28,700 9,229,155 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 192 CGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCGTGAAAGTGAGATGGAGAAGGA TCTTGTTCTGCCTCTATCTTTCTC 85 0 80 23 271 24 60,057 58,028 33,600 28,700 9,028,299 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 238 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAG TCTTGTTCTGCCTCTATCTTTCTC 133 0 34 21 271 24 58,096 58,028 32,000 28,700 8,875,561 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 238 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAGA TCTTGTTCTGCCTCTATCTTTCTC 132 0 34 22 271 24 59,501 58,028 31,000 28,700 8,471,051 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 240 GGGATCAAGCAAGAGTgagagaCACAGAGGGGCAA GGGATCAAGCAAGAGTGAGAGA TTTCTTGTTCTGCCTCTATCTTTCTC 132 0 34 22 273 26 59,501 59,124 31,000 28,700 9,375,546 F 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 260 GCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAA GCTTAGAGATTGAGAGGAGAAGGG TCTTGTTCTGCCTCTATCTTTCTC 152 0 12 24 271 24 59,961 58,028 39,500 28,700 10,010,887 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:24221:7902_ 1 188 60 15 1 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NA 0 0 10 0 261 GCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAA GCTTAGAGATTGAGAGGAGAAGGG TTCTTGTTCTGCCTCTATCTTTCTC 152 0 12 24 272 25 59,961 58,598 39,500 28,700 10,441,346 B 273 GGTAAGTGAGAGCTTAGAGATTGAGAGGAGAAGGGGATCAAGCAAGAGTgagagaCACAGAGGGGCAATGAAGatatatCGTGAAAGTGAGATGGAGAAGGAAagagagTGAGGCAGGGAAAGAGAAAAGGCagagagTTagagagGCAGAGGgagagaCAGATAGATAGACGTGTAGTTAGGGAAGtggatggatggatggatggatggatggatggatggatggatggatggatggatggatggaGAGAAAGATAGAGGCAGAACAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 1 1 2 11 139 GACAATGAACCAAGGACCTGCCTTCAGGCAGAacacGACAATGAACCAAGGACCTGC GGGTCCAGGGCTACAGAATT 11 40 135 21 273 20 59,458 59,080 48,500 21,700 2,461,298 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 3 40 266 CCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGCCAACAGGGCAGGTTTAATTCC GGGTCCAGGGCTACAGAATT 137 40 8 22 273 20 59,766 59,080 30,100 21,700 3,153,386 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 3 39 266 CCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGCCAACAGGGCAGGTTTAATTCC GGGTCCAGGGCTACAGAATTT 137 39 8 22 273 21 59,766 59,715 30,100 18,200 3,518,755 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 3 33 159 CTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGCTCAGGGTGGAGCATCAGC GGGTCCAGGGCTACAGAATT 33 40 115 19 273 20 60,153 59,080 42,600 21,700 2,072,918 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 4 10 137 CAATGAACCAAGGACCTGCCTTCAGGCAGAacacac CAATGAACCAAGGACCTGCC GGGTCCAGGGCTACAGAATTT 10 39 137 20 273 21 59,109 59,715 48,500 18,200 2,175,761 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 4 10 137 CAATGAACCAAGGACCTGCCTTCAGGCAGAacacac CAATGAACCAAGGACCTGCC GGGTCCAGGGCTACAGAATT 10 40 137 20 273 20 59,109 59,080 48,500 21,700 1,810,393 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 5 40 225 GGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACGGACTTGCCTCCTCACACTG GGGTCCAGGGCTACAGAATT 98 40 49 20 273 20 60,321 59,080 36,600 21,700 1,240,832 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 5 40 244 TGTTCCATACATAGACGTGGGACTTGCCTCCTCACA TGTTCCATACATAGACGTGGGAC GGGTCCAGGGCTACAGAATT 114 40 30 23 273 20 59,868 59,080 44,600 21,700 4,051,287 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 6 40 236 ACATAGACGTGGGACTTGCCTCCTCACACTGCCCCT ACATAGACGTGGGACTTGCC GGGTCCAGGGCTACAGAATT 109 40 38 20 273 20 59,751 59,080 45,200 21,700 1,169,108 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 6 27 154 GGTGGAGCATCAGCAGACAATGAACCAAGGACCTGGGTGGAGCATCAGCAGACAA GGGTCCAGGGCTACAGAATTT 27 39 120 20 273 21 60,322 59,715 31,800 18,200 1,606,998 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 6 27 154 GGTGGAGCATCAGCAGACAATGAACCAAGGACCTGGGTGGAGCATCAGCAGACAA GGGTCCAGGGCTACAGAATT 27 40 120 20 273 20 60,322 59,080 31,800 21,700 1,241,629 B 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:25966:61485 1 167 47 10 1.5 AATG ACACACGTGAATGAATGAATGAATGAATGAATGAANA 0 0 8 40 235 CATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGCATAGACGTGGGACTTGCCT GGGTCCAGGGCTACAGAATT 108 40 39 20 273 20 59,463 59,080 47,500 21,700 1,456,898 F 286 AATAATGCCAACAGGGCAGGTTTAATTCCTGTTCCATACATAGACGTGGGACTTGCCTCCTCACACTGCCCCTGAGAGTAAAACTACCACTGCCaaaaaCTGCCTAGAAATTAGCTCAGGGTGGAGCATCAGCAGACAATGAACCAAGGACCTGCCTTCAGGCAGAacacacGtgaatgaatgaatgaatgaatgaatgaatgaatgaatgaaTAGTAAAGTTAATAAAGGGGAGATTAGAAGTTGAGGTAGAAATTCTGTAGCCCTGGACCCCAAAGTGAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 3 37 190 AAGTGAAACAGCCAACTGGTGAACAACATCCTTAC AAGTGAAACAGCCAACTGGTG AGACCCTAAGAAGCGAGACC 37 91 11 21 200 20 59,249 58,524 41,700 38,500 3,227,255 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 37 190 AAGTGAAACAGCCAACTGGTGAACAACATCCTTAC AAGTGAAACAGCCAACTGGTG AGACCCTAAGAAGCGAGACCT 37 90 11 21 200 21 59,249 59,994 41,700 38,500 2,756,939 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 3 11 100 GCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCAGCCAACTGGTGAACAACATCC CCTCGCCCATGGTCATCTTT 27 11 21 21 120 20 60,000 60,107 35,100 25,200 1,107,291 A 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 4 27 150 GCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCAGCCAACTGGTGAACAACATCC AGGTGGTGAACAAGCCATCA 27 61 21 21 170 20 60,000 59,522 35,100 30,700 1,478,346 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 36 159 AGTGAAACAGCCAACTGGTGAACAACATCCTTACCTAGTGAAACAGCCAACTGGTGA AGGTGGTGAACAAGCCATCA 36 61 12 21 170 20 60,065 59,522 40,200 30,700 1,542,830 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 36 190 AGTGAAACAGCCAACTGGTGAACAACATCCTTACCTAGTGAAACAGCCAACTGGTGA TAGACCCTAAGAAGCGAGACCT 36 90 12 21 201 22 60,065 59,758 40,200 38,500 3,306,444 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 11 109 AGTGAAACAGCCAACTGGTGAACAACATCCTTACCTAGTGAAACAGCCAACTGGTGA CCTCGCCCATGGTCATCTTT 36 11 12 21 120 20 60,065 60,107 40,200 25,200 1,171,775 A 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 30 152 CAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCAGCCAACTGGTGAACAACA AGGTGGTGAACAAGCCATCA 30 61 19 20 170 20 58,898 59,522 33,300 30,700 1,580,226 B 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26271:60114 1 69 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 11 102 CAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCAGCCAACTGGTGAACAACA CCTCGCCCATGGTCATCTTT 30 11 19 20 120 20 58,898 60,107 33,300 25,200 1,209,171 A 224 AATGATCTTCAAGTGAAACAGCCAACTGGTGAACAACATCCTTACCTCTTTTCTCCATTTGCATTCTGccaccaccaccaccaccaccaAAGAACATGTCAAAGATGACCATGGGCGAGGAGAAaccaccaccCCTTTATTCTCCTTCCTTGATGGCTTGTTCACCACCTTGGTCATAGAGGTCTCGCTTCTTAGGGTCTAACAAAGCCTCATAGGCCTATGAT

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 1 1 3 12 144 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG GCTGCCTCTGTTGTCAGACT 12 71 35 20 178 20 60,251 59,965 46,100 32,400 0.285913 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 35 167 ggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGG GGTTGGGCTTGGTGACTAGG GCTGCCTCTGTTGTCAGACT 35 71 12 20 178 20 60,323 59,965 30,200 32,400 0.357162 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 12 160 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG TGTTTCAACTCCCTCCGCTG 12 87 35 20 194 20 60,251 60,250 46,100 51,800 0.501592 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 12 161 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG CTGTTTCAACTCCCTCCGCT 12 88 35 20 195 20 60,251 59,965 46,100 55,200 0.286755 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 97 TGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCA TGGGCTTGGTGACTAGGAAA TTGGGAAGACTTCAGCACCC 32 4 15 20 111 20 58,559 59,890 31,300 46,100 1,551,104 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 98 TTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCC TTGGGCTTGGTGACTAGGAA TTGGGAAGACTTCAGCACCC 33 4 14 20 111 20 58,559 59,890 33,600 46,100 1,551,104 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 100 ggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGG GGTTGGGCTTGGTGACTAGG TTGGGAAGACTTCAGCACCC 35 4 12 20 111 20 60,323 59,890 30,200 46,100 0.433032 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 4 101 gggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGGGGTTGGGCTTGGTGACTAG TTGGGAAGACTTCAGCACCC 36 4 11 20 111 20 60,323 59,890 25,700 46,100 0.433032 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 2 95 TGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCA TGGGCTTGGTGACTAGGAAA GGGAAGACTTCAGCACCCTG 32 2 15 20 109 20 58,559 60,322 31,300 44,500 1,762,627 A 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 4 2 98 ggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGG GGTTGGGCTTGGTGACTAGG GGGAAGACTTCAGCACCCTG 35 2 12 20 109 20 60,323 60,322 30,200 44,500 0.644554 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 5 12 222 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG ACATTAACGTTACAAGTTCCACATG 12 144 35 20 256 25 60,251 58,335 46,100 32,100 6,915,812 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 36 190 gggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGGGGTTGGGCTTGGTGACTAG ATCACCTGTTTCAACTCCCTCC 36 91 11 20 200 22 60,323 59,960 25,700 43,000 2,362,957 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 36 192 gggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGGGGTTGGGCTTGGTGACTAG TCATCACCTGTTTCAACTCCCT 36 93 11 20 202 22 60,323 59,289 25,700 42,000 3,033,555 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 36 246 gggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGGGGTTGGGCTTGGTGACTAG ACATTAACGTTACAAGTTCCACATGT 36 143 11 20 256 26 60,323 59,739 25,700 32,100 6,583,927 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 35 191 ggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGG GGTTGGGCTTGGTGACTAGG TCATCACCTGTTTCAACTCCCT 35 93 12 20 202 22 60,323 59,289 30,200 42,000 3,033,555 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 35 245 ggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGG GGTTGGGCTTGGTGACTAGG ACATTAACGTTACAAGTTCCACATGT 35 143 12 20 256 26 60,323 59,739 30,200 32,100 6,583,927 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 34 244 gTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGC GTTGGGCTTGGTGACTAGGA ACATTAACGTTACAAGTTCCACATGT 34 143 13 20 256 26 59,309 59,739 29,400 32,100 6,952,143 F 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 33 243 TTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCC TTGGGCTTGGTGACTAGGAA ACATTAACGTTACAAGTTCCACATGT 33 143 14 20 256 26 58,559 59,739 33,600 32,100 7,701,999 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 32 242 TGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCA TGGGCTTGGTGACTAGGAAA ACATTAACGTTACAAGTTCCACATGT 32 143 15 20 256 26 58,559 59,739 31,300 32,100 7,701,999 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 32 243 TTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCC TTGGGCTTGGTGACTAGGAAA ACATTAACGTTACAAGTTCCACATGT 32 143 14 21 256 26 59,222 59,739 31,300 32,100 8,039,259 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 6 12 222 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG ACATTAACGTTACAAGTTCCACATGT 12 143 35 20 256 26 60,251 59,739 46,100 32,100 6,512,678 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:26585:51553 1 67 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NA 0 0 7 12 221 TCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGgg TCAAGATTGTGGCCAGGGTG CATTAACGTTACAAGTTCCACATGT 12 143 35 20 255 25 60,251 58,335 46,100 32,100 6,915,812 B 267 GTCGGGCAgggggTTGGGCTTGGTGACTAGGAAATCAAGATTGTGGCCAGGGTGGAGGGGTAGGGGggtggtggtggtggtggtggtGGCAGGGTGCTGAAGTCTTCCCAATGTTTAATTGCAGGAAATTTCCACTCATCCAAGACTGGTTTTCAGACAGTCTGACAACAGAGGCAGCGGAGGGAGTTGAAACAGGtgatgatgaGATAGAACTGGGTTTTGTTAGCATTACATGTGGAACTTGTAACGTTAATGTTAGAAACTTGG

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 1 1 3 32 180 GGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCA CGCACCTTCACACATTTGCA 32 84 19 20 198 20 60,819 59,969 34,100 40,800 0.849762 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 165 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG TTTGCACCATCGAGGCAAGT 31 70 20 20 184 20 59,410 60,537 33,500 31,600 1,127,338 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 169 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG CACATTTGCACCATCGAGGC 31 74 20 20 188 20 59,410 60,179 33,500 47,000 0.769351 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 179 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG CGCACCTTCACACATTTGCA 31 84 20 20 198 20 59,410 59,969 33,500 40,800 0.620699 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 212 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG AGCACTGTGCCAAAGGAGAG 31 117 20 20 231 20 59,410 60,251 33,500 32,000 0.840835 B 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 215 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG GGTAGCACTGTGCCAAAGGA 31 120 20 20 234 20 59,410 60,251 33,500 33,600 0.840922 B 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 3 31 250 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG CACACAGGTGGCAGGAAAGA 31 155 20 20 269 20 59,410 60,179 33,500 25,200 0.769216 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 31 207 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG TGTGCCAAAGGAGAGCCAAA 31 112 20 20 226 20 59,410 60,106 33,500 32,800 0.696463 B 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 31 240 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG GCAGGAAAGAGGGTGTGTCA 31 145 20 20 259 20 59,410 59,891 33,500 35,800 0.698780 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 4 31 249 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG ACACAGGTGGCAGGAAAGAG 31 154 20 20 268 20 59,410 59,891 33,500 28,500 0.699537 F 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 34 141 CTGGCCAACACTGCTGAACTCAGTAGACCCTTACCT CTGGCCAACACTGCTGAACT ACCAAAGTGAAGCCAGAGGG 34 43 17 20 157 20 60,821 59,889 30,100 43,000 0.932145 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 33 140 TGGCCAACACTGCTGAACTCAGTAGACCCTTACCTC TGGCCAACACTGCTGAACTC ACCAAAGTGAAGCCAGAGGG 33 43 18 20 157 20 60,819 59,889 30,100 43,000 0.930512 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 32 139 GGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCA ACCAAAGTGAAGCCAGAGGG 32 43 19 20 157 20 60,819 59,889 34,100 43,000 0.930512 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 31 137 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG CCAAAGTGAAGCCAGAGGGA 31 42 20 20 156 20 59,410 59,598 33,500 42,000 0.991933 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:30208:11875 1 71 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NA 0 0 6 31 138 GCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCCAACACTGCTGAACTCAG ACCAAAGTGAAGCCAGAGGG 31 43 20 20 157 20 59,410 59,889 33,500 43,000 0.701449 A 272 AATTCGGCTGCAGCCCCTGGCCAACACTGCTGAACTCAGTAGACCCTTACCTCAGGCTAACAACTGGTTGtcctcctcctcctcctcctcctccCTGCTCCATGCAGCACTGCACCTACCTCCTGGCCTGGTGCCCTCCCTCTGGCTTCACTTTGGTCACATTCACTTGCCTCGATGGTGCAAAtgtgtgAAGGTGCGCTCCCCATTTTGGCTCTCCTTTGGCACAGTGCTACCTTTTCTGacacacCCTCTTTCCTGCCACCtgtgtgCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 1 1 3 11 95 CTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgCTGCGGGCTCTGAATTTGAT GCTTGATTCCCGCATTGCTC 11 23 12 20 106 20 58,613 60,249 25,700 42,600 1,635,317 A 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 13 96 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG GCTTGATTCCCGCATTGCTC 13 23 11 19 106 20 59,862 60,249 23,200 42,600 1,387,031 A 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 13 127 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG GCATAGTCCTCCTGGGCAAA 13 54 11 19 137 20 59,862 59,744 23,200 36,800 1,394,138 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 13 165 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG TAAGCATCCGAGTTGCCACA 13 92 11 19 175 20 59,862 59,677 23,200 41,700 1,461,549 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 13 172 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG GCCACAGTAAGCATCCGAGT 13 99 11 19 182 20 59,862 60,108 23,200 41,800 1,246,385 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 12 96 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTGA GCTTGATTCCCGCATTGCTC 12 23 11 20 106 20 61,308 60,249 26,900 42,600 1,556,853 A 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 4 12 172 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTGA GCCACAGTAAGCATCCGAGT 12 99 11 20 182 20 61,308 60,108 26,900 41,800 1,416,206 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 5 13 199 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG GCTACCGCATTGGCTTTGG 13 127 11 19 209 19 59,862 59,860 23,200 32,800 2,277,768 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 13 99 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG CCAGCTTGATTCCCGCATTG 13 26 11 19 109 20 59,862 59,898 23,200 28,200 1,240,006 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 6 13 249 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG CCCGGATCTCCACCTTCTTC 13 176 11 19 259 20 59,862 59,534 23,200 28,700 1,604,371 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 7 13 198 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG CTACCGCATTGGCTTTGGC 13 126 11 19 208 19 59,862 59,860 23,200 45,200 2,277,768 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 10 13 242 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTG CTCCACCTTCTTCTCCACCG 13 169 11 19 252 20 59,862 59,752 23,200 49,400 1,385,983 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 10 12 242 GCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgt GCTGCGGGCTCTGAATTTGA CTCCACCTTCTTCTCCACCG 12 169 11 20 252 20 61,308 59,752 26,900 49,400 1,555,805 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2221:8014:9150_1 1 43 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NA 0 0 10 8 239 GCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgtt GCGGGCTCTGAATTTGATTGT CTCCACCTTCTTCTCCACCG 8 169 14 21 252 20 59,526 59,752 27,100 49,400 1,721,813 F 259 aaaaaaTGAGGCTGCGGGCTCTGAATTTGATTGTCTCGTCTCtgttgttgttgttgttgttgtCCCTCTTAGTAGGAAGCTCAGCTGAGCAATGCGGGAATCAAGCTgggggTGCTCTTTGCCCAGGAGGACTATGCTGTAGCCAATTTGGTTGGTGTGGCAACTCGGATGCTTACTGTGGCGCTGGCTGCCAAAGCCAATGCGGTAgcggaggcggaggcggaggcggagGCGGTGGAGAAGAAGGTGGAGATCCGGG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 1 1 4 13 125 CCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGGAGTATCTCTGCGCTG TACAGGTGCCTCCAGGAAGA 27 13 138 20 262 20 59,968 59,884 51,800 28,700 0.148199 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 4 13 209 AAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATG AAGTGTGTGGTCCTGAGCTG TACAGGTGCCTCCAGGAAGA 111 13 54 20 262 20 59,893 59,884 42,400 28,700 0.223797 F 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 4 13 254 CCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTA CCACCAGGTTGTGAGACTCT TACAGGTGCCTCCAGGAAGA 156 13 9 20 262 20 58,948 59,884 32,400 28,700 1,168,153 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 5 16 257 CCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTA CCACCAGGTTGTGAGACTCT ACTTACAGGTGCCTCCAGGA 156 16 9 20 265 20 58,948 60,179 32,400 38,600 1,230,715 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 129 CCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGGAGTATCTCTGCGCTG CACTTACAGGTGCCTCCAGG 27 17 138 20 266 20 59,968 60,036 51,800 44,500 0.067867 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 130 TCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGAC TCCTGGAGTATCTCTGCGCT CACTTACAGGTGCCTCCAGG 28 17 137 20 266 20 60,106 60,036 59,200 44,500 0.142479 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 191 GGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGGAGGGTGCAAATGACCACT CACTTACAGGTGCCTCCAGG 89 17 76 20 266 20 60,251 60,036 40,000 44,500 0.287351 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 213 AAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATG AAGTGTGTGGTCCTGAGCTG CACTTACAGGTGCCTCCAGG 111 17 54 20 266 20 59,893 60,036 42,400 44,500 0.143466 F 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 214 CAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAAT CAAGTGTGTGGTCCTGAGCT CACTTACAGGTGCCTCCAGG 112 17 53 20 266 20 59,893 60,036 40,900 44,500 0.143466 F 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 6 17 258 CCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTA CCACCAGGTTGTGAGACTCT CACTTACAGGTGCCTCCAGG 156 17 9 20 266 20 58,948 60,036 32,400 44,500 1,087,822 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 7 17 196 CTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTC CTGGTGGAGGGTGCAAATGA CACTTACAGGTGCCTCCAGG 94 17 71 20 266 20 60,251 60,036 25,700 44,500 0.287307 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 7 13 192 CTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTC CTGGTGGAGGGTGCAAATGA TACAGGTGCCTCCAGGAAGA 94 13 71 20 262 20 60,251 59,884 25,700 28,700 0.367639 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 10 17 143 CTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTCTTCCACTCCCTCCTGGA CACTTACAGGTGCCTCCAGG 41 17 124 20 266 20 59,958 60,036 38,600 44,500 0.077843 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 12 17 145 TCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCTCCTCTTCCACTCCCTCCTG CACTTACAGGTGCCTCCAGG 43 17 122 20 266 20 59,958 60,036 38,600 44,500 0.077843 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:13748:72561 1 185 45 10 1.5 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCTTCCTC NA 0 0 12 13 141 TCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCTCCTCTTCCACTCCCTCCTG TACAGGTGCCTCCAGGAAGA 43 13 122 20 262 20 59,958 59,884 38,600 28,700 0.158174 B 275 TGCAGTGACCACCAGGTTGTGAGACTCTTCCTAAACTAGCACTAATACCCACCAAgtgtgtGGTCCTGAGCTGGTGGAGGGTGCAAATGACCACTGTGCCGCCTCTACAGGTGTGGAGCTCTCCTCTTCCACTCCCTCCTGGAGTATCTCTGCGCTGCGGCTGGGGATGACGCCTGATATGGTGtcctcctcctcctcctcctcctcctcctccTCTtcctcctcctccTCGGGCCTTGGTCTCTTCCTGGAGGCACCTGTAAGTGAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 4 88 245 ACACATTCTCACTCAAACATCTCAATTACACAAACAGACACATTCTCACTCAAACATCTCA CGGCATGAAGATCTCGCGAA 88 92 9 24 253 20 58,386 60,872 32,700 47,000 6,485,900 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 88 253 ACACATTCTCACTCAAACATCTCAATTACACAAACAGACACATTCTCACTCAAACATCTCA CTAAGCGCCGGCATGAAGAT 88 100 9 24 261 20 58,386 60,882 32,700 24,000 6,496,350 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 54 207 TCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCTCTGTTACCGTCGTCATGGC CGGCATGAAGATCTCGCGAA 54 92 47 20 253 20 60,109 60,872 44,000 47,000 0.980584 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 54 215 TCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCTCTGTTACCGTCGTCATGGC CTAAGCGCCGGCATGAAGAT 54 100 47 20 261 20 60,109 60,882 44,000 24,000 0.991034 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 43 158 TCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCTCTGTTACCGTCGTCATGGC TTCCTTCCGTTACGTCGTCG 54 43 47 20 204 20 60,109 60,110 44,000 51,200 0.219229 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 43 162 CAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCAGCTCTGTTACCGTCGTCA TTCCTTCCGTTACGTCGTCG 58 43 43 20 204 20 59,760 60,110 43,500 51,200 0.350382 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 7 111 CGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcc CGTCTCTGTCAAGACCGCTG TTCCTTCCGTTACGTCGTCG 7 43 94 20 204 20 60,731 60,110 51,800 51,200 0.841071 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 6 110 GTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcGTCTCTGTCAAGACCGCTGT TTCCTTCCGTTACGTCGTCG 6 43 95 20 204 20 59,684 60,110 44,000 51,200 0.425806 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 6 159 GTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcGTCTCTGTCAAGACCGCTGT CGGCATGAAGATCTCGCGAA 6 92 95 20 253 20 59,684 60,872 44,000 47,000 1,187,160 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 6 167 GTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcGTCTCTGTCAAGACCGCTGT CTAAGCGCCGGCATGAAGAT 6 100 95 20 261 20 59,684 60,882 44,000 24,000 1,197,610 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 88 252 ACACATTCTCACTCAAACATCTCAATTACACAAACAGACACATTCTCACTCAAACATCTCA TAAGCGCCGGCATGAAGATC 88 99 9 24 260 20 58,386 60,880 32,700 27,500 6,494,586 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 54 214 TCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCTCTGTTACCGTCGTCATGGC TAAGCGCCGGCATGAAGATC 54 99 47 20 260 20 60,109 60,880 44,000 27,500 0.989270 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 43 154 TTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAATTACCGTCGTCATGGCCATC TTCCTTCCGTTACGTCGTCG 50 43 51 20 204 20 60,179 60,110 35,100 51,200 0.289332 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 6 166 GTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcGTCTCTGTCAAGACCGCTGT TAAGCGCCGGCATGAAGATC 6 99 95 20 260 20 59,684 60,880 44,000 27,500 1,195,846 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 5 109 TCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcc TCTCTGTCAAGACCGCTGTC TTCCTTCCGTTACGTCGTCG 5 43 96 20 204 20 59,401 60,110 35,100 51,200 0.708799 F 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 6 5 139 TCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcc TCTCTGTCAAGACCGCTGTC ATCTTCGCCTGCACGGTC 5 75 96 20 234 18 59,401 60,126 35,100 47,900 2,724,074 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 6 132 GTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcGTCTCTGTCAAGACCGCTGT CTGCACGGTCAGGAAATTTC 6 65 95 20 226 20 59,684 57,381 44,000 21,700 2,934,582 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:14204:67937 1 121 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 8 5 131 TCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcc TCTCTGTCAAGACCGCTGTC CTGCACGGTCAGGAAATTTC 5 65 96 20 226 20 59,401 57,381 35,100 21,700 3,217,575 B 261 CctctctTACACATTCTCACTCAAACATCTCAATTACACAAACAGCTCTGTTACCGTCGTCATGGCCATCGCTTCCTTCCCTCCCAAAATCCCCGTCTCTGTCAAGACCGCTGTCTCTTTctcctcctcctcctcctcctcCTACTCTttccttccttccACATTTCCTTCCTCCAAATCTCAacgacgacgTAACGGAAGGAAAGGAAATTTCCTGACCGTGCAGGCGAAGATTCGCGAGATCTTCATGCCGGCGCTTAG

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 1 1 12 60 208 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT TCAGAAGCAGCATCATTCCCA 86 60 2 20 209 21 59,754 59,717 39,600 43,700 1,528,278 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 55 202 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT GCAGCATCATTCCCATCACC 86 55 2 20 203 20 59,754 59,328 39,600 40,200 0.917882 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 10 108 ATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCATGCTGCTCCTATGCTGGTG GCAGAAGAAGCAGCAACACC 37 10 51 20 158 20 60,179 60,040 41,700 41,600 0.218734 A 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 10 109 GATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGGATGCTGCTCCTATGCTGGT GCAGAAGAAGCAGCAACACC 38 10 50 20 158 20 59,892 60,040 40,000 41,600 0.147915 A 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 10 110 TGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTTGATGCTGCTCCTATGCTGG GCAGAAGAAGCAGCAACACC 39 10 49 20 158 20 59,892 60,040 48,500 41,600 0.147727 A 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 12 10 157 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT GCAGAAGAAGCAGCAACACC 86 10 2 20 158 20 59,754 60,040 39,600 41,600 0.285247 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 13 48 196 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT TCATTCCCATCACCAACAGCA 86 48 2 20 197 21 59,754 59,925 39,600 44,100 1,320,751 F 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 55 203 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGCTGCTGTTGGTGAATGCA GCAGCATCATTCCCATCACC 87 55 1 20 203 20 61,108 59,328 39,600 40,200 1,780,475 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 7 95 CAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgc CAGTGCTGCTTCTGCTGTTG CAGCAGGACCGTCAATAGCA 7 27 81 20 175 20 60,040 60,108 33,300 34,900 0.148521 F 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 14 4 151 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT GAAGCAGCAACACCATCACC 86 4 2 20 152 20 59,754 59,758 39,600 40,200 0.487557 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 30 150 gctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGC GCTGTTGGTTATGGTGCTGC CAGCAGCAGGACCGTCAATA 59 30 29 20 178 20 60,109 60,108 52,500 19,000 0.217318 F 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 27 147 gctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGC GCTGTTGGTTATGGTGCTGC CAGCAGGACCGTCAATAGCA 59 27 29 20 175 20 60,109 60,108 52,500 34,900 0.217318 F 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 27 150 gctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGCTGTTGGTTATGGTGC CAGCAGGACCGTCAATAGCA 62 27 26 20 175 20 60,109 60,108 50,100 34,900 0.217318 F 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:16802:35238 1 108 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NA 0 0 16 1 148 GCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTA GCTGCTGTTGGTGAATGCAT GCAGCAACACCATCACCAAC 86 1 2 20 149 20 59,754 60,319 39,600 37,700 0.564494 B 220 TGCTGCTGTTGGTGAATGCATTTctgctgctgTTGGTTATGGTGCTGCTGATGCTGCTCCTATGCTGGTGCTGGTGTTGACAGTGCTGCTTCTGCTGTTGGTGATTGtgctgctgctgctgctgctgcTGTTGGTGATGGTGTTGCTGCTTCTTCTGCTATTGACGGTCctgctgctgctgTTGGTGATGGGAATGATGCTGCTTCTGATACTGGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 1 1 2 4 108 AGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatg AGAGGTTGGTGTGGACAGTG GGGAGTCACATTTAAATCAAGAACCA 4 34 22 20 129 26 59,530 59,791 36,600 36,700 6,678,516 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 4 164 AGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatg AGAGGTTGGTGTGGACAGTG TCAATGCACAATACTTAAACTAATTGC 4 89 22 20 185 27 59,530 57,647 36,600 35,600 9,822,701 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 4 195 AGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatg AGAGGTTGGTGTGGACAGTG TCCCTTTCAGATGAGGATTAATAAGT 4 121 22 20 216 26 59,530 57,663 36,600 22,400 8,807,035 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 3 107 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT GGGAGTCACATTTAAATCAAGAACCA 3 34 23 20 129 26 59,820 59,791 35,500 36,700 6,389,005 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 3 108 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT TGGGAGTCACATTTAAATCAAGAACC 3 35 23 20 130 26 59,820 59,791 35,500 36,200 6,389,005 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 3 163 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT TCAATGCACAATACTTAAACTAATTGC 3 89 23 20 185 27 59,820 57,647 35,500 35,600 9,533,190 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 2 3 194 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT TCCCTTTCAGATGAGGATTAATAAGT 3 121 23 20 216 26 59,820 57,663 35,500 22,400 8,517,525 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 3 3 162 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT CAATGCACAATACTTAAACTAATTGCT 3 88 23 20 184 27 59,820 57,642 35,500 39,100 9,538,058 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:22120:48634 1 46 24 8 1 ATC TGATGATGATGATGATGATGATGA NA 0 0 3 3 195 GAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatga GAGGTTGGTGTGGACAGTGT TTCCCTTTCAGATGAGGATTAATAAGT 3 121 23 20 217 27 59,820 58,218 35,500 22,400 8,962,358 A 218 AGCCTTGGAGAAAGATTATGAAGAGGTTGGTGTGGACAGTGTAGCtgatgatgatgatgatgatgatgaATACTGAAATGGTAAACCATGGCACATTTTGTTTTGGTTCTTGATTTAAATGTGACTCCCAGTTTTGATTAAAACTGAATTAAATTAAAGCAATTAGTTTAAGTATTGTGCATTGAGTTTTACTTATTAATCCTCATCTGAAAGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 1 1 2 5 196 TCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCT TCTCACCTGTTCAGTCTCATCT GGGCTAAGGGAAAGTGGAGA 119 5 12 22 207 20 58,228 58,714 29,000 37,100 5,058,635 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 29 159 GATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGATTCTGGGTCCGTCCTGAC AAAGTGCCTCTCTACCCAGC 60 29 73 20 231 20 59,824 59,384 35,100 48,500 0.791840 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 29 192 CCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGAT CCAATGTCTGATGTTCCTGCC AAAGTGCCTCTCTACCCAGC 92 29 40 21 231 20 59,253 59,384 48,500 48,500 2,363,206 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 28 158 GATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGATTCTGGGTCCGTCCTGAC AAGTGCCTCTCTACCCAGCA 60 28 73 20 230 20 59,824 60,545 35,100 44,100 0.721299 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 28 160 CTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCCTGATTCTGGGTCCGTCCTG AAGTGCCTCTCTACCCAGCA 62 28 71 20 230 20 59,823 60,545 38,600 44,100 0.721989 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 28 191 CCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGAT CCAATGTCTGATGTTCCTGCC AAGTGCCTCTCTACCCAGCA 92 28 40 21 230 20 59,253 60,545 48,500 44,100 2,292,664 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 27 190 CCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGAT CCAATGTCTGATGTTCCTGCC AGTGCCTCTCTACCCAGCAG 92 27 40 21 229 20 59,253 60,975 48,500 42,400 2,722,396 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 4 135 GATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGATTCTGGGTCCGTCCTGAC GGGCTAAGGGAAAGTGGAGAG 60 4 73 20 207 21 59,824 59,789 35,100 32,000 1,386,712 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 3 4 196 TCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCT TCTCACCTGTTCAGTCTCATCT GGGCTAAGGGAAAGTGGAGAG 119 4 12 22 207 21 58,228 59,789 29,000 32,000 4,983,110 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 27 125 CTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTCTTGGTGCTTGAGGTCTCCC AAGTGCCTCTCTACCCAGCA 27 28 106 20 230 20 60,322 60,545 43,000 44,100 0.867318 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 4 27 126 CTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTCTTGGTGCTTGAGGTCTCCC AAAGTGCCTCTCTACCCAGC 27 29 106 20 231 20 60,322 59,384 43,000 48,500 0.937859 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 3 134 GATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGATTCTGGGTCCGTCCTGAC GGCTAAGGGAAAGTGGAGAGG 60 3 73 20 206 21 59,824 59,789 35,100 36,900 1,386,712 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 3 136 CTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCCTGATTCTGGGTCCGTCCTG GGCTAAGGGAAAGTGGAGAGG 62 3 71 20 206 21 59,823 59,789 38,600 36,900 1,387,402 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 5 3 195 TCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCT TCTCACCTGTTCAGTCTCATCT GGCTAAGGGAAAGTGGAGAGG 119 3 12 22 206 21 58,228 59,789 29,000 36,900 4,983,110 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 25 122 CTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTCTTGGTGCTTGAGGTCTCCC TGCCTCTCTACCCAGCAGAG 27 25 106 20 227 20 60,322 60,686 43,000 33,500 1,007,793 F 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 5 144 TTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAA TTCCTGGCTGATTCTGGGTC GGGCTAAGGGAAAGTGGAGA 69 5 64 20 207 20 59,379 58,714 44,600 37,100 1,906,804 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 4 144 TTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAA TTCCTGGCTGATTCTGGGTC GGGCTAAGGGAAAGTGGAGAG 69 4 64 20 207 21 59,379 59,789 44,600 32,000 1,831,278 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:23734:48793 1 153 30 10 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAG NA 0 0 6 3 143 TTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAA TTCCTGGCTGATTCTGGGTC GGCTAAGGGAAAGTGGAGAGG 69 3 64 20 206 21 59,379 59,789 44,600 36,900 1,831,278 A 234 CCTAAGAGTTTTCTCACCTGTTCAGTCTCATCTAACCTTCCAATGTCTGATGTTCCTGCCAAATTCCTGGCTGATTCTGGGTCCGTCCTGACCTCCGAAGGTCAGCTTGGTGCTTGAGGTCTCCCTGCTCTTGGTGGCAGTGGTAGCAGCAAcagcagcagcagcagcagcagcagcagcagAGACCTCTCCACTTTCCCTTAGCCCCTCTGCTGGGTagagagGCACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 1 1 4 34 190 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGT CTTGGAAATTTGCAGTGTCTTCA ATGGCTTCTGATTACTTCACCA 87 34 1 23 190 22 58,064 57,425 30,200 41,700 9,510,377 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 33 190 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGT CTTGGAAATTTGCAGTGTCTTCAT ATGGCTTCTGATTACTTCACCAC 86 33 1 24 190 23 58,465 58,735 25,700 41,600 9,800,406 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 33 190 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGT CTTGGAAATTTGCAGTGTCTTCA ATGGCTTCTGATTACTTCACCAC 87 33 1 23 190 23 58,064 58,735 30,200 41,600 9,200,775 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 23 157 TCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCT TCATCCTCGTGCTGGTGTTC ACTTCACCACCACACCAGAG 70 23 21 20 177 20 60,037 59,530 31,800 33,500 0.507243 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 23 159 CTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTT CTTCATCCTCGTGCTGGTGT ACTTCACCACCACACCAGAG 72 23 19 20 177 20 60,037 59,530 41,600 33,500 0.506869 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 23 160 TCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCT TCTTCATCCTCGTGCTGGTG ACTTCACCACCACACCAGAG 73 23 18 20 177 20 59,753 59,530 41,700 33,500 0.717377 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 15 102 ATCCATTAACTGGCACCCGGAAAGGCACATAATTTgATCCATTAACTGGCACCCGG ACTTCACCACCACACCAGAG 15 23 76 20 177 20 60,107 59,530 57,300 33,500 0.576636 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 136 TCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCT TCATCCTCGTGCTGGTGTTC TGAAAGCTCCAGTTGAAATGGC 70 0 21 20 156 22 60,037 59,703 31,800 44,000 2,334,359 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 138 CTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTT CTTCATCCTCGTGCTGGTGT TGAAAGCTCCAGTTGAAATGGC 72 0 19 20 156 22 60,037 59,703 41,600 44,000 2,333,985 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 140 GTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACC GTCTTCATCCTCGTGCTGGT TGAAAGCTCCAGTTGAAATGGC 74 0 17 20 156 22 59,752 59,703 40,000 44,000 2,544,769 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 4 0 141 TGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAAC TGTCTTCATCCTCGTGCTGG TGAAAGCTCCAGTTGAAATGGC 75 0 16 20 156 22 59,753 59,703 48,500 44,000 2,544,493 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 5 0 140 TGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAAC TGTCTTCATCCTCGTGCTGG GAAAGCTCCAGTTGAAATGGC 75 0 16 20 155 21 59,753 58,048 48,500 44,000 3,199,186 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 23 127 CCTTCTACCTGGACTGGCACAGGCAATCCATTAACT CCTTCTACCTGGACTGGCAC ACTTCACCACCACACCAGAG 40 23 51 20 177 20 59,749 59,530 50,100 33,500 0.720431 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 23 128 ACCTTCTACCTGGACTGGCACAGGCAATCCATTAACACCTTCTACCTGGACTGGCA ACTTCACCACCACACCAGAG 41 23 50 20 177 20 60,179 59,530 49,200 33,500 0.648820 F 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:26200:52924 1 111 24 8 1 AGC GCAGCAGCAGCAGCAGCAGCAGCA NA 0 0 6 0 107 ACCTTCTACCTGGACTGGCACAGGCAATCCATTAACACCTTCTACCTGGACTGGCA TGAAAGCTCCAGTTGAAATGGC 41 0 50 20 156 22 60,179 59,703 49,200 44,000 2,475,936 A 193 CTTGGAAATTTGCAGTGTCTTCATCCTCGTGCTGGTGTTCAACAATGGAACCTTCTACCTGGACTGGCACAGGCAATCCATTAACTGGCACCCGGAAAGGCACATAATTTgcagcagcagcagcagcagcagcaGCCATTTCAACTGGAGCTTTCATCTCTGGTgtggtggtgAAGTAATCAGAAGCCATAAT

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 1 1 7 30 167 TGCTGATGGTGTAGACGAGAAAAGGATATAGATATTGCTGATGGTGTAGACGAGA CCTTCCTCCCTCCCTTCTTCT 52 30 117 20 283 21 58,166 60,274 40,400 28,500 3,108,314 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 7 30 213 AGAAACGCTGCACTCCACTTAAGGTATTTGGATATTAGAAACGCTGCACTCCACTT CCTTCCTCCCTCCCTTCTTCT 98 30 71 20 283 21 60,179 60,274 31,600 28,500 1,453,172 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 7 30 246 TCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAG TCCAGTGGCCAATGATTGCA CCTTCCTCCCTCCCTTCTTCT 131 30 38 20 283 21 60,252 60,274 40,800 28,500 1,525,824 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 7 28 164 TGCTGATGGTGTAGACGAGAAAAGGATATAGATATTGCTGATGGTGTAGACGAGA TCCTCCCTCCCTTCTTCTCT 52 28 117 20 280 20 58,166 58,601 40,400 31,000 3,232,987 F 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 7 28 243 TCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAG TCCAGTGGCCAATGATTGCA TCCTCCCTCCCTTCTTCTCT 131 28 38 20 280 20 60,252 58,601 40,800 31,000 1,650,497 F 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 167 TGCTGATGGTGTAGACGAGAAAAGGATATAGATATTGCTGATGGTGTAGACGAGA CCTTCCTCCCTCCCTTCTTC 52 31 117 20 283 20 58,166 58,791 40,400 28,700 3,042,894 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 178 TCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGTCAGGTCCATATGCTGATGGTG CCTTCCTCCCTCCCTTCTTC 61 31 106 22 283 20 59,895 58,791 41,700 28,700 3,314,011 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 213 AGAAACGCTGCACTCCACTTAAGGTATTTGGATATTAGAAACGCTGCACTCCACTT CCTTCCTCCCTCCCTTCTTC 98 31 71 20 283 20 60,179 58,791 31,600 28,700 1,387,751 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 214 AAGAAACGCTGCACTCCACTTAAGGTATTTGGATATAAGAAACGCTGCACTCCACT CCTTCCTCCCTCCCTTCTTC 99 31 70 20 283 20 60,179 58,791 40,000 28,700 1,387,751 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 241 TGGCCAATGATTGCATGAGCTGAGTTAAAGAAACG TGGCCAATGATTGCATGAGC CCTTCCTCCCTCCCTTCTTC 126 31 43 20 283 20 59,538 58,791 42,600 28,700 1,671,081 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 8 31 246 TCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAG TCCAGTGGCCAATGATTGCA CCTTCCTCCCTCCCTTCTTC 131 31 38 20 283 20 60,252 58,791 40,800 28,700 1,460,403 B 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 12 5 117 CATCTgtccgtccgtccATCCGTCTatccatccatccatccatc CATCTGTCCGTCCGTCCATC TCCTCCCTCCCTTCTTCTCT 5 28 164 20 280 20 60,249 58,601 35,100 31,000 1,647,872 F 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 12 5 120 CATCTgtccgtccgtccATCCGTCTatccatccatccatccatc CATCTGTCCGTCCGTCCATC CCTTCCTCCCTCCCTTCTTC 5 31 164 20 283 20 60,249 58,791 35,100 28,700 1,457,778 F 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:27519:30492 1 189 44 7 1.5 ATCC ATCCATCCATCCATCCATCCATCCATCCACCCACCTA NA 0 0 12 5 120 CATCTgtccgtccgtccATCCGTCTatccatccatccatccatc CATCTGTCCGTCCGTCCATC CCTTCCTCCCTCCCTTCTTCT 5 30 164 20 283 21 60,249 60,274 35,100 28,500 1,523,199 F 283 CCAAAATAGGAAAGACAGAATTTCTGTTTGCTTTTGATCCAGTGGCCAATGATTGCATGAGCTGAGTTAAAGAAACGCTGCACTCCACTTAAGGTATTTGGATATTCAGGTCCATATGCTGATGGTGTAGACGAGAAAAGGATATAGATATCTTCCAGTTATCCATCTgtccgtccgtccATCCGTCTatccatccatccatccatccatccatccACCCacctacctacctAGCTACAAATAAATACATaaagaaagaaagAGAAGAAGGGAGGGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 1 1 4 9 92 GGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgcc GGTTGGTCCGCTGCACTC CAGACGCGGACATGGCTC 9 23 4 18 95 18 61,050 60,888 35,100 47,000 5,937,843 A 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 9 188 GGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgcc GGTTGGTCCGCTGCACTC TGGTGCAGTAGTCCTGAGGT 9 117 4 18 191 20 61,050 60,179 35,100 38,500 3,229,207 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 4 9 190 GGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgcc GGTTGGTCCGCTGCACTC CGTGGTGCAGTAGTCCTGAG 9 119 4 18 193 20 61,050 60,109 35,100 33,500 3,159,360 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 5 9 191 GGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgcc GGTTGGTCCGCTGCACTC GCGTGGTGCAGTAGTCCTG 9 121 4 18 194 19 61,050 60,738 35,100 38,600 4,788,374 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 9 90 GGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgcc GGTTGGTCCGCTGCACTC GACGCGGACATGGCTCAG 9 21 4 18 93 18 61,050 60,888 35,100 33,500 5,937,843 A 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 8 91 GTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccg GTTGGTCCGCTGCACTCC CAGACGCGGACATGGCTC 8 23 5 18 95 18 61,050 60,888 38,500 47,000 5,937,843 A 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 8 187 GTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccg GTTGGTCCGCTGCACTCC TGGTGCAGTAGTCCTGAGGT 8 117 5 18 191 20 61,050 60,179 38,500 38,500 3,229,207 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 8 189 GTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccg GTTGGTCCGCTGCACTCC CGTGGTGCAGTAGTCCTGAG 8 119 5 18 193 20 61,050 60,109 38,500 33,500 3,159,360 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:2798:38016_ 1 31 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG NA 0 0 6 8 190 GTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccg GTTGGTCCGCTGCACTCC GCGTGGTGCAGTAGTCCTG 8 121 5 18 194 19 61,050 60,738 38,500 38,600 4,788,374 B 225 CTCGGTTGGTCCGCTGCACTCCCGCTGCCCccgccgccgccgccgccgccgccgCACAAAGCCGCGAGCCCGCGCCTGAGCCATGTCCGCGTCTGCAggcggcggcCACCAGCCCAGCCAGAGCCGCGCCATCCCCACGCGCACCGTGGCCATCAGCGACGCCGCGCAGCTACCTCAGGACTACTGCACCACGCCCggggggACGCTGTTCTCCACCACGCCCCG

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 1 1 4 11 90 GCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGGCATAAGCCTTCGGTGCAAG CACAACAACTCGCTGTGTGA 15 11 183 20 272 20 59,901 58,994 40,100 35,800 1,105,521 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 11 180 CCCGACGGCTGCAATACTATCCGCATCCATGACGATCCCGACGGCTGCAATACTAT CACAACAACTCGCTGTGTGA 105 11 93 20 272 20 59,966 58,994 21,200 35,800 1,039,590 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 11 199 CACAACACTCAGAAGCGTGCCCGACGGCTGCAATA CACAACACTCAGAAGCGTGC CACAACAACTCGCTGTGTGA 124 11 74 20 272 20 60,042 58,994 53,400 35,800 1,047,924 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 4 11 240 CGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGACGATTGAGAGATGGGATTGCG CACAACAACTCGCTGTGTGA 164 11 33 21 272 20 59,203 58,994 48,500 35,800 2,803,132 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 11 91 GCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGGCATAAGCCTTCGGTGCAAG TCACAACAACTCGCTGTGTGA 15 11 183 20 273 21 59,901 60,405 40,100 35,800 1,504,287 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 11 200 CACAACACTCAGAAGCGTGCCCGACGGCTGCAATA CACAACACTCAGAAGCGTGC TCACAACAACTCGCTGTGTGA 124 11 74 20 273 21 60,042 60,405 53,400 35,800 1,446,690 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 5 11 241 CGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGACGATTGAGAGATGGGATTGCG TCACAACAACTCGCTGTGTGA 164 11 33 21 273 21 59,203 60,405 48,500 35,800 3,201,898 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 12 91 GCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGGCATAAGCCTTCGGTGCAAG TCACAACAACTCGCTGTGTG 15 12 183 20 273 20 59,901 58,994 40,100 38,200 1,105,521 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 12 181 CCCGACGGCTGCAATACTATCCGCATCCATGACGATCCCGACGGCTGCAATACTAT TCACAACAACTCGCTGTGTG 105 12 93 20 273 20 59,966 58,994 21,200 38,200 1,039,590 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 12 200 CACAACACTCAGAAGCGTGCCCGACGGCTGCAATA CACAACACTCAGAAGCGTGC TCACAACAACTCGCTGTGTG 124 12 74 20 273 20 60,042 58,994 53,400 38,200 1,047,924 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 12 241 CGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGACGATTGAGAGATGGGATTGCG TCACAACAACTCGCTGTGTG 164 12 33 21 273 20 59,203 58,994 48,500 38,200 2,803,132 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:28950:65634 1 218 24 8 1 AAG AGAAGAAGAAGAAGAAGAAGAAGA NA 0 0 6 11 162 ATCCGCATCCATGACGATCGTTCAGCGGTCGAGGG ATCCGCATCCATGACGATCG CACAACAACTCGCTGTGTGA 87 11 111 20 272 20 60,389 58,994 36,900 35,800 1,395,122 F 276 TGCtttttCTTGATTTGAAGTGGTAATGAAATCGATTgagagaTGGGATTGCGAGATTCGCTCTTTGGAGGATCACAACACTCAGAAGCGTGCCCGACGGCTGCAATACTATCCGCATCCATGACGATCGTTCAGCGGTCGAGGGTTTGCCGCGACAAGTTGGGAAAGGtttttGCTAAGGCGCATAAGCCTTCGGTGCAAGTGAGCGTCACCAGCGagaagaagaagaagaagaagaagaGCGACTTTTAATcacacaGCGAGTTGTTGTGATCT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 1 1 10 27 192 ACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCC ACTTTCTCTTGGAAGCATGCC ACACTCACTCTATTACTTTCACAGTT 31 27 29 21 220 26 58,834 58,273 44,000 31,600 9,893,179 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 10 23 183 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTT ACACTCACTCTATTACTTTCACAGTT 23 27 38 20 220 26 58,950 58,273 35,100 31,600 8,777,386 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 10 1 153 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTT TCCTTTCTCTCCCTCTCACTCA 23 1 38 20 190 22 58,950 59,620 35,100 34,100 3,430,453 G 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 10 1 153 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTTG TCCTTTCTCTCCCTCTCACTCA 22 1 38 21 190 22 60,270 59,620 27,700 34,100 3,650,660 G 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 11 28 191 CTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCA CTTTCTCTTGGAAGCATGCC ACACTCACTCTATTACTTTCACAGT 31 28 30 20 220 25 57,065 57,709 44,000 35,500 10,226,891 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 11 28 192 ACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCC ACTTTCTCTTGGAAGCATGCC ACACTCACTCTATTACTTTCACAGT 31 28 29 21 220 25 58,834 57,709 44,000 35,500 9,457,408 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 11 23 183 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTT ACACTCACTCTATTACTTTCACAGT 23 28 38 20 220 25 58,950 57,709 35,100 35,500 8,341,615 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 11 22 183 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTTG ACACTCACTCTATTACTTTCACAGT 22 28 38 21 220 25 60,270 57,709 27,700 35,500 8,561,822 D 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30878:34940 1 81 87 9 2 ACTC AGAGAGAGAGAGAGTGTGAGAGTGTGAGTGAGTGNA 0 0 12 0 152 TGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAG TGGAAGCATGCCAAAGCTTT CCTTTCTCTCCCTCTCACTCAC 23 0 38 20 189 22 58,950 59,504 35,100 35,100 3,545,874 G 220 TTCAACACAGACTGAAAAGAGCCACTTTACTTTCTCTTGGAAGCATGCCAAAGCTTTGTAAGCCAATAAAAGAGACGACTagagagagagagagTGTGAGAGTgtgagtgagtgagtgagtgagtgagtgagtgagtgaGAgagtgagtgagtgagtgagtgagagaGTGAGTGAGAGGgagagaAAGGATGAAAACTGTGAAAGTAATAGAGTGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 1 1 5 27 133 ATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAATATCCTCCTGCCTCTGCCT TTGGCTGTGGCTGGATTTCT 27 45 54 20 186 20 59,807 59,887 47,500 25,200 0.306064 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 5 22 110 ATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAATATCCTCCTGCCTCTGCCT TCCTAAGAATGCTGCTGGGC 27 22 54 20 163 20 59,807 60,107 47,500 53,600 0.300086 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 61 224 GCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGA GCTCTTGTAGACCAGGCTGG TGGGAGTGAGGGAGGATGTT 61 102 20 20 243 20 60,108 59,881 48,500 27,100 0.227100 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 45 167 GCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGA GCTCTTGTAGACCAGGCTGG TTGGCTGTGGCTGGATTTCT 61 45 20 20 186 20 60,108 59,887 48,500 25,200 0.220940 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 6 22 144 GCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGA GCTCTTGTAGACCAGGCTGG TCCTAAGAATGCTGCTGGGC 61 22 20 20 163 20 60,108 60,107 48,500 53,600 0.214962 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 22 130 GGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCT GGCTGGTCTGGAACTCACAG TCCTAAGAATGCTGCTGGGC 47 22 34 20 163 20 60,321 60,107 36,600 53,600 0.428139 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 8 22 160 GGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTG GGCTGTCCTGGAACTAGCTC TCCTAAGAATGCTGCTGGGC 77 22 4 20 163 20 59,823 60,107 40,900 53,600 0.283927 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 79 251 GAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGC GAGGCTGTCCTGGAACTAGC GATGTGTGGTGGGAGTGAGG 79 111 2 20 252 20 59,823 60,036 34,200 38,600 0.212920 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 78 250 AGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGAGGCTGTCCTGGAACTAGCT GATGTGTGGTGGGAGTGAGG 78 111 3 20 252 20 60,252 60,036 33,200 38,600 0.288477 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 77 249 GGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTG GGCTGTCCTGGAACTAGCTC GATGTGTGGTGGGAGTGAGG 77 111 4 20 252 20 59,823 60,036 40,900 38,600 0.212920 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 61 233 GCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGA GCTCTTGTAGACCAGGCTGG GATGTGTGGTGGGAGTGAGG 61 111 20 20 252 20 60,108 60,036 48,500 38,600 0.143955 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:6268:28664_ 1 101 21 7 1 ACC CCACCACCACCACCACCACCA NA 0 0 12 27 199 ATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAATATCCTCCTGCCTCTGCCT GATGTGTGGTGGGAGTGAGG 27 111 54 20 252 20 59,807 60,036 47,500 38,600 0.229079 F 284 GGAGGCTGTCCTGGAACTAGCTCTTGTAGACCAGGCTGGTCTGGAACTCACAGATATCCTCCTGCCTCTGCCTCCCTAGTGCTGGGATTAAAGGCGTGCGccaccaccaccaccaccaccacccccccccccACCACCCATCTGCCCAGCAGCATTCTTAGGACTCAGAAATCCAGCCACAGCCAATTGTCTCCACAGCTGGTAGGGATGcctccctccctcCAACATCCTCCCTCACTCCCACcacacaTCGATGTTAATCTTCAGAGTTGGGTGAACAAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:8115:11084_ 1 120 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 1 1 4 0 107 TGTGGACGAGGAAGTGAGTGAGTTTGGGAGCTTCCTGTGGACGAGGAAGTGAGTG CCGAGGGCTGATTGTAGCTG 43 0 57 20 163 20 59,326 60,532 35,100 42,400 1,205,516 F 231 TTTAATAATCGGCAGAGGCGAGGACCTCCCCTTTAAAAGGTAAATTATAAAACGCGTGTGGACGAGGAAGTGAGTGAGTTTGGGAGCTTCCCCTGAGTGAGGTTGGAGAgggggCGATAgaggaggaggaggaggaggaggagCAGCTACAATCAGCCCTCGGCGcacacacacacacacacacacacaGAGGgagagagaTGGTCGCGGAAGGTCTGTGCATCTTATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:8115:11084_ 1 120 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 4 0 108 GTGTGGACGAGGAAGTGAGTGAGTTTGGGAGCTT GTGTGGACGAGGAAGTGAGT CCGAGGGCTGATTGTAGCTG 44 0 56 20 163 20 59,325 60,532 34,100 42,400 1,206,065 F 231 TTTAATAATCGGCAGAGGCGAGGACCTCCCCTTTAAAAGGTAAATTATAAAACGCGTGTGGACGAGGAAGTGAGTGAGTTTGGGAGCTTCCCCTGAGTGAGGTTGGAGAgggggCGATAgaggaggaggaggaggaggaggagCAGCTACAATCAGCCCTCGGCGcacacacacacacacacacacacaGAGGgagagagaTGGTCGCGGAAGGTCTGTGCATCTTATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:8115:11084_ 1 120 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NA 0 0 6 0 106 GTGGACGAGGAAGTGAGTGAGTTTGGGAGCTTCCCGTGGACGAGGAAGTGAGTGA CCGAGGGCTGATTGTAGCTG 42 0 58 20 163 20 59,040 60,532 34,100 42,400 1,491,085 F 231 TTTAATAATCGGCAGAGGCGAGGACCTCCCCTTTAAAAGGTAAATTATAAAACGCGTGTGGACGAGGAAGTGAGTGAGTTTGGGAGCTTCCCCTGAGTGAGGTTGGAGAgggggCGATAgaggaggaggaggaggaggaggagCAGCTACAATCAGCCCTCGGCGcacacacacacacacacacacacaGAGGgagagagaTGGTCGCGGAAGGTCTGTGCATCTTATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 1 1 2 67 246 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT GAGGCATATGGATTCGACACG 117 67 5 20 250 21 59,956 58,938 36,900 44,900 2,105,713 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 2 66 244 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT GGCATATGGATTCGACACGT 117 66 5 20 248 20 59,956 58,134 36,900 44,900 1,909,805 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 2 66 245 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT AGGCATATGGATTCGACACGT 117 66 5 20 249 21 59,956 59,587 36,900 44,900 1,456,650 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 2 29 207 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT ACAGATGCTGTCAGACCTGC 117 29 5 20 211 20 59,956 60,037 36,900 48,500 0.080517 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 2 28 206 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT CAGATGCTGTCAGACCTGCT 117 28 5 20 210 20 59,956 59,750 36,900 42,400 0.293616 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 2 8 98 GGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaa GGGTTGCCTCCAATGCTGTA ACAGATGCTGTCAGACCTGC 8 29 114 20 211 20 60,323 60,037 27,400 48,500 0.359936 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 3 27 205 AGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAAGGCCACCTCTCATTCTCCT AGATGCTGTCAGACCTGCTG 117 27 5 20 209 20 59,956 59,750 36,900 44,100 0.293616 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 3 8 96 GGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaa GGGTTGCCTCCAATGCTGTA AGATGCTGTCAGACCTGCTG 8 27 114 20 209 20 60,323 59,750 27,400 44,100 0.573036 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 29 174 TACAGGCCCACCCTACTCAACCGATCCTCATAAGAATACAGGCCCACCCTACTCAA ACAGATGCTGTCAGACCTGC 84 29 38 20 211 20 59,882 60,037 30,200 48,500 0.154117 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 28 173 TACAGGCCCACCCTACTCAACCGATCCTCATAAGAATACAGGCCCACCCTACTCAA CAGATGCTGTCAGACCTGCT 84 28 38 20 210 20 59,882 59,750 30,200 42,400 0.367217 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 6 27 172 TACAGGCCCACCCTACTCAACCGATCCTCATAAGAATACAGGCCCACCCTACTCAA AGATGCTGTCAGACCTGCTG 84 27 38 20 209 20 59,882 59,750 30,200 44,100 0.367217 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2222:8653:8148_1 1 142 21 7 1 AAC ACAACAACAACAACAACAACA NA 0 0 8 22 112 AGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATA AGTGAACCTTCCCTGGGTTG ACAGATGCTGTCAGACCTGC 22 29 100 20 211 20 59,521 60,037 37,700 48,500 0.515084 F 261 AATAAGGCCACCTCTCATTCTCCTAAACTCCAATGAATACAGGCCCACCCTACTCAACCGATCCTCATAAGAAAACCCCTCCATACTCAGGATCCACCTAGTGAACCTTCCCTGGGTTGCCTCCAATGCTGTATATCTTTCacaacaacaacaacaacaacaGTAATAACaaaaaCAGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGGAGAGGAATACAGTTAACGTGTCGAATCCATATGCCTCTTCATCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 1 1 3 5 140 ATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGG ATAGCGGGAGATCCAGGGAA AGCTGCCTTTCAAAGCATGG 71 5 48 20 187 20 59,809 59,393 39,700 36,600 0.797668 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 4 56 191 ATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGG ATAGCGGGAGATCCAGGGAA TGAATCAGCCGAGGGAAGTT 71 56 48 20 238 20 59,809 59,016 39,700 26,600 1,175,294 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 4 4 93 CGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGC CGGAAGTGCTCTCCTCATGG GCTGCCTTTCAAAGCATGGG 25 4 94 20 186 20 60,179 60,391 36,600 40,000 0.569824 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 4 4 94 CCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACG CCGGAAGTGCTCTCCTCATG GCTGCCTTTCAAAGCATGGG 26 4 93 20 186 20 60,179 60,391 30,700 40,000 0.569824 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 4 4 139 ATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGG ATAGCGGGAGATCCAGGGAA GCTGCCTTTCAAAGCATGGG 71 4 48 20 186 20 59,809 60,391 39,700 40,000 0.581799 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 59 193 TAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGC TAGCGGGAGATCCAGGGAAG GGTTGAATCAGCCGAGGGAA 70 59 49 20 241 20 60,470 60,035 34,600 39,700 0.505519 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 59 194 ATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGG ATAGCGGGAGATCCAGGGAA GGTTGAATCAGCCGAGGGAA 71 59 48 20 241 20 59,809 60,035 39,700 39,700 0.226503 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 59 195 cATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCATAGCGGGAGATCCAGGGA GGTTGAATCAGCCGAGGGAA 72 59 47 20 241 20 60,543 60,035 42,000 39,700 0.578377 F 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 26 149 CCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACG CCGGAAGTGCTCTCCTCATG GGTTGAATCAGCCGAGGGAA 26 59 93 20 241 20 60,179 60,035 30,700 39,700 0.214528 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:16772:59938 1 139 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NA 0 0 6 25 148 CGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGC CGGAAGTGCTCTCCTCATGG GGTTGAATCAGCCGAGGGAA 25 59 94 20 241 20 60,179 60,035 36,600 39,700 0.214528 A 249 CCTGTTGGGCGATCCCAGCTGAgggggATTGACAAGTGGGcccccccATAGCGGGAGATCCAGGGAAGCAGCGCCCTCAGGCGGCCGTGACCCCGGAAGTGCTCTCCTCATGGTTACTGCGGAGACGCGGCGGTTGGTggcggcggcggcggcggcggcggcGGGCCCCATGCTTTGAAAGGCAGCTTCAAAACACATCGGCTCTTCGGCGCTCGCAAAACTTCCCTCGGCTGATTCAACCGGGCTGAC

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 1 1 4 27 238 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC ATCCGTGGGTTGCGAGTATG 27 150 13 20 250 20 59,189 60,179 50,100 23,900 0.990365 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 27 240 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC AAATCCGTGGGTTGCGAGTAT 27 151 13 20 252 21 59,189 60,066 50,100 21,200 1,876,990 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 27 240 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC AAATCCGTGGGTTGCGAGT 27 153 13 20 252 19 59,189 59,927 50,100 41,800 1,883,786 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 27 240 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC AAATCCGTGGGTTGCGAGTA 27 152 13 20 252 20 59,189 59,678 50,100 25,900 1,133,603 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 25 183 AATGGAAAGGAAGGTGGCCGTCACTTTGgggaggga AATGGAAAGGAAGGTGGCCG TGCAGTGAAGGCTCTGAAACA 25 96 15 20 197 21 60,612 60,134 61,300 28,300 1,746,024 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 25 236 AATGGAAAGGAAGGTGGCCGTCACTTTGgggaggga AATGGAAAGGAAGGTGGCCG ATCCGTGGGTTGCGAGTATG 25 150 15 20 250 20 60,612 60,179 61,300 23,900 0.790979 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 4 25 238 AATGGAAAGGAAGGTGGCCGTCACTTTGgggaggga AATGGAAAGGAAGGTGGCCG AAATCCGTGGGTTGCGAGTA 25 152 15 20 252 20 60,612 59,678 61,300 25,900 0.934218 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 27 162 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC ACACAGGAGGCAGATTTGGA 27 74 13 20 174 20 59,189 58,933 50,100 35,300 1,878,576 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 25 160 AATGGAAAGGAAGGTGGCCGTCACTTTGgggaggga AATGGAAAGGAAGGTGGCCG ACACAGGAGGCAGATTTGGA 25 74 15 20 174 20 60,612 58,933 61,300 35,300 1,679,191 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 20 103 ATGGAAAGGAAGGTGGCCGTCACTTTGgggagggag ATGGAAAGGAAGGTGGCCG CCCACCTGCTTTCCGTTT 25 20 16 19 118 18 60,001 57,826 61,300 36,000 5,175,201 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 20 104 AATGGAAAGGAAGGTGGCCGTCACTTTGgggaggga AATGGAAAGGAAGGTGGCCG CCCACCTGCTTTCCGTTT 25 20 15 20 118 18 60,612 57,826 61,300 36,000 4,786,201 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT

ST‐E00142:460:H2K7HCCXY:6:2223:18193:28400 1 60 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NA 0 0 6 20 106 CGAATGGAAAGGAAGGTGGCCGTCACTTTGgggaggCGAATGGAAAGGAAGGTGGC CCCACCTGCTTTCCGTTT 27 20 13 20 118 18 59,189 57,826 50,100 36,000 4,985,586 F 264 CTTCCTTGTGTTCGAATGGAAAGGAAGGTGGCCGTCACTTTGgggagggagggaGAAGGggaggaggaggaggaggaggagggggggggAGTGAGGAAGAAAACGGAAAGCAGGTGGGGAAgggggAgggggggAATGGGTGGAGaaaaaCGAATCCAAATCTGCCTCCTGTGTTATGTTTCAGAGCCTTCACTGCATAGACTGCTTCAATCTCACAATCTTAATCCCCACATACTCGCAACCCACGGAttttttttttCATTT
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ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 169 52 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGANA 0 1 14 2 97 GGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagGGGTGAGTGTGTGTGAGTGA CTGACACACGCACACACATG 2 3 147 20 243 20 59,536 60,042 34,100 32,100 0.505962 F 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 169 52 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGANA 0 0 14 2 98 GGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagGGGTGAGTGTGTGTGAGTGA TCTGACACACGCACACACAT 2 4 147 20 244 20 59,536 60,179 34,100 32,100 0.643122 F 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 169 52 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGANA 0 0 14 2 102 GGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagGGGTGAGTGTGTGTGAGTGA TCTCTCTGACACACGCACAC 2 8 147 20 248 20 59,536 59,969 34,100 38,200 0.494809 F 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 1 10 4 136 CCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGCCTGACTGCTGTTTGTGGGA TCTGACACACGCACACACAT 6 4 109 20 244 20 60,179 60,179 43,700 32,100 0.358107 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 10 3 135 CCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGCCTGACTGCTGTTTGTGGGA CTGACACACGCACACACATG 6 3 109 20 243 20 60,179 60,042 43,700 32,100 0.220946 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 10 3 142 GGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgt GGAAGAGCCTGACTGCTGTT CTGACACACGCACACACATG 13 3 102 20 243 20 59,964 60,042 31,600 32,100 0.077948 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 12 241 GAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCT GAGTGCAGTGCCGGTGTC TCACTCTCTCTGACACACGC 105 12 12 18 252 20 61,044 59,406 36,700 53,400 3,637,924 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 11 192 GGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGG GGAACGAGACGCTGTGGAG CACTCTCTCTGACACACGCA 56 11 60 19 251 20 60,445 59,688 38,600 52,400 1,756,656 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 11 240 GAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCT GAGTGCAGTGCCGGTGTC CACTCTCTCTGACACACGCA 105 11 12 18 251 20 61,044 59,688 36,700 52,400 3,356,407 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 10 191 GGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGG GGAACGAGACGCTGTGGAG ACTCTCTCTGACACACGCAC 56 10 60 19 250 20 60,445 59,688 38,600 53,400 1,756,969 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 9 190 GGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGG GGAACGAGACGCTGTGGAG CTCTCTCTGACACACGCACA 56 9 60 19 249 20 60,445 59,688 38,600 45,700 1,756,656 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 8 147 GGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgt GGAAGAGCCTGACTGCTGTT TCTCTCTGACACACGCACAC 13 8 102 20 248 20 59,964 59,969 31,600 38,200 0.066795 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 6 139 CCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGCCTGACTGCTGTTTGTGGGA CTCTCTGACACACGCACACA 6 7 109 20 247 20 60,179 60,249 43,700 37,200 0.428052 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 12 6 140 CCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGCCTGACTGCTGTTTGTGGGA TCTCTCTGACACACGCACAC 6 8 109 20 248 20 60,179 59,969 43,700 38,200 0.209794 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:21582:39335 1 135 86 7 2 ACTC GTGTGTGTGTGTGGGTGAGTGTGTGTGAGTGAGAGNA 0 0 13 12 242 GAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCT GAGTGCAGTGCCGGTGTC CTCACTCTCTCTGACACACGC 105 12 12 18 253 21 61,044 60,401 36,700 53,400 4,445,193 G 263 AGAGTGCTGGGGAGTGCAGTGCCGGTGTCCCAAGGAGGGGAGGCTGGCTGCGAGGCCTGGGAACGAGACGCTGTGGAGCCCCAGGTCAAAGGGTGGGCAGGGGAAGAGCCTGACTGCTGTTTGTGGGAGATTGAgtgtgtgtgtgtGGGTGAgtgtgtgtGAGTGAGAgagtgagtgagtgagtgagtgagtgagtgagagagtgtgtGCgagagagagaGTGCAtgtgtgtgCgtgtgtCagagagagTgagagaAAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 1 1 8 5 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggCGTCTGAGGTGGAGGCGG TCCGGGTCCCTCTCCTTC 5 128 1 18 190 18 62,135 59,637 61,300 34,600 6,498,514 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 5 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggCGTCTGAGGTGGAGGCGG TCCGGGTCCCTCTCCTTCTC 5 126 1 18 190 20 62,135 62,226 61,300 28,700 6,361,301 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 5 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggCGTCTGAGGTGGAGGCGG TCCGGGTCCCTCTCCTTCT 5 127 1 18 190 19 62,135 61,247 61,300 28,500 6,382,027 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 4 91 GTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcGTCTGAGGTGGAGGCGGA CGGCACCGACACTCTCAG 4 30 2 18 92 18 60,680 60,126 55,400 33,500 4,806,658 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 3 90 TCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcg TCTGAGGTGGAGGCGGAG CGGCACCGACACTCTCAG 3 30 3 18 92 18 60,363 60,126 46,300 33,500 4,489,324 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 3 160 TCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcg TCTGAGGTGGAGGCGGAG CGTGGTAGGCGTAGATGGAG 3 98 3 18 162 20 60,363 59,689 46,300 38,600 2,674,183 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 3 162 TCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcg TCTGAGGTGGAGGCGGAG CACGTGGTAGGCGTAGATGG 3 100 3 18 164 20 60,363 60,249 46,300 35,100 2,611,925 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 8 3 163 TCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcg TCTGAGGTGGAGGCGGAG CCACGTGGTAGGCGTAGATG 3 101 3 18 165 20 60,363 60,249 46,300 29,000 2,611,925 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28442:7233_ 1 24 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC NA 0 0 9 3 91 GTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcGTCTGAGGTGGAGGCGGAG CGGCACCGACACTCTCAG 3 30 2 19 92 18 61,716 60,126 46,300 33,500 4,842,324 F 190 CGTCTGAGGTGGAGGCGGAGGGAggcggcggcggcggcggcggcGGAggggggAAGATGGCGGCGCCCGTCCTGCTGAGAGTGTCGGTGCCGCGGTGGGAACGGGTGGCCCGGTATGCAGTGTGCGCCGCCGGGATCCTGCTCTCCATCTACGCCTACCACGTGGAGCGGGAGAAGGAGAGGGACCCGGA

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 1 1 2 5 118 TGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaC TGCATGTAAGCAGGTGGAGT TAATGCTCCTGCGAACTGCC 46 5 141 20 258 20 59,308 60,744 38,500 48,500 1,436,890 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 5 185 CCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaCCCTGGCTTATCTCTACAACCC TAATGCTCCTGCGAACTGCC 111 5 74 22 258 20 59,895 60,744 41,100 48,500 2,849,377 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 2 90 TAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatca TAATAGGATTGTTCAGCCTAATGTCCT TTTATTTGATAATGCTCCTGCGAACT 2 8 178 27 267 26 59,928 59,681 38,500 30,100 13,391,102 A 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 0 113 TGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaC TGCATGTAAGCAGGTGGAGT CTCCTGCGAACTGCCTTCAT 46 0 141 20 253 20 59,308 60,392 38,500 25,700 1,084,669 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 0 113 TGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaC TGCATGTAAGCAGGTGGAGTT CTCCTGCGAACTGCCTTCAT 45 0 141 21 253 20 59,926 60,392 30,100 25,700 1,465,957 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 0 180 CCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaCCCTGGCTTATCTCTACAACCC CTCCTGCGAACTGCCTTCAT 111 0 74 22 253 20 59,895 60,392 41,100 25,700 2,497,157 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 2 0 197 CTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCTCACTGGCCTGTAGTTCCC CTCCTGCGAACTGCCTTCAT 130 0 57 20 253 20 59,749 60,392 39,700 25,700 0.642707 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 3 3 90 TAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatca TAATAGGATTGTTCAGCCTAATGTCC TTTATTTGATAATGCTCCTGCGAACT 3 8 178 26 267 26 58,776 59,681 40,200 30,100 13,542,945 A 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 3 2 90 TAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatca TAATAGGATTGTTCAGCCTAATGTCCT TTTATTTGATAATGCTCCTGCGAAC 2 9 178 27 267 25 59,928 58,505 38,500 39,500 13,567,296 A 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 3 0 189 GCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTT GCCTGTAGTTCCCTGGCTTA TCCTGCGAACTGCCTTCAT 123 0 64 20 252 19 59,090 59,321 30,900 25,700 2,588,934 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 4 7 240 TTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCATTCTCCAATAGTTTCCCTACCACT TTTGATAATGCTCCTGCGAACTG 159 7 24 24 263 23 58,901 59,625 40,000 31,600 8,473,651 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 4 7 240 TTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCTTTCTCCAATAGTTTCCCTACCACT TTGATAATGCTCCTGCGAACTG 159 7 23 25 262 22 59,450 59,062 40,000 31,600 8,488,854 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 4 0 196 TCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCTCACTGGCCTGTAGTTCCCT CTCCTGCGAACTGCCTTCAT 129 0 58 20 253 20 60,179 60,392 42,000 25,700 0.571096 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 5 7 240 TTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCATTCTCCAATAGTTTCCCTACCACTG TTTGATAATGCTCCTGCGAACTG 158 7 24 25 263 23 60,046 59,625 36,600 31,600 8,420,858 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:28960:61503 1 207 27 9 1 ATC TCATCATCATCATCATCATCATCATCA NA 0 0 6 0 195 CACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCCACTGGCCTGTAGTTCCCTG CTCCTGCGAACTGCCTTCAT 128 0 59 20 253 20 60,036 60,392 44,500 25,700 0.428203 F 281 GATAGATtctctcCTTCAGAATTTTCTCCAATAGTTTCCCTACCACTGACGTGAGACTCACTGGCCTGTAGTTCCCTGGCTTATCTCTACAACCCTTCTTAATGTGGGaaaaaaGaaaaaaaaGAGATTGAGGGATAAACTGCATGTAAGCAGGTGGAGTTGATCTATTaaaaaaCATAATAGGATTGTTCAGCCTAATGTCCTGGtcatcatcatcatcatcatcatcatcaATGAAGGCAGTTCGCAGGAGCATTATCAAATAAAATTTGACATCTAGC

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 1 1 3 19 155 CTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAACTACAGCCAGCACCAGTCC GCTTCTAGAACGAGCCTCCC 19 73 28 19 182 20 60,079 59,897 38,500 43,000 1,182,238 F 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 3 12 148 CAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggc CAGCACCAGTCCTCGTACG GCTTCTAGAACGAGCCTCCC 12 73 35 19 182 20 60,154 59,897 36,700 43,000 1,257,406 F 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 4 19 166 CTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAACTACAGCCAGCACCAGTCC CCGCAAACTCGGCTTCTAGA 19 84 28 19 193 20 60,079 60,109 38,500 24,300 1,187,652 F 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 5 19 101 CTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAACTACAGCCAGCACCAGTCC CTCTGTACGGTCCACTGTCG 19 19 28 19 128 20 60,079 59,832 38,500 43,500 1,247,195 A 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 5 13 95 CCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggCCAGCACCAGTCCTCGTAC CTCTGTACGGTCCACTGTCG 13 19 34 19 128 20 59,784 59,832 36,700 43,500 1,383,994 A 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:7720:7691_1 1 66 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NA 0 0 5 12 94 CAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggc CAGCACCAGTCCTCGTACG CTCTGTACGGTCCACTGTCG 12 19 35 19 128 20 60,154 59,832 36,700 43,500 1,322,364 A 212 CGGCAACGGCTTCGGCGGCTTCGGCAGCTACAGCCAGCACCAGTCCTCGTACGGCCCGATGAAGAgcggcggcggcggcggcggcggcgGGAGCTGGGGCGGCCGCAGCGACAGTGGACCGTACAGAGGCGGCTAcggcggcggCTgcggcggcgGCTACgggggAGGCTCGTTCTAGAAGCCGAGTTTGCGGATGCGGGGCGGCAGTGGCG

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 1 1 3 49 201 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCC CTCAGGCTATGATACTTGTTCCA ATGCACAGCAGACCAAGAGG 49 49 1 23 201 20 57,718 60,322 35,300 36,900 5,604,332 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 3 3 124 CCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGCCCACACCTTATGTTAGAAATTCACT CCAAGTGGTAAAGACACAGGAGT 12 3 35 26 158 23 59,341 60,181 34,100 38,500 9,840,696 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 47 199 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCC CTCAGGCTATGATACTTGTTCCAT GCACAGCAGACCAAGAGGAA 48 47 1 24 199 20 58,137 60,250 34,100 33,600 6,113,312 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 47 199 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCC CTCAGGCTATGATACTTGTTCCA GCACAGCAGACCAAGAGGAA 49 47 1 23 199 20 57,718 60,250 35,300 33,600 5,532,522 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 13 166 TCCCACACCTTATGTTAGAAATTCACTCCCCTTATGT TCCCACACCTTATGTTAGAAATTCAC GCACAGCAGACCAAGAGGAA 13 47 34 26 199 20 59,342 60,250 31,800 33,600 6,908,008 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 13 168 TCCCACACCTTATGTTAGAAATTCACTCCCCTTATGT TCCCACACCTTATGTTAGAAATTCAC ATGCACAGCAGACCAAGAGG 13 49 34 26 201 20 59,342 60,322 31,800 36,900 6,979,818 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 12 165 CCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGCCCACACCTTATGTTAGAAATTCACT GCACAGCAGACCAAGAGGAA 12 47 35 26 199 20 59,341 60,250 34,100 33,600 6,909,709 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 9 139 ACACCTTATGTTAGAAATTCACTCCCCTTATGTGTta ACACCTTATGTTAGAAATTCACTCCC AGGACTGGATCTTTCAGACCA 9 23 38 26 176 21 59,115 58,092 43,000 40,200 9,792,728 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9069:63296_ 1 73 60 12 1 AATAT TATAATATAATATAATATAATATAATATAATATAATANA 0 0 4 3 125 TCCCACACCTTATGTTAGAAATTCACTCCCCTTATGT TCCCACACCTTATGTTAGAAATTCAC CCAAGTGGTAAAGACACAGGAGT 13 3 34 26 158 23 59,342 60,181 31,800 38,500 9,838,995 A 220 CTCAGGCTATGATACTTGTTCCATTACTTTATATCCCACACCTTATGTTAGAAATTCACTCCCCTTATGTGTtataatataatataatataatataatataatataatataatataatataatataatataaTACACTCCTGTGTCTTTACCACTTGGTCTGAAAGATCCAGTCCTTCTTTCCTCTTGGTCTGCTGTGCATACACTTTTCACTCCATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 1 1 4 9 260 TCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGA TCAAGAAGCTGAAGGTGCCC TTTGTCTGCTCCCGCCAC 192 9 27 20 286 18 60,251 60,281 53,600 50,100 2,532,385 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 5 9 279 ACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTACCATGAGCGACATCAACGT TTTGTCTGCTCCCGCCAC 211 9 8 20 286 18 60,037 60,281 39,900 50,100 2,318,809 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 9 183 CTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGACTCCAGGAGCGGCTGCAG TTTGTCTGCTCCCGCCAC 117 9 104 18 286 18 62,834 60,281 44,100 50,100 7,115,937 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 8 183 CTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGACTCCAGGAGCGGCTGCAG TTTGTCTGCTCCCGCCACC 117 8 104 18 286 19 62,834 62,843 44,100 46,100 8,677,378 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 6 6 189 AAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCAC AAGGCCGAGCTCCAGGAG GTCTGCTCCCGCCACCTG 126 6 95 18 283 18 61,080 62,767 36,900 40,000 7,847,376 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 9 208 GAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAG GAGTGTGCAGGGCCTGAAG TTTGTCTGCTCCCGCCAC 141 9 79 19 286 18 60,674 60,281 30,200 50,100 3,955,148 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 7 9 239 AGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAG AGCTGAAGGATGAGCTGAAGC TTTGTCTGCTCCCGCCAC 170 9 48 21 286 18 60,407 60,281 38,600 50,100 3,688,645 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 8 9 238 GCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGT GCTGAAGGATGAGCTGAAGC TTTGTCTGCTCCCGCCAC 170 9 49 20 286 18 58,984 60,281 38,600 50,100 3,297,351 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 8 9 241 CGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTG CGAGCTGAAGGATGAGCTGA TTTGTCTGCTCCCGCCAC 173 9 46 20 286 18 59,541 60,281 42,600 50,100 2,740,562 F 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 9 108 GAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGGACGGCGAGGAGGAC TTTGTCTGCTCCCGCCAC 42 9 179 18 286 18 61,520 60,281 38,500 50,100 5,801,413 B 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 8 107 GAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGGACGGCGAGGAGGAC TTGTCTGCTCCCGCCACC 42 8 179 18 285 18 61,520 62,330 38,500 46,100 7,849,474 B 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9445:13562_ 1 239 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NA 0 0 10 8 108 GAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGGACGGCGAGGAGGAC TTTGTCTGCTCCCGCCACC 42 8 179 18 286 19 61,520 62,843 38,500 46,100 7,362,854 B 286 GACTTCAACCATGAGCGACATCAACGTCAAGAAGCTGAAGGTGCCCGAGCTGAAGGATGAGCTGAAGCGGCGCGGCCTGAGTGTGCAGGGCCTGAAGGCCGAGCTCCAGGAGCGGCTGCAGGCCGCACTCGACAGCGAggcggcggcGGAGGACGGGCCCGGCCCGCTAGAAccccccGAGGACGGCGAGGAGGACGGGGCCGGGGCCGGGGAGCTGCCCGAGTCgctgctgctGGCCgaggaggaggaggaggaggagGAACCGCAGGTGGCGGGAGCAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 1 1 1 12 100 CACATCACCCATCCTGCCATCGCTGTCATATTttaatt CACATCACCCATCCTGCCAT CACAATAAGGTATAAAGAGCAGGGA 12 15 103 20 202 25 60,106 58,408 44,000 42,000 6,698,304 A 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 2 12 101 CACATCACCCATCCTGCCATCGCTGTCATATTttaatt CACATCACCCATCCTGCCAT TCACAATAAGGTATAAAGAGCAGGGA 12 15 103 20 203 26 60,106 59,614 44,000 42,000 6,492,127 A 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 2 11 100 ACATCACCCATCCTGCCATCGCTGTCATATTttaattaaACATCACCCATCCTGCCATC TCACAATAAGGTATAAAGAGCAGGGA 11 15 104 20 203 26 59,816 59,614 35,100 42,000 6,570,210 A 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 15 108 gcagcaACACATCACCCATCCTGCCATCGCTGTCATA GCAGCAACACATCACCCATC TCACAATAAGGTATAAAGAGCAGGGA 19 15 96 20 203 26 59,828 59,614 35,100 42,000 6,557,662 F 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 15 147 GTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTGTGGATCACCTTGGTGTCCA TCACAATAAGGTATAAAGAGCAGGGA 58 15 57 20 203 26 59,600 59,614 40,200 42,000 6,785,972 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 4 15 194 TCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAG TCGGATCTGAAGTTCCTCAAGC TCACAATAAGGTATAAAGAGCAGGGA 103 15 10 22 203 26 60,094 59,614 40,100 42,000 8,479,732 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 15 142 TCACCTTGGTGTCCAACAGCACCCACAAGCTgcagca TCACCTTGGTGTCCAACAGC TCACAATAAGGTATAAAGAGCAGGGA 53 15 62 20 203 26 60,465 59,614 44,000 42,000 6,851,219 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 15 148 TGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTGTGGATCACCTTGGTGTCC TCACAATAAGGTATAAAGAGCAGGGA 59 15 56 20 203 26 59,600 59,614 40,200 42,000 6,785,972 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 15 190 ATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGT ATCTGAAGTTCCTCAAGCTGCA TCACAATAAGGTATAAAGAGCAGGGA 99 15 14 22 203 26 59,961 59,614 44,100 42,000 8,425,239 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2223:9688:62505_ 1 135 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NA 0 0 6 15 193 CGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGACGGATCTGAAGTTCCTCAAGCT TCACAATAAGGTATAAAGAGCAGGGA 102 15 11 22 203 26 60,094 59,614 37,400 42,000 8,479,522 B 209 CTCCTCAATTCGGATCTGAAGTTCCTCAAGCTGCACTTACTACAGATGTGTTCACTGTGGATCACCTTGGTGTCCAACAGCACCCACAAGCTgcagcagcaACACATCACCCATCCTGCCATCGCTGTCATATTttaattaattaattaattaattaattaaTGAATTACTCTAGTATCCCTGCTCTTTATACCTTATTGTGATTGATT

ST‐E00142:460:H2K7HCCXY:6:2224:11444:16639 1 76 18 6 1 AGC TGCTGCTGCTGCTGCTGC NA 1 1 15 7 91 TTTGCTCCTGGtgctgctgcTAGTTTtgctgctgctgctgctg TTTGCTCCTGGTGCTGCTG CAGCAGCAGCAACAGAAGC 7 28 50 19 140 19 60,900 60,081 44,100 38,600 2,981,391 F 149 TGGTGTTGTTCCTGTtgctgctgctgctgctgctgctgctgcTAATGGTTTTGCTCCTGGtgctgctgcTAGTTTtgctgctgctgctgctgcTAGTTTTGCTGTtgctgctgcTGGTTTTGCTTCTGTtgctgctgctgcTGGTTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:11444:16639 1 76 18 6 1 AGC TGCTGCTGCTGCTGCTGC NA 0 0 16 0 92 CCTGGtgctgctgcTAGTTTtgctgctgctgctgctgcTAGTT CCTGGTGCTGCTGCTAGTTT AAACCAGCAGCAGCAGCAA 0 35 56 20 147 19 60,607 61,129 26,600 39,100 2,736,635 F 149 TGGTGTTGTTCCTGTtgctgctgctgctgctgctgctgctgcTAATGGTTTTGCTCCTGGtgctgctgcTAGTTTtgctgctgctgctgctgcTAGTTTTGCTGTtgctgctgcTGGTTTTGCTTCTGTtgctgctgctgcTGGTTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:11444:16639 1 76 18 6 1 AGC TGCTGCTGCTGCTGCTGC NA 0 0 16 0 92 CCTGGtgctgctgcTAGTTTtgctgctgctgctgctgcTAGTT CCTGGTGCTGCTGCTAGTTT AAACCAGCAGCAGCAGCAAC 0 34 56 20 147 20 60,607 62,360 26,600 41,700 2,967,059 F 149 TGGTGTTGTTCCTGTtgctgctgctgctgctgctgctgctgcTAATGGTTTTGCTCCTGGtgctgctgcTAGTTTtgctgctgctgctgctgcTAGTTTTGCTGTtgctgctgcTGGTTTTGCTTCTGTtgctgctgctgcTGGTTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 1 1 2 56 240 CCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATT CCTGCCAAGCTACTGGAGAC CTGATTGCTTTGGCCCATCG 120 56 41 20 280 20 60,108 59,898 33,600 38,400 0.209704 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 2 49 233 CCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATT CCTGCCAAGCTACTGGAGAC CTTTGGCCCATCGCTACTGA 120 49 41 20 273 20 60,108 60,108 33,600 34,100 0.215648 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 2 7 122 GGGAAAGATTCAAGTGGACCCACTCCATGatcatcat GGGAAAGATTCAAGTGGACCCA CTTTGGCCCATCGCTACTGA 7 49 152 22 273 20 60,225 60,108 45,100 34,100 2,332,719 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 2 7 129 GGGAAAGATTCAAGTGGACCCACTCCATGatcatcat GGGAAAGATTCAAGTGGACCCA CTGATTGCTTTGGCCCATCG 7 56 152 22 280 20 60,225 59,898 45,100 38,400 2,326,775 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 3 17 140 CAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCAGAAACCAGTGGGAAAGATTCA CTGATTGCTTTGGCCCATCG 17 56 141 23 280 20 58,856 59,898 25,700 38,400 4,246,056 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 56 253 TGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAG TGCCTATTTGAAGCCTGCCA CTGATTGCTTTGGCCCATCG 133 56 28 20 280 20 59,961 59,898 49,200 38,400 0.141231 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 49 246 TGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAG TGCCTATTTGAAGCCTGCCA CTTTGGCCCATCGCTACTGA 133 49 28 20 273 20 59,961 60,108 49,200 34,100 0.147175 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 39 223 CCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATT CCTGCCAAGCTACTGGAGAC TCGCTACTGACCGAAAGCTC 120 39 41 20 263 20 60,108 59,829 33,600 40,900 0.278506 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 39 236 TGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAG TGCCTATTTGAAGCCTGCCA TCGCTACTGACCGAAAGCTC 133 39 28 20 263 20 59,961 59,829 49,200 40,900 0.210033 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 17 141 TCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCAGAAACCAGTGGGAAAGATTCA CTGATTGCTTTGGCCCATCG 17 56 140 24 280 20 60,141 59,898 25,700 38,400 4,243,033 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 17 142 TCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCAGAAACCAGTGGGAAAGATTCA GCTGATTGCTTTGGCCCATC 17 57 140 24 281 20 60,141 60,179 25,700 35,100 4,320,366 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:17726:15777 1 181 24 8 1 ATC ATCATCATCATCATCATCATCATC NA 0 0 4 8 130 TGGGAAAGATTCAAGTGGACCCACTCCATGatcatcaTGGGAAAGATTCAAGTGGACCC CTGATTGCTTTGGCCCATCG 8 56 151 22 280 20 60,225 59,898 44,600 38,400 2,326,775 A 285 TGTTGTCAGATTAAGTGATGCCACTCATGCCTATTTGAAGCCTGCCAAGCTACTGGAGACAGCATTTCTTCAGATTTACTGCATTTGGCAAAGATCATAAATAATTGCCTTCATTTCTGTCAAAGTTGTCTACTCAAAATCAGAAACCAGTGGGAAAGATTCAAGTGGACCCACTCCATGatcatcatcatcatcatcatcatcATTTTAAGCTGATCTTTCTGTTCTCAGTGCTGAGATAGGGAGCTTTCGGTCAGTAGCGATGGGCCAAAGCAATCAGCGGTT

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 1 1 4 45 175 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC TGTGCAGACGGTCCAACAAT 45 61 2 22 176 20 59,967 60,179 53,600 27,100 2,212,456 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 186 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC AGTAGCAGTGCTGTGCAGAC 45 72 2 22 187 20 59,967 60,320 53,600 35,100 2,353,671 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 187 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC AAGTAGCAGTGCTGTGCAGA 45 73 2 22 188 20 59,967 59,606 53,600 42,600 2,427,616 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 232 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC GGGCCTTTGAGTTGCATGAC 45 118 2 22 233 20 59,967 59,755 53,600 30,600 2,278,146 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 233 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC TGGGCCTTTGAGTTGCATGA 45 119 2 22 234 20 59,967 60,179 53,600 30,700 2,212,391 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 236 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC TCTTGGGCCTTTGAGTTGCA 45 122 2 22 237 20 59,967 60,106 53,600 40,800 2,139,692 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 242 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC TGACCTTCTTGGGCCTTTGA 45 128 2 22 243 20 59,967 59,150 53,600 26,900 2,883,524 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 45 248 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC ACTGGTTGACCTTCTTGGGC 45 134 2 22 249 20 59,967 60,179 53,600 53,600 2,212,414 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 15 145 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT TGTGCAGACGGTCCAACAAT 15 61 32 22 176 20 58,343 60,179 40,000 27,100 3,835,591 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 15 156 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT AGTAGCAGTGCTGTGCAGAC 15 72 32 22 187 20 58,343 60,320 40,000 35,100 3,976,806 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 15 157 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT AAGTAGCAGTGCTGTGCAGA 15 73 32 22 188 20 58,343 59,606 40,000 42,600 4,050,751 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 15 203 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT TGGGCCTTTGAGTTGCATGA 15 119 32 22 234 20 58,343 60,179 40,000 30,700 3,835,526 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 4 15 206 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT TCTTGGGCCTTTGAGTTGCA 15 122 32 22 237 20 58,343 60,106 40,000 40,800 3,762,827 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 46 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCA AGCCGAAGTTCAGATATTTGGG GGATACTGGTAGTTCAGGTCAC 46 173 1 22 290 22 58,454 57,612 41,200 36,700 7,934,081 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 46 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCA AGCCGAAGTTCAGATATTTGGG GGATACTGGTAGTTCAGGTCACT 46 172 1 22 290 23 58,454 58,975 41,200 34,100 7,570,373 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 16 139 tGCTGCATCAATTTCAAACCACTAGATGGAGTGCTT TGCTGCATCAATTTCAAACCAC ACGGTCCAACAATATAAACTTAAATGA 16 47 31 22 169 27 58,608 57,766 41,600 25,700 12,625,614 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 15 138 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT ACGGTCCAACAATATAAACTTAAATGA 15 47 32 22 169 27 58,343 57,766 40,000 25,700 12,890,209 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 15 139 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT GACGGTCCAACAATATAAACTTAAATG 15 48 32 22 170 27 58,343 57,502 40,000 23,200 13,154,866 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 5 15 139 tGCTGCATCAATTTCAAACCACTAGATGGAGTGCTT TGCTGCATCAATTTCAAACCACT ACGGTCCAACAATATAAACTTAAATGA 15 47 31 23 169 27 59,930 57,766 40,000 25,700 12,303,521 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 6 46 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCA AGCCGAAGTTCAGATATTTGGG GGATACTGGTAGTTCAGGTCACTT 46 171 1 22 290 24 58,454 59,533 41,200 31,600 8,012,429 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 6 45 245 GCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCAT GCCGAAGTTCAGATATTTGGGC GGTTGACCTTCTTGGGCCTT 45 131 2 22 246 20 59,967 60,179 53,600 43,500 2,212,385 F 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 6 15 215 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT GGTTGACCTTCTTGGGCCTT 15 131 32 22 246 20 58,343 60,179 40,000 43,500 3,835,520 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 6 15 255 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT ACTGGTAGTTCAGGTCACTTCA 15 169 32 22 286 22 58,343 58,694 40,000 30,200 6,962,279 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 6 10 139 TGCATCAATTTCAAACCACTAGATGGAGTGCTTCAt TGCATCAATTTCAAACCACTAGATG CAGACGGTCCAACAATATAAACTT 10 53 34 25 172 24 58,377 57,263 29,000 26,600 13,360,739 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 8 15 253 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT TGGTAGTTCAGGTCACTTCAGT 15 167 32 22 284 22 58,343 58,694 40,000 34,100 6,962,279 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:2422:10222_ 1 69 27 9 1 ACT TAGTAGTAGTAGTAGTAGTAGTAGTAG NA 0 0 9 15 253 GCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCGCTGCATCAATTTCAAACCACT TGGTAGTTCAGGTCACTTCAGTG 15 166 32 22 284 23 58,343 59,930 40,000 36,600 6,726,145 A 290 AGCCGAAGTTCAGATATTTGGGCTGAtttttGCTGCATCAATTTCAAACCACTAGATGGAGTGCTTCAtagtagtagtagtagtagtagtagtagTTAAGAAATGGCTCTGTAATATTTTGTAAGGATAGACTTACTTAGGATCATTTAAGTTTATATTGTTGGACCGTCTGCACAGCACTGCTACTTAGTTTCTAGTTACAGGATCTTCTATGTCATGCAACTCAAAGGCCCAAGAAGGTCAACCAGTGAGAAGTCAGATCACTGAAGTGACCTGAACTACCAGTATCC

ST‐E00142:460:H2K7HCCXY:6:2224:25418:39862 1 63 35 7 1 ACTGG CCAGTCCAGTCCAGTCCAGTCCAGTCCAGTCCAGT NA 1 1 18 0 115 CCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagt CCAGTCAAGTCCAGTCCAGC ACTGGGCTGGACTGGACT 0 42 43 20 157 18 60,321 59,795 48,500 38,500 2,526,584 F 159 CACGTCTGAACtccagtccagtccagtccagtccagtccagCCCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagtccagtccagtccagtCCAGCCCAGCccagtccagtccagtccagtCCAGCGcagtccagtccagtcCAGCCCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2224:25418:39862 1 63 35 7 1 ACTGG CCAGTCCAGTCCAGTCCAGTCCAGTCCAGTCCAGT NA 0 0 19 1 117 CCCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagCCCAGTCAAGTCCAGTCCAG GACTGGGCTGGACTGGACT 1 42 42 20 158 19 59,677 60,916 38,600 38,500 2,238,744 F 159 CACGTCTGAACtccagtccagtccagtccagtccagtccagCCCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagtccagtccagtccagtCCAGCCCAGCccagtccagtccagtccagtCCAGCGcagtccagtccagtcCAGCCCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2224:25418:39862 1 63 35 7 1 ACTGG CCAGTCCAGTCCAGTCCAGTCCAGTCCAGTCCAGT NA 0 0 19 0 116 CCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagt CCAGTCAAGTCCAGTCCAGC GACTGGGCTGGACTGGACT 0 42 43 20 158 19 60,321 60,916 48,500 38,500 2,236,891 F 159 CACGTCTGAACtccagtccagtccagtccagtccagtccagCCCAGTCAAGTCCAGTCCAGCccagtccagtccagtccagtccagtccagtccagtCCAGCCCAGCccagtccagtccagtccagtCCAGCGcagtccagtccagtcCAGCCCAGTCC

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 1 1 3 30 192 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC TCGAGCTAAATTGTTGCCACA 45 30 74 20 265 21 60,039 58,501 35,600 41,700 2,538,453 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 0 0 3 29 192 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC TCGAGCTAAATTGTTGCCACAG 45 29 74 20 265 22 60,039 59,516 35,600 36,600 2,523,133 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 0 0 3 28 191 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC CGAGCTAAATTGTTGCCACAGT 45 28 74 20 264 22 60,039 59,774 35,600 35,500 2,265,693 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 0 0 3 26 188 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC GCTAAATTGTTGCCACAGTGC 45 26 74 20 261 21 60,039 58,939 35,600 44,000 2,100,284 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 0 0 3 25 188 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC GCTAAATTGTTGCCACAGTGCT 45 25 74 20 261 22 60,039 60,288 35,600 44,000 2,327,651 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26677:61380 1 139 76 20 1.5 ACT TACTACTACTACTACTACTACTACTACTACTACTACT NA 0 0 4 26 189 TTTGACCTTCGCTGCAATGCCCACATCCCACAGGAT TTTGACCTTCGCTGCAATGC AGCTAAATTGTTGCCACAGTGC 45 26 74 20 262 22 60,039 60,288 35,600 44,000 2,327,651 F 288 AAAATCTGTTCAAAACAAGtatataGATGCAAAGGCAGCAAAAGGATTGCAATGATTCAAGAAAACTCACAATTTTGACCTTCGCTGCAATGCCCACATCCCACAGGATAATAATGATGATCATGGTGATGATGGTGAtactactactactactactactactactactactactactactactactactactactacGactactactactactAATAATTACCTcccccGTTAATTATAGCACTGTGGCAACAATTTAGCTCGATGTTTAATTACACAAATTTTGCA

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 1 1 17 27 155 TCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcag TCCCTGTCCCTCTCTCATTCT TGAGACAGGGACAGAGACTGA 44 27 3 21 157 21 59,351 59,575 24,000 34,100 3,074,017 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 17 23 151 TCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcag TCCCTGTCCCTCTCTCATTCT ACAGGGACAGAGACTGAGACT 44 23 3 21 153 21 59,351 59,573 24,000 32,400 3,075,936 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 17 21 149 TCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcag TCCCTGTCCCTCTCTCATTCT AGGGACAGAGACTGAGACTGA 44 21 3 21 151 21 59,351 59,292 24,000 34,100 3,356,557 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 23 10 123 tcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtct TCAGTCTCAGTCTCAGTCTCTGT TGAGACAGGGACAGAGACTGA 10 27 35 23 157 21 59,928 59,575 34,100 34,100 4,497,778 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 23 ‐20 129 TCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtc TCTGTCTCAGTCTCAGTCTCAGT TGAGACAGGGACAGAGACTGA ‐20 27 65 23 157 21 59,928 59,575 34,100 34,100 4,497,778 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:3437:17817_ 1 68 42 7 1 ACTGAG GTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGTCTCAGNA 0 0 23 ‐22 127 TgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcaTGTCTCAGTCTCAGTCTCAGTCT TGAGACAGGGACAGAGACTGA ‐22 27 67 23 157 21 59,928 59,575 32,400 34,100 4,497,778 F 158 TTTCCCTGTCCctctctCATTCTCAGTCTCTgtctcagtctcagtctcaGTCTCTGTCTAAGTCTCTgtctcagtctcagtctcagtctcagtctcagtctcagtctcaCTCTCAGTCTCACtctcagtctcagtctcagTCTCTGTCCCTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 1 1 3 23 190 GGGATGTCTCATGTACCTTTATTCCTTAATGGCATC GGGATGTCTCATGTACCTTTATTCC TGAGGGATTGAAGCGCTAGC 23 101 13 25 202 20 59,002 60,179 30,100 34,200 6,177,436 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 23 192 GGGATGTCTCATGTACCTTTATTCCTTAATGGCATC GGGATGTCTCATGTACCTTTATTCC GCTGAGGGATTGAAGCGCTA 23 103 13 25 204 20 59,002 60,179 30,100 42,600 6,177,436 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 3 23 195 GGGATGTCTCATGTACCTTTATTCCTTAATGGCATC GGGATGTCTCATGTACCTTTATTCC TCTGCTGAGGGATTGAAGCG 23 106 13 25 207 20 59,002 60,108 30,100 46,800 6,106,356 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 4 5 117 TTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctTTCCTTAATGGCATCCTGCTCA GGAACCATGCAGTGTAACAGA 5 48 34 22 150 21 59,758 58,222 42,600 34,100 5,020,239 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 116 TCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctc TCCTTAATGGCATCCTGCTCA GGAACCATGCAGTGTAACAGAA 5 47 35 21 150 22 59,154 58,854 42,600 30,200 4,991,857 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 116 TCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctc TCCTTAATGGCATCCTGCTCA GGAACCATGCAGTGTAACAGA 5 48 35 21 150 21 59,154 58,222 42,600 34,100 4,624,089 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 162 TCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctc TCCTTAATGGCATCCTGCTCA ATTGAAGCGCTAGCCCAAGT 5 95 35 21 196 20 59,154 60,035 42,600 31,600 1,880,846 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 168 TCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctc TCCTTAATGGCATCCTGCTCA TGAGGGATTGAAGCGCTAGC 5 101 35 21 202 20 59,154 60,179 42,600 34,200 2,024,863 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:5101:58110_ 1 61 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NA 0 0 5 5 173 TCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctc TCCTTAATGGCATCCTGCTCA TCTGCTGAGGGATTGAAGCG 5 106 35 21 207 20 59,154 60,108 42,600 46,800 1,953,784 A 234 CCTTCTCCTTTGGGGATGTCTCATGTACCTTTATTCCTTAATGGCATCCTGCTCATCATTctcctcctcctcctcctcctcTTCCTTAAAATAACATATAAATAAGGATATACTGTAGTGGCTTTTCATTCTGTTACACTGCATGGTTCCCTCCCTGAACTCTAAGATATCATAAAACTTGGGCTAGCGCTTCAATCCCTCAGCAGAAACAGTTTTCGTTAAAGCAAAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 1 1 3 24 166 tCACCGAGATATCAAGCCTTGAAGATTGAGGGGAG TCACCGAGATATCAAGCCTTGAA TGGACCAATGAGCCCAATTCT 24 74 49 23 214 21 59,549 59,641 26,900 24,000 4,809,605 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 4 25 166 tCACCGAGATATCAAGCCTTGAAGATTGAGGGGAG TCACCGAGATATCAAGCCTTGA TGGACCAATGAGCCCAATTCT 25 74 49 22 214 21 58,969 59,641 30,200 24,000 4,389,800 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 5 15 155 TCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGTCAAGCCTTGAAGATTGAGGG TGGACCAATGAGCCCAATTCT 15 74 60 21 214 21 57,923 59,641 43,000 24,000 4,436,271 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 6 23 116 tCACCGAGATATCAAGCCTTGAAGATTGAGGGGAG TCACCGAGATATCAAGCCTTGA GGGAGTGTGGAGGAAGATACTT 25 23 49 22 164 22 58,969 58,892 30,200 22,400 6,139,389 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 24 116 tCACCGAGATATCAAGCCTTGAAGATTGAGGGGAG TCACCGAGATATCAAGCCTTGA GGGAGTGTGGAGGAAGATACT 25 24 49 22 164 21 58,969 58,247 30,200 21,200 5,784,260 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

ST‐E00142:460:H2K7HCCXY:6:2224:6157:13070_ 1 96 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NA 0 0 7 15 105 TCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGTCAAGCCTTGAAGATTGAGGG GGGAGTGTGGAGGAAGATACT 15 24 60 21 164 21 57,923 58,247 43,000 21,200 5,830,731 F 242 CaaaaaGCTGAGGTAAAGTACTTTTCTTCAGGGGATTTGGCCTCtttttCACCGAGATATCAAGCCTTGAAGATTGAGGGGAGGGAAGGAGGGAGggaggaggaggaggaggaggaggaGAGCAATTAAGAGGTTaaaaaaaaaGTATCTTCCTCCACACTCCCCTCCCCTCAATTTGGGTGGATAcccccTGAGAATTGGGCTCATTGGTCCaaaaaaaaaGTGCTCCttttttttttttA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 1 1 1 22 246 CCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCACAACCTTCTCATTCCAAGG TTGCCATTGAGAACAGGAGTGA 159 22 8 22 253 22 59,178 59,894 36,100 34,100 4,928,307 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 22 117 AGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGAGCAGGCACCTTTCATACGA TGCCATTGAGAACAGGAGTGA 33 22 136 20 252 21 59,387 59,301 34,300 34,100 2,312,343 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 22 127 AGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAA AGCTCTTTCAAGCAGGCACC TGCCATTGAGAACAGGAGTGA 43 22 126 20 252 21 60,893 59,301 50,100 34,100 2,591,896 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 22 245 CCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCACAACCTTCTCATTCCAAGG TGCCATTGAGAACAGGAGTGA 159 22 8 22 252 21 59,178 59,301 36,100 34,100 4,521,052 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 21 245 CCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCACAACCTTCTCATTCCAAGG TGCCATTGAGAACAGGAGTGAA 159 21 8 22 252 22 59,178 59,894 36,100 31,800 4,928,307 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 3 22 126 GCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAA GCTCTTTCAAGCAGGCACCT TGCCATTGAGAACAGGAGTGA 42 22 127 20 252 21 60,893 59,301 40,000 34,100 2,591,896 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 3 22 211 CCACCAGGTCACAGCTGACACTGAGAAATTCACATCCCACCAGGTCACAGCTGAC TGCCATTGAGAACAGGAGTGA 128 22 42 19 252 21 60,302 59,301 35,100 34,100 3,001,115 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 3 21 211 CCACCAGGTCACAGCTGACACTGAGAAATTCACATCCCACCAGGTCACAGCTGAC TGCCATTGAGAACAGGAGTGAA 128 21 42 19 252 22 60,302 59,894 35,100 31,800 3,408,371 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 3 4 194 CCACCAGGTCACAGCTGACACTGAGAAATTCACATCCCACCAGGTCACAGCTGAC GTGAACTCTGATTTGTGCACCC 128 4 42 19 235 22 60,302 60,031 35,100 46,100 3,332,838 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 170 GTGCAGCAAGTCAATGACGGAGCTGACTCAGCCAT GTGCAGCAAGTCAATGACGG TGCCATTGAGAACAGGAGTGA 86 22 83 20 252 21 60,110 59,301 47,900 34,100 1,809,138 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 176 CAACACGTGCAGCAAGTCAATGACGGAGCTGACTC CAACACGTGCAGCAAGTCAA TGCCATTGAGAACAGGAGTGA 92 22 77 20 252 21 59,901 59,301 31,800 34,100 1,797,635 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1001_2 2 189 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 181 CACATCAACACGTGCAGCAAGTCAATGACGGAGCT CACATCAACACGTGCAGCAA TGCCATTGAGAACAGGAGTGA 97 22 72 20 252 21 59,971 59,301 39,100 34,100 1,728,250 F 261 CTTGAATCCACAACCTTCTCATTCCAAGGTAAGAATTCTACCCACCAGGTCACAGCTGACACTGAGAAATTCACATCAACACGTGCAGCAAGTCAATGACGGAGCTGACTCAGCCATCCTTCAGTAGCTCTTTCAAGCAGGCACCTTTCATACGAGTCTAAATAACAGCAGCCAGTATATTAGGAATAgtggtggtggtggtggtggtggggggggTGCACAAATCAGAGTTCACTCCTGTTCTCAATGGCAATAATCAAA

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 1 1 4 38 241 GTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATGTGGCCAAATCCATGCAGTG TCAACATAATGAGGAGACAGGCA 139 38 55 20 295 23 60,109 59,481 36,600 47,500 3,627,627 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 38 246 GAACGGTGGCCAAATCCATGCAGTGATCTGGTGTT GAACGGTGGCCAAATCCATG TCAACATAATGAGGAGACAGGCA 144 38 50 20 295 23 59,827 59,481 36,600 47,500 3,692,362 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 130 CCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCC CCGGAGTCTTATCAGGCACTC GGCATTGTCACCAAGAATCAGG 46 20 147 21 276 22 59,932 59,835 35,100 38,600 3,232,852 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 130 CCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCC CCGGAGTCTTATCAGGCACT GGCATTGTCACCAAGAATCAGG 47 20 147 20 276 22 58,885 59,835 44,000 38,600 3,280,497 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 131 TCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTC TCCGGAGTCTTATCAGGCAC GGCATTGTCACCAAGAATCAGG 48 20 146 20 276 22 58,888 59,835 50,100 38,600 3,277,143 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 147 GCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACGCGCTGTTATTTGGGATCCG GGCATTGTCACCAAGAATCAGG 64 20 130 20 276 22 59,692 59,835 41,800 38,600 2,472,791 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 222 GTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATGTGGCCAAATCCATGCAGTG GGCATTGTCACCAAGAATCAGG 139 20 55 20 276 22 60,109 59,835 36,600 38,600 2,273,550 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 20 227 GAACGGTGGCCAAATCCATGCAGTGATCTGGTGTT GAACGGTGGCCAAATCCATG GGCATTGTCACCAAGAATCAGG 144 20 50 20 276 22 59,827 59,835 36,600 38,600 2,338,285 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 15 142 GCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACGCGCTGTTATTTGGGATCCG TGTCACCAAGAATCAGGAGGAC 64 15 130 20 271 22 59,692 59,697 41,800 38,500 2,610,782 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 14 141 GCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACGCGCTGTTATTTGGGATCCG GTCACCAAGAATCAGGAGGACA 64 14 130 20 270 22 59,692 59,697 41,800 40,200 2,610,782 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 38 247 AGAACGGTGGCCAAATCCATGCAGTGATCTGGTGT AGAACGGTGGCCAAATCCAT TCAACATAATGAGGAGACAGGCA 145 38 49 20 295 23 59,960 59,481 34,100 47,500 3,558,725 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1004_3 3 214 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 20 228 AGAACGGTGGCCAAATCCATGCAGTGATCTGGTGT AGAACGGTGGCCAAATCCAT GGCATTGTCACCAAGAATCAGG 145 20 49 20 276 22 59,960 59,835 34,100 38,600 2,204,649 A 302 TGGNNANTGNTNTNNNTNNNNNNNNNTCNTNCTNCTNNNNNNNNNNNCAGAACGGTGGCCAAATCCATGCAGTGATCTGGTGTTTCAGATTGATGTAAGGATGAGGGATGTGAGTTCCGTTGTCGGAAAGCGCTGTTATTTGGGATCCGGAGTCTTATCAGGCACTCTGCGATAGCCTCTCCAGGTCAAAGATATCCAGGAAATGCTCTATCTtcctcctcctcctcctcctccACCATCCCCTGATTTGTCCTCCTGATTCTTGGTGACAATGCCTGTCTCCTCATTATGTTGAAGACCTG

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 1 1 4 96 300 TGATTGATGTTGTGTATTGCCGAAAANAGCAAACG TGATTGATGTTGTGTATTGCCGA ACGCAAATTAGTGAAGTGCTTT 96 129 4 23 303 22 58,994 57,432 55,400 35,100 8,574,471 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 5‐May 94 300 TTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCTTGATGTTGTGTATTGCCGAAA GGAACGCAAATTAGTGAAGTGC 94 132 7 22 306 22 57,162 58,766 34,600 44,000 8,072,282 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 5‐May 94 300 TTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCTTGATGTTGTGTATTGCCGAAA GGAACGCAAATTAGTGAAGTGCT 94 131 7 22 306 23 57,162 60,058 34,600 44,000 7,896,120 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 148 GCATACTGTCAGAGTCTGGGGCCACANTTCAACCT GCATACTGTCAGAGTCTGGG CAGTGGTGACTGTGATGCTT 52 26 51 20 198 20 57,407 58,112 44,500 39,100 4,481,561 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 149 AGCATACTGTCAGAGTCTGGGGCCACANTTCAACC AGCATACTGTCAGAGTCTGGG CAGTGGTGACTGTGATGCTT 52 26 50 21 198 20 58,893 58,112 44,500 39,100 3,994,780 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 150 CAGCATACTGTCAGAGTCTGGGGCCACANTTCAAC CAGCATACTGTCAGAGTCTGGG CAGTGGTGACTGTGATGCTT 52 26 49 22 198 20 60,159 58,112 44,500 39,100 4,047,342 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 195 TGATTGATGTTGTGTATTGCCGAAAANAGCAAACG TGATTGATGTTGTGTATTGCCG CAGTGGTGACTGTGATGCTT 97 26 4 22 198 20 57,646 58,112 56,900 39,100 6,242,286 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 195 TGATTGATGTTGTGTATTGCCGAAAANAGCAAACG TGATTGATGTTGTGTATTGCCGA CAGTGGTGACTGTGATGCTT 96 26 4 23 198 20 58,994 58,112 55,400 39,100 5,894,534 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 6 26 195 TGATTGATGTTGTGTATTGCCGAAAANAGCAAACG TGATTGATGTTGTGTATTGCCGAA CAGTGGTGACTGTGATGCTT 95 26 4 24 198 20 59,543 58,112 43,000 39,100 6,345,471 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 8 52 269 GCATACTGTCAGAGTCTGGGGCCACANTTCAACCT GCATACTGTCAGAGTCTGGG CGTGTACCTTGAAGGAACGC 52 147 51 20 319 20 57,407 59,212 44,500 48,400 3,381,737 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 8 52 270 AGCATACTGTCAGAGTCTGGGGCCACANTTCAACC AGCATACTGTCAGAGTCTGGG CGTGTACCTTGAAGGAACGC 52 147 50 21 319 20 58,893 59,212 44,500 48,400 2,894,956 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1005_4 4 123 30 10 1 AAT TTATTATTATTATTATTATTATTATTATTA NO 0 0 8 52 271 CAGCATACTGTCAGAGTCTGGGGCCACANTTCAAC CAGCATACTGTCAGAGTCTGGG CGTGTACCTTGAAGGAACGC 52 147 49 22 319 20 60,159 59,212 44,500 48,400 2,947,518 F 329 TGATGATTGATGTTGTGTATTGCCGAAAANAGCAAACGTTCCAATGAACAGCATACTGTCAGAGTCTGGGGCCACANTTCAACCTNTCAAATTATGCAATATTATTCGAAGCTATTTCGAATttattattattattattattattattattaTNNNNNNTATTAtttttGTNANTATTAAGCATCACAGTCACCACTGAATACATAGTATGGTGaaaaaGTTCAGTTTGAGATTATATTATAAAAGAGTAAGTGTATTATTTATAAATTTCTAAATTATCTAAAGCACTTCACTAATTTGCGTTCCTTCAAGGTACACGTGTGAATTCT

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 1 1 5 7 134 AGCCACTCCTGCTCAATGttttttATTtttatttatttatttat AGCCACTCCTGCTCAATGTT CTCCCTCAGCTGATGCATCA 7 48 18 20 151 20 59,597 59,531 27,100 30,700 0.871919 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 5 7 135 AGCCACTCCTGCTCAATGttttttATTtttatttatttatttat AGCCACTCCTGCTCAATGTT TCTCCCTCAGCTGATGCATC 7 49 18 20 152 20 59,597 59,242 27,100 39,100 1,160,783 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 5 7 139 AGCCACTCCTGCTCAATGttttttATTtttatttatttatttat AGCCACTCCTGCTCAATGTT CTGCTCTCCCTCAGCTGATG 7 53 18 20 156 20 59,597 59,895 27,100 30,700 0.508495 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 5 7 196 AGCCACTCCTGCTCAATGttttttATTtttatttatttatttat AGCCACTCCTGCTCAATGTT AGTGTTGTGCCATCAGGTCA 7 110 18 20 213 20 59,597 59,526 27,100 40,200 0.877026 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 6 15 147 TGTTACTGAGCCACTCCTGCTCAATGttttttATTtttat TGTTACTGAGCCACTCCTGC CTGCTCTCCCTCAGCTGATG 15 53 10 20 156 20 59,678 59,895 48,500 30,700 0.426894 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 6 15 183 TGTTACTGAGCCACTCCTGCTCAATGttttttATTtttat TGTTACTGAGCCACTCCTGC ACAAGGGCAAGGAAACCTCC 15 89 10 20 192 20 59,678 60,179 48,500 43,000 0.500632 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 6 15 190 TGTTACTGAGCCACTCCTGCTCAATGttttttATTtttat TGTTACTGAGCCACTCCTGC AGGTCAAACAAGGGCAAGGA 15 96 10 20 199 20 59,678 59,444 48,500 33,600 0.877439 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 6 15 204 TGTTACTGAGCCACTCCTGCTCAATGttttttATTtttat TGTTACTGAGCCACTCCTGC AGTGTTGTGCCATCAGGTCA 15 110 10 20 213 20 59,678 59,526 48,500 40,200 0.795426 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1009_2 2 45 39 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATTATATANO 0 0 6 7 175 AGCCACTCCTGCTCAATGttttttATTtttatttatttatttat AGCCACTCCTGCTCAATGTT ACAAGGGCAAGGAAACCTCC 7 89 18 20 192 20 59,597 60,179 27,100 43,000 0.582232 F 215 CAGTAGTGGTGTTACTGAGCCACTCCTGCTCAATGttttttATTtttatttatttatttatttatttatttatttaTtatataAAATATaaaaaaTAAAATGGGCATTGAAGGcccccAACCATAGTATATTGATGCATCAGCTGAGGGAGAGCAGTAGGTGGTAATCAACAGGAGGTTTCCTTGCCCTTGTTTGACCTGATGGCACAACACTTC

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 1 1 3 44 182 GGCTGAGATATCTGATGACAGCATTTTCTCCAACATGGCTGAGATATCTGATGACAGCA CAGAGGCAGGGATGAAGGTT 44 71 54 23 235 20 59,993 59,377 44,100 35,000 3,629,309 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 3 44 183 GGCTGAGATATCTGATGACAGCATTTTCTCCAACATGGCTGAGATATCTGATGACAGCA TCAGAGGCAGGGATGAAGGT 44 72 54 23 236 20 59,993 60,253 44,100 35,000 3,259,526 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 3 0 139 GAAATAAGCTTCTGACCACACTGcatcatcatcatcatcaGAAATAAGCTTCTGACCACACTG TCAGAGGCAGGGATGAAGGT 0 72 98 23 236 20 57,711 60,253 36,600 35,000 5,541,424 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 4 77 253 AGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCT AGTGACTTTATCTCTCTTCCTCGC GCCAGGAGAGCTTGGGAATA 77 108 20 24 272 20 59,903 59,160 50,300 17,500 4,937,233 F 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 4 45 184 AGGCTGAGATATCTGATGACAGCATTTTCTCCAACAAGGCTGAGATATCTGATGACAGC TCAGAGGCAGGGATGAAGGT 45 72 53 23 236 20 59,741 60,253 44,000 35,000 3,511,753 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 4 1 139 AGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcAGAAATAAGCTTCTGACCACACT CAGAGGCAGGGATGAAGGTT 1 71 97 23 235 20 57,766 59,377 35,500 35,000 5,857,131 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 4 0 139 AGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcAGAAATAAGCTTCTGACCACACTG CAGAGGCAGGGATGAAGGTT 0 71 97 24 235 20 59,000 59,377 36,600 35,000 5,622,615 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 5 76 251 TGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGA TGACTTTATCTCTCTTCCTCGCA GCCAGGAGAGCTTGGGAATA 76 108 22 23 272 20 58,983 59,160 51,000 17,500 4,857,072 F 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 5 76 252 TGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGA TGACTTTATCTCTCTTCCTCGCA AGCCAGGAGAGCTTGGGAAT 76 109 22 23 273 20 58,983 60,918 51,000 30,100 4,935,435 F 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 8 45 190 GGCTGAGATATCTGATGACAGCATTTTCTCCAACATGGCTGAGATATCTGATGACAGC ACAGGATTCAGAGGCAGGGA 45 79 54 22 243 20 58,412 60,253 44,000 42,000 3,840,804 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 8 45 191 AGGCTGAGATATCTGATGACAGCATTTTCTCCAACAAGGCTGAGATATCTGATGACAGC ACAGGATTCAGAGGCAGGGA 45 79 53 23 243 20 59,741 60,253 44,000 42,000 3,511,753 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1012_2 2 121 24 8 1 ATC CATCATCATCATCATCATCATCAT NO 0 0 8 44 190 GGCTGAGATATCTGATGACAGCATTTTCTCCAACATGGCTGAGATATCTGATGACAGCA ACAGGATTCAGAGGCAGGGA 44 79 54 23 243 20 59,993 60,253 44,100 42,000 3,259,526 A 282 CAAACTTTATTTTCTAGCTAGTGACTTTAtctctcTTCCTCGCAATTTTGTGAGGCTGAGATATCTGATGACAGCATTTTCTCCAACATTGGATTCAGAAATAAGCTTCTGACCACACTGcatcatcatcatcatcatcatcatTATAATACCACCTATTCCCTCCCCTGTATCANTGCCCGGTTCCACNCTTACCTCAGCTCATATGATATTGAAACCTTCATCCCTGCCTCTGAATCCTGTATGGTTGATTATTCCCAAGCTCTCCTGGCTGGCCACATA

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 1 1 3 0 140 CCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCA CCACTGTGAGGCTGCCTTTA GTCTTCAATCCTCAGTTCTTTGG 76 0 112 20 251 23 59,963 57,380 18,500 32,800 5,656,357 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 0 246 GGAAATGCCCACCACAGGGCAGCTGTGGCCACCTT GGAAATGCCCACCACAGG GTCTTCAATCCTCAGTTCTTTGG 184 0 6 18 251 23 58,301 57,380 40,000 32,800 9,318,391 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 0 131 GGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATC GGCTGCCTTTACTCCTCGAA GTCTTCAATCCTCAGTTCTTTGG 67 0 121 20 251 23 59,751 57,380 37,100 32,800 5,869,024 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 5 0 173 TGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCATGATTGAGCACTCTGCCCTC GTCTTCAATCCTCAGTTCTTTGG 109 0 79 20 251 23 59,749 57,380 43,000 32,800 5,870,979 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 104 GTCTGGATCTGCACAGTGGTCTTAATATTTACTCAT GTCTGGATCTGCACAGTGGT GTCTTCAATCCTCAGTTCTTTGG 40 0 148 20 251 23 59,677 57,380 41,600 32,800 5,942,600 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 133 GAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGAGAGGCTGCCTTTACTCCTCG GTCTTCAATCCTCAGTTCTTTGG 69 0 119 20 251 23 60,179 57,380 46,300 32,800 5,798,723 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 172 GATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACGATTGAGCACTCTGCCCTCC GTCTTCAATCCTCAGTTCTTTGG 108 0 80 20 251 23 60,463 57,380 43,000 32,800 6,083,100 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 223 TGTGGCCACCTTTCAATCGAGGCCACAGGGCATGG TGTGGCCACCTTTCAATCGA GTCTTCAATCCTCAGTTCTTTGG 159 0 29 20 251 23 59,890 57,380 35,900 32,800 5,729,158 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 225 GCTGTGGCCACCTTTCAATCGAGGCCACAGGGCAT GCTGTGGCCACCTTTCAATC GTCTTCAATCCTCAGTTCTTTGG 161 0 27 20 251 23 59,755 57,380 26,700 32,800 5,864,347 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1014_2 2 208 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 0 226 AGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCA AGCTGTGGCCACCTTTCAAT GTCTTCAATCCTCAGTTCTTTGG 162 0 26 20 251 23 60,179 57,380 25,700 32,800 5,798,578 F 251 AATGGGGAAATGCCCACCACAGGGCAGCTGTGGCCACCTTTCAATCGAGGCCACAGGGCATGGGGAGTTaaaaaTGGTTGATTGAGCACTCTGCCCTCCCGCCAGGGTCTGCCACTGTGAGGCTGCCTTTACTCCTCGAAAATTCCAGTCTGGATCTGCACAGTGGTCTTAATATTTACTCATTggggggCATAATAGTAATAATAGtaataataataataataataaCCAAAGAACTGAGGATTGAAGAC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 1 1 3 53 255 ACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTACATTCTCCCTAAGAAGTCCCA TCTGAAAGACCCGAACGCC 134 53 16 22 270 19 58,197 60,005 43,700 56,800 4,808,734 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 3 53 255 ACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTACATTCTCCCTAAGAAGTCCCAG TCTGAAAGACCCGAACGCC 133 53 16 23 270 19 59,222 60,005 44,500 56,800 4,782,915 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 31 149 AGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCAGATTGGTGATCCCAGGTGG CTGAAAGACCCGAACGCCAC 31 51 121 20 269 20 59,078 61,566 46,100 50,100 2,487,914 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 31 150 AGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCAGATTGGTGATCCCAGGTGG TCTGAAAGACCCGAACGCC 31 53 121 20 270 19 59,078 60,005 46,100 56,800 1,927,289 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 11 109 AGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCAGATTGGTGATCCCAGGTGG TCCAGAGAATTGGGTTCGGC 31 11 121 20 229 20 59,078 60,035 46,100 55,400 0.957334 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 10 98 TCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCT TCCCAGGTGGAGATGCCTC CCAGAGAATTGGGTTCGGCT 22 10 131 19 228 20 60,691 60,035 47,000 55,200 1,725,689 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 10 108 AGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCAGATTGGTGATCCCAGGTGG CCAGAGAATTGGGTTCGGCT 31 10 121 20 228 20 59,078 60,035 46,100 55,200 0.956951 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 4 10 213 ACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTACATTCTCCCTAAGAAGTCCCAG CCAGAGAATTGGGTTCGGCT 133 10 16 23 228 20 59,222 60,035 44,500 55,200 3,812,578 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 5 53 248 CCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGCCCTAAGAAGTCCCAGAAATTGC TCTGAAAGACCCGAACGCC 126 53 23 23 270 19 59,303 60,005 35,600 56,800 4,701,941 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 5 31 149 AGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCAGATTGGTGATCCCAGGTGG CTGAAAGACCCGAACGCCA 31 52 121 20 269 19 59,078 60,301 46,100 56,900 2,223,296 A 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 5 11 207 CCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGCCCTAAGAAGTCCCAGAAATTGC TCCAGAGAATTGGGTTCGGC 126 11 23 23 229 20 59,303 60,035 35,600 55,400 3,731,987 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1019_2 2 172 27 9 1 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCC TCC_172_198 0 0 5 10 206 CCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGCCCTAAGAAGTCCCAGAAATTGC CCAGAGAATTGGGTTCGGCT 126 10 23 23 228 20 59,303 60,035 35,600 55,200 3,731,603 B 278 CTAGAAATAACCTTAACATTCTCCCTAAGAAGTCCCAGAAATTGCAAAACTAGCTTTGTTAAATTGACATTTAACCTTTAGAAATACACAAAGAAGAAAAGgagagagaTGGGTTGTTATAGATTGGTGATCCCAGGTGGAGATGCCTCTCGCTTCTNCCTCGCCTCCCCGtcctcctcctcctcctcctcctcctccGCCGTCAATAAGCCGAACCCAATTCTCTGGATGAGGCCGCGGACCAGCCGGGTGGCGTTCGGGTCTTTCAGAACCAAGGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 1 1 3 41 155 TGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGA TGCGCAATCAGTTCATCTGT AACAGACCGTGACAGGAAGC 50 41 127 20 281 20 58,188 60,250 34,100 38,600 2,062,146 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 3 41 190 ACATGGCTATCAGATCGCACTTATTTATTTCTATTTGACATGGCTATCAGATCGCACT AACAGACCGTGACAGGAAGC 84 41 92 21 281 20 59,309 60,250 44,000 38,600 1,940,804 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 3 41 241 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA AACAGACCGTGACAGGAAGC 134 41 41 22 281 20 58,802 60,250 43,700 38,600 3,447,894 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 3 41 241 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCAA AACAGACCGTGACAGGAAGC 133 41 41 23 281 20 59,404 60,250 41,200 38,600 3,845,956 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 3 30 144 TGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGA TGCGCAATCAGTTCATCTGT ACAGGAAGCGACAGAGGGTA 50 30 127 20 270 20 58,188 60,252 34,100 36,900 2,063,888 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 3 30 179 ACATGGCTATCAGATCGCACTTATTTATTTCTATTTGACATGGCTATCAGATCGCACT ACAGGAAGCGACAGAGGGTA 84 30 92 21 270 20 59,309 60,252 44,000 36,900 1,942,546 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 4 41 193 GAGACATGGCTATCAGATCGCACTTATTTATTTCTA GAGACATGGCTATCAGATCGCA AACAGACCGTGACAGGAAGC 86 41 89 22 281 20 60,030 60,250 51,000 38,600 2,279,471 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 4 41 240 CCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGT CCCTTCAATATTCAGGTCCCA AACAGACCGTGACAGGAAGC 134 41 42 21 281 20 57,048 60,250 43,700 38,600 4,201,473 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 4 23 137 TGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGA TGCGCAATCAGTTCATCTGT GCGACAGAGGGTAAGAGTGA 50 23 127 20 263 20 58,188 58,825 34,100 34,100 2,987,018 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 80 229 ACATGGCTATCAGATCGCACTTATTTATTTCTATTTGACATGGCTATCAGATCGCACT ACAAGGCAAGAGAGCAAGGT 84 80 92 21 320 20 59,309 59,524 44,000 35,000 2,166,799 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 80 280 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA ACAAGGCAAGAGAGCAAGGT 134 80 41 22 320 20 58,802 59,524 43,700 35,000 3,673,890 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 49 290 TTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACC TTTCCTAACTTCCTGTACTTCCTAAAT ATATTGTAAATGATAAACAGACCGTGA 163 49 7 27 296 27 58,113 57,392 14,000 43,500 18,495,381 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 49 290 TTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACC TTTCCTAACTTCCTGTACTTCCTAA ATATTGTAAATGATAAACAGACCGTGA 165 49 7 25 296 27 57,139 57,392 26,900 43,500 17,468,637 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 49 290 TTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACC TTTCCTAACTTCCTGTACTTCCTAAA ATATTGTAAATGATAAACAGACCGTGA 164 49 7 26 296 27 57,734 57,392 18,500 43,500 17,874,351 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 41 192 AGACATGGCTATCAGATCGCACTTATTTATTTCTATTAGACATGGCTATCAGATCGCA AACAGACCGTGACAGGAAGC 86 41 90 21 281 20 59,034 60,250 51,000 38,600 2,216,265 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 5 23 138 TGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGA TGCGCAATCAGTTCATCTGT AGCGACAGAGGGTAAGAGTGA 50 23 127 20 264 21 58,188 60,272 34,100 34,100 3,084,217 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 92 292 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCAA AACCAAACAGAGACAAGGCA 133 92 41 23 332 20 59,404 57,565 41,200 47,500 6,031,418 B 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 92 292 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA AACCAAACAGAGACAAGGCA 134 92 41 22 332 20 58,802 57,565 43,700 47,500 5,633,356 B 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 89 291 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA ACCAAACAGAGACAAGGCAAGA 134 89 41 22 331 22 58,802 60,092 43,700 30,200 5,290,413 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 84 240 ACATGGCTATCAGATCGCACTTATTTATTTCTATTTGACATGGCTATCAGATCGCACT ACCAAACAGAGACAAGGCAAGA 84 89 92 21 331 22 59,309 60,092 44,000 30,200 3,783,322 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 84 241 ACATGGCTATCAGATCGCACTTATTTATTTCTATTTGACATGGCTATCAGATCGCACT AACCAAACAGAGACAAGGCA 84 92 92 21 332 20 59,309 57,565 44,000 47,500 4,126,265 B 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 6 24 138 TGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGA TGCGCAATCAGTTCATCTGT AGCGACAGAGGGTAAGAGTG 50 24 127 20 264 20 58,188 58,822 34,100 35,100 2,990,511 A 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 7 92 293 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA AAACCAAACAGAGACAAGGCA 134 92 41 22 333 21 58,802 58,266 43,700 47,500 5,931,940 B 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 7 90 291 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA ACCAAACAGAGACAAGGCAAG 134 90 41 22 331 21 58,802 58,699 43,700 40,100 5,499,329 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1022_3 3 197 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_197_220 0 0 8 91 291 ACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGACCCTTCAATATTCAGGTCCCA ACCAAACAGAGACAAGGCAA 134 91 41 22 331 20 58,802 57,565 43,700 45,200 5,633,356 F 362 CCACCTTTTCCTAACTTCCTGTACTTCCTAAATGTCATGTACCCTTCAATATTCAGGTCCCAATCTATGTCATTCTGTAGCCATTACAGAGACATGGCTATCAGATCGCACTTATTTATTTCTATTTGCGCAATCAGTTCATCTGTTTTGTTTTGAATGCGACGTGCATTTAGATACAGAACTTTTAGTTTTGTCCtattattattattattattattatTACACCTAGCCTTATCTGCTGATTCACTCTTACCCTCTGTCGCTTCCTGTCACGGTCTGTTTATCATTTACAATATTAGTACCTTGctctctTGCCTTGTCTCTGTTTGGTTTACCACATCTTCCCAAATTTGGTCCCCTGC

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 4 5 181 AGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaAGGGAAGAATGGAGCCCGAA AAGATGGCAGCCGCTAACC 5 110 27 20 207 19 60,914 60,452 43,000 28,500 2,366,525 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 4 122 GGGAAGAATGGAGCCCGAAGGTGAgaggaggaggag GGGAAGAATGGAGCCCGAAG CGCGGGACCTACAATGTCTT 4 51 28 20 149 20 60,465 60,108 37,900 30,100 0.572883 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 4 124 GGGAAGAATGGAGCCCGAAGGTGAgaggaggaggag GGGAAGAATGGAGCCCGAAG AACGCGGGACCTACAATGTC 4 53 28 20 151 20 60,465 60,391 37,900 30,600 0.855289 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 4 125 GGGAAGAATGGAGCCCGAAGGTGAgaggaggaggag GGGAAGAATGGAGCCCGAAG AAACGCGGGACCTACAATGT 4 54 28 20 152 20 60,465 59,964 37,900 27,100 0.500293 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 4 180 GGGAAGAATGGAGCCCGAAGGTGAgaggaggaggag GGGAAGAATGGAGCCCGAAG AAGATGGCAGCCGCTAACCT 4 109 28 20 207 20 60,465 61,915 37,900 35,000 2,379,632 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 4 180 GGGAAGAATGGAGCCCGAAGGTGAgaggaggaggag GGGAAGAATGGAGCCCGAAG AAGATGGCAGCCGCTAACC 4 110 28 20 207 19 60,465 60,452 37,900 28,500 1,916,662 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 15 190 GCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAGCAGGGCGGAGGGAAGAAT AAGATGGCAGCCGCTAACCT 15 109 18 19 207 20 62,049 61,915 24,000 35,000 4,964,158 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 15 190 GCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAGCAGGGCGGAGGGAAGAAT AAGATGGCAGCCGCTAACC 15 110 18 19 207 19 62,049 60,452 24,000 28,500 4,501,188 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 16 190 GCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAGCAGGGCGGAGGGAAGAA AAGATGGCAGCCGCTAACC 16 110 18 18 207 19 61,717 60,452 25,200 28,500 5,169,402 F 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 14 141 CAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgCAGGGCGGAGGGAAGAATG GAGCTGCAAACGCGGGAC 14 63 19 19 159 18 60,153 62,090 26,700 44,600 5,243,143 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 13 141 CAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgCAGGGCGGAGGGAAGAATGG GAGCTGCAAACGCGGGAC 13 63 19 20 159 18 62,615 62,090 31,600 44,600 6,705,284 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1023_2 2 52 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 7 13 140 AGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaAGGGCGGAGGGAAGAATGG GAGCTGCAAACGCGGGAC 13 63 20 19 159 18 61,379 62,090 31,600 44,600 6,468,691 A 207 GAAATGGGNGAGAACGGGCAGGGCGGAGGGAAGAATGGAGCCCGAAGGTGAgaggaggaggaggaggaggaggaggagGGAGGGAGGGGAAGCTTCATAAACACCCGGTGTAGGCCTCAAGCCCCGAATAAGACATTGTAGGTCCCGCGTTTGCAGCTCgggggCtttttttCCGGGCAACAGGCCCAGGTTAGCGGCTGCCATCTT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 1 1 4 15 121 GGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGt GGGCCGTACTAGTAATTCCACT CGGAGCCTAGTCTGGTCAAT 15 43 153 22 273 20 59,303 58,885 40,000 25,700 3,812,696 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 4 15 122 GGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGt GGGCCGTACTAGTAATTCCACT CCGGAGCCTAGTCTGGTCAA 15 44 153 22 274 20 59,303 60,971 40,000 31,800 3,668,166 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 58 291 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAACATGCACTCCTGCTGCCC CTCAAGTTGAGCTTATACCGGAG 171 58 1 18 291 23 61,139 58,636 53,600 46,300 7,502,797 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 57 290 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAACATGCACTCCTGCTGCCC TCAAGTTGAGCTTATACCGGAGC 171 57 1 18 290 23 61,139 60,430 53,600 47,000 6,569,172 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 57 290 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAACATGCACTCCTGCTGCCCT TCAAGTTGAGCTTATACCGGAGC 170 57 1 19 290 23 62,640 60,430 51,900 47,000 7,070,632 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 56 248 TGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAG TGAAGGCCAACCATCAGGAA AGTTGAGCTTATACCGGAGCC 130 56 40 20 287 21 59,223 59,587 33,600 47,000 2,189,887 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 55 244 AGGCCAACCATCAGGAAGTTTCTCAAAATCAGGAT AGGCCAACCATCAGGAAGTT GTTGAGCTTATACCGGAGCCT 127 55 43 20 286 21 59,220 59,587 26,600 45,800 2,193,074 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 55 247 TGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAG TGAAGGCCAACCATCAGGAA GTTGAGCTTATACCGGAGCCT 130 55 40 20 286 21 59,223 59,587 33,600 45,800 2,189,887 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 5 16 122 GGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGt GGGCCGTACTAGTAATTCCAC CCGGAGCCTAGTCTGGTCAA 16 44 153 21 274 20 57,897 60,971 40,200 31,800 4,074,383 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 Jun‐75 5 165 TCAGGATGTTGGGCAAGGTTAAATTCAACANTGTA TCAGGATGTTGGGCAAGGTT GCCGAGATTAAAGTCAGCGC 99 5 71 20 235 20 59,518 59,698 35,000 59,200 0.784434 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 Jun‐75 5 193 AGGCCAACCATCAGGAAGTTTCTCAAAATCAGGAT AGGCCAACCATCAGGAAGTT GCCGAGATTAAAGTCAGCGC 127 5 43 20 235 20 59,220 59,698 26,600 59,200 1,081,985 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 Jun‐75 5 194 AAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGA AAGGCCAACCATCAGGAAGT GCCGAGATTAAAGTCAGCGC 128 5 42 20 235 20 59,220 59,698 30,100 59,200 1,081,985 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 Jun‐75 5 196 TGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAG TGAAGGCCAACCATCAGGAA GCCGAGATTAAAGTCAGCGC 130 5 40 20 235 20 59,223 59,698 33,600 59,200 1,078,798 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 7 5 166 ATCAGGATGTTGGGCAAGGTTAAATTCAACANTGT ATCAGGATGTTGGGCAAGGTT GCCGAGATTAAAGTCAGCGC 99 5 70 21 235 20 59,922 59,698 35,000 59,200 1,379,650 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1027_3 3 190 21 7 1 AAG TCTTCTTCTTCTTCTTCTTCT NO 0 0 8 5 166 ATCAGGATGTTGGGCAAGGTTAAATTCAACANTGT ATCAGGATGTTGGGCAAGGT GCCGAGATTAAAGTCAGCGC 100 5 70 20 235 20 59,294 59,698 35,000 59,200 1,008,420 F 309 CATGCACTCCTGCTGCCCTCCCCTCCAAGTTCAACAATATGAAGGCCAACCATCAGGAAGTTTCTCAAAATCAGGATGTTGGGCAAGGTTAAATTCAACANTGTAACAGTAAGATCAGCTNCCTGTTGTGTaaaaaTTTaaaaaaaaaTTTGGGGCCGTACTAGTAATTCCACtttttCCTCCTATGTGtcttcttcttcttcttcttctTGGCAGCGCTGACTTTAATCTCGGCCTTCTTTTCAATTTCCTTATTGACCAGACTAGGCTCCGGTATAAGCTCAACTTGAGTGAACTCAGTGGTTGAGT

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 1 1 4 34 159 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA CGAAAGGTGCTAAATGGATGCA 34 53 2 20 160 22 60,038 59,577 43,000 39,600 2,460,882 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 34 160 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA ACGAAAGGTGCTAAATGGATGC 34 54 2 20 161 22 60,038 59,576 43,000 39,100 2,461,236 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 34 164 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA GGTCACGAAAGGTGCTAAATGG 34 58 2 20 165 22 60,038 59,838 43,000 31,600 2,199,306 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 34 228 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA CCTACAACAGTGACTGCAAATCA 34 121 2 20 229 23 60,038 59,185 43,000 25,700 3,852,539 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 34 229 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA TCCTACAACAGTGACTGCAAA 34 124 2 20 230 21 60,038 57,448 43,000 36,800 3,589,829 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 34 230 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA ATCCTACAACAGTGACTGCAA 34 125 2 20 231 21 60,038 57,230 43,000 40,800 3,807,436 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 4 15 119 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA GGCACGTTGTACACCCTGTA 34 15 2 20 120 20 60,038 59,966 43,000 27,400 0.071478 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 5 6 91 CCCAAGATGCCTGTGTACCACACGNGcatcatcatcat CCCAAGATGCCTGTGTACCA GGCACGTTGTACACCCTGTA 6 15 30 20 120 20 59,672 59,966 32,500 27,400 0.361705 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr1028_2 2 56 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 6 17 121 CCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATCCGTCCAATCTGACACCGAA AAGGCACGTTGTACACCCTG 34 17 2 20 122 20 60,038 60,534 43,000 44,500 0.571900 A 262 TCCGTCCAATCTGACACCGAAAATTAGGTCCCAAGATGCCTGTGTACCACACGNGcatcatcatcatcatcatcatcatcatcatCGCACCAATTATGCATACAGGGTGTACAACGTGCCTTACGAAGAGAAAGAATTTGCATCCATTTAGCACCTTTCGTGACCTCNGGATGTCTCAAAGTGCTCTATAACCAATGAAGTACTTATGATTTGCAGTCACTGTTGTAGGATAGAAAACATGACAGCCAATTTGGcacacaca

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 1 1 4 2 219 GGCTGCTATCCTCATGTTTGCTTATGATGTCCACAA GGCTGCTATCCTCATGTTTGC GGACTACACAGAGAAACCCTGT 142 2 38 21 256 22 59,664 59,367 36,800 40,000 3,969,606 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 0 0 4 2 248 cACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTCACTGGCCTGGAACTTGCTA GGACTACACAGAGAAACCCTGT 172 2 9 20 256 22 59,963 59,367 34,900 40,000 2,670,213 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 0 0 5 4 220 GGCTGCTATCCTCATGTTTGCTTATGATGTCCACAA GGCTGCTATCCTCATGTTTGC AGGACTACACAGAGAAACCCT 142 4 38 21 257 21 59,664 57,738 36,800 43,400 4,597,943 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 0 0 5 4 249 cACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTCACTGGCCTGGAACTTGCTA AGGACTACACAGAGAAACCCT 172 4 9 20 257 21 59,963 57,738 34,900 43,400 3,298,550 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 0 0 6 3 220 GGCTGCTATCCTCATGTTTGCTTATGATGTCCACAA GGCTGCTATCCTCATGTTTGC AGGACTACACAGAGAAACCCTG 142 3 38 21 257 22 59,664 59,099 36,800 44,500 4,236,670 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr102_2 2 201 32 8 1 AAAC TTTGTTTGTTTGTTTGTTTGTTTGTTTGTTTG NO 0 0 6 3 249 cACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTCACTGGCCTGGAACTTGCTA AGGACTACACAGAGAAACCCTG 172 3 9 20 257 22 59,963 59,099 34,900 44,500 2,937,278 F 280 ACAGcccccACTGGCCTGGAACTTGCTATGTAGATGAGGCTGCTATCCTCATGTTTGCTTATGATGTCCACAAACATTGTTAAAatatatCTTCACCtttttAAGCtttttATTGTCACAATTTAAAATGTTGTATGTCttttttACCNCATGCATCATACATTTCTATGTNGGCAGGttttttttGGttttttGGTTTTtttgtttgtttgtttgtttgtttgtttgtttgAGACAGGGTTTCTCTGTGTAGTCCTTGAATTCACTCTGGAGACCTCAT

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 1 1 3 5 100 AGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggAGCCCAGAAAGTTACCCTGC GGCCATTGAAGGAGGTACCC 13 5 59 20 158 20 59,962 60,107 48,500 36,900 0.144979 A 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 45 247 GGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGC GGCTGGTGGGAGGAATTCAG CCTTCACACAGGGTGTTGGT 45 120 27 20 273 20 60,395 60,107 30,200 36,700 0.501618 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 42 244 TGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGTGGTGGGAGGAATTCAGCTG CCTTCACACAGGGTGTTGGT 42 120 30 20 273 20 59,671 60,107 42,400 36,700 0.435980 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 13 215 AGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggAGCCCAGAAAGTTACCCTGC CCTTCACACAGGGTGTTGGT 13 120 59 20 273 20 59,962 60,107 48,500 36,700 0.145029 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 12 203 GCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggg GCCCAGAAAGTTACCCTGCT GGTGTTGGTACAGAAGGCCA 12 109 60 20 262 20 59,962 59,890 42,400 53,600 0.148033 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 12 214 GCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggg GCCCAGAAAGTTACCCTGCT CCTTCACACAGGGTGTTGGT 12 120 60 20 273 20 59,962 60,107 42,400 36,700 0.145029 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 5 99 GCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggg GCCCAGAAAGTTACCCTGCT GGCCATTGAAGGAGGTACCC 12 5 60 20 158 20 59,962 60,107 42,400 36,900 0.144979 A 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 5 114 AGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTC AGCTGTAGGAGAGAAGCCCA GGCCATTGAAGGAGGTACCC 27 5 45 20 158 20 59,958 60,107 53,600 36,900 0.148502 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 4 5 129 TGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGTGGTGGGAGGAATTCAGCTG GGCCATTGAAGGAGGTACCC 42 5 30 20 158 20 59,671 60,107 42,400 36,900 0.435930 B 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 5 70 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGTGTTTCCCACCTGGTCTCAAT GGAGATGGGACGTCTGCC 70 139 1 21 290 18 59,220 59,498 25,700 48,500 4,281,919 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 5 41 243 GGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAGGTGGGAGGAATTCAGCTGT CCTTCACACAGGGTGTTGGT 41 120 31 20 273 20 59,670 60,107 44,000 36,700 0.436315 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 6 71 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGTGTTTCCCACCTGGTCTCAA GGAGATGGGACGTCTGCC 71 139 1 20 290 18 58,782 59,498 30,200 48,500 3,719,526 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 6 71 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGTGTTTCCCACCTGGTCTCAA GGAGATGGGACGTCTGCCC 71 138 1 20 290 19 58,782 62,095 30,200 53,600 4,313,263 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 6 5 158 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGTGTTTCCCACCTGGTCTCAA GGCCATTGAAGGAGGTACCC 71 5 1 20 158 20 58,782 60,107 30,200 36,900 1,324,585 B 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 6 5 188 AAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgg AAGTTACCCTGCTCAGACCC TACAGAAGGCCAGAGTGGGT 5 101 67 20 254 20 59,015 60,179 44,600 45,100 1,163,898 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 6 5 189 AAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgg AAGTTACCCTGCTCAGACCC GTACAGAAGGCCAGAGTGGG 5 102 67 20 255 20 59,015 59,749 44,600 46,100 1,235,508 F 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 7 5 152 CCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAACCACCTGGTCTCAATTCTGGG GGCCATTGAAGGAGGTACCC 64 5 7 21 158 20 60,340 60,107 44,500 36,900 1,447,074 B 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 7 5 153 CCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGA CCCACCTGGTCTCAATTCTGG GGCCATTGAAGGAGGTACCC 65 5 6 21 158 20 60,340 60,107 38,600 36,900 1,447,074 B 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1031_2 2 92 42 7 1 ACCCCC GGGGTGGGGGTGGGGGTGGGGGTGGGGGTGGGGNO 0 0 8 9 103 GCCCAGAAAGTTACCCTGCTCAGACCCCAGGTgggg GCCCAGAAAGTTACCCTGCT AGGAGGCCATTGAAGGAGGT 12 9 60 20 162 20 59,962 60,551 42,400 38,500 0.589441 A 290 TGTTTCCCACCTGGTCTCAATTCTGGGGCTGGTGGGAGGAATTCAGCTGTAGgagagaAGCCCAGAAAGTTACCCTGCTCAGACCCCAGGTggggtgggggtgggggtgggggtgggggtgggggtgggggtgGGGGAGGGTACCTCCTTCAATGGCCTCCTTTCAACATCGNATGTcccccACAAGGTCTGCCCCTGGCATAGCCCCACCTcccccccAcccccACTCCCACCACCCACTCTGGCCTTCTGTACCAACACCCtgtgtgAAGGGCAGACGTCCCATCTCC

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 1 1 2 44 206 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA ACTGTGGCTCTTGCTTCTGG 94 44 74 21 279 20 59,719 60,251 40,200 38,600 1,531,350 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 3 46 208 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA TCACTGTGGCTCTTGCTTCT 94 46 74 21 281 20 59,719 59,239 40,200 28,500 2,041,896 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 3 43 205 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA CTGTGGCTCTTGCTTCTGGT 94 43 74 21 278 20 59,719 60,251 40,200 40,000 1,531,350 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 3 27 140 GGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAAGGGATGAGTCAGATGTTGTTCCT CTGTGGCTCTTGCTTCTGGT 27 43 139 23 278 20 60,055 60,251 33,600 40,000 3,305,442 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 44 269 GCTGGATGACCTGGGAAAGATATTGAAAGAGATGTGCTGGATGACCTGGGAAAGA ACTGTGGCTCTTGCTTCTGG 158 44 11 20 279 20 59,379 60,251 25,200 38,600 0.871196 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 43 268 GCTGGATGACCTGGGAAAGATATTGAAAGAGATGTGCTGGATGACCTGGGAAAGA CTGTGGCTCTTGCTTCTGGT 158 43 11 20 278 20 59,379 60,251 25,200 40,000 0.871196 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 24 136 TGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTA TGAGTCAGATGTTGTTCCTGCA CTGTGGCTCTTGCTTCTGGT 24 43 143 22 278 20 59,895 60,251 44,100 40,000 2,355,262 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 24 137 TGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTA TGAGTCAGATGTTGTTCCTGCA ACTGTGGCTCTTGCTTCTGG 24 44 143 22 279 20 59,895 60,251 44,100 38,600 2,355,262 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 24 139 TGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTA TGAGTCAGATGTTGTTCCTGCA TCACTGTGGCTCTTGCTTCT 24 46 143 22 281 20 59,895 59,239 44,100 28,500 2,865,808 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 24 140 TGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTA TGAGTCAGATGTTGTTCCTGCA TTCACTGTGGCTCTTGCTTCT 24 46 143 22 282 21 59,895 59,858 44,100 28,500 3,246,278 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 24 143 TGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTA TGAGTCAGATGTTGTTCCTGCA TGTTTCACTGTGGCTCTTGC 24 50 143 22 285 20 59,895 58,976 44,100 40,100 3,128,893 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 3 165 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA CACTGTGGTCACTCTCAGGT 94 3 74 21 238 20 59,719 58,956 40,200 40,000 2,324,525 F 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 4 3 228 GCTGGATGACCTGGGAAAGATATTGAAAGAGATGTGCTGGATGACCTGGGAAAGA CACTGTGGTCACTCTCAGGT 158 3 11 20 238 20 59,379 58,956 25,200 40,000 1,664,371 F 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 5 43 269 AGCTGGATGACCTGGGAAAGATATTGAAAGAGATGAGCTGGATGACCTGGGAAAG CTGTGGCTCTTGCTTCTGGT 159 43 10 20 278 20 59,377 60,251 26,200 40,000 0.873305 B 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 6 4 166 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA ACACTGTGGTCACTCTCAGG 94 4 74 21 239 20 59,719 58,956 40,200 38,600 2,324,525 F 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1032_3 3 189 27 9 1 AAT TAATAATAATAATAATAATAATAATAA NO 0 0 7 4 167 ACGCCACAAATCCTATGTCCATCCTAGTAATGGAAAACGCCACAAATCCTATGTCCA CACACTGTGGTCACTCTCAGG 94 4 74 21 240 21 59,719 60,270 40,200 38,600 2,550,698 F 285 GGCAAAGGTAGCTGGATGACCTGGGAAAGATATTGAAAGAGATGTCCAATTGTAATTAGTTGCCGGCAACATTACGCCACAAATCCTATGTCCATCCTAGTAATGGAAATTTGTAGCTCTGAAGCTTTACAAATTGTAGGGATGAGTCAGATGTTGTTCCTGCATTCAATGCAATCTAAAGACATTATtaataataataataataataataataaATTACCTGAGAGTGACCACAgtgtgtCAATCCTCAGAAATAATACCAGAAGCAAGAGCCACAGTGAAACA

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 1 1 4 89 269 ATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTATTGGGACTGTAATGGTCTTGT TGATCAGGTTAGGTGTGCGC 89 117 6 22 274 20 57,342 60,391 31,600 60,900 5,048,944 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC
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cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 88 269 ATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTATTGGGACTGTAATGGTCTTGTT TGATCAGGTTAGGTGTGCGC 88 117 6 23 274 20 58,002 60,391 28,300 60,900 5,389,181 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 88 268 TTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTA TTGGGACTGTAATGGTCTTGTT TGATCAGGTTAGGTGTGCGC 88 117 7 22 274 20 57,553 60,391 28,300 60,900 4,838,268 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 29 138 GGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA TCTGATCATCGATAATCTTCTTGCA 29 39 64 24 201 25 58,202 58,248 34,100 40,800 12,550,300 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 29 139 GGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA GTCTGATCATCGATAATCTTCTTGCA 29 39 64 24 202 26 58,202 59,356 34,100 40,800 12,442,312 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 29 211 GGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA TGATCAGGTTAGGTGTGCGC 29 117 64 24 274 20 58,202 60,391 34,100 60,900 6,189,262 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 29 139 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA TCTGATCATCGATAATCTTCTTGCA 29 39 63 25 201 25 59,455 58,248 34,100 40,800 12,297,503 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 29 172 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA TCTGCCCTATTTGTGTCTCAGT 29 75 63 25 234 22 59,455 59,094 34,100 34,100 8,451,724 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 29 188 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA CCATGAGGTGTTAAATTCTGCCC 29 90 63 25 250 23 59,455 59,869 34,100 53,600 8,676,381 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 29 189 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA CCCATGAGGTGTTAAATTCTGCC 29 91 63 25 251 23 59,455 59,869 34,100 48,500 8,676,381 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 29 212 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGGA TGATCAGGTTAGGTGTGCGC 29 117 63 25 274 20 59,455 60,391 34,100 60,900 5,936,466 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1033_2 2 117 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 8 30 212 AGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAAGGTCACAAGATATATGCTCATGG TGATCAGGTTAGGTGTGCGC 30 117 63 24 274 20 58,198 60,391 36,600 60,900 6,193,596 F 289 GACTAATTGGGACTGTAATGGTCTTGTTAATTCAAAGCTGTACTCTGCTAATAACATTATCAAGGTCACAAGatatatGCTCATGGAAAAGGCCATTCAACCCATTTTAGCTTATTcaacaacaacaacaacaacaaTAAGTGGCTTTAACATAGAAAATTGTCCaaaaaTGtttttGCAAGAAGATTATCGATGATCAGACAAAATTTGAAACTGAGACACAAATAGGGCAGAATTTAACACCTCATGGGTGGGCGCACACCTAACCTGATCAGGAATAAAATAGCAC

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 1 1 2 17 126 ATACAATGCGTGACCACCCAccccccACCTGCCCTGA ATACAATGCGTGACCACCCA GCTGCTTCTAACAAGGCACA 17 48 99 20 224 20 59,673 58,762 45,100 45,700 1,565,034 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 17 127 ATACAATGCGTGACCACCCAccccccACCTGCCCTGA ATACAATGCGTGACCACCCA AGCTGCTTCTAACAAGGCACA 17 48 99 20 225 21 59,673 60,203 45,100 45,700 1,529,401 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 2 16 126 TACAATGCGTGACCACCCAccccccACCTGCCCTGAg TACAATGCGTGACCACCCAC AGCTGCTTCTAACAAGGCACA 16 48 100 20 225 21 60,604 60,203 46,100 45,700 1,807,049 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 86 246 GCCTTAGTGACACTTGACACCAGTAATACACTGGTGGCCTTAGTGACACTTGACACCA TGTCTCACTAAAGTGTTGGCA 96 86 18 22 263 21 60,485 57,448 41,700 49,200 6,036,902 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 17 149 ATACAATGCGTGACCACCCAccccccACCTGCCCTGA ATACAATGCGTGACCACCCA TGGCATTGAGAAGTTTCGGA 17 71 99 20 247 20 59,673 57,440 45,100 45,500 2,886,293 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 17 151 ATACAATGCGTGACCACCCAccccccACCTGCCCTGA ATACAATGCGTGACCACCCA GTTGGCATTGAGAAGTTTCGGA 17 71 99 20 249 22 59,673 59,448 45,100 45,500 2,878,910 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 86 246 GCCTTAGTGACACTTGACACCAGTAATACACTGGTGGCCTTAGTGACACTTGACACC TGTCTCACTAAAGTGTTGGCA 97 86 18 21 263 21 58,856 57,448 41,600 49,200 5,696,057 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 86 247 TGCCTTAGTGACACTTGACACCAGTAATACACTGGTTGCCTTAGTGACACTTGACACC TGTCTCACTAAAGTGTTGGCA 97 86 17 22 263 21 60,485 57,448 41,600 49,200 6,036,902 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 49 208 GCCTTAGTGACACTTGACACCAGTAATACACTGGTGGCCTTAGTGACACTTGACACC AGCTGCTTCTAACAAGGCAC 97 49 18 21 225 20 58,856 58,472 41,600 50,100 3,672,055 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 48 207 GCCTTAGTGACACTTGACACCAGTAATACACTGGTGGCCTTAGTGACACTTGACACC GCTGCTTCTAACAAGGCACA 97 48 18 21 224 20 58,856 58,762 41,600 45,700 3,382,365 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 48 208 GCCTTAGTGACACTTGACACCAGTAATACACTGGTGGCCTTAGTGACACTTGACACC AGCTGCTTCTAACAAGGCACA 97 48 18 21 225 21 58,856 60,203 41,600 45,700 3,346,732 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1035_2 2 136 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 17 152 ATACAATGCGTGACCACCCAccccccACCTGCCCTGA ATACAATGCGTGACCACCCA TGTTGGCATTGAGAAGTTTCGG 17 72 99 20 250 22 59,673 59,707 45,100 43,000 2,619,717 F 271 CTCTGTGAAACTTAAATGCCTTAGTGACACTTGACACCAGTAATACACTGGTGTATACTAGGGTATCCCTAGTGTTCCCCTGACAGTAATAATGGGGAATACAATGCGTGACCACCCAccccccACCTGCCCTGAgtggtggtggtggtggtggtgggggggggAGGTgggggCAGTGGGCAtttttAGTGATTGAAAGTAAAATGTGCCTTGTTAGAAGCAGCTTATCCGAAACTTCTCAATGCCAACACTTTAGTGAGACATTTAATAT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 1 1 7 24 242 AACCCTGATTCATAGTATAACTTTCACAGATTCAAG AACCCTGATTCATAGTATAACTTTCAC AGGTACTTCATGCTCAGCCC 24 123 3 27 244 20 57,385 59,456 31,800 51,900 10,158,541 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 23 155 ACCCTGATTCATAGTATAACTTTCACAGATTCAAGA ACCCTGATTCATAGTATAACTTTCACA TCAATGCTTCCTAGTGCTTCA 23 36 4 27 158 21 58,232 57,299 35,800 30,200 12,469,602 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 23 155 ACCCTGATTCATAGTATAACTTTCACAGATTCAAGA ACCCTGATTCATAGTATAACTTTCACA TCAATGCTTCCTAGTGCTTCAA 23 35 4 27 158 22 58,232 57,980 35,800 26,900 12,788,189 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 23 199 ACCCTGATTCATAGTATAACTTTCACAGATTCAAGA ACCCTGATTCATAGTATAACTTTCACA CCCATGCTTATTTATCTAACTCTGACA 23 74 4 27 202 27 58,232 59,066 35,800 35,800 16,701,973 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 23 200 ACCCTGATTCATAGTATAACTTTCACAGATTCAAGA ACCCTGATTCATAGTATAACTTTCACA ACCCATGCTTATTTATCTAACTCTGAC 23 75 4 27 203 27 58,232 59,066 35,800 35,100 16,702,517 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 23 241 ACCCTGATTCATAGTATAACTTTCACAGATTCAAGA ACCCTGATTCATAGTATAACTTTCACA AGGTACTTCATGCTCAGCCC 23 123 4 27 244 20 58,232 59,456 35,800 51,900 9,312,146 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 22 154 CCCTGATTCATAGTATAACTTTCACAGATTCAAGAA CCCTGATTCATAGTATAACTTTCACAG TCAATGCTTCCTAGTGCTTCA 22 36 5 27 158 21 57,734 57,299 36,600 30,200 12,967,106 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 22 239 CCCTGATTCATAGTATAACTTTCACAGATTCAAGAA CCCTGATTCATAGTATAACTTTCACAG GGTACTTCATGCTCAGCCC 22 123 5 27 243 19 57,734 57,913 36,600 51,900 12,352,633 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1037_2 2 54 48 6 1.5 AGAT ATAGATAGATAGATAGATAGATAGACAGACAGACANO 0 0 7 22 240 CCCTGATTCATAGTATAACTTTCACAGATTCAAGAA CCCTGATTCATAGTATAACTTTCACAG AGGTACTTCATGCTCAGCCC 22 123 5 27 244 20 57,734 59,456 36,600 51,900 9,809,650 F 247 ATAACCCTGATTCATAGTATAACTTTCACAGATTCAAGAAAATTTTACATACAatagatagatagatagatagatagacagacagacagacagacagacagACATGTTATTCTTTTGTCAAGATGAGTTCAAttttttGAAGCACTAGGAAGCATTGATATAAATATTCAGCTTATGTCAGAGTTAGATAAATAAGCATGGGtttttGCAGCAGAATGCTAATGGGGCTGAGCATGAAGTACCTGCT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 1 1 8 11 188 TTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACTTCCCTGCCTACCACCTCAT GGTCTAGTGTGAATGTTAGTGAATGG 103 11 66 20 253 26 60,253 59,686 29,000 31,600 6,567,065 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 10 14 101 TAACCTCACCTACCTGCCCACCCTACCACCATTCCca TAACCTCACCTACCTGCCCA AGGTCTAGTGTGAATGTTAGTGAA 15 14 154 20 254 24 59,882 57,334 53,600 31,800 6,783,533 A 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 10 11 100 TAACCTCACCTACCTGCCCACCCTACCACCATTCCca TAACCTCACCTACCTGCCCA GGTCTAGTGTGAATGTTAGTGAATGG 15 11 154 20 253 26 59,882 59,686 53,600 31,600 6,431,446 A 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 10 11 231 CACCTGCCACCGTACTCATCTACTACCTCACCCACCTCACCTGCCACCGTACTCATC GGTCTAGTGTGAATGTTAGTGAATGG 146 11 23 20 253 26 60,460 59,686 29,200 31,600 6,774,189 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 10 7 95 TAACCTCACCTACCTGCCCACCCTACCACCATTCCca TAACCTCACCTACCTGCCCA AGTGTGAATGTTAGTGAATGGATGA 15 7 154 20 248 25 59,882 58,524 53,600 29,200 6,593,045 A 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 12 11 184 CTGCCTACCACCTCATCCACCTGCCACCCCAACCACCCTGCCTACCACCTCATCCAC GGTCTAGTGTGAATGTTAGTGAATGG 99 11 70 20 253 26 59,821 59,686 40,200 31,600 6,492,905 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 14 11 246 ACCTCCCATCTCATCCACCTGCCACCGTACTCATCTAACCTCCCATCTCATCCACCT GGTCTAGTGTGAATGTTAGTGAATGG 161 11 8 20 253 26 59,655 59,686 40,000 31,600 6,658,695 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 16 14 245 CTCCCATCTCATCCACCTGCCACCGTACTCATCTACT CTCCCATCTCATCCACCTGC AGGTCTAGTGTGAATGTTAGTGAA 159 14 10 20 254 24 59,892 57,334 48,500 31,800 6,774,199 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 16 11 180 CTACCACCTCATCCACCTGCCACCCCAACCACCNCC CTACCACCTCATCCACCTGC GGTCTAGTGTGAATGTTAGTGAATGG 95 11 74 20 253 26 59,821 59,686 48,500 31,600 6,492,905 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 16 11 244 CTCCCATCTCATCCACCTGCCACCGTACTCATCTACT CTCCCATCTCATCCACCTGC GGTCTAGTGTGAATGTTAGTGAATGG 159 11 10 20 253 26 59,892 59,686 48,500 31,600 6,422,112 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 16 7 238 CTCCCATCTCATCCACCTGCCACCGTACTCATCTACT CTCCCATCTCATCCACCTGC GTGTGAATGTTAGTGAATGGATGA 159 7 10 20 247 24 59,892 57,258 48,500 29,200 6,850,199 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1038_2 2 189 28 7 1 AATG CATTCATTCATTCATTCATTCATTCATT NO 0 0 16 7 239 CTCCCATCTCATCCACCTGCCACCGTACTCATCTACT CTCCCATCTCATCCACCTGC AGTGTGAATGTTAGTGAATGGATGA 159 7 10 20 248 25 59,892 58,524 48,500 29,200 6,583,711 F 256 ACTACCCACCTCCCATCTCATCCACCTGCCACCGTACTCATCTACTACCTCACCCACCTGCCACCTTCCCTGCCTACCACCTCATCCACCTGCCACCCCAACCACCNCCANCTCACCCACCCTACANCCTTccccccTTACACCCTTTCCCACTAACCTCACCTACCTGCCCACCCTACCACCATTCCcattcattcattcattcattcattcattCACTCATTCATCCATTCACTAACATTCACACTAGACCTTT

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 1 1 2 59 200 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT AGGTGGGAATGGGATCCTCC 59 80 45 20 244 20 60,108 60,699 26,600 43,000 0.806886 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 4 59 197 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT TGGGAATGGGATCCTCCAGG 59 77 45 20 241 20 60,108 60,699 26,600 44,500 0.806541 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 4 59 198 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GTGGGAATGGGATCCTCCAG 59 78 45 20 242 20 60,108 59,524 26,600 38,600 0.583561 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 4 21 141 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GCCAGCAGCAAGAAGGAGAA 59 21 45 20 185 20 60,108 60,607 26,600 28,700 0.715143 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 Apr‐75 59 255 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GGTACAAGAACAAGCAGCGG 59 135 45 20 299 20 60,108 59,483 26,600 55,200 0.624970 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 5 22 141 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GCCAGCAGCAAGAAGGAGA 59 22 45 20 185 19 60,108 60,003 26,600 37,100 1,110,523 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 May‐75 59 257 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GTGGTACAAGAACAAGCAGCG 59 136 45 20 301 21 60,108 60,070 26,600 51,800 1,177,560 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 59 252 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT ACAAGAACAAGCAGCGGAAG 59 132 45 20 296 20 60,108 59,053 26,600 34,600 1,054,898 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 55 175 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GTGGAGACTCTCTTGCTGCA 59 55 45 20 219 20 60,108 59,680 26,600 44,100 0.427382 F 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 15 211 CTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctg CTGCGGTCACTCCTCTCTTG GGTACAAGAACAAGCAGCGG 15 135 89 20 299 20 60,109 59,483 30,200 55,200 0.626214 F 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 13 133 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT CAAGAAGGAGAAGCCAGGCA 59 13 45 20 177 20 60,108 59,963 26,600 47,500 0.144958 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 13 147 CCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCCCTGCTCAGATGCTGGGAG CAAGAAGGAGAAGCCAGGCA 74 13 31 19 177 20 59,854 59,963 43,000 47,500 1,183,788 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 12 132 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT AAGAAGGAGAAGCCAGGCAC 59 12 45 20 176 20 60,108 59,963 26,600 50,100 0.145101 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 6 10 130 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GAAGGAGAAGCCAGGCACTT 59 10 45 20 174 20 60,108 59,963 26,600 31,600 0.145101 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 7 101 296 CAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGCAGCTGGAGCCTGGCTTTG GGTACAAGAACAAGCAGCGG 101 135 4 19 299 20 61,341 59,483 27,700 55,200 2,858,417 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 8 102 296 CAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGCAGCTGGAGCCTGGCTTT GGTACAAGAACAAGCAGCGG 102 135 4 18 299 20 59,965 59,483 35,100 55,200 2,552,628 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 8 101 295 AGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGAAGCTGGAGCCTGGCTTTG GGTACAAGAACAAGCAGCGG 101 135 5 18 299 20 59,965 59,483 27,700 55,200 2,552,628 B 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 8 56 176 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT GGTGGAGACTCTCTTGCTGC 59 56 45 20 220 20 60,108 60,391 26,600 52,500 0.498653 F 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 10 57 177 GGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGG GGGAGCCGCTGATGTACTTT CGGTGGAGACTCTCTTGCTG 59 57 45 20 221 20 60,108 60,109 26,600 44,100 0.216552 F 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1040_2 2 124 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT GCT_124_144 0 0 10 12 208 CGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgc CGGTCACTCCTCTCTTGCTG GGTACAAGAACAAGCAGCGG 12 135 92 20 299 20 60,109 59,483 44,100 55,200 0.626214 F 304 GGCCAGCTGGAGCCTGGCTTTGCCCAGCTTCCTGCTCAGATGCTGGGAGCCGCTGATGTACTTTTCAATCTCCCGGAGGCTCACTCCCCTGCGGTCACTCctctctTGCTGGGCATTTCTCTGgctgctgctgctgctgctgctGNNNAGGAGCAAGTGCCTGGCTTCTCCTTCTTGCTGCTGGCTCTNGCTCTGCCTCTGCAGCAagagagTCTCCACCGCCTGGAGGATCCCATTCCCACCTCCCTCCAGGTCCGGGCCAGCGCCGGCAGATTTCTTCCGCTGCTTGTTCTTGTACCACTTG

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 1 1 20 ‐1 197 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA ACGGATAGATGGACAGACGG 56 ‐1 47 20 211 20 59,819 58,680 30,200 47,900 1,500,655 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 0 0 20 ‐1 197 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA ACGGATAGATGGACAGACGG 56 ‐1 47 20 211 20 59,819 58,680 30,200 47,900 1,500,655 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 0 0 20 ‐2 196 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA CGGATAGATGGACAGACGGA 56 ‐2 47 20 210 20 59,819 58,394 30,200 46,900 1,786,866 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 0 0 21 ‐1 182 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA GACGGATAGATGGACAGACGG 56 ‐1 47 20 212 21 59,819 59,733 30,200 47,900 1,448,375 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 0 0 21 ‐2 197 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA ACGGATAGATGGACAGACGGA 56 ‐2 47 20 211 21 59,819 60,134 30,200 46,900 1,314,998 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1043_2 2 123 70 15 1.5 AGAT TCTCTCTCTCTATCTATCTATCTATCTATCTATCTATC NO 0 0 21 ‐2 197 AGCAGTGACAACCAGCTTGATAACACAGatatatGATAGCAGTGACAACCAGCTTGA ACGGATAGATGGACAGACGGA 56 ‐2 47 20 211 21 59,819 60,134 30,200 46,900 1,314,998 B 243 AActctctctGAAGGGGAAATAAATCCATTTCTCCAACATTGTTAAAGCAGTGACAACCAGCTTGATAACACAGatatatGATATCTCTATTtctctctcTNTCNANCTATCTGCCTACCCAtctctctctctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGTCTGTCCATCTATCCGT

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 1 1 2 41 219 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT GGCGCTACTCAGGAAGATGT 41 117 25 20 243 20 59,820 59,538 25,700 30,600 0.642132 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 3 41 220 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT GGGCGCTACTCAGGAAGATG 41 118 25 20 244 20 59,820 60,250 25,700 29,000 0.429828 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 5 45 240 GAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGGAAGTCCGCATCCCGTGAAT CAGCTGCTGGAGATGTGGG 45 135 21 20 260 19 60,462 60,452 25,700 46,100 1,913,614 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 5 45 244 GAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGGAAGTCCGCATCCCGTGAAT CAGGCAGCTGCTGGAGATG 45 139 21 20 264 19 60,462 60,820 25,700 29,000 2,282,104 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 5 41 240 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT CAGGCAGCTGCTGGAGATG 41 139 25 20 264 19 59,820 60,820 25,700 29,000 2,000,227 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 6 41 227 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT GAGATGTGGGCGCTACTCAG 41 125 25 20 251 20 59,820 60,249 25,700 33,500 0.429410 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 6 9 111 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT TGCAGTGGAGACTCGTTTGG 41 9 25 20 135 20 59,820 60,250 25,700 32,800 0.430039 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 6 9 115 GAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGGAAGTCCGCATCCCGTGAAT TGCAGTGGAGACTCGTTTGG 45 9 21 20 135 20 60,462 60,250 25,700 32,800 0.711916 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 6 8 110 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT GCAGTGGAGACTCGTTTGGT 41 8 25 20 134 20 59,820 60,250 25,700 36,700 0.430082 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 8 41 180 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT AAATGGAGACGCCCTTGGAA 41 78 25 20 204 20 59,820 59,596 25,700 35,300 0.584212 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 10 45 183 GAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGGAAGTCCGCATCCCGTGAAT AATGGAGACGCCCTTGGAAG 45 77 21 20 203 20 60,462 60,035 25,700 34,600 0.497103 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1044_2 2 86 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 10 41 179 TCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCa TCCGCATCCCGTGAATGAAT AATGGAGACGCCCTTGGAAG 41 77 25 20 203 20 59,820 60,035 25,700 34,600 0.215227 F 283 TGCTGGCTGGCCCAGCCAGTGAAGTCCGCATCCCGTGAATGAATaaaaaaaaGTACGCCCaaaaaGTAAAAGGCGGCTCTATTCTatgatgatgatgatgatgatgAGGTCTCTACCAAACGAGTCTCCACTGCAATGATCCTTTTGGCTTAGGAACTCGTTAtttttGAATTTATATGAATGCTTCCAAGGGCGTCTCCAtttttGGTGCTCTCCTCACCTCACATCTTCCTGAGTAGCGCCCACATCTCCAGCAGCTGCCTGCCACCCAAAGACGTGGGCC

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 1 1 14 3 103 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG TCGTCATCGTCATCGTCGTT 3 3 19 20 121 20 59,609 59,555 44,500 38,500 0.835903 D 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 0 0 16 3 104 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG GTCGTCATCGTCATCGTCGT 3 4 19 20 122 20 59,609 60,248 44,500 43,400 0.638436 D 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 0 0 16 3 106 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG TGGTCGTCATCGTCATCGTC 3 6 19 20 124 20 59,609 59,902 44,500 42,000 0.489060 D 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 0 0 16 3 143 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG GTCGTCATCGTCGTCGTCAT 3 43 19 20 161 20 59,609 60,248 44,500 30,600 0.638436 G 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 0 0 18 3 141 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG CGTCATCGTCGTCGTCATCA 3 41 19 20 159 20 59,609 60,248 44,500 30,700 0.638396 G 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1047_2 2 42 57 6 2 ATC GATGATGATGATGATGATGACAATAATGACAAAGAGAT_81_98 0 0 18 3 142 CGAAGGATGTAGGAGCTGGGAAGgatgatgatgatga CGAAGGATGTAGGAGCTGGG TCGTCATCGTCGTCGTCATC 3 42 19 20 160 20 59,609 59,974 44,500 29,200 0.416758 G 216 GTGGAGAACATGGAGATTCGAAGGATGTAGGAGCTGGGAAGgatgatgatgatgatgatGACAATAATGACAAAGACGACgatgatgatgatgatgatGACAACGACGATGACGATGACGACCATAACGACAAGgatgatgatgacgacgacGATGACGACgatgatgatgatgatgatGACGACgatgatgatgatgatgatgatgatgatGACG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 1 1 4 25 179 CATCACAGCGGcacacaAAGAGCTGGAgccgccgccTC CATCACAGCGGCACACAAAG ATACTGGCGGTTATTGCGCA 25 81 9 20 187 20 60,386 60,463 27,700 60,900 0.849289 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 4 24 119 ATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCC ATCACAGCGGCACACAAAGA GTTGCAGTGGAACGGTGC 24 24 10 20 128 18 60,535 59,669 25,200 50,100 2,866,328 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 4 24 120 CATCACAGCGGcacacaAAGAGCTGGAgccgccgccTC CATCACAGCGGCACACAAAG GTTGCAGTGGAACGGTGC 25 24 9 20 128 18 60,386 59,669 27,700 50,100 2,717,803 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 4 24 178 ATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCC ATCACAGCGGCACACAAAGA ATACTGGCGGTTATTGCGCA 24 81 10 20 187 20 60,535 60,463 25,200 60,900 0.997814 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 5 25 180 CATCACAGCGGcacacaAAGAGCTGGAgccgccgccTC CATCACAGCGGCACACAAAG AATACTGGCGGTTATTGCGC 25 82 9 20 188 20 60,386 59,339 27,700 60,900 1,047,372 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr1049_2 2 54 33 11 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 6 25 122 CATCACAGCGGcacacaAAGAGCTGGAgccgccgccTC CATCACAGCGGCACACAAAG CGGTTGCAGTGGAACGGT 25 26 9 20 130 18 60,386 60,591 27,700 48,300 2,976,927 F 215 TCGCCGTCCATCACAGCGGcacacaAAGAGCTGGAgccgccgccTCCGCCGCGcctcctcctcctcctcctcctcctcctcctcctGCACACCCGGGCGCAGCCCCGCCCGCACCGTTCCACTGCAACCGCCGcccccGCCTCACCTCAGCCTCCGCTCGCGCCTCCTGCGCAATAACCGCCAGTATTTTCAAAATGAGCTCGTGCTCAATCCTG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 1 1 2 26 178 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT CACCCTGTTTCTGTGCTGGA 26 83 14 20 191 20 60,107 60,179 34,100 38,600 0.285938 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 26 232 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT GTGAGAGTAGGCTGGTGTGG 26 137 14 20 245 20 60,107 59,752 34,100 41,700 0.354654 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 25 177 GGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAGGCGGAAAGTTTGGTCAGTG CACCCTGTTTCTGTGCTGGA 25 83 15 20 191 20 59,689 60,179 36,600 38,600 0.489874 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 23 122 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT TGGAACTACAGTAATTGTGACACC 26 23 14 20 135 24 60,107 58,698 34,100 41,600 5,409,277 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 22 120 GGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAGGCGGAAAGTTTGGTCAGTG GGAACTACAGTAATTGTGACACCC 25 22 15 20 134 24 59,689 59,306 36,600 46,100 5,004,891 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 22 121 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT GGAACTACAGTAATTGTGACACCC 26 22 14 20 134 24 60,107 59,306 34,100 46,100 4,800,955 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 3 26 179 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT ACACCCTGTTTCTGTGCTGG 26 84 14 20 192 20 60,107 60,466 34,100 48,500 0.573107 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 31 242 GGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGG GGTAGATGGCGGAAAGTTTGG AAGGGTGAGAGTAGGCTGGT 31 141 8 21 249 20 59,257 59,883 32,800 40,000 1,860,734 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 28 240 AGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAGATGGCGGAAAGTTTGGTCA GAAGGGTGAGAGTAGGCTGG 28 142 11 21 250 20 60,203 59,173 40,200 48,500 2,030,247 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 26 231 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT TGAGAGTAGGCTGGTGTGGA 26 136 14 20 244 20 60,107 59,886 34,100 40,200 0.221282 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 26 236 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT AAGGGTGAGAGTAGGCTGGT 26 141 14 20 249 20 60,107 59,883 34,100 40,000 0.224258 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr104_3 3 60 29 7 1.5 AGG AGAGAGGTGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 26 269 TGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGTGGCGGAAAGTTTGGTCAGT GGGAGAAGGAGATATTGCAGGG 26 172 14 20 282 22 60,107 59,960 34,100 44,500 2,146,531 B 290 GGTATTAGGTAGATGGCGGAAAGTTTGGTCAGTGAGGTAGGTTTGAAGAAGGTAGAGGTagagagGTggaggaggaggaggaggaggaAAGAGAAATTCCTTTAATATAGGGGTGTCACAATTACTGTAGTTCCATTATCCTTTCATCAGAACATAGTATTACATAGCAGTTCCAGCACAGAAACAGGGTGTTAACTTCGACAGATCCATGTCAGTTATTATGCTCCACACCAGCCTACTCTCACCCTTCTTCATCTAACCCCTGCAATATCTCCTTCTCCCTCATNTAG

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 1 1 4 0 112 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA CAAGAATGCGGCTCAGGATG 0 51 56 20 167 20 60,179 59,338 33,300 35,100 0.840595 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 0 113 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA TCAAGAATGCGGCTCAGGAT 0 52 56 20 168 20 60,179 59,457 33,300 32,400 0.722320 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 0 114 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA GTCAAGAATGCGGCTCAGGA 0 53 56 20 169 20 60,179 60,392 33,300 38,600 0.570703 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 0 153 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA GTGGAAGGCAATGGCAAACC 0 92 56 20 208 20 60,179 60,321 33,300 32,700 0.499726 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 0 154 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA GGTGGAAGGCAATGGCAAAC 0 93 56 20 209 20 60,179 60,321 33,300 29,300 0.499726 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1050_2 2 76 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 0 184 TTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcTTGCCGAAGTACCAGCAACA TGGGACTAGCCTTCTCACCC 0 123 56 20 239 20 60,179 60,618 33,300 46,100 0.796863 A 245 GAAGTCAGTTACAGTTTTCTTATCTGTGATCCCTAtttttGCTTGTTTACAAATTTTGCCGAAGTACCAGCAACAatcatcatcatcatcatcatcATGAGTGCCCTGCCCAAAGGCAGGCCCTTGGCTCATTGTCTGTTGTTGCTTCATCCTGAGCCGCATTCTTGACATTTTGTTTTGTCAGTTGTGGTTTGCCATTGCCTTCCACCCTCAGGGGCCGGGTGAGAAGGCTAGTCCCAAGCCTA

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 1 1 Feb‐75 41 217 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGG CTGGCGATCTGTAATCTCCGT CCCTCCAGTCATTCCCACAG 41 114 1 21 217 20 59,662 59,746 46,900 36,600 1,592,515 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 Feb‐75 10 185 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG CCCTCCAGTCATTCCCACAG 10 114 33 20 217 20 59,964 59,746 47,900 36,600 0.290342 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 3 41 216 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGG CTGGCGATCTGTAATCTCCGT CCTCCAGTCATTCCCACAGG 41 113 1 21 216 20 59,662 59,746 46,900 40,000 1,592,515 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 3 10 184 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG CCTCCAGTCATTCCCACAGG 10 113 33 20 216 20 59,964 59,746 47,900 40,000 0.290342 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 41 213 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGG CTGGCGATCTGTAATCTCCGT CCAGTCATTCCCACAGGAGG 41 110 1 21 213 20 59,662 59,746 46,900 43,000 1,592,515 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 10 93 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG AGCAGAAACCGGATCCAACC 10 22 33 20 125 20 59,964 60,323 47,900 37,700 0.358710 A 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 10 181 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG CCAGTCATTCCCACAGGAGG 10 110 33 20 213 20 59,964 59,746 47,900 43,000 0.290342 F 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 10 90 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG AGAAACCGGATCCAACCACA 10 19 33 20 122 20 59,964 59,231 47,900 41,700 0.804786 A 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1060_2 2 63 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 10 92 TTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgct TTGGTGATGTCCTTGGTCGG GCAGAAACCGGATCCAACCA 10 21 33 20 124 20 59,964 60,608 47,900 36,700 0.644199 A 220 CTGGCGATCTGTAATCTCCGTTTGTGTTACATTTGGTGATGTCCTTGGTCGGATCGGCTTCCctgctgctgctgctgctgctgCAAGACTCTTCGACTTTGTTGTGGTTGGATCCGGTTTCTGCTGCTcccccTCCTGGTAGAACATTCATCCTGANGCTCTGATTCTTcccccTGTCATCTTGCTTCCCCATCCTCCTGTGGGAATGACTGGAGGGGAG

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 1 1 8 9 118 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaCCAAACACTGCAACCACCAC TCAAGAAACAAGCAGCGCAG 9 45 1 20 118 20 60,179 59,691 41,600 51,800 0.487797 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 8 9 185 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaCCAAACACTGCAACCACCAC ACAAATCTTGCGGGATGGGT 9 112 1 20 185 20 60,179 59,960 41,600 45,100 0.218731 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 8 9 190 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaCCAAACACTGCAACCACCAC ACTTTACAAATCTTGCGGGATGG 9 114 1 20 190 23 60,179 59,556 41,600 35,100 3,622,795 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 8 9 191 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaCCAAACACTGCAACCACCAC TACTTTACAAATCTTGCGGGATGG 9 114 1 20 191 24 60,179 59,362 41,600 35,100 4,817,534 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 8 9 251 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaCCAAACACTGCAACCACCAC GTGCAGATTGTTTCCACTCAGAC 9 175 1 20 251 23 60,179 60,059 41,600 35,100 3,237,752 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 116 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC CAAGAAACAAGCAGCGCAGG 8 44 2 20 117 20 60,179 60,662 46,100 48,500 0.841487 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 117 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC TCAAGAAACAAGCAGCGCAG 8 45 2 20 118 20 60,179 59,691 46,100 51,800 0.487797 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 184 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC ACAAATCTTGCGGGATGGGT 8 112 2 20 185 20 60,179 59,960 46,100 45,100 0.218731 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 190 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC TACTTTACAAATCTTGCGGGATGG 8 114 2 20 191 24 60,179 59,362 46,100 35,100 4,817,534 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 248 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC GCAGATTGTTTCCACTCAGACA 8 174 2 20 249 22 60,179 58,859 46,100 34,100 3,320,511 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 8 250 CAAACACTGCAaccaccaccaccACATTccaccaccaccac CAAACACTGCAACCACCACC GTGCAGATTGTTTCCACTCAGAC 8 175 2 20 251 23 60,179 60,059 46,100 35,100 3,237,752 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1061_3 3 30 24 8 1 ACC CCACCACCACCACCACCACCACCA NO 0 0 10 7 183 AAACACTGCAaccaccaccaccACATTccaccaccaccacc AAACACTGCAACCACCACCA ACAAATCTTGCGGGATGGGT 7 112 3 20 185 20 60,613 59,960 41,700 45,100 0.652910 F 255 CCAAACACTGCAaccaccaccaccACATTccaccaccaccaccaccaccaccaTcccccccccccccccAcccccTCCTGAACCTTACAAAGAAACACCTGCGCTGCTTGTTTCTTGAACCAAGGGGTGCTTGAAAAccccccTCACCCTTATCATCAcccccAAACCCATCCCGCAAGATTTGTAAAGTATAGGTCCCTATAAATCTTCCAGGAAAGCTGGCATTTTGTCTGAGTGGAAACAATCTGCACTATT

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 1 1 Aug‐75 16 141 TGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT TTGCGCCCTTCATCCATTCT 16 51 81 22 221 20 59,631 60,034 35,000 24,000 2,403,061 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 Aug‐75 16 143 TGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT TCTTGCGCCCTTCATCCATT 16 53 81 22 223 20 59,631 60,034 35,000 31,600 2,403,061 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 10 16 139 TGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT GCGCCCTTCATCCATTCTTC 16 49 81 22 219 20 59,631 59,335 35,000 28,700 3,034,173 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 10 16 139 GGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT TGCGCCCTTCATCCATTCTT 16 50 82 21 220 20 57,953 60,034 35,000 25,200 3,081,154 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 10 16 140 TGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT TGCGCCCTTCATCCATTCTT 16 50 81 22 220 20 59,631 60,034 35,000 25,200 2,403,061 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 11 53 195 agagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAGAGAAAGGAAGAAATGAAGTGGGA TCTTGCGCCCTTCATCCATT 65 53 29 25 223 20 59,926 60,034 43,700 31,600 5,107,877 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 11 51 193 agagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAGAGAAAGGAAGAAATGAAGTGGGA TTGCGCCCTTCATCCATTCT 65 51 29 25 221 20 59,926 60,034 43,700 24,000 5,107,877 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 11 50 192 agagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAGAGAAAGGAAGAAATGAAGTGGGA TGCGCCCTTCATCCATTCTT 65 50 29 25 220 20 59,926 60,034 43,700 25,200 5,107,877 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1064_2 2 119 32 8 1 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAA NO 0 0 13 16 137 TGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGGAGAAAGAAAGCGAGAAGGT GCCCTTCATCCATTCTTCCCT 16 46 81 22 217 21 59,631 59,784 35,000 42,000 3,585,302 F 255 GTAAGTGAAGAATGTTGGATGANGGAagagagAAAGGAAGAAATGAAGTGGGAAGAATTGATGAAGGAATGAGGAAGGAATGGAGAAAGAAAGCGAGAAGGTAAGAGAAGAAAATGATagaaagaaagaaagaaagaaagaaagaaagaaNNNNNNNNNNNNNNNNNNNNNGaaaaaaaCAAAGAGACACAGANGAAGGGAAGAATGGATGAAGGGCGCAAGAAAGGAAGAGGGAGTGAAAGTGGGAAATAAAGA

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 1 1 7 58 202 ATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAATGGGAGTGAGGAGCAGGG AACGTCACTCTGCTGTGCC 85 58 10 19 211 19 60,692 60,595 44,500 50,100 3,287,424 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 7 58 203 ATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAATGGGAGTGAGGAGCAGGG TAACGTCACTCTGCTGTGCC 85 58 10 19 212 20 60,692 60,320 44,500 50,100 2,011,596 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 58 202 TGGGAGTGAGGAGCAGGGGCATGAGGATGAGGA TGGGAGTGAGGAGCAGGG TAACGTCACTCTGCTGTGCC 85 58 11 18 212 20 60,285 60,320 44,500 50,100 2,604,476 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 56 240 TGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGTGAGGAGGGTATGAGGGTGT ATGGCTGCACAAGATGGTGA 56 123 38 20 277 20 59,283 59,961 41,600 40,200 0.755190 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 56 242 TGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGTGAGGAGGGTATGAGGGTGT AGATGGCTGCACAAGATGGT 56 125 38 20 279 20 59,283 59,669 41,600 35,500 1,047,195 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 10 54 240 AGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGG AGGAGGGTATGAGGGTGTGA AGATGGCTGCACAAGATGGT 54 125 40 20 279 20 59,283 59,669 35,800 35,500 1,047,195 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 10 30 131 GTGGAAGGGTGTGAGGAAGGGATGGGGTGTgagg GTGGAAGGGTGTGAGGAAGG CCCAGCCTTCCAGTACCATC 30 40 64 20 194 20 59,963 59,819 34,600 35,100 0.218225 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 10 30 149 GTGGAAGGGTGTGAGGAAGGGATGGGGTGTgagg GTGGAAGGGTGTGAGGAAGG TAACGTCACTCTGCTGTGCC 30 58 64 20 212 20 59,963 60,320 34,600 50,100 0.356429 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 10 30 214 GTGGAAGGGTGTGAGGAAGGGATGGGGTGTgagg GTGGAAGGGTGTGAGGAAGG ATGGCTGCACAAGATGGTGA 30 123 64 20 277 20 59,963 59,961 34,600 40,200 0.075474 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 32 133 AGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaAGGTGGAAGGGTGTGAGGAA CCCAGCCTTCCAGTACCATC 32 40 62 20 194 20 60,401 59,819 33,600 35,100 0.582745 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 32 151 AGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaAGGTGGAAGGGTGTGAGGAA TAACGTCACTCTGCTGTGCC 32 58 62 20 212 20 60,401 60,320 33,600 50,100 0.720950 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 31 132 GGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgag GGTGGAAGGGTGTGAGGAAG CCCAGCCTTCCAGTACCATC 31 40 63 20 194 20 59,963 59,819 34,600 35,100 0.218225 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 31 150 GGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgag GGTGGAAGGGTGTGAGGAAG TAACGTCACTCTGCTGTGCC 31 58 63 20 212 20 59,963 60,320 34,600 50,100 0.356429 B 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 31 215 GGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgag GGTGGAAGGGTGTGAGGAAG ATGGCTGCACAAGATGGTGA 31 123 63 20 277 20 59,963 59,961 34,600 40,200 0.075474 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 6 107 GGGTGTgaggaggagAAGGATGAGTTgaggaggaggag GGGTGTGAGGAGGAGAAGGA CCCAGCCTTCCAGTACCATC 6 40 88 20 194 20 60,252 59,819 33,600 35,100 0.433634 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1065_2 2 114 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 12 6 190 GGGTGTgaggaggagAAGGATGAGTTgaggaggaggag GGGTGTGAGGAGGAGAAGGA ATGGCTGCACAAGATGGTGA 6 123 88 20 277 20 60,252 59,961 33,600 40,200 0.290884 F 285 AGGAgggggATGGGAGTGAGGAGCAGGGGCATGAGGATGAGGAGGGTATGAGGGTGTGAGGAGGTGGAAGGGTGTGAGGAAGGGATGGGGTGTgaggaggagAAGGATGAGTTgaggaggaggaggaggaggagGATGGTGTATGTGTATGGTGATGTCATTGATGCATGCACAGATGGTACTGGAAGGCTGGGCACAGCAGAGTGACGTTATTGGAtttttGCACATGCACGGACCAGTGTGCAGACGGATATCAGTCACCATCTTGTGCAGCCATCTTGCGTT

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 1 1 Apr‐75 10 100 TCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctg TCTGGCACATGCTCATCTGC AGAGGTGTCAGTGTGCATGG 10 18 3 20 102 20 60,747 59,964 42,600 36,600 0.782804 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 Apr‐75 10 178 TCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctg TCTGGCACATGCTCATCTGC CAGAACCTCAACTCCGCTCA 10 96 3 20 180 20 60,747 59,682 42,600 42,600 1,065,363 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 Apr‐75 10 219 TCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctg TCTGGCACATGCTCATCTGC ACCTGGCAGTAGTTCAGCAA 10 137 3 20 221 20 60,747 59,235 42,600 39,100 1,511,813 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 Apr‐75 10 241 TCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctg TCTGGCACATGCTCATCTGC AAGCAGCAGTTCTCTCGGTC 10 159 3 20 243 20 60,747 60,038 42,600 47,900 0.784713 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 10 240 CTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgc CTGGCACATGCTCATCTGC AAGCAGCAGTTCTCTCGGTC 10 159 4 19 243 20 59,272 60,038 42,600 47,900 1,765,859 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 9 99 CTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgc CTGGCACATGCTCATCTGCT AGAGGTGTCAGTGTGCATGG 9 18 4 20 102 20 60,748 59,964 42,400 36,600 0.784247 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 9 177 CTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgc CTGGCACATGCTCATCTGCT CAGAACCTCAACTCCGCTCA 9 96 4 20 180 20 60,748 59,682 42,400 42,600 1,066,807 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 9 240 CTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgc CTGGCACATGCTCATCTGCT AAGCAGCAGTTCTCTCGGTC 9 159 4 20 243 20 60,748 60,038 42,400 47,900 0.786157 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 7 97 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA AGAGGTGTCAGTGTGCATGG 7 18 6 20 102 20 60,747 59,964 42,600 36,600 0.782804 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 7 175 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA CAGAACCTCAACTCCGCTCA 7 96 6 20 180 20 60,747 59,682 42,600 42,600 1,065,363 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 7 216 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA ACCTGGCAGTAGTTCAGCAA 7 137 6 20 221 20 60,747 59,235 42,600 39,100 1,511,813 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 7 217 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA AACCTGGCAGTAGTTCAGCA 7 138 6 20 222 20 60,747 59,235 42,600 44,100 1,511,813 B 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 7 229 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA TTCTCTCGGTCAAACCTGGC 7 150 6 20 234 20 60,747 59,965 42,600 48,500 0.781819 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 7‐May 10 226 TCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctg TCTGGCACATGCTCATCTGC CGGTCAAACCTGGCAGTAGT 10 144 3 20 228 20 60,747 59,965 42,600 27,300 0.781819 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1066_2 2 33 32 7 1.5 AGC GCTGCTGCTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 7‐May 7 223 GGCACATGCTCATCTGCTGAGGGTGCGgctgctgctG GGCACATGCTCATCTGCTGA CGGTCAAACCTGGCAGTAGT 7 144 6 20 228 20 60,747 59,965 42,600 27,300 0.781819 F 276 ATTCTGGCACATGCTCATCTGCTGAGGGTGCGgctgctgctGTtgctgctgctgctgctgctgcATGTAGTTCATCCNTTGCCCATGCACACTGACACCTCTNTGCAGTAAACCCTNCTGTGCTAGAGCCATTTCATNCTGGCTCATTGTCACAGTCTGCTGAGCGGAGTTGAGGTTCTGGTACTNGTCAAACATCTGCTTTTGCTGAACTACTGCCAGGTTTGACCgagagaACTGCTGCTTNGTTNGATCAGGAATGACGNCAACTGTACCTGA

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 4 1 96 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CTGGTTTGGAGGGCATGTGT 1 34 1 20 96 20 60,179 60,540 46,100 37,200 0.719421 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 97 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG ACTGGTTTGGAGGGCATGTG 1 35 1 20 97 20 60,179 60,540 46,100 32,100 0.719421 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 98 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CACTGGTTTGGAGGGCATGT 1 36 1 20 98 20 60,179 60,540 46,100 32,100 0.719421 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 155 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG AGCGAGGATCCATGCAAACT 1 93 1 20 155 20 60,179 59,746 46,100 26,600 0.433234 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 156 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CAGCGAGGATCCATGCAAAC 1 94 1 20 156 20 60,179 59,620 46,100 29,300 0.558726 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 157 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CCAGCGAGGATCCATGCAAA 1 95 1 20 157 20 60,179 60,749 46,100 36,800 0.928148 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 229 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG AGAGATGTGCCTTGCTGGAG 1 167 1 20 229 20 60,179 59,748 46,100 38,600 0.431535 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 235 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG GGCCCTAGAGATGTGCCTTG 1 173 1 20 235 20 60,179 60,179 46,100 36,100 0.358091 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 239 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG GACTGGCCCTAGAGATGTGC 1 177 1 20 239 20 60,179 59,894 46,100 45,700 0.284835 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 244 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG ACCTTGACTGGCCCTAGAGA 1 182 1 20 244 20 60,179 59,586 46,100 31,000 0.592888 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 245 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CACCTTGACTGGCCCTAGAG 1 183 1 20 245 20 60,179 59,461 46,100 24,300 0.718107 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 274 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG AGCAACTGGTTTGATGCAGC 1 212 1 20 274 20 60,179 59,684 46,100 52,500 0.495260 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 299 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG AGGGAACTATCTTCCACAGGA 1 236 1 20 299 21 60,179 57,508 46,100 38,600 3,670,822 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 300 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CAGGGAACTATCTTCCACAGGA 1 236 1 20 300 22 60,179 58,892 46,100 38,600 3,286,657 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1067_3 3 22 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 1 300 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggagg AAGTGTCCGTTCACTGGGTG CAGGGAACTATCTTCCACAGG 1 237 1 20 300 21 60,179 57,450 46,100 40,000 3,729,494 A 308 AAGTGTCCGTTCACTGGGTGTggaggaggaggaggaggaggaGACAGACTGCCTCAGAGACAGCAAGGTGGGAAATACACATGCCCTCCAAACCAGTGTATTAGGAGTGTTGAAGACATTGAATTTTGGAGGAAAAGTTTGCATGGATCCTCGCTGGGACTGGAGGAGTCAAATTCACCACTGCTTGTATACCACTGAGCCCTTCCCAGCTCCAGCAAGGCACATCTCTAGGGCCAGTCAAGGTGCAATGCATGGCTGCATCAAACCAGTTGCTGNTATCCTGTGGAAGATAGTTCCCTGACCCTTCC

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 1 1 3 17 140 ATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTATAACTCCTGCAGTGCTCCAG AACAGTATCCTGCCAGCCAC 30 17 69 21 208 20 59,791 60,035 38,600 50,100 1,244,074 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 4 20 142 TAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG GCAAACAGTATCCTGCCAGC 30 20 70 20 211 20 59,390 59,547 38,600 48,500 1,063,564 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 4 18 140 TAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG AAACAGTATCCTGCCAGCCA 30 18 70 20 209 20 59,390 59,302 38,600 47,500 1,308,412 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 4 17 139 TAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG AACAGTATCCTGCCAGCCAC 30 17 70 20 208 20 59,390 60,035 38,600 50,100 0.645230 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 4 15 137 TAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG CAGTATCCTGCCAGCCACTG 30 15 70 20 206 20 59,390 60,463 38,600 36,600 1,073,469 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 5 30 190 TAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG TTTGGCCTCATCCTGTGTTCA 30 67 70 20 259 21 59,390 59,855 38,600 31,800 1,754,882 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 5 17 138 AACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTAACTCCTGCAGTGCTCCAG AACAGTATCCTGCCAGCCAC 30 17 71 19 208 20 59,626 60,035 38,600 50,100 1,409,246 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 6 67 258 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTA TCCATCACTTCCATACCCTCT TTGGCCTCATCCTGTGTTCA 98 67 1 21 258 20 57,579 59,230 36,900 31,800 4,191,893 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 6 31 190 ATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTATAACTCCTGCAGTGCTCCA TTGGCCTCATCCTGTGTTCA 31 67 69 20 258 20 58,721 59,230 38,600 31,800 2,049,996 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 6 30 190 ATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTATAACTCCTGCAGTGCTCCAG TTGGCCTCATCCTGTGTTCA 30 67 69 21 258 20 59,791 59,230 38,600 31,800 1,979,518 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 8 66 257 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTA TCCATCACTTCCATACCCTCTT TGGCCTCATCCTGTGTTCAA 97 66 1 22 257 20 58,264 59,230 28,500 26,900 4,506,593 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr1068_2 2 120 52 8 2 ACGC GTGTGTGTGTGTGCGTGTGNGCGTGCGTGCGTGCGNO 0 0 8 66 257 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTA TCCATCACTTCCATACCCTCT TGGCCTCATCCTGTGTTCAA 98 66 1 21 257 20 57,579 59,230 36,900 26,900 4,191,893 D 266 TCCATCACTTCCATACCCTCTTAACATTTCCTGAGTACTCCCGATacacacTCATCACCTCTGACAGAATAACTCCTGCAGTGCTCCAGCAGAATGGTCATGCTTTCTCCATTTTAANAgtgtgtgtgtgtGCGTGTGNgcgtgcgtgcgtgcgtgcgtgcgtgcgtgcgtGTACATTGTGACAGCCAGTGGCTGGCAGGATACTGTTTGCAAGCACAAGATCAAGAATTGAGATATTTGAACACAGGATGAGGCCAAATATGATT

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 1 1 19 34 211 AGGGAGACGGATTTATAacacacacTCTAaaagaaaga AGGGAGACGGATTTATAACACACA GGGTTAGGGTTAGGGTTAGCG 90 34 6 24 216 21 59,531 59,860 37,200 42,600 5,608,164 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 28 204 GGGAGACGGATTTATAacacacacTCTAaaagaaagaa GGGAGACGGATTTATAACACACAC GGGTTAGGGTTAGCGTTAGGG 89 28 7 24 210 21 59,430 59,860 38,200 35,300 5,709,217 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 28 205 AGGGAGACGGATTTATAacacacacTCTAaaagaaaga AGGGAGACGGATTTATAACACACA GGGTTAGGGTTAGCGTTAGGG 90 28 6 24 210 21 59,531 59,860 37,200 35,300 5,608,164 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 26 137 CGTGAAAGGCAGCATTGACCGAATGTTTGACAAGACGTGAAAGGCAGCATTGACC GGGTTAGGGTTAGCGTTAGGG 26 28 74 20 210 21 60,110 59,860 40,200 35,300 1,249,250 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 26 143 CGTGAAAGGCAGCATTGACCGAATGTTTGACAAGACGTGAAAGGCAGCATTGACC GGGTTAGGGTTAGGGTTAGCG 26 34 74 20 216 21 60,110 59,860 40,200 42,600 1,249,250 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 25 136 GTGAAAGGCAGCATTGACCGAATGTTTGACAAGAAGTGAAAGGCAGCATTGACCG GGGTTAGGGTTAGCGTTAGGG 25 28 75 20 210 21 60,110 59,860 47,900 35,300 1,249,250 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 25 142 GTGAAAGGCAGCATTGACCGAATGTTTGACAAGAAGTGAAAGGCAGCATTGACCG GGGTTAGGGTTAGGGTTAGCG 25 34 75 20 216 21 60,110 59,860 47,900 42,600 1,249,250 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 24 135 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA GGGTTAGGGTTAGCGTTAGGG 24 28 76 20 210 21 60,251 59,860 46,900 35,300 1,390,337 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr106_3 3 120 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTAAACCCT_120_161 0 0 19 24 141 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA GGGTTAGGGTTAGGGTTAGCG 24 34 76 20 216 21 60,251 59,860 46,900 42,600 1,390,337 F 221 GTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGCTCTGAAAATCGTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAATCCCCAAAcctaaccctaaccctaacCCCTAACGctaaccctaaccctaaccCAAACC

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 1 1 8 54 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAATGCCTGGTGCTCATGAAAGG AAAGGGAGGACTGAAGGACG 54 59 1 20 189 20 60,610 59,023 31,100 47,900 1,587,352 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 8 52 187 CCTGGTGCTCATGAAAGGCATCACATAAATGCAAG CCTGGTGCTCATGAAAGGCA AAAGGGAGGACTGAAGGACG 52 59 3 20 189 20 60,610 59,023 47,500 47,900 1,587,352 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 8 48 184 GGTGCTCATGAAAGGCATCACATAAATGCAAGTTT GGTGCTCATGAAAGGCATCAC AAAGGGAGGACTGAAGGACG 48 59 6 21 189 20 59,866 59,023 30,600 47,900 2,111,185 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 14 16 147 TTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccTTCCCTTCCTCTCTCCCTCC GGAGGACTGAAGGACGGAGA 16 55 39 20 185 20 59,660 60,324 43,000 37,100 0.663750 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 14.75 11 142 TTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccct TTCCTCTCTCCCTCCTTCCC GGAGGACTGAAGGACGGAGA 11 55 44 20 185 20 59,660 60,324 39,700 37,100 0.663750 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 16.75 9 97 CctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctcc CCTCTCTCCCTCCTTCCCTC GGAAGATGGGAGGGAGGGAA 9 12 46 20 142 20 60,106 60,328 43,000 39,700 0.433286 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 16.75 9 140 CctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctcc CCTCTCTCCCTCCTTCCCTC GGAGGACTGAAGGACGGAGA 9 55 46 20 185 20 60,106 60,324 43,000 37,100 0.429251 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 16.75 8 96 ctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccct CTCTCTCCCTCCTTCCCTCC GGAAGATGGGAGGGAGGGAA 8 12 47 20 142 20 60,106 60,328 43,000 39,700 0.433286 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 16.75 8 139 ctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccct CTCTCTCCCTCCTTCCCTCC GGAGGACTGAAGGACGGAGA 8 55 47 20 185 20 60,106 60,324 43,000 37,100 0.429251 F 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 18 ‐60 135 CCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccCCCTCCTTCCCTCCCTCC AGGGAGGACTGAAGGACG ‐60 59 117 18 187 18 60,040 57,556 43,000 47,900 6,484,293 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 18 ‐60 136 CCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccCCCTCCTTCCCTCCCTCC AAGGGAGGACTGAAGGACG ‐60 59 117 18 188 19 60,040 58,328 43,000 47,900 4,712,773 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1073_2 2 75 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_75_110 0 0 18 ‐60 137 CCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccCCCTCCTTCCCTCCCTCC AAAGGGAGGACTGAAGGACG ‐60 59 117 18 189 20 60,040 59,023 43,000 47,900 3,017,754 B 189 TGCCTGGTGCTCATGAAAGGCATCACATAAATGCAAGTTTCCCTTCctctctCCCTCCTTCCCTCCCTCCNNNNctccctccctccctccctccctccctccctccctccNTCCCTCCCTCCTtccctccctcccATCTTCCTTTCCTCCCtccttccttccttctctcCGTCCTTCAGTCCTCCCTTT

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 1 1 4 2 91 TGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctc TGTCTGAAGCAAAGGGACCC ATAGATCCATCACAGCAAGGG 2 21 92 20 182 21 59,890 57,215 44,600 39,500 3,894,997 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 1 90 GTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctGTCTGAAGCAAAGGGACCCA ATAGATCCATCACAGCAAGGG 1 21 93 20 182 21 59,890 57,215 45,100 39,500 3,894,997 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 1 121 GTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctGTCTGAAGCAAAGGGACCCA TCCTTTAATGTGGAACTGGTGA 1 51 93 20 213 22 59,890 57,284 45,100 40,200 4,826,020 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 62 218 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG GCAGCCTATAAGCAGCATAAGC 62 87 32 20 249 22 60,389 59,839 61,300 30,900 2,550,507 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 62 221 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG AAAGCAGCCTATAAGCAGCA 62 92 32 20 252 20 60,389 57,575 61,300 44,100 2,814,439 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 2 158 TGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctc TGTCTGAAGCAAAGGGACCC GCAGCCTATAAGCAGCATAAGC 2 87 92 20 249 22 59,890 59,839 44,600 30,900 2,271,697 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 1 157 GTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctGTCTGAAGCAAAGGGACCCA GCAGCCTATAAGCAGCATAAGC 1 87 93 20 249 22 59,890 59,839 45,100 30,900 2,271,697 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 1 160 GTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctGTCTGAAGCAAAGGGACCCA AAAGCAGCCTATAAGCAGCA 1 92 93 20 252 20 59,890 57,575 45,100 44,100 2,535,629 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 84 240 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA GCAGCCTATAAGCAGCATAAGC 84 87 10 20 249 22 60,031 59,839 37,200 30,900 2,192,322 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 84 242 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA AAGCAGCCTATAAGCAGCAT 84 91 10 20 251 20 60,031 57,347 37,200 37,900 2,684,346 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 84 243 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA AAAGCAGCCTATAAGCAGCA 84 92 10 20 252 20 60,031 57,575 37,200 44,100 2,456,254 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 62 220 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG AAGCAGCCTATAAGCAGCAT 62 91 32 20 251 20 60,389 57,347 61,300 37,900 3,042,531 B 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 43 196 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA TGTGGAACTGGTGATTCTCTCC 84 43 10 20 205 22 60,031 59,697 37,200 37,100 2,334,133 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 42 195 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA GTGGAACTGGTGATTCTCTCCT 84 42 10 20 204 22 60,031 59,431 37,200 36,900 2,600,516 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 12 2 131 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG GGAAAGAGGAGGAGGAGTGG 62 2 32 20 162 20 60,389 58,800 61,300 40,000 1,588,912 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 12 2 153 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA GGAAAGAGGAGGAGGAGTGG 84 2 10 20 162 20 60,031 58,800 37,200 40,000 1,230,727 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 12 0 129 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG AAAGAGGAGGAGGAGTGGGA 62 0 32 20 160 20 60,389 59,206 61,300 43,700 1,182,913 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 12 0 151 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA AAAGAGGAGGAGGAGTGGGA 84 0 10 20 160 20 60,031 59,206 37,200 43,700 0.824728 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 14 1 130 TACACAGACGTTCATGCGGGGTTTGgagagaGGGAATACACAGACGTTCATGCGGG GAAAGAGGAGGAGGAGTGGG 62 1 32 20 161 20 60,389 58,800 61,300 46,100 1,588,912 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr1074_2 2 114 27 9 1 AGG CTCCTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 14 1 152 CCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCCTCCTATCCCTCCCACACA GAAAGAGGAGGAGGAGTGGG 84 1 10 20 161 20 60,031 58,800 37,200 46,100 1,230,727 F 286 AACCTTTCCCCTCCTATCCCTCCcacacaCTTACACAGACGTTCATGCGGGGTTTGgagagaGGGAAAACAGAAGATGTGACTGAAACTGTTGTCTGAAGCAAAGGGACCCAActcctcctcctcctcctcctcctcctcTCCCActcctcctcctcTTTCCCCTTGCTGTGATGGATCTATAGgagagaATCACCAGTTCCACATTAAAGGAAGTTAAAGTATGCTGCTTATGCTGCTTATAGGCTGCTTTTCCTGTCGTTACTTTTGCTGTCTTGTGTAGAGTG

cons_gr107_2 2 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 1 1 17 23 126 TGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtggT TGCTGTTGGTGATGGTGCT ACAGCAGAAGCAGCATCAGT 23 43 15 19 140 20 59,849 59,964 44,000 34,100 1,187,668 B 151 gctgctgctGCNGCTGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtggTGCTGNtgctgctgctgctgctgctgcTGGTGNTTGTGCTGATTCTGCTGTTGTTGGTGATGGTGCTGATACTGATGCTGCTTCTGCTGTTTGTGATGNTG

cons_gr107_2 2 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 23 127 CTGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtgg CTGCTGTTGGTGATGGTGCT ACAGCAGAAGCAGCATCAGT 23 43 14 20 140 20 60,892 59,964 44,000 34,100 0.928806 B 151 gctgctgctGCNGCTGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtggTGCTGNtgctgctgctgctgctgctgcTGGTGNTTGTGCTGATTCTGCTGTTGTTGGTGATGGTGCTGATACTGATGCTGCTTCTGCTGTTTGTGATGNTG

cons_gr107_2 2 57 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 22 126 TGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtggT TGCTGTTGGTGATGGTGCTG ACAGCAGAAGCAGCATCAGT 22 43 15 20 140 20 61,174 59,964 44,100 34,100 1,210,525 B 151 gctgctgctGCNGCTGCTGTTGGTGATGGTGCTGNGGCTNTtggtggtggTGCTGNtgctgctgctgctgctgctgcTGGTGNTTGTGCTGATTCTGCTGTTGTTGGTGATGGTGCTGATACTGATGCTGCTTCTGCTGTTTGTGATGNTG

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 1 1 2 31 168 CATTCAACGCTGTCAGCCACATCACCCAATGACATT CATTCAACGCTGTCAGCCAC ACCTTCTATTGCCTCAGCCC 76 31 81 20 248 20 60,110 59,451 50,100 51,900 0.658565 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 2 31 179 aGTTTGCTCGCCATTCAACGCTGTCAGCCACATCAC AGTTTGCTCGCCATTCAACG ACCTTCTATTGCCTCAGCCC 87 31 70 20 248 20 59,762 59,451 41,000 51,900 0.786799 F 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 2 25 162 CATTCAACGCTGTCAGCCACATCACCCAATGACATT CATTCAACGCTGTCAGCCAC TATTGCCTCAGCCCTGTTGC 76 25 81 20 242 20 60,110 60,681 50,100 41,700 0.790977 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 2 4 90 AGGATAAGCTGGCGCACAATCGCAagcagcagcagca AGGATAAGCTGGCGCACAAT TATTGCCTCAGCCCTGTTGC 4 25 153 20 242 20 60,107 60,681 27,100 41,700 0.787938 A 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 2 4 96 AGGATAAGCTGGCGCACAATCGCAagcagcagcagca AGGATAAGCTGGCGCACAAT ACCTTCTATTGCCTCAGCCC 4 31 153 20 248 20 60,107 59,451 27,100 51,900 0.655527 A 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 3 31 214 CATGGCAAGGCTCACCCATATCTCACACCTcacacaG CATGGCAAGGCTCACCCATA ACCTTCTATTGCCTCAGCCC 122 31 35 20 248 20 60,107 59,451 27,400 51,900 0.655079 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 4 31 212 TGGCAAGGCTCACCCATATCTCACACCTcacacaGTT TGGCAAGGCTCACCCATATC ACCTTCTATTGCCTCAGCCC 120 31 37 20 248 20 59,817 59,451 16,300 51,900 0.732001 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 4 2 94 GATAAGCTGGCGCACAATCGCAagcagcagcagcagcaGATAAGCTGGCGCACAATCG ACCTTCTATTGCCTCAGCCC 2 31 155 20 248 20 60,042 59,451 33,400 51,900 0.590348 A 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 31 131 TACCACACTCACTGGCACACTTCCctctctTTTGCAGG TACCACACTCACTGGCACAC ACCTTCTATTGCCTCAGCCC 39 31 118 20 248 20 59,894 59,451 38,200 51,900 0.654474 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 31 132 GTACCACACTCACTGGCACACTTCCctctctTTTGCAG GTACCACACTCACTGGCACA ACCTTCTATTGCCTCAGCCC 40 31 117 20 248 20 59,894 59,451 45,700 51,900 0.654474 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 31 243 GCTCCTTCTCACTGGCACATACTAAACACCATGGCA GCTCCTTCTCACTGGCACAT ACCTTCTATTGCCTCAGCCC 151 31 6 20 248 20 60,036 59,451 32,100 51,900 0.584140 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 30 242 GCTCCTTCTCACTGGCACATACTAAACACCATGGCA GCTCCTTCTCACTGGCACAT CCTTCTATTGCCTCAGCCCT 151 30 6 20 247 20 60,036 59,157 32,100 51,900 0.878264 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 28 241 GCTCCTTCTCACTGGCACATACTAAACACCATGGCA GCTCCTTCTCACTGGCACAT CTTCTATTGCCTCAGCCCTGT 151 28 6 20 246 21 60,036 59,789 32,100 40,000 1,247,087 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 6 25 237 GCTCCTTCTCACTGGCACATACTAAACACCATGGCA GCTCCTTCTCACTGGCACAT TATTGCCTCAGCCCTGTTGC 151 25 6 20 242 20 60,036 60,681 32,100 41,700 0.716551 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1081_3 3 177 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC NO 0 0 8 31 159 CTGTCAGCCACATCACCCAATGACATTGTACCACAC CTGTCAGCCACATCACCCAA ACCTTCTATTGCCTCAGCCC 67 31 90 20 248 20 60,251 59,451 41,200 51,900 0.799368 B 255 TCATAGCTCCTTCTCACTGGCACATACTAAACACCATGGCAAGGCTCACCCATATCTCACACCTcacacaGTTTGCTCGCCATTCAACGCTGTCAGCCACATCACCCAATGACATTGTACCACACTCACTGGCACACTTCCctctctTTTGCAGGATAAGCTGGCGCACAATCGCAagcagcagcagcagcagcagcTAGCTGGAGGGTGATGCAGCGGCCAGCAACAGGGCTGAGGCAATAGAAGGTAGCGATA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 4 81 299 TGTGAAACTGAAGGGTCCAAGTTACCAATAAACAA TGTGAAACTGAAGGGTCCAAGT AGTGTTCAAGGCAACCGTCA 155 81 63 22 361 20 59,759 60,107 31,600 43,500 2,348,586 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 61 203 TCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAA TCGAGTGTGTAAGCAGCTCG AGTGTTCAAGGCAACCGTCA 61 81 159 20 361 20 60,110 60,107 50,300 43,500 0.217146 F 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 45 193 CTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGct CTCGTGCTCGGCCTTCATAA GCACCAAGTGTTCAAGGCAA 45 87 175 20 367 20 60,179 59,541 19,000 45,200 0.638599 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 44 192 TCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctct TCGTGCTCGGCCTTCATAAA GCACCAAGTGTTCAAGGCAA 44 87 176 20 367 20 59,752 59,541 14,000 45,200 0.707501 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 81 293 ACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTAACTGAAGGGTCCAAGTTACCA AGTGTTCAAGGCAACCGTCA 150 81 69 21 361 20 58,585 60,107 32,500 43,500 2,522,022 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 84 240 TGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTC TGGCAAGATTTCATCCTCCCT CCAAGTGTTCAAGGCAACCG 94 84 125 21 364 20 59,075 59,969 42,000 44,400 1,955,894 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 84 241 CTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGT CTGGCAAGATTTCATCCTCCCT CCAAGTGTTCAAGGCAACCG 94 84 124 22 364 20 60,092 59,969 42,000 44,400 2,122,633 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 84 242 TCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTG TCTGGCAAGATTTCATCCTCCC CCAAGTGTTCAAGGCAACCG 95 84 123 22 364 20 60,092 59,969 43,000 44,400 2,122,851 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 84 296 ACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTAACTGAAGGGTCCAAGTTACCA CCAAGTGTTCAAGGCAACCG 150 84 69 21 364 20 58,585 59,969 32,500 44,400 2,445,250 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 61 206 TCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAA TCGAGTGTGTAAGCAGCTCG CCAAGTGTTCAAGGCAACCG 61 84 159 20 364 20 60,110 59,969 50,300 44,400 0.140374 F 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 48 170 TCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAA TCGAGTGTGTAAGCAGCTCG CTGTCTCCTGCAGGACTTGG 61 48 159 20 328 20 60,110 60,037 50,300 36,100 0.146312 F 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 45 154 CTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGct CTCGTGCTCGGCCTTCATAA CTGTCTCCTGCAGGACTTGG 45 48 175 20 328 20 60,179 60,037 19,000 36,100 0.215687 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 45 190 CTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGct CTCGTGCTCGGCCTTCATAA CCAAGTGTTCAAGGCAACCG 45 84 175 20 364 20 60,179 59,969 19,000 44,400 0.209749 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 44 153 TCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctct TCGTGCTCGGCCTTCATAAA CTGTCTCCTGCAGGACTTGG 44 48 176 20 328 20 59,752 60,037 14,000 36,100 0.284589 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 44 189 TCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctct TCGTGCTCGGCCTTCATAAA CCAAGTGTTCAAGGCAACCG 44 84 176 20 364 20 59,752 59,969 14,000 44,400 0.278650 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 12 118 CTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGct CTCGTGCTCGGCCTTCATAA ACTCAGCAGCGCAGTTCTTT 45 12 175 20 292 20 60,179 60,534 19,000 25,200 0.712865 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 11 116 TCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctct TCGTGCTCGGCCTTCATAAA CTCAGCAGCGCAGTTCTTTG 44 11 176 20 291 20 59,752 60,110 14,000 27,700 0.358340 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 11 117 CTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGct CTCGTGCTCGGCCTTCATAA CTCAGCAGCGCAGTTCTTTG 45 11 175 20 291 20 60,179 60,110 19,000 27,700 0.289439 B 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1082_2 2 240 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 11 133 TCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAA TCGAGTGTGTAAGCAGCTCG CTCAGCAGCGCAGTTCTTTG 61 11 159 20 291 20 60,110 60,110 50,300 27,700 0.220063 F 370 GCCTTTTGATATCCACCTCTAAGATTACTCCAAACCTTTCAAATGCAAGCAAAAGGTCATTTTGTGAAACTGAAGGGTCCAAGTTACCAATAAACAACGTCCTATTAGCTCTTTTATCATCTTCTGGCAAGATTTCATCCTCCCTGAATGTGGTTCTGTCGAgtgtgtAAGCAGCTCGTGCTCGGCCTTCATAAAAGGCATAATCCCGctctctTTCCAAAtctctcTGGGGAGGTGGAggtggtggtggtggtggtggtAACTGACGCCCCAAAGAACTGCGCTGCTGAGTTCTGTGctctctGTAACCAAGTCCTGCAGGAGACAGAGATCTCTGCCTATGACGGTTGCCTTGAACACTTGGTGCGGA

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 1 1 17 1 164 TTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTG TTTCCCGCCCTCTCCTATCT AGGGTTAGATAGAGAGATAGACAGA 17 1 80 20 243 25 59,735 57,118 19,800 34,100 8,146,867 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 0 0 17 1 170 TTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTC TTCCAATTTCCCGCCCTCTC AGGGTTAGATAGAGAGATAGACAGA 23 1 74 20 243 25 60,034 57,118 32,000 34,100 7,916,389 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 0 0 17 1 201 ACGACGATGGCTGATCTCATTTCGGCCTCAATTCCA ACGACGATGGCTGATCTCAT AGGGTTAGATAGAGAGATAGACAGA 54 1 43 20 243 25 58,964 57,118 29,000 34,100 8,917,834 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 0 0 17 1 211 GCCATTCATTACGACGATGGCTGATCTCATTTCGGC GCCATTCATTACGACGATGGC AGGGTTAGATAGAGAGATAGACAGA 63 1 33 21 243 25 60,070 57,118 44,000 34,100 8,951,817 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 0 0 17 1 214 CCCGCCATTCATTACGACGATGGCTGATCTCATTTC CCCGCCATTCATTACGACGA AGGGTTAGATAGAGAGATAGACAGA 67 1 30 20 243 25 60,529 57,118 42,000 34,100 8,410,812 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1083_2 2 117 101 8 2 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTCTC NO 0 0 18 0 170 TTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTC TTCCAATTTCCCGCCCTCTC AGGGTTAGATAGAGAGATAGACAGAT 23 0 74 20 243 26 60,034 57,537 32,000 29,000 8,497,532 G 243 GAGTAGGCAATTCAGCCCCTCGTTCCTGCCCCGCCATTCATTACGACGATGGCTGATCTCATTTCGGCCTCAATTCCAATTTCCCGCCCTCTCCTATCTNTCTNTCTGTCTNTCTGtctatctatctatctatctatctatctatctatctctcCAGCTAtctctcTATCTAtctctcTATATCTTtatatatctctcTACCTCCCCctctctctctATCTGTCTAtctctcTATCTAACCCT

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 1 1 2 80 229 ACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGA ACGCTGCTGACACTGGAAAT AGGGAGCTCGAATAGGAGGG 80 85 95 20 323 20 60,250 60,179 21,700 43,000 0.429414 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 2 15 164 AGCGTCTGATGAAAGGCCATCAACCTAAAACGCTG AGCGTCTGATGAAAGGCCAT AGGGAGCTCGAATAGGAGGG 15 85 160 20 323 20 59,746 60,179 44,000 43,000 0.433125 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 3 80 228 ACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGA ACGCTGCTGACACTGGAAAT GGGAGCTCGAATAGGAGGGA 80 84 95 20 322 20 60,250 60,179 21,700 42,000 0.429425 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 3 15 163 AGCGTCTGATGAAAGGCCATCAACCTAAAACGCTG AGCGTCTGATGAAAGGCCAT GGGAGCTCGAATAGGAGGGA 15 84 160 20 322 20 59,746 60,179 44,000 42,000 0.433136 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 46 190 ACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGA ACGCTGCTGACACTGGAAAT CCCACCTACGGAATCTGCTG 80 46 95 20 284 20 60,250 60,179 21,700 44,100 0.429540 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 46 275 CAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCAGAAATGGGTCCTCCTGCA CCCACCTACGGAATCTGCTG 165 46 10 20 284 20 59,671 60,179 44,100 44,100 0.508333 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 15 125 AGCGTCTGATGAAAGGCCATCAACCTAAAACGCTG AGCGTCTGATGAAAGGCCAT CCCACCTACGGAATCTGCTG 15 46 160 20 284 20 59,746 60,179 44,000 44,100 0.433251 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 84 300 TCCTGCACCAACACCAGTTAGTTCACATTTTATACTCTCCTGCACCAACACCAGTTA GGGAGCTCGAATAGGAGGGA 152 84 23 20 322 20 59,159 60,179 22,400 42,000 1,019,575 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 81 297 TCCTGCACCAACACCAGTTAGTTCACATTTTATACTCTCCTGCACCAACACCAGTTA AGCTCGAATAGGAGGGACCC 152 81 23 20 319 20 59,159 60,470 22,400 44,600 1,310,885 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 81 298 CTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCTCCTGCACCAACACCAGTT AGCTCGAATAGGAGGGACCC 153 81 22 20 319 20 60,466 60,470 31,600 44,600 0.936457 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 45 189 ACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGA ACGCTGCTGACACTGGAAAT CCACCTACGGAATCTGCTGG 80 45 95 20 283 20 60,250 60,179 21,700 48,500 0.429540 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 45 273 AGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCAGAAATGGGTCCTCCTGCAC CCACCTACGGAATCTGCTGG 164 45 11 20 283 20 59,670 60,179 45,700 48,500 0.508669 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 45 274 CAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCAGAAATGGGTCCTCCTGCA CCACCTACGGAATCTGCTGG 165 45 10 20 283 20 59,671 60,179 44,100 48,500 0.508333 F 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 21 130 TCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAA TCAGCCAGCGTCTGATGAAA CCACCTACGGAATCTGCTGG 21 45 154 20 283 20 59,679 60,179 26,900 48,500 0.500419 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 15 124 AGCGTCTGATGAAAGGCCATCAACCTAAAACGCTG AGCGTCTGATGAAAGGCCAT CCACCTACGGAATCTGCTGG 15 45 160 20 283 20 59,746 60,179 44,000 48,500 0.433251 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 8 33 142 ATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGC ATACTCAGCAGGTCAGCCAG CCACCTACGGAATCTGCTGG 33 45 142 20 283 20 59,171 60,179 48,500 48,500 1,008,406 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 8 33 143 ATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGC ATACTCAGCAGGTCAGCCAG CCCACCTACGGAATCTGCTG 33 46 142 20 284 20 59,171 60,179 48,500 44,100 1,008,406 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1084_4 4 195 24 8 1 ACC GGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 8 33 145 ATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGC ATACTCAGCAGGTCAGCCAG CACCCACCTACGGAATCTGC 33 48 142 20 286 20 59,171 60,462 48,500 42,600 1,291,381 A 384 ACCAATGAACAGAAATGGGTCCTCCTGCACCAACACCAGTTAGTTCACATTTTATACTCAGCACAGAAGTCAACCCCGtttttGAAAGTTTTCAACGCTGCTGACACTGGAAATCTGAAATaaaaaTAGAAAATGCTGGAAATACTCAGCAGGTCAGCCAGCGTCTGATGAAAGGCCATCAACCTAAAACGCTGggtggtggtggtggtggtggtggtTGGGCCTGTCACGTGCAGAGACAAGTAGGTAAGCCCTGGCAGCCGCCAGCAGATTCCGTAGGTGGGTGTGAGGTgggggAGGGGTCCCTCCTATTCGAGCTCCCTGTGGCCTGGGCAGCAATAGCCATCCCCTAGTTTCACCAAACACCCCTTTCCCCACAACTCC

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 1 1 4 35 144 TTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTTCCTCCTGTTAGCCCATGC ATAAGCGGGTTGGAAAGGGT 48 35 16 20 159 20 59,744 59,298 40,600 43,400 0.958207 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 34 143 TTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTTCCTCCTGTTAGCCCATGC TAAGCGGGTTGGAAAGGGTC 48 34 16 20 158 20 59,744 59,963 40,600 44,600 0.293051 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 34 144 ATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCATTCCTCCTGTTAGCCCATGC TAAGCGGGTTGGAAAGGGTC 48 34 15 21 158 20 60,134 59,963 40,600 44,600 1,170,828 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 51 290 ACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTACTTTATTCCTCCTGTTAGCCCA AACTCTGGAGTCAGTGTGAGG 51 174 10 23 299 21 59,150 59,033 53,600 38,600 5,817,240 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 51 290 AACTTTATTCCTCCTGTTAGCCCATGccccccATCTCC AACTTTATTCCTCCTGTTAGCCCA ACTCTGGAGTCAGTGTGAGG 51 174 9 24 298 20 59,709 58,373 53,600 38,600 5,917,935 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 51 290 TAACTTTATTCCTCCTGTTAGCCCATGccccccATCTC TAACTTTATTCCTCCTGTTAGCCCA CTCTGGAGTCAGTGTGAGGC 51 173 8 25 297 20 59,510 59,754 53,600 47,000 5,735,724 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 48 240 TTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTTCCTCCTGTTAGCCCATGC GAACTTTCCTGCTTTCCGCG 48 131 16 20 255 20 59,744 60,110 40,600 64,600 0.366083 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 48 275 TTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTTCCTCCTGTTAGCCCATGC GTCAGTGTGAGGCCTACCAC 48 166 16 20 290 20 59,744 60,037 40,600 41,600 0.293123 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 121 cccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGCCCATCTCCTTCCCTCCTCT TAAGCGGGTTGGAAAGGGTC 26 34 38 20 158 20 59,733 59,963 36,900 44,600 0.304516 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 218 cccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGCCCATCTCCTTCCCTCCTCT GAACTTTCCTGCTTTCCGCG 26 131 38 20 255 20 59,733 60,110 36,900 64,600 0.377548 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 219 cccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGCCCATCTCCTTCCCTCCTCT CGAACTTTCCTGCTTTCCGC 26 132 38 20 256 20 59,733 60,110 36,900 55,400 0.377548 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 253 cccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGCCCATCTCCTTCCCTCCTCT GTCAGTGTGAGGCCTACCAC 26 166 38 20 290 20 59,733 60,037 36,900 41,600 0.304588 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 23 118 ATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGAATCTCCTTCCCTCCTCTCCC TAAGCGGGTTGGAAAGGGTC 23 34 41 20 158 20 59,434 59,963 43,000 44,600 0.602834 A 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 22 117 TCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTCTCCTTCCCTCCTCTCCCT TAAGCGGGTTGGAAAGGGTC 22 34 42 20 158 20 60,556 59,963 42,000 44,600 0.593540 A 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 21 116 CTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTCTCCTTCCCTCCTCTCCCTG TAAGCGGGTTGGAAAGGGTC 21 34 43 20 158 20 60,398 59,963 44,500 44,600 0.435541 A 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1087_4 4 84 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 21 213 CTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTCTCCTTCCCTCCTCTCCCTG GAACTTTCCTGCTTTCCGCG 21 131 43 20 255 20 60,398 60,110 44,500 64,600 0.508573 F 300 TTTTCTTTAACTTTATTCCTCCTGTTAGCCCATGccccccATCTCCTTCCCTCCTCTCCCTGCCTGGACACCCCGGACTACAGcctcctcctcctcctcctcctCCCACTCACCCACCGCCGGCCCGGGGACATGGCCGACCCTTTCCAACCCGCTTATCTGCgggggAACCTCGGATCCTTCGCCGCCGACATGAGGAAAATGATCAACGCCCCGGAGTGGAGGTGAGGGTGGCCGCGGAAAGCAGGAAAGTTCGGGGATTGGAAGGAGGTGGTAGGCCTCACACTGACTCCAGAGTTT

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 1 1 2 31 189 ACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaACAGATGGTCCTGTTGTGGG CAGACCATGAACACTCATCCA 39 31 52 20 240 21 59,598 57,661 46,100 34,100 3,740,991 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 2 31 190 ACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaACAGATGGTCCTGTTGTGGG TCAGACCATGAACACTCATCCA 39 31 52 20 241 22 59,598 59,094 46,100 34,100 3,307,474 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 2 31 232 CAAGGGTCAGCACTCTGTGAAAGTACAACACAGAACAAGGGTCAGCACTCTGTGA TCAGACCATGAACACTCATCCA 81 31 10 20 241 22 59,606 59,094 35,800 34,100 3,299,929 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 2 31 233 ACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAACAAGGGTCAGCACTCTGTG TCAGACCATGAACACTCATCCA 82 31 9 20 241 22 59,893 59,094 36,600 34,100 3,013,192 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG
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cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 2 29 189 ACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaACAGATGGTCCTGTTGTGGG CAGACCATGAACACTCATCCATC 39 29 52 20 240 23 59,598 59,124 46,100 35,100 4,277,465 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 2 28 188 ACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaACAGATGGTCCTGTTGTGGG AGACCATGAACACTCATCCATCT 39 28 52 20 239 23 59,598 59,221 46,100 29,000 4,180,921 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 3 31 241 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACATGACAGAACAAGGGTCAGCA TCAGACCATGAACACTCATCCA 89 31 1 21 241 22 59,579 59,094 44,100 34,100 4,327,004 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 4 31 240 TGACAGAACAAGGGTCAGCACTCTGTGAAAGTACATGACAGAACAAGGGTCAGCA TCAGACCATGAACACTCATCCA 89 31 2 20 241 22 59,163 59,094 44,100 34,100 3,742,343 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr1088_4 4 111 78 16 1.5 AAAG AGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAGAA_111_174 0 0 4 31 241 TGACAGAACAAGGGTCAGCACTCTGTGAAAGTACATGACAGAACAAGGGTCAGCA TTCAGACCATGAACACTCATCCA 89 31 2 20 242 23 59,163 59,673 44,100 34,100 4,164,070 F 267 ATGACAGAACAAGGGTCAGCACTCTGTGAAAGTACAACACAGAAACCAGTAACAGATGGTCCTGTTGTggggggAgggggggTTGGGTaaaaaaagagagaAAGAAAGAGagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaAGagaaagaaagaaAATAGAAAGTAAAGTTTaaaaaCaaaaaaGATGGATGAGTGTTCATGGTCTGAAGTTGTTGAATTCAATGTTAAGTCTG

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 4 65 244 ACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAG ACAGGAGGGTGTGACTGCAA GCCTTTGCTTCCACCACTTG 65 115 6 20 249 20 61,345 59,967 40,800 31,600 1,377,493 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 64 237 CAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGCAGGAGGGTGTGACTGCAAG GCTTCCACCACTTGAAAGGC 64 109 7 20 243 20 60,605 59,685 40,100 43,500 0.920032 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 64 243 CAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGCAGGAGGGTGTGACTGCAAG GCCTTTGCTTCCACCACTTG 64 115 7 20 249 20 60,605 59,967 40,100 31,600 0.637321 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 18 103 CAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCACAGCAGTGCAGGAGCCTTAG GCTGTGAGAACCTCAAACGC 18 21 53 20 155 20 60,744 59,764 21,800 48,400 0.979627 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 18 197 CAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCACAGCAGTGCAGGAGCCTTAG GCCTTTGCTTCCACCACTTG 18 115 53 20 249 20 60,744 59,967 21,800 31,600 0.776241 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 9 94 AGGAGCCTTAGCCTCTGCAATTGTCCAATgaggagga AGGAGCCTTAGCCTCTGCAA GCTGTGAGAACCTCAAACGC 9 21 62 20 155 20 60,912 59,764 40,800 48,400 1,147,451 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 8 93 GGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggag GGAGCCTTAGCCTCTGCAAT GCTGTGAGAACCTCAAACGC 8 21 63 20 155 20 59,818 59,764 35,600 48,400 0.418225 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 8 181 GGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggag GGAGCCTTAGCCTCTGCAAT GCTTCCACCACTTGAAAGGC 8 109 63 20 243 20 59,818 59,685 35,600 43,500 0.497550 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 8 187 GGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggag GGAGCCTTAGCCTCTGCAAT GCCTTTGCTTCCACCACTTG 8 115 63 20 249 20 59,818 59,967 35,600 31,600 0.214839 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 64 223 CAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGCAGGAGGGTGTGACTGCAAG AAAGGCTTCCTGTACCACGG 64 95 7 20 229 20 60,605 59,964 40,100 49,400 0.641086 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 8 167 GGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggag GGAGCCTTAGCCTCTGCAAT AAAGGCTTCCTGTACCACGG 8 95 63 20 229 20 59,818 59,964 35,600 49,400 0.218604 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr108_2 2 91 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 67 245 GACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGA GACAGGAGGGTGTGACTGC GCCTTTGCTTCCACCACTTG 67 115 5 19 249 20 60,004 59,967 44,000 31,600 1,036,980 F 276 CANGGACAGGAGGGTGTGACTGCAAGTGAGGCTGGTGAGGGGACCCAGAGGGCAGCAGTGCAGGAGCCTTAGCCTCTGCAATTGTCCAATgaggaggaggaggaggaggaggaggggggggggNGGNgggggNNTGCGTTTGAGGTTCTCACAGCTNGTTTGGANANGAGTAGGGGCCGCAGGGTGGANGAGCTAACTGGCCCATGGCACCGTGGTACAGGAAGCCTTTCAAGTGGTGGAAGCAAAGGCTTAGTTGTAGGAGACAGAGGGTGATGA

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 1 1 4 92 253 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA GCCAGCAATGCTCAAATTCCA 92 99 4 20 256 21 60,033 60,067 41,700 35,300 1,099,628 F 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 92 254 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA AGCCAGCAATGCTCAAATTCC 92 100 4 20 257 21 60,033 59,794 41,700 30,100 1,239,283 F 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 92 258 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA GCCTAGCCAGCAATGCTCAA 92 105 4 20 261 20 60,033 61,034 41,700 30,200 1,066,658 F 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 43 196 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA GGAACCTCTGAATGGCTTCA 92 43 4 20 199 20 60,033 57,503 41,700 30,200 2,529,810 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 38 193 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA ACCTCTGAATGGCTTCATTTGC 92 38 4 20 196 22 60,033 59,505 41,700 36,800 2,527,782 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 38 189 CCATGGAGAATGCACCAGTTAACTGATGACTGACA CCATGGAGAATGCACCAGTT CCTCTGAATGGCTTCATTTGC 89 38 7 20 195 21 58,157 57,839 31,600 36,800 5,004,145 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 37 189 CCATGGAGAATGCACCAGTTAACTGATGACTGACA CCATGGAGAATGCACCAGTT CCTCTGAATGGCTTCATTTGCT 89 37 7 20 195 22 58,157 59,241 31,600 39,100 4,602,347 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 37 192 ATGCCATGGAGAATGCACCAGTTAACTGATGACTG ATGCCATGGAGAATGCACCA CCTCTGAATGGCTTCATTTGCT 92 37 4 20 195 22 60,033 59,241 41,700 39,100 2,791,891 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr109_2 2 116 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 36 189 CCATGGAGAATGCACCAGTTAACTGATGACTGACA CCATGGAGAATGCACCAGTT CCTCTGAATGGCTTCATTTGCTT 89 36 7 20 195 23 58,157 59,805 31,600 39,100 5,038,337 A 280 ATGATGCCATGGAGAATGCACCAGTTAACTGATGACTGACAGTTTACTGCCAAGTTTTGTTTAAATTGAANCCAGACAGGTTGACTCTGATNTGTCAAGGCATTGCCACGGGGAAtattattattattattattatTACTGTATAAGTTTCAGTTTGAGGTTTATGAGTTAAAAGCAAATGAAGCCATTCAGAGGTTCCCTATAttttttATTAATTTTattaattaattaTTTATGGAATTTGAGCATTGCTGGCTAGGCCAGCAATTATTGCTTATCC

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 1 1 6 31 233 GGGTTCTGGAACACTAGCCCAGCAACAATACTGCTAGGGTTCTGGAACACTAGCCC ACTACCCTCTCGACCCATCC 31 106 94 20 326 20 60,035 60,106 51,900 35,100 0.141460 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 89 290 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA CTACCCTCTCGACCCATCCC 89 105 36 20 325 20 59,813 60,828 49,200 38,500 1,015,460 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 89 291 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA ACTACCCTCTCGACCCATCC 89 106 36 20 326 20 59,813 60,106 49,200 35,100 0.293233 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 89 294 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA CCAACTACCCTCTCGACCCA 89 109 36 20 329 20 59,813 60,614 49,200 45,100 0.800970 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 77 262 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA CCTGGCTCGACCCAACTATC 89 77 36 20 297 20 59,813 59,895 49,200 20,800 0.292156 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 52 240 AATTCAAATTCCACCACCTGCCATGGTGGGATTCTA AATTCAAATTCCACCACCTGCC ATTCGGCCCATTCATCCACC 90 52 33 22 272 20 59,697 60,468 48,500 46,100 2,770,762 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 52 241 GAATTCAAATTCCACCACCTGCCATGGTGGGATTCT GAATTCAAATTCCACCACCTGC ATTCGGCCCATTCATCCACC 91 52 32 22 272 20 58,411 60,468 48,500 46,100 4,056,984 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 52 242 TGAATTCAAATTCCACCACCTGCCATGGTGGGATTC TGAATTCAAATTCCACCACCTGC ATTCGGCCCATTCATCCACC 91 52 31 23 272 20 59,993 60,468 48,500 46,100 3,474,781 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 46 231 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA CCCATTCATCCACCTCACCC 89 46 36 20 266 20 59,813 60,107 49,200 46,100 0.293636 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 31 173 GGGTTCTGGAACACTAGCCCAGCAACAATACTGCTAGGGTTCTGGAACACTAGCCC CCCATTCATCCACCTCACCC 31 46 94 20 266 20 60,035 60,107 51,900 46,100 0.141862 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 31 204 GGGTTCTGGAACACTAGCCCAGCAACAATACTGCTAGGGTTCTGGAACACTAGCCC CCTGGCTCGACCCAACTATC 31 77 94 20 297 20 60,035 59,895 51,900 20,800 0.140382 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 26 168 CTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGGAACACTAGCCCAGCAA CCCATTCATCCACCTCACCC 26 46 99 20 266 20 59,963 60,107 39,100 46,100 0.143251 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 2 144 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC CCCATTCATCCACCTCACCC 2 46 123 20 266 20 59,965 60,107 34,600 46,100 0.141977 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 8 2 175 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC CCTGGCTCGACCCAACTATC 2 77 123 20 297 20 59,965 59,895 34,600 20,800 0.140497 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 9 76 258 AATTCCACCACCTGCCATGGTGGGATTCTAACCCAGAATTCCACCACCTGCCATGG CTGGCTCGACCCAACTATCC 86 76 39 20 296 20 60,616 59,895 36,600 25,900 0.720583 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 9 76 261 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA CTGGCTCGACCCAACTATCC 89 76 36 20 296 20 59,813 59,895 49,200 25,900 0.292156 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 9 31 203 GGGTTCTGGAACACTAGCCCAGCAACAATACTGCTAGGGTTCTGGAACACTAGCCC CTGGCTCGACCCAACTATCC 31 76 94 20 296 20 60,035 59,895 51,900 25,900 0.140382 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 9 2 174 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC CTGGCTCGACCCAACTATCC 2 76 123 20 296 20 59,965 59,895 34,600 25,900 0.140497 F 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 Oct‐75 41 226 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA TCATCCACCTCACCCACCTA 89 41 36 20 261 20 59,813 59,584 49,200 30,800 0.602947 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 Oct‐75 2 139 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC TCATCCACCTCACCCACCTA 2 41 123 20 261 20 59,965 59,584 34,600 30,800 0.451287 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 13‐May 35 220 TCAAATTCCACCACCTGCCATGGTGGGATTCTAACC TCAAATTCCACCACCTGCCA ACCTCACCCACCTACCATCT 89 35 36 20 255 20 59,813 59,582 49,200 29,000 0.604958 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 13‐May 2 133 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC ACCTCACCCACCTACCATCT 2 35 123 20 255 20 59,965 59,582 34,600 29,000 0.453298 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr10_2 2 145 56 14 1 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT GTGA_145_200 0 0 14.75 2 134 ACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagt ACTGCTACACCACTGCCTTC CACCTCACCCACCTACCATC 2 36 123 20 256 20 59,965 59,458 34,600 35,100 0.577320 A 330 ATCATTAGACTTTTAATTACAGACATTTATTGAATTCAAATTCCACCACCTGCCATGGTGGGATTCTAACCCAGGTCCCCAGAGCATTACCCTGGGTTCTGGAACACTAGCCCAGCAACAATACTGCTACACCACTGCCTTCCCgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTNNGTGNGTNNGTGNGTNNGGTGGTAGGTGGGTNAGATGGTAGGTGGGTGAGGTGGATGAATGGGCCGAATggggggATAGTTGGGTCGAGCCAGGGGTTTGCTGGGATGGGTCGAGAGGGTAGTTGGG

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 1 1 2 64 225 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGCTGATTCGCCTGTCCACCAA TGTCAGACGAGCATCCCAAC 64 93 1 20 225 20 60,322 60,037 36,700 37,700 0.358889 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 2 39 200 ACATTGGACGGGTAGCGaaaaatctctcTTAATTAATA ACATTGGACGGGTAGCGAAA TGTCAGACGAGCATCCCAAC 39 93 26 20 225 20 59,678 60,037 34,600 37,700 0.359647 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 64 266 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGCTGATTCGCCTGTCCACCAA GCATGTGCCGACTTGATTGG 64 134 1 20 266 20 60,322 60,179 36,700 31,600 0.500719 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 56 217 CCTGTCCACCAACGGTAACATTGGACGGGTAGCGa CCTGTCCACCAACGGTAACA TGTCAGACGAGCATCCCAAC 56 93 9 20 225 20 59,893 60,037 24,100 37,700 0.144407 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 56 258 CCTGTCCACCAACGGTAACATTGGACGGGTAGCGa CCTGTCCACCAACGGTAACA GCATGTGCCGACTTGATTGG 56 134 9 20 266 20 59,893 60,179 24,100 31,600 0.286237 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 39 241 ACATTGGACGGGTAGCGaaaaatctctcTTAATTAATA ACATTGGACGGGTAGCGAAA GCATGTGCCGACTTGATTGG 39 134 26 20 266 20 59,678 60,179 34,600 31,600 0.501477 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 19 143 CCTGTCCACCAACGGTAACATTGGACGGGTAGCGa CCTGTCCACCAACGGTAACA GCAAACCCGCCGACAATTAA 56 19 9 20 151 20 59,893 59,759 24,100 14,000 0.348562 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 19 151 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGCTGATTCGCCTGTCCACCAA GCAAACCCGCCGACAATTAA 64 19 1 20 151 20 60,322 59,759 36,700 14,000 0.563045 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 15 122 ACATTGGACGGGTAGCGaaaaatctctcTTAATTAATA ACATTGGACGGGTAGCGAAA ACCCGCCGACAATTAAGAGG 39 15 26 20 147 20 59,678 60,108 34,600 36,900 0.430170 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 15 123 AACATTGGACGGGTAGCGaaaaatctctcTTAATTAAT AACATTGGACGGGTAGCGAA ACCCGCCGACAATTAAGAGG 40 15 25 20 147 20 59,678 60,108 47,000 36,900 0.430170 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 15 139 CCTGTCCACCAACGGTAACATTGGACGGGTAGCGa CCTGTCCACCAACGGTAACA ACCCGCCGACAATTAAGAGG 56 15 9 20 147 20 59,893 60,108 24,100 36,900 0.214930 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr110_2 2 85 28 7 1 AATT ATTAATTAATTAATTAATTAATTAATTA NO 0 0 4 15 147 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGCTGATTCGCCTGTCCACCAA ACCCGCCGACAATTAAGAGG 64 15 1 20 147 20 60,322 60,108 36,700 36,900 0.429412 F 270 CTGATTCGCCTGTCCACCAACGGTAACATTGGACGGGTAGCGaaaaatctctcTTAATTAATAAATTAATTACTAGTAAGGTTTattaattaattaattaattaattaattaATAGACCTTACTAGGCCTCTTAATTGTCGGCGGGTTTGCTGCTGACTCTTGTGCGTGCCCGCTGACTGAAATATCGCAGGAGTGCACGATGACGTTGGGATGCTCGTCTGACATCATCGCACGCAATTTTATGCCCAATCAAGTCGGCACATGCCCGC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 1 1 2 72 233 TGGGAGACGAGGGAGAAAGTTcacacaGTTTATTAT TGGGAGACGAGGGAGAAAGT TGCTTCCAATCACACCCTCC 72 100 89 20 321 20 59,885 59,962 26,600 43,000 0.152726 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 3 98 299 GGGCTTTAGAGAAATGTTATTCAGGGTTGAATAAC GGGCTTTAGAGAAATGTTATTCAGGG TTCCAATCACACCCTCCGC 135 98 20 26 318 19 59,960 60,003 44,500 55,400 7,042,453 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 3 98 300 GGGCTTTAGAGAAATGTTATTCAGGGTTGAATAAC GGGCTTTAGAGAAATGTTATTCAGGG CTTCCAATCACACCCTCCGC 135 98 20 26 319 20 59,960 61,027 44,500 55,400 7,066,547 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 87 300 GGGACTATGGAAAGGGCTTTAGAGAAATGTTATTC GGGACTATGGAAAGGGCTTT CCTCCGCCGACCATTCCC 154 87 7 20 306 18 57,171 62,547 35,100 39,700 7,376,028 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 19 182 TGAGATGCCTCAGGAGATTCACTGAGTTCAGAAAT TGAGATGCCTCAGGAGATTCAC TGCTTCCAATCACACCCTCC 19 100 140 22 321 20 59,566 59,962 31,800 43,000 2,471,770 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 17 150 TGGGAGACGAGGGAGAAAGTTcacacaGTTTATTAT TGGGAGACGAGGGAGAAAGT ATCGCTGCCGCTATTCCATT 72 17 89 20 238 20 59,885 60,250 26,600 31,600 0.365028 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 17 235 CCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTA CCTGGGACTATGGAAAGGGC ATCGCTGCCGCTATTCCATT 157 17 4 20 238 20 59,816 60,250 51,900 31,600 0.434198 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 16 94 TGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATTGCCTCAGGAGATTCACTGA ATCGCTGCCGCTATTCCATT 16 17 145 20 238 20 58,057 60,250 34,100 31,600 2,193,243 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 16 177 TGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATTGCCTCAGGAGATTCACTGA TGCTTCCAATCACACCCTCC 16 100 145 20 321 20 58,057 59,962 34,100 43,000 1,980,942 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 16 179 GATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCGATGCCTCAGGAGATTCACTGA TGCTTCCAATCACACCCTCC 16 100 143 22 321 20 59,566 59,962 34,100 43,000 2,471,770 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 14 91 TGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATTGCCTCAGGAGATTCACTGA GCTGCCGCTATTCCATTCAG 16 14 145 20 235 20 58,057 59,410 34,100 30,200 2,532,971 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 10 137 ACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCACGAGGGAGAAAGTTCACACA CCGCTATTCCATTCAGGCCA 65 10 95 21 231 20 59,239 60,179 37,200 53,600 1,939,634 F 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 10 143 TGGGAGACGAGGGAGAAAGTTcacacaGTTTATTAT TGGGAGACGAGGGAGAAAGT CCGCTATTCCATTCAGGCCA 72 10 89 20 231 20 59,885 60,179 26,600 53,600 0.293581 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 10 228 CCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTA CCTGGGACTATGGAAAGGGC CCGCTATTCCATTCAGGCCA 157 10 4 20 231 20 59,816 60,179 51,900 53,600 0.362752 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 6 31 164 TGGGAGACGAGGGAGAAAGTTcacacaGTTTATTAT TGGGAGACGAGGGAGAAAGT ATTCCTGCTTCACCATCGCT 72 31 89 20 252 20 59,885 59,746 26,600 49,300 0.368739 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 6 31 249 CCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTA CCTGGGACTATGGAAAGGGC ATTCCTGCTTCACCATCGCT 157 31 4 20 252 20 59,816 59,746 51,900 49,300 0.437909 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 6 16 108 TGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATTGCCTCAGGAGATTCACTGA ATTCCTGCTTCACCATCGCT 16 31 145 20 252 20 58,057 59,746 34,100 49,300 2,196,954 A 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 7 30 247 CCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTA CCTGGGACTATGGAAAGGGC TCCTGCTTCACCATCGCTG 157 30 4 20 250 19 59,816 60,079 51,900 51,800 1,262,649 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr113_2 2 181 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 8 30 248 CCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTA CCTGGGACTATGGAAAGGGC TTCCTGCTTCACCATCGCTG 157 30 4 20 251 20 59,816 60,675 51,900 51,800 0.858313 B 348 GTTCCTGGGACTATGGAAAGGGCTTTAGAGAAATGTTATTCAGGGTTGAATAACACAGTTTGTAATGTTAGAGGTTCCCTGAAACTATTGGGAGACGAGGGAGAAAGTTcacacaGTTTATTATCTTGGCCATTTTCCCTGAGATGCCTCAGGAGATTCACTGAGTTCAGAAATCTCCATaacaacaacaacaacaacaacTTTATAATAATGGCCTGAATGGAATAGCGGCAGCGATGGTGAAGCAGGAATTGTGAAGATGGGAATACTGGACATGATCCATTCTTGGGGAATGGTCGGCGGAGGGTGTGATTGGAAGCATATAAGcccccACCACCCAAATGCCCC

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 1 1 3 9 141 TGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcgTGTTACGAATCGGTTCTCCC TTGCCGCCTAAATAGCCACC 9 68 20 20 160 20 57,340 60,750 43,000 46,100 3,410,371 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 3 9 193 TGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcgTGTTACGAATCGGTTCTCCC TCCGTTGACAACCAGGAACA 9 120 20 20 212 20 57,340 59,458 43,000 31,800 3,202,522 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 3 9 194 ATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcgg ATGTTACGAATCGGTTCTCCC TCCGTTGACAACCAGGAACA 9 120 19 21 212 20 57,825 59,458 43,000 31,800 3,717,443 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 4 9 192 TGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcgTGTTACGAATCGGTTCTCCC CCGTTGACAACCAGGAACAG 9 119 20 20 211 20 57,340 59,056 43,000 31,600 3,604,574 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 5 9 138 TGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcgTGTTACGAATCGGTTCTCCC CCGCCTAAATAGCCACCGA 9 66 20 20 157 19 57,340 59,556 43,000 46,900 4,104,438 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 6 9 138 TGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcgTGTTACGAATCGGTTCTCCC CCGCCTAAATAGCCACCGAA 9 65 20 20 157 20 57,340 60,179 43,000 43,000 2,839,256 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 6 9 139 ATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcgg ATGTTACGAATCGGTTCTCCC CCGCCTAAATAGCCACCGAA 9 65 19 21 157 20 57,825 60,179 43,000 43,000 3,354,177 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 6 9 140 AATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcg AATGTTACGAATCGGTTCTCCC CCGCCTAAATAGCCACCGAA 9 65 18 22 157 20 58,471 60,179 43,000 43,000 3,707,600 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr114_2 2 49 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG NO 0 0 6 9 141 GAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcGAATGTTACGAATCGGTTCTCCC CCGCCTAAATAGCCACCGAA 9 65 17 23 157 20 59,445 60,179 43,000 43,000 3,733,799 F 265 AAAATAAACGtttttAGAATGTTACGAATCGGTTCTCCCCTCCGAAATgcggcggcggcggcggcggcggcgGGAgggggAGGGGAATTATTTACCCGCGTGGTTCTGTTTTATGTATTCAAcccccccTTcccccATTCGGTGGCTATTTAGGCGGCAATTTAAActctctctGACTCGAATTTCCTCTACTGTTCCTGGTTGTCAACGGATAGACCCGACTTTCCTCTAGTTACCCtttttAAGTAAAGTGATTTTATTGTTT

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 1 1 Mar‐75 59 280 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC TTTGGCTCAGCAACTCGTTG 59 148 32 25 311 20 58,966 59,337 50,100 41,000 6,696,585 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 Mar‐75 59 281 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC GTTTGGCTCAGCAACTCGTT 59 149 32 25 312 20 58,966 59,337 50,100 38,500 6,697,119 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 Mar‐75 59 284 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC CTGGTTTGGCTCAGCAACTC 59 152 32 25 315 20 58,966 59,405 50,100 30,100 6,629,061 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 Mar‐75 59 290 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC TACTGGCTGGTTTGGCTCAG 59 158 32 25 321 20 58,966 59,963 50,100 33,500 6,070,698 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 Mar‐75 59 291 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC CTACTGGCTGGTTTGGCTCA 59 159 32 25 322 20 58,966 59,963 50,100 42,600 6,070,698 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 59 292 CCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCT CCCTTTCATAATTTAAAGACGTGCC ACTACTGGCTGGTTTGGCTC 59 160 32 25 323 20 58,966 59,963 50,100 47,000 6,070,840 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 47 200 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC CACACTGATGACCCTCAGCT 47 85 49 20 248 20 59,543 59,388 37,100 42,400 1,068,857 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 47 201 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC ACACACTGATGACCCTCAGC 47 86 49 20 249 20 59,543 59,677 37,100 42,600 0.779603 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 47 273 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC TACTGGCTGGTTTGGCTCAG 47 158 49 20 321 20 59,543 59,963 37,100 33,500 0.493360 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 47 274 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC CTACTGGCTGGTTTGGCTCA 47 159 49 20 322 20 59,543 59,963 37,100 42,600 0.493360 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 47 275 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC ACTACTGGCTGGTTTGGCTC 47 160 49 20 323 20 59,543 59,963 37,100 47,000 0.493503 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 4 15 132 GACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAGACGTGCCTTAGGTCTCTCC GGAGAATTTCCTGGTGTTGAGT 47 15 49 20 180 22 59,543 58,244 37,100 34,100 4,212,745 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 92 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT GGAGAATTTCCTGGTGTTGAGT 6 15 89 21 180 22 59,787 58,244 26,600 34,100 4,969,052 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 120 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT AGAGAAGGTCAGGAACTAAGGT 6 43 89 21 208 22 59,787 57,865 26,600 35,000 5,347,868 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 152 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT TGACCCTCAGCTCATAGCCC 6 77 89 21 240 20 59,787 61,051 26,600 51,900 2,263,923 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 153 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT ATGACCCTCAGCTCATAGCC 6 78 89 21 241 20 59,787 58,945 26,600 39,300 2,267,975 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 154 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT GATGACCCTCAGCTCATAGCC 6 78 89 21 242 21 59,787 59,998 26,600 39,300 2,214,795 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 160 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT CACACTGATGACCCTCAGCT 6 85 89 21 248 20 59,787 59,388 26,600 42,400 1,825,164 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 161 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT ACACACTGATGACCCTCAGC 6 86 89 21 249 20 59,787 59,677 26,600 42,600 1,535,910 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 233 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT TACTGGCTGGTTTGGCTCAG 6 158 89 21 321 20 59,787 59,963 26,600 33,500 1,249,667 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 234 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT CTACTGGCTGGTTTGGCTCA 6 159 89 21 322 20 59,787 59,963 26,600 42,600 1,249,667 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 9 6 235 AGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtaAGACCACTGCCTGTTCAAACT ACTACTGGCTGGTTTGGCTC 6 160 89 21 323 20 59,787 59,963 26,600 47,000 1,249,810 B 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 10 6 91 GACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtat GACCACTGCCTGTTCAAACT GGAGAATTTCCTGGTGTTGAGT 6 15 90 20 180 22 58,320 58,244 26,600 34,100 5,436,455 A 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr115_2 2 116 28 7 1 ACAT ATGTATGTATGTATGTATGTATGTATGT ATGT_116_143 0 0 10 6 160 GACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtat GACCACTGCCTGTTCAAACT ACACACTGATGACCCTCAGC 6 86 90 20 249 20 58,320 59,677 26,600 42,600 2,003,312 F 324 AGAAGCaaaaaGTCTGTCTATCACTATCAAACCCTTTCATAATTTAAAGACGTGCCTTAGGtctctcCTGAGCTTTCTCTTAGAGAAAAGACCACTGCCTGTTCAAACTTTCCTGatgtatgtatgtatgtatgtatgtatgtATNNNNAAATTGTATACTCAACACCAGGAAATTCTCCTTTAGTACCTTAGTTCCTGACCTTCTCTAANTCAGCACTGGGGCTATGAGCTGAGGGTCATCAgtgtgtgtTCAAACTGAGCATCTTCTCTACTTtctctctcCCAAGATCCAACGAGTTGCTGAGCCAAACCAGCCAGTAGTG

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 1 1 3 65 236 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA GCCTGCTCACCAGAAATTGT 65 107 13 23 248 20 58,044 58,749 35,800 27,100 6,207,336 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 65 237 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA TGCCTGCTCACCAGAAATTG 65 108 13 23 249 20 58,044 58,750 35,800 23,200 6,206,413 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 65 242 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA CCAATTGCCTGCTCACCAGA 65 113 13 23 254 20 58,044 60,610 35,800 38,600 5,566,042 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 65 243 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA TCCAATTGCCTGCTCACCAG 65 114 13 23 255 20 58,044 60,610 35,800 40,000 5,566,042 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 65 244 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA ATCCAATTGCCTGCTCACCA 65 115 13 23 256 20 58,044 59,960 35,800 41,700 4,996,143 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 41 170 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA TCTCTCACCACAGATGCAGC 65 41 13 23 182 20 58,044 59,751 35,800 52,500 5,204,651 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 3 40 169 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA CTCTCACCACAGATGCAGCC 65 40 13 23 181 20 58,044 60,744 35,800 48,500 5,699,786 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 4 65 236 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCA GCCTGCTCACCAGAAATTGTG 65 106 13 23 248 21 58,044 60,068 35,800 33,300 6,024,140 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 4 41 170 TCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTA TCTCGGAAATGAAACTCTTGTCAT TCTCTCACCACAGATGCAGC 64 41 13 24 182 20 58,449 59,751 30,600 52,500 5,799,798 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 4 3 111 ACAATGATCTTACTGAATAAGGCAACATAaataataa ACAATGATCTTACTGAATAAGGCAAC TCTCTCACCACAGATGCAGC 3 41 72 26 182 20 58,010 59,751 41,700 52,500 8,238,392 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 4 2 110 CAATGATCTTACTGAATAAGGCAACATAaataataataCAATGATCTTACTGAATAAGGCAACA TCTCTCACCACAGATGCAGC 2 41 73 26 182 20 58,011 59,751 33,300 52,500 8,237,302 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr124_4 4 101 21 7 1 AAT AATAATAATAATAATAATAAT AAT_101_121 0 0 5 2 111 ACAATGATCTTACTGAATAAGGCAACATAaataataa ACAATGATCTTACTGAATAAGGCAACA TCTCTCACCACAGATGCAGC 2 41 72 27 182 20 59,389 59,751 33,300 52,500 7,860,033 F 268 ATTTTGCTTTTATCTCGGAAATGAAACTCTTGTCATTTTaaaaaGACTAAATATCTCCACTTTCATTTATAACAATGATCTTACTGAATAAGGCAACATAaataataataataataataatAAATGaaaaaCAGAAGATTCTGGaaaaaCTCAGCAGGCCTGGCTGCATCTGTGGTgagagagaCAGAGTTAACAttttttGAGTCCAAAGATTAGAATAATGTGcacacaATTTCTGGTGAGCAGGCAATTGGATCAAGAATTGTAC

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 1 1 3 21 145 ACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGACACTTCCAAAGAATTCTCATAGTTAA AAAGCTCAGCTGGGTTGATGA 21 44 104 27 248 21 57,207 59,926 20,100 29,200 10,867,664 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 3 16 176 GCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTG GCCCAAACTTCATGCCCTTG TGCATCCTCTTCACAACTGCA 87 16 45 20 220 21 60,037 60,203 36,100 44,100 1,239,840 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 3 16 177 AGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGT AGCCCAAACTTCATGCCCTT TGCATCCTCTTCACAACTGCA 88 16 44 20 220 21 60,179 60,203 39,500 44,100 1,381,718 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 4 23 146 TTACACTTCCAAAGAATTCTCATAGTTAATACAGGG TTACACTTCCAAAGAATTCTCATAGTT AAGCTCAGCTGGGTTGATGA 23 44 102 27 247 20 57,207 59,305 22,400 29,200 10,488,031 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 4 21 144 ACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGACACTTCCAAAGAATTCTCATAGTTAA AAGCTCAGCTGGGTTGATGA 21 44 104 27 247 20 57,207 59,305 20,100 29,200 10,488,031 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 4 16 175 GCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTG GCCCAAACTTCATGCCCTTG GCATCCTCTTCACAACTGCA 87 16 45 20 219 20 60,037 58,473 36,100 44,100 1,564,080 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 5 11 107 AGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGT TGCATCCTCTTCACAACTGCA 11 16 114 27 220 21 58,007 60,203 41,600 44,100 10,196,218 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 5 11 134 AGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGT AAGCTCAGCTGGGTTGATGA 11 44 114 27 247 20 58,007 59,305 41,600 29,200 9,688,195 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 5 11 135 AGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGT AAAGCTCAGCTGGGTTGATGA 11 44 114 27 248 21 58,007 59,926 41,600 29,200 10,067,829 B 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 43 202 GCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTG GCCCAAACTTCATGCCCTTG AGCTCAGCTGGGTTGATGAC 87 43 45 20 246 20 60,037 60,036 36,100 30,600 0.072675 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 43 240 TGCCAATCGTCAGGTATCGTTTTCTATTATAAGAAT TGCCAATCGTCAGGTATCGTT AGCTCAGCTGGGTTGATGAC 124 43 7 21 246 20 59,794 60,036 38,500 30,600 1,241,761 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 43 240 TGCCAATCGTCAGGTATCGTTTTCTATTATAAGAAT TGCCAATCGTCAGGTATCGT AGCTCAGCTGGGTTGATGAC 125 43 7 20 246 20 59,178 60,036 37,300 30,600 0.857147 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 42 201 GCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTG GCCCAAACTTCATGCCCTTG GCTCAGCTGGGTTGATGACT 87 42 45 20 245 20 60,037 60,036 36,100 34,100 0.072675 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 42 202 AGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGT AGCCCAAACTTCATGCCCTT GCTCAGCTGGGTTGATGACT 88 42 44 20 245 20 60,179 60,036 39,500 34,100 0.214553 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 42 240 TTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAA TTGCCAATCGTCAGGTATCGT GCTCAGCTGGGTTGATGACT 125 42 6 21 245 20 59,794 60,036 37,300 34,100 1,241,761 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 11 132 AGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGT GCTCAGCTGGGTTGATGACT 11 42 114 27 245 20 58,007 60,036 41,600 34,100 9,029,054 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 11 133 AGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGT AGCTCAGCTGGGTTGATGAC 11 43 114 27 246 20 58,007 60,036 41,600 30,600 9,029,054 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr125_3 3 152 32 7 1.5 AAT ATTATTATTATTAATAATAATAATAATAATAA NO 0 0 6 10 131 GAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGAATTCTCATAGTTAATACAGGGTGTT GCTCAGCTGGGTTGATGACT 10 42 115 27 245 20 57,385 60,036 33,200 34,100 9,650,421 F 275 ATTACTTGCCAATCGTCAGGTATCGTTTTCTATTATAAGAATGAGCCCAAACTTCATGCCCTTGGGTAGAGAAATAGTGTGACTATGGTTCaaaaaaaaaaTTACACTTCCAAAGAATTCTCATAGTTAATACAGGGTGTTAATAATGTAGattattattATtaataataataataataataaTGTAGCTTCAAGAAGTTGCAGTTGTGAAGAGGATGCATagagagTCATCAACCCAGCTGAGCTTTTAACtgtgtgCTAATTCAAGTCCCTTA

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 1 1 14 64 254 GGAAGGAAGAAAGGAAGGAAGAAAGGAACAANA GGAAGGAAGAAAGGAAGGAAGA CCCAATAGTCAGAGCCTTTCCT 64 70 3 22 256 22 57,358 59,493 28,700 33,600 7,149,938 F 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 14 6 188 GGAAGGAAGAAAGGAAGGAAGAAAGGAACAANA GGAAGGAAGAAAGGAAGGAAGA CCAGCTTCGCCTTGCTCTAT 64 6 3 22 190 20 57,358 60,179 28,700 19,800 4,821,528 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 15 64 255 AGGAAGGAAGAAAGGAAGGAAGAAAGGAACAAN AGGAAGGAAGAAAGGAAGGAAGA CCCAATAGTCAGAGCCTTTCCT 64 70 2 23 256 22 58,756 59,493 28,700 33,600 6,751,114 F 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 15 11 194 AGGAAGGAAGAAAGGAAGGAAGAAAGGAACAAN AGGAAGGAAGAAAGGAAGGAAGA TATGTCCAGCTTCGCCTTGC 64 11 2 23 195 20 58,756 60,744 28,700 40,100 4,988,057 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 15 6 189 AGGAAGGAAGAAAGGAAGGAAGAAAGGAACAAN AGGAAGGAAGAAAGGAAGGAAGA CCAGCTTCGCCTTGCTCTAT 64 6 2 23 190 20 58,756 60,179 28,700 19,800 4,422,705 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 16 65 255 AGGAAGGAAGAAAGGAAGGAAGAAAGGAACAAN AGGAAGGAAGAAAGGAAGGAAG CCCAATAGTCAGAGCCTTTCCT 65 70 2 22 256 22 57,351 59,493 34,600 33,600 7,156,738 F 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 16 6 189 AGGAAGGAAGAAAGGAAGGAAGAAAGGAACAAN AGGAAGGAAGAAAGGAAGGAAG CCAGCTTCGCCTTGCTCTAT 65 6 2 22 190 20 57,351 60,179 34,600 19,800 4,828,329 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 16 6 190 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAA AAGGAAGGAAGAAAGGAAGGAAGA CCAGCTTCGCCTTGCTCTAT 64 6 1 24 190 20 59,335 60,179 28,700 19,800 4,844,545 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr126_2 2 89 76 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 17 6 190 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAA AAGGAAGGAAGAAAGGAAGGAAG CCAGCTTCGCCTTGCTCTAT 65 6 1 23 190 20 58,008 60,179 34,600 19,800 5,170,838 B 273 AAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAANANAANNaaagaaagaaagNAANAANNNAAGNAANAAANAAANAAANAAAGAANNaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTTCAAGcccccATTAGTGCCAGAAAATAAATGAGGAAAGGCTCTGACTATTgggggCTTTTGGTATACAAG

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 1 1 4 95 290 GCACTCAAGTTTACACTGGCAGTTTCCATCATGAAT GCACTCAAGTTTACACTGGCAG ACCAGTGTAGAAATTCCCTAACACA 115 95 9 22 298 25 60,032 59,927 48,500 37,200 7,104,282 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 4 95 292 CAGCACTCAAGTTTACACTGGCAGTTTCCATCATGA CAGCACTCAAGTTTACACTGGC ACCAGTGTAGAAATTCCCTAACACA 117 95 7 22 298 25 60,032 59,927 48,500 37,200 7,104,282 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 4 71 261 GCACTCAAGTTTACACTGGCAGTTTCCATCATGAAT GCACTCAAGTTTACACTGGCAG CGGTGACTGCACTTCAAAGC 115 71 9 22 269 20 60,032 60,041 48,500 35,100 2,072,641 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 4 71 263 CAGCACTCAAGTTTACACTGGCAGTTTCCATCATGA CAGCACTCAAGTTTACACTGGC CGGTGACTGCACTTCAAAGC 117 71 7 22 269 20 60,032 60,041 48,500 35,100 2,072,641 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 Apr‐75 62 239 ACTGGCAGTTTCCATCATGAATAAGGATGTAGGAA ACTGGCAGTTTCCATCATGA GCACTTCAAAGCCACTCATGT 103 62 23 20 261 21 57,115 59,389 30,700 32,100 4,495,657 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 5 95 290 GCACTCAAGTTTACACTGGCAGTTTCCATCATGAAT GCACTCAAGTTTACACTGGCA ACCAGTGTAGAAATTCCCTAACACA 116 95 9 21 298 25 59,053 59,927 49,200 37,200 7,019,368 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 5 71 261 GCACTCAAGTTTACACTGGCAGTTTCCATCATGAAT GCACTCAAGTTTACACTGGCA CGGTGACTGCACTTCAAAGC 116 71 9 21 269 20 59,053 60,041 49,200 35,100 1,987,726 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 5 62 239 ACTGGCAGTTTCCATCATGAATAAGGATGTAGGAA ACTGGCAGTTTCCATCATGAA GCACTTCAAAGCCACTCATGT 102 62 23 21 261 21 57,841 59,389 25,700 32,100 4,769,735 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr130_3 3 146 33 7 1.5 AAT TGTTGTTGTAAAAATAATAATAATAATAATAAT NO 0 0 5 28 220 GCACTCAAGTTTACACTGGCAGTTTCCATCATGAAT GCACTCAAGTTTACACTGGCA TGGCATGTAACTGAACAGTGTG 116 28 9 21 228 22 59,053 59,122 49,200 38,200 4,824,554 F 399 TAATTACAGCACTCAAGTTTACACTGGCAGTTTCCATCATGAATAAGGATGTAGGAATTCATTATGTAATATaaaaaTAAAGTTTACTGTAGAATTTTAAAAGAGGGATTGAAAATTACATCTGACCGCCCCAGTACAGGTTTACtgttgttgtAAAaataataataataataataatATTATATGACCTGAATTTAGTATTTTGTCACACTGTTCAGTTACATGCCAAAGCAGTAAGATACATGAGTGGCTTTGAAGTGCAGTCACCGTTCCTGTGTTAGGGAATTTCTACACTGGTGATNTTCTTCATTGCTCTGGATTAGACATTTCTACCTTTTCACTAATGCAGCACATTGCATGGATCCCCTGGCCtttttCACATTTCCAGTTCCTTCTATT

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 1 1 2 6 99 AGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAAGTCACTACAGGCAGGTGAA GGGAGTTGCTGCAGAGTCAT 25 6 127 20 225 20 58,283 60,036 31,800 30,600 1,752,661 A 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 2 6 103 CCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCC CCTTAGTCACTACAGGCAGGTG GGGAGTTGCTGCAGAGTCAT 27 6 123 22 225 20 60,094 60,036 40,000 30,600 2,129,603 A 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 3 6 198 CACAGCTGGTGGAAGATATCTTGTTGAAAGGATTT CACAGCTGGTGGAAGATATCT GGGAGTTGCTGCAGAGTCAT 123 6 28 21 225 20 57,166 60,036 19,800 30,600 3,870,119 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 4 4 97 AGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAAGTCACTACAGGCAGGTGAA GAGTTGCTGCAGAGTCATGC 25 4 127 20 223 20 58,283 59,553 31,800 40,600 2,164,042 A 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 5 6 164 TGCAAGAATTCTGCTCAGACAGTGAATTAttttttGAT TGCAAGAATTCTGCTCAGACAG GGGAGTTGCTGCAGAGTCAT 88 6 62 22 225 20 58,928 60,036 35,100 30,600 3,107,841 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 5 6 197 ACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTG ACAGCTGGTGGAAGATATCTTGT GGGAGTTGCTGCAGAGTCAT 120 6 29 23 225 20 59,479 60,036 31,600 30,600 3,556,756 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 5 6 198 CACAGCTGGTGGAAGATATCTTGTTGAAAGGATTT CACAGCTGGTGGAAGATATCTTG GGGAGTTGCTGCAGAGTCAT 121 6 28 23 225 20 59,124 60,036 30,200 30,600 3,911,357 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 6 6 163 GCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGCAAGAATTCTGCTCAGACAGTG GGGAGTTGCTGCAGAGTCAT 86 6 63 23 225 20 60,120 60,036 36,600 30,600 3,155,899 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr132_2 2 172 28 7 1 AAAT AAATAAATAAATAAATAAATAAATAAAT NO 0 0 6 6 163 GCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGCAAGAATTCTGCTCAGACAGT GGGAGTTGCTGCAGAGTCAT 87 6 63 22 225 20 58,927 60,036 35,500 30,600 3,108,574 F 239 AACACAGAACTCAATAATATGACTGCTCACAGCTGGTGGAAGATATCTTGTTGAAAGGATTTGCAAGAATTCTGCTCAGACAGTGAATTAttttttGATTGGTTTACAGAAAATAGTATTTTCCTTAGTCACTACAGGCAGGTGAATTAATTTGCCCCACAAACATAGCTCaaataaataaataaataaataaataaatCTCTGCATGACTCTGCAGCAACTCCCTAGAATACTGAACA

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 1 1 2 0 96 GGAAGACTGCCACCAACTGAGCCACAGCTGACACC GGAAGACTGCCACCAACTGA TCCCTACTTATGTATCACAGTGCA 17 0 147 20 242 24 59,891 59,040 34,100 45,700 5,068,424 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 2 0 175 CTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACCTGTTGTGGAGTGTCAGCCT TCCCTACTTATGTATCACAGTGCA 96 0 68 20 242 24 59,893 59,040 45,800 45,700 5,067,295 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 2 0 176 ACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCAACTGTTGTGGAGTGTCAGCC TCCCTACTTATGTATCACAGTGCA 97 0 67 20 242 24 60,179 59,040 48,500 45,700 5,138,884 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 2 0 240 CAGGACCTCAGTTTAACATCGCATCTGAGAGGTGA CAGGACCTCAGTTTAACATCGC TCCCTACTTATGTATCACAGTGCA 159 0 3 22 242 24 59,327 59,040 45,800 45,700 7,633,207 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 3 0 107 CTGACACGGAGGGAAGACTGCCACCAACTGAGCCACTGACACGGAGGGAAGACTG TCCCTACTTATGTATCACAGTGCA 28 0 136 20 242 24 59,755 59,040 35,100 45,700 5,204,833 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 3 0 108 TCTGACACGGAGGGAAGACTGCCACCAACTGAGCCTCTGACACGGAGGGAAGACT TCCCTACTTATGTATCACAGTGCA 29 0 135 20 242 24 59,887 59,040 32,400 45,700 5,072,445 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 3 0 174 CTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACCTGTTGTGGAGTGTCAGCCT CCCTACTTATGTATCACAGTGCA 96 0 68 20 241 23 59,893 57,724 45,800 45,700 5,383,917 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 4 0 151 TTGCATGCTCACctctctGGAATGGGACTTAAACGTA TTGCATGCTCACCTCTCTGG TCCCTACTTATGTATCACAGTGCA 72 0 92 20 242 24 60,036 59,040 38,600 45,700 4,995,564 F 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 4 0 241 GCAGGACCTCAGTTTAACATCGCATCTGAGAGGTG GCAGGACCTCAGTTTAACATCG TCCCTACTTATGTATCACAGTGCA 160 0 2 22 242 24 59,327 59,040 38,400 45,700 7,633,207 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 4 0 242 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGT GGCAGGACCTCAGTTTAACA TCCCTACTTATGTATCACAGTGCA 163 0 1 20 242 24 57,439 59,040 24,100 45,700 7,521,317 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 5 5 141 GGAATGGGACTTAAACGTATGACCTTCTGACACGG GGAATGGGACTTAAACGTATGACC TTATGTGTTCCCTACTTATGTATCACA 50 5 110 24 250 27 59,426 58,016 40,200 35,800 13,557,395 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 5 4 140 GGAATGGGACTTAAACGTATGACCTTCTGACACGG GGAATGGGACTTAAACGTATGACC TATGTGTTCCCTACTTATGTATCACAG 50 4 110 24 249 27 59,426 58,361 40,200 36,600 13,212,480 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 6 5 140 GGAATGGGACTTAAACGTATGACCTTCTGACACGG GGAATGGGACTTAAACGTATGACC TATGTGTTCCCTACTTATGTATCACA 50 5 110 24 249 26 59,426 57,458 40,200 35,800 13,115,506 A 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 8 0 197 CCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGCCCAGTACAGCACTACAGCA CCCTACTTATGTATCACAGTGCA 119 0 45 20 241 23 59,392 57,724 44,100 45,700 5,884,591 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 8 0 198 CCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGCCCAGTACAGCACTACAGCA TCCCTACTTATGTATCACAGTGCA 119 0 45 20 242 24 59,392 59,040 44,100 45,700 5,567,969 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr133_3 3 184 35 7 1 AAATT TAATTTAATTTAATTTAATTTAATTTAATTTAATT NO 0 0 8 0 199 ACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTACCCAGTACAGCACTACAGC TCCCTACTTATGTATCACAGTGCA 120 0 44 20 242 24 59,391 59,040 44,000 45,700 5,568,479 B 257 GGCAGGACCTCAGTTTAACATCGCATCTGAGAGGTGACATAACACCCAGTACAGCACTACAGCACTACTGTTGTGGAGTGTCAGCCTAGATTTGCATGCTCACctctctGGAATGGGACTTAAACGTATGACCTTCTGACACGGAGGGAAGACTGCCACCAACTGAGCCACAGCTGACACCTCtaatttaatttaatttaatttaatttaatttaattTGCACTGTGATACATAAGTAGGGAACACATAAatatatT

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 1 1 6 65 299 CTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTG CTGGGTGCAATACTTCGGCT CATCTCCATTTCAAATGCCTGT 148 65 39 20 337 22 60,393 57,269 55,200 40,000 5,123,946 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 65 300 CTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTG CTGGGTGCAATACTTCGGCT TCATCTCCATTTCAAATGCCTGT 148 65 39 20 338 23 60,393 58,653 55,200 40,000 4,739,728 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 64 300 CTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTG CTGGGTGCAATACTTCGGCT TCATCTCCATTTCAAATGCCTGTT 148 64 39 20 338 24 60,393 59,226 55,200 31,600 5,166,672 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 20 237 CGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACGGCTAAGGTCGAACTAGTGT TCAAACCCTGCAGTCTGACT 132 20 54 21 290 20 59,528 58,868 35,500 34,100 2,603,322 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 20 238 CGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACGGCTAAGGTCGAACTAGTGT TTCAAACCCTGCAGTCTGACT 132 20 54 21 291 21 59,528 59,510 35,500 34,100 2,962,174 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 20 238 TCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCATCGGCTAAGGTCGAACTAGTG TCAAACCCTGCAGTCTGACT 133 20 53 21 290 20 59,258 58,868 27,400 34,100 2,873,344 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 7 111 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC TCAAACCCTGCAGTCTGACT 7 20 180 20 290 20 59,747 58,868 48,500 34,100 1,384,682 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 7 112 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC TTCAAACCCTGCAGTCTGACT 7 20 180 20 291 21 59,747 59,510 48,500 34,100 1,743,533 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 7 191 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC ACTGTATCTGCTGAGACTTCAACA 7 96 180 20 370 24 59,747 59,718 48,500 33,300 4,534,985 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 7 254 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC CCGAATGGCCTACTTCTGCT 7 163 180 20 433 20 59,747 59,821 48,500 42,400 0.432044 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 7 267 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC CAGACTCGATGGGCCGAATG 7 176 180 20 446 20 59,747 60,878 48,500 26,700 1,130,693 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 6 110 GTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagGTGGGATACTGAAGCAGGCT TCAAACCCTGCAGTCTGACT 6 20 181 20 290 20 59,456 58,868 45,800 34,100 1,675,387 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 6 190 GTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagGTGGGATACTGAAGCAGGCT ACTGTATCTGCTGAGACTTCAACA 6 96 181 20 370 24 59,456 59,718 45,800 33,300 4,825,691 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 6 6 253 GTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagGTGGGATACTGAAGCAGGCT CCGAATGGCCTACTTCTGCT 6 163 181 20 433 20 59,456 59,821 45,800 42,400 0.722749 F 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 7 7 190 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC CTGTATCTGCTGAGACTTCAACA 7 96 180 20 369 23 59,747 58,186 48,500 33,300 5,067,191 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 10 7 185 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC TCTGCTGAGACTTCAACATAGC 7 92 180 20 364 22 59,747 58,145 48,500 29,700 4,107,710 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 11 7 185 TGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgaTGTGGGATACTGAAGCAGGC TCTGCTGAGACTTCAACATAGCT 7 91 180 20 364 23 59,747 59,487 48,500 33,200 3,766,163 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr138_3 3 207 44 11 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGT_207_250 0 0 11 6 184 GTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagGTGGGATACTGAAGCAGGCT TCTGCTGAGACTTCAACATAGCT 6 91 181 20 364 23 59,456 59,487 45,800 33,200 4,056,869 A 446 AATGCCTTCAGATCTTTCCTAAtgtgtgGCAGCCAGAACTGGGTGCAATACTTCGGCTAAGGTCGAACTAGTGTCTTATGCAAGTTCAACATAACTTCTTGCTTTTGTACTCTATGCCTCTACTAATAAAGCTTAGGATACTGCATTGTAAAGGAAATATCAttttttCCTAACATTTCTGTGGGATACTGAAGCAGGCTTATGGGgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtGTGTTAGTTAAACTGCAGACAGTCAGACTGCAGGGTTTGAATCATCAAAAGGGAACAGGTGTAAAACAGGCATTTGAAATGGAGATGAGTAAGCTATGTTGAAGTCTCAGCAGATACAGTATGAATGGAATTAGCAtttttAGATAAGACCATAAAATGTAGGAGCAGAAGTAGGCCATTCGGCCCATCGAGTCTG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 1 1 3 26 137 ATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGATTCTGGGCCGGTCGATTC GGGTCGGACATGTTGTCTCT 26 31 180 19 316 20 59,854 59,391 25,200 31,000 1,754,902 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 4 66 243 GACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCG GACCGACCGTTAGCCCTC GTCTGGGTCGCAGCTTCTTG 98 66 109 18 351 20 59,506 61,295 43,000 30,200 3,788,160 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 4 38 174 GGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGGGAAGCTGCTCCATTCTGG AGCTTCTTGGCTCTGATGGG 38 55 167 20 340 20 60,751 59,745 38,600 40,000 1,006,229 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 4 37 173 GGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGGGAAGCTGCTCCATTCTGGG AGCTTCTTGGCTCTGATGGG 37 55 168 20 340 20 60,751 59,745 44,500 40,000 1,006,229 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 Apr‐25 55 194 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG AGCTTCTTGGCTCTGATGGG 58 55 147 20 340 20 59,896 59,745 33,500 40,000 0.359255 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 Apr‐25 31 170 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG GGGTCGGACATGTTGTCTCT 58 31 147 20 316 20 59,896 59,391 33,500 31,000 0.712577 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 5 67 243 GACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCG GACCGACCGTTAGCCCTC GTCTGGGTCGCAGCTTCTT 98 67 109 18 351 19 59,506 60,004 43,000 25,200 3,497,941 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 5 66 242 GACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCG GACCGACCGTTAGCCCTC TCTGGGTCGCAGCTTCTTG 98 66 109 18 350 19 59,506 60,005 43,000 30,200 3,498,061 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 6 58 197 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG CGCAGCTTCTTGGCTCTGAT 58 58 147 20 343 20 59,896 60,744 33,500 29,000 0.847638 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 6 57 196 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG GCAGCTTCTTGGCTCTGATG 58 57 147 20 342 20 59,896 59,266 33,500 30,700 0.837666 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 7 26 300 CTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGCTGTTTCTACAGGCAGGCC TCGGACATGTTGTCTCTACCTG 192 26 14 19 313 22 58,140 59,508 51,900 40,000 5,352,081 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 7 25 299 CTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGCTGTTTCTACAGGCAGGCC CGGACATGTTGTCTCTACCTGG 192 25 14 19 312 22 58,140 60,417 51,900 44,500 5,277,371 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 7 24 298 CTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGCTGTTTCTACAGGCAGGCC GGACATGTTGTCTCTACCTGGG 192 24 14 19 311 22 58,140 60,093 51,900 44,500 4,953,439 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 7 0 138 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG GGACGACTGAGAGGAAGCG 58 0 147 20 284 19 59,896 59,862 33,500 46,800 1,241,762 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr13_2 2 225 41 7 2 AGG TCCTCCTCCTCCTCCTCCTCCNNNCCCCGCCGCCGCCTCC_225_245 0 0 9 1 139 GTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCA GTCAGGAGCGGGAATCTGAG CGGACGACTGAGAGGAAGC 58 1 147 20 285 19 59,896 59,862 33,500 38,600 1,241,762 D 357 GTTGGGAGATGAGCTGTTTCTACAGGCAGGCCTGGGCCCCGTTGCTAGGGGCAGCCGCCCGGTGGCCTCCCCTCCAGAGGCCGAGCCTGGGCCTCGAgcgcgcTGCGCGACCGACCGTTAGCCCTCCGCCTCGGGCGGCTCCGAGCGTCAGGAGCGGGAATCTGAGGGGAAGCTGCTCCATTCTGGGCCGGTCGATTCATTCGCGTCAAAGAGCGGCGGCCTCTtcctcctcctcctcctcctccNNNCCccgccgccgccgccgCGCTTCCTCTCAGTCGTCCGGCTCCCCAGGTAGAGACAACATGTCCGACCCCATCCCCATCAGAGCCAAGAAGCTGCGACCCAGACTCCACG

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 1 1 6 59 224 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG TGCCCTTACTCTACACTGTGC 59 80 1 20 224 21 59,471 59,725 36,100 45,700 1,804,669 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 59 266 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG CCATTCCTGTTCTCCGTCCA 59 123 1 20 266 20 59,471 59,387 36,100 40,200 1,142,638 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 59 266 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG CCATTCCTGTTCTCCGTCCAT 59 122 1 20 266 21 59,471 59,790 36,100 34,100 1,739,856 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 59 267 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG TCCATTCCTGTTCTCCGTCC 59 124 1 20 267 20 59,471 59,097 36,100 47,900 1,431,909 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 58 223 GATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTG GATGTTGCTGCCTTCCAAGT TGCCCTTACTCTACACTGTGC 58 80 2 20 224 21 58,749 59,725 31,600 45,700 2,526,542 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 14 159 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG TGCTTTAAGTGTCTTGGAAGCA 59 14 1 20 159 22 59,471 58,449 36,100 39,100 4,080,198 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 9 107 TGTCCTCTGACCATTTGCATAACCACTATTCATtctat TGTCCTCTGACCATTTGCAT AAGTGTCTTGGAAGCAGTTCA 13 9 47 20 153 21 57,115 57,718 39,600 31,800 6,166,862 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 9 153 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG AAGTGTCTTGGAAGCAGTTCA 59 9 1 20 153 21 59,471 57,718 36,100 31,800 3,811,105 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 8 106 TGTCCTCTGACCATTTGCATAACCACTATTCATtctat TGTCCTCTGACCATTTGCAT AGTGTCTTGGAAGCAGTTCAA 13 8 47 20 152 21 57,115 57,718 39,600 26,900 6,166,862 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 8 107 aTGTCCTCTGACCATTTGCATAACCACTATTCATtcta ATGTCCTCTGACCATTTGCA AGTGTCTTGGAAGCAGTTCAA 14 8 46 20 152 21 57,115 57,718 40,800 26,900 6,166,862 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 6 8 152 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG AGTGTCTTGGAAGCAGTTCAA 59 8 1 20 152 21 59,471 57,718 36,100 26,900 3,811,105 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr142_3 3 80 44 11 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 7 59 223 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTT GGATGTTGCTGCCTTCCAAG GCCCTTACTCTACACTGTGCT 59 79 1 20 223 21 59,471 59,449 36,100 44,000 2,080,354 F 317 GGATGTTGCTGCCTTCCAAGTATNTGTCTGTCATTTGTGTCaaaaaTGTCCTCTGACCATTTGCATAACCACTATTCATtctatctatctatctatctatctatctatctatctatctatctaTCTCCtttttGAACTGCTTCCAAGACACTTAAAGCAATAGAAATTTTGGATTTAAAGTCAAACATCAGAAGTTCAGTTCAGCACAGTGTAGAGTAAGGGCATAGACAAGACTCAGTGGGAATATGGACGGAGAACAGGAATGGAAAACTGAAGAGGAAATTGTgggggAAGGGTTTAAAGGCAGCTAAACCTAA

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 1 1 7 0 90 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC GAAGCTCCAGTAGAGGATGACC 0 19 26 19 115 22 57,041 59,636 34,600 40,200 6,323,436 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 91 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC TGAAGCTCCAGTAGAGGATGAC 0 20 26 19 116 22 57,041 58,973 34,600 30,600 6,986,845 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 96 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC CCTCTTGAAGCTCCAGTAGAGG 0 25 26 19 121 22 57,041 59,570 34,600 36,900 6,389,766 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 143 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC GCTGGCTGCAGTCATTGTTA 0 74 26 19 168 20 57,041 58,832 34,600 24,100 5,127,284 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 159 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC TAGGTGCACTGGGATTGCTG 0 90 26 19 184 20 57,041 60,035 34,600 44,100 3,994,585 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 160 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC ATAGGTGCACTGGGATTGCT 0 91 26 19 185 20 57,041 59,078 34,600 39,100 4,881,329 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 210 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC GCCAGCTTTGACCTGATGGA 0 141 26 19 235 20 57,041 60,323 34,600 34,100 4,282,250 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 211 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC AGCCAGCTTTGACCTGATGG 0 142 26 19 236 20 57,041 60,323 34,600 35,100 4,282,611 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 228 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC TTGTAGATGTGCCCACCAGC 0 159 26 19 253 20 57,041 60,322 34,600 48,500 4,281,889 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 265 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC TTAGCCAAGATGTTGCTGGG 0 196 26 19 290 20 57,041 58,162 34,600 44,500 5,797,546 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 266 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC ATTAGCCAAGATGTTGCTGGG 0 196 26 19 291 21 57,041 58,618 34,600 44,500 6,341,345 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr143_3 3 45 30 7 1.5 AGG TCTTCTTCTTCCTCCTCCTCCTCCTCCTCC NO 0 0 7 0 267 gggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctc GGGTGTTTCCTCCTCTTCC AATTAGCCAAGATGTTGCTGGG 0 196 26 19 292 22 57,041 59,238 34,600 44,500 6,721,760 F 296 ATGCAGGTCtttttGCTGGCTTggggggTGTTTCCTCCTCTTCCtcttcttcttcctcctcctcctcctcctccACCTCTTCATccccccATCGGTCATCCTCTACTGGAGCTTCAAGAGGAATTTCATCCAATTNCCAANCTCTCATTAACAATGACTGCAGCCAGCAATCCCAGTGCACCTATTCTAATTAACAATTTACTGTCAGACAAACATCCATCAGGTCAAAGCTGGCTGGTGGGCACATCTACAAGATTAACCTCATCCTcccccAGCAACATCTTGGCTAAtttttC

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 1 1 3 39 226 TGCTCCAGGACAACTTGTGGACATAATTGCACTTAATGCTCCAGGACAACTTGTGG ACTCATAACACTGCAGCTGCT 39 125 39 20 264 21 60,179 59,997 41,700 42,400 1,181,909 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 3 38 225 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA ACTCATAACACTGCAGCTGCT 38 125 40 20 264 21 59,891 59,997 40,200 42,400 1,111,473 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 4 39 156 TGCTCCAGGACAACTTGTGGACATAATTGCACTTAATGCTCCAGGACAACTTGTGG AGCATGATCATCGGCAGGTT 39 56 39 20 194 20 60,179 59,818 41,700 35,000 0.361082 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 4 38 155 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA AGCATGATCATCGGCAGGTT 38 56 40 20 194 20 59,891 59,818 40,200 35,000 0.290646 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 4 38 277 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA TGCCGTGGAGATGAAGGAAG 38 178 40 20 316 20 59,891 59,750 40,200 34,600 0.358819 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 4 38 278 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA CTGCCGTGGAGATGAAGGAA 38 179 40 20 317 20 59,891 59,750 40,200 33,600 0.358819 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 4 38 281 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA TTCCTGCCGTGGAGATGAAG 38 182 40 20 320 20 59,891 59,750 40,200 30,200 0.358819 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 6 50 291 TGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACA TGGTCTCTTCTAATGCTCCAGG TGCCGTGGAGATGAAGGAAG 50 178 26 22 316 20 59,231 59,750 44,500 34,600 3,018,761 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 6 50 292 TGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACA TGGTCTCTTCTAATGCTCCAGG CTGCCGTGGAGATGAAGGAA 50 179 26 22 317 20 59,231 59,750 44,500 33,600 3,018,761 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 6 50 295 TGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACA TGGTCTCTTCTAATGCTCCAGG TTCCTGCCGTGGAGATGAAG 50 182 26 22 320 20 59,231 59,750 44,500 30,200 3,018,761 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 7 38 214 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA TGCAGCTGCTTCTATCTCCAG 38 114 40 20 253 21 59,891 59,862 40,200 38,600 1,247,048 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 7‐May 38 146 GCTCCAGGACAACTTGTGGACATAATTGCACTTAAGGCTCCAGGACAACTTGTGGA ATCGGCAGGTTGGCAACTAT 38 47 40 20 185 20 59,891 59,744 40,200 21,200 0.364475 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 7‐May 28 139 GGACAACTTGTGGACATAATTGCACTTAAGATCATTGGACAACTTGTGGACATAATTGCA TCGGCAGGTTGGCAACTATA 28 46 46 24 184 20 60,022 59,094 40,800 13,100 4,928,482 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 7‐May 27 138 ACAACTTGTGGACATAATTGCACTTAAGATCATTTT ACAACTTGTGGACATAATTGCAC ATCGGCAGGTTGGCAACTAT 27 47 48 23 185 20 58,130 59,744 45,700 21,200 5,126,253 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr145_2 2 98 21 7 1 ACG GACGACGACGACGACGACGAC GAC_98_118 0 0 7‐May 26 138 ACAACTTGTGGACATAATTGCACTTAAGATCATTTT ACAACTTGTGGACATAATTGCACT ATCGGCAGGTTGGCAACTAT 26 47 48 24 185 20 59,416 59,744 44,000 21,200 4,840,215 A 328 TCCCTTTCCTTCACAATTATCTCCATGGTCTCTTCTAATGCTCCAGGACAACTTGTGGACATAATTGCACTTAAGATCATTTTCCACCTTCTGAAATgacgacgacgacgacgacgacGATGATGAAAGCAGCTTATAATTANCGCCCCGCCNATCATCTATTTTATAGTTGCCAACCTGCCGATGATCATGCTGTTGATGCTCTTGAGTTGTGGTAAAGAAAGCAGTAGGACTGGAGATAGAAGCAGCTGCAGTGTTATGAGTATGATTAAGATGTGGTGACAGGAAGAGCTGCTCTTCCTTCATCTCCACGGCAGGAAAAGAAGAG

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 1 1 2 19 134 TCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCTCCGGAGTTCATGAAAGGCT AGTGGAAGCAGGTCATCACTG 41 19 139 20 272 21 59,016 59,997 45,800 36,600 1,987,118 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 3 63 290 TCTAGTCATTATCACATTGCTGTTTGTgggggATTGCATCTAGTCATTATCACATTGCTGTTTGT AATCACACATTGCACTTAACAGC 144 63 29 27 318 23 59,392 58,451 28,300 44,000 12,157,065 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 3 25 242 TTATCACATTGCTGTTTGTgggggATTGCACTGTGTA TTATCACATTGCTGTTTGTGGG AACTGAAGTGGAAGCAGGTCA 141 25 37 22 278 21 57,482 59,510 46,100 40,200 6,008,441 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 3 18 133 TCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCTCCGGAGTTCATGAAAGGCT GTGGAAGCAGGTCATCACTGA 41 18 139 20 271 21 59,016 59,998 45,800 34,100 1,986,660 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 62 290 TCTAGTCATTATCACATTGCTGTTTGTgggggATTGCATCTAGTCATTATCACATTGCTGTTTGT AATCACACATTGCACTTAACAGCA 144 62 29 27 318 24 59,392 59,962 28,300 44,100 11,645,410 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 62 290 TCTAGTCATTATCACATTGCTGTTTGTgggggATTGCATCTAGTCATTATCACATTGCTGTTTG AATCACACATTGCACTTAACAGCA 145 62 29 26 318 24 58,022 59,962 29,300 44,100 12,015,707 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 25 241 TTATCACATTGCTGTTTGTgggggATTGCACTGTGTA TTATCACATTGCTGTTTGTGGG ACTGAAGTGGAAGCAGGTCA 141 25 37 22 277 20 57,482 58,868 46,100 40,200 5,649,589 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 25 243 CATTATCACATTGCTGTTTGTgggggATTGCACTGTG CATTATCACATTGCTGTTTGTGGG ACTGAAGTGGAAGCAGGTCA 141 25 35 24 277 20 59,134 58,868 46,100 40,200 5,997,563 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 12 136 TGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTT TGTGATGCATCCGGAGTTCA GCAGGTCATCACTGATCCTGA 50 12 130 20 265 21 59,387 59,516 31,800 38,600 2,096,571 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 25 204 AAATTGGCTGCTTTGTTTCCTATATTACAAGAATGA AAATTGGCTGCTTTGTTTCCT ACTGAAGTGGAAGCAGGTCA 105 25 74 21 277 20 57,156 58,868 33,600 40,200 4,975,531 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 19 199 AAATTGGCTGCTTTGTTTCCTATATTACAAGAATGA AAATTGGCTGCTTTGTTTCCT AGTGGAAGCAGGTCATCACTG 105 19 74 21 272 21 57,156 59,997 33,600 36,600 4,846,781 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 18 198 AAATTGGCTGCTTTGTTTCCTATATTACAAGAATGA AAATTGGCTGCTTTGTTTCCT GTGGAAGCAGGTCATCACTGA 105 18 74 21 271 21 57,156 59,998 33,600 34,100 4,846,323 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 57 193 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG CACACATTGCACTTAACAGCA 57 62 123 20 315 21 59,970 57,647 41,800 44,100 3,382,789 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 57 194 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG TCACACATTGCACTTAACAGCA 57 62 123 20 316 22 59,970 59,052 41,800 44,100 2,978,551 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 57 195 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG ATCACACATTGCACTTAACAGCA 57 62 123 20 317 23 59,970 59,431 41,800 44,100 3,599,512 F 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 25 155 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG ACTGAAGTGGAAGCAGGTCA 57 25 123 20 277 20 59,970 58,868 41,800 40,200 1,161,873 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 19 150 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG AGTGGAAGCAGGTCATCACTG 57 19 123 20 272 21 59,970 59,997 41,800 36,600 1,033,123 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr149_2 2 200 33 11 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 6 18 149 CATTGGCTGTGATGCATCCGGAGTTCATGAAAGGC CATTGGCTGTGATGCATCCG GTGGAAGCAGGTCATCACTGA 57 18 123 20 271 21 59,970 59,998 41,800 34,100 1,032,665 A 319 CATCAACCAATATCACATAAACAGATTATCTAGTCATTATCACATTGCTGTTTGTgggggATTGCACTGTGTAAAATTGGCTGCTTTGTTTCCTATATTACAAGAATGACTGTGCCTTATTTCATTGGCTGTGATGCATCCGGAGTTCATGAAAGGCTTTCTTTTGGGAATGTCCTCTTAATTGATCTGATCTGGCTAAttcttcttcttcttcttcttcttcttcttcttcTTAGGTAGTCCTTCAGGATCAGTGATGACCTGCTTCCACTTCAGTTCAAAAGGTTCCTAGCTTGCTGTTAAGTGCAAtgtgtgATTT

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 1 1 3 34 205 TTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTTGAGAATGTGGAGCTGGCT CGAGCCTCCTATCATCCTTCC 34 70 26 20 230 21 59,305 59,452 47,500 34,600 2,243,041 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 0 0 3 12 185 ACCAGAGTGAGTGATTGAGGTGAATATTATATTCta ACCAGAGTGAGTGATTGAGGTG CGAGCCTCCTATCATCCTTCC 12 70 46 22 230 21 59,699 59,452 40,000 34,600 3,849,565 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 0 0 3 11 184 CCAGAGTGAGTGATTGAGGTGAATATTATATTCtat CCAGAGTGAGTGATTGAGGTGA CGAGCCTCCTATCATCCTTCC 11 70 47 22 230 21 59,435 59,452 40,200 34,600 4,112,774 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 0 0 4 31 202 AGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAAGAATGTGGAGCTGGCTACC CGAGCCTCCTATCATCCTTCC 31 70 29 20 230 21 59,456 59,452 31,800 34,600 2,092,019 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 0 0 4 16 189 GGCTACCAGAGTGAGTGATTGAGGTGAATATTATA GGCTACCAGAGTGAGTGATTGA CGAGCCTCCTATCATCCTTCC 16 70 42 22 230 21 59,502 59,452 25,700 34,600 4,045,945 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr14_2 2 80 60 12 1 AATAT TATATTATATTATATTATATTATATTATATTATATTATNO 0 0 5 30 201 GAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGAATGTGGAGCTGGCTACCA CGAGCCTCCTATCATCCTTCC 30 70 30 20 230 21 59,747 59,452 32,500 34,600 1,801,313 A 234 AGAAttttttttCATCCATAGACTATTGAGAATGTGGAGCTGGCTACCAGAGTGAGTGATTGAGGTGAATATTATATTCtatattatattatattatattatattatattatattatattatattatattatattatatATTTAAGGAAAAGCTAGTTGAGCATATGAGGGAAAAGGAAATAGCGAGTTATGTTAATATTGTTAGCTGAGGAAGGATGATAGGAGGCTCGAATG

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 1 1 3 28 189 TTCTAGTAAACGATTTCCAGATCCCCAGCATCTGatt TTCTAGTAAACGATTTCCAGATCCC GGCCTTTATGCAATAGGTAATGGG 46 28 12 25 200 24 58,420 59,779 38,500 40,000 10,800,467 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 46 203 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC CCTGAAATTGGTGCAGGCCT 46 47 13 24 215 20 57,842 60,902 38,500 51,900 7,059,603 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 46 204 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC TCCTGAAATTGGTGCAGGCC 46 48 13 24 216 20 57,842 60,900 38,500 51,900 7,057,739 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 46 252 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC TTGTGGCATTTGTGCAGCAT 46 96 13 24 264 20 57,842 59,607 38,500 37,900 6,551,471 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 46 253 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC TTTGTGGCATTTGTGCAGCA 46 97 13 24 265 20 57,842 59,823 38,500 44,100 6,335,395 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 46 254 TTCTAGTAAACGATTTCCAGATCCCCAGCATCTGatt TTCTAGTAAACGATTTCCAGATCCC TTTGTGGCATTTGTGCAGCA 46 97 12 25 265 20 58,420 59,823 38,500 44,100 6,757,238 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 41 197 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC ATTGGTGCAGGCCTTTATGC 46 41 13 24 209 20 57,842 59,174 38,500 31,400 6,984,084 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 29 189 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC AGGCCTTTATGCAATAGGTAATGG 46 29 13 24 201 24 57,842 58,920 38,500 31,600 11,237,665 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr151_6 6 83 66 11 2 AAT TTATTATTATNNTTATTATTATTATTATTATTATTATT TTA_134_148 0 0 4 28 188 TCTAGTAAACGATTTCCAGATCCCCAGCATCTGatta TCTAGTAAACGATTTCCAGATCCC GGCCTTTATGCAATAGGTAATGGG 46 28 13 24 200 24 57,842 59,779 38,500 40,000 10,378,624 G 391 GGTGTAAACATTTCTAGTAAACGATTTCCAGATCCCCAGCATCTGattattattattAGTAGTATTATTCTTCTTATTATCGttattattaTNNttattattattattattattattattattattaATATTGttattattattattaNNNCTATTTTGGCTTNGANAATGAAGcccccATTACCTATTGCATAAAGGCCTGCACCAATTTCAGGATTGCATTCAAAATTGGCAATTAACATTTATGCTGCACAAATGCCACAAAATTCAAANCNNCNNANNANTATNATTNNNANNNNNNNTCNTNNTNTNNNNNNTATTANNATNNANNANTANNATNNNNATNNTNNNANNTNNNTATTANNTANNANTANTANTTTGGTAGGACATA

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 1 1 3 33 143 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT CCCTTGGCAGTCAACCACA 33 43 13 24 155 19 57,312 60,153 40,000 41,700 7,840,850 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 33 142 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT CCTTGGCAGTCAACCACATT 33 41 13 24 154 20 57,312 58,669 40,000 27,100 8,019,286 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 33 143 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT CCCTTGGCAGTCAACCACAT 33 42 13 24 155 20 57,312 60,540 40,000 32,100 7,228,438 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 33 244 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT TGTGGTGGAATAAGTGCAGT 33 143 13 24 256 20 57,312 57,051 40,000 44,000 9,637,250 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 1 103 CAGGCCAATGTTAAGCTCCCCccaccaccaccaccacca CAGGCCAATGTTAAGCTCCC TGGCAGTCAACCACATTACCA 1 37 49 20 151 21 58,894 59,856 43,000 32,500 2,250,174 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 1 107 CAGGCCAATGTTAAGCTCCCCccaccaccaccaccacca CAGGCCAATGTTAAGCTCCC CCCTTGGCAGTCAACCACAT 1 42 49 20 155 20 58,894 60,540 43,000 32,100 1,646,650 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 1 108 TCAGGCCAATGTTAAGCTCCCCccaccaccaccaccacc TCAGGCCAATGTTAAGCTCCC CCCTTGGCAGTCAACCACAT 1 42 48 21 155 20 60,341 60,540 43,000 32,100 1,881,355 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 1 208 CAGGCCAATGTTAAGCTCCCCccaccaccaccaccacca CAGGCCAATGTTAAGCTCCC TGTGGTGGAATAAGTGCAGT 1 143 49 20 256 20 58,894 57,051 43,000 44,000 4,055,462 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 4 1 209 TCAGGCCAATGTTAAGCTCCCCccaccaccaccaccacc TCAGGCCAATGTTAAGCTCCC TGTGGTGGAATAAGTGCAGT 1 143 48 21 256 20 60,341 57,051 43,000 44,000 4,290,167 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 5 33 244 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT TGTGGTGGAATAAGTGCAGTT 33 142 13 24 256 21 57,312 57,778 40,000 31,600 9,910,246 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 5 33 245 AGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTAGCTATAGTATTTATGTGGCTGGT ATGTGGTGGAATAAGTGCAGT 33 143 13 24 257 21 57,312 57,560 40,000 44,000 10,127,930 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr152_2 2 70 24 8 1 ACC CCACCACCACCACCACCACCACCA CCA_70_93 0 0 5 1 208 CAGGCCAATGTTAAGCTCCCCccaccaccaccaccacca CAGGCCAATGTTAAGCTCCC TGTGGTGGAATAAGTGCAGTT 1 142 49 20 256 21 58,894 57,778 43,000 31,600 4,328,458 B 287 ACCTGTTCTTATAGCTATAGTATTTATGTGGCTGGTAAGGTTAAGTTTCAGGCCAATGTTAAGCTCCCCccaccaccaccaccaccaccaccaNNNGAACATGGAACATtgatgatgaTGGATTCATCGATGGTAATGTGGTTGACTGCCAAGGGGAGATGGTTAGATTCTCTAATGTTAGAGATGCATATTGTCATATTTATTATTTAATTCATATTTAAATTTGCCAATTCTAAACTGCACTTATTCCACCACATATCTTTGAAGTAAGAAGCAAACAATAAGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 1 1 4 56 258 AAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGAAAGTGATGTTCGCATGCTGC CACACAGAAGGCACCAATCC 138 56 36 20 293 20 59,830 59,116 52,500 30,100 1,053,506 F 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 55 257 AAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGAAAGTGATGTTCGCATGCTGC ACACAGAAGGCACCAATCCT 138 55 36 20 292 20 59,830 59,226 52,500 32,400 0.943317 F 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 55 259 GCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGCAAGTGATGTTCGCATGCT ACACAGAAGGCACCAATCCT 140 55 34 20 292 20 59,830 59,226 37,900 32,400 0.943317 F 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 7 92 GCGAGTTCTAGCAGCTGGAAGGACAAGGACAACA GCGAGTTCTAGCAGCTGGAA TTGGTGTAGAGGGCAACTGC 21 7 153 20 244 20 60,109 60,251 35,300 44,000 0.359342 A 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 7 100 CCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGCCAGACCTGCGAGTTCTAGC TTGGTGTAGAGGGCAACTGC 29 7 145 20 244 20 60,179 60,251 34,200 44,000 0.429851 A 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 7 183 CCAGCACTGACCCATTAGCAACTATGCATGCCATAT CCAGCACTGACCCATTAGCA TTGGTGTAGAGGGCAACTGC 112 7 62 20 244 20 60,035 60,251 34,900 44,000 0.285879 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 7 209 AAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGAAAGTGATGTTCGCATGCTGC TTGGTGTAGAGGGCAACTGC 138 7 36 20 244 20 59,830 60,251 52,500 44,000 0.420399 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 7 211 GCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGCAAGTGATGTTCGCATGCT TTGGTGTAGAGGGCAACTGC 140 7 34 20 244 20 59,830 60,251 37,900 44,000 0.420399 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 2 178 CCAGCACTGACCCATTAGCAACTATGCATGCCATAT CCAGCACTGACCCATTAGCA GTAGAGGGCAACTGCAGACA 112 2 62 20 239 20 60,035 59,678 34,900 34,100 0.356822 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 1 94 CCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGCCAGACCTGCGAGTTCTAGC TAGAGGGCAACTGCAGACAC 29 1 145 20 238 20 60,179 59,678 34,200 36,700 0.500795 A 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 1 177 CCAGCACTGACCCATTAGCAACTATGCATGCCATAT CCAGCACTGACCCATTAGCA TAGAGGGCAACTGCAGACAC 112 1 62 20 238 20 60,035 59,678 34,900 36,700 0.356822 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr160_2 2 194 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 1 203 AAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGAAAGTGATGTTCGCATGCTGC TAGAGGGCAACTGCAGACAC 138 1 36 20 238 20 59,830 59,678 52,500 36,700 0.491343 B 316 GAAGATAGAAGATGGtttttGAGCACTTTTGATGCAAGTGATGTTCGCATGCTGCCAACCTCCAGCACTGACCCATTAGCAACTATGCATGCCATATTAAAGATACActgctgctgGTTCTGAAGAGTACTTCAGCAGCACCCTCCAGACCTGCGAGTTCTAGCAGCTGGAAGGACAAGGACAACAGAAGCATagcagcagcagcagcagcagcagcGGTGTCTGCAGTTGCCCTCTACACCAATCACCATCCCTCTCAcccccAcccccccAGGATTGGTGCCTTCtgtgtgGCTGGGGTCAGTGGCCCGTGGTT

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 1 1 4 115 300 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA ACCCTGGACCAATCAGCG 123 115 15 20 314 18 59,895 59,329 38,600 51,800 2,775,925 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 114 299 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA CCCTGGACCAATCAGCGC 123 114 15 20 313 18 59,895 60,826 38,600 59,200 2,930,691 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA
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cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 114 300 AGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTAGGCGCATCAGATGTACAGG CCCTGGACCAATCAGCGC 124 114 14 20 313 18 59,894 60,826 40,000 59,200 2,931,430 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 64 251 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA CGACCAGCAGATTCGGTTGT 123 64 15 20 265 20 59,895 60,671 38,600 33,200 0.775401 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 62 249 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA ACCAGCAGATTCGGTTGTCG 123 62 15 20 263 20 59,895 60,671 38,600 43,500 0.775401 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 62 250 AGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTAGGCGCATCAGATGTACAGG ACCAGCAGATTCGGTTGTCG 124 62 14 20 263 20 59,894 60,671 40,000 43,500 0.776140 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 28 215 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA GGCCTGGGAGAGAAGGATCT 123 28 15 20 229 20 59,895 60,400 38,600 27,500 0.504661 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 19 206 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA GAGAAGGATCTGGAAGCCCG 123 19 15 20 220 20 59,895 59,894 38,600 61,300 0.210633 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 19 207 AGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTAGGCGCATCAGATGTACAGG GAGAAGGATCTGGAAGCCCG 124 19 14 20 220 20 59,894 59,894 40,000 61,300 0.211372 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 17 127 GACGGACCGGATGGCTCGGGACGGCAACGGGGAGGACGGACCGGATGGCTCG AGGATCTGGAAGCCCGCC 50 17 90 18 216 18 62,571 61,484 50,300 61,300 8,054,532 A 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 17 128 GGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGACGGACCGGATGGCTC AGGATCTGGAAGCCCGCC 51 17 89 18 216 18 62,223 61,484 47,000 61,300 7,706,716 A 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 17 202 GGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGGGCGCATCAGATGTACAGGA AGGATCTGGAAGCCCGCC 123 17 15 20 216 18 59,895 61,484 38,600 61,300 3,588,724 B 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 17 203 AGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTAGGCGCATCAGATGTACAGG AGGATCTGGAAGCCCGCC 124 17 14 20 216 18 59,894 61,484 40,000 61,300 3,589,462 B 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 17 205 TGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGTGAGGCGCATCAGATGTACA AGGATCTGGAAGCCCGCC 126 17 12 20 216 18 59,177 61,484 29,000 61,300 4,307,329 B 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 4 15 126 GGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGACGGACCGGATGGCTC GATCTGGAAGCCCGCCGG 51 15 89 18 214 18 62,223 62,918 47,000 61,300 9,141,048 A 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 6 1 93 GACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccGACCAACCCTTTCTCCCTCC GGCCTGGGAGAGAAGGATCT 1 28 137 20 229 20 59,671 60,400 43,000 27,500 0.728397 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 6 1 127 GACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccGACCAACCCTTTCTCCCTCC ACCAGCAGATTCGGTTGTCG 1 62 137 20 263 20 59,671 60,671 43,000 43,500 0.999138 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 6 1 129 GACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccGACCAACCCTTTCTCCCTCC CGACCAGCAGATTCGGTTGT 1 64 137 20 265 20 59,671 60,671 43,000 33,200 0.999138 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 6 1 179 GACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccGACCAACCCTTTCTCCCTCC CACCCTGGACCAATCAGCG 1 115 137 20 315 19 59,671 60,747 43,000 51,800 2,075,206 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 6 1 181 GACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccGACCAACCCTTTCTCCCTCC CGCACCCTGGACCAATCAG 1 117 137 20 317 19 59,671 60,747 43,000 29,000 2,075,206 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr161_2 2 158 24 8 1 CCG CCGCCGCCGCCGCCGCCGCCGCCG CCG_158_181 0 0 10 19 162 GGAAggagggagggagGGGGCtgtgtgtgGGGACGGAC GGAAGGAGGGAGGGAGGG GAGAAGGATCTGGAAGCCCG 81 19 59 18 220 20 60,040 59,894 43,000 61,300 2,146,138 F 319 GGCGACTACTATGAGGCGCATCAGATGTACAGGACGCTTTTCTTCCGGTGAGGAGTGGGGAAggagggagggagGGGGCtgtgtgtgGGGACGGACCGGATGGCTCGGGACGGCAACGGGGAGGGCGGCTCCGGCAGACCAACCCTTTCTCCCTCCCccgccgccgccgccgccgccgccgNNNNNNGCCGCACCTCCGGCGGGCTTCCAGATCCTtctctcCCAGGccccccGCGAGCGGAGCGACAACCGAATCTGCTGGTCGCCGCAGCGGTCCAGCCCACTCCGCAGCGgcgcgcTGATTGGTCCAGGGTGCGGA

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 1 1 4 38 290 AGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGAGCCAGCGGACCTTGAAC ACCCATCACACATCCACAGG 174 38 8 18 297 20 59,967 59,671 31,800 40,000 2,361,942 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 4 38 291 CAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTCAGCCAGCGGACCTTGAA ACCCATCACACATCCACAGG 175 38 7 18 297 20 59,967 59,671 26,900 40,000 2,361,789 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 4 37 290 CAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTCAGCCAGCGGACCTTGAA CCCATCACACATCCACAGGG 175 37 7 18 296 20 59,967 60,395 26,900 44,500 2,427,290 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 4 9 147 CCGGGCCAGATGATACATGTGCCTGGCCTATGCAG CCGGGCCAGATGATACATGT CACTGCCAGTACAAGGGTCA 58 9 122 20 268 20 59,602 59,604 32,100 40,200 0.794376 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 4 0 117 GCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtg GCTGAGGACAACCCAAGTGT CCCATCACACATCCACAGGG 0 37 180 20 296 20 60,179 60,395 35,500 44,500 0.573780 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 4 0 118 GCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtg GCTGAGGACAACCCAAGTGT ACCCATCACACATCCACAGG 0 38 180 20 297 20 60,179 59,671 35,500 40,000 0.508278 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 38 163 TACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTC TACATGTGCCTGGCCTATGC ACCCATCACACATCCACAGG 45 38 135 20 297 20 60,179 59,671 31,400 40,000 0.508281 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 37 162 TACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTC TACATGTGCCTGGCCTATGC CCCATCACACATCCACAGGG 45 37 135 20 296 20 60,179 60,395 31,400 44,500 0.573782 F 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 142 TACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTC TACATGTGCCTGGCCTATGC CCCTCACTCACTGCCAGTAC 45 17 135 20 276 20 60,179 59,752 31,400 27,300 0.426756 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 155 CCGGGCCAGATGATACATGTGCCTGGCCTATGCAG CCGGGCCAGATGATACATGT CCCTCACTCACTGCCAGTAC 58 17 122 20 276 20 59,602 59,752 32,100 27,300 0.645676 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 209 TCTGCCAGTTTGTCCTGCATGGATAGAGATGgagag TCTGCCAGTTTGTCCTGCAT CCCTCACTCACTGCCAGTAC 112 17 68 20 276 20 59,889 59,752 39,600 27,300 0.358797 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 223 TTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATTTCCCTCCTGTTGTCTGCC CCCTCACTCACTGCCAGTAC 126 17 54 20 276 20 59,890 59,752 48,500 27,300 0.358222 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 257 TTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTTTGAACTCCGGCATTCCTCC CCCTCACTCACTGCCAGTAC 160 17 20 20 276 20 60,035 59,752 43,000 27,300 0.283175 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 17 259 CCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACC CCTTGAACTCCGGCATTCCT CCCTCACTCACTGCCAGTAC 162 17 18 20 276 20 60,035 59,752 33,600 27,300 0.282792 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 9 134 TACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTC TACATGTGCCTGGCCTATGC CACTGCCAGTACAAGGGTCA 45 9 135 20 268 20 60,179 59,604 31,400 40,200 0.575456 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 8 105 ATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagATGGACAGGCTGAGGACAAC CCCTCACTCACTGCCAGTAC 8 17 172 20 276 20 59,674 59,752 33,200 27,300 0.574000 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 6 0 97 GCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtg GCTGAGGACAACCCAAGTGT CCCTCACTCACTGCCAGTAC 0 17 180 20 276 20 60,179 59,752 35,500 27,300 0.426754 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 8 17 219 CCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAG CCTCCTGTTGTCTGCCAGTT CCCTCACTCACTGCCAGTAC 122 17 58 20 276 20 59,891 59,752 31,600 27,300 0.357078 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr162_2 2 200 40 7 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGAGAGANO 0 0 8 17 244 TTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTC TTCCTCCACTGGTCTGCAAC CCCTCACTCACTGCCAGTAC 147 17 33 20 276 20 59,891 59,752 41,700 27,300 0.356321 B 299 CATCGCCAGCCAGCGGACCTTGAACTCCGGCATTCCTCCACTGGTCTGCAACCTTTCCCTCCTGTTGTCTGCCAGTTTGTCCTGCATGGATAGAGATGgagagaGTGAATCAGGATGCCTGCCGGGCCAGATGATACATGTGCCTGGCCTATGCAGGTGGTAAGTGGTCCTATGGACAGGCTGAGGACAACCCAAGTGTgtgagtgagtgagtgagtgagtgagtgagagagagagagaAAATGGTGATGACCCTTGTACTGGCAGTGAGTGAGGGCCCTGTGGAtgtgtgATGGGTTT

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 2 10 93 AGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGAGCCGTTTGGAGAAGGTTCA TAACCATCCACACGCCCAAA 22 10 105 20 197 20 59,528 59,889 31,800 32,800 0.583148 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 65 240 CACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAG CACTACAGGGCCGGGAAGTC TGTCATTCTTCTAAACTCCAATGGA 109 65 18 20 257 25 62,240 58,221 30,100 34,100 9,018,983 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 34 191 GGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGT GGAAGTCCTGGCCTACGTC CCTGTCCAACCTTGCCTCAT 97 34 31 19 221 20 59,484 59,961 43,400 29,000 1,555,167 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 22 117 AGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGAGCCGTTTGGAGAAGGTTCA CCTGTCCAACCTTGCCTCAT 22 34 105 20 221 20 59,528 59,961 31,800 29,000 0.511215 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 12 95 AGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGAGCCGTTTGGAGAAGGTTCA GATAACCATCCACACGCCCA 22 12 105 20 199 20 59,528 60,107 31,800 53,600 0.579881 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 65 240 ACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGA ACTACAGGGCCGGGAAGTC CTGTCATTCTTCTAAACTCCAATGGA 109 65 19 19 258 26 60,988 59,119 30,100 34,100 8,869,471 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 34 190 GAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTT GAAGTCCTGGCCTACGTCTAG CCTGTCCAACCTTGCCTCAT 94 34 32 21 221 20 59,323 59,961 24,300 29,000 1,715,797 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 34 191 GGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGT GGAAGTCCTGGCCTACGTCT CCTGTCCAACCTTGCCTCAT 96 34 31 20 221 20 60,971 59,961 41,800 29,000 1,010,192 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 65 240 ACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGA ACTACAGGGCCGGGAAGT CTGTCATTCTTCTAAACTCCAATGGA 110 65 19 18 258 26 59,878 59,119 30,100 34,100 9,003,121 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 34 186 TCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTTCCTGGCCTACGTCTAGAGT CCTGTCCAACCTTGCCTCAT 91 34 36 20 221 20 59,082 59,961 32,400 29,000 0.956277 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 34 188 AGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGAGTCCTGGCCTACGTCTAGA CCTGTCCAACCTTGCCTCAT 93 34 34 20 221 20 59,082 59,961 24,300 29,000 0.956277 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr165_2 2 147 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 6 12 164 TCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTTCCTGGCCTACGTCTAGAGT GATAACCATCCACACGCCCA 91 12 36 20 199 20 59,082 60,107 32,400 53,600 1,024,943 F 258 CCGCGGCGGGTCCCACCCACTACAGGGCCGGGAAGTCCTGGCCTACGTCTAGAGTACtgtgtgCAGTTTTGGTCTCCTAATGCATTTATATTGCTTCTTAAATAAGCCGTTTGGAGAAGGTTCACTTGACTGATACCTGGGGTAAGggtggtggtggtggtggtggtGTgggggggCTTTGGGCGTGTGGATGGTTATCTTATGAGGCAAGGTTGGACAGGCTGGGCCTGTATCCATTGGAGTTTAGAAGAATGACAG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 1 1 2 1 190 AAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAG AAGTCGGATTCCCTGACCCA TGATTCTCGTTTGCTGTGATGTG 110 1 23 20 212 23 60,547 59,813 45,100 32,100 3,733,769 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 2 0 186 AAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAG AAGTCGGATTCCCTGACCCA TCTCGTTTGCTGTGATGTGG 110 0 23 20 208 20 60,547 58,488 45,100 41,700 2,058,598 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 3 5 192 AAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAG AAGTCGGATTCCCTGACCCA AGTGATTCTCGTTTGCTGTGA 110 5 23 20 214 21 60,547 57,888 45,100 35,800 3,658,600 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 3 5 193 AAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGA AAAGTCGGATTCCCTGACCC AGTGATTCTCGTTTGCTGTGA 111 5 22 20 214 21 59,381 57,888 44,600 35,800 3,730,834 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 3 0 117 AGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAT AGGTGGCTTGAGTTTCGGTA TCTCGTTTGCTGTGATGTGG 41 0 92 20 208 20 58,947 58,488 40,200 41,700 2,565,274 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 28 148 AAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAAAGGTGGCTTGAGTTTCGGT CATGGAAAGTCCTAACCAGTGA 42 28 91 20 238 22 59,817 57,714 46,900 34,100 4,469,072 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 27 148 AAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAAAGGTGGCTTGAGTTTCGGT CATGGAAAGTCCTAACCAGTGAA 42 27 91 20 238 23 59,817 58,348 46,900 31,800 4,834,553 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 26 146 AAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAAAGGTGGCTTGAGTTTCGGT TGGAAAGTCCTAACCAGTGAAT 42 26 91 20 236 22 59,817 57,006 46,900 25,700 5,176,480 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 0 118 AAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAAAGGTGGCTTGAGTTTCGGT TCTCGTTTGCTGTGATGTGG 42 0 91 20 208 20 59,817 58,488 46,900 41,700 1,694,625 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 0 119 AAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAAAAGGTGGCTTGAGTTTCGGT TTCTCGTTTGCTGTGATGTGG 42 0 91 20 209 21 59,817 59,127 46,900 41,700 2,055,727 A 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 0 177 TCCCTGACCCAGAGGCATTAAAAGAGCCATGGATG TCCCTGACCCAGAGGCATTA TCTCGTTTGCTGTGATGTGG 101 0 32 20 208 20 59,956 58,488 19,000 41,700 1,555,942 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr167_2 2 153 36 9 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCT NO 0 0 4 0 178 TCCCTGACCCAGAGGCATTAAAAGAGCCATGGATG TCCCTGACCCAGAGGCATTA TTCTCGTTTGCTGTGATGTGG 101 0 32 20 209 21 59,956 59,127 19,000 41,700 1,917,044 F 238 CAGCTTGTCCATAAACTAGTTAAAGTCGGATTCCCTGACCCAGAGGCATTAAAAGAGCCATGGATGGaaaaaCTGCTGGCTTATGCACAAAAGGTGGCTTGAGTTTCGGTATAATTTGGTTCCTAATTTTATTGATTTCCATCCCACCGCCCccctccctccctccctccctccctccctccctccctCCACATCACAGCAAACGAGAATCACTATTCACTGGTTAGGACTTTCCATG

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 1 1 4 28 160 GCCTTGATAACGATGGTGGGGATGGGGATGGAGC GCCTTGATAACGATGGTGGG TGGTCAACACGGCCATGTAC 28 62 27 20 186 20 58,691 60,604 46,100 29,000 1,913,241 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 4 4 136 GGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgc GGGATGGAGCAGGTCTTGTC TGGTCAACACGGCCATGTAC 4 62 51 20 186 20 60,107 60,604 31,800 29,000 0.711702 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 4 3 135 GGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgGGATGGAGCAGGTCTTGTCC TGGTCAACACGGCCATGTAC 3 62 52 20 186 20 60,107 60,604 40,200 29,000 0.711702 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 29 161 GGCCTTGATAACGATGGTGGGGATGGGGATGGAG GGCCTTGATAACGATGGTGG TGGTCAACACGGCCATGTAC 29 62 26 20 186 20 58,691 60,604 46,100 29,000 1,913,241 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 28 161 GCCTTGATAACGATGGTGGGGATGGGGATGGAGC GCCTTGATAACGATGGTGGG GTGGTCAACACGGCCATGTA 28 63 27 20 187 20 58,691 60,604 46,100 22,900 1,913,241 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr168_2 2 75 30 10 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 3 136 GGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgGGATGGAGCAGGTCTTGTCC GTGGTCAACACGGCCATGTA 3 63 52 20 187 20 60,107 60,604 40,200 22,900 0.711702 A 187 TCCGCCCgctgctgctCGTCGACGGGGCCTTGATAACGATGGTGGGGATGGGGATGGAGCAGGTCTTGTCCTGTtgctgctgctgctgctgctgctgctgctgcTCATCCTCCACCTTCGACTGCTTGACCAGCAGCCCCTTCCTCCGCACGGGCTTCGCCGGCACGTACATGGCCGTGTTGACCAC

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 1 1 8 17 265 tttATGGATGGATGCGGGCTCAGatatatGAGGGGAT TTTATGGATGGATGCGGGCT TATCCAAAGCTCCGCTGACC 17 108 29 20 293 20 59,522 59,822 51,900 40,200 0.656140 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 181 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTC TCAAATCCCTCTGTGGCCTG 16 27 32 18 212 20 59,567 59,671 47,000 48,500 2,762,706 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 226 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTC TGCTGGTTAAACATCACCTTGA 16 70 32 18 257 22 59,567 58,173 47,000 30,200 6,259,970 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 259 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC AAAGCTCCGCTGACCATGTC 16 103 30 20 288 20 59,963 60,675 47,000 30,600 0.711627 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 262 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTC TATCCAAAGCTCCGCTGACC 16 108 32 18 293 20 59,567 59,822 47,000 40,200 2,611,514 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 264 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC TATCCAAAGCTCCGCTGACC 16 108 30 20 293 20 59,963 59,822 47,000 40,200 0.214800 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 296 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC GCCTCCCACAATCTACCCTC 16 140 30 20 325 20 59,963 59,530 47,000 43,000 0.507073 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 297 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC AGCCTCCCACAATCTACCCT 16 141 30 20 326 20 59,963 59,955 47,000 43,400 0.081587 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 9 16 298 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC CAGCCTCCCACAATCTACCC 16 142 30 20 327 20 59,963 59,819 47,000 36,900 0.218082 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 10 0 156 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC TCTCTCCTCGCTCACTCCTC 16 0 30 20 185 20 59,963 60,107 47,000 37,100 0.144143 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 179 GGATGGATGCGGGCTCAGatatatGAGGGGATgtgagGGATGGATGCGGGCTCAG TCAAATCCCTCTGTGGCCTG 14 27 34 18 212 20 60,281 59,671 33,500 48,500 2,610,606 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 181 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTCAG TCAAATCCCTCTGTGGCCTG 14 27 32 20 212 20 62,407 59,671 33,500 48,500 2,736,701 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 224 GGATGGATGCGGGCTCAGatatatGAGGGGATgtgagGGATGGATGCGGGCTCAG TGCTGGTTAAACATCACCTTGA 14 70 34 18 257 22 60,281 58,173 33,500 30,200 6,107,869 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 226 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTCAG TGCTGGTTAAACATCACCTTGA 14 70 32 20 257 22 62,407 58,173 33,500 30,200 6,233,964 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 260 GGATGGATGCGGGCTCAGatatatGAGGGGATgtgagGGATGGATGCGGGCTCAG TATCCAAAGCTCCGCTGACC 14 108 34 18 293 20 60,281 59,822 33,500 40,200 2,459,414 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 262 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTCAG TATCCAAAGCTCCGCTGACC 14 108 32 20 293 20 62,407 59,822 33,500 40,200 2,585,508 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 293 GGATGGATGCGGGCTCAGatatatGAGGGGATgtgagGGATGGATGCGGGCTCAG AGCCTCCCACAATCTACCCT 14 141 34 18 326 20 60,281 59,955 33,500 43,400 2,326,201 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 294 GGATGGATGCGGGCTCAGatatatGAGGGGATgtgagGGATGGATGCGGGCTCAG CAGCCTCCCACAATCTACCC 14 142 34 18 327 20 60,281 59,819 33,500 36,900 2,462,696 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 11 14 295 ATGGATGGATGCGGGCTCAGatatatGAGGGGATgt ATGGATGGATGCGGGCTCAG AGCCTCCCACAATCTACCCT 14 141 32 20 326 20 62,407 59,955 33,500 43,400 2,452,295 B 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 12 4 160 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC CCTCTCTCTCCTCGCTCACT 16 4 30 20 189 20 59,963 60,107 47,000 34,100 0.143946 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 12 1 157 ttATGGATGGATGCGGGCTCAGatatatGAGGGGATgTTATGGATGGATGCGGGCTC CTCTCTCCTCGCTCACTCCT 16 1 30 20 186 20 59,963 60,107 47,000 36,900 0.143946 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 19 3 238 GCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtg GCGGGCTCAGATATATGAGGG CTGACCATGTCTTGCACCAA 3 94 42 21 279 20 59,862 58,392 43,000 36,700 2,745,927 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 19 3 239 GCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtg GCGGGCTCAGATATATGAGGG GCTGACCATGTCTTGCACC 3 96 42 21 280 19 59,862 59,121 43,000 50,100 3,016,647 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr169_2 2 66 100 21 1.5 ACTC GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGT NO 0 0 19 3 239 GCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtg GCGGGCTCAGATATATGAGGG GCTGACCATGTCTTGCACCA 3 95 42 21 280 20 59,862 60,891 43,000 41,700 2,028,414 F 376 TGGTTgggggCTCAGatatatGAGGGtttttATGGATGGATGCGGGCTCAGatatatGAGGGGATgtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgaGTGNgagtgagtgagtGAGGAGTGAGCGAGgagagagaGGAGCCAGGCCACAGAGGGATTTGAAAACAAGGGTGAGAATTTTAAAATCAAGGTGATGTTTAACCAGCATTTTGGTGCAAGACATGGTCAGCGGAGCTTTGGATAACATCAAGTTCAGAGGGTAGATTGTGGGAGGCTGACCAGGAGTGGGTTAAAACAGTCAAATCCTTGGTGTAATAAAGGCATGA

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 1 8 21 129 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT GGAAGTGAGATGTGGAGCGG 21 26 96 20 224 20 60,034 60,461 31,000 55,200 0.494587 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 8 21 130 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT TGGAAGTGAGATGTGGAGCG 21 27 96 20 225 20 60,034 59,753 31,000 50,300 0.281061 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 8 21 217 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT AGCGGAGAGAGGGATAAGGA 21 114 96 20 312 20 60,034 59,146 31,000 33,600 0.887819 F 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 8 21 219 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT CGAGCGGAGAGAGGGATAAG 21 116 96 20 314 20 60,034 59,122 31,000 17,300 0.912017 F 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 8 8 117 CGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtc CGTCTCTGTCTCGCTGACTG TGGAAGTGAGATGTGGAGCG 8 27 109 20 225 20 60,179 59,753 35,100 50,300 0.426662 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 8 8 204 CGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtc CGTCTCTGTCTCGCTGACTG AGCGGAGAGAGGGATAAGGA 8 114 109 20 312 20 60,179 59,146 35,100 33,600 1,033,420 F 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 9 21 148 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT GGACAGACAGGGAGAAAGTGG 21 44 96 20 243 21 60,034 59,997 31,000 40,000 1,036,145 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 10 8 111 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT GGGAGAGACCGAGGAAGAGA 21 8 96 20 206 20 60,034 59,744 31,000 31,000 0.290065 F 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 11 21 149 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT GGGACAGACAGGGAGAAAGTG 21 45 96 20 244 21 60,034 59,997 31,000 31,600 1,036,145 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 11 21 150 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT AGGGACAGACAGGGAGAAAGT 21 46 96 20 245 21 60,034 60,133 31,000 26,600 1,166,290 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 12 21 201 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT AGGATGGAGAGTGAGACAGAGA 21 96 96 20 296 22 60,034 59,420 31,000 31,000 2,613,922 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 13 21 201 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT AGGATGGAGAGTGAGACAGAGAA 21 95 96 20 296 23 60,034 59,989 31,000 28,700 3,044,745 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr173_3 3 137 42 8 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTCT NO 0 0 13 21 202 ATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCATCTGTGCCTCTCCGTCTCT AAGGATGGAGAGTGAGACAGAGA 21 96 96 20 297 23 60,034 59,989 31,000 31,000 3,044,745 B 314 AAAAGaaaaaTATTTCCAAAATATtatataCATTGATAGCTTCATGACAACCTGCCCGTCTGTATGtctctctctctctctctctctcTGGCTCAATCTGTGCCTCTCCGTCTCTGTCTCGCTGACTGTCTCTTTAtgtctgtctgtctgtctgtctgtctgtctgtctctctctctcTTTCACCATCTCTTCCTCGGtctctcCCGCTCCACATCTCACTTCCACTTTCTCCCTGTCTGTCCCTTTCTCTTTCCCAATCTCCATCACTCAATTTCTCTGTCTCACTCTCCATCCTTATCCctctctCCGCTCG

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 1 1 12 54 197 ATGGATTGGTGGCTGGAAGGATGAATGGATCGATGATGGATTGGTGGCTGGAAGG TCCACCCACAAATCAACCCG 57 54 26 20 222 20 60,033 60,539 34,600 52,800 0.571329 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 12 52 195 ATGGATTGGTGGCTGGAAGGATGAATGGATCGATGATGGATTGGTGGCTGGAAGG CACCCACAAATCAACCCGTC 57 52 26 20 220 20 60,033 59,404 34,600 47,900 0.628895 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 12 49 192 ATGGATTGGTGGCTGGAAGGATGAATGGATCGATGATGGATTGGTGGCTGGAAGG CCACAAATCAACCCGTCGAC 57 49 26 20 217 20 60,033 59,484 34,600 42,000 0.548377 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 12 42 185 ATGGATTGGTGGCTGGAAGGATGAATGGATCGATGATGGATTGGTGGCTGGAAGG TCAACCCGTCGACAGAATCA 57 42 26 20 210 20 60,033 59,037 34,600 25,700 0.996038 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 12 39 180 GGATTGGTGGCTGGAAGGATGAATGGATCGATGG GGATTGGTGGCTGGAAGGAT ACCCGTCGACAGAATCAACA 55 39 28 20 207 20 59,740 59,323 32,400 33,300 0.937227 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 12 39 182 ATGGATTGGTGGCTGGAAGGATGAATGGATCGATGATGGATTGGTGGCTGGAAGG ACCCGTCGACAGAATCAACA 57 39 26 20 207 20 60,033 59,323 34,600 33,300 0.710101 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 13 46 300 GGCTGGAAGGATGAATGGATCGATGGNTGAATGG GGCTGGAAGGATGAATGGATC TTGGTGGTGCATATTGCTGC 46 167 36 21 335 20 58,487 59,468 33,600 52,500 3,044,363 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 13 45 299 GCTGGAAGGATGAATGGATCGATGGNTGAATGGA GCTGGAAGGATGAATGGATCG TTGGTGGTGCATATTGCTGC 45 167 37 21 335 20 58,850 59,468 36,900 52,500 2,681,236 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 13 0 138 GGTTGGTTTGATGGATGAATGCTtggatggatggatggaGGTTGGTTTGATGGATGAATGCT CCACAAATCAACCCGTCGAC 0 49 80 23 217 20 59,804 59,484 37,900 42,000 3,711,818 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 14 44 299 GCTGGAAGGATGAATGGATCGATGGNTGAATGGA GCTGGAAGGATGAATGGATCGA TTGGTGGTGCATATTGCTGC 44 167 37 22 335 20 60,224 59,468 35,900 52,500 2,756,035 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 1 129 TGGTTGGTTTGATGGATGAATGCTtggatggatggatggTGGTTGGTTTGATGGATGAATGC ACCCGTCGACAGAATCAACA 1 39 79 23 207 20 60,056 59,323 35,600 33,300 3,733,252 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 1 139 TGGTTGGTTTGATGGATGAATGCTtggatggatggatggTGGTTGGTTTGATGGATGAATGC CCACAAATCAACCCGTCGAC 1 49 79 23 217 20 60,056 59,484 35,600 42,000 3,571,527 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 1 257 TGGTTGGTTTGATGGATGAATGCTtggatggatggatggTGGTTGGTTTGATGGATGAATGC TTGGTGGTGCATATTGCTGC 1 167 79 23 335 20 60,056 59,468 35,600 52,500 3,587,621 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 1 260 TGGTTGGTTTGATGGATGAATGCTtggatggatggatggTGGTTGGTTTGATGGATGAATGC TGCTTGGTGGTGCATATTGC 1 170 79 23 338 20 60,056 59,468 35,600 35,600 3,587,621 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr174_2 2 103 46 8 1.5 ATCC TGGATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 1 265 TGGTTGGTTTGATGGATGAATGCTtggatggatggatggTGGTTGGTTTGATGGATGAATGC TCCATTGCTTGGTGGTGCAT 1 175 79 23 343 20 60,056 60,542 35,600 39,600 3,598,430 B 349 TATGGATAGATTTAAGGATGGATGAATGGATTGGTGGCTGGAAGGATGAATGGATCGATGGNTGAATGGATTGATGAATGGTTGGTTTGATGGATGAATGCTtggatggatggatggatggatggatggatggatgtgtgAAtgtgtgGATGGATGATTGGANTGTTGGAGGTGTGAATGGTTGTATTGTTGATTCTGTCGACGGGTTGATTTGTGGGTGGATATTTGTTTAAATGAATAGTTGGATGGTTGGATGGATGAATTTAATTAATATTGCAAGTGTTTGCAAGGAGAATCTTATTTAGAAGTGTTATTGCAGCAATATGCACCACCAAGCAATGGAatatat

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 1 1 6 40 173 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC TCCGCCTCTCTTGCTATCCT 59 40 54 26 226 20 59,296 60,106 25,900 32,400 6,810,014 F 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 6 20 153 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC TGCCAGTCCCTCTCCCTTTA 59 20 54 26 206 20 59,296 59,882 25,900 18,500 6,822,395 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 7 59 209 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC TCTCTTTCAACCTCTGCATGT 59 75 54 26 262 21 59,296 57,223 25,900 32,100 10,481,156 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 8 60 210 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGA GTCTCTTTCAACCTCTGCATGT 60 75 54 25 263 22 58,179 58,593 19,800 32,100 10,228,152 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 8 59 210 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC GTCTCTTTCAACCTCTGCATGT 59 75 54 26 263 22 59,296 58,593 25,900 32,100 10,110,814 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 8 45 178 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC GTCTTTCCGCCTCTCTTGCT 59 45 54 26 231 20 59,296 60,037 25,900 39,100 6,740,908 F 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 9 28 161 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGA GCTATCCTTGCCAGTCCCTC 60 28 54 25 214 20 58,179 59,892 19,800 43,000 6,929,031 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 9 28 161 GGGAGAAAGCAGAGATACAAATAGACAGAGATAA GGGAGAAAGCAGAGATACAAATAGAC GCTATCCTTGCCAGTCCCTC 59 28 54 26 214 20 59,296 59,892 25,900 43,000 6,811,693 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 11 13 139 AGCAGAGATACAAATAGACAGAGATAAGtagataga AGCAGAGATACAAATAGACAGAGAT CCCTCTCCCTTTACATGCCT 53 13 61 25 199 20 57,162 58,783 27,500 47,500 9,055,068 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 11 12 139 AGCAGAGATACAAATAGACAGAGATAAGtagataga AGCAGAGATACAAATAGACAGAGAT CCCTCTCCCTTTACATGCCTG 53 12 61 25 199 21 57,162 60,134 27,500 48,500 8,972,055 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr175_2 2 139 28 7 1 ACAG GACAGACAGACAGACAGACAGACAGACA GACA_139_166 0 0 13 11 139 AAGCAGAGATACAAATAGACAGAGATAAGtagatag AAGCAGAGATACAAATAGACAGAGA CCTCTCCCTTTACATGCCTGT 54 11 60 25 198 21 57,347 59,438 31,000 40,000 9,214,065 B 263 AGAGACAGAGAACGATAGCGTGGCAGAAagagagagagGgagagaGTgagagaGGGAGAAAGCAGAGATACAAATAGACAGAGATAAGtagatagatagatagaCAGACAAACAAATAGACANNNNNNNNNNNNNNNNgacagacagacagacagacagacagacaGTGATAGACAGACAGGCATGTAAAGGGAGAGGGACTGGCAAGGATAGCAagagagGCGGAAAGACAGATAGAGATACATGCAGAGGTTGAAAGAGAC

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 1 1 2 28 134 ACCGACAAACTTCCACCTGAACCGAATTTAACCAACACCGACAAACTTCCACCTGA CAAATAAACCCTCGGCACCG 33 28 97 20 230 20 59,165 59,550 38,600 49,400 1,284,797 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 0 0 2 28 136 ACACCGACAAACTTCCACCTGAACCGAATTTAACCAACACCGACAAACTTCCACCT CAAATAAACCCTCGGCACCG 35 28 95 20 230 20 59,455 59,550 40,000 49,400 0.994881 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 0 0 2 28 143 CCCTTAAACACCGACAAACTTCCACCTGAACCGAAT CCCTTAAACACCGACAAACTTCC CAAATAAACCCTCGGCACCG 39 28 88 23 230 20 59,996 59,550 34,600 49,400 3,454,186 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 0 0 3 29 140 AAACACCGACAAACTTCCACCTGAACCGAATTTAACAAACACCGACAAACTTCCACC AACAAATAAACCCTCGGCACC 36 29 93 21 232 21 59,253 59,110 46,100 50,100 3,637,276 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 0 0 3 29 140 AACACCGACAAACTTCCACCTGAACCGAATTTAACCAACACCGACAAACTTCCACCT AAACAAATAAACCCTCGGCACC 35 29 94 21 233 22 60,065 59,702 40,000 50,100 3,362,859 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr177_2 2 150 33 7 1.5 AAT ATTATTATTATTATTATTATTAATAATAATAAT NO 0 0 4 27 135 ACACCGACAAACTTCCACCTGAACCGAATTTAACCAACACCGACAAACTTCCACCT AAATAAACCCTCGGCACCGG 35 27 95 20 229 20 59,455 60,679 40,000 52,800 1,223,381 F 239 aaaaaTTATAAATCAATTCTTGAACAGTTTATATTAATTACAAAATATTCATATTTAAGGACACTGAGACTGGGGCTCCATCCCCACCCCTTAAACACCGACAAACTTCCACCTGAACCGAATTTAACCAACTGAATAAGTACATGATAattattattattattattattaataataataatTTTAAATGTTTATTTCCAcccccccccccGGTGCCGAGGGTTTATTTGTTTTATTTT

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 1 1 2 48 239 GGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATA GGACTGGCTCTTCTTGTGCT ATGAAACCTAACTTAAGCGATTTCT 48 82 12 20 250 25 59,964 57,077 44,000 25,200 7,959,436 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 3 51 252 AGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTT AGAATGGACTGGCTCTTCTTGT TGGTTCTAATGAAACCTAACTTAAGCG 51 88 7 22 258 27 59,358 59,881 31,600 46,800 9,760,495 B 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 3 48 238 GGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATA GGACTGGCTCTTCTTGTGCT TGAAACCTAACTTAAGCGATTTCTT 48 81 12 20 249 25 59,964 57,261 44,000 25,200 7,775,521 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 3 48 247 GGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATA GGACTGGCTCTTCTTGTGCT TGGTTCTAATGAAACCTAACTTAAGCG 48 88 12 20 258 27 59,964 59,881 44,000 46,800 7,154,702 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 4 50 248 ATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCA ATGGACTGGCTCTTCTTGTG GGTTCTAATGAAACCTAACTTAAGCGA 50 87 10 20 257 27 57,514 59,667 33,300 49,300 9,819,150 B 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 4 50 249 ATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCA ATGGACTGGCTCTTCTTGTG TGGTTCTAATGAAACCTAACTTAAGCG 50 88 10 20 258 27 57,514 59,881 33,300 46,800 9,605,152 B 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 4 49 239 TGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATGGACTGGCTCTTCTTGTGC TGAAACCTAACTTAAGCGATTTCTT 49 81 11 20 249 25 60,250 57,261 45,700 25,200 7,989,966 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 4 49 248 TGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATGGACTGGCTCTTCTTGTGC TGGTTCTAATGAAACCTAACTTAAGCG 49 88 11 20 258 27 60,250 59,881 45,700 46,800 7,369,147 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr178_2 2 80 64 12 1.5 AGAT GTGTGTATATATACATTAGATAGATAGATAGATAGATAGA_96_143 0 0 4 48 246 GGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATA GGACTGGCTCTTCTTGTGCT GGTTCTAATGAAACCTAACTTAAGCGA 48 87 12 20 257 27 59,964 59,667 44,000 49,300 7,368,700 F 260 CCCCATAGAATGGACTGGCTCTTCTTGTGctctctTTTGTAGTTCCATATacacacacATACatatatAATGTCTATAGgtgtgtatatatACATtagatagatagatagatagatagatagatagatagatagatagatagaNNNNNNNNNNNNNNNNtagatagatagaTAATAGCTTCTATAAGGTAGAGGATTATATTCATGATGAAAGATTTATTTTAAAAGAAATCGCTTAAGTTAGGTTTCATTAGAACCAAG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 4 22 107 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC GCGGGACAGACTCAGGATAA 22 22 9 22 115 20 57,437 58,888 20,100 17,500 5,675,449 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 22 108 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC GGCGGGACAGACTCAGGATA 22 23 9 22 116 20 57,437 60,756 20,100 25,900 5,319,035 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 22 151 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC AGACACAGGGAGGTTGTTTCC 22 65 9 22 159 21 57,437 59,857 20,100 31,300 5,706,410 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 22 159 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC GGCAGATAAGACACAGGGAGG 22 73 9 22 167 21 57,437 59,860 20,100 43,000 5,703,189 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 22 165 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC GGGCTTGGCAGATAAGACACA 22 79 9 22 173 21 57,437 60,340 20,100 37,200 5,903,353 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr181_2 2 53 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 21 107 GGGCGGTAATCCAAAGATTAACAAACCTTTGAGTG GGGCGGTAATCCAAAGATTAAC GCGGGACAGACTCAGGATAAG 22 21 9 22 115 21 57,437 59,932 20,100 17,300 5,631,158 A 190 GACTGCTGGGGCGGTAATCCAAAGATTAACAAACCTTTGAGTGAGGAAATTTctcctcctcctcctcctcctcTCAGTCCTCAATGATTAACCCCTTATCCTGAGTCTGTCCCGCCGTGTTCTAGGTTCCCAATCAGGGGAAACAACCTCCCTGTGTCTTATCTGCCAAGCCCCTTCACAATCTTGTACG

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 1 1 Feb‐75 9 118 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT AGTCTATGAGCTTGGATAATGTGT 18 9 123 20 240 24 59,467 57,508 35,500 37,200 7,024,288 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 3 50 260 GTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCGTCCTTGTGGAGTCTCAGCT CTCTGGCTTGGTGGTAATGGT 122 50 19 20 278 21 59,027 59,995 42,400 35,500 1,977,627 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 3 18 156 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT CTCTGGCTTGGTGGTAATGGT 18 50 123 20 278 21 59,467 59,995 35,500 35,500 1,537,318 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 3 18 157 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT TCTCTGGCTTGGTGGTAATGG 18 51 123 20 279 21 59,467 59,718 35,500 31,600 1,814,440 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 3 8 118 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT AGTCTATGAGCTTGGATAATGTGTT 18 8 123 20 240 25 59,467 58,106 35,500 33,200 7,426,156 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 Mar‐75 9 121 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT TCTAGTCTATGAGCTTGGATAATGTGT 18 9 123 20 243 27 59,467 59,493 35,500 37,200 8,039,850 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 4 50 259 GTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCGTCCTTGTGGAGTCTCAGCT TCTGGCTTGGTGGTAATGGT 122 50 19 20 277 20 59,027 58,928 42,400 35,500 2,045,148 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 4 50 261 AGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACAGTCCTTGTGGAGTCTCAGC CTCTGGCTTGGTGGTAATGGT 123 50 18 20 278 21 59,027 59,995 42,600 35,500 1,977,627 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 4 18 155 CGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCACGTGAGGTGCTGTAGACCAT TCTGGCTTGGTGGTAATGGT 18 50 123 20 277 20 59,467 58,928 35,500 35,500 1,604,839 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 5 3 139 CCATcagcagcagCCGTAGCATtatataAtatattatattata CCATCAGCAGCAGCCGTAG TCTGGCTTGGTGGTAATGGT 3 50 139 19 277 20 60,886 58,928 35,100 35,500 2,958,579 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 6 8 145 TGTAGACCATcagcagcagCCGTAGCATtatataAtatat TGTAGACCATCAGCAGCAGC TCTGGCTTGGTGGTAATGGT 8 50 133 20 277 20 60,108 58,928 52,500 35,500 1,180,259 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 6 8 146 TGTAGACCATcagcagcagCCGTAGCATtatataAtatat TGTAGACCATCAGCAGCAGC CTCTGGCTTGGTGGTAATGGT 8 50 133 20 278 21 60,108 59,995 52,500 35,500 1,112,738 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 6 8 147 TGTAGACCATcagcagcagCCGTAGCATtatataAtatat TGTAGACCATCAGCAGCAGC TCTCTGGCTTGGTGGTAATGG 8 51 133 20 279 21 60,108 59,718 52,500 31,600 1,389,860 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 6 4 139 CCATcagcagcagCCGTAGCATtatataAtatattatattata CCATCAGCAGCAGCCGTA TCTGGCTTGGTGGTAATGGT 4 50 139 18 277 20 59,812 58,928 40,200 35,500 3,259,950 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 6 2 138 ATcagcagcagCCGTAGCATtatataAtatattatattatattaATCAGCAGCAGCCGTAGC CTCTGGCTTGGTGGTAATGGT 2 50 141 18 278 21 60,203 59,995 35,800 35,500 3,207,732 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 10 51 211 GCTCTACCACAGTGCTAGATCAATAACTAATCTAGC GCTCTACCACAGTGCTAGATCA TCTCTGGCTTGGTGGTAATGG 70 51 69 22 279 21 59,310 59,718 29,200 31,600 3,972,364 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 10 50 209 GCTCTACCACAGTGCTAGATCAATAACTAATCTAGC GCTCTACCACAGTGCTAGATCA TCTGGCTTGGTGGTAATGGT 70 50 69 22 277 20 59,310 58,928 29,200 35,500 3,762,763 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 10 50 210 GCTCTACCACAGTGCTAGATCAATAACTAATCTAGC GCTCTACCACAGTGCTAGATCA CTCTGGCTTGGTGGTAATGGT 70 50 69 22 278 21 59,310 59,995 29,200 35,500 3,695,242 B 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 10 50 211 tgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGTGGCTCTACCACAGTGCTAG TCTGGCTTGGTGGTAATGGT 74 50 67 20 277 20 58,814 58,928 34,200 35,500 2,258,466 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 10 50 212 tgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGTGGCTCTACCACAGTGCTAG CTCTGGCTTGGTGGTAATGGT 74 50 67 20 278 21 58,814 59,995 34,200 35,500 2,190,945 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr182_2 2 161 47 8 1.5 AATAT TATATAATATATTATATTATATTATATTATATTATATTTATAT_168_207 0 0 11 50 212 tgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGTGGCTCTACCACAGTGCTAGA CTCTGGCTTGGTGGTAATGGT 73 50 67 21 278 21 60,272 59,995 24,300 35,500 2,277,225 F 283 AGCAGTGATCACCACATAGTCCTTGTGGAGTCTCAGCTTCACATTGAGGATACCCTACATCTtgtgtgGCTCTACCACAGTGCTAGATCAATAACTAATCTAGCAGCTCAAAACTGGTCATCCGTGAGGTGCTGTAGACCATcagcagcagCCGTAGCATtatataAtatattatattatattatattatattatattatattatatTNNNNNCTAACACATTATCCAAGCTCATAGACTAGAATATTTCTCACTCTACCATTACCACCAAGCCAGAGAACTA

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 1 1 5 81 240 aaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAAAATTATTCTCGGAAACTTCATCCC CGACGTCATCGCGCACTC 88 81 61 25 300 18 57,665 61,599 38,500 35,100 10,933,406 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 5 81 240 aaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAAAATTATTCTCGGAAACTTCATCCCG CGACGTCATCGCGCACTC 87 81 61 26 300 18 59,962 61,599 51,400 35,100 9,636,833 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 81 240 aaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAAAATTATTCTCGGAAACTTCATCCCGC CGACGTCATCGCGCACTC 86 81 61 27 300 18 62,276 61,599 61,300 35,100 12,874,659 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 58 194 GCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCT GCCCATGGGTGAGATTTCCT CGATATTTCAGTTGGCGGGC 68 58 86 20 279 20 59,740 59,692 33,600 61,300 0.567699 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 58 208 GGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCa GGAAACTTCATCCCGCCCAT CGATATTTCAGTTGGCGGGC 82 58 72 20 279 20 60,396 59,692 40,000 61,300 0.703484 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 58 212 TCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTC TCTCGGAAACTTCATCCCGC CGATATTTCAGTTGGCGGGC 86 58 68 20 279 20 60,108 59,692 61,300 61,300 0.416089 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 39 165 AAAGGCTGATTcacccacccaccCAACCGTAATGTTGGAAAGGCTGATTCACCCACCC CGATATTTCAGTTGGCGGGC 39 58 115 20 279 20 60,252 59,692 46,100 61,300 0.559547 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 24 150 cacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaCACCCACCCAACCGTAATGT CGATATTTCAGTTGGCGGGC 24 58 130 20 279 20 60,251 59,692 27,100 61,300 0.558749 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 12 104 cacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaCACCCACCCAACCGTAATGT CCCGCCAACAATTAAGAGGC 24 12 130 20 233 20 60,251 59,544 27,100 47,000 0.706804 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 11 103 cacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaCACCCACCCAACCGTAATGT CCGCCAACAATTAAGAGGCC 24 11 130 20 232 20 60,251 59,544 27,100 51,900 0.706804 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 11 118 AAAGGCTGATTcacccacccaccCAACCGTAATGTTGGAAAGGCTGATTCACCCACCC CCGCCAACAATTAAGAGGCC 39 11 115 20 232 20 60,252 59,544 46,100 51,900 0.707603 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr187_2 2 174 28 7 1 AATT TTAATTAATTAATTAATTAATTAATTAA NO 0 0 6 11 165 TCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTC TCTCGGAAACTTCATCCCGC CCGCCAACAATTAAGAGGCC 86 11 68 20 232 20 60,108 59,544 61,300 51,900 0.564144 F 300 ATAAGAATCACTCACTTAAACATGATaaaaaTTCTGCCCAAATATTTTAATTTaaaaaaaaaaTTATTCTCGGAAACTTCATCCCGCCCATGGGTGAGATTTCCTCaaaaaTCAAAAGGCTGATTcacccacccaccCAACCGTAATGTTGGACGGGCAGTaaaaaaTAGAGGttaattaattaattaattaattaattaaTGGCCTTAATAGGCCTCTTAATTGTTGGCGGGAACGCTGCCGACTCTCGTGTGCACATGCCCGCCAACTGAAATATCGTGCGAGTGCGCGATGACGTCG

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 1 1 4 84 241 GTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTC GTCTCCTCCAGCCAGATGTG TTCGCTCCATGATCCCTTCG 96 84 94 20 334 20 59,822 59,895 32,100 37,900 0.282459 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 84 244 ATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGG ATGGTCTCCTCCAGCCAGAT TTCGCTCCATGATCCCTTCG 99 84 91 20 334 20 60,030 59,895 29,000 37,900 0.135152 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 82 239 GTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTC GTCTCCTCCAGCCAGATGTG CGCTCCATGATCCCTTCGTA 96 82 94 20 332 20 59,822 59,326 32,100 34,300 0.851589 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 82 300 GGTTTGCGAAACGAAGATCGTGGCGGACGAGGAG GGTTTGCGAAACGAAGATCG CGCTCCATGATCCCTTCGTA 157 82 33 20 332 20 58,134 59,326 36,900 34,300 2,539,709 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 81 300 GGTTTGCGAAACGAAGATCGTGGCGGACGAGGAG GGTTTGCGAAACGAAGATCG CGCTCCATGATCCCTTCGTAA 157 81 33 20 332 21 58,134 59,931 36,900 31,800 2,934,312 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 32 189 GTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTC GTCTCCTCCAGCCAGATGTG GGGCTGAAACTCCCGAATGA 96 32 94 20 282 20 59,822 60,035 32,100 25,700 0.213043 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 32 192 ATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGG ATGGTCTCCTCCAGCCAGAT GGGCTGAAACTCCCGAATGA 99 32 91 20 282 20 60,030 60,035 29,000 25,700 0.065736 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 32 193 GATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAG GATGGTCTCCTCCAGCCAGA GGGCTGAAACTCCCGAATGA 100 32 90 20 282 20 60,689 60,035 38,600 25,700 0.724519 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 23 180 GTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTC GTCTCCTCCAGCCAGATGTG CTCCCGAATGAAGACGGCTT 96 23 94 20 273 20 59,822 60,108 32,100 43,500 0.285742 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 4 23 183 ATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGG ATGGTCTCCTCCAGCCAGAT CTCCCGAATGAAGACGGCTT 99 23 91 20 273 20 60,030 60,108 29,000 43,500 0.138435 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 5 83 300 GGTTTGCGAAACGAAGATCGTGGCGGACGAGGAG GGTTTGCGAAACGAAGATCG CGCTCCATGATCCCTTCGT 157 83 33 20 332 19 58,134 59,557 36,900 38,500 3,309,132 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 5 10 102 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCAG GGGCTGAAACTCCCGAATGA 10 32 181 19 282 20 61,422 60,035 35,100 25,700 2,457,670 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 5 10 154 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCAG TTCGCTCCATGATCCCTTCG 10 84 181 19 334 20 61,422 59,895 35,100 37,900 2,527,086 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 32 132 cccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGG CCCTCTGGATCCTCCTCTGG GGGCTGAAACTCCCGAATGA 39 32 151 20 282 20 60,472 60,035 38,600 25,700 0.507029 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 32 256 CACCATGGTTTGCGAAACGAAGATCGTGGCGGACGCACCATGGTTTGCGAAACGA GGGCTGAAACTCCCGAATGA 163 32 27 20 282 20 59,691 60,035 38,500 25,700 0.344741 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 23 123 cccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGG CCCTCTGGATCCTCCTCTGG CTCCCGAATGAAGACGGCTT 39 23 151 20 273 20 60,472 60,108 38,600 43,500 0.579728 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 11 93 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCA CTCCCGAATGAAGACGGCTT 11 23 181 18 273 20 60,363 60,108 34,100 43,500 2,471,155 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 11 102 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCA GGGCTGAAACTCCCGAATGA 11 32 181 18 282 20 60,363 60,035 34,100 25,700 2,398,457 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 11 154 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCA TTCGCTCCATGATCCCTTCG 11 84 181 18 334 20 60,363 59,895 34,100 37,900 2,467,873 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 11 158 CCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccg CCAGAGGAGCCCGAGTCA GGGATTCGCTCCATGATCCC 11 88 181 18 338 20 60,363 60,322 34,100 38,500 2,685,026 A 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr188_2 2 210 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 8 32 131 ccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGA CCTCTGGATCCTCCTCTGGA GGGCTGAAACTCCCGAATGA 38 32 152 20 282 20 59,440 60,035 38,600 25,700 0.595632 F 347 CTAttttttATGCAttttttGCCCGCCACCATGGTTTGCGAAACGAAGATCGTGGCGGACGAGGAGATGCCGGGCTCGAAGAGCGACGCGATGGTCTCCTCCAGCCAGATGTGGCCAGCGCCAGGGTCCCCGCCGCCAGTGGCCGCTGcccccTCTGGATCCTCCTCTGGATCGcccccGCCAGAGGAGCCCGAGTCAGCCGAGCCGCAgccgccgccgccgccgccgccNAAGCCGAAGCAGCCGAAGCCCGAAGCCGTCTTCATTCGGGAGTTTCAGCCCGGGGACCAGGCGAGTGTCTGCCGCATCTTTTACGAAGGGATCATGGAGCGAATCCCCAACACGGC

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 1 1 12 3 240 ACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCACACCTGCTAGTTCTTCCAGC TAGCATGAATGAAAGAAGGAAGGA 132 3 58 21 297 24 59,997 57,934 48,500 33,600 7,068,520 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 161 CCATTTGCATGGGTATTGATAACCAAAAGAGTATATCCATTTGCATGGGTATTGATAACC AGCATGAATGAAAGAAGGAAGGA 51 3 136 24 296 23 58,459 58,073 28,500 33,600 10,467,960 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 206 ACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAG ACCTGGTGTGAGGAGACTGA AGCATGAATGAAAGAAGGAAGGA 100 3 91 20 296 23 59,811 58,073 34,100 33,600 5,115,636 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 217 AAGAGAATGGCACCTGGTGTGAGGAGACTGAAAG AAGAGAATGGCACCTGGTGT AGCATGAATGAAAGAAGGAAGGA 111 3 80 20 296 23 59,226 58,073 41,600 33,600 5,700,694 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 256 AGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAAGGAAGCCTGGTGTAAGACA AGCATGAATGAAAGAAGGAAGGA 150 3 41 20 296 23 58,270 58,073 34,100 33,600 6,656,635 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 293 GGATGGTCTTACCTACCTGCTTTTGAATGATGCTAA GGATGGTCTTACCTACCTGCT AGCATGAATGAAAGAAGGAAGGA 186 3 4 21 296 23 58,600 58,073 42,400 33,600 7,326,629 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 294 AGGATGGTCTTACCTACCTGCTTTTGAATGATGCTA AGGATGGTCTTACCTACCTGCT AGCATGAATGAAAGAAGGAAGGA 186 3 3 22 296 23 60,023 58,073 42,400 33,600 6,949,967 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 13 3 295 GAGGATGGTCTTACCTACCTGCTTTTGAATGATGCT GAGGATGGTCTTACCTACCTGC AGCATGAATGAAAGAAGGAAGGA 187 3 2 22 296 23 59,634 58,073 48,500 33,600 7,292,990 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 14 2 161 CCATTTGCATGGGTATTGATAACCAAAAGAGTATATCCATTTGCATGGGTATTGATAACC AGCATGAATGAAAGAAGGAAGGAA 51 2 136 24 296 24 58,459 58,672 28,500 33,600 10,868,643 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 14 2 206 ACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAG ACCTGGTGTGAGGAGACTGA AGCATGAATGAAAGAAGGAAGGAA 100 2 91 20 296 24 59,811 58,672 34,100 33,600 5,516,319 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 14 2 256 AGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAAGGAAGCCTGGTGTAAGACA AGCATGAATGAAAGAAGGAAGGAA 150 2 41 20 296 24 58,270 58,672 34,100 33,600 7,057,318 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr18_3 3 211 60 15 1 AAGG CTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTCCTTNO 0 0 15 2 160 CCATTTGCATGGGTATTGATAACCAAAAGAGTATATCCATTTGCATGGGTATTGATAACC GCATGAATGAAAGAAGGAAGGAA 51 2 136 24 295 23 58,459 57,350 28,500 33,600 11,190,693 A 348 GGAGGATGGTCTTACCTACCTGCTTTTGAATGATGCTAACAGGAAGCCTGGTGTAAGACACCTGCTAGTTCTTCCAGCTAAGAGAATGGCACCTGGTGTGAGGAGACTGAAAGAAGGCTAAGAGAAAATTTGTGACCATTTGCATGGGTATTGATAACCAAAAGAGTATATGGCACATCATAGTAATTTTAAGATAATTTACTTTTCTTTcttccttccttccttccttccttccttccttccttccttccttccttccttccttccttcCTTTCCTTCCTTCTTTCATTCATGCTAAATAGAATGATATTTAAGAAATTTGTATTGTAATAATATCCTGCAAATTTT

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 1 1 4 5 147 TTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCTTTCGTGTCGTGGTCCCATC GTTATGGGAGTTTGGGCGGT 60 5 66 20 212 20 60,320 60,323 35,100 56,800 0.643160 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 0 0 6 5 135 GTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTGTCCCATCGTCGTCTCCATC GTTATGGGAGTTTGGGCGGT 48 5 78 20 212 20 59,969 60,323 35,100 56,800 0.353995 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 0 0 6 4 132 CCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGCCCATCGTCGTCTCCATCTG TTATGGGAGTTTGGGCGGTG 46 4 80 20 211 20 59,969 60,323 29,000 49,400 0.354311 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 0 0 6 4 134 GTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTGTCCCATCGTCGTCTCCATC TTATGGGAGTTTGGGCGGTG 48 4 78 20 211 20 59,969 60,323 35,100 49,400 0.353905 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 0 0 6 4 146 TTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCTTTCGTGTCGTGGTCCCATC TTATGGGAGTTTGGGCGGTG 60 4 66 20 211 20 60,320 60,323 35,100 49,400 0.643070 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 146 42 7 1 AGAGGG CTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCTCCCTCT NO 0 0 6 4 148 GATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTG GATTTCGTGTCGTGGTCCCA TTATGGGAGTTTGGGCGGTG 62 4 64 20 211 20 60,320 60,323 43,700 49,400 0.643070 A 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 1 4 0 189 TGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCTGGAAAGCGCTTCACTTCAG GTTATGGGAGTTTGGGCGGT 0 5 24 20 212 20 58,771 60,323 30,200 56,800 1,552,515 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 0 4 0 190 TTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTTTGGAAAGCGCTTCACTTCAG GTTATGGGAGTTTGGGCGGT 0 5 23 21 212 20 59,396 60,323 30,200 56,800 1,926,889 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 0 6 0 188 TGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCTGGAAAGCGCTTCACTTCAG TTATGGGAGTTTGGGCGGTG 0 4 24 20 211 20 58,771 60,323 30,200 49,400 1,552,425 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 0 6 0 189 TTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTTTGGAAAGCGCTTCACTTCAG TTATGGGAGTTTGGGCGGTG 0 4 23 21 211 20 59,396 60,323 30,200 49,400 1,926,799 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 0 6 0 192 TGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCTGGAAAGCGCTTCACTTCAG AGGGTTATGGGAGTTTGGGC 0 8 24 20 215 20 58,771 59,665 30,200 53,600 1,564,446 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr190_4 4 44 144 7 2 AGAGGG TCTCTCTCTCTCTTGCCCTCGATTTCGTGTCGTGGTC NO 0 0 6 0 193 TTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTTTGGAAAGCGCTTCACTTCAG AGGGTTATGGGAGTTTGGGC 0 8 23 21 215 20 59,396 59,665 30,200 53,600 1,938,821 D 267 TGGTAGtttttttACTGCAGTTTTGGAAAGCGCTTCACTTCAGtctctctctctcTTGCCCTCGATTTCGTGTCGTGGTCCCATCGTCGTCTCCATCTGTGCCAGTCACTGTTTTGAGGATTTTGGCTTGTGGACTGCACAGGAGctccctctccctctccctctccctctccctctccctctccctCCTCCACCGCCCAAACTCCCATAACCCTGCACATTTcccccTTCCAGTATTTATCTAATTccccccctttttCGAGGGTG

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 1 1 6 31 224 AGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGAGTGAGGAGGGAAGCAGGAT TTCCTCAATGAATTAGCATCACCT 119 31 56 20 279 24 59,956 58,241 32,400 40,000 5,802,999 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 6 30 139 AGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGC AGTCCCACTGCTAAATTAGTATACT TCCTCAATGAATTAGCATCACCTA 30 30 140 25 278 24 57,084 57,501 21,200 30,800 14,415,183 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 155 CAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAG CAGGTTGGGAACAGGCAGT TCCTCAATGAATTAGCATCACCT 52 31 124 19 278 23 59,849 57,622 44,000 40,000 6,529,680 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 155 CAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAG CAGGTTGGGAACAGGCAGTC TCCTCAATGAATTAGCATCACCT 51 31 124 20 278 23 60,891 57,622 35,100 40,000 6,269,226 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 159 TGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAA TGTGCAGGTTGGGAACAGG TCCTCAATGAATTAGCATCACCT 56 31 120 19 278 23 60,153 57,622 40,000 40,000 6,531,007 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 222 GTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGGTGAGGAGGGAAGCAGGATG TCCTCAATGAATTAGCATCACCT 118 31 57 20 278 23 59,820 57,622 35,100 40,000 5,558,167 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 223 AGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGAGTGAGGAGGGAAGCAGGAT TCCTCAATGAATTAGCATCACCT 119 31 56 20 278 23 59,956 57,622 32,400 40,000 5,422,170 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 246 CAACATCATGGTCCCTCAAGGGNAGTGAGGAGGG CAACATCATGGTCCCTCAAGG TCCTCAATGAATTAGCATCACCT 141 31 33 21 278 23 58,628 57,622 36,100 40,000 7,750,495 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 247 TCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGTCAACATCATGGTCCCTCAAGG TCCTCAATGAATTAGCATCACCT 141 31 32 22 278 23 60,026 57,622 36,100 40,000 7,404,211 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 31 252 CCATCTCAACATCATGGTCCCTCAAGGGNAGTGAG CCATCTCAACATCATGGTCCCT TCCTCAATGAATTAGCATCACCT 146 31 27 22 278 23 59,826 57,622 42,000 40,000 7,552,440 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 30 139 AGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGC AGTCCCACTGCTAAATTAGTATACT TCCTCAATGAATTAGCATCACCT 30 31 140 25 278 23 57,084 57,622 21,200 40,000 13,294,308 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr191_2 2 195 30 10 1 AAC ACAACAACAACAACAACAACAACAACAACA NO 0 0 7 28 139 AGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGC AGTCCCACTGCTAAATTAGTATACTAA TCCTCAATGAATTAGCATCACCT 28 31 140 27 278 23 57,570 57,622 22,400 40,000 14,808,629 F 290 ATTCTGTTCAATCTTCTGACCTGTCCCCATCTCAACATCATGGTCCCTCAAGGGNAGTGAGGAGGGAAGCAGGATGCCTAAAGAGTGAGGCTTATGCATTTAGAGGTGAGATCAAAGCNTGTGCAGGTTGGGAACAGGCAGTCCCACTGCTAAATTAGTATACTaaaaaCTTGTGCTTGTTTTACTGCTGTAGGacaacaacaacaacaacaacaacaacaacaATGCATACCAATTTCTGCCCCAATATGTTTTAGGTGATGCTAATTCATTGAGGAATAAATATTGGC

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 1 1 6 2 94 CCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCAAGAGCCTTGGGAGGTTT CCGAATCTTCAGGTGTAGGC 31 2 178 20 271 20 59,887 58,059 32,700 39,300 2,054,515 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 95 CCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCAAGAGCCTTGGGAGGTTT TCCGAATCTTCAGGTGTAGGC 31 2 178 20 272 21 59,887 59,519 32,700 39,300 1,594,144 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 183 GCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAGCCTACCTCTTTGACAAAGCT TCCGAATCTTCAGGTGTAGGC 118 2 90 21 272 21 58,216 59,519 37,400 39,300 4,265,301 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 184 AGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCG AGCCTACCTCTTTGACAAAGCT TCCGAATCTTCAGGTGTAGGC 118 2 89 22 272 21 59,626 59,519 37,400 39,300 3,854,456 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 228 CCCTCCCTACACCTCACCATTTCTATCTTTAAAATGT CCCTCCCTACACCTCACCAT TCCGAATCTTCAGGTGTAGGC 164 2 45 20 272 21 60,327 59,519 35,500 39,300 1,807,571 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 230 TTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTCCCTCCCTACACCTCACC TCCGAATCTTCAGGTGTAGGC 166 2 43 20 272 21 60,253 59,519 40,200 39,300 1,733,512 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 240 CGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTA CGTTCTGGAATTCCCTCCCT TCCGAATCTTCAGGTGTAGGC 176 2 33 20 272 21 59,088 59,519 42,000 39,300 2,393,440 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 2 241 ACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCT ACGTTCTGGAATTCCCTCCC TCCGAATCTTCAGGTGTAGGC 177 2 32 20 272 21 59,381 59,519 43,000 39,300 2,099,935 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 1 94 CCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCAAGAGCCTTGGGAGGTTT CCGAATCTTCAGGTGTAGGCT 31 1 178 20 271 21 59,887 59,517 32,700 45,800 1,595,783 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 1 183 AGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCG AGCCTACCTCTTTGACAAAGCT CCGAATCTTCAGGTGTAGGCT 118 1 89 22 271 21 59,626 59,517 37,400 45,800 3,856,095 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 1 229 TTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTCCCTCCCTACACCTCACC CCGAATCTTCAGGTGTAGGCT 166 1 43 20 271 21 60,253 59,517 40,200 45,800 1,735,151 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr192_4 4 229 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 7 1 240 ACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCT ACGTTCTGGAATTCCCTCCC CCGAATCTTCAGGTGTAGGCT 177 1 32 20 271 21 59,381 59,517 43,000 45,800 2,101,574 A 314 GTGTTGGCTGTGCCTTCAGCTGGACGGCCGNACGTTCTGGAATTCCCTCCCTACACCTCACCATTTCTATCTTTAAAATGTTTCTTAAAGCCTACCTCTTTGACAAAGCTTTTGGTTATCTGCGCAAATATCCTTTTATGTGTCTCCAGAGTCAAATTTTGTTTTATGATGCTCCTGCCAAGAGCCTTGGGAGGTTTTATCACAACAGTGTTGCCATATAATTACAATttgttgttgttgttgttgttgTAGCCTACACCTGAAGATTCGGAATACAATACTGACAGTTCTTTAAATTAACTATCAGTCCATTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 1 1 4 32 146 TTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGTTGCCCTTGGAACAGAGCAT ATCTAGGTTGCCGTCTCCCT 53 32 89 20 234 20 59,887 60,032 37,900 42,000 0.145012 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 32 212 AGGTCTGGCAGATGCTGAAAGACATTTTCNTGACT AGGTCTGGCAGATGCTGAAA ATCTAGGTTGCCGTCTCCCT 119 32 23 20 234 20 59,305 60,032 26,900 42,000 0.726788 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 32 213 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA ATCTAGGTTGCCGTCTCCCT 120 32 22 20 234 20 59,749 60,032 30,200 42,000 0.283371 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 145 TTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGTTGCCCTTGGAACAGAGCAT TCTAGGTTGCCGTCTCCCTT 53 31 89 20 233 20 59,887 60,252 37,900 39,500 0.365098 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 212 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA TCTAGGTTGCCGTCTCCCTT 120 31 22 20 233 20 59,749 60,252 30,200 39,500 0.503456 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 28 120 GGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGGGAAATGAGCAGAGGCCAT TCTAGGTTGCCGTCTCCCTT 28 31 114 20 233 20 60,106 60,252 44,000 39,500 0.358421 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 28 121 GGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGGGAAATGAGCAGAGGCCAT ATCTAGGTTGCCGTCTCCCT 28 32 114 20 234 20 60,106 60,032 44,000 42,000 0.138335 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 26 207 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA GTTGCCGTCTCCCTTTCTCT 120 26 22 20 228 20 59,749 59,678 30,200 31,000 0.573350 F 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 25 118 AAATGAGCAGAGGCCATGCAGAGCAGGACAAGCT AAATGAGCAGAGGCCATGCA ATCTAGGTTGCCGTCTCCCT 25 32 117 20 234 20 60,324 60,032 39,600 42,000 0.356016 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 5 0 182 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA TCCCTCATCTTCCTGTTGCTT 120 0 22 20 203 21 59,749 59,012 30,200 39,100 2,239,460 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 32 142 CCTTGGAACAGAGCATGGCTGGGGAAATGAGCAG CCTTGGAACAGAGCATGGCT ATCTAGGTTGCCGTCTCCCT 49 32 93 20 234 20 60,323 60,032 47,500 42,000 0.355195 B 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 1 90 GGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGGGAAATGAGCAGAGGCCAT TCCCTCATCTTCCTGTTGCT 28 1 114 20 203 20 60,106 58,339 44,000 39,100 1,767,782 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 1 111 CCTTGGAACAGAGCATGGCTGGGGAAATGAGCAG CCTTGGAACAGAGCATGGCT TCCCTCATCTTCCTGTTGCT 49 1 93 20 203 20 60,323 58,339 47,500 39,100 1,984,641 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 1 115 TTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGTTGCCCTTGGAACAGAGCAT TCCCTCATCTTCCTGTTGCT 53 1 89 20 203 20 59,887 58,339 37,900 39,100 1,774,458 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 1 182 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA TCCCTCATCTTCCTGTTGCT 120 1 22 20 203 20 59,749 58,339 30,200 39,100 1,912,817 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 1 203 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGAT TGTTTCAAGAGTCTCCAGGTGG TCCCTCATCTTCCTGTTGCT 139 1 1 22 203 20 59,895 58,339 46,100 39,100 3,766,255 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 7 1 183 GAGGTCTGGCAGATGCTGAAAGACATTTTCNTGAC GAGGTCTGGCAGATGCTGAA TTCCCTCATCTTCCTGTTGCT 120 1 22 20 204 21 59,749 59,012 30,200 39,100 2,239,460 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 2 190 AGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTC AGGTGGAGGTCTGGCAGAT CTTTCCCTCATCTTCCTGTTGC 126 2 17 19 206 22 59,918 59,248 29,000 41,700 3,833,639 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr193_2 2 162 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 1 190 CAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTT CAGGTGGAGGTCTGGCAGAT TTTCCCTCATCTTCCTGTTGCT 126 1 16 20 205 22 61,270 59,623 29,000 39,100 3,646,933 A 243 TGTTTCAAGAGTCTCCAGGTGGAGGTCTGGCAGATGCTGAAAGACATTTTCNTGACTTCAAGACTCCTGCACAAACNAGTTGCTGCCCTTGCCCTTGGAACAGAGCATGGCTGGGGAAATGAGCAGAGGCCATGCAGAGCAGGACAAGCTGCNAGCAGAGNgaggaggaggaggaggaggagAAGCAACAGGAAGATGAGGGAAAGGgagagaAAGGGAGACGGCAACCTAGATAGGTTCTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 1 1 4 15 235 CAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAA CAACATCAGCTAGGGTGCGA CCCTGTCTAATCTCCCTCCC 131 15 40 20 274 20 60,108 58,277 51,000 43,000 1,831,474 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 39 294 aaaCACATCGCCATCAGGGCACTAACTGATGCAACAAAACACATCGCCATCAGGG CCCTCATAAACAGAGTCAATGTTG 163 39 9 19 302 24 58,128 57,813 44,500 33,300 9,059,534 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 38 294 aaaCACATCGCCATCAGGGCACTAACTGATGCAACAAAACACATCGCCATCAGGG CCCTCATAAACAGAGTCAATGTTGT 163 38 9 19 302 25 58,128 59,293 44,500 33,200 8,579,707 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 37 294 aaaCACATCGCCATCAGGGCACTAACTGATGCAACAAAACACATCGCCATCAGGG CCCTCATAAACAGAGTCAATGTTGTC 163 37 9 19 302 26 58,128 60,128 44,500 31,800 9,000,581 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 128 CCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGCCCGTCCAGAACAAGAGCTG TCCCTGTCTAATCTCCCTCCC 23 15 148 20 275 21 60,672 59,779 42,400 43,000 1,892,531 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 130 CTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGC CTCCCGTCCAGAACAAGAGC TCCCTGTCTAATCTCCCTCCC 25 15 146 20 275 21 60,390 59,779 40,900 43,000 1,611,222 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 133 CCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGG CCACTCCCGTCCAGAACAAG TCCCTGTCTAATCTCCCTCCC 28 15 143 20 275 21 60,321 59,779 31,600 43,000 1,541,521 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 234 ACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAAACATCAGCTAGGGTGCGAAA TCCCTGTCTAATCTCCCTCCC 129 15 42 20 275 21 59,387 59,779 34,600 43,000 1,834,010 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 236 CAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAA CAACATCAGCTAGGGTGCGA TCCCTGTCTAATCTCCCTCCC 131 15 40 20 275 21 60,108 59,779 51,000 43,000 1,328,935 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 252 AGGGCACTAACTGATGCAACATCAGCTAGGGTGCGAGGGCACTAACTGATGCAACA TCCCTGTCTAATCTCCCTCCC 146 15 24 21 275 21 59,926 59,779 33,300 43,000 2,294,513 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 254 TCAGGGCACTAACTGATGCAACATCAGCTAGGGTG TCAGGGCACTAACTGATGCA TCCCTGTCTAATCTCCCTCCC 149 15 22 20 275 21 59,017 59,779 39,600 43,000 2,204,217 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 5 15 254 TCAGGGCACTAACTGATGCAACATCAGCTAGGGTG TCAGGGCACTAACTGATGCAA TCCCTGTCTAATCTCCCTCCC 148 15 22 21 275 21 59,649 59,779 40,800 43,000 2,571,434 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 7 15 141 GTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTGTTCAGCTCCACTCCCGTC TCCCTGTCTAATCTCCCTCCC 37 15 135 19 275 21 60,080 59,779 47,900 43,000 2,300,500 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 8 15 164 aaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCAAACAAACAAACCTCCCGCC CCCTGTCTAATCTCCCTCCC 60 15 111 20 274 20 59,538 58,277 61,300 43,000 2,185,663 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr195_4 4 191 49 7 2 AGG CTCTCTCTCTCCCCCCACCGCTTCTCTGGGAGGAGG NO 0 0 8 15 165 aaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCAAACAAACAAACCTCCCGCC TCCCTGTCTAATCTCCCTCCC 60 15 111 20 275 21 59,538 59,779 61,300 43,000 1,683,125 G 315 ACAGAGaaaaaCACATCGCCATCAGGGCACTAACTGATGCAACATCAGCTAGGGTGCGaaaaaGAGATTCTTCAAAATGTTGACATTTaaaaaaTAAACGAATTTGCTTAaaacaaacaaacCTCCCGCCCGGAGTTCAGCTCCACTCCCGTCCAGAACAAGAGCTGGTTTAAGTGGGGCGGTGtttttCctctctctctccccccACCGCTTCTCTGggaggaggaggaggaggaggaggggggCCGAAAGAGGGGAGGGAGATTAGACAGGGAAGACAACATTGACTCTGTTTATGAggggggATGGGACTTT

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 1 1 15 20 141 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG CCCAACTACTGCATCAGAAGC 52 20 64 19 204 21 58,256 58,987 44,100 38,600 4,756,735 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 15 20 142 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG TCCCAACTACTGCATCAGAAGC 52 20 64 19 205 22 58,256 60,355 44,100 38,600 5,099,169 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 15 19 141 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG CCCAACTACTGCATCAGAAGCA 52 19 64 19 204 22 58,256 60,616 44,100 39,100 5,360,317 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 16 16 106 GAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGG GAGTCTGTGTTGCTGCAGCT CCCAACTACTGCATCAGAAGC 16 20 99 20 204 21 60,884 58,987 42,400 38,600 2,896,488 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 17 27 148 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG ACACACTCCCAACTACTGCAT 52 27 64 19 211 21 58,256 59,300 44,100 39,600 4,443,696 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 17 25 146 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG ACACTCCCAACTACTGCATCA 52 25 64 19 209 21 58,256 59,022 44,100 30,700 4,721,916 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 28 148 TTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGA TTGGGAATGGGTGTTGCTG ACACACTCCCAACTACTGCA 52 28 64 19 211 20 58,256 58,872 44,100 44,100 3,872,261 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 20 110 TTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGT TTGGGAGTCTGTGTTGCTGC CCCAACTACTGCATCAGAAGC 20 20 95 20 204 21 60,819 58,987 52,500 38,600 2,831,932 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 5 100 ctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCA CTGCAGTTGGGAGTCTGTGT GAAGCAGCAACACACACTCC 26 5 89 20 188 20 59,893 59,691 37,200 38,500 0.416449 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 0 95 ctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCA CTGCAGTTGGGAGTCTGTGT AGCAACACACACTCCCAACA 26 0 89 20 183 20 59,893 60,035 37,200 33,300 0.142029 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 18.75 20 112 AGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCA AGTTGGGAGTCTGTGTTGCT CCCAACTACTGCATCAGAAGC 22 20 93 20 204 21 59,160 58,987 39,100 38,600 2,852,620 B 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr199_2 2 135 29 7 1.5 AGC GTGTGTGTTGCTGCTGCTGCTGCTGCTGC NO 0 0 20 ‐36 96 ctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCA CTGCAGTTGGGAGTCTGTGT CAGCAACACACACTCCCAAC 26 ‐36 89 20 147 20 59,893 59,618 37,200 37,700 0.489257 F 211 GGGAGATTGTGTTGCTGTTNCTGCNGCAGTTGGGAGTNTGTGTTGCTGNTGNTGCTGNNNNNNTTGGGAATGGGTGTTGCTGNtgctgctgcAGTTGGGAGTCTGTGTTGCTGCAGCTGCTGCAGCAGTTGGGAgtgtgtgttgctgctgctgctgctgctgcTGTTGGGAgtgtgtgtTGCTGCTTCTGATGCAGTAGTTGGGAgtgtgt

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 1 1 4 23 240 GCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCGCAATCCCAGAGGTGGCC TGGAACACAAAGCCAGCGTC 151 23 15 18 254 20 60,441 61,444 53,600 51,900 3,885,099 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 23 240 GGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCGGCAATCCCAGAGGTGGC GGAACACAAAGCCAGCGTC 152 23 14 18 253 19 60,441 59,717 50,100 51,900 3,723,855 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 23 241 GGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCGGCAATCCCAGAGGTGGC TGGAACACAAAGCCAGCGTC 152 23 14 18 254 20 60,441 61,444 50,100 51,900 3,885,099 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 20 173 TGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGTGCTGCGAACATGGTTGAGA AACACAAAGCCAGCGTCCTA 85 20 79 20 251 20 60,250 59,892 32,700 29,400 0.358083 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 20 174 CTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGT CTGCTGCGAACATGGTTGAG AACACAAAGCCAGCGTCCTA 86 20 78 20 251 20 59,833 59,892 30,200 29,400 0.275301 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 20 223 GGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGCCTCTTTATTGGGTGCCT AACACAAAGCCAGCGTCCTA 135 20 29 20 251 20 60,033 59,892 47,500 29,400 0.140940 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG
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cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 19 222 GGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGCCTCTTTATTGGGTGCCT ACACAAAGCCAGCGTCCTAT 135 19 29 20 250 20 60,033 59,675 47,500 25,700 0.358052 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 12 137 TGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAG TGGTCGTGACTGCCAAAGAT GCCAGCGTCCTATTAAAGCA 57 12 107 20 243 20 59,604 58,336 24,000 39,100 2,060,130 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 12 138 TGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAG TGGTCGTGACTGCCAAAGAT AGCCAGCGTCCTATTAAAGCA 57 12 107 20 244 21 59,604 59,790 24,000 39,100 1,605,939 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 4 12 139 aTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAA ATGGTCGTGACTGCCAAAGA AGCCAGCGTCCTATTAAAGCA 58 12 106 20 244 21 59,604 59,790 25,200 39,100 1,605,939 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 5 20 118 AGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAA AGTCTTGAAGATTCAGCCCAA AACACAAAGCCAGCGTCCTA 29 20 134 21 251 20 57,204 59,892 41,200 29,400 3,903,519 B 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 5 20 119 AAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCA AAGTCTTGAAGATTCAGCCCA AACACAAAGCCAGCGTCCTA 30 20 133 21 251 20 57,204 59,892 53,600 29,400 3,903,519 B 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 5 20 121 CAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTAC CAAAGTCTTGAAGATTCAGCCCA AACACAAAGCCAGCGTCCTA 30 20 131 23 251 20 59,177 59,892 53,600 29,400 3,930,566 B 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 6 20 172 GCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGAGCTGCGAACATGGTTGAGAC AACACAAAGCCAGCGTCCTA 84 20 80 20 251 20 59,833 59,892 33,600 29,400 0.274646 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr19_2 2 184 28 7 1 AATG TGAATGAATGAATGAATGAATGAATGAA NO 0 0 6 20 193 TATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTTATTCTGGGAGCCACGCTTC AACACAAAGCCAGCGTCCTA 105 20 59 20 251 20 59,822 59,892 38,600 29,400 0.285899 F 264 TCCCTAATTGGATGGCAATCCCAGAGGTGGCCTCTTTATTGGGTGCCTCCCATAAAATTATTCTGGGAGCCACGCTTCTGCTGCGAACATGGTTGAGACCCaaaaaTGGTCGTGACTGCCAAAGAtttttCAAAGTCTTGAAGATTCAGCCCAAAGTATCTATTACCAAAAGAAAAGGTGCTGtgaatgaatgaatgaatgaatgaatgaaTGAGATcacacaTGCTTTAATAGGACGCTGGCTTTGTGTTCCACACTTTTAGG

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 1 1 Feb‐75 39 203 TCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTA TCATCATCGTGAGCCAGGAG GAGGATCGCTGCTTGGCTAT 97 39 61 20 263 20 59,251 59,965 36,900 29,700 0.783665 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 4 39 190 CCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAG CCAGGAGCTTGCACCTTCAA GAGGATCGCTGCTTGGCTAT 84 39 74 20 263 20 60,538 59,965 26,900 29,700 0.572673 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 4 39 204 CTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATT CTCATCATCGTGAGCCAGGA GAGGATCGCTGCTTGGCTAT 98 39 60 20 263 20 59,251 59,965 38,600 29,700 0.783665 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 4 13 131 AGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCT AGCCCGGGTCCTGTAGAAG TGAGGATCGCATGTGACTCG 52 13 107 19 237 20 60,686 59,899 28,500 41,800 1,787,329 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 4 12 130 AGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCT AGCCCGGGTCCTGTAGAAG GAGGATCGCATGTGACTCGT 52 12 107 19 236 20 60,686 59,899 28,500 41,800 1,787,508 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 39 174 TCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAA TCAATTAAACGGCAGGCAGC GAGGATCGCTGCTTGGCTAT 68 39 90 20 263 20 59,474 59,965 52,500 29,700 0.560377 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 39 243 GTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATGTCAGTGCCCACCTCTGG GAGGATCGCTGCTTGGCTAT 139 39 21 18 263 20 59,651 59,965 38,600 29,700 2,383,614 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 39 244 GGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAAGGTCAGTGCCCACCTCTG GAGGATCGCTGCTTGGCTAT 140 39 20 18 263 20 59,651 59,965 33,500 29,700 2,383,614 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 35 240 GGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAAGGTCAGTGCCCACCTCTG ATCGCTGCTTGGCTATTGGT 140 35 20 18 259 20 59,651 60,107 33,500 36,700 2,456,015 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 20 138 AGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCT AGCCCGGGTCCTGTAGAAG TTGGTCCTGAGGATCGCATG 52 20 107 19 244 20 60,686 59,821 28,500 40,600 1,864,876 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 13 148 TCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAA TCAATTAAACGGCAGGCAGC TGAGGATCGCATGTGACTCG 68 13 90 20 237 20 59,474 59,899 52,500 41,800 0.626980 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr1_2 2 178 27 9 1 ACC CCACCACCACCACCACCACCACCACCA CCA_178_204 0 0 6 12 147 TCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAA TCAATTAAACGGCAGGCAGC GAGGATCGCATGTGACTCGT 68 12 90 20 236 20 59,474 59,899 52,500 41,800 0.627160 F 287 CCCTGCCTCCNCCAGGAGGGGTCAGTGCCCACCTCTGGGGTCGCCCCTTTCGGAATCAGCTCATCATCGTGAGCCAGGAGCTTGCACCTTCAATTAAACGGCAGGCAGCCCGGGTCCTGTAGAAGGTGGACAGAGGGGCTGAATGGCCNCGNGCCGGCTGNCTGGGCGNccccccccccaccaccaccaccaccaccaccaccaCCNNNNNNCCCAACGAGTCACATGCGATCCTCAGGACCAATAGCCAAGCAGCGATCCTCAGGCTTACTTCCGCCTTCTTGAAA

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 1 1 3 8 138 AGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagAGTCATCCTTGGTCCCGAGG GCTTCCCTCAGCTCACCATT 8 51 113 20 250 20 60,978 60,035 46,300 31,600 1,012,817 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 9 139 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG GCTTCCCTCAGCTCACCATT 9 51 112 20 250 20 59,095 60,035 46,300 31,600 0.940027 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 9 215 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG GGTTCAGACACCTGCACACT 9 127 112 20 326 20 59,095 60,179 46,300 35,500 1,084,402 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 9 220 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG TTGAGGGTTCAGACACCTGC 9 132 112 20 331 20 59,095 59,891 46,300 48,500 1,013,942 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 8 137 GTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaga GTCATCCTTGGTCCCGAGG GCTTCCCTCAGCTCACCATT 8 51 114 19 250 20 59,477 60,035 46,300 31,600 1,557,239 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 8 219 AGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagAGTCATCCTTGGTCCCGAGG TTGAGGGTTCAGACACCTGC 8 132 113 20 331 20 60,978 59,891 46,300 48,500 1,086,731 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 85 293 TGATGAAGCAACAAACATGTCATAATGTTAGCTGTGTGATGAAGCAACAAACATGTCA GGTTCAGACACCTGCACACT 85 127 34 22 326 20 57,085 60,179 35,800 35,500 5,094,203 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 85 298 TGATGAAGCAACAAACATGTCATAATGTTAGCTGTGTGATGAAGCAACAAACATGTCA TTGAGGGTTCAGACACCTGC 85 132 34 22 331 20 57,085 59,891 35,800 48,500 5,023,743 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 29 290 TGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGG TGTCCAATAAGTCTGCAATGTCT ATTCCATACAGCTGCCTGCA 29 179 89 23 378 20 58,090 59,743 34,100 44,100 5,166,947 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 9 163 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG GCCATTGGCTGCACATCATT 9 75 112 20 274 20 59,095 59,823 46,300 25,700 1,082,498 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 9 262 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG ATACAGCTGCCTGCACTTCC 9 174 112 20 373 20 59,095 60,394 46,300 34,600 1,298,894 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 9 267 AAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaAAGTCATCCTTGGTCCCGAG ATTCCATACAGCTGCCTGCA 9 179 112 20 378 20 59,095 59,743 46,300 44,100 1,162,109 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 8 161 GTCATCCTTGGTCCCGAGGGACTGCCTaagaagaaga GTCATCCTTGGTCCCGAGG GCCATTGGCTGCACATCATT 8 75 114 19 274 20 59,477 59,823 46,300 25,700 1,699,710 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 8 162 AGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagAGTCATCCTTGGTCCCGAGG GCCATTGGCTGCACATCATT 8 75 113 20 274 20 60,978 59,823 46,300 25,700 1,155,288 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr200_2 2 141 39 13 1 AAG AAGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 8 266 AGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagAGTCATCCTTGGTCCCGAGG ATTCCATACAGCTGCCTGCA 8 179 113 20 378 20 60,978 59,743 46,300 44,100 1,234,898 B 383 ATACtttttCAATGAAATAACCCAGACGGAAAATGATGAAGCAACAAACATGTCATAATGTTAGCTGTGAAGCATTGGTTAAATATTATGTCCAATAAGTCTGCAATGTCTAAGTCATCCTTGGTCCCGAGGGACTGCCTaagaagaagaagaagaagaagaagaagaagaagaagaagCAATGAtctctcTGTGTAGGGATTGGACATAAACTAACAATGTTAGAAGTTAATGGTGAGCTGAGGGAAGCCTTAAATGATGTGCAGCCAATGGCATCTTGTGCAGTGAAATAAAGGTTTCTTCAGTAGTGTGCAGGTGTCTGAACCCTCAAAATGTCCCAAGATCCCTACAAAGGAAGTGCAGGCAGCTGTATGGAATGCTTG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 1 1 2 56 190 CGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACGCTTGTGGGATCTTGCTGT CCTTTGGCGGGAAGTTCTCA 56 70 63 20 252 20 60,957 60,251 44,000 32,700 1,208,122 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 3 58 191 CCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCCCGCTTGTGGGATCTTGCT CCTTTGGCGGGAAGTTCTCA 58 70 62 19 252 20 60,378 60,251 39,100 32,700 1,628,452 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 3 57 191 CCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCCCGCTTGTGGGATCTTGCTG CCTTTGGCGGGAAGTTCTCA 57 70 62 20 252 20 61,651 60,251 44,100 32,700 1,901,967 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 53 178 TTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTTTGTGGGATCTTGCTGTGCA GGAAGTTCTCAGTGGCTCCC 53 61 66 20 243 20 60,179 60,036 45,700 43,000 0.214910 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 5 85 240 AAACAAACCAGTGAGATCTGCTCATGGTCACATGG AAACAAACCAGTGAGATCTGCT GTGCGTGATGACGGCCTTT 90 85 27 22 266 19 58,175 61,325 42,400 31,100 6,150,410 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 5 85 240 AAACAAACCAGTGAGATCTGCTCATGGTCACATGG AAACAAACCAGTGAGATCTGCTC GTGCGTGATGACGGCCTTT 89 85 27 23 266 19 59,182 61,325 42,600 31,100 6,142,729 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 84 240 AAACAAACCAGTGAGATCTGCTCATGGTCACATGG AAACAAACCAGTGAGATCTGCTC GTGCGTGATGACGGCCTTTG 89 84 27 23 266 20 59,182 62,513 42,600 27,700 6,330,712 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 24 130 CTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGCTCACCTCCTCCAGCTTAGC CCGGTCTCAGGTAGAGGGAG 24 42 95 20 224 20 59,536 60,467 30,900 43,000 0.930175 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 23 128 TCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCACCTCCTCCAGCTTAGCT CGGTCTCAGGTAGAGGGAGA 23 41 96 20 223 20 59,958 59,453 33,200 37,100 0.588908 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 23 129 TCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCACCTCCTCCAGCTTAGCT CCGGTCTCAGGTAGAGGGAG 23 42 96 20 224 20 59,958 60,467 33,200 43,000 0.508388 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 23 148 TCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCACCTCCTCCAGCTTAGCT GGAAGTTCTCAGTGGCTCCC 23 61 96 20 243 20 59,958 60,036 33,200 43,000 0.077748 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 23 149 TCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCACCTCCTCCAGCTTAGCT GGGAAGTTCTCAGTGGCTCC 23 62 96 20 244 20 59,958 60,036 33,200 47,000 0.077748 A 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 98 292 CACagagagAAACAAACCAGTGAGATCTGCTCATGG CACAGAGAGAAACAAACCAGTGA GGTGACGTCAAGGGCTGC 98 129 18 23 309 18 58,808 61,050 34,100 52,500 7,241,819 F 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 98 293 TCACagagagAAACAAACCAGTGAGATCTGCTCATG TCACAGAGAGAAACAAACCAGTGA GGTGACGTCAAGGGCTGC 98 129 17 24 309 18 60,081 61,050 34,100 52,500 7,131,417 F 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 96 291 ACagagagAAACAAACCAGTGAGATCTGCTCATGGT ACAGAGAGAAACAAACCAGTGAGA GGTGACGTCAAGGGCTGC 96 129 19 24 309 18 59,838 61,050 32,700 52,500 7,212,595 F 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 55 246 GCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCA GCTTGTGGGATCTTGCTGTG GGTGACGTCAAGGGCTGC 55 129 64 20 309 18 59,475 61,050 36,600 52,500 3,575,137 B 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 54 245 CTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCCTTGTGGGATCTTGCTGTGC GGTGACGTCAAGGGCTGC 54 129 65 20 309 18 59,475 61,050 45,700 52,500 3,575,137 B 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr201_4 4 139 24 8 1 AGG CTCCTCCTCCTCCTCCTCCTCCTC NO 0 0 8 53 244 TTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTTTGTGGGATCTTGCTGTGCA GGTGACGTCAAGGGCTGC 53 129 66 20 309 18 60,179 61,050 45,700 52,500 3,229,270 B 326 TATCCATCAGTCAACATCACagagagAAACAAACCAGTGAGATCTGCTCATGGTCACATGGCCGCTTGTGGGATCTTGCTGTGCACCCCGGGGCCTCACCTCCTCCAGCTTAGCTATGAGCTGAGCCGGGGTCAGAATctcctcctcctcctcctcctcctcCCGGAGCAGCTCCGTGTCCTCTCCCTCCTCCCCAGCCATTGTCTCCCTCTACCTGAGACCGGGGAGCCACTGAGAACTTCCCGCCAAAGGCCGTCATCACGCACGGCGCCcgtcgtcgtCAACGCGCACGCAGCCCTTGACGTCACCGCGccgcccgcccgcCG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 1 1 4 69 290 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAAA TCACAGTTTCCTCCATGTTCCC 69 144 17 22 306 22 58,369 60,225 31,300 39,700 5,856,018 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 4 35 189 CTGCAAGAACTATGGAGTAGTGATATTTGGAAACT CTGCAAGAACTATGGAGTAGTGA ATCCAGCAATGCCTCCTTCC 35 78 50 23 238 20 57,670 60,106 34,100 34,600 5,436,773 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 4 34 189 CTGCAAGAACTATGGAGTAGTGATATTTGGAAACT CTGCAAGAACTATGGAGTAGTGAT ATCCAGCAATGCCTCCTTCC 34 78 50 24 238 20 58,088 60,106 30,600 34,600 6,018,071 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 5 70 222 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAA ATCCAGCAATGCCTCCTTCC 70 78 17 21 238 20 57,703 60,106 33,600 34,600 3,403,453 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 5 70 225 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAA CAGATCCAGCAATGCCTCCT 70 81 17 21 241 20 57,703 59,817 33,600 36,900 3,480,148 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 5 70 226 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAA TCAGATCCAGCAATGCCTCC 70 82 17 21 242 20 57,703 59,818 33,600 43,000 3,479,196 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 5 70 258 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAA TTGTTGTGCTTCACCCACCT 70 114 17 21 274 20 57,703 60,034 33,600 40,000 3,330,735 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 5 70 290 AGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTAGACCAGAAAGTTTGCAGGAA TCACAGTTTCCTCCATGTTCCC 70 144 17 21 306 22 57,703 60,225 33,600 39,700 5,521,903 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 6 85 274 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGCCAGTGGGAAGGATATAGACCA TTGTTGTGCTTCACCCACCT 85 114 1 22 274 20 58,413 60,034 40,200 40,000 3,621,099 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 6 35 189 ACTGCAAGAACTATGGAGTAGTGATATTTGGAAAC ACTGCAAGAACTATGGAGTAGTGA TCCAGCAATGCCTCCTTCCT 35 77 49 24 237 20 59,227 61,210 34,100 33,600 5,982,828 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 7 84 274 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGCCAGTGGGAAGGATATAGACCAG TTGTTGTGCTTCACCCACCT 84 114 1 23 274 20 59,420 60,034 40,000 40,000 3,614,059 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 7 84 297 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGCCAGTGGGAAGGATATAGACCAG CCTCCATGTTCCCATACTGACA 84 135 1 23 297 22 59,420 59,495 40,000 35,800 6,085,865 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 9 0 115 ACTGCAAGAACTATGGAGTAGTGATATTTGGAAAC ACTGCAAGAACTATGGAGTAGTGA TTCTTCCACTCTATGTCCTTCAC 35 0 49 24 163 23 59,227 57,593 34,100 31,800 10,180,031 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 9 0 122 ACAGAGAACTGCAAGAACTATGGAGTAGTGATATT ACAGAGAACTGCAAGAACTATGGA TTCTTCCACTCTATGTCCTTCAC 42 0 42 24 163 23 59,716 57,593 34,100 31,800 9,691,897 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr202_2 2 108 33 11 1 AAT AATAATAATAATAATAATAATAATAATAATAAT NO 0 0 9 0 122 ACAGAGAACTGCAAGAACTATGGAGTAGTGATATT ACAGAGAACTGCAAGAACTATGG TTCTTCCACTCTATGTCCTTCAC 43 0 42 23 163 23 58,426 57,593 27,400 31,800 9,981,307 A 360 CCAGTGGGAAGGATATAGACCAGAAAGTTTGCAGGAAAATTACAGAGAACTGCAAGAACTATGGAGTAGTGATATTTGGAAACTTTAGTTATCCTAGTATAACCTGGaataataataataataataataataataataatGTGAAGGACATAGAGTGGAAGAATTTCTGAAGTATGTAAAAGAAAATTTTCTGGATCAATGCAAAATAGGCCCAACNAGGAAGGAGGCATTGCTGGATCTGATTCTGGGAAATGAGGTGGGTGAAGCACAACAAGTGTCAGTATGGGAACATGGAGGAAACTGTGATCATAGTGTCATAAGGTTTAGATTAGCTGTGGAAAAGGTTAAGGAGCAATCTAG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 1 1 Jun‐75 5 140 AGTTGCAACAGAAAGATTGAGAGGCGGAAagagag AGTTGCAACAGAAAGATTGAGAGG TCTGACTAGGTATGCAGAACAGAC 5 12 12 24 151 24 59,482 59,600 36,900 35,100 8,917,829 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 8 3 124 GCAACAGAAAGATTGAGAGGCGGAAagagagagagaGCAACAGAAAGATTGAGAGGCG TGCAGAACAGACAGAGTACCA 3 3 16 22 139 21 60,160 58,684 55,200 32,500 4,475,706 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 8 3 226 GCAACAGAAAGATTGAGAGGCGGAAagagagagagaGCAACAGAAAGATTGAGAGGCG CCCTGCCTCACTTCCTATCTG 3 105 16 22 241 21 60,160 59,584 55,200 29,000 3,575,258 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 8 3 246 GCAACAGAAAGATTGAGAGGCGGAAagagagagagaGCAACAGAAAGATTGAGAGGCG TCTGTCCTCCCTTCCTCTGC 3 126 16 22 261 20 60,160 60,616 55,200 42,600 2,775,710 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 8 0 243 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGAA TCTGTCCTCCCTTCCTCTGC 0 126 19 22 261 20 59,697 60,616 43,000 42,600 2,919,133 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 4 140 TTGCAACAGAAAGATTGAGAGGCGGAAagagagagaTTGCAACAGAAAGATTGAGAGGC AATCTGACTAGGTATGCAGAACAGA 4 13 14 23 153 25 59,746 59,341 47,000 34,100 8,912,800 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 1 121 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGA TGCAGAACAGACAGAGTACCAA 1 2 19 21 139 22 59,097 59,302 55,400 36,700 4,600,782 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 1 121 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGA TGCAGAACAGACAGAGTACCA 1 3 19 21 139 21 59,097 58,684 55,400 32,500 4,218,615 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 1 223 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGA CCCTGCCTCACTTCCTATCTG 1 105 19 21 241 21 59,097 59,584 55,400 29,000 3,318,167 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 1 223 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGA CCCTGCCTCACTTCCTATCT 1 106 19 21 241 20 59,097 58,200 55,400 19,800 3,702,441 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 9 1 243 ACAGAAAGATTGAGAGGCGGAAagagagagagagAC ACAGAAAGATTGAGAGGCGGA TCTGTCCTCCCTTCCTCTGC 1 126 19 21 261 20 59,097 60,616 55,400 42,600 2,518,619 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr205_2 2 41 75 7 2 ACAG AGAGAGAGAGAGACAGAAAAAACAGATTGNGAAGNO 0 0 10 4 140 TGCAACAGAAAGATTGAGAGGCGGAAagagagagag TGCAACAGAAAGATTGAGAGGC AAATCTGACTAGGTATGCAGAACAGA 4 13 15 22 154 26 59,184 59,845 47,000 34,100 8,971,308 G 319 ACAAGAAGCAGAGTTGCAACAGAAAGATTGAGAGGCGGAAagagagagagagACAGaaaaaaCAGATTGNGAAGAAAgtctgtctgtctgtctgtctgtctgtctGTCNctctctGGTTGGTACTCTGTCTGTTCTGCATACCTAGTCAGATttattattaGACAGATTAATTACNTGaaaaaTCAAANNTCTGGGGAAAATTGGGTTATAATAGTGAAACAGATAGGAAGTGAGGCAGGGGCAGAGGAAGGGAGGACAGATACAAAgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGCAGGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 1 1 10 48 186 GTGACGAGACGAGACATTCCATTNCATTCAACAAC GTGACGAGACGAGACATTCCA TGTGTTGTCATGTAATGTCATGGA 58 48 53 21 238 24 59,801 58,688 35,300 34,100 6,511,407 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 11 48 188 TCGTGACGAGACGAGACATTCCATTNCATTCAACAATCGTGACGAGACGAGACATTC TGTGTTGTCATGTAATGTCATGGA 60 48 51 21 238 24 59,872 58,688 26,700 34,100 6,440,215 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 12 48 188 TCGTGACGAGACGAGACATTCCATTNCATTCAACAATCGTGACGAGACGAGACATT TGTGTTGTCATGTAATGTCATGGA 61 48 51 20 238 24 58,846 58,688 27,100 34,100 6,466,276 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 12 48 209 GACGAGACGTGACGTGATGTGTCGTGACGAGACG GACGAGACGTGACGTGATGT TGTGTTGTCATGTAATGTCATGGA 82 48 30 20 238 24 60,110 58,688 30,600 34,100 5,422,408 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 12 48 211 GTGACGAGACGTGACGTGATGTGTCGTGACGAGACGTGACGAGACGTGACGTGAT TGTGTTGTCATGTAATGTCATGGA 84 48 28 20 238 24 60,110 58,688 30,600 34,100 5,422,408 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 12 48 216 ATTCCGTGACGAGACGTGACGTGATGTGTCGTGAC ATTCCGTGACGAGACGTGAC TGTGTTGTCATGTAATGTCATGGA 89 48 23 20 238 24 60,110 58,688 36,700 34,100 5,421,952 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 14 54 241 CCATTGCATGACATTCTATTCCGTGACGAGACGTGACCATTGCATGACATTCTATTCCGT CCATGAAATGTGTTGTCATGTAATGT 102 54 6 24 246 26 59,723 58,908 46,900 27,100 11,368,758 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 14 54 242 TCCATTGCATGACATTCTATTCCGTGACGAGACGTG TCCATTGCATGACATTCTATTCCG CCATGAAATGTGTTGTCATGTAATGT 103 54 5 24 246 26 59,484 58,908 43,000 27,100 11,608,400 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 14 53 241 CCATTGCATGACATTCTATTCCGTGACGAGACGTGACCATTGCATGACATTCTATTCCGT CCATGAAATGTGTTGTCATGTAATGTC 102 53 6 24 246 27 59,723 59,726 46,900 30,600 11,550,711 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 17 8 113 CACTCCATTCCAGGACATTCCAATCCATAACATTTCACACTCCATTCCAGGACATTCCA ATTTAGTGTCATGGTATGGAATGTC 23 8 87 22 199 25 60,026 57,192 35,300 30,600 9,833,958 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 17 8 114 ACACTCCATTCCAGGACATTCCAATCCATAACATTTCACACTCCATTCCAGGACATTCC ATTTAGTGTCATGGTATGGAATGTC 24 8 86 22 199 25 60,026 57,192 30,100 30,600 9,833,864 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr209_2 2 132 35 7 1 AATGG CATTCCATTCCATTCCATTCCATTCCATTCCATTC CATTC_132_166 0 0 17 8 117 ACAACACTCCATTCCAGGACATTCCAATCCATAACA ACAACACTCCATTCCAGGACA ATTTAGTGTCATGGTATGGAATGTC 28 8 83 21 199 25 59,226 57,192 40,200 30,600 9,582,231 A 246 ACATTCCATTGCATGACATTCTATTCCGTGACGAGACGTGACGTGATGTGTCGTGACGAGACGAGACATTCCATTNCATTCAACAACACTCCATTCCAGGACATTCCAATCCATAACATTTCATTCCTTTAcattccattccattccattccattccattccattcCATNNNNNGACATTCCATACCATGACACTAAATTAAATGACATTTCATTCCATGACATTACATGACAACACATTTCATGG

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 1 1 8 62 195 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC GACGGTGGACTTGATGTTGC 62 62 57 21 251 20 57,103 59,483 30,600 41,700 4,413,964 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 8 61 194 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC ACGGTGGACTTGATGTTGCT 62 61 57 21 250 20 57,103 59,891 30,600 39,100 4,005,233 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 8 60 193 AACGGTGACAATCAACATCACCACAATCATCACTATAACGGTGACAATCAACATCAC CGGTGGACTTGATGTTGCTG 62 60 57 21 249 20 57,103 59,481 30,600 44,100 4,415,284 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 8 20 151 ATCAGGACATCATCACGGCCATCATCACCAGCACTAATCAGGACATCATCACGGCC ACGGTGGACTTGATGTTGCT 20 61 100 20 250 20 59,893 59,891 61,300 39,100 0.216040 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 8 17 148 AGGACATCATCACGGCCATCATCACCAGCACTATCAAGGACATCATCACGGCCATC ACGGTGGACTTGATGTTGCT 17 61 103 20 250 20 59,893 59,891 35,100 39,100 0.216040 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 10 9 139 ATCACGGCCATCATCACCAGCACTATCACcatcatcat ATCACGGCCATCATCACCAG CGGTGGACTTGATGTTGCTG 9 60 111 20 249 20 60,179 59,481 40,000 44,100 0.697673 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 10 9 140 ATCACGGCCATCATCACCAGCACTATCACcatcatcat ATCACGGCCATCATCACCAG ACGGTGGACTTGATGTTGCT 9 61 111 20 250 20 60,179 59,891 40,000 39,100 0.287622 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 10 4 135 GGCCATCATCACCAGCACTATCACcatcatcatcatcatc GGCCATCATCACCAGCACTA ACGGTGGACTTGATGTTGCT 4 61 116 20 250 20 59,819 59,891 27,400 39,100 0.289698 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 10 4 136 GGCCATCATCACCAGCACTATCACcatcatcatcatcatc GGCCATCATCACCAGCACTA GACGGTGGACTTGATGTTGC 4 62 116 20 251 20 59,819 59,483 27,400 41,700 0.698430 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 12 61 249 ACAATatcatcatcACCGTCATGATAatcatcatcAAcatc ACAATATCATCATCACCGTCATGA ACGGTGGACTTGATGTTGCT 114 61 2 24 250 20 58,143 59,891 30,700 39,100 5,965,852 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 16 61 243 tcatcatcACCGTCATGATAatcatcatcAAcatcatcatcat TCATCATCACCGTCATGATAATCA ACGGTGGACTTGATGTTGCT 108 61 8 24 250 20 57,900 59,891 25,700 39,100 6,208,988 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr211_2 2 140 30 10 1 ATC CATCATCATCATCATCATCATCATCATCAT NO 0 0 18 61 240 tcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAATCATCACCGTCATGATAATCATCA ACGGTGGACTTGATGTTGCT 105 61 11 24 250 20 57,900 59,891 30,700 39,100 6,208,988 F 252 AACAATatcatcatcACCGTCATGATAatcatcatcAAcatcatcatcatCAACATAACGGTGACAATCAACATCACCACAATCATCACTATCAGCAACATCAGGACATCATCACGGCCATCATCACCAGCACTATCACcatcatcatcatcatcatcatcatcatcatCGTTATCATCACCATCACCATAatcatcatcatcaaaaaCAAGATCACCATCAACATCGTCAGCAACATCAAGTCCACCGTCA

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 1 1 Dec‐75 2 139 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGAG GGAAGGGAGAACTAAAGGAAGG 61 2 47 22 185 22 59,510 57,776 30,200 34,600 6,713,278 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 Dec‐75 2 140 aGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGA GGAAGGGAGAACTAAAGGAAGG 62 2 46 22 185 22 59,892 57,776 26,900 34,600 6,331,807 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 2 140 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGAG AGGAAGGGAGAACTAAAGGAAGG 61 2 47 22 186 23 59,510 59,153 30,200 34,600 6,336,905 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 2 140 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGA AGGAAGGGAGAACTAAAGGAAGG 62 2 47 21 186 23 58,485 59,153 26,900 34,600 6,361,986 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 2 141 aGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGA AGGAAGGGAGAACTAAAGGAAGG 62 2 46 22 186 23 59,892 59,153 26,900 34,600 5,955,434 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 1 139 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGAG GGAAGGGAGAACTAAAGGAAGGA 61 1 47 22 185 23 59,510 59,155 30,200 33,600 6,334,526 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 1 139 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGA GGAAGGGAGAACTAAAGGAAGGA 62 1 47 21 185 23 58,485 59,155 26,900 33,600 6,359,607 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 13.75 1 140 aGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGA GGAAGGGAGAACTAAAGGAAGGA 62 1 46 22 185 23 59,892 59,155 26,900 33,600 5,953,054 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 14.75 2 141 GGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCAGGCCCTTTAAGAGCACTTTGAG AAGGAAGGGAGAACTAAAGGAAGG 61 2 47 22 187 24 59,510 59,710 30,200 34,600 6,779,656 B 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 19.75 47 190 ataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGG ATAGGCCCTTTAAGAGCACTTTGA AAAGAAGGAAGGATGAAAGAAAGAG 62 47 44 24 233 25 60,018 57,242 26,900 28,500 11,776,356 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 20.75 46 190 ataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGG ATAGGCCCTTTAAGAGCACTTTGA AAAGAAGGAAGGATGAAAGAAAGAGA 62 46 44 24 233 26 60,018 58,478 26,900 31,000 11,540,084 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr212_2 2 130 32 8 1 AAAG TTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTC TTTC_130_161 0 0 20.75 46 190 ataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGG ATAGGCCCTTTAAGAGCACTTTG AAAGAAGGAAGGATGAAAGAAAGAGA 63 46 44 23 233 26 58,727 58,478 27,700 31,000 11,794,987 F 233 GTGCTTTGTGCATTATTGaacaacaacTTTAACTTGTATTtatataGGCCCTTTAAGAGCACTTTGAGACATTCAGTGGTCATTNATTCTTTCTACCTTTCCttctttctttctTTCATCCTTCCTTTNtttctttctttctttctttctttctttctttcATCCTTCCTTTAGTTCTCCCTTCCTTTCTTATTTTCATCCATTCTTTCTCTTTCTTTCATCCTTCCTTCTTT

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 1 1 2 0 168 CCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGCCATGGAGGATGGCTTGAAA CAGCTATGATCCACATCAAGGAAT 103 0 67 20 234 24 57,852 58,685 26,900 30,100 7,462,975 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 3 2 117 TGGACAGGATCGGGAGACATGGAAACACTACTGTGTGGACAGGATCGGGAGACAT CAGCTATGATCCACATCAAGGA 52 2 118 20 234 22 60,032 57,653 30,600 33,600 4,379,477 B 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 3 2 122 AAGACTGGACAGGATCGGGAGACATGGAAACACT AAGACTGGACAGGATCGGGA CAGCTATGATCCACATCAAGGA 57 2 113 20 234 22 59,959 57,653 51,400 33,600 4,388,598 B 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 3 2 168 CCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGCCATGGAGGATGGCTTGAAA CAGCTATGATCCACATCAAGGA 103 2 67 20 234 22 57,852 57,653 26,900 33,600 6,495,806 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 3 2 208 TGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGTGTTGAGCGGATGATCCACC CAGCTATGATCCACATCAAGGA 143 2 27 20 234 22 60,108 57,653 46,100 33,600 4,455,063 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 3 1 168 CCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGCCATGGAGGATGGCTTGAAA CAGCTATGATCCACATCAAGGAA 103 1 67 20 234 23 57,852 58,289 26,900 33,600 6,859,845 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 4 2 114 ACAGGATCGGGAGACATGGAAACACTACTGTGAGCACAGGATCGGGAGACATGGA CAGCTATGATCCACATCAAGGA 49 2 121 20 234 22 60,032 57,653 34,100 33,600 4,379,477 B 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 4 2 207 GTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGGTTGAGCGGATGATCCACCT CAGCTATGATCCACATCAAGGA 142 2 28 20 234 22 59,821 57,653 40,000 33,600 4,526,360 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr213_3 3 190 21 7 1 ATC ATGATGATGATGATGATGATG ATG_190_210 0 0 6 2 205 TGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCTGAGCGGATGATCCACCTTG CAGCTATGATCCACATCAAGGA 140 2 30 20 234 22 59,821 57,653 36,100 33,600 4,526,126 F 234 CATTTGCAACAATCTTCAGCCAGAAGTGTTGAGCGGATGATCCACCTTGGCCTCCTCTGGAGGTCCCCATGGAGGATGGCTTGAAAATTAAGGGAAGtttttGGCAAATGAAAAGACTGGACAGGATCGGGAGACATGGAAACACTACTGTGAGCCAAAGACCTGCCTTTGGGCAGAGcacacaTGATAatgatgatgatgatgatgatgATTCCTTGATGTGGATCATAGCTG

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 1 1 4 65 259 GGGACGGAATTGACGGCGCGAGGGACCAACCGTc GGGACGGAATTGACGGCG CCAGCAGAATGGCCCTGAT 65 116 5 18 263 19 61,193 59,771 64,600 29,000 4,422,281 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 4 65 259 GGGACGGAATTGACGGCGCGAGGGACCAACCGTc GGGACGGAATTGACGGCG CCAGCAGAATGGCCCTGATG 65 115 5 18 263 20 61,193 61,108 64,600 30,700 4,300,459 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 65 257 GGGACGGAATTGACGGCGCGAGGGACCAACCGTc GGGACGGAATTGACGGCG AGCAGAATGGCCCTGATGC 65 114 5 18 261 19 61,193 60,455 64,600 39,100 4,648,138 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 142 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA CTGACTCCGGGTCTCATGTT 0 62 69 19 210 20 61,047 59,102 33,600 27,100 2,945,183 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 143 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA GCTGACTCCGGGTCTCATG 0 64 69 19 211 19 61,047 59,857 33,600 30,700 3,189,612 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 162 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA GGTTCACCTTCGGCTCCTC 0 83 69 19 230 19 61,047 60,079 33,600 37,100 3,125,921 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 193 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA AGCAGAATGGCCCTGATGC 0 114 69 19 261 19 61,047 60,455 33,600 39,100 3,502,080 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 195 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA CCAGCAGAATGGCCCTGATG 0 115 69 19 263 20 61,047 61,108 33,600 30,700 3,154,401 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr220_2 2 88 41 8 1.5 AGG GCGGCGGCGGCGGCGACGAGGAGGAGGAGGAGGNO 0 0 5 0 195 CGAGGGAGCACGAGAGGAAgcggcggcggcggcgACg CGAGGGAGCACGAGAGGAA CCAGCAGAATGGCCCTGAT 0 116 69 19 263 19 61,047 59,771 33,600 29,000 3,276,223 F 282 AACNGGGACGGAATTGACGGCGCGAGGGACCAACCGTcgcgcgTCCCCGACCCTGcccccAATCGCCGCGAGGGAGCACGAGAGGAAgcggcggcggcggcgACgaggaggaggaggaggaggaggagGGGGTGTTGGGTTTTATTAAttttttGGTCGGGTTTTaaaaaaaCGAATTAACGTGCAATAAAACATGAGACCCGGAGTCAGCGAGGAGCCGAAGGTGAACCACGTGCGGAAGGGCATCAGGGCCATTCTGCTGGGCCCGCCCGGGGCTGGGAA

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 1 1 2 106 298 CTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTCTTGGGCCTTGCAATTGTCC TGCAAGTTCCTCTCTAGCCC 119 106 16 20 313 20 60,037 59,095 40,200 51,900 0.942403 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 2 106 299 CCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCCCTTGGGCCTTGCAATTGTC TGCAAGTTCCTCTCTAGCCC 120 106 15 20 313 20 60,037 59,095 31,800 51,900 0.942403 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 2 77 269 CTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTCTTGGGCCTTGCAATTGTCC ATCAAACCCTGACACCAGCC 119 77 16 20 284 20 60,037 60,251 40,200 48,500 0.288387 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 2 18 133 TGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGATGCAGGGAGCCATTCAAGTC TCTGGACTCAAGCTCTTGGC 18 42 117 20 249 20 60,323 59,677 30,100 45,200 0.645791 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 2 17 132 GCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAGCAGGGAGCCATTCAAGTCA TCTGGACTCAAGCTCTTGGC 17 42 118 20 249 20 60,323 59,677 34,100 45,200 0.645791 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 3 106 299 CTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTCTTGGGCCTTGCAATTGTCC CTGCAAGTTCCTCTCTAGCCC 119 106 16 20 314 21 60,037 60,135 40,200 51,900 1,171,596 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 87 279 CTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTCTTGGGCCTTGCAATTGTCC CCGAGCAGCTATCAAACCCT 119 87 16 20 294 20 60,037 59,821 40,200 43,400 0.216046 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 87 280 CCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCCCTTGGGCCTTGCAATTGTC CCGAGCAGCTATCAAACCCT 120 87 15 20 294 20 60,037 59,821 31,800 43,400 0.216046 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 42 192 AGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCAGCAAACGGTCCTTAGCACA ATCAAACCCTGACACCAGCC 42 77 93 20 284 20 59,892 60,251 45,700 48,500 0.359172 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 42 202 AGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCAGCAAACGGTCCTTAGCACA CCGAGCAGCTATCAAACCCT 42 87 93 20 294 20 59,892 59,821 45,700 43,400 0.286831 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 38 153 AACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTC AACGGTCCTTAGCACAGTGG TCTGGACTCAAGCTCTTGGC 38 42 97 20 249 20 59,965 59,677 40,000 45,200 0.357870 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 38 188 AACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTC AACGGTCCTTAGCACAGTGG ATCAAACCCTGACACCAGCC 38 77 97 20 284 20 59,965 60,251 40,000 48,500 0.286237 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 38 198 AACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTC AACGGTCCTTAGCACAGTGG CCGAGCAGCTATCAAACCCT 38 87 97 20 294 20 59,965 59,821 40,000 43,400 0.213896 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 4 19 134 GTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGGTGCAGGGAGCCATTCAAGT TCTGGACTCAAGCTCTTGGC 19 42 116 20 249 20 60,610 59,677 31,600 45,200 0.933207 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr222_4 4 155 33 11 1 ACT GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTA GTA_155_187 0 0 Apr‐75 38 173 AACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTC AACGGTCCTTAGCACAGTGG CAGCCCAGGCAACATAACCT 38 62 97 20 269 20 59,965 60,324 40,000 35,000 0.358620 F 350 TAGAAGTGTAGGAGCCTTGGGCCTTGCAATTGTCCAACAGGTTGAGGTTCTTGTAGCTNGCATGGATGAGANTATGGACTGCAAAGTGGATGAGCAAACGGTCCTTAGCACAGTGGTGCAGGGAGCCATTCAAGTCAGGAGAATAAATAGAAATgtagtagtagtagtagtagtagtagtagtagtaTGGGGCAGTATAGTCTGTgggggATAGACACAGTTCCCCTCAGCCAAGAGCTTGAGTCCAGAAGGTTATGTTGCCTGGGCTGGTGTCAGGGTTTGATAGCTGCTCGGGGCTagagagGAACTTGCAGTGACAGTGAAAGGATACAGTTGTCGTGGTCCACATG

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 1 1 3 31 142 TTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGG TTCAGATGAGTGCCTCGCTG CACCTCCTCCCAGGCAAATT 50 31 49 20 190 20 60,108 59,960 51,800 18,200 0.148677 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 3 31 143 TTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTTTCAGATGAGTGCCTCGCT CACCTCCTCCCAGGCAAATT 51 31 48 20 190 20 59,390 59,960 49,300 18,200 0.650378 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 3 31 162 GGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCT GGGCAGTACGTTCCGAGATT CACCTCCTCCCAGGCAAATT 70 31 29 20 190 20 59,825 59,960 24,000 18,200 0.215278 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 3 7 99 CGGCATGACATCATAGTGCCAATGGACaggaggaggaCGGCATGACATCATAGTGCC CACCTCCTCCCAGGCAAATT 7 31 92 20 190 20 59,130 59,960 50,100 18,200 0.910598 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 3 7 100 TCGGCATGACATCATAGTGCCAATGGACaggaggaggTCGGCATGACATCATAGTGCC CACCTCCTCCCAGGCAAATT 7 31 91 21 190 20 60,541 59,960 50,100 18,200 1,581,220 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 31 190 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGGTAGGCCAGGCAGGAGTG CACCTCCTCCCAGGCAAATT 100 31 1 18 190 20 59,413 59,960 35,100 18,200 2,626,996 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 13 105 GCAGCTCGGCATGACATCATAGTGCCAATGGACaggGCAGCTCGGCATGACATCAT CACCTCCTCCCAGGCAAATT 13 31 86 20 190 20 61,165 59,960 24,500 18,200 1,204,866 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 10 43 202 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGGTAGGCCAGGCAGGAGTG GACCTCTTCTGCCACCTCCT 100 43 1 18 202 20 59,413 60,907 35,100 36,900 3,494,022 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr225_2 2 119 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 10 42 201 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGGTAGGCCAGGCAGGAGTG ACCTCTTCTGCCACCTCCTC 100 42 1 18 201 20 59,413 60,907 35,100 37,100 3,494,022 F 203 GTAGGCCAGGCAGGAGTGCAGGTCGGCGGGGCAGTACGTTCCGAGATTTTCAGATGAGTGCCTCGCTGCCCTCCTCGAGGAGGTGGCAGCTCGGCATGACATCATAGTGCCAATGGACaggaggaggaggaggaggaggccccccccccccNcccccccccAGATGATGAAATTTGCCTGGGAGGAGGTGGCAGAAGAGGTCA

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 1 1 2 53 290 AATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGC AATTCCAGGGAGCTGTTCTGG ACTTTCTCAGCCTCATCACCAA 53 157 60 21 349 22 59,995 59,627 38,600 36,700 3,378,384 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 2 48 178 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG GGAACCCACTGTGAGACTCC 53 48 61 20 238 20 59,377 59,678 38,600 38,500 0.944661 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 2 47 177 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG GAACCCACTGTGAGACTCCC 53 47 61 20 237 20 59,377 59,678 38,600 43,000 0.944661 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 3 88 259 TCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAA TCAACCTTCACCTTCTGGGC GGACATGAAGCGCAAATGGG 88 94 26 20 284 20 59,890 60,179 53,600 40,000 0.289615 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 3 88 260 TCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAA TCAACCTTCACCTTCTGGGC GGGACATGAAGCGCAAATGG 88 95 26 20 285 20 59,890 60,179 53,600 31,600 0.289615 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 3 53 290 AATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGC AATTCCAGGGAGCTGTTCTGG ACTTTCTCAGCCTCATCACCA 53 158 60 21 349 21 59,995 59,019 38,600 41,700 2,985,980 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 87 258 CAACCTTCACCTTCTGGGCTCCTACAATTGAGAAAT CAACCTTCACCTTCTGGGCT GGACATGAAGCGCAAATGGG 87 94 27 20 284 20 59,889 60,179 51,900 40,000 0.290383 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 53 290 AATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGC AATTCCAGGGAGCTGTTCTGG ACTTTCTCAGCCTCATCACC 53 159 60 21 349 20 59,995 57,222 38,600 40,200 3,783,046 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 35 165 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG AGACTCCCAAAGCAGAGTGC 53 35 61 20 225 20 59,377 59,964 38,600 44,000 0.658687 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 35 193 TCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGG TCACCTTCTGGGCTCCTACA AGACTCCCAAAGCAGAGTGC 81 35 33 20 225 20 59,884 59,964 27,400 44,000 0.152364 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 35 199 CAACCTTCACCTTCTGGGCTCCTACAATTGAGAAAT CAACCTTCACCTTCTGGGCT AGACTCCCAAAGCAGAGTGC 87 35 27 20 225 20 59,889 59,964 51,900 44,000 0.147276 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 4 35 200 TCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAA TCAACCTTCACCTTCTGGGC AGACTCCCAAAGCAGAGTGC 88 35 26 20 225 20 59,890 59,964 53,600 44,000 0.146508 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 7 5 136 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG TCAAGTGCATTATGCTTGGCG 53 5 61 20 196 21 59,377 59,867 38,600 56,900 1,755,498 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 7 4 135 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG CAAGTGCATTATGCTTGGCGA 53 4 61 20 195 21 59,377 59,867 38,600 55,400 1,755,498 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr226_2 2 134 37 7 1.5 AAAC GTGTGTGCATGTTTGTTTGTTTGTTTGTTTGTTTGTT NO 0 0 7 1 132 ATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCA ATTCCAGGGAGCTGTTCTGG GTGCATTATGCTTGGCGAACT 53 1 61 20 192 21 59,377 59,867 38,600 30,100 1,755,689 B 374 ATCTACTGAGTTTTCCATTATTACTTCAACCTTCACCTTCTGGGCTCCTACAATTGAGAAATTCCAGGGAGCTGTTCTGGAATCAAATGNTTGCAAGAATGAAGAGAATTGGAAAATTTAatatatTATTTAGgtgtgtGCAtgtttgtttgtttgtttgtttgtttgttGAGTTCGCCAAGCATAATGCACTTGACTATTTGGTGCACTCTGCTTTGGGAGTCTCACAGTGGGTTCCATTATTTTGTTTTCTATAGGTTCTGACCCATTTGCGCTTCATGTCCCACATCTGCATTGGAGTTTTAATAGGTCTACTATACCTGAACATTGGTGATGAGGCTGAGAAAGTATTCAACAACACAGGATGCCTCTTC

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 1 1 2 88 264 TTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGTTAGACCGAGATGCCAGTGC CTCTCTCCACAGATGCTGCC 100 88 25 20 288 20 59,824 60,179 44,000 48,500 0.354838 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 88 277 GCGCCAGCTCAATTTAGACCGAGATGCCAGTGCAT GCGCCAGCTCAATTTAGACC CTCTCTCCACAGATGCTGCC 113 88 12 20 288 20 59,621 60,179 38,500 48,500 0.557688 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 28 206 TTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGTTAGACCGAGATGCCAGTGC TCAGATTCCCAGCATCTACACT 100 28 25 20 230 22 59,824 58,621 44,000 35,500 3,554,272 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 28 219 GCGCCAGCTCAATTTAGACCGAGATGCCAGTGCAT GCGCCAGCTCAATTTAGACC TCAGATTCCCAGCATCTACACT 113 28 12 20 230 22 59,621 58,621 38,500 35,500 3,757,122 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 23 133 GTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTGTCTCCACTATTTGAACAGCAAGG TCAGATTCCCAGCATCTACACT 23 28 98 24 230 22 59,845 58,621 36,100 35,500 7,533,430 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 22 132 TCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTC TCTCCACTATTTGAACAGCAAGGA TCAGATTCCCAGCATCTACACT 22 28 99 24 230 22 59,958 58,621 33,600 35,500 7,420,080 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 22 188 TCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTA TCCACTATTTGAACAGCAAGGA CTCTCTCCACAGATGCTGCC 22 88 101 22 288 20 57,634 60,179 33,600 48,500 4,544,592 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 2 22 189 CTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCT CTCCACTATTTGAACAGCAAGGA CTCTCTCCACAGATGCTGCC 22 88 100 23 288 20 58,673 60,179 33,600 48,500 4,505,904 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 72 235 CGAGTGCGTCGCATTTACCGCAGGTGAGACACTAA CGAGTGCGTCGCATTTACC CTCTCTCCACAGATGCTGCC 72 88 54 19 288 20 59,656 60,179 28,500 48,500 1,522,900 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 71 234 GAGTGCGTCGCATTTACCGCAGGTGAGACACTAAA GAGTGCGTCGCATTTACCG CTCTCTCCACAGATGCTGCC 71 88 55 19 288 20 59,656 60,179 40,200 48,500 1,522,900 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 71 235 GAGTGCGTCGCATTTACCGCAGGTGAGACACTAAA GAGTGCGTCGCATTTACCG TCTCTCTCCACAGATGCTGC 71 89 55 19 289 20 59,656 59,177 40,200 52,500 2,166,633 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 28 176 GAGTGCGTCGCATTTACCGCAGGTGAGACACTAAA GAGTGCGTCGCATTTACCG TCAGATTCCCAGCATCTACACT 71 28 55 19 230 22 59,656 58,621 40,200 35,500 4,722,333 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 28 177 GAGTGCGTCGCATTTACCGCAGGTGAGACACTAAA GAGTGCGTCGCATTTACCG TTCAGATTCCCAGCATCTACACT 71 28 55 19 231 23 59,656 59,223 40,200 35,500 5,120,791 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 28 177 CGAGTGCGTCGCATTTACCGCAGGTGAGACACTAA CGAGTGCGTCGCATTTACC TCAGATTCCCAGCATCTACACT 72 28 54 19 230 22 59,656 58,621 28,500 35,500 4,722,333 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 3 28 207 TTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGTTAGACCGAGATGCCAGTGC TTCAGATTCCCAGCATCTACACT 100 28 25 20 231 23 59,824 59,223 44,000 35,500 3,952,729 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 4 88 282 AACATGCGCCAGCTCAATTTAGACCGAGATGCCAG AACATGCGCCAGCTCAATTT CTCTCTCCACAGATGCTGCC 118 88 7 20 288 20 59,395 60,179 18,200 48,500 0.783656 F 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr229_4 4 145 36 9 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAANO 0 0 5 26 135 GTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTGTCTCCACTATTTGAACAGCA TCAGATTCCCAGCATCTACACT 26 28 96 23 230 22 58,935 58,621 44,100 35,500 7,443,600 A 294 GTACAAAACATGCGCCAGCTCAATTTAGACCGAGATGCCAGTGCATCGGAGAGCGAGTGCGTCGCATTTACCGCAGGTGAGACACTAAACAAATAGTGTCTCCACTATTTGAACAGCAAGGAATTCTNCCAGTCTACCTCAAACaagaaagaaagaaagaaagaaagaaagaaagaaagaAAGNNNNNNNNTAGGATAAAAGCTAAATAGTGTAGATGCTGGGAATCTGAAATANNANNNNNANANNNNNNNANNANNNANNNNNNNNGGCAGCATCTGTGgagagagaAACAG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 1 1 2 41 247 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG TGTTCTCTAAGCTCTCGCACA 41 132 21 20 267 21 59,678 59,113 43,000 45,700 2,208,213 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 2 41 247 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG TGTTCTCTAAGCTCTCGCACAA 41 131 21 20 267 22 59,678 59,704 43,000 33,300 2,617,861 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 2 40 246 cCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCCTCTTGGCTTCACTTCGGG TGTTCTCTAAGCTCTCGCACA 40 132 22 20 267 21 60,675 59,113 51,400 45,700 2,561,437 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 3 31 145 cCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCCTCTTGGCTTCACTTCGGG GTCTCTGACTGGAATCCACCC 40 31 22 20 166 21 60,675 59,792 51,400 46,100 1,883,188 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 3 31 146 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG GTCTCTGACTGGAATCCACCC 41 31 21 20 166 21 59,678 59,792 43,000 46,100 1,529,964 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 4 50 291 TCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACG TCCAATCTCTCCTCTTGGCT CCACGGTGTTTGTAAACGATTGA 50 165 12 20 302 23 57,739 59,998 47,500 25,700 5,263,089 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 4 31 145 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG TCTCTGACTGGAATCCACCC 41 31 21 20 165 20 59,678 58,427 43,000 46,100 1,894,779 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 5 41 197 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG TCCCTCCCTCTTCTTCTTGCT 41 82 21 20 217 21 59,678 60,203 43,000 39,100 1,525,035 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 6 48 291 TCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACG TCCAATCTCTCCTCTTGGCTTC CCACGGTGTTTGTAAACGATTGA 48 165 12 22 302 23 59,497 59,998 38,600 25,700 5,505,806 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 6 47 290 CCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGA CCAATCTCTCCTCTTGGCTTCA CCACGGTGTTTGTAAACGATTGA 47 165 13 22 302 23 59,762 59,998 30,200 25,700 5,240,594 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 10 41 203 tcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTT TCCTCTTGGCTTCACTTCGG CCACCTTCCCTCCCTCTTCT 41 89 21 20 223 20 59,678 60,253 43,000 28,500 0.574598 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr22_3 3 82 33 11 1 ACC CCACCACCACCACCACCACCACCACCACCACCA CCA_82_114 0 0 10 40 202 cCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCCTCTTGGCTTCACTTCGGG CCACCTTCCCTCCCTCTTCT 40 89 22 20 223 20 60,675 60,253 51,400 28,500 0.927822 F 302 ttttttCCCATTCCAAtctctcCTCTTGGCTTCACTTCgggggATTCACGATGGCTTTTCATCCACCCTcccccccTCAACccaccaccaccaccaccaccaccaccaccaccaCCCCGcccccTTCGCGGTCTGCGCTTTTGCGGGGTGGATTCCAGTCAGAGACACAAAATAATGAACACATCAGTCTTGGAGAAGCaagaagaagAGGGAGGGAAGGTggggggggggACaaaaaCATTTTATTGTGCGAGAGCTTAGAGAACAATGGAAAACGGGTCAATCGTTTACAAACACCGTGG

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 1 1 3 45 240 CCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCACCGTCGAATCCGCTCCTC GGGCCACTAAGGGATATGCAT 111 45 114 18 353 21 59,974 59,644 37,100 39,600 3,382,021 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 188 TGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCC TGGCCTCAACTCTATTTCCCT GGGCCACTAAGGGATATGCA 56 46 166 21 353 20 58,438 59,229 42,000 39,600 3,333,423 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 189 GTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCGTGGCCTCAACTCTATTTCCCT GGGCCACTAAGGGATATGCA 56 46 165 22 353 20 59,760 59,229 42,000 39,600 3,011,034 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 196 CCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCCTGATGGTGGCCTCAACTC GGGCCACTAAGGGATATGCA 65 46 158 20 353 20 60,394 59,229 30,100 39,600 1,164,664 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 198 TTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTTTCCTGATGGTGGCCTCAAC GGGCCACTAAGGGATATGCA 67 46 156 20 353 20 59,962 59,229 31,800 39,600 0.809292 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 199 CTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGCTTCCTGATGGTGGCCTCAA GGGCCACTAAGGGATATGCA 68 46 155 20 353 20 59,671 59,229 30,200 39,600 1,100,387 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 234 AATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTAATCCGCTCCTCCGCTAAAC GGGCCACTAAGGGATATGCA 103 46 120 20 353 20 60,179 59,229 20,100 39,600 0.950208 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 235 GAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCGAATCCGCTCCTCCGCTAAA GGGCCACTAAGGGATATGCA 104 46 119 20 353 20 59,896 59,229 18,500 39,600 0.875430 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 240 CCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCACCGTCGAATCCGCTCCTC GGGCCACTAAGGGATATGCA 111 46 114 18 353 20 59,974 59,229 37,100 39,600 2,797,428 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 46 257 AAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTC AAACCAAGGGATGCCGCC GGGCCACTAAGGGATATGCA 128 46 97 18 353 20 60,680 59,229 61,300 39,600 3,451,123 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 12 125 CCCTGACTCCTTTGTAAAGTAATTAATGCtatataATACCCTGACTCCTTTGTAAAGTAATTAA ACACAAAGTAAGAACAGATATACAGC 16 12 201 26 325 26 57,142 57,519 14,000 44,000 17,338,337 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 4 11 124 CCCTGACTCCTTTGTAAAGTAATTAATGCtatataATACCCTGACTCCTTTGTAAAGTAATTAA CACAAAGTAAGAACAGATATACAGCA 16 11 201 26 324 26 57,142 57,521 14,000 44,100 17,337,007 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 5 46 189 GTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCGTGGCCTCAACTCTATTTCCC GGGCCACTAAGGGATATGCA 57 46 165 21 353 20 58,355 59,229 39,700 39,600 3,415,802 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 5 12 290 AGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaT AGAGTCAAACTGGGCATTGGA ACACAAAGTAAGAACAGATATACAGC 186 12 36 21 325 26 59,575 57,519 35,300 44,000 9,905,709 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 5 11 125 CCCTGACTCCTTTGTAAAGTAATTAATGCtatataATACCCTGACTCCTTTGTAAAGTAATTAA ACACAAAGTAAGAACAGATATACAGCA 16 11 201 26 325 27 57,142 58,905 14,000 44,100 16,952,242 B 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 5 11 290 AGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaT AGAGTCAAACTGGGCATTGG ACACAAAGTAAGAACAGATATACAGCA 187 11 36 20 325 27 58,085 58,905 31,600 44,100 10,009,689 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr231_3 3 243 45 10 1.5 AAT TAATAATAATAATAATAATAATAATAATAATGGTAANO 0 0 5 11 290 AGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaT AGAGTCAAACTGGGCATTGGA ACACAAAGTAAGAACAGATATACAGCA 186 11 36 21 325 27 59,575 58,905 35,300 44,100 9,519,614 F 380 TcacacaAAGTTCGCACGTGAAACATGAGTGTAATAGAGTCAAACTGGGCATTGGAAGTTATTACaaaaaTCAAGGAGTCTTAATAAGTAGAATTAAAACCAAGGGATGCCGCCCGTCGAATCCGCTCCTCCGCTAAACaaaaaGGATCATGATCTTCCTGATGGTGGCCTCAACTCTATTTCCCTATCTGTCTCATAACCCCTGACTCCTTTGTAAAGTAATTAATGCtatataATAATAGtaataataataataataataataataataaTGGtaataataataaTTTAATATTTCTGCTGTATATCTGTTCTTACTTTGTGTTCATATTATGCATATCCCTTAGTGGCCCCATTCTCATTACACCCATCTGAttttt

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 1 1 2 70 298 CACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAACACTGCCAGGGACCTCAATC AGTCCACTTCAACATAACTGTAACAC 161 70 73 20 370 26 60,394 59,518 26,700 33,200 6,875,845 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 2 69 297 CACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAACACTGCCAGGGACCTCAATC GTCCACTTCAACATAACTGTAACACA 161 69 73 20 369 26 60,394 59,741 26,700 37,200 6,652,704 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 69 296 CACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAACACTGCCAGGGACCTCAATC TCCACTTCAACATAACTGTAACACA 161 69 73 20 368 25 60,394 58,650 26,700 37,200 6,743,640 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 4 55 182 GGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAGGGCTTCCCTGCTAGTTCTC GTAACACATTGGATTCAGTGGG 64 55 170 20 351 22 59,821 57,298 28,700 46,100 4,881,189 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 55 183 GGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAGGGCTTCCCTGCTAGTTCTC TGTAACACATTGGATTCAGTGGG 64 55 170 20 352 23 59,821 58,921 28,700 46,100 4,257,771 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 55 224 AAGGGCACTTGATTCCACGGGCCTcccccACAGAAG AAGGGCACTTGATTCCACGG TGTAACACATTGGATTCAGTGGG 105 55 129 20 352 23 60,609 58,921 49,400 46,100 4,687,668 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 55 225 GAAGGGCACTTGATTCCACGGGCCTcccccACAGAA GAAGGGCACTTGATTCCACG TGTAACACATTGGATTCAGTGGG 106 55 128 20 352 23 59,195 58,921 49,400 46,100 4,883,526 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 55 251 GCCCAATGGTGGCCTCATAAATGCCTGAAGGGCAC GCCCAATGGTGGCCTCATAA TGTAACACATTGGATTCAGTGGG 132 55 102 20 352 23 60,397 58,921 19,000 46,100 4,475,511 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 55 280 CACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAACACTGCCAGGGACCTCAATC TGTAACACATTGGATTCAGTGGG 161 55 73 20 352 23 60,394 58,921 26,700 46,100 4,472,075 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 55 184 GGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAGGGCTTCCCTGCTAGTTCTC CTGTAACACATTGGATTCAGTGGG 64 55 170 20 353 24 59,821 59,843 28,700 46,100 4,335,789 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 55 225 AAGGGCACTTGATTCCACGGGCCTcccccACAGAAG AAGGGCACTTGATTCCACGG CTGTAACACATTGGATTCAGTGGG 105 55 129 20 353 24 60,609 59,843 49,400 46,100 4,765,686 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 55 281 CACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAACACTGCCAGGGACCTCAATC CTGTAACACATTGGATTCAGTGGG 161 55 73 20 353 24 60,394 59,843 26,700 46,100 4,550,093 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 8 13 131 TAGAATGCTGGCCCACTTGCCCAGCACCCCACAacc TAGAATGCTGGCCCACTTGC GTAACACATTGGATTCAGTGGG 13 55 221 20 351 22 60,681 57,298 40,100 46,100 5,382,877 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 8 13 132 TAGAATGCTGGCCCACTTGCCCAGCACCCCACAacc TAGAATGCTGGCCCACTTGC TGTAACACATTGGATTCAGTGGG 13 55 221 20 352 23 60,681 58,921 40,100 46,100 4,759,459 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr235_4 4 254 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 8 13 133 TAGAATGCTGGCCCACTTGCCCAGCACCCCACAacc TAGAATGCTGGCCCACTTGC CTGTAACACATTGGATTCAGTGGG 13 55 221 20 353 24 60,681 59,843 40,100 46,100 4,837,477 F 378 CGCTCCCGCTGGCGCTAGCGGTAGTAGACAGCTGCAAGCCTCTGGCCGACAGCTCTCAGCGGGCGGGTTTTCCACTGCCAGGGACCTCAATCGCGGAGAAGGCCCAATGGTGGCCTCATAAATGCCTGAAGGGCACTTGATTCCACGGGCCTcccccACAGAAGTGATGGGGCTTCCCTGCTAGTTCTCTGACCAGTGGGTGAGAATCCTATCGACCTAATAGAATGCTGGCCCACTTGCCCAGCACCCCACAaccaccaccaccaccaccaccATATCTATTCATGatatatatGCAACCTGATcccccGTTCTATTTTCCACCACTCCCCACTGAATCCAATGTGTTACAGTTATGTTGAAGTGGACTAAACNCTT

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 1 1 2 80 269 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA CACTGTCTATCCGATACTGGGC 80 120 61 26 329 22 57,050 60,030 26,900 53,600 10,979,835 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 2 68 215 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA AATCTCCATTGGCTGCTGAA 80 68 61 26 275 20 57,050 57,480 26,900 30,200 11,469,778 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 2 67 214 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA ATCTCCATTGGCTGCTGAAT 80 67 61 26 274 20 57,050 57,250 26,900 25,700 11,700,148 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 2 64 213 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA TCTCCATTGGCTGCTGAATAGT 80 64 61 26 273 22 57,050 59,493 26,900 21,200 11,457,064 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 3 84 290 ACAATACTCCCAAATACTTTAAATCCTTTCAACTTTT ACAATACTCCCAAATACTTTAAATCCT ACACAACTCAACATCTCACTGTC 84 135 56 27 345 23 57,009 58,877 32,400 35,100 14,113,644 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 84 290 ACAATACTCCCAAATACTTTAAATCCTTTCAACTTTT ACAATACTCCCAAATACTTTAAATCCT ACACAACTCAACATCTCACTGTCT 84 134 56 27 345 24 57,009 60,142 32,400 34,100 14,132,715 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 84 290 ACAATACTCCCAAATACTTTAAATCCTTTCAACTTTT ACAATACTCCCAAATACTTTAAATCCT ACACAACTCAACATCTCACTGT 84 136 56 27 345 22 57,009 57,857 32,400 35,500 14,133,477 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 80 259 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA CCGATACTGGGCTGTATGTGA 80 111 61 26 319 21 57,050 59,313 26,900 35,800 10,636,594 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 80 260 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA TCCGATACTGGGCTGTATGTG 80 112 61 26 320 21 57,050 59,313 26,900 32,100 10,636,594 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 3 150 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA AGTAGCCAAGGTACCCACAG 80 3 61 26 210 20 57,050 58,723 26,900 36,600 10,226,629 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 2 149 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA GTAGCCAAGGTACCCACAGT 80 2 61 26 209 20 57,050 59,018 26,900 35,500 9,931,950 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr236_3 3 167 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 0 147 ACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATACTCCCAAATACTTTAAATCCTTTCA AGCCAAGGTACCCACAGTAG 80 0 61 26 207 20 57,050 58,723 26,900 25,700 10,226,629 A 347 ATGTCATGGCAATTGTTTTCACTTCACTTCTTTTCTTTACTAGGATCAGAGTAAAACAATACTCCCAAATACTTTAAATCCTTTCAACTTTTCATTATAGGTTTACATTTTAATCATAAGTGGTTTTGCACTCTGTTTTCTCACAGGTTTTGTGAAGCATGGGGTActgctgctgctgctgctgctgCTACTGTGGGTACCTTGGCTACTTGTACAACAAAAGAATGTGAACTTTTCAAACAGAATCATTTACTATTCAGCAGCCAATGGAGATTATCAGTTCACAACAATTATTCTGTCACATACAGCCCAGTATCGGATAGACAGTGAGATGTTGAGTTGTGTTG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 1 1 2 10 145 TTCTCCTCCAAGcacacaCCAACATCACTTacaacaaca TTCTCCTCCAAGCACACACC GGAGCCTTTGTGGTGATGGT 10 74 133 20 277 20 59,891 60,251 41,600 35,500 0.359926 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 2 10 146 TTCTCCTCCAAGcacacaCCAACATCACTTacaacaaca TTCTCCTCCAAGCACACACC TGGAGCCTTTGTGGTGATGG 10 75 133 20 278 20 59,891 60,251 41,600 35,100 0.359882 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 80 259 GCACAACAACTCAGCAAGGTTTAATTCGATAGCATCGCACAACAACTCAGCAAGGT ACCATTGGAGCCTTTGTGGT 118 80 25 20 283 20 59,259 59,812 35,000 41,600 0.929078 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 80 260 TGCACAACAACTCAGCAAGGTTTAATTCGATAGCATTGCACAACAACTCAGCAAGG ACCATTGGAGCCTTTGTGGT 119 80 24 20 283 20 59,260 59,812 36,100 41,600 0.928490 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 75 255 TGCACAACAACTCAGCAAGGTTTAATTCGATAGCATTGCACAACAACTCAGCAAGG TGGAGCCTTTGTGGTGATGG 119 75 24 20 278 20 59,260 60,251 36,100 35,100 0.991446 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 48 191 AGAAGAACAGCAATGCTATGGGAACAACATCAGCTAGAAGAACAGCAATGCTATGGG ACCATTGGAGCCTTTGTGGT 48 80 93 22 283 20 58,715 59,812 40,000 41,600 3,473,826 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 10 151 TTCTCCTCCAAGcacacaCCAACATCACTTacaacaaca TTCTCCTCCAAGCACACACC ACCATTGGAGCCTTTGTGGT 10 80 133 20 283 20 59,891 59,812 41,600 41,600 0.296926 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 3 138 CCAAGcacacaCCAACATCACTTacaacaacaacaacaac CCAAGCACACACCAACATCA GGAGCCTTTGTGGTGATGGT 3 74 140 20 277 20 58,969 60,251 30,700 35,500 1,282,577 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 4 3 139 CCAAGcacacaCCAACATCACTTacaacaacaacaacaac CCAAGCACACACCAACATCA TGGAGCCTTTGTGGTGATGG 3 75 140 20 278 20 58,969 60,251 30,700 35,100 1,282,532 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 5 47 191 AGAAGAACAGCAATGCTATGGGAACAACATCAGCTAGAAGAACAGCAATGCTATGGGA ACCATTGGAGCCTTTGTGGT 47 80 93 23 283 20 60,054 59,812 43,700 41,600 3,242,481 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 6 47 190 GAAGAACAGCAATGCTATGGGAACAACATCAGCTCGAAGAACAGCAATGCTATGGGA ACCATTGGAGCCTTTGTGGT 47 80 94 22 283 20 58,718 59,812 43,700 41,600 3,470,363 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 32 167 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA GGAGCCTTTGTGGTGATGGT 32 74 111 20 277 20 59,230 60,251 38,600 35,500 1,021,841 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 32 168 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA TGGAGCCTTTGTGGTGATGG 32 75 111 20 278 20 59,230 60,251 38,600 35,100 1,021,796 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 32 173 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA ACCATTGGAGCCTTTGTGGT 32 80 111 20 283 20 59,230 59,812 38,600 41,600 0.958841 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 26 122 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA AGTTCCAGGATATTGATTCAGCA 32 26 111 20 232 23 59,230 57,622 38,600 44,100 6,148,730 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 26 123 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA GAGTTCCAGGATATTGATTCAGCA 32 26 111 20 233 24 59,230 58,628 38,600 44,100 6,142,025 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 26 124 TGGGAACAACATCAGCTCCAAATTCTCCTCCAAGca TGGGAACAACATCAGCTCCA AGAGTTCCAGGATATTGATTCAGCA 32 26 111 20 234 25 59,230 59,868 38,600 44,100 5,902,142 B 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr239_4 4 163 21 7 1 AAC ACAACAACAACAACAACAACA NO 0 0 8 10 139 TTCTCCTCCAAGcacacaCCAACATCACTTacaacaaca TTCTCCTCCAAGCACACACC TTTGTGGTGATGGTGCTTCC 10 68 133 20 271 20 59,891 58,673 41,600 34,600 1,435,887 F 291 CAGTTTGTACAATCTACAGTATATGCACAACAACTCAGCAAGGTTTAATTCGATAGCATCtttttCCTTTATGACTATCTCCATTGAGAAAGAGAAGAACAGCAATGCTATGGGAACAACATCAGCTCCAAATTCTCCTCCAAGcacacaCCAACATCACTTacaacaacaacaacaacaacaAATATCACCATTCTTTCATCATTTCTTGCTGAATCAATATCCTGGAACTCTGTACCTTAAAACATTGTGGAAGCACCATCACCACAAAGGCTCCAATGGTTCaaaaaG

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 1 1 2 66 287 TCACATTCTGGACCCATGGCCTGCAGCATCTTCAAA TCACATTCTGGACCCATGGC ACTGCTACTTGTGCCGTTCA 66 160 21 20 307 20 60,034 59,894 44,000 31,800 0.140150 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 2 66 291 TCACATTCTGGACCCATGGCCTGCAGCATCTTCAAA TCACATTCTGGACCCATGGC ACCTACTGCTACTTGTGCCG 66 164 21 20 311 20 60,034 59,753 44,000 56,900 0.280821 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 2 65 290 CACATTCTGGACCCATGGCCTGCAGCATCTTCAAAC CACATTCTGGACCCATGGCC ACCTACTGCTACTTGTGCCG 65 164 22 20 311 20 61,039 59,753 53,600 56,900 1,285,868 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 3 66 290 TCACATTCTGGACCCATGGCCTGCAGCATCTTCAAA TCACATTCTGGACCCATGGC CCTACTGCTACTTGTGCCGT 66 163 21 20 310 20 60,034 59,753 44,000 56,800 0.280821 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 66 285 TCACATTCTGGACCCATGGCCTGCAGCATCTTCAAA TCACATTCTGGACCCATGGC TGCTACTTGTGCCGTTCACT 66 158 21 20 305 20 60,034 59,894 44,000 34,100 0.140150 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 63 190 TCACATTCTGGACCCATGGCCTGCAGCATCTTCAAA TCACATTCTGGACCCATGGC GCGACAGCCTTATCCGAGAG 66 63 21 20 210 20 60,034 60,318 44,000 32,000 0.352461 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 49 173 GGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGCCTGCAGCATCTTCAAAC GCGACAGCCTTATCCGAGAG 49 63 38 20 210 20 60,109 60,318 29,300 32,000 0.427220 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 31 155 ACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtt ACATCCGGATCAATCGGTGG GCGACAGCCTTATCCGAGAG 31 63 56 20 210 20 59,893 60,318 46,100 32,000 0.424983 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 31 236 ACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtt ACATCCGGATCAATCGGTGG TTCACTCGCACCTTCACCAA 31 144 56 20 291 20 59,893 59,821 46,100 36,700 0.285941 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 31 250 ACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtt ACATCCGGATCAATCGGTGG TGCTACTTGTGCCGTTCACT 31 158 56 20 305 20 59,893 59,894 46,100 34,100 0.212672 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 26 150 CGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCGGATCAATCGGTGGAGGTC GCGACAGCCTTATCCGAGAG 26 63 61 20 210 20 60,249 60,318 38,500 32,000 0.567764 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 15 139 GTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgtt GTGGAGGTCTGTCTGTCGTT GCGACAGCCTTATCCGAGAG 15 63 72 20 210 20 59,325 60,318 38,500 32,000 0.992809 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 14 139 GTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgtt GTGGAGGTCTGTCTGTCGTTT GCGACAGCCTTATCCGAGAG 14 63 72 21 210 20 59,931 60,318 36,000 32,000 1,387,017 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 6 19 138 ATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTT ATCGGTGGAGGTCTGTCTGT AGCCTTATCCGAGAGACCTCA 19 57 68 20 205 21 60,252 59,784 34,100 38,600 1,467,505 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr240_3 3 107 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 6 19 238 ATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTT ATCGGTGGAGGTCTGTCTGT TGCTACTTGTGCCGTTCACT 19 158 68 20 305 20 60,252 59,894 34,100 34,100 0.357796 F 351 GCTGACACCATCAGGTGTATTCACATTCTGGACCCATGGCCTGCAGCATCTTCAAACATCCGGATCAATCGGTGGAGGTCTGTCTGTCGtttttATTTCATCCTTTttgttgttgttgttgttgttgCCCTTCCTCCCACCAAAACAAATTTCCCATTCCTGGAAGTAagagagGGTTAAAGATTGAGGtctctcGGATAAGGCTGTCGCCAACAAtgtgtgTTGAAGTAAGGAGTCGTCGGATACTGTGGATTAACCGTTGCCTTTTGTGTTGGTGAAGGTGCGAGTGAACGGCACAAGTAGCAGTAGGTTAGGTGCTTAATTTCTTTCCTATAATTCCATGTCCAACTT

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 1 1 2 43 252 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA TCCTCGGGCCTTATATCTTGAC 127 43 48 20 299 22 59,965 59,102 40,200 31,800 2,933,286 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 2 42 251 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA CCTCGGGCCTTATATCTTGACT 127 42 48 20 298 22 59,965 59,099 40,200 34,100 2,935,862 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 3 85 294 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA AACGAACTCTGTAGCCTGTAAA 127 85 48 20 341 22 59,965 57,404 40,200 20,100 4,631,079 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 3 85 295 AGAGGTCATGCACAGTGTCCAACCCTCGGGATGGT AGAGGTCATGCACAGTGTCC AACGAACTCTGTAGCCTGTAAA 128 85 47 20 341 22 59,677 57,404 40,200 20,100 4,918,737 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 3 10 177 GCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacaga GCAGGGTCTCAGCCTAATGG AACGAACTCTGTAGCCTGTAAA 10 85 165 20 341 22 60,179 57,404 31,600 20,100 4,774,797 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 86 295 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA AAACGAACTCTGTAGCCTGTAA 127 86 48 20 342 22 59,965 57,404 40,200 24,100 4,631,079 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 39 248 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA CGGGCCTTATATCTTGACTTGC 127 39 48 20 295 22 59,965 59,191 40,200 40,100 2,843,860 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 102 GCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacaga GCAGGGTCTCAGCCTAATGG AGTCTTCTTCGTTAGTGGCTGT 10 10 165 20 266 22 60,179 59,371 31,600 44,000 2,807,691 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 103 gGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacag GGCAGGGTCTCAGCCTAATG AGTCTTCTTCGTTAGTGGCTGT 11 10 164 20 266 22 60,179 59,371 19,000 44,000 2,807,691 F 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 154 TACCAGAATGACGGCAGCAAGAGCCACATGCTCTG TACCAGAATGACGGCAGCAA AGTCTTCTTCGTTAGTGGCTGT 62 10 113 20 266 22 59,677 59,371 39,100 44,000 2,951,959 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 180 GAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGAGGTGAGCCAGCAGAATGA AGTCTTCTTCGTTAGTGGCTGT 88 10 87 20 266 22 59,749 59,371 25,700 44,000 2,880,011 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 181 AGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAAAGAGGTGAGCCAGCAGAATG AGTCTTCTTCGTTAGTGGCTGT 89 10 86 20 266 22 59,748 59,371 26,700 44,000 2,881,136 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 213 ATGCACAGTGTCCAACCCTCGGGATGGTGAATAGA ATGCACAGTGTCCAACCCTC AGTCTTCTTCGTTAGTGGCTGT 121 10 54 20 266 22 60,251 59,371 43,000 44,000 2,879,558 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 10 219 GAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGGAGGTCATGCACAGTGTCCA AGTCTTCTTCGTTAGTGGCTGT 127 10 48 20 266 22 59,965 59,371 40,200 44,000 2,663,974 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 8 100 AGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaac AGGGTCTCAGCCTAATGGGT AGTCTTCTTCGTTAGTGGCTGT 8 10 167 20 266 22 59,955 59,371 45,100 44,000 2,673,512 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 8 129 AGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaac AGGGTCTCAGCCTAATGGGT CGGGCCTTATATCTTGACTTGC 8 39 167 20 295 22 59,955 59,191 45,100 40,100 2,853,398 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 8 175 AGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaac AGGGTCTCAGCCTAATGGGT AACGAACTCTGTAGCCTGTAAA 8 85 167 20 341 22 59,955 57,404 45,100 20,100 4,640,618 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 4 8 176 AGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaac AGGGTCTCAGCCTAATGGGT AAACGAACTCTGTAGCCTGTAA 8 86 167 20 342 22 59,955 57,404 45,100 24,100 4,640,618 A 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr241_2 2 195 40 8 1 AACAG GAACAGAACAGAACAGAACAGAACAGAACAGAAC GAACA_195_234 0 0 6 10 201 CAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCACAACCCTCGGGATGGTGAAT AGTCTTCTTCGTTAGTGGCTGT 109 10 66 20 266 22 59,744 59,371 25,700 44,000 2,884,547 B 346 TTGCAAACATTACAAATGTTCttttttCTTCAGGCAAAACGTTGGCAGAGGTCATGCACAGTGTCCAACCCTCGGGATGGTGAATAGAGGTGAGCCAGCAGAATGAAACTGTTACCAGAATGACGGCAGCAAGAGCCACATGCTCTGGTATCgtcggtcggtcgGCAGGGTCTCAGCCTAATGGGTTATTCTCTgaacagaacagaacagaacagaacagaacagaacagaacaGAANNNNNGAACAGCCACTAACGAAGAAGACTTNGAGAAGCAAGTCAAGATATAAGGCCCGAGGAGAAAATTGCTGTTTGACGATTTTACAGGCTACAGAGTTCGTTTTGGC

cons_gr242_2 2 186 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 5 7 97 AAGGGAAATTATTGCAATCCAATTGCATCCCTggaggAAGGGAAATTATTGCAATCCAATTG TCCTCTTCAAGAAGGAAAGTCC 7 22 154 25 250 22 57,131 57,374 23,200 38,500 12,494,513 F 256 GGTGAACTCTCCACCTTTTATATGGCTTTTCTTTTaaaaaaaaaaCTcacacaAAAAGACAAATGGTCCAAAACCTcccccAATCCCAGCAGAAAAGTGAGACATCaaaaaaaaaaNAAATGTTaaaaaaaaaaGTNNAAANGNaaaaaTTTAAAGGGAAATTATTGCAATCCAATTGCATCCCTggaggaggaggaggaggaggaggggggATGAAGTGAGTAATCAGGACTTTCCTTCTTGAAGAGGAAGAAAA

cons_gr242_2 2 186 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 7 98 AAGGGAAATTATTGCAATCCAATTGCATCCCTggaggAAGGGAAATTATTGCAATCCAATTG TTCCTCTTCAAGAAGGAAAGTCC 7 22 154 25 251 23 57,131 58,026 23,200 38,500 12,843,305 F 256 GGTGAACTCTCCACCTTTTATATGGCTTTTCTTTTaaaaaaaaaaCTcacacaAAAAGACAAATGGTCCAAAACCTcccccAATCCCAGCAGAAAAGTGAGACATCaaaaaaaaaaNAAATGTTaaaaaaaaaaGTNNAAANGNaaaaaTTTAAAGGGAAATTATTGCAATCCAATTGCATCCCTggaggaggaggaggaggaggaggggggATGAAGTGAGTAATCAGGACTTTCCTTCTTGAAGAGGAAGAAAA

cons_gr242_2 2 186 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 7 99 AAGGGAAATTATTGCAATCCAATTGCATCCCTggaggAAGGGAAATTATTGCAATCCAATTG CTTCCTCTTCAAGAAGGAAAGTCC 7 22 154 25 252 24 57,131 58,999 23,200 38,500 12,869,497 F 256 GGTGAACTCTCCACCTTTTATATGGCTTTTCTTTTaaaaaaaaaaCTcacacaAAAAGACAAATGGTCCAAAACCTcccccAATCCCAGCAGAAAAGTGAGACATCaaaaaaaaaaNAAATGTTaaaaaaaaaaGTNNAAANGNaaaaaTTTAAAGGGAAATTATTGCAATCCAATTGCATCCCTggaggaggaggaggaggaggaggggggATGAAGTGAGTAATCAGGACTTTCCTTCTTGAAGAGGAAGAAAA

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 1 1 4 52 219 AAGGTCTCTGGCAATGGTGGCATCCTGCATGGACT AAGGTCTCTGGCAATGGTGG GTGCAGACAAGATGGGCTGA 106 52 45 20 263 20 59,961 60,322 46,100 42,600 0.360664 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 51 218 AAGGTCTCTGGCAATGGTGGCATCCTGCATGGACT AAGGTCTCTGGCAATGGTGG TGCAGACAAGATGGGCTGAA 106 51 45 20 262 20 59,961 59,599 46,100 30,200 0.440100 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 37 204 AAGGTCTCTGGCAATGGTGGCATCCTGCATGGACT AAGGTCTCTGGCAATGGTGG GCTGAATGGCCTCTTTCTGC 106 37 45 20 248 20 59,961 59,545 46,100 42,600 0.493749 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 30 128 gggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAGGGCCCTCCTGTTGTACTTC GCTGAATGGCCTCTTTCTGC 30 37 121 20 248 20 60,035 59,545 30,100 42,600 0.490348 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 30 143 gggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAGGGCCCTCCTGTTGTACTTC GTGCAGACAAGATGGGCTGA 30 52 121 20 263 20 60,035 60,322 30,100 42,600 0.357263 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 30 287 gggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAGGGCCCTCCTGTTGTACTTC CTGGTGGCTGAGGCTGAAAT 30 196 121 20 407 20 60,035 60,323 30,100 21,700 0.358521 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 30 300 gggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAGGGCCCTCCTGTTGTACTTC TTCACTGCCTAAGCTGGTGG 30 209 121 20 420 20 60,035 59,963 30,100 46,100 0.072075 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 26 140 CCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtg CCCTCCTGTTGTACTTCCATC GTGCAGACAAGATGGGCTGA 26 52 124 21 263 20 57,732 60,322 35,100 42,600 3,589,942 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 4 25 140 CCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtg CCCTCCTGTTGTACTTCCATCT GTGCAGACAAGATGGGCTGA 25 52 124 22 263 20 59,159 60,322 29,000 42,600 3,162,571 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 127 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC GCTGAATGGCCTCTTTCTGC 29 37 122 20 248 20 60,035 59,545 34,600 42,600 0.490348 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 137 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC GACAAGATGGGCTGAATGGC 29 47 122 20 258 20 60,035 59,257 34,600 44,000 0.778440 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 141 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC TGCAGACAAGATGGGCTGAA 29 51 122 20 262 20 60,035 59,599 34,600 30,200 0.436699 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 142 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC GTGCAGACAAGATGGGCTGA 29 52 122 20 263 20 60,035 60,322 34,600 42,600 0.357263 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 286 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC CTGGTGGCTGAGGCTGAAAT 29 196 122 20 407 20 60,035 60,323 34,600 21,700 0.358521 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 29 299 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC TTCACTGCCTAAGCTGGTGG 29 209 122 20 420 20 60,035 59,963 34,600 46,100 0.072075 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 Apr‐25 28 298 gCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgt GCCCTCCTGTTGTACTTCCA TTCACTGCCTAAGCTGGTGG 28 209 123 20 420 20 59,309 59,963 35,300 46,100 0.727494 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 5 24 140 CCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtg CCCTCCTGTTGTACTTCCATCTC GTGCAGACAAGATGGGCTGA 24 52 124 23 263 20 60,119 60,322 27,500 42,600 3,440,511 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC
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cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 6 29 285 ggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgGGCCCTCCTGTTGTACTTCC TGGTGGCTGAGGCTGAAATG 29 195 122 20 406 20 60,035 60,610 34,600 23,200 0.645300 F 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 9 14 113 ACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcACTTCCATCTCACCCTCCTCA GCTGAATGGCCTCTTTCTGC 14 37 136 21 248 20 59,921 59,545 38,600 42,600 1,534,495 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 9 14 127 ACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcACTTCCATCTCACCCTCCTCA TGCAGACAAGATGGGCTGAA 14 51 136 21 262 20 59,921 59,599 38,600 30,200 1,480,846 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr243_2 2 171 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_171_191 0 0 9 14 128 ACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcACTTCCATCTCACCCTCCTCA GTGCAGACAAGATGGGCTGA 14 52 136 21 263 20 59,921 60,322 38,600 42,600 1,401,409 B 424 AAACTCATGGCAGGGTCCCATCATATGAAGTGTCTTTGTATGAGAAGGTCTCTGGCAATGGTGGCATCCTGCATGGACTCCTCATAACAtgtgtgtgGGCAACCCCTCCCTCATAGCTgggggCCCTCCTGTTGTACTTCCATCTCACCCTCCTCATAgtgtgtAGTGCTtcctcctcctcctcctcctccTCNNNGTCTTCCTATAGAACCATAGAAAAGTTATGATGCAGAAAGAGGCCATTCAGCCCATCTTGTCTGCACCAGCCaaaaaGAGaaaaaaGAAACTAGTCGCTAATTTTAATCCAATTTTCCAGCACCTGGTCCGTAGCCTTGCAGGTTACAGCATTTCAGATGCAAATCCAGGTACCTTTTAAATGAGCTGAGCATTTCAGCCTCAGCCACCAGCTTAGGCAGTGAATTCC

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 1 1 3 41 189 CTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtc CTCCAGGGATTGAAGATCTGTCT CCTGGTAAAGAGAAATGTTCAAAGA 41 51 48 23 236 25 59,289 57,489 34,100 25,200 11,221,226 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 4 91 295 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGAATGGCTACCTGCTAGGGTG TGGATGATGCTTGACTTAGCCA 91 113 1 20 295 22 59,160 59,761 46,100 47,500 3,079,348 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 4 90 294 ATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAG ATGGCTACCTGCTAGGGTGG TGGATGATGCTTGACTTAGCCA 90 113 2 20 295 22 61,057 59,761 46,100 47,500 3,296,102 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 4 86 290 CTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCCTACCTGCTAGGGTGGCTCA TGGATGATGCTTGACTTAGCCA 86 113 6 20 295 22 60,688 59,761 42,600 47,500 2,927,159 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 4 41 189 TCCAGGGATTGAAGATCTGtctatctatctatctgtctgtct TCCAGGGATTGAAGATCTGTCT ACCTGGTAAAGAGAAATGTTCAAAGA 41 51 49 22 237 26 58,271 58,940 34,100 25,200 10,789,528 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 5 41 189 TCCAGGGATTGAAGATCTGtctatctatctatctgtctgtct TCCAGGGATTGAAGATCTGTCT ACCTGGTAAAGAGAAATGTTCAAAG 41 52 49 22 237 25 58,271 57,723 34,100 27,700 11,006,282 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 6 43 238 CCTCCAGGGATTGAAGATCTGtctatctatctatctgtctg CCTCCAGGGATTGAAGATCTGT TGACTTAGCCAAACAGCCTT 43 104 47 22 284 20 59,223 57,343 34,100 43,500 5,433,484 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 7 91 287 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGAATGGCTACCTGCTAGGGTG GCTTGACTTAGCCAAACAGCC 91 106 1 20 287 21 59,160 60,068 46,100 48,500 1,908,210 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 7 86 282 CTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCCTACCTGCTAGGGTGGCTCA GCTTGACTTAGCCAAACAGCC 86 106 6 20 287 21 60,688 60,068 42,600 48,500 1,756,021 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 7 85 281 TACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTTACCTGCTAGGGTGGCTCAC GCTTGACTTAGCCAAACAGCC 85 106 7 20 287 21 60,976 60,068 35,100 48,500 2,044,337 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 7 41 239 TCCAGGGATTGAAGATCTGtctatctatctatctgtctgtct TCCAGGGATTGAAGATCTGTCT GCTTGACTTAGCCAAACAGCC 41 106 49 22 287 21 58,271 60,068 34,100 48,500 4,797,371 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr249_2 2 112 49 10 1.5 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 8 43 239 CCTCCAGGGATTGAAGATCTGtctatctatctatctgtctg CCTCCAGGGATTGAAGATCTGT TTGACTTAGCCAAACAGCCT 43 105 47 22 285 20 59,223 57,343 34,100 45,800 5,433,484 F 331 AATGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgTCTATCTGTCTATCTAtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTAAAAGAAAAGGCTGTTTGGCTAAGTCAAGCATCATCCAATTGGGTAGTGAATCtttttGCTTTCCAGTTGGAGT

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 1 1 May‐25 33 281 TGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTGATCAACAGCGCCCATCAG CATCTCGTCTCCGGCCATG 33 182 20 20 300 19 60,745 60,300 29,000 36,600 2,045,951 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 0 0 Jun‐25 34 281 TGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTGATCAACAGCGCCCATCA CATCTCGTCTCCGGCCATG 34 182 20 19 300 19 59,701 60,300 30,700 36,600 2,599,786 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 0 0 Jul‐25 34 282 CTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTGATCAACAGCGCCCATCA CATCTCGTCTCCGGCCATG 34 182 19 20 300 19 60,745 60,300 30,700 36,600 2,045,951 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 0 0 11‐May 45 292 GGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGAGGTCGAGGCCCTGATCAAC CATCTCGTCTCCGGCCATG 45 182 9 19 300 19 60,153 60,300 31,800 36,600 2,453,814 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 0 0 Dec‐75 44 291 GTCGAGGCCCTGATCAACAGCGCCCATCAGCAGAT GTCGAGGCCCTGATCAACA CATCTCGTCTCCGGCCATG 44 182 10 19 300 19 59,403 60,300 33,300 36,600 2,897,399 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr24_4 4 73 27 9 1 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAG CAG_73_99 0 0 13.75 43 291 GTCGAGGCCCTGATCAACAGCGCCCATCAGCAGAT GTCGAGGCCCTGATCAACAG CATCTCGTCTCCGGCCATG 43 182 10 20 300 19 60,461 60,300 31,600 36,600 1,761,452 A 386 GAGGATGCGGTCGAGGCCCTGATCAACAGCGCCCATCAGCAGATGCAAGCGGGCTTCGAGGGCTACAGGAGCcagcagcagcagcagcagcagcagcagNANTATGCACCGGCGGCCGGAGCNGNNNNNNCCGGANNCNNNNNGCNTCNNGCCGGNNNNNNCNGTNGNGGCCCNNATCANCAGCNCCNNCANCANCANNNNCANNNNNNCNNCNNGGGCNNCAGNANCCAGNNGNAGNAGNNGCNGCNGNNGNNNCNNNATGCACCGGCGGCCGGAGCGGGCATGGCCGGAGACGAGATGCCTCCANNCGGNACNNNGNNNGCNNNTCNNNNGCACCAGCACCATCACCATCATCACCACCAGGGGCACCAGCACCCAgggggAGG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 1 1 2 34 226 TCCTGAATTCAGAGCAGCATCTCAAACATACATATT TCCTGAATTCAGAGCAGCATCT GGAGGAACCTGCCTATCTGG 106 34 21 22 246 20 59,495 59,238 29,000 38,600 3,266,387 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 2 31 223 TCCTGAATTCAGAGCAGCATCTCAAACATACATATT TCCTGAATTCAGAGCAGCATCT GGAACCTGCCTATCTGGACC 106 31 21 22 243 20 59,495 59,530 29,000 44,600 2,974,926 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 2 30 222 TCCTGAATTCAGAGCAGCATCTCAAACATACATATT TCCTGAATTCAGAGCAGCATCT GAACCTGCCTATCTGGACCC 106 30 21 22 242 20 59,495 59,530 29,000 44,600 2,974,926 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 51 257 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG GGTTGCTTCTGCTTCACAGC 51 122 78 20 334 20 57,041 60,040 44,500 44,000 2,999,173 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 51 259 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG TGGGTTGCTTCTGCTTCACA 51 124 78 20 336 20 57,041 60,107 44,500 35,800 3,066,234 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 34 169 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG GGAGGAACCTGCCTATCTGG 51 34 78 20 246 20 57,041 59,238 44,500 38,600 3,721,267 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 31 166 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG GGAACCTGCCTATCTGGACC 51 31 78 20 243 20 57,041 59,530 44,500 44,600 3,429,807 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 31 242 TGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGTGAGTCTTGGTGATCTTATTCCTGA GGAACCTGCCTATCTGGACC 122 31 2 25 243 20 59,279 59,530 38,600 44,600 6,191,821 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 30 165 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG GAACCTGCCTATCTGGACCC 51 30 78 20 242 20 57,041 59,530 44,500 44,600 3,429,807 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 30 241 TGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGTGAGTCTTGGTGATCTTATTCCTG GAACCTGCCTATCTGGACCC 123 30 2 24 242 20 58,018 59,530 38,600 44,600 6,452,698 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 30 241 TGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGTGAGTCTTGGTGATCTTATTCCTGA GAACCTGCCTATCTGGACCC 122 30 2 25 242 20 59,279 59,530 38,600 44,600 6,191,821 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 132 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT GAACCTGCCTATCTGGACCC 17 30 111 21 242 20 60,134 59,530 37,200 44,600 1,604,133 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 133 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT GGAACCTGCCTATCTGGACC 17 31 111 21 243 20 60,134 59,530 37,200 44,600 1,604,133 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 144 GCCTTTACCAACTGCTGTGTCATAACACAAGATAGGGCCTTTACCAACTGCTGTGT GTGTCTGTGGGAGGAACCTG 17 43 112 20 255 20 58,681 59,965 37,200 40,000 1,354,034 F 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 145 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT GTGTCTGTGGGAGGAACCTG 17 43 111 21 255 20 60,134 59,965 37,200 40,000 1,169,249 F 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 224 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT GGTTGCTTCTGCTTCACAGC 17 122 111 21 334 20 60,134 60,040 37,200 44,000 1,173,499 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 4 17 226 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT TGGGTTGCTTCTGCTTCACA 17 124 111 21 336 20 60,134 60,107 37,200 35,800 1,240,561 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 5 16 131 GCCTTTACCAACTGCTGTGTCATAACACAAGATAGGGCCTTTACCAACTGCTGTGTC GAACCTGCCTATCTGGACCC 16 30 112 21 242 20 59,733 59,530 36,700 44,600 1,737,330 A 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 5 16 144 GCCTTTACCAACTGCTGTGTCATAACACAAGATAGGGCCTTTACCAACTGCTGTGTC GTGTCTGTGGGAGGAACCTG 16 43 112 21 255 20 59,733 59,965 36,700 40,000 1,302,447 F 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 106 300 CCTGAATTCAGAGCAGCATCTCAAACATACATATTGCCTGAATTCAGAGCAGCATCT TCACAGCTGCCTTCAAACCA 106 109 22 21 321 20 58,079 60,107 29,000 36,700 3,027,292 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 105 300 CCTGAATTCAGAGCAGCATCTCAAACATACATATTGCCTGAATTCAGAGCAGCATCTC TCACAGCTGCCTTCAAACCA 105 109 22 22 321 20 59,127 60,107 27,500 36,700 2,980,240 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 100 293 TCAGAGCAGCATCTCAAACATACATATTGAAAATATTCAGAGCAGCATCTCAAACA TCACAGCTGCCTTCAAACCA 100 109 29 20 321 20 57,155 60,107 28,300 36,700 2,952,132 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 55 247 TCCTGAATTCAGAGCAGCATCTCAAACATACATATT TCCTGAATTCAGAGCAGCATCT TCTTCTGCGTGTGTGTCTGT 106 55 21 22 267 20 59,495 59,540 29,000 34,100 2,964,485 F 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 51 244 AGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGC AGTTCAAGTTTCCCTCTGGG TCACAGCTGCCTTCAAACCA 51 109 78 20 321 20 57,041 60,107 44,500 36,700 3,066,234 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr250_2 2 149 44 11 1 AAGG AGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAANO 0 0 6 17 211 AGCCTTTACCAACTGCTGTGTCATAACACAAGATAGAGCCTTTACCAACTGCTGTGT TCACAGCTGCCTTCAAACCA 17 109 111 21 321 20 60,134 60,107 37,200 36,700 1,240,561 B 340 CTGAGTCTTGGTGATCTTATTCCTGAATTCAGAGCAGCATCTCAAACATACATATTGAAAATATAGGCTATGACAGTAGTTCAAGTTTCCCTCTGGGATTTAAACAACTTAGCCTTTACCAACTGCTGTGTCATAACACAAGATAGGTaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaaggaTGGAAGGACTTACCTTTTCTCTATCAACAGGGGTCCAGATAGGCAGGTTCCTCCCACAGacacacacGCagaagaagaAAGTTTGTTTTGGAAACTGTTTGAGTTCAGTTGGTTTGAAGGCAGCTGTGAAGCAGAAGCAACCCAAAAG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 1 1 4 38 177 GGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGc GGCGCCATGTATTTAAGCCC CATTGAGCAGCAGGTGAGGA 49 38 77 20 253 20 59,686 60,036 51,900 37,100 0.349712 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 4 36 175 GGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGc GGCGCCATGTATTTAAGCCC TTGAGCAGCAGGTGAGGATG 49 36 77 20 251 20 59,686 60,036 51,900 35,100 0.349712 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 4 36 236 GCAGCCCAAGAGGAAACTGAAATAATGGAGGagca GCAGCCCAAGAGGAAACTGA TTGAGCAGCAGGTGAGGATG 110 36 16 20 251 20 60,251 60,036 34,100 35,100 0.286626 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 5 38 247 AAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATAAAGTTGCAGCAGCCCAAGA CATTGAGCAGCAGGTGAGGA 119 38 7 20 253 20 60,756 60,036 30,200 37,100 0.792167 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 5 36 245 AAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATAAAGTTGCAGCAGCCCAAGA TTGAGCAGCAGGTGAGGATG 119 36 7 20 251 20 60,756 60,036 30,200 35,100 0.792167 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 6 31 170 GGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGc GGCGCCATGTATTTAAGCCC CAGCAGGTGAGGATGTGGAG 49 31 77 20 246 20 59,686 60,108 51,900 38,600 0.421787 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 6 31 240 AAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATAAAGTTGCAGCAGCCCAAGA CAGCAGGTGAGGATGTGGAG 119 31 7 20 246 20 60,756 60,108 30,200 38,600 0.864242 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 8 6 127 cacacaGTgaggaggagCAGccccccctgggctgggctgggct CACACAGTGAGGAGGAGCAG CAGCAGGTGAGGATGTGGAG 6 31 120 20 246 20 60,038 60,108 42,400 38,600 0.145312 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 8 6 132 cacacaGTgaggaggagCAGccccccctgggctgggctgggct CACACAGTGAGGAGGAGCAG TTGAGCAGCAGGTGAGGATG 6 36 120 20 251 20 60,038 60,036 42,400 35,100 0.073237 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 8 6 134 cacacaGTgaggaggagCAGccccccctgggctgggctgggct CACACAGTGAGGAGGAGCAG CATTGAGCAGCAGGTGAGGA 6 38 120 20 253 20 60,038 60,036 42,400 37,100 0.073237 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 10 38 216 TAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTG TAATGGAGGAGCAGCAGCAG CATTGAGCAGCAGGTGAGGA 88 38 38 20 253 20 59,820 60,036 42,400 37,100 0.215427 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr251_2 2 146 50 10 1 AGCCC CTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTGG NO 0 0 10 36 214 TAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTG TAATGGAGGAGCAGCAGCAG TTGAGCAGCAGGTGAGGATG 88 36 38 20 251 20 59,820 60,036 42,400 35,100 0.215427 F 253 ACTTTAAAAGTTGCAGCAGCCCAAGAGGAAACTGAAATAATGGAGGagcagcagcagcTTGCAGGCCCAGGCTGCTGGCGCCATGTATTTAAGCCCCTCTGCCTGCCCCTGcccccACTcacacaGTgaggaggagCAGccccccctgggctgggctgggctgggctgggctgggctgggctgggctgggctgggCCGGGCCTGGGCCTctccccctccccctccccTCCACATCCTCACCTGCTGCTCAATG

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 1 1 21 5 148 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctat CTCCATCCGTCCTTCCCTCT AGGGAGATAGGGAGATAGAGAGA 5 26 1 20 148 23 60,398 57,950 36,900 31,000 5,447,395 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 21 4 147 TCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatc TCCATCCGTCCTTCCCTCTA AGGGAGATAGGGAGATAGAGAGA 4 26 2 20 148 23 59,069 57,950 24,300 31,000 5,981,047 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 22 5 148 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctat CTCCATCCGTCCTTCCCTCT AGGGAGATAGGGAGATAGAGAGAT 5 25 1 20 148 24 60,398 58,376 36,900 27,500 6,021,832 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 24 5 139 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctat CTCCATCCGTCCTTCCCTCT GGGAGATAGAGAGATAGAGAGATAGA 5 14 1 20 139 26 60,398 57,216 36,900 19,800 9,181,476 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 24 4 138 TCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatc TCCATCCGTCCTTCCCTCTA GGGAGATAGAGAGATAGAGAGATAGA 4 14 2 20 139 26 59,069 57,216 24,300 19,800 9,715,128 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr252_2 2 26 74 17 1.5 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC NO 0 0 25 4 139 TCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatc TCCATCCGTCCTTCCCTCTA AGGGAGATAGAGAGATAGAGAGATAGA 4 14 2 20 140 27 59,069 58,422 24,300 19,800 9,509,844 F 169 CTCCATCCGTCCTTCCCTCTATCTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctctcTATCTAtctctcTATCTAtctctcTAtctctcTATCTCCCTATCTCCCTAtctctctctcTAtctctcTA

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 1 1 2 47 159 ATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAATGAGCAGGCTGGCTATGTC ACAGCCTTCTGGAGTCTTGC 48 47 128 20 286 20 59,892 59,964 30,600 40,100 0.144230 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 2 47 261 GACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTGACCGAGCAGACAGTAGTGG ACAGCCTTCTGGAGTCTTGC 150 47 26 20 286 20 59,829 59,964 40,000 40,100 0.207477 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 3 47 160 GATGAGCAGGCTGGCTATGTCACCATGGTACAGGAGATGAGCAGGCTGGCTATGT ACAGCCTTCTGGAGTCTTGC 49 47 127 20 286 20 59,892 59,964 22,900 40,100 0.144230 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 3 47 246 AGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGAGTGGAGGAGCCTCAGACTT ACAGCCTTCTGGAGTCTTGC 135 47 41 20 286 20 59,884 59,964 30,100 40,100 0.152165 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 47 277 GTGAGGCAGGTAATGGGACCGAGCAGACAGTAGT GTGAGGCAGGTAATGGGACC ACAGCCTTCTGGAGTCTTGC 166 47 10 20 286 20 60,107 59,964 44,600 40,100 0.143187 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 40 151 GCTGGCTATGTCACCATGGTACAGGAAGTGGTTCg GCTGGCTATGTCACCATGGT ACAGCCTTCTGGAGTCTTGC 40 47 136 20 286 20 60,107 59,964 35,500 40,100 0.143039 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 23 134 GGTACAGGAAGTGGTTCgggggAGGGTgggggCAAA GGTACAGGAAGTGGTTCGGG ACAGCCTTCTGGAGTCTTGC 23 47 153 20 286 20 60,037 59,964 51,400 40,100 0.072693 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 12 99 GGTACAGGAAGTGGTTCgggggAGGGTgggggCAAA GGTACAGGAAGTGGTTCGGG ACAGTGTCAACCCACCTCAC 23 12 153 20 251 20 60,037 59,820 51,400 35,100 0.217077 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 12 116 GCTGGCTATGTCACCATGGTACAGGAAGTGGTTCg GCTGGCTATGTCACCATGGT ACAGTGTCAACCCACCTCAC 40 12 136 20 251 20 60,107 59,820 35,500 35,100 0.287423 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 12 211 AGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGAGTGGAGGAGCCTCAGACTT ACAGTGTCAACCCACCTCAC 135 12 41 20 251 20 59,884 59,820 30,100 35,100 0.296549 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 12 226 GACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTGACCGAGCAGACAGTAGTGG ACAGTGTCAACCCACCTCAC 150 12 26 20 251 20 59,829 59,820 40,000 35,100 0.351861 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr253_3 3 196 24 8 1 ACT GTAGTAGTAGTAGTAGTAGTAGTA NO 0 0 4 12 227 GGACCGAGCAGACAGTAGTGGAGGAGCCTCAGAC GGACCGAGCAGACAGTAGTG ACAGTGTCAACCCACCTCAC 151 12 25 20 251 20 59,829 59,820 27,400 35,100 0.351861 F 289 TAACTATGAGTGAGGCAGGTAATGGGACCGAGCAGACAGTAGTGGAGGAGCCTCAGACTTCCAACTGTCAAAGAGGTTTGTGAGGTGCTCACAACCAGTGAGGACGAAAGTGAGGTCTGCAAGGTGGATGAGCAGGCTGGCTATGTCACCATGGTACAGGAAGTGGTTCgggggAGGGTgggggCAAACAGGAACgtagtagtagtagtagtagtagtaGGAGATAGTTTAGTGAGGTGGGTTGACACTGTTCTCTGCAGTAAAGAGCAAGACTCCAGAAGGCTGTGTT

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 1 1 4 40 211 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT TGGTAGTGTGTATCATGTCACAGT 40 94 79 20 289 24 59,963 59,473 37,200 35,500 4,563,953 F 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 4 40 213 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT TGTGGTAGTGTGTATCATGTCACA 40 96 79 20 291 24 59,963 59,718 37,200 35,800 4,319,498 F 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 4 21 134 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT GGGCCATGCAATCCAACATG 40 21 79 20 212 20 59,963 60,179 37,200 32,100 0.216371 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 4 21 190 AAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTT AAGTTATTGTTTGCGGAATAGCA GGGCCATGCAATCCAACATG 93 21 23 23 212 20 57,363 60,179 34,900 32,100 5,816,073 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 4 19 132 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT GCCATGCAATCCAACATGCT 40 19 79 20 210 20 59,963 59,823 37,200 37,900 0.214445 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 4 19 133 TCACAGGAGGCCAGAATGTGTTagagagATCACACT TCACAGGAGGCCAGAATGTG GCCATGCAATCCAACATGCT 41 19 78 20 210 20 59,674 59,823 32,100 37,900 0.503074 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 5 21 196 TGCATAAAGTTATTGTTTGCGGAATAGCATACTGCT TGCATAAAGTTATTGTTTGCGGA GGGCCATGCAATCCAACATG 99 21 17 23 212 20 57,622 60,179 55,400 32,100 5,557,359 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 5 19 194 TGCATAAAGTTATTGTTTGCGGAATAGCATACTGCT TGCATAAAGTTATTGTTTGCGGA GCCATGCAATCCAACATGCT 99 19 17 23 210 20 57,622 59,823 55,400 37,900 5,555,433 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 6 21 145 TGGCATTGACTCACAGGAGGCCAGAATGTGTTagagTGGCATTGACTCACAGGAGG GGGCCATGCAATCCAACATG 51 21 68 20 212 20 59,674 60,179 43,000 32,100 0.505000 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 6 20 144 TGGCATTGACTCACAGGAGGCCAGAATGTGTTagagTGGCATTGACTCACAGGAGG GGCCATGCAATCCAACATGC 51 20 68 20 211 20 59,674 60,812 43,000 40,600 1,138,345 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 6 19 143 TGGCATTGACTCACAGGAGGCCAGAATGTGTTagagTGGCATTGACTCACAGGAGG GCCATGCAATCCAACATGCT 51 19 68 20 210 20 59,674 59,823 43,000 37,900 0.503074 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 67 290 ACTGCTCTAGTTTGATAAATATGGCATTGACTCACA ACTGCTCTAGTTTGATAAATATGGC GGATGGATCCAGTAAGGTGTAGC 67 142 47 25 336 23 57,264 60,244 44,000 35,800 10,980,697 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 66 290 ACTGCTCTAGTTTGATAAATATGGCATTGACTCACA ACTGCTCTAGTTTGATAAATATGGCA GGATGGATCCAGTAAGGTGTAGC 66 142 47 26 336 23 58,717 60,244 49,200 35,800 10,526,834 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 65 290 ACTGCTCTAGTTTGATAAATATGGCATTGACTCACA ACTGCTCTAGTTTGATAAATATGGCAT GGATGGATCCAGTAAGGTGTAGC 65 142 47 27 336 23 59,059 60,244 44,000 35,800 11,185,488 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 51 266 TGGCATTGACTCACAGGAGGCCAGAATGTGTTagagTGGCATTGACTCACAGGAGG TGGATCCAGTAAGGTGTAGCA 51 141 68 20 333 21 59,674 58,172 43,000 34,900 3,153,687 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 41 256 TCACAGGAGGCCAGAATGTGTTagagagATCACACT TCACAGGAGGCCAGAATGTG TGGATCCAGTAAGGTGTAGCA 41 141 78 20 333 21 59,674 58,172 32,100 34,900 3,153,687 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 7 40 255 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT TGGATCCAGTAAGGTGTAGCA 40 141 79 20 333 21 59,963 58,172 37,200 34,900 2,865,058 B 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr255_2 2 139 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA TTA_139_171 0 0 8 40 222 CACAGGAGGCCAGAATGTGTTagagagATCACACTA CACAGGAGGCCAGAATGTGT TTGGATCAATGTGGTAGTGTGT 40 107 79 20 300 22 59,963 57,634 37,200 37,200 4,402,817 F 341 TGCTGCACTTGCAATATGCATAAAGTTATTGTTTGCGGAATAGCATACTGCTCTAGTTTGATAAATATGGCATTGACTCACAGGAGGCCAGAATGTGTTagagagATCACACTACAAATTAAAATATTTTCCAGGTCTttattattattattattattattattattattaTTNNNTGTTATTGAAGTACAGCATGTTGGATTGCATGGCCCCACCATACATAATCCAGAAGAATATAGAGCATGCTATTGAATTAATTGGATATACTGTGACATGATacacacTACCACATTGATCCAAAATTGTACATTATGCTACACCTTACTGGATCCATCCAAAAC

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 1 1 10 8 128 TGGAGTagagagGGTGTCGGTGAGANAGagatagata TGGAGTAGAGAGGGTGTCGG CACTGTCTCACCCTCACACA 8 30 45 20 172 20 60,034 59,247 47,900 37,200 0.787038 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 0 0 10 7 127 GGAGTagagagGGTGTCGGTGAGANAGagatagatag GGAGTAGAGAGGGTGTCGGT CACTGTCTCACCCTCACACA 7 30 46 20 172 20 60,034 59,247 46,900 37,200 0.786941 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 0 0 13 7 129 GGAGTagagagGGTGTCGGTGAGANAGagatagatag GGAGTAGAGAGGGTGTCGGT CTCACTGTCTCACCCTCACAC 7 31 46 20 174 21 60,034 60,000 46,900 38,200 1,034,566 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 0 0 13 7 169 GGAGTagagagGGTGTCGGTGAGANAGagatagatag GGAGTAGAGAGGGTGTCGGT CCCTGTCTCAATCTCCCTGTC 7 71 46 20 214 21 60,034 59,516 46,900 35,100 1,518,523 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 0 0 15 8 159 TGGAGTagagagGGTGTCGGTGAGANAGagatagata TGGAGTAGAGAGGGTGTCGG TCTCCCTGTCTCACACTCACT 8 60 45 20 203 21 60,034 59,854 47,900 34,100 1,180,325 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr256_2 2 73 50 10 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_73_112 0 0 15 7 158 GGAGTagagagGGTGTCGGTGAGANAGagatagatag GGAGTAGAGAGGGTGTCGGT TCTCCCTGTCTCACACTCACT 7 60 46 20 203 21 60,034 59,854 46,900 34,100 1,180,228 F 214 AGTGGACAGACAGAGATAAAATAGGgagagagagaGCGAGAGTTTGGAGTagagagGGTGTCGGTGAGANAGagatagatagatagatagatagatagatagatagatagatagagagagagATAGAAANNGAGACAGANNNAAAGAAATGTtgtgtgAGGGTGAGACAGTGAGACAAAGAAAGTGAGTGTGAGACAGGGAGATTGAGACAGGG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 1 1 2 14 198 CTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAACTCGCTCCCTCCTGTTCTTT TCCGTGACTTGCTGACCTTC 123 14 43 20 240 20 59,389 59,966 25,200 34,600 0.644191 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 2 14 214 TATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTA TATTGAGCGGTTCCTCCTCG TCCGTGACTTGCTGACCTTC 139 14 27 20 240 20 59,255 59,966 46,300 34,600 0.778378 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 2 3 186 CTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAACTCGCTCCCTCCTGTTCTTT TGACCTTCCAGCCACAAGC 123 3 43 20 228 19 59,389 60,228 25,200 40,100 1,838,932 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 2 3 187 CTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAACTCGCTCCCTCCTGTTCTTT CTGACCTTCCAGCCACAAGC 123 3 43 20 229 20 59,389 61,240 25,200 40,100 1,850,655 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 3 38 240 TTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTT TTATTGAGCGGTTCCTCCTCG AGACGGAACCATTTCTTTCCC 139 38 26 21 265 21 59,864 58,208 46,300 39,700 3,927,960 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 3 15 101 ATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGATCAGCAGACAATGGGCCAA CTCCGTGACTTGCTGACCTT 25 15 141 20 241 20 59,960 59,966 45,200 35,000 0.074116 A 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 3 15 199 CTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAACTCGCTCCCTCCTGTTCTTT CTCCGTGACTTGCTGACCTT 123 15 43 20 241 20 59,389 59,966 25,200 35,000 0.644745 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 3 14 100 ATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGATCAGCAGACAATGGGCCAA TCCGTGACTTGCTGACCTTC 25 14 141 20 240 20 59,960 59,966 45,200 34,600 0.073562 A 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 4 38 240 TATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTA TATTGAGCGGTTCCTCCTCG GAGACGGAACCATTTCTTTCCC 139 38 27 20 266 22 59,255 59,252 46,300 39,700 3,492,863 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 4 38 241 TTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTT TTATTGAGCGGTTCCTCCTCG GAGACGGAACCATTTCTTTCCC 139 38 26 21 266 22 59,864 59,252 46,300 39,700 3,884,293 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 4 3 187 CCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTACCTCGCTCCCTCCTGTTCTT TGACCTTCCAGCCACAAGC 124 3 42 20 228 19 61,261 60,228 25,200 40,100 2,489,483 F 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr257_2 2 186 21 7 1 ATC ATGATGATGATGATGATGATG NO 0 0 5 14 97 AGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCAGACAATGGGCCAAGAA TCCGTGACTTGCTGACCTTC 22 14 144 20 240 20 59,887 59,966 25,200 34,600 0.146499 A 268 AAGAATAAAGTTGTACACAAAGAGGTTATTGAGCGGTTCCTCCTCGCTCCCTCCTGTTCTTTAGCTTCTACCACTCTTAAAATATTGAAGCGATTGaaaaaaaaaCAGATTCAGAAAAGAGCGTGGTTATAGCTTGTGGCATCAGCAGACAATGGGCCAAGAACCCGCCTTCAGGCAGAGCACACatgatgatgatgatgatgatgAAAGCTTGTGGCTGGAAGGTCAGCAAGTCACGGAGAgggggAAAGAAATGGTTCCGTCTCAG

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 1 1 4 44 183 GGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaG GGGCAGGATGAGGTTTCCAA ACAGAGCTGCCTCAGGGA 80 44 45 20 227 18 59,960 59,879 35,300 42,000 2,161,003 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 43 183 GGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaG GGGCAGGATGAGGTTTCCAA ACAGAGCTGCCTCAGGGAG 80 43 45 20 227 19 59,960 60,989 35,300 43,000 2,028,574 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 37 177 GGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaG GGGCAGGATGAGGTTTCCAA CTGCCTCAGGGAGCTGAAG 80 37 45 20 221 19 59,960 59,779 35,300 30,200 1,260,912 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 37 194 tGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCATGTGAAACTGCATCCACGGG CTGCCTCAGGGAGCTGAAG 97 37 28 20 221 19 60,889 59,779 52,800 30,200 2,110,029 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 37 195 ttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCTTGTGAAACTGCATCCACGG CTGCCTCAGGGAGCTGAAG 98 37 27 20 221 19 59,049 59,779 49,400 30,200 2,172,130 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 37 196 tttGTGAAACTGCATCCACGGGCAGGATGAGGTTTC TTTGTGAAACTGCATCCACGG CTGCCTCAGGGAGCTGAAG 98 37 26 21 221 19 59,664 59,779 49,400 30,200 2,557,733 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 6 22 119 TTTCAACATGTCCCGCTACATGTGGGGACATGTTTA TTTCAACATGTCCCGCTACA CTGCCTCAGGGAGCTGAAG 22 37 103 20 221 19 57,447 59,779 27,400 30,200 3,773,892 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 6 21 118 TTCAACATGTCCCGCTACATGTGGGGACATGTTTAT TTCAACATGTCCCGCTACAT CTGCCTCAGGGAGCTGAAG 21 37 104 20 221 19 57,220 59,779 22,900 30,200 4,001,048 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr260_2 2 145 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 21 119 TTTCAACATGTCCCGCTACATGTGGGGACATGTTTA TTTCAACATGTCCCGCTACAT CTGCCTCAGGGAGCTGAAG 21 37 103 21 221 19 57,934 59,779 22,900 30,200 4,287,585 F 234 AATAGGCCAGGCGGCCTTTGAAttttttGTGAAACTGCATCCACGGGCAGGATGAGGTTTCCAACAGTGAAGaaaaaaGCAATAAAAttttttAAAACTCATTTTCAACATGTCCCGCTACATGTGGGGACATGTTTATATTATttattattattattattattaTATTATTTGTTGATTCTTCAtttttCATTTTaaaaaGCTTCAGCTCCCTGAGGCAGCTCTGTGCCTTTA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 1 1 5 9 115 CACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATCACCTTCTCCAGTGCCTCTA TTGTTTATCCAACCACTGCAAGT 42 9 95 20 209 23 58,438 59,043 24,300 31,600 5,519,140 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 55 190 TCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCATCTGGTTCCACCCTTGTGAA ACTTGAAGCTGAAGGATTTACTGA 70 55 67 20 256 24 58,782 58,130 31,800 34,100 7,087,495 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 55 191 TTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCTTCTGGTTCCACCCTTGTGA ACTTGAAGCTGAAGGATTTACTGA 71 55 66 20 256 24 58,782 58,130 35,800 34,100 7,087,495 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 55 230 CCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcACCCAACCTGTTCACTCTGTCA ACTTGAAGCTGAAGGATTTACTGA 109 55 27 21 256 24 59,859 58,130 35,800 34,100 7,010,431 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 9 114 CACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATCACCTTCTCCAGTGCCTCTA TGTTTATCCAACCACTGCAAGT 42 9 95 20 208 22 58,438 58,439 24,300 31,600 5,122,786 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 9 142 TCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCATCTGGTTCCACCCTTGTGAA TGTTTATCCAACCACTGCAAGT 70 9 67 20 208 22 58,782 58,439 31,800 31,600 4,779,059 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 9 143 TTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCTTCTGGTTCCACCCTTGTGA TGTTTATCCAACCACTGCAAGT 71 9 66 20 208 22 58,782 58,439 35,800 31,600 4,779,059 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 6 9 182 CCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcACCCAACCTGTTCACTCTGTCA TGTTTATCCAACCACTGCAAGT 109 9 27 21 208 22 59,859 58,439 35,800 31,600 4,701,996 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr261_2 2 157 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 8 114 CACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATCACCTTCTCCAGTGCCTCTA TGTTTATCCAACCACTGCAAGTT 42 8 95 20 208 23 58,438 59,043 24,300 26,600 5,519,140 F 281 GCCTTTTCTTTTCTAGAGAAAAGAGCCCCAACCTGTTCACTCTGTCATGATTTTATAAtctctcATTCTGGTTCCACCCTTGTGAATCtttttGCACCTTCTCCAGTGCCTCTATATCCTTGTAGCAACATGGAGATGAGAGTTACTGAGTTATAAtattattattattattattatTACTGAGCAACTTGCAGTGGTTGGATAAACaaaaaTAATCATTACAATGAATCTTTCAGTAAATCCTTCAGCTTCAAGTTTAAtttttGACTTTAACTAAAATA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 1 1 3 39 146 ATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGATTCGATCACGGTGGTGTCC GTGAGCATCGCTGGCAGG 42 39 48 20 193 18 60,108 61,201 40,200 48,500 3,308,922 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 0 0 4 39 148 ACATTCGATCACGGTGGTGTCCAGGAAATTAATCATACATTCGATCACGGTGGTGT GTGAGCATCGCTGGCAGG 44 39 46 20 193 18 59,680 61,201 41,600 48,500 3,520,967 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 0 0 4 39 151 TCCACATTCGATCACGGTGGTGTCCAGGAAATTAATTCCACATTCGATCACGGTGG GTGAGCATCGCTGGCAGG 47 39 43 20 193 18 60,108 61,201 46,100 48,500 3,308,970 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 0 0 10 9 118 ATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGATTCGATCACGGTGGTGTCC GCTGTCCTTCCCTAATTGCC 42 9 48 20 165 20 60,108 58,606 40,200 45,200 1,501,932 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 0 0 11 9 119 ATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGATTCGATCACGGTGGTGTCC TGCTGTCCTTCCCTAATTGCC 42 9 48 20 166 21 60,108 60,341 40,200 45,200 1,449,320 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr265_3 3 110 27 9 1 ACC CACCACCACCACCACCACCACCACCAC CAC_110_136 0 0 11 9 124 TCCACATTCGATCACGGTGGTGTCCAGGAAATTAATTCCACATTCGATCACGGTGG TGCTGTCCTTCCCTAATTGCC 47 9 43 20 166 21 60,108 60,341 46,100 45,200 1,449,367 A 255 AAAATGttttttttttAATGCCCCAATGATTAtttttCTTCTTCCACATTCGATCACGGTGGTGTCCAGGAAATTAATCATGGACAGCAGCGGTTCAAGAAGGCGGCTTcaccaccaccaccaccaccaccaccacCTTCTCAAGGGCAATTAGGGAAGGACAGCAAATGCTGGCCCTGCCAGCGATGCTCACACCCCATGAACGAATAttttttaaaaatatataATTAAAAGCAAAATACTTCAGATGCTGGA

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 1 1 4 87 247 GTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGG GTTACTGCATCCAAAGGGCC CTCCATCCGAGTTCCATGGG 87 99 16 20 262 20 59,182 59,893 58,000 40,000 0.925110 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 86 246 TTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGTTACTGCATCCAAAGGGCCC CTCCATCCGAGTTCCATGGG 86 99 17 20 262 20 60,324 59,893 58,000 40,000 0.431731 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 80 240 CATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCAT CATCCAAAGGGCCCTCAAGG CTCCATCCGAGTTCCATGGG 80 99 23 20 262 20 60,685 59,893 36,100 40,000 0.792913 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 76 236 CAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCAC CAAAGGGCCCTCAAGGTTGA CTCCATCCGAGTTCCATGGG 76 99 27 20 262 20 60,179 59,893 31,800 40,000 0.286420 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 73 233 AGGGCCCTCAAGGTTGATTGGAGGCCATTCACATG AGGGCCCTCAAGGTTGATTG CTCCATCCGAGTTCCATGGG 73 99 30 20 262 20 59,960 59,893 26,700 40,000 0.147660 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 71 231 GGCCCTCAAGGTTGATTGGAGGCCATTCACATGGC GGCCCTCAAGGTTGATTGGA CTCCATCCGAGTTCCATGGG 71 99 32 20 262 20 59,960 59,893 35,300 40,000 0.147074 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 48 180 GGCCCTCAAGGTTGATTGGAGGCCATTCACATGGC GGCCCTCAAGGTTGATTGGA TCCAGATCCCTGTCAGCTCA 71 48 32 20 211 20 59,960 59,958 35,300 42,600 0.081302 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 48 182 AGGGCCCTCAAGGTTGATTGGAGGCCATTCACATG AGGGCCCTCAAGGTTGATTG TCCAGATCCCTGTCAGCTCA 73 48 30 20 211 20 59,960 59,958 26,700 42,600 0.081888 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 22 154 GGCCCTCAAGGTTGATTGGAGGCCATTCACATGGC GGCCCTCAAGGTTGATTGGA AGATCCAGCCTCCTTGGTCT 71 22 32 20 185 20 59,960 59,956 35,300 38,500 0.083558 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 9 92 GTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaGTGACCAGGGCCTTCTGAAG AGATCCAGCCTCCTTGGTCT 9 22 94 20 185 20 60,322 59,956 30,200 38,500 0.365948 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 9 95 GTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaGTGACCAGGGCCTTCTGAAG CCAAGATCCAGCCTCCTTGG 9 25 94 20 188 20 60,322 60,107 30,200 36,100 0.428827 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr266_2 2 123 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 9 118 GTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaGTGACCAGGGCCTTCTGAAG TCCAGATCCCTGTCAGCTCA 9 48 94 20 211 20 60,322 59,958 30,200 42,600 0.363692 F 268 CAGAGCTGGAGCGGAGTTACTGCATCCAAAGGGCCCTCAAGGTTGATTGGAGGCCATTCACATGGCCTAGGCCtgtgtgAAAACAGGCCCCATGTGACCAGGGCCTTCTGAAGTAGAAGAGAaggaggaggaggaggaggaggTTGTTGTAGTGTAGCTGGaaaaaGACCAAGGAGGCTGGATCTTGGGGTTGAGCTGACAGGGATCTGGAAAAGTGGgtgtgtgtTTTGGTGAAAATTGTACCCATGGAACTCGGATGGAGTAAAGG

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 1 1 4 57 269 CCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACCCGCCTCTAATTACTGGCA CATGTTGGAGGCGGTTAGGG 109 57 55 20 323 20 59,532 60,748 49,200 35,300 1,216,231 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 4 2 162 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG CATGTTGGAGGCGGTTAGGG 2 57 162 20 323 20 60,179 60,748 48,500 35,300 0.927067 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 4 2 163 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG CCATGTTGGAGGCGGTTAGG 2 58 162 20 324 20 60,179 60,748 48,500 26,900 0.927067 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 59 271 CCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACCCGCCTCTAATTACTGGCA TCCATGTTGGAGGCGGTTAG 109 59 55 20 325 20 59,532 59,748 49,200 23,400 0.720141 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 59 272 TCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCTCCCGCCTCTAATTACTGGC TCCATGTTGGAGGCGGTTAG 110 59 54 20 325 20 59,243 59,748 48,500 23,400 1,008,818 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 59 290 CTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCTATCAGTCTAATAACATTCCCGCC TCCATGTTGGAGGCGGTTAG 123 59 36 25 325 20 59,130 59,748 61,300 23,400 6,121,804 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 59 290 CTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCTATCAGTCTAATAACATTCCCGCCT TCCATGTTGGAGGCGGTTAG 122 59 36 26 325 20 60,295 59,748 55,200 23,400 6,547,264 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 59 291 TCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGTCTATCAGTCTAATAACATTCCCGCC TCCATGTTGGAGGCGGTTAG 123 59 35 26 325 20 60,295 59,748 61,300 23,400 6,547,039 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 32 194 CCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCT CCTCCAAACTGCAGTCTCCC TCCATGTTGGAGGCGGTTAG 32 59 132 20 325 20 60,322 59,748 43,000 23,400 0.573924 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 30 192 TCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAATCCAAACTGCAGTCTCCCAG TCCATGTTGGAGGCGGTTAG 30 59 134 20 325 20 59,602 59,748 44,500 23,400 0.649856 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 29 191 CCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAACCAAACTGCAGTCTCCCAGA TCCATGTTGGAGGCGGTTAG 29 59 135 20 325 20 59,602 59,748 38,600 23,400 0.649856 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 5 2 164 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG TCCATGTTGGAGGCGGTTAG 2 59 162 20 325 20 60,179 59,748 48,500 23,400 0.430977 B 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 176 CCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCT CCTCCAAACTGCAGTCTCCC AGGGCTCAGAGAGGGTTAGG 32 18 132 20 284 20 60,322 60,032 43,000 26,900 0.353624 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 253 CCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACCCGCCTCTAATTACTGGCA AGGGCTCAGAGAGGGTTAGG 109 18 55 20 284 20 59,532 60,032 49,200 26,900 0.499842 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 253 CCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACCCGCCTCTAATTACTGGCA AGGGCTCAGAGAGGGTTAGG 109 18 55 20 284 20 59,532 60,032 49,200 26,900 0.499842 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 254 TCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCTCCCGCCTCTAATTACTGGC AGGGCTCAGAGAGGGTTAGG 110 18 54 20 284 20 59,243 60,032 48,500 26,900 0.788519 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 294 TGTGCTGTAGACCTCTATGACTCTATCAGTCTAATA TGTGCTGTAGACCTCTATGACTC AGGGCTCAGAGAGGGTTAGG 147 18 14 23 284 20 59,052 60,032 33,600 26,900 3,980,089 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 295 CTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATACTGTGCTGTAGACCTCTATGACT AGGGCTCAGAGAGGGTTAGG 148 18 13 23 284 20 59,049 60,032 34,100 26,900 3,982,653 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 18 296 tCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATTCTGTGCTGTAGACCTCTATGAC AGGGCTCAGAGAGGGTTAGG 149 18 12 23 284 20 59,052 60,032 30,600 26,900 3,980,089 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 2 144 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG GGCTCAGAGAGGGTTAGGGT 2 16 162 20 282 20 60,179 60,326 48,500 43,400 0.504827 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 2 146 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG AGGGCTCAGAGAGGGTTAGG 2 18 162 20 284 20 60,179 60,032 48,500 26,900 0.210678 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 2 146 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG AGGGCTCAGAGAGGGTTAGG 2 18 162 20 284 20 60,179 60,032 48,500 26,900 0.210678 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 ‐64 129 AGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccAGCTCTAAATGGCTCGCAGG AGGGTTAGGGCTCAGAGAGG 2 ‐64 162 20 202 20 60,179 60,032 48,500 36,900 0.210678 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 ‐64 159 CCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCT CCTCCAAACTGCAGTCTCCC AGGGTTAGGGCTCAGAGAGG 32 ‐64 132 20 202 20 60,322 60,032 43,000 36,900 0.353624 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr269_2 2 184 63 9 1.5 AACCCT CTCTCTGAGCCCTAACCCTAACCCTAACCCTAACCCTNO 0 0 20 ‐64 236 CCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACCCGCCTCTAATTACTGGCA AGGGTTAGGGCTCAGAGAGG 109 ‐64 55 20 202 20 59,532 60,032 49,200 36,900 0.499842 F 333 AAGGGCCtttttCTGTGCTGTAGACCTCTATGACTCTATCAGTCTAATAACATTCCCGCCTCTAATTACTGGCACATTTCAAGGTCCTTCACAGACTTCTAACTTCACTAAGCAGGCACTGCCCATTGGTTCCTCCAAACTGCAGTCTCCCAGATACACAAAGCTCTAAATGGCTCGCAGGGCctctctGAGccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaccctaaCCCTNNCNGAGCCCTAACCCTAACCctctctGAGCCCTAACCCTAACCctctctGAGCCCTAACCGCCTCCAACATGGAATCAGTGA

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 1 1 4 44 231 CAGAACAGACGCACACTCGTTTTACCTAATTCGCAACAGAACAGACGCACACTCGT TGAGAACTTGATTTGAAGGAAGCA 44 105 142 20 372 24 60,595 58,867 41,800 39,100 5,727,555 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 179 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT GAAAGCCGTTTATGATGTTTAGCA 43 54 143 20 321 24 59,898 58,363 38,500 34,900 5,739,318 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 180 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGAAAGCCGTTTATGATGTTTAGC 43 55 143 20 322 24 59,898 58,363 38,500 30,900 5,739,318 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 180 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGAAAGCCGTTTATGATGTTTAGCA 43 54 143 20 322 25 59,898 59,818 38,500 34,900 5,284,671 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 191 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGAAATGTTATTGAAAGCCGTTTATGA 43 63 143 20 333 27 59,898 58,700 38,500 21,500 8,402,767 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 193 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT ATTGAAATGTTATTGAAAGCCGTTT 43 67 143 20 335 25 59,898 57,039 38,500 36,000 8,063,807 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 197 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGTTATTGAAATGTTATTGAAAGCCGT 43 69 143 20 339 27 59,898 58,915 38,500 56,800 8,187,778 B 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 230 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGAGAACTTGATTTGAAGGAAGCA 43 105 143 20 372 24 59,898 58,867 38,500 39,100 5,234,983 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 4 43 230 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGAGAACTTGATTTGAAGGAAGCAA 43 104 143 20 372 25 59,898 59,406 38,500 39,100 5,696,390 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 6 68 291 AGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAG AGCTAAACTGAGTGTTGGAAAGA GTGGAGCTAGAGATCTGTTGGC 68 140 115 23 405 22 57,964 60,483 25,200 45,200 7,518,956 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 6 43 261 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT GGAGCTAGAGATCTGTTGGCAA 43 138 143 20 403 22 59,898 59,831 38,500 45,200 2,271,833 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 7 68 290 AGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAG AGCTAAACTGAGTGTTGGAAAGA TGGAGCTAGAGATCTGTTGGC 68 140 115 23 404 21 57,964 59,241 25,200 45,200 6,795,562 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 7 67 290 AGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAG AGCTAAACTGAGTGTTGGAAAGAA TGGAGCTAGAGATCTGTTGGC 67 140 115 24 404 21 58,563 59,241 25,200 45,200 7,196,506 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 7 43 261 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT GGAGCTAGAGATCTGTTGGCA 43 139 143 20 403 21 59,898 59,241 38,500 49,200 1,861,927 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr26_2 2 206 38 7 1.5 ATC ATGATGATGATGATGATGATGATATGATGATGATG NO 0 0 7 43 262 AGAACAGACGCACACTCGTTTTACCTAATTCGCAAT AGAACAGACGCACACTCGTT TGGAGCTAGAGATCTGTTGGC 43 140 143 20 404 21 59,898 59,241 38,500 45,200 1,861,927 F 405 CCAAGATCAATTATCTGTGCAGTTCTAGAACCTATGATCCCTGCAGTTCTTCATCTGTTGACATACAGAATAAATAAAACAGAACAGCCaaaaaTAACTTGTATCTTTTAGTTCAGCTAAACTGAGTGTTGGAAAGaaaaaCAGAACAGACGCACACTCGTTTTACCTAATTCGCAATTGTACATGTTTCTATTTTCTGCCCGAAatgatgatgatgatgatgatgATatgatgatgatgatgGTAATGACAATGGTGattattattGTTATTATTGTTATTTTACATTATTTTATATGCTAAACATCATAAACGGCTTTCAATAACATTTCAATAACAACAtttttttGCTTCCTTCAAATCAAGTTCTCATCTTGAAACTTGCCAACAGATCTCTAGCTCCAC

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 1 1 6 7 114 ctctcCGCCAAAGAGATGGGGAGGGGATGgggttagg CTCTCCGCCAAAGAGATGGG CATCGCACCGTCCCAACC 9 7 155 20 268 18 60,179 61,125 40,000 37,700 3,303,983 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 120 CCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGg CCTTGTCTCTCCGCCAAAGA CATCGCACCGTCCCAACC 15 7 149 20 268 18 59,678 61,125 25,200 37,700 3,446,592 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 172 TATAACTGGAGGGAGGGCGGGGAGGGCAGGGGT TATAACTGGAGGGAGGGCGG CATCGCACCGTCCCAACC 67 7 97 20 268 18 60,471 61,125 61,300 37,700 3,596,132 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 174 GATATAACTGGAGGGAGGGCGGGGAGGGCAGGG GATATAACTGGAGGGAGGGCG CATCGCACCGTCCCAACC 68 7 95 21 268 18 59,449 61,125 61,300 37,700 4,675,897 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 196 AACGGTGGGCGTCTATTCAGGTGATATAACTGGAGAACGGTGGGCGTCTATTCAG CATCGCACCGTCCCAACC 91 7 73 20 268 18 60,108 61,125 30,200 37,700 3,233,250 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 207 GGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTG GGTGAGAAGAGAACGGTGGG CATCGCACCGTCCCAACC 102 7 62 20 268 18 60,037 61,125 46,100 37,700 3,162,154 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 240 AGCCACGCACAGCAAGATCCCACAGACAGACAAGGAGCCACGCACAGCAAGAT CATCGCACCGTCCCAACC 137 7 29 18 268 18 59,967 61,125 24,000 37,700 5,158,062 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 6 7 240 AGCCACGCACAGCAAGATCCCACAGACAGACAAGGAGCCACGCACAGCAAGATC CATCGCACCGTCCCAACC 136 7 29 19 268 18 61,037 61,125 27,500 37,700 5,162,057 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 8 8 115 ctctcCGCCAAAGAGATGGGGAGGGGATGgggttagg CTCTCCGCCAAAGAGATGGG CCATCGCACCGTCCCAAC 9 8 155 20 269 18 60,179 61,125 40,000 37,700 3,303,983 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 8 8 173 TATAACTGGAGGGAGGGCGGGGAGGGCAGGGGT TATAACTGGAGGGAGGGCGG CCATCGCACCGTCCCAAC 67 8 97 20 269 18 60,471 61,125 61,300 37,700 3,596,132 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 8 8 208 GGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTG GGTGAGAAGAGAACGGTGGG CCATCGCACCGTCCCAAC 102 8 62 20 269 18 60,037 61,125 46,100 37,700 3,162,154 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr270_2 2 184 60 10 1 AACCCT GGGTTAGGGTTAGGGTTAGGGTTAGGGTTAGGGT NO 0 0 8 8 241 AGCCACGCACAGCAAGATCCCACAGACAGACAAGGAGCCACGCACAGCAAGAT CCATCGCACCGTCCCAAC 137 8 29 18 269 18 59,967 61,125 24,000 37,700 5,158,062 F 292 GTTGCGAGGGCAGGAAAGGTGGCGGTCCAGCCACGCACAGCAAGATCCCACAGACAGACAAGGTGAGAAGAGAACGGTGGGCGTCTATTCAGGTGATATAACTGGAGGGAGGGCGGGGAGGGCAGGGGTgggggAGTGATAAATGTTGCCTTGtctctcCGCCAAAGAGATGGGGAGGGGATGgggttagggttagggttagggttagggttagggttagggttagggttagggttagggttaGGGTTGGGGTTGGGACGGTGCGATGGGGTGGTGGGGTGGGCTGTCAGGG

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 1 1 3 45 222 TCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTC TCTCCCTGGAGGAAGTTGGT GAGAACGGGCAAGGGTAACA 45 104 26 20 247 20 59,806 59,964 36,700 24,100 0.229313 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 67 244 ACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAACCACAGTGCACTTGGGATG GAGAACGGGCAAGGGTAACA 67 104 4 20 247 20 60,538 59,964 35,100 24,100 0.573797 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 43 163 TCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTG TCCCTGGAGGAAGTTGGTCA AGCACGTGAGTTGCGGATAA 43 47 28 20 190 20 60,105 60,038 40,200 17,500 0.142370 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 43 170 TCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTG TCCCTGGAGGAAGTTGGTCA ACAGAGGAGCACGTGAGTTG 43 54 28 20 197 20 60,105 59,967 40,200 31,600 0.137350 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 43 176 TCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTG TCCCTGGAGGAAGTTGGTCA CCTGAAACAGAGGAGCACGT 43 60 28 20 203 20 60,105 59,966 40,200 44,900 0.138731 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 43 220 TCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTG TCCCTGGAGGAAGTTGGTCA GAGAACGGGCAAGGGTAACA 43 104 28 20 247 20 60,105 59,964 40,200 24,100 0.140412 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 4 43 221 TCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTG TCCCTGGAGGAAGTTGGTCA TGAGAACGGGCAAGGGTAAC 43 105 28 20 248 20 60,105 59,964 40,200 25,000 0.140412 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 5 15 136 CAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGCAGCTTCTGAGTTGGAGTTGC AGCACGTGAGTTGCGGATAA 15 47 55 21 190 20 59,465 60,038 41,700 17,500 1,572,292 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 5 14 134 AGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGt AGCTTCTGAGTTGGAGTTGCT GCACGTGAGTTGCGGATAAG 14 46 56 21 189 20 59,581 59,630 39,100 17,300 1,789,659 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 5 14 135 AGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGt AGCTTCTGAGTTGGAGTTGCT AGCACGTGAGTTGCGGATAA 14 47 56 21 190 20 59,581 60,038 39,100 17,500 1,457,084 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 66 243 CCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGCCACAGTGCACTTGGGATGT GAGAACGGGCAAGGGTAACA 66 104 5 20 247 20 60,538 59,964 30,600 24,100 0.573797 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr271_2 2 91 33 11 1 AAT TTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 66 244 CCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGCCACAGTGCACTTGGGATGT TGAGAACGGGCAAGGGTAAC 66 105 5 20 248 20 60,538 59,964 30,600 25,000 0.573797 A 274 CACACCACAGTGCACTTGGGATGTTTCTCCCTGGAGGAAGTTGGTCATAATCTTCAGCTTCTGAGTTGGAGTTGCTTGATGTTTACTGGGttattattattattattattattattattattaCAGACCACTTGCACTATCCAAAGCAGAATCGATCCAAGTGAAACCACTTATCCGCAACTCACGTGCTCCTCTGTTTCAGGACATATCCAGAGAAAGTTCTGCAATGTTACCCTTGCCCGTTCTCAAAGGTTAAACCCAAAGAAAACTAATT

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 1 1 2 30 192 CCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAACCACTTGCCTAGGGTGGGTA GCTGCAGACAAGAGGGTGAA 30 101 36 20 227 20 60,912 60,250 36,900 31,800 1,162,954 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 2 30 242 CCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAACCACTTGCCTAGGGTGGGTA CGCATTGCATAACAGGACCA 30 151 36 20 277 20 60,912 58,906 36,900 40,200 2,006,459 F 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 2 30 243 CCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAACCACTTGCCTAGGGTGGGTA ACGCATTGCATAACAGGACC 30 152 36 20 278 20 60,912 58,905 36,900 44,600 2,007,272 F 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 2 29 191 CACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAA GCTGCAGACAAGAGGGTGAA 29 101 37 20 227 20 59,011 60,250 28,500 31,800 1,239,299 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 2 29 241 CACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAA CGCATTGCATAACAGGACCA 29 151 37 20 277 20 59,011 58,906 28,500 40,200 2,082,804 F 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 3 28 191 CACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAAG GCTGCAGACAAGAGGGTGAA 28 101 37 21 227 20 60,065 60,250 23,400 31,800 1,315,885 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 3 23 186 GCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAGCCTAGGGTGGGTAAGAATGG GCTGCAGACAAGAGGGTGAA 23 101 42 21 227 20 59,857 60,250 31,600 31,800 1,393,540 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 3 23 189 GCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAGCCTAGGGTGGGTAAGAATGG TAGGCTGCAGACAAGAGGGT 23 104 42 21 230 20 59,857 60,545 31,600 43,400 1,688,383 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 4 27 189 CTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAAGA GCTGCAGACAAGAGGGTGAA 27 101 39 20 227 20 58,420 60,250 21,000 31,800 1,830,526 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 4 16 108 CACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAAG GGGTGATAGGCTAGATGACATT 28 16 37 21 144 22 60,065 57,101 23,400 27,100 5,964,770 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 4 16 108 CACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACACTTGCCTAGGGTGGGTAA GGGTGATAGGCTAGATGACATT 29 16 37 20 144 22 59,011 57,101 28,500 27,100 5,888,184 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr272_3 3 86 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 4 16 109 CCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAACCACTTGCCTAGGGTGGGTA GGGTGATAGGCTAGATGACATT 30 16 36 20 144 22 60,912 57,101 36,900 27,100 5,811,839 A 314 ACAAATAATTGTTTAGAAGAAGCAgggggTTGGCACCACTTGCCTAGGGTGGGTAAGAATGGGAACTAAAACATTAAATGCCACGtcatcatcatcatcatcatcaCATTCTGAAAACAAATAATGTCATCTAGCCTATCACCCCTGATATTGAAAGGAAATCATCTATTTGTAACATGCGAAGTGCAAACATTTGTTGCCTGATCTTTCACCCTCTTGTCTGCAGCCTAATCAGCaaaaaaTCATCCTTTCTGAGTTGGTCCTGTTATGCAATGCGTGTAAATGGGGCAACTCTGATCTTCAAGTCTTGGCAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 1 1 1 36 191 CCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGCCCAGACTCCAAAGGGCTG TCTGACTTCCTGTGACCCTGA 67 36 86 19 276 21 60,002 60,133 48,500 38,600 2,134,808 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 Jan‐75 37 192 CCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGCCCAGACTCCAAAGGGCTG GTCTGACTTCCTGTGACCCTG 67 37 86 19 277 21 60,002 59,999 48,500 44,500 2,003,047 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 36 190 CCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGCCCAGACTCCAAAGGGCTG CTGACTTCCTGTGACCCTGA 67 36 86 19 275 20 60,002 58,658 48,500 38,600 2,343,715 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 31 156 TGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTTGATCATGGCTGGCCTGTTT TCTGACTTCCTGTGACCCTGA 31 36 121 20 276 21 59,960 60,133 28,300 38,600 1,173,225 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 31 157 TGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTTGATCATGGCTGGCCTGTTT GTCTGACTTCCTGTGACCCTG 31 37 121 20 277 21 59,960 59,999 28,300 44,500 1,041,464 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 2 126 ACCCACCTACCTTAGCTCCATAtcactcactcactcactca ACCCACCTACCTTAGCTCCA CTGACTTCCTGTGACCCTGA 2 36 150 20 275 20 59,584 58,658 38,600 38,600 1,758,305 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 2 127 ACCCACCTACCTTAGCTCCATAtcactcactcactcactca ACCCACCTACCTTAGCTCCA TCTGACTTCCTGTGACCCTGA 2 36 150 20 276 21 59,584 60,133 38,600 38,600 1,549,398 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 2 2 128 ACCCACCTACCTTAGCTCCATAtcactcactcactcactca ACCCACCTACCTTAGCTCCA GTCTGACTTCCTGTGACCCTG 2 37 150 20 277 21 59,584 59,999 38,600 44,500 1,417,637 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr273_4 4 172 48 12 1 ACTC TCACTCACTCACTCACTCACTCACTCACTCACTCACT TCAC_172_219 0 0 4 28 154 TCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTCATGGCTGGCCTGTTTCTT GTCTGACTTCCTGTGACCCTG 28 37 124 20 277 21 59,887 59,999 25,200 44,500 1,114,402 F 321 ATTTGGAATAATTAATAGTCATTTCaataaataaataAATCAATAAATAAGTACCATAGGAACCAATCATCCCCTCATCCCTGTCCCCAGACTCCAAAGGGCTGNGAGGACAATTGNATGTGATCATGGCTGGCCTGTTTCTTAACTCTACCCACCTACCTTAGCTCCATAtcactcactcactcactcactcactcactcactcactcactcactcacTCANNNNNNNNtttttCCAGAGCAACTTCATCCAATTCAGGGTCACAGGAAGTCAGACNATTTTATtatatataTTTCTTATCCCAttttttGTGGAAGAAG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 1 1 3 18 188 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT CAGGTAGCAGCCTCACACTA 18 79 28 20 215 20 60,106 58,814 25,700 27,400 1,292,468 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 18 164 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT AACTCAGGGAAAGGTGTGCT 18 55 28 20 191 20 60,106 59,153 25,700 44,000 0.952961 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 9 118 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT GGTCTGCTCTCCCTCAATCG 18 9 28 20 145 20 60,106 59,896 25,700 33,400 0.210205 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 8 117 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT GTCTGCTCTCCCTCAATCGC 18 8 28 20 144 20 60,106 60,530 25,700 45,800 0.635823 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 4 6 115 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT CTGCTCTCCCTCAATCGCAG 18 6 28 20 142 20 60,106 60,530 25,700 51,800 0.636479 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 25 195 ATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTATTGGTCTGGTTGGTGTGGC CAGGTAGCAGCCTCACACTA 25 79 21 20 215 20 60,828 58,814 50,100 27,400 2,013,707 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 25 196 ATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTATTGGTCTGGTTGGTGTGGC CCAGGTAGCAGCCTCACAC 25 81 21 20 216 19 60,828 60,079 50,100 38,200 1,906,354 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 19 190 CTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAG CTGGTTGGTGTGGCAGTGAT CCAGGTAGCAGCCTCACAC 19 81 27 20 216 19 60,538 60,079 30,600 38,200 1,616,905 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr275_3 3 66 51 17 1 AAG TTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTC NO 0 0 5 18 189 TGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGG TGGTTGGTGTGGCAGTGATT CCAGGTAGCAGCCTCACAC 18 81 28 20 216 19 60,106 60,079 25,700 38,200 1,185,116 A 225 TGGATGCTGTATCACACCTAATTGGTCTGGTTGGTGTGGCAGTGATTTGTTCCAGTAAGAGGTGAttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcTCCTCACTGCGATTGAGGGAGAGCAGACCTATGGATGGATGAAGAGTAGGAAGGTAGCACACCTTTCCCTGAGTTCTGTTAGTGTGAGGCTGCTACCTGGCTCCAGCTG

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 1 1 3 35 233 GGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCGGACAGTATTCTCTCACCTCCA GGGTTAGCAGCTTTGCAATCC 115 35 26 22 258 21 58,634 60,135 38,600 30,100 4,501,391 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 3 35 234 TGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCTGGACAGTATTCTCTCACCTCCA GGGTTAGCAGCTTTGCAATCC 115 35 25 23 258 21 60,246 60,135 38,600 30,100 4,380,617 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 3 35 234 TGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCTGGACAGTATTCTCTCACCTCC GGGTTAGCAGCTTTGCAATCC 116 35 25 22 258 21 58,634 60,135 43,000 30,100 4,501,391 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 Apr‐75 29 140 TCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNT TCCACCTTCCCTCTCTACCC AGCAGCTTTGCAATCCTGAA 29 31 114 20 253 20 59,661 58,376 36,900 30,200 1,963,150 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 Apr‐75 29 145 TCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNT TCCACCTTCCCTCTCTACCC GGGTTAGCAGCTTTGCAATCC 29 35 114 20 258 21 59,661 60,135 36,900 30,100 1,473,809 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 Apr‐75 28 139 TCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNT TCCACCTTCCCTCTCTACCC GCAGCTTTGCAATCCTGAATCA 29 28 114 20 252 22 59,661 60,094 36,900 25,700 2,433,204 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 6 35 248 TGTATCTCAGCAGATGGACAGTATtctctcACCTCCATTGTATCTCAGCAGATGGACAGT GGGTTAGCAGCTTTGCAATCC 130 35 11 22 258 21 58,631 60,135 35,500 30,100 4,504,170 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 6 28 138 CCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTC CCACCTTCCCTCTCTACCCT GCAGCTTTGCAATCCTGAATCA 28 28 115 20 252 22 59,660 60,094 43,400 25,700 2,434,598 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 6 28 139 CCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTC CCACCTTCCCTCTCTACCCT AGCAGCTTTGCAATCCTGAA 28 31 115 20 253 20 59,660 58,376 43,400 30,200 1,964,544 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 6 28 144 CCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTC CCACCTTCCCTCTCTACCCT GGGTTAGCAGCTTTGCAATCC 28 35 115 20 258 21 59,660 60,135 43,400 30,100 1,475,203 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 7 35 249 CTGTATCTCAGCAGATGGACAGTATtctctcACCTCCACTGTATCTCAGCAGATGGACAGT GGGTTAGCAGCTTTGCAATCC 130 35 10 23 258 21 59,616 60,135 35,500 30,100 4,519,141 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr277_5 5 163 40 7 1.5 AGAT TCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTA NO 0 0 7 35 250 ACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCACTGTATCTCAGCAGATGGACAG GGGTTAGCAGCTTTGCAATCC 131 35 9 23 258 21 59,616 60,135 35,100 30,100 4,519,141 F 287 ATACGGAAACTGTATCTCAGCAGATGGACAGTATtctctcACCTCCATCCTCTAACTTATCTCCCTCtttttCTGTGtttttCTTTCTCCCCATCTCttttttCctctctATCTCCACCTTCCctctctACCCTCAtttctttctttctttcTNTNTCTCTTtctctctctctctatctatctatctatctatctatctatcTAAACTCTTATCATCTNCTACTCTCAGTTGATTCAGGATTGCAAAGCTGCTAAcccccNNNTNTNNCNNNNNNNNNNNCNNTTAA

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 1 1 5 25 192 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCA AGCTTCCAGTGCAATTAGAGT 105 25 58 20 249 21 59,369 57,290 53,600 32,400 4,340,881 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 7 26 147 TGGGCATTGGAAGGAAATCTCACCagagagCTCTGA TGGGCATTGGAAGGAAATCTCA GGAAGCTTCCAGTGCAATTAGAG 55 26 106 22 252 23 59,957 59,623 32,700 24,300 5,419,388 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 7 26 195 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCA GGAAGCTTCCAGTGCAATTAGAG 105 26 58 20 252 23 59,369 59,623 53,600 24,300 4,007,219 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 7 26 243 ACATCCAACTTAAATAAacacacacAATTTGATATTCT ACATCCAACTTAAATAAACACACACA GGAAGCTTCCAGTGCAATTAGAG 147 26 10 26 252 23 57,998 59,623 37,200 24,300 11,378,427 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 8 27 147 TGGGCATTGGAAGGAAATCTCACCagagagCTCTGA TGGGCATTGGAAGGAAATCTCA GGAAGCTTCCAGTGCAATTAGA 55 27 106 22 252 22 59,957 58,653 32,700 21,000 5,390,058 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 8 27 149 TGTGGGCATTGGAAGGAAATCTCACCagagagCTCT TGTGGGCATTGGAAGGAAATC GGAAGCTTCCAGTGCAATTAGA 58 27 104 21 252 22 58,821 58,653 21,700 21,000 5,525,796 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 8 27 195 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCA GGAAGCTTCCAGTGCAATTAGA 105 27 58 20 252 22 59,369 58,653 53,600 21,000 3,977,889 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 8 27 243 ACATCCAACTTAAATAAacacacacAATTTGATATTCT ACATCCAACTTAAATAAACACACACA GGAAGCTTCCAGTGCAATTAGA 147 27 10 26 252 22 57,998 58,653 37,200 21,000 11,349,097 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 8 27 244 GACATCCAACTTAAATAAacacacacAATTTGATATTCGACATCCAACTTAAATAAACACACACA GGAAGCTTCCAGTGCAATTAGA 147 27 9 27 252 22 58,868 58,653 37,200 21,000 11,479,579 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 20 2 92 aTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatca ATGCGGTCAGAGTAGTGTGA GGAAGCTTCCAGTGCAATTAGA 2 27 161 20 252 22 58,454 58,653 35,800 21,000 4,893,058 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 20 1 91 TGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcat TGCGGTCAGAGTAGTGTGAA GGAAGCTTCCAGTGCAATTAGAG 1 26 162 20 252 23 58,676 59,623 31,800 24,300 4,700,929 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 20 1 91 TGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcat TGCGGTCAGAGTAGTGTGAA GGAAGCTTCCAGTGCAATTAGA 1 27 162 20 252 22 58,676 58,653 31,800 21,000 4,671,599 F 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 1 20 3 248 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCA ATGCGGTCAGAGTAGTGTGA 105 3 58 20 305 20 59,369 58,454 53,600 35,800 2,176,514 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 3 296 ACATCCAACTTAAATAAacacacacAATTTGATATTCT ACATCCAACTTAAATAAACACACACA ATGCGGTCAGAGTAGTGTGA 147 3 10 26 305 20 57,998 58,454 37,200 35,800 9,547,722 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 144 aTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatca ATGCGGTCAGAGTAGTGTGA TGCGGTCAGAGTAGTGTGAA 2 2 161 20 304 20 58,454 58,676 35,800 31,800 2,870,224 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 199 TGGGCATTGGAAGGAAATCTCACCagagagCTCTGA TGGGCATTGGAAGGAAATCTCA TGCGGTCAGAGTAGTGTGAA 55 2 106 22 304 20 59,957 58,676 32,700 31,800 3,367,225 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 201 TGTGGGCATTGGAAGGAAATCTCACCagagagCTCT TGTGGGCATTGGAAGGAAATC TGCGGTCAGAGTAGTGTGAA 58 2 104 21 304 20 58,821 58,676 21,700 31,800 3,502,963 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 201 TGTGGGCATTGGAAGGAAATCTCACCagagagCTCT TGTGGGCATTGGAAGGAAATCT TGCGGTCAGAGTAGTGTGAA 57 2 104 22 304 20 60,225 58,676 24,000 31,800 3,549,726 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 247 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCA TGCGGTCAGAGTAGTGTGAA 105 2 58 20 304 20 59,369 58,676 53,600 31,800 1,955,056 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 247 AGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAA AGGCATTGTTATCCTGGGCAA TGCGGTCAGAGTAGTGTGAA 104 2 58 21 304 20 59,993 58,676 45,200 31,800 2,331,381 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 295 ACATCCAACTTAAATAAacacacacAATTTGATATTCT ACATCCAACTTAAATAAACACACACA TGCGGTCAGAGTAGTGTGAA 147 2 10 26 304 20 57,998 58,676 37,200 31,800 9,326,264 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 2 296 GACATCCAACTTAAATAAacacacacAATTTGATATTCGACATCCAACTTAAATAAACACACACA TGCGGTCAGAGTAGTGTGAA 147 2 9 27 304 20 58,868 58,676 37,200 31,800 9,456,745 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 1 143 TGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcat TGCGGTCAGAGTAGTGTGAA TGCGGTCAGAGTAGTGTGAA 1 2 162 20 304 20 58,676 58,676 31,800 31,800 2,648,765 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr278_2 2 183 100 7 2 ATC TCATCATCATCATCATCATCATGTTCCTGGGCTGCTTNO 0 0 20 1 144 TGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcat TGCGGTCAGAGTAGTGTGAA ATGCGGTCAGAGTAGTGTGA 1 3 162 20 305 20 58,676 58,454 31,800 35,800 2,870,224 G 315 ATACAAGAGACATCCAACTTAAATAAacacacacAATTTGATATTCTGTCCATCACAAGGCATTGTTATCCTGGGCAATTTTCCCCTCCCCAACATGGAACAATGTGGGCATTGGAAGGAAATCTCACCagagagCTCTGAAGACCTGAGATATACaaaaaTGCGGTCAGAGTAGTGTGAATtcatcatcatcatcatcatcaTGTTCCTGGGCTGCtttttGCAATAACTCTAATTGCACTGGAAGCTTCCAAGAGATTTAACatgatgatgatgatgatgAATTCACACTACTCTGACCGCAtttttGTACAT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 1 1 4 57 190 GTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCAGTTGACTTTGCCCAATCCTCC GGAATGGTTCCTGCAGATTGG 57 67 65 21 254 21 59,454 59,247 43,000 31,600 3,299,102 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 4 56 225 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT TGGATTGGTGGTCATCTTCCA 56 104 67 20 291 21 58,924 59,008 36,900 35,300 3,067,414 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 4 56 250 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT AAGAGGTGGCTGTAGAGATACT 56 128 67 20 316 22 58,924 57,742 36,900 21,200 5,334,058 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 101 297 aaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCA AAACTCCAACAGGTTTGTCAAAT AGAGGTGGCTGTAGAGATACT 101 128 19 23 315 21 57,324 57,037 23,200 21,200 9,639,160 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 101 298 aaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCA AAACTCCAACAGGTTTGTCAAAT AAGAGGTGGCTGTAGAGATACT 101 128 19 23 316 22 57,324 57,742 23,200 21,200 9,934,142 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 97 295 aCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAACTCCAACAGGTTTGTCAAATATGA AGAGGTGGCTGTAGAGATACT 97 128 21 25 315 21 58,932 57,037 21,500 21,200 10,031,485 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 63 191 TCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCATCCATGTTGACTTTGCCCAA TGGTTCCTGCAGATTGGAAGG 63 63 60 20 250 21 57,921 60,272 41,200 34,600 3,351,262 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 56 184 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT TGGTTCCTGCAGATTGGAAGG 56 63 67 20 250 21 58,924 60,272 36,900 34,600 2,347,693 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 56 249 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT AGAGGTGGCTGTAGAGATACT 56 128 67 20 315 21 58,924 57,037 36,900 21,200 5,039,077 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 5 56 250 TTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCAT TTGACTTTGCCCAATCCTCCT AGAGGTGGCTGTAGAGATACT 56 128 66 21 315 21 59,571 57,037 36,900 21,200 5,392,387 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 7 56 179 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT CCTGCAGATTGGAAGGTAGCA 56 58 67 20 245 21 58,924 60,065 36,900 34,900 2,140,800 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 7 56 180 TGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATT TGACTTTGCCCAATCCTCCT TCCTGCAGATTGGAAGGTAGC 56 59 67 20 246 21 58,924 59,790 36,900 35,800 2,286,079 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 7 25 138 CCAAGCATTCAGTTATCACATCCTTTAGAATAGATT CCAAGCATTCAGTTATCACATCC AGGTAGCAAATGTAATCCCACT 25 44 95 23 232 22 57,821 57,137 35,100 40,000 10,041,687 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 7 25 139 TCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTTCCAAGCATTCAGTTATCACATCC AGGTAGCAAATGTAATCCCACT 25 44 94 24 232 22 59,116 57,137 35,100 40,000 9,746,226 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr280_2 2 143 24 8 1 ACT CTACTACTACTACTACTACTACTA NO 0 0 8 24 138 CCAAGCATTCAGTTATCACATCCTTTAGAATAGATT CCAAGCATTCAGTTATCACATCCT AGGTAGCAAATGTAATCCCACT 24 44 95 24 232 22 59,114 57,137 32,400 40,000 9,748,548 F 316 ATTTGTTACATCCTCaaaaaaCTCCAACAGGTTTGTCAAATATGATTTCTCTTCACAAATCCATGTTGACTTTGCCCAATCCTCCTATTATTTTCCAAGCATTCAGTTATCACATCCTTTAGAATAGATTCTAGCATTTTCCctactactactactactactactaCTGATGTATGTAGTTCCCTGTTTTATCTGTCCCttttttCTTAAAGTGGGATTACATTTGCTACCTTCCAATCTGCAGGAACCATTCCAGTATCTTTAGAATTTTGGAAGATGACCACCAATCCATCTAGTATCTCTACAGCCACCTCTT

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 1 1 3 32 161 CCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGCCCTTCGGCTTGCAGATCG GATTGTCAGAGGCCCAGGG 32 67 166 19 326 19 61,176 59,774 36,900 44,500 3,401,977 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 3 9 104 CCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGCCCTTCGGCTTGCAGATCG ATGCTCGAGTTCTTGCTGCT 32 9 166 19 269 20 61,176 60,037 36,900 42,400 2,212,850 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 61 191 CATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGG CATGCGCCCTACCTGATGTT GATTGTCAGAGGCCCAGGG 61 67 136 20 326 19 60,464 59,774 27,100 44,500 1,690,077 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 60 190 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC GATTGTCAGAGGCCCAGGG 60 67 137 20 326 19 60,179 59,774 31,800 44,500 1,404,750 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 42 290 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA GCGTGCTTCCTGGCTTTCAG 184 42 13 20 302 20 60,036 62,193 14,000 30,200 2,228,429 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 41 164 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC GTGCTTCCTGGCTTTCAGC 60 41 137 20 300 19 60,179 59,417 31,800 42,600 1,762,522 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 41 165 CATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGG CATGCGCCCTACCTGATGTT GTGCTTCCTGGCTTTCAGC 61 41 136 20 300 19 60,464 59,417 27,100 42,600 2,047,850 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 32 162 CCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGCCCTTCGGCTTGCAGATCG TGATTGTCAGAGGCCCAGGG 32 67 166 19 327 20 61,176 61,565 36,900 44,500 3,741,663 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 9 133 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC ATGCTCGAGTTCTTGCTGCT 60 9 137 20 269 20 60,179 60,037 31,800 42,400 0.215622 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 9 257 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA ATGCTCGAGTTCTTGCTGCT 184 9 13 20 269 20 60,036 60,037 14,000 42,400 0.072397 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 5 100 CCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGCCCTTCGGCTTGCAGATCG TCGAGTTCTTGCTGCTGGTC 32 5 166 19 265 20 61,176 60,320 36,900 40,200 2,496,173 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 5 129 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC TCGAGTTCTTGCTGCTGGTC 60 5 137 20 265 20 60,179 60,320 31,800 40,200 0.498945 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 5 253 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA TCGAGTTCTTGCTGCTGGTC 184 5 13 20 265 20 60,036 60,320 14,000 40,200 0.355720 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 4 128 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC CGAGTTCTTGCTGCTGGTCT 60 4 137 20 264 20 60,179 60,320 31,800 38,500 0.499292 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 4 4 252 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA CGAGTTCTTGCTGCTGGTCT 184 4 13 20 264 20 60,036 60,320 14,000 38,500 0.356067 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 5 43 290 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA GCGTGCTTCCTGGCTTTCA 184 43 13 20 302 19 60,036 61,261 14,000 26,900 2,296,689 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 5 31 154 ATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGC ATGCGCCCTACCTGATGTTC GCTTTCAGCCTCAGGTCGG 60 31 137 20 290 19 60,179 60,743 31,800 47,900 1,922,297 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 5 9 213 TTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACG TTTGCTCCAGGTTCAGGCG ATGCTCGAGTTCTTGCTGCT 141 9 57 19 269 20 60,601 60,037 55,200 42,400 1,637,212 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 6 44 290 AGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTT AGCCTGGCGAACGGAATTAA GCGTGCTTCCTGGCTTTC 184 44 13 20 302 18 60,036 59,437 14,000 26,200 2,599,247 B 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 6 26 154 GCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCG GCTTGCAGATCGCCTCGA GATTGTCAGAGGCCCAGGG 26 67 173 18 326 19 60,203 59,774 40,400 44,500 3,428,501 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr281_2 2 217 24 8 1 CCG GCCGCCGCCGCCGCCGCCGCCGCC NO 0 0 6 9 97 GCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCG GCTTGCAGATCGCCTCGA ATGCTCGAGTTCTTGCTGCT 26 9 173 18 269 20 60,203 60,037 40,400 42,400 2,239,374 A 342 CATTAGGAGGCCAGCCTGGCGAACGGAATTAAAGTAAAGCCCCGTTTCCctctctTTTTGCTCCAGGTTCAGGCGCAGTTGCAGCTGGACGGGGTGGCGCACGCGCACTCGCACCTccaccaccaCCTGGCGGCGCATGCGCCCTACCTGATGTTCccgccgccgCCCTTCGGCTTGCAGATCGCCTCGATCGCCGAGTCGGCCTCGGCGGCCGCGgccgccgccgccgccgccgccgccGTCAAGACCAGCAGCAAGAACTCGAGCATCGCCGACCTGAGGCTGAAAGCCAGGAAGCACGCCGAGGCCCTGGGCCTCTGACAATCAGCGGAAGCGGGCCGA

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 1 1 3 37 248 ATTAACCACTAAACCCGAgggggaaaaataataataaAA ATTAACCACTAAACCCGAGGG CTCGTTGTATCAATTGCTACATGCT 37 109 6 21 253 25 57,360 59,993 43,000 37,900 8,646,711 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 3 37 253 ATTAACCACTAAACCCGAgggggaaaaataataataaAA ATTAACCACTAAACCCGAGGG CAACACTCGTTGTATCAATTGCT 37 116 6 21 258 23 57,360 57,965 43,000 39,100 8,674,226 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 4 37 247 ATTAACCACTAAACCCGAgggggaaaaataataataaAA ATTAACCACTAAACCCGAGGG TCGTTGTATCAATTGCTACATGCT 37 109 6 21 252 24 57,360 59,124 43,000 37,900 8,515,208 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 1 167 AACGCTTCGtctctcACTCATtcactcactcactcactcacac AACGCTTCGTCTCTCACTCA TGCTTCAGTGTAATCAAAGGACA 1 67 43 20 209 23 59,048 58,286 34,100 40,200 5,665,833 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 1 167 AACGCTTCGtctctcACTCATtcactcactcactcactcacac AACGCTTCGTCTCTCACTCA TGCTTCAGTGTAATCAAAGGACAC 1 66 43 20 209 24 59,048 59,485 34,100 36,700 5,467,472 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 1 210 AACGCTTCGtctctcACTCATtcactcactcactcactcacac AACGCTTCGTCTCTCACTCA TCGTTGTATCAATTGCTACATGCT 1 109 43 20 252 24 59,048 59,124 34,100 37,900 5,827,816 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 1 211 AACGCTTCGtctctcACTCATtcactcactcactcactcacac AACGCTTCGTCTCTCACTCA CTCGTTGTATCAATTGCTACATGCT 1 109 43 20 253 25 59,048 59,993 34,100 37,900 5,959,319 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 1 216 AACGCTTCGtctctcACTCATtcactcactcactcactcacac AACGCTTCGTCTCTCACTCA CAACACTCGTTGTATCAATTGCT 1 116 43 20 258 23 59,048 57,965 34,100 39,100 5,986,834 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr283_2 2 64 56 9 1.5 ACTC TCACTCACTCACTCACTCACACTCACTCACTCACTCA NO 0 0 8 0 166 ACGCTTCGtctctcACTCATtcactcactcactcactcacactc ACGCTTCGTCTCTCACTCAT TGCTTCAGTGTAATCAAAGGACAC 0 66 44 20 209 24 58,830 59,485 29,000 36,700 5,684,769 F 261 AACTTATTAACCACTAAACCCGAgggggaaaaataataataaAACGCTTCGtctctcACTCATtcactcactcactcactcacactcactcactcactcactcactcactcactcactcACATACGTATCaaaaaTAAGGGAATTTAGAGTCCAATaaaaaaaGGTTAAAAGAATATTCAGTTAAGTGTCCTTTGATTACACTGAAGCATAGATACAACATATCAAATAGCATGTAGCAATTGATACAACGAGTGTTGCTG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 1 1 2 34 247 CAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACACAAAGTGGCTTTGTCCAGCT TGTCATGAAAGTGTAATAATTCCCAT 139 34 60 20 306 26 58,965 57,178 42,400 40,000 9,856,825 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG
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cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 3 35 160 TGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCT TGACCCATAGCTTCAACCTCC GGTGTCATGAAAGTGTAATAATTCCCA 49 35 149 21 308 27 59,440 59,878 43,000 43,700 8,681,738 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 3 35 174 TGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGGTAGATCTTCCCTGACCCA GGTGTCATGAAAGTGTAATAATTCCCA 63 35 135 21 308 27 59,635 59,878 45,100 43,700 8,486,733 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 3 34 158 TGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCT TGACCCATAGCTTCAACCTCC TGTCATGAAAGTGTAATAATTCCCAT 49 34 149 21 306 26 59,440 57,178 43,000 40,000 10,381,368 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 3 34 172 TGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGGTAGATCTTCCCTGACCCA TGTCATGAAAGTGTAATAATTCCCAT 63 34 135 21 306 26 59,635 57,178 45,100 40,000 10,186,364 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 36 238 TGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGTGTCCAGCTTCGGTTTCTGT GGTGTCATGAAAGTGTAATAATTCCC 128 36 71 20 308 26 59,532 58,519 34,100 39,700 7,949,036 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 35 238 TGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGTGTCCAGCTTCGGTTTCTGT GGTGTCATGAAAGTGTAATAATTCCCA 128 35 71 20 308 27 59,532 59,878 34,100 43,700 7,590,281 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 35 242 GCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTT GCTTTGTCCAGCTTCGGTTT GGTGTCATGAAAGTGTAATAATTCCCA 132 35 67 20 308 27 59,331 59,878 32,700 43,700 7,790,590 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 35 246 AGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAAGTGGCTTTGTCCAGCTTCG GGTGTCATGAAAGTGTAATAATTCCCA 136 35 63 20 308 27 60,886 59,878 37,900 43,700 8,008,546 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 35 292 ACAGATCCAGACAAGCCAAAACAATACCCTGGACA ACAGATCCAGACAAGCCAAA GGTGTCATGAAAGTGTAATAATTCCCA 182 35 17 20 308 27 57,043 59,878 32,800 43,700 10,079,458 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 35 294 AAACAGATCCAGACAAGCCAAAACAATACCCTGGA AAACAGATCCAGACAAGCCA GGTGTCATGAAAGTGTAATAATTCCCA 184 35 15 20 308 27 57,043 59,878 47,500 43,700 10,079,458 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 226 CGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTCGGTTTCTGTAGACAGCAGC TGTCATGAAAGTGTAATAATTCCCAT 118 34 81 20 306 26 58,928 57,178 52,500 40,000 9,893,291 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 236 TGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGTGTCCAGCTTCGGTTTCTGT TGTCATGAAAGTGTAATAATTCCCAT 128 34 71 20 306 26 59,532 57,178 34,100 40,000 9,289,912 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 237 TTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAAT TTGTCCAGCTTCGGTTTCTGT TGTCATGAAAGTGTAATAATTCCCAT 128 34 70 21 306 26 60,134 57,178 34,100 40,000 9,955,905 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 240 GCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTT GCTTTGTCCAGCTTCGGTTT TGTCATGAAAGTGTAATAATTCCCAT 132 34 67 20 306 26 59,331 57,178 32,700 40,000 9,490,220 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 244 AGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAAGTGGCTTTGTCCAGCTTCG TGTCATGAAAGTGTAATAATTCCCAT 136 34 63 20 306 26 60,886 57,178 37,900 40,000 9,708,176 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 290 ACAGATCCAGACAAGCCAAAACAATACCCTGGACA ACAGATCCAGACAAGCCAAA TGTCATGAAAGTGTAATAATTCCCAT 182 34 17 20 306 26 57,043 57,178 32,800 40,000 11,779,088 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 34 292 AAACAGATCCAGACAAGCCAAAACAATACCCTGGA AAACAGATCCAGACAAGCCA TGTCATGAAAGTGTAATAATTCCCAT 184 34 15 20 306 26 57,043 57,178 47,500 40,000 11,779,088 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 26 134 GAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAAGAGTCAAAGCCTCCAGACCA TGTCATGAAAGTGTAATAATTCCCAT 26 34 173 20 306 26 59,313 57,178 40,200 40,000 9,509,040 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 26 136 GAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAAGAGTCAAAGCCTCCAGACCA GGTGTCATGAAAGTGTAATAATTCCCA 26 35 173 20 308 27 59,313 59,878 40,200 43,700 7,809,410 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 24 132 GTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATT GTCAAAGCCTCCAGACCAGT TGTCATGAAAGTGTAATAATTCCCAT 24 34 175 20 306 26 59,602 57,178 40,000 40,000 9,220,004 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 24 134 GTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATT GTCAAAGCCTCCAGACCAGT GGTGTCATGAAAGTGTAATAATTCCCA 24 35 175 20 308 27 59,602 59,878 40,000 43,700 7,520,374 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 20 128 AAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAAT AAGCCTCCAGACCAGTTGTC TGTCATGAAAGTGTAATAATTCCCAT 20 34 179 20 306 26 59,602 57,178 31,800 40,000 9,220,004 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 4 20 130 AAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAAT AAGCCTCCAGACCAGTTGTC GGTGTCATGAAAGTGTAATAATTCCCA 20 35 179 20 308 27 59,602 59,878 31,800 43,700 7,520,374 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 5 36 239 TGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGTGTCCAGCTTCGGTTTCTGT GGGTGTCATGAAAGTGTAATAATTCCC 128 36 71 20 309 27 59,532 60,416 34,100 39,700 7,884,552 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 5 36 243 GCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTT GCTTTGTCCAGCTTCGGTTT GGGTGTCATGAAAGTGTAATAATTCCC 132 36 67 20 309 27 59,331 60,416 32,700 39,700 8,084,860 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 5 35 293 AACAGATCCAGACAAGCCAAAACAATACCCTGGAC AACAGATCCAGACAAGCCAA GGTGTCATGAAAGTGTAATAATTCCCA 183 35 16 20 308 27 57,043 59,878 45,200 43,700 10,079,458 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 5 34 291 AACAGATCCAGACAAGCCAAAACAATACCCTGGAC AACAGATCCAGACAAGCCAA TGTCATGAAAGTGTAATAATTCCCAT 183 34 16 20 306 26 57,043 57,178 45,200 40,000 11,779,088 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 6 35 163 CCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAG CCCTGACCCATAGCTTCAACC GGTGTCATGAAAGTGTAATAATTCCCA 52 35 146 21 308 27 60,409 59,878 37,700 43,700 8,530,877 F 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr284_4 4 219 28 7 1 ACTC CACTCACTCACTCACTCACTCACTCACT NO 0 0 6 34 161 CCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAG CCCTGACCCATAGCTTCAACC TGTCATGAAAGTGTAATAATTCCCAT 52 34 146 21 306 26 60,409 57,178 37,700 40,000 10,230,508 A 332 AAACCAATAGATTTAAACAGATCCAGACAAGCCAAAACAATACCCTGGACAGTAGAATTCAAAGTGGCTTTGTCCAGCTTCGGTTTCTGTAGACAGCAGCTTAATGCACAAATACTGGAGGCTTTTCACACTTCTGGTAGATCTTCCCTGACCCATAGCTTCAACCTCCTTTGAGTCAAAGCCTCCAGACCAGTTGTCTCCAATTCAATTAAATCTCAcactcactcactcactcactcactcactCCTATTAACTTTTACAATAAATCACAATACTATTATGGGAATTATTACACTTTCATGACAcccccTCCTTATGGGAAAATGAACCG

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 1 1 Apr‐75 40 256 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGAG AGCCAGAGAAAGGAAAGCCA 40 140 2 20 257 20 61,204 59,226 38,600 47,500 1,977,758 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 Apr‐75 3 119 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGAG AAGCACCTGGTACTAAGGGT 40 3 2 20 120 20 61,204 57,960 38,600 43,400 3,244,455 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 42 192 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG TGAGGAACAGAATAATCAAGAATGAAG 42 68 1 19 192 27 60,002 57,829 48,500 30,200 10,172,374 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 42 257 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG AGCCAGAGAAAGGAAAGCCA 42 140 1 19 257 20 60,002 59,226 48,500 47,500 1,775,285 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 41 191 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGA TGAGGAACAGAATAATCAAGAATGAAG 41 68 2 19 192 27 60,152 57,829 38,600 30,200 10,322,544 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 41 256 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGA AGCCAGAGAAAGGAAAGCCA 41 140 2 19 257 20 60,152 59,226 38,600 47,500 1,925,455 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 3 119 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGA AAGCACCTGGTACTAAGGGT 41 3 2 19 120 20 60,152 57,960 38,600 43,400 3,192,153 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 5 3 120 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG AAGCACCTGGTACTAAGGGT 42 3 1 19 120 20 60,002 57,960 48,500 43,400 3,041,983 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 6 42 191 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG GAGGAACAGAATAATCAAGAATGAAGT 42 67 1 19 191 27 60,002 57,828 48,500 30,100 10,173,517 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 10 32 148 AGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGAGGAACCTTCTGGGCTGGA GGCAGCTCTCCTGAAAGCTT 41 32 2 19 149 20 60,152 60,322 38,600 37,400 1,474,176 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 10 32 149 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG GGCAGCTCTCCTGAAAGCTT 42 32 1 19 149 20 60,002 60,322 48,500 37,400 1,324,007 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr287_4 4 62 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA NO 0 0 12‐May 34 151 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCCAGGAACCTTCTGGGCTGG AAGGCAGCTCTCCTGAAAGC 42 34 1 19 151 20 60,002 60,322 48,500 35,100 1,324,007 F 300 CAGGAACCTTCTGGGCTGGAGCCtttttACTNGCNNCGGTGATCttttttGCTGGAACNTTagcagcagcagcagcagcagcagcagcagcagcagcAGTACCCTTAGTACCAGGTGCttttttGGGAGAAGCTTTCAGGAGAGCTGCCTTTTGAAGCTTCTTAACTTCATTCTTGATTATTCTGTTCCTCATTTTCTTTGCCTTCATAACTTTAAAACGATCAAAATCTGTCATCTTGGCTTTCCTTTCTCTGGCTTCAGTTNCTTCTTGGNNANNNNNTTNNNNGAGAGCTGCCTTTT

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 1 1 5 50 246 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACAT TGCACAATGATATTGGTGTCAATCA 50 120 1 20 246 25 58,840 59,582 27,100 25,700 6,578,346 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 5 49 246 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACATG TGCACAATGATATTGGTGTCAATCA 49 120 1 21 246 25 60,136 59,582 32,100 25,700 6,554,069 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 5 45 242 AGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGA AGCTCGCAGTGAACATGATGA TGCACAATGATATTGGTGTCAATCA 45 120 5 21 246 25 60,067 59,582 29,200 25,700 6,484,854 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 10 44 165 AGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGA AGCTCGCAGTGAACATGATGA ACATCATCAACAAGAACATACGCA 45 44 5 21 169 24 60,067 59,305 29,200 52,400 5,761,626 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 10 44 169 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACAT ACATCATCAACAAGAACATACGCA 50 44 1 20 169 24 58,840 59,305 27,100 52,400 5,855,118 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 10 44 169 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACATG ACATCATCAACAAGAACATACGCA 49 44 1 21 169 24 60,136 59,305 32,100 52,400 5,830,841 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 15 0 120 AGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGA AGCTCGCAGTGAACATGATGA TCGTCATACTCACCATCATCACC 45 0 5 21 124 23 60,067 59,932 29,200 40,200 4,134,810 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 15 0 124 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACAT TCGTCATACTCACCATCATCACC 50 0 1 20 124 23 58,840 59,932 27,100 40,200 4,228,302 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 15 0 124 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatG GGAAAGCTCGCAGTGAACATG TCGTCATACTCACCATCATCACC 49 0 1 21 124 23 60,136 59,932 32,100 40,200 4,204,025 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 19 18 215 tgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATG TGATGATGGTGAGGATGGTGA TGCACAATGATATTGGTGTCAATCA 18 120 32 21 246 25 58,520 59,582 40,200 25,700 7,898,599 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 19 15 212 tgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtg TGATGGTGAGGATGGTGATGA TGCACAATGATATTGGTGTCAATCA 15 120 35 21 246 25 58,520 59,582 29,200 25,700 7,898,599 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr28_3 3 71 31 7 1.5 ATC TGATGATGATGATGATGATGAAGATGATGAT NO 0 0 19 12 209 tGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatg TGGTGAGGATGGTGATGATGA TGCACAATGATATTGGTGTCAATCA 12 120 38 21 246 25 58,520 59,582 29,200 25,700 7,898,599 F 251 GGAAAGCTCGCAGTGAACatgatgatgTAgatgatgatGGTGAGGATGGtgatgatgaTGTTGAGGATGGtgatgatgatgatgatgatgaAgatgatgatGGTGATGATGGTGAGTATGACGATTTTGATGATAATGAAGATGATGCGTATGTTCTTGTTGATGATGTTAATGACATGGTTGTACTATTATATTCTGACAATACATTTAAGATTAACAAATGATTGACACCAATATCATTGTGCATTTAC

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 1 1 8 1 188 ACGAACATTGACAACACCTTATTAATaaaaaTAGACTACGAACATTGACAACACCTTATTAA ACAACATAGAGAAGGTGGAGGA 21 1 26 25 213 22 57,501 58,209 14,000 37,100 11,290,642 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 0 0 8 1 195 AGTTTATACGAACATTGACAACACCTTATTAATaaaaAGTTTATACGAACATTGACAACACCT ACAACATAGAGAAGGTGGAGGA 27 1 19 26 213 22 59,291 58,209 40,000 37,100 10,500,269 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 0 0 9 1 189 ACGAACATTGACAACACCTTATTAATaaaaaTAGACTACGAACATTGACAACACCTTATTAA AACAACATAGAGAAGGTGGAGGA 21 1 26 25 214 23 57,501 58,832 14,000 37,100 11,667,422 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 0 0 9 0 188 ACGAACATTGACAACACCTTATTAATaaaaaTAGACTACGAACATTGACAACACCTTATTAA ACAACATAGAGAAGGTGGAGGAG 21 0 26 25 213 23 57,501 59,228 14,000 36,900 11,271,347 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 0 0 9 0 194 GTTTATACGAACATTGACAACACCTTATTAATaaaaa GTTTATACGAACATTGACAACACCT ACAACATAGAGAAGGTGGAGGAG 27 0 20 25 213 23 58,105 59,228 40,000 36,900 10,666,853 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr293_3 3 72 119 21 1.5 AAG TTCTTCTTCTCCTTCTTCTTCTTCTCCTCCTCCTCCTCCTCT_139_192 0 0 9 0 195 AGTTTATACGAACATTGACAACACCTTATTAATaaaaAGTTTATACGAACATTGACAACACCT ACAACATAGAGAAGGTGGAGGAG 27 0 19 26 213 23 59,291 59,228 40,000 36,900 10,480,974 F 228 AatatatGAAAGGCTAAGAGTTTATACGAACATTGACAACACCTTATTAATaaaaaTAGACTACCTGCAATttcttcttcTCcttcttcttcttctcctcctcctcctcctcctcctcctcctcCTActtcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttcttCTCCTCCACCTTCTCTATGTTGtttttttttCTCTTCT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 1 1 10 8 199 AGGCGAAACGTTCATTAAACTGTTTTGCTGAGACat AGGCGAAACGTTCATTAAACTGT GACAGACATGTAGACTGACCGA 55 8 3 23 201 22 59,437 59,252 35,500 46,900 6,310,546 B 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 0 0 10 7 198 AGGCGAAACGTTCATTAAACTGTTTTGCTGAGACat AGGCGAAACGTTCATTAAACTGT ACAGACATGTAGACTGACCGAC 55 7 3 23 200 22 59,437 59,511 35,500 47,900 6,051,102 B 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 0 0 10 6 172 TGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGCTGAGACATATATGTTTAACAGTTT CAGACATGTAGACTGACCGACA 26 6 28 27 199 22 57,552 59,512 26,600 43,500 11,936,591 F 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 0 0 10 6 173 TTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGCTGAGACATATATGTTTAACAGTT CAGACATGTAGACTGACCGACA 27 6 27 27 199 22 57,552 59,512 31,600 43,500 11,936,591 F 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 0 0 10 6 174 TTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGCTGAGACATATATGTTTAACAGT CAGACATGTAGACTGACCGACA 28 6 26 27 199 22 57,552 59,512 35,500 43,500 11,936,591 F 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr294_2 2 81 91 15 1.5 AGAT TTATTTATTTATCTATCTGTCTGTCTGTCTGTCTATCTNO 0 0 10 6 197 AGGCGAAACGTTCATTAAACTGTTTTGCTGAGACat AGGCGAAACGTTCATTAAACTGT CAGACATGTAGACTGACCGACA 55 6 3 23 199 22 59,437 59,512 35,500 43,500 6,050,710 B 232 AGAGGCGAAACGTTCATTAAACTGTTTTGCTGAGACatatatGTTTAACAGtttatttatttaTTCATTTGTTTACTTGCttatttatttatCTAtctgtctgtctgtctgtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCTGTCGGTCAGTCTACATGTCTGTCTATCTGTCTGCCTGTCTATCTATTTATCTGT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 3 21 157 CCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGC CCCAGCTCCCATTGCCATAA AACTGACGGGATTGAGCGAG 21 75 3 20 159 20 60,106 60,109 19,000 50,300 0.214680 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 21 166 CCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGC CCCAGCTCCCATTGCCATAA GCCATCGTTAACTGACGGGA 21 84 3 20 168 20 60,106 60,109 19,000 51,400 0.214585 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 21 168 CCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGC CCCAGCTCCCATTGCCATAA AGGCCATCGTTAACTGACGG 21 86 3 20 170 20 60,106 60,108 19,000 47,900 0.214395 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 12 94 CCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGC CCCAGCTCCCATTGCCATAA GCCTGCGGCTTCTAACAAAG 21 12 3 20 96 20 60,106 59,831 19,000 27,700 0.275074 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 21 129 CCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGC CCCAGCTCCCATTGCCATAA GCTCAACGCCGCTTTAATCC 21 47 3 20 131 20 60,106 60,248 19,000 30,100 0.354160 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr295_3 3 44 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 12 90 GCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTC GCTCCCATTGCCATAACAGC GCCTGCGGCTTCTAACAAAG 17 12 7 20 96 20 59,613 59,831 44,000 27,700 0.555847 A 184 CACCCAGCTCCCATTGCCATAACAGCTCTTGTGCTGGCTGTCAggtggtggtggtggtggtggtAGGAATGAGGGGCTTTGTTAGAAGCCGCAGGCGGCTGCGGGATTTCAGGATTAAAGCGGCGTTGAGCGCATTCTGCTCGCTCAATCCCGTCAGTTAACGATGGCCTAAGAGACCGGCTCT

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 1 1 3 77 290 CTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTC CTCCCGAAGATGTGCTGGG AGTGACGGCAATAGTGTGGG 77 153 73 19 362 20 60,153 60,036 44,500 46,100 1,189,677 F 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 29 156 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG GGTGTGGTGAACCTCCAGTT 29 66 120 20 275 20 59,898 59,817 44,500 31,600 0.285256 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 29 209 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG CGGCTTAGGTCAACCAGGAG 29 119 120 20 328 20 59,898 60,108 44,500 36,900 0.210619 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 29 211 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG AACGGCTTAGGTCAACCAGG 29 121 120 20 330 20 59,898 59,964 44,500 44,500 0.138787 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 29 243 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG AGTGACGGCAATAGTGTGGG 29 153 120 20 362 20 59,898 60,036 44,500 46,100 0.138870 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 27 241 TGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTTGCATGAGAATTGCCCAGGA AGTGACGGCAATAGTGTGGG 27 153 122 20 362 20 59,668 60,036 38,600 46,100 0.368681 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 19 109 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG ATGGGAGAGCAGCCTATGGT 29 19 120 20 228 20 59,898 60,401 44,500 35,500 0.503586 A 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 17 144 TTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACTTGCCCAGGAAGCTCAAACT GGTGTGGTGAACCTCCAGTT 17 66 132 20 275 20 59,814 59,817 26,600 31,600 0.368676 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 16 96 TGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCTGCCCAGGAAGCTCAAACTT ATGGGAGAGCAGCCTATGGT 16 19 133 20 228 20 59,814 60,401 26,600 35,500 0.587005 A 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 16 143 TGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCTGCCCAGGAAGCTCAAACTT GGTGTGGTGAACCTCCAGTT 16 66 133 20 275 20 59,814 59,817 26,600 31,600 0.368676 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 16 198 TGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCTGCCCAGGAAGCTCAAACTT AACGGCTTAGGTCAACCAGG 16 121 133 20 330 20 59,814 59,964 26,600 44,500 0.222206 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 10 100 GCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCC GCTGCATGAGAATTGCCCAG CAGCCTATGGTCCTCTCGGA 29 10 120 20 219 20 59,898 60,468 44,500 45,500 0.570695 A 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 92 272 ACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggACAACTATGCCATCGCCTCC CGGCTTAGGTCAACCAGGAG 92 119 57 20 328 20 60,179 60,108 43,000 36,900 0.287183 F 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 92 274 ACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggACAACTATGCCATCGCCTCC AACGGCTTAGGTCAACCAGG 92 121 57 20 330 20 60,179 59,964 43,000 44,500 0.215351 F 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 45 292 AAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCA AAGTCTCCATGCAAGAGCTG TGTAATTGCCCAACCAGCTG 45 186 104 20 395 20 57,889 58,744 42,400 42,400 3,366,784 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 30 244 AGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTC AGCTGCATGAGAATTGCCCA AGTGACGGCAATAGTGTGGG 30 153 119 20 362 20 60,324 60,036 53,600 46,100 0.360388 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 7 45 292 AAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCA AAGTCTCCATGCAAGAGCTG TGTAATTGCCCAACCAGCTGA 45 185 104 20 395 21 57,889 60,203 42,400 42,600 3,313,890 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 7 45 293 AAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCA AAGTCTCCATGCAAGAGCTG GTGTAATTGCCCAACCAGCTG 45 186 104 20 396 21 57,889 60,068 42,400 42,400 3,178,537 B 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 8 92 290 CCAGAGCATTACCCTAGGCCTCTGGAATATTAATCC CCAGAGCATTACCCTAGGCC CCTTCTCAACCTCGTCCCTC 137 92 12 20 301 20 59,602 59,467 51,900 43,000 0.931350 F 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr296_7 7 169 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 8 92 291 CCCAGAGCATTACCCTAGGCCTCTGGAATATTAATC CCCAGAGCATTACCCTAGGC CCTTCTCAACCTCGTCCCTC 138 92 11 20 301 20 59,602 59,467 39,300 43,000 0.931350 F 396 AACCCAGGTCCCCAGAGCATTACCCTAGGCCTCTGGAATATTAATCCAGTGACAATACAACTATGCCATCGCCTCCCGAAGATGTGCTgggggAcccccccGTAAGTCTCCATGCAAGAGCTGCATGAGAATTGCCCAGGAAGCTCAAACTTCCGTTGGGCAATTACCcctcctcctcctcctcctcctCTTGCCATAGTCCGAGAGGACCATAGGCTGCTCTCCCATTagagagagGTGACTGATGGTGAGTTTAACTGGAGGTTCACCACACCTCAGGTGAGGGACGAGGTTGAGAAGGCGGGGCCCTCCTGGTTGACCTAAGCCGTTATGGGAATTGAACCCACACTATTGCCGTCACTCTGCATTACAAATCAGCTGGTTGGGCAATTACAC

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 1 17 10 194 AATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAAATCGAACTCCCTGAGCTGC GAGAGGGAGGGAGGGAAGG 103 10 125 20 318 19 60,108 60,075 52,500 34,600 1,182,795 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐47 192 AATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAAATCGAACTCCCTGAGCTGC GAGGGAGGGAGGGAAGGAG 103 ‐47 125 20 261 19 60,108 60,075 52,500 36,900 1,182,795 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐49 134 CCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCCCTGTGTGTCTGTCTCTCCC GGGAGGGAGGGAAGGAGAG 47 ‐49 181 20 259 19 59,394 60,075 43,000 32,000 1,680,439 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐49 171 ctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCC CTGCTGTCAGACTGGGTGAG GGGAGGGAGGGAAGGAGAG 84 ‐49 144 20 259 19 60,038 60,075 35,100 32,000 1,112,362 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐49 190 AATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAAATCGAACTCCCTGAGCTGC GGGAGGGAGGGAAGGAGAG 103 ‐49 125 20 259 19 60,108 60,075 52,500 32,000 1,182,795 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐50 133 CCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCCCTGTGTGTCTGTCTCTCCC GGAGGGAGGGAAGGAGAGG 47 ‐50 181 20 258 19 59,394 60,075 43,000 36,900 1,680,439 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐50 170 ctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCC CTGCTGTCAGACTGGGTGAG GGAGGGAGGGAAGGAGAGG 84 ‐50 144 20 258 19 60,038 60,075 35,100 36,900 1,112,362 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐51 132 CCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCCCTGTGTGTCTGTCTCTCCC GAGGGAGGGAAGGAGAGGG 47 ‐51 181 20 257 19 59,394 60,075 43,000 43,000 1,680,439 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 248 42 7 1.5 AGGG TCCCTCCCTCCCTCCCTCCCTCCCTCCCCTTCCCTCCC NO 0 0 19 ‐51 169 ctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCC CTGCTGTCAGACTGGGTGAG GAGGGAGGGAAGGAGAGGG 84 ‐51 144 20 257 19 60,038 60,075 35,100 43,000 1,112,362 F 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 1 17 8 290 TTGCTGACTCGGCTATTGGTGAGTTAACctctctctctT TTGCTGACTCGGCTATTGGT GAGAGGGAGGGAGGGAAGG 8 10 29 20 318 19 59,387 60,075 36,700 34,600 1,688,110 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 0 17 7 290 TGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGTGCTGACTCGGCTATTGGTG GGAGAGGGAGGGAGGGAAG 7 11 30 20 319 19 60,108 60,075 41,700 34,600 1,183,036 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 0 17 7 291 TGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGTGCTGACTCGGCTATTGGTG AGGAGAGGGAGGGAGGGAA 7 12 30 20 320 19 60,108 60,550 41,700 39,700 1,658,560 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 0 19 ‐49 285 TGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGTGCTGACTCGGCTATTGGTG GGGAGGGAGGGAAGGAGAG 7 ‐49 30 20 259 19 60,108 60,075 41,700 32,000 1,183,036 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 0 19 ‐50 284 TGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGTGCTGACTCGGCTATTGGTG GGAGGGAGGGAAGGAGAGG 7 ‐50 30 20 258 19 60,108 60,075 41,700 36,900 1,183,036 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr297_2 2 57 233 7 2 AGGG CTCTCTCTCTTGACACCGTGTTGGATTTTGCTGCAGANO 0 0 19 ‐51 283 TGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGTGCTGACTCGGCTATTGGTG GAGGGAGGGAAGGAGAGGG 7 ‐51 30 20 257 19 60,108 60,075 41,700 43,000 1,183,036 G 320 AATCTTAGATCTGCCCAAACCTCAGGCGTTGCTGACTCGGCTATTGGTGAGTTAACctctctctctTGACACCGTGTTGGATTTTGCTGCAGACTAGCTGTTGTGTCGAGCAAACTCCCACAATAATCGAACTCCCTGAgctgctgctGTCAGACTGGGTGAgggggTTTCAGCTCTGTCCCtgtgtgTCTGtctctcCCCATGGCTCNCTCCCTCACCCTCCCTtccctccctccctcccTCTCCTtccctccctccctccctccctccctcccCTtccctccctcccTAcccccTCTCCTtccctccctcccTCTCCT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 1 1 3 42 155 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA AGCAAGGCCCATAACTGCAT 42 52 3 20 157 20 58,090 60,033 40,800 39,600 1,942,513 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 42 169 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA ATGTGCCAAGCCAAAGCAAG 42 66 3 20 171 20 58,090 59,966 40,800 40,100 1,944,037 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 42 190 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA GCATTCAAAGTGTGCCAGGA 42 87 3 20 192 20 58,090 59,039 40,800 38,600 2,870,719 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 42 211 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA CTCAGTTGACCCTGGATACGG 42 107 3 20 213 21 58,090 59,863 40,800 40,200 3,046,786 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 42 264 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA TGCTTTGTCATTGTCACCTACA 42 159 3 20 266 22 58,090 58,185 40,800 27,400 5,724,325 F 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 41 264 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAAA TGCTTTGTCATTGTCACCTACA 41 159 3 21 266 22 58,761 58,185 36,800 27,400 6,053,146 F 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 28 130 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA AGCACCGACCTTGCCAATT 42 28 3 20 132 19 58,090 60,229 40,800 23,200 3,138,251 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 42 152 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA AAGGCCCATAACTGCATGCT 42 49 3 20 154 20 58,090 60,033 40,800 37,900 1,942,513 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 27 129 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA GCACCGACCTTGCCAATTG 42 27 3 20 131 19 58,090 60,081 40,800 23,200 2,990,269 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 42 269 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA ACAATTGCTTTGTCATTGTCACCT 42 162 3 20 271 24 58,090 59,900 40,800 40,000 6,009,581 F 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 26 128 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA CACCGACCTTGCCAATTGC 42 26 3 20 130 19 58,090 60,081 40,800 35,600 2,990,269 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr29_4 4 65 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 42 195 GTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGTCCAGAAGACCCATTGCAA TACGGGCATTCAAAGTGTGC 42 92 3 20 197 20 58,090 59,122 40,800 45,700 2,788,116 A 274 CAGTCCAGAAGACCCATTGCAAATCTTAGGGTAAGGGGCAATTTACTCCATTAAAGGCATACAAgttgttgttgttgttgttgttGTAGCAATGCTGGTTGGAGATTACTTGCAATTGGCAAGGTCGGTGCTGCAGCATGCAGTTATGGGCCTTGCTTTGGCTTGGCACATTTCCTGGCACACTTTGAATGCCCGTATCCAGGGTCAACTGAGATGAGAGttttttGAATGTttgttgttgGAATGTAGGTGACAATGACAAAGCAATTGTTAT

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 1 1 8 22 117 CGTTGGACACGGAGATTGGGGTCTTCCCACCGCCA CGTTGGACACGGAGATTGGG CTTCTCACTGTTCAGCGGCA 22 34 180 20 296 20 61,019 60,601 41,200 56,900 1,620,324 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 161 GGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggt GGTGACGCTATTGCCTCTCA TTCTCACTGTTCAGCGGCAT 67 33 135 20 295 20 59,824 59,965 32,700 44,000 0.211077 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 162 GGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggGGGTGACGCTATTGCCTCTC TTCTCACTGTTCAGCGGCAT 68 33 134 20 295 20 60,531 59,965 32,000 44,000 0.566187 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 206 GATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCGATGGAGGTGCCTTTGGACA TTCTCACTGTTCAGCGGCAT 112 33 90 20 295 20 59,962 59,965 40,200 44,000 0.073483 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 220 ACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGACTGCTCAAAGTGCGATGGA TTCTCACTGTTCAGCGGCAT 126 33 76 20 295 20 59,965 59,965 34,100 44,000 0.070634 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 231 GTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGGTGGCATTGCAACTGCTCAA TTCTCACTGTTCAGCGGCAT 137 33 65 20 295 20 59,968 59,965 30,200 44,000 0.067720 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 274 tgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCTGGGTGCCTTTGGATTCTGA TTCTCACTGTTCAGCGGCAT 180 33 22 20 295 20 59,223 59,965 32,700 44,000 0.812127 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 276 ggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTAGGTGGGTGCCTTTGGATTCT TTCTCACTGTTCAGCGGCAT 182 33 20 20 295 20 60,252 59,965 24,000 44,000 0.287104 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 290 GTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGA GTTGCTCAAGGGTGGGTGG TTCTCACTGTTCAGCGGCAT 197 33 6 19 295 20 60,903 59,965 46,100 44,000 1,938,721 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 33 291 GGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAG GGTTGCTCAAGGGTGGGTG TTCTCACTGTTCAGCGGCAT 198 33 5 19 295 20 60,903 59,965 46,100 44,000 1,938,721 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 10 22 116 CGTTGGACACGGAGATTGGGGTCTTCCCACCGCCA CGTTGGACACGGAGATTGGG TTCTCACTGTTCAGCGGCAT 22 33 180 20 295 20 61,019 59,965 41,200 44,000 1,054,595 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 12 32 160 GGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggt GGTGACGCTATTGCCTCTCA TCTCACTGTTCAGCGGCATC 67 32 135 20 294 20 59,824 60,390 32,700 39,100 0.566100 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 12 32 275 ggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTAGGTGGGTGCCTTTGGATTCT TCTCACTGTTCAGCGGCATC 182 32 20 20 294 20 60,252 60,390 24,000 39,100 0.642127 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 12 32 290 GGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAG GGTTGCTCAAGGGTGGGTG TCTCACTGTTCAGCGGCATC 198 32 5 19 294 20 60,903 60,390 46,100 39,100 2,293,744 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr300_2 2 222 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 12 22 115 CGTTGGACACGGAGATTGGGGTCTTCCCACCGCCA CGTTGGACACGGAGATTGGG TCTCACTGTTCAGCGGCATC 22 32 180 20 294 20 61,019 60,390 41,200 39,100 1,409,619 F 296 CTGGGGTTGCTCAAgggtgggtgggtGCCTTTGGATTCTGAGAACTCGGTCTTCCTACCGCCAGGTGGCATTGCAACTGCTCAAAGTGCGATGGAGGTGCCTTTGGACAGAAAATGCGGTCCTCCGACCGCCAGGGTGACGCTATTGCCTCTCAAAGTAGGGGNTgtggtggtgGATGCCGTTGGACACGGAGATTGGGGTCTTCCCACCGCCAGGGCGGCgctgctgctgctgctgctgctCAGGgtgtgtATGTGTTTGGTgggggCGAGTGGATGCCGCTGAACAGTGAGAAG

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 1 1 2 6 179 CAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCAACCAACTTCCTCGCTCCA GGACGACGGCACATAGACAA 109 6 46 20 224 20 60,250 60,109 38,600 31,800 0.359287 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 3 72 290 AGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGAGGGATCCAAGACTTCTTAGGC TCAAATCGAGATTCTGCGTCG 151 72 2 22 291 21 59,225 58,815 39,300 51,200 4,960,070 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 3 71 290 AGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGAGGGATCCAAGACTTCTTAGGC TCAAATCGAGATTCTGCGTCGT 151 71 2 22 291 22 59,225 60,415 39,300 43,400 5,190,300 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 3 6 110 CCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCGGTGGCTATTCTTCCC GGACGACGGCACATAGACAA 41 6 115 19 224 20 59,852 60,109 39,700 31,800 1,257,490 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 71 290 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaCAGGGATCCAAGACTTCTTAGGC CAAATCGAGATTCTGCGTCGT 151 71 1 23 290 21 60,433 59,079 39,300 43,400 5,353,463 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 68 240 AACCAACTTCCTCGCTCcagcagcagCACTGGTAGAG AACCAACTTCCTCGCTCCAG TCGAGATTCTGCGTCGTTCC 108 68 47 20 286 20 59,965 60,179 38,600 36,200 0.214629 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 67 239 AACCAACTTCCTCGCTCcagcagcagCACTGGTAGAG AACCAACTTCCTCGCTCCAG CGAGATTCTGCGTCGTTCCT 108 67 47 20 285 20 59,965 60,179 38,600 33,600 0.214618 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 59 231 AACCAACTTCCTCGCTCcagcagcagCACTGGTAGAG AACCAACTTCCTCGCTCCAG TGCGTCGTTCCTAGCAGAAA 108 59 47 20 277 20 59,965 59,684 38,600 25,200 0.351343 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 20 141 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC TGCGTCGTTCCTAGCAGAAA 20 59 137 18 277 20 57,400 59,684 44,600 25,200 4,916,093 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 20 149 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC CGAGATTCTGCGTCGTTCCT 20 67 137 18 285 20 57,400 60,179 44,600 33,600 4,779,368 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 20 150 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC TCGAGATTCTGCGTCGTTCC 20 68 137 18 286 20 57,400 60,179 44,600 36,200 4,779,378 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 10 91 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC GCAGGACGACGGCACATAG 20 10 137 18 227 19 57,400 60,879 44,600 22,300 6,478,729 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 9 90 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC CAGGACGACGGCACATAGA 20 9 137 18 226 19 57,400 59,193 44,600 19,800 6,407,433 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 8 90 GCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGCTCAAGAAGGACGACCC CAGGACGACGGCACATAGAC 20 8 137 18 226 20 57,400 60,526 44,600 25,900 5,125,875 A 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 6 178 AACCAACTTCCTCGCTCcagcagcagCACTGGTAGAG AACCAACTTCCTCGCTCCAG GGACGACGGCACATAGACAA 108 6 47 20 224 20 59,965 60,109 38,600 31,800 0.144449 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 4 6 180 ACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAACAACCAACTTCCTCGCTCC GGACGACGGCACATAGACAA 110 6 45 20 224 20 60,250 60,109 47,000 31,800 0.359330 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 5 6 90 ccGCTCAAGAAGGACGACCCCAATCCATTTAGATTT CCGCTCAAGAAGGACGACC GGACGACGGCACATAGACAA 21 6 135 19 224 20 60,446 60,109 47,900 31,800 1,555,264 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 7 6 91 cccGCTCAAGAAGGACGACCCCAATCCATTTAGATT CCCGCTCAAGAAGGACGAC GGACGACGGCACATAGACAA 22 6 134 19 224 20 60,446 60,109 43,400 31,800 1,555,264 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 8 68 256 cagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagCAGCAGCAGCCAATACAACC TCGAGATTCTGCGTCGTTCC 124 68 31 20 286 20 59,828 60,179 37,700 36,200 0.351074 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 8 67 255 cagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagCAGCAGCAGCCAATACAACC CGAGATTCTGCGTCGTTCCT 124 67 31 20 285 20 59,828 60,179 37,700 33,600 0.351064 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr302_6 6 175 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG CAG_175_198 0 0 8 6 194 cagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagCAGCAGCAGCCAATACAACC GGACGACGGCACATAGACAA 124 6 31 20 224 20 59,828 60,109 37,700 31,800 0.280895 F 312 CAGGGATCCAAGACTTCTTAGGCTTGgcagcagcagcaGCCAATACAACCAACTTCCTCGCTCcagcagcagCACTGGTAGAGCTACTTGCTCCATTACTAATGCCCAACAAGGCCCGGTGGCTATTCTTccccccGCTCAAGAAGGACGACCCCAATCCATTTAGATTTAGGAcagcagcagcagcagcagcagcagCNNNCATTGTCTATGTGCCGTCGTCCTGCTCTCCAGCAACAGCAAAAGCTACTTCTTAATTTCTGCTAGGAACGACGCAGAATCTCGATTTGATTACCACAAAGACATTAGACA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 1 1 4 67 233 CCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTG CCAGGTTGTGGTGTTCCCA TGCAGCTCCCACAACATTCA 67 94 31 19 263 20 59,771 60,179 43,700 25,700 1,407,788 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 67 235 CCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTG CCAGGTTGTGGTGTTCCCA AGTGCAGCTCCCACAACATT 67 96 31 19 265 20 59,771 60,179 43,700 27,100 1,407,774 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 19 193 TGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCATGGTAGTGGTCATGGGTTTGG GATGAGTGCAGCTCCCACAA 19 100 77 21 269 20 59,925 60,322 32,800 33,300 1,396,647 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 16 155 CCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTG CCAGGTTGTGGTGTTCCCA CATTCACTCCCTCCACCACC 67 16 31 19 185 20 59,771 60,035 43,700 46,100 1,263,848 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 12 101 GTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactaGTCATGGGTTTGGAAGGTGC CATTCACTCCCTCCACCACC 12 16 85 20 185 20 59,397 60,035 50,100 46,100 0.638121 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 5 94 GTTTGGAAGGTGCGGTCTCAGGTACactactactacta GTTTGGAAGGTGCGGTCTCA CATTCACTCCCTCCACCACC 5 16 92 20 185 20 60,534 60,035 32,700 46,100 0.569258 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 4 93 TTTGGAAGGTGCGGTCTCAGGTACactactactactact TTTGGAAGGTGCGGTCTCAG CATTCACTCCCTCCACCACC 4 16 93 20 185 20 60,250 60,035 33,500 46,100 0.285351 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 0 167 GAAGGTGCGGTCTCAGGTACactactactactactactac GAAGGTGCGGTCTCAGGTAC TGCAGCTCCCACAACATTCA 0 94 97 20 263 20 60,109 60,179 33,400 25,700 0.287752 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 0 168 GAAGGTGCGGTCTCAGGTACactactactactactactac GAAGGTGCGGTCTCAGGTAC GTGCAGCTCCCACAACATTC 0 95 97 20 264 20 60,109 59,758 33,400 26,700 0.350774 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 4 0 169 GAAGGTGCGGTCTCAGGTACactactactactactactac GAAGGTGCGGTCTCAGGTAC AGTGCAGCTCCCACAACATT 0 96 97 20 265 20 60,109 60,179 33,400 27,100 0.287738 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 5 22 191 AGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGG AGGTTGGTGAGTGACTTGGAG CCACAAACATTCACTCCCTCC 94 22 2 21 192 21 59,582 58,837 38,600 43,000 3,580,572 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 5 22 192 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGCAGGTTGGTGAGTGACTTGGA CCACAAACATTCACTCCCTCC 95 22 1 21 192 21 59,859 58,837 35,300 43,000 3,303,534 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 5 16 185 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGCAGGTTGGTGAGTGACTTGGA CATTCACTCCCTCCACCACC 95 16 1 21 185 20 59,859 60,035 35,300 46,100 1,175,908 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 6 92 259 TTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTTTGGTGAGTGACTTGGAGGG TGCAGCTCCCACAACATTCA 92 94 5 20 263 20 59,235 60,179 43,000 25,700 0.943885 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 6 92 260 TTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTTTGGTGAGTGACTTGGAGGG GTGCAGCTCCCACAACATTC 92 95 5 20 264 20 59,235 59,758 43,000 26,700 1,006,907 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 6 92 261 TTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTTTGGTGAGTGACTTGGAGGG AGTGCAGCTCCCACAACATT 92 96 5 20 265 20 59,235 60,179 43,000 27,100 0.943871 F 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 6 22 193 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGCAGGTTGGTGAGTGACTTGGA TCCACAAACATTCACTCCCTCC 95 22 1 21 193 22 59,859 60,225 35,300 43,000 3,365,621 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr305_2 2 117 33 11 1 ACT ACTACTACTACTACTACTACTACTACTACTACT ACT_117_149 0 0 6 16 181 TTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTTTGGTGAGTGACTTGGAGGG CATTCACTCCCTCCACCACC 92 16 5 20 185 20 59,235 60,035 43,000 46,100 0.799945 A 276 CAGGTTGGTGAGTGACTTGGAGGGGAGCTTCCAGGTTGTGGTGTTCCCATCTATCTGCTGCACTTGTTCTTCTAGATGGTAGTGGTCATGGGTTTGGAAGGTGCGGTCTCAGGTACactactactactactactactactactactactNNNNNNNNNTTGCGTCGGTGGTGGAGGGAGTGAATGTTTGTGGATGTAGTGTCAATCAAgggggCTGCTTTAAACTGGACAGTGTCAAGCTTCTTGAATGTTGTGGGAGCTGCACTCATCCAGGCCA

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 1 1 7 11 152 TGATGCCAAGATGTATGGATGGAATGAAATGGATt TGATGCCAAGATGTATGGATGGA TCCATTCTAAACATTCCACTCCA 11 60 12 23 163 23 59,605 57,487 34,100 38,600 8,908,215 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 10 5 98 TGATGCCAAGATGTATGGATGGAATGAAATGGATt TGATGCCAAGATGTATGGATGG TCCATTACATTCCTTTACTTTGGC 12 5 12 22 109 24 58,242 57,476 35,100 45,200 10,282,525 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 10 5 98 TGATGCCAAGATGTATGGATGGAATGAAATGGATt TGATGCCAAGATGTATGGATGGA TCCATTACATTCCTTTACTTTGGC 11 5 12 23 109 24 59,605 57,476 34,100 45,200 9,919,374 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 13‐May 23 191 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGGAATGGAATTGATGCCAAGA CATTCTATGATATGACATTCCATGACA 23 84 1 22 191 27 58,289 57,555 30,200 35,800 13,155,324 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 13‐May 23 192 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGGAATGGAATTGATGCCAAGA ACATTCTATGATATGACATTCCATGAC 23 85 1 22 192 27 58,289 57,554 30,200 30,600 13,156,602 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 13‐May 23 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGGAATGGAATTGATGCCAAGA GACATTCTATGATATGACATTCCATGA 23 86 1 22 193 27 58,289 57,337 30,200 30,700 13,373,671 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 13‐May 5 109 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGGAATGGAATTGATGCCAAGA TCCATTACATTCCTTTACTTTGGC 23 5 1 22 109 24 58,289 57,476 30,200 45,200 10,234,825 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 15‐May 23 179 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGGAATGGAATTGATGCCAAGA TGACATTCCATGACATTCCATTCT 23 75 1 22 179 24 58,289 58,488 30,200 24,000 9,223,022 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr309_2 2 46 35 7 1 AATGG TGGAATGGAATGGAATGGAATGGAATGGAATGGAANO 0 0 15‐May 11 168 TGATGCCAAGATGTATGGATGGAATGAAATGGATt TGATGCCAAGATGTATGGATGGA TGACATTCCATGACATTCCATTCT 11 75 12 23 179 24 59,605 58,488 34,100 24,000 8,907,571 A 193 TGGAATGGAATTGATGCCAAGATGTATGGATGGAATGAAATGGATtggaatggaatggaatggaatggaatggaatggaaCNGANGCCAAAGTAAAGGAATGTAATGGAATGNCATNGAAAGTCATGTAAANAAATGCNATGGAGTGGAATGTTTAGAATGGAATGTCATGGAATGTCATATCATAGAATGTC

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 1 1 19 11 139 TTGAaatggaatggaatggATGAAAAGGTGAATGGatggTTGAAATGGAATGGAATGGATGAA CCATTCCATTCCATCCATCCA 11 48 63 24 201 21 57,129 57,752 25,700 34,100 10,118,842 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 48 179 tggAATGGAATGTATGCCAAGATGTATGAATAGAATTGGAATGGAATGTATGCCAAGA TCCATTCCATTCCATCCATCCA 52 48 24 22 202 22 57,752 59,209 30,200 34,100 7,038,759 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 48 198 CGATGCCAATatggatggatggAATGGAATGTATGCCACGATGCCAATATGGATGGATGG TCCATTCCATTCCATCCATCCA 71 48 5 22 202 22 59,314 59,209 35,100 34,100 5,476,990 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 10 138 TGAaatggaatggaatggATGAAAAGGTGAATGGatggaTGAAATGGAATGGAATGGATGAAA CCATTCCATTCCATCCATCCA 10 48 64 24 201 21 57,129 57,752 26,900 34,100 10,118,842 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 10 139 TGAaatggaatggaatggATGAAAAGGTGAATGGatggaTGAAATGGAATGGAATGGATGAAA TCCATTCCATTCCATCCATCCA 10 48 64 24 202 22 57,129 59,209 26,900 34,100 9,661,480 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 21 48 199 CGATGCCAATatggatggatggAATGGAATGTATGCCACGATGCCAATATGGATGGATGG TTCCATTCCATTCCATCCATCCA 71 48 5 22 203 23 59,314 59,793 35,100 34,100 5,893,499 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 16 135 TGCCAAGATGTATGAATAGAATGTATTGAaatggaat TGCCAAGATGTATGAATAGAATGTATT TCCATTCCATTACATTCCATTCCA 33 16 38 27 172 24 57,202 58,225 18,900 35,300 15,572,910 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 16 138 GTATGCCAAGATGTATGAATAGAATGTATTGAaatg GTATGCCAAGATGTATGAATAGAATGT TCCATTCCATTACATTCCATTCCA 36 16 35 27 172 24 57,776 58,225 27,100 35,300 14,999,535 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 16 139 TGTATGCCAAGATGTATGAATAGAATGTATTGAaat TGTATGCCAAGATGTATGAATAGAATG TCCATTCCATTACATTCCATTCCA 37 16 34 27 172 24 57,777 58,225 26,700 35,300 14,998,367 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 16 144 TGGAATGTATGCCAAGATGTATGAATAGAATGTAT TGGAATGTATGCCAAGATGTATGA TCCATTCCATTACATTCCATTCCA 45 16 29 24 172 24 58,061 58,225 21,500 35,300 11,714,715 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 16 144 TGGAATGTATGCCAAGATGTATGAATAGAATGTAT TGGAATGTATGCCAAGATGTATGAA TCCATTCCATTACATTCCATTCCA 44 16 29 25 172 24 58,636 58,225 25,700 35,300 12,139,150 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 ‐37 187 ggatggAATGGAATGTATGCCAAGATGTATGAATAG GGATGGAATGGAATGTATGCCA TCCATTCCATTCCATTCCATCC 55 ‐37 21 22 117 22 58,501 58,152 49,200 35,100 7,347,641 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 22 ‐37 188 tggatggAATGGAATGTATGCCAAGATGTATGAATAGTGGATGGAATGGAATGTATGCCA TCCATTCCATTCCATTCCATCC 55 ‐37 20 23 117 22 60,117 58,152 49,200 35,100 6,965,510 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 23 ‐38 203 CGATGCCAATatggatggatggAATGGAATGTATGCCACGATGCCAATATGGATGGATGG TCCATTCCATTCCATTCCATCCA 71 ‐38 5 22 117 23 59,314 59,793 35,100 34,100 5,893,499 F 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr311_2 2 98 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 24 16 146 TGGAATGTATGCCAAGATGTATGAATAGAATGTAT TGGAATGTATGCCAAGATGTATGA CATCCATTCCATTACATTCCATTCCA 45 16 29 24 174 26 58,061 59,732 21,500 35,300 12,207,605 B 208 GAATCGATGCCAATatggatggatggAATGGAATGTATGCCAAGATGTATGAATAGAATGTATTGAaatggaatggaatggATGAAAAGGTGAATGGatggaatggaatggaatggaatggaatggaatggaTGCCAANATGGAAGNATGGAATGGAATGTAATGGAATGGATGAAAAgatggatggatggaatggaatggaatgGAT

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 1 1 3 82 252 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGTGGGAGAAGAGTCCAAAGCG AACCAATAGGCGACCTGTGG 82 97 1 20 252 20 59,678 60,035 46,800 41,700 0.357110 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 3 50 220 GTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTGTGGAGACTGGAAACCCTCG AACCAATAGGCGACCTGTGG 50 97 33 20 252 20 60,037 60,035 46,300 41,700 0.072671 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 71 241 TCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAATCCAAAGCGGGTTCTTCGAG AACCAATAGGCGACCTGTGG 71 97 12 20 252 20 60,320 60,035 40,400 41,700 0.355860 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 48 218 GGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCGGAGACTGGAAACCCTCGTG AACCAATAGGCGACCTGTGG 48 97 35 20 252 20 60,037 60,035 43,500 41,700 0.072671 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 4 0 170 GGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtgg GGTTCATGGCAAGCGTCTTG AACCAATAGGCGACCTGTGG 0 97 83 20 252 20 60,110 60,035 30,200 41,700 0.145036 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 5 82 297 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGTGGGAGAAGAGTCCAAAGCG GCTATCTTATACTCTCATGTTCACAGT 82 135 1 20 297 27 59,678 58,643 46,800 35,500 8,678,328 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 5 80 295 GGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGG GGAGAAGAGTCCAAAGCGGG GCTATCTTATACTCTCATGTTCACAGT 80 135 3 20 297 27 60,392 58,643 61,300 35,500 8,748,451 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 5 79 294 GAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGA GAGAAGAGTCCAAAGCGGGT GCTATCTTATACTCTCATGTTCACAGT 79 135 4 20 297 27 59,678 58,643 52,800 35,500 8,678,653 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 70 240 CCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCAAAGCGGGTTCTTCGAGA AACCAATAGGCGACCTGTGG 70 97 13 20 252 20 60,320 60,035 40,400 41,700 0.355860 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 48 169 GGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCGGAGACTGGAAACCCTCGTG ACCAAGTGACAGATGCCACC 48 48 35 20 203 20 60,037 60,251 43,500 46,100 0.288134 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 48 171 GTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTGTGGAGACTGGAAACCCTCG ACCAAGTGACAGATGCCACC 50 48 33 20 203 20 60,037 60,251 46,300 46,100 0.288134 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 6 127 TTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtgTTGGTTGGTTCATGGCAAGC ACCAAGTGACAGATGCCACC 6 48 77 20 203 20 59,608 60,251 40,100 46,100 0.643237 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 3 124 GTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtg GTTGGTTCATGGCAAGCGTC ACCAAGTGACAGATGCCACC 3 48 80 20 203 20 60,387 60,251 51,900 46,100 0.638141 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 0 121 GGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtgg GGTTCATGGCAAGCGTCTTG ACCAAGTGACAGATGCCACC 0 48 83 20 203 20 60,110 60,251 30,200 46,100 0.360498 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr312_3 3 103 33 11 1 ACC GGTGGTGGTGGTGGTGGTGGTGGTGGTGGTGGT NO 0 0 8 67 237 AAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTAAGCGGGTTCTTCGAGAGTG AACCAATAGGCGACCTGTGG 67 97 16 20 252 20 60,038 60,035 35,100 41,700 0.073598 F 342 TGGGAGAAGAGTCCAAAGCGGGTTCTTCGAGAGTGGAGACTGGAAACCCTCGTGTGAAAGACAGAGTTCTTTGAGATTGGTTGGTTCATGGCAAGCGTCTTGggtggtggtggtggtggtggtggtggtggtggtggggggggggagagagGAGTTGATGGGTAATCTACAGCATCTGTTTGGGGTGGCATCTGTCACTTGGTTACTTGGTTTCAGAGTGTGGTGTGCCTGACCACAGGTCGCCTATTGGTTTACATGGACTGTGTACTTACTGTGAACATGAGAGTATAAGATAGCTTTTGTAACTTGTGTTATCCTTATAAATCTGTATAAATCTGCAAA

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 1 1 2 47 270 GGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGAT GGAAACGGGCTTGGTAGTGA CAACGACAATGAGGGCGATG 129 47 13 20 282 20 59,964 59,625 34,100 38,400 0.410497 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 2 47 271 TGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGA TGGAAACGGGCTTGGTAGTG CAACGACAATGAGGGCGATG 130 47 12 20 282 20 60,251 59,625 27,400 38,400 0.625311 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 2 12 157 GGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACGGAGGGCTCCTTCTCTCAGA GCACTGAACGCAGAATGTCC 51 12 91 20 247 20 60,033 59,833 32,700 40,200 0.199429 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 2 12 235 GGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGAT GGAAACGGGCTTGGTAGTGA GCACTGAACGCAGAATGTCC 129 12 13 20 247 20 59,964 59,833 34,100 40,200 0.202554 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 132 cccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCCCTCTTTGACTGGACCCTT GGTGCACTGAACGCAGAATG 23 15 119 20 250 20 58,932 60,110 39,500 26,700 1,178,176 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 156 GGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGA GGCTCCTTCTCTCAGACCCT GGTGCACTGAACGCAGAATG 47 15 95 20 250 20 60,325 60,110 43,400 26,700 0.435259 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 160 GGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACGGAGGGCTCCTTCTCTCAGA GGTGCACTGAACGCAGAATG 51 15 91 20 250 20 60,033 60,110 32,700 26,700 0.142670 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 238 GGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGAT GGAAACGGGCTTGGTAGTGA GGTGCACTGAACGCAGAATG 129 15 13 20 250 20 59,964 60,110 34,100 26,700 0.145795 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 239 TGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGA TGGAAACGGGCTTGGTAGTG GGTGCACTGAACGCAGAATG 130 15 12 20 250 20 60,251 60,110 27,400 26,700 0.360609 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 15 240 TTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCG TTGGAAACGGGCTTGGTAGT GGTGCACTGAACGCAGAATG 131 15 11 20 250 20 59,525 60,110 27,300 26,700 0.585100 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 12 129 cccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCCCTCTTTGACTGGACCCTT GCACTGAACGCAGAATGTCC 23 12 119 20 247 20 58,932 59,833 39,500 40,200 1,234,935 F 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 106 TTCGGAATAGGTACCTGGGCtttatttatttatttatttattt TTCGGAATAGGTACCTGGGC GCACTGAACGCAGAATGTCC 0 12 142 20 247 20 58,874 59,833 53,600 40,200 1,292,448 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 109 TTCGGAATAGGTACCTGGGCtttatttatttatttatttattt TTCGGAATAGGTACCTGGGC GGTGCACTGAACGCAGAATG 0 15 142 20 250 20 58,874 60,110 53,600 26,700 1,235,689 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 110 TTTCGGAATAGGTACCTGGGCtttatttatttatttatttattTTTCGGAATAGGTACCTGGGC GGTGCACTGAACGCAGAATG 0 15 141 21 250 20 59,512 60,110 53,600 26,700 1,597,614 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 141 TTCGGAATAGGTACCTGGGCtttatttatttatttatttattt TTCGGAATAGGTACCTGGGC CAACGACAATGAGGGCGATG 0 47 142 20 282 20 58,874 59,625 53,600 38,400 1,500,391 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 142 TTTCGGAATAGGTACCTGGGCtttatttatttatttatttattTTTCGGAATAGGTACCTGGGC CAACGACAATGAGGGCGATG 0 47 141 21 282 20 59,512 59,625 53,600 38,400 1,862,316 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr313_2 2 162 54 8 1.5 AAAT TTTATTTATTTATTTATTTATTTATTTATTTATGTATTTNO 0 0 4 0 145 TTCGGAATAGGTACCTGGGCtttatttatttatttatttattt TTCGGAATAGGTACCTGGGC TCTGCAACGACAATGAGGGC 0 51 142 20 286 20 58,874 60,955 53,600 51,900 2,081,062 B 287 CTGGGTCATTTTGGAAACGGGCTTGGTAGTGAAAGCTTCCATTCGATTGCTGGGGTGAGATTGAACTCGGGGTGATGGGCAGGCATTGCCGGAGGGCTCCTtctctcAGACCCTCAcccccTCTTTGACTGGACCCTTGTTTTCGGAATAGGTACCTGGGCtttatttatttatttatttatttatttatttaTGtatttatttatttatttattTATGTTCTTGTTGGACATTCTGCGTTCAGTGCACCGCCCAACACCAGCATCGCCCTCATTGTCGTTGCAGAG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 1 1 2 0 152 ACACATCATGCAACTTCAAGGCTGAAACATTCTTCA ACACATCATGCAACTTCAAGGC TGTTGCACTGGTCAGATAGATGA 75 0 84 22 235 23 60,030 59,485 43,500 29,200 5,544,753 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 2 0 186 CCAGTTGGCCATGTTCAGTATTAATGTGCTATTAAC CCAGTTGGCCATGTTCAGTA TGTTGCACTGGTCAGATAGATGA 111 0 50 20 235 23 57,801 59,485 27,400 29,200 5,713,931 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 3 0 144 TGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTGCAACTTCAAGGCTGAAACA TGTTGCACTGGTCAGATAGATGA 68 0 92 21 235 23 58,901 59,485 28,300 29,200 5,613,718 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 139 GCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGGCTAGGTTTCCTGATGCACAT AAATCCAGGCCTGTGTGTGT 34 32 126 21 264 20 58,352 59,814 32,100 37,200 2,833,960 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 139 GCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGGCTAGGTTTCCTGATGCACA AAATCCAGGCCTGTGTGTGT 35 32 126 20 264 20 57,886 59,814 45,700 37,200 2,299,761 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 145 GGCTGAGCTAGGTTTCCTGATGCACATTTCAATACAGGCTGAGCTAGGTTTCCTGA AAATCCAGGCCTGTGTGTGT 41 32 120 20 264 20 59,095 59,814 38,600 37,200 1,091,258 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 215 CCAGTTGGCCATGTTCAGTATTAATGTGCTATTAAC CCAGTTGGCCATGTTCAGTAT AAATCCAGGCCTGTGTGTGT 110 32 50 21 264 20 58,273 59,814 21,200 37,200 2,912,722 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 215 CCAGTTGGCCATGTTCAGTATTAATGTGCTATTAAC CCAGTTGGCCATGTTCAGTA AAATCCAGGCCTGTGTGTGT 111 32 50 20 264 20 57,801 59,814 27,400 37,200 2,384,728 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 215 CCAGTTGGCCATGTTCAGTATTAATGTGCTATTAAC CCAGTTGGCCATGTTCAGT AAATCCAGGCCTGTGTGTGT 112 32 50 19 264 20 57,959 59,814 34,100 37,200 3,226,866 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 32 258 TCCTGGTTCATTGCAATGCCTTCACTAAAATAGAAT TCCTGGTTCATTGCAATGCC AAATCCAGGCCTGTGTGTGT 154 32 7 20 264 20 59,103 59,814 44,000 37,200 1,082,824 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 31 139 AGCTAGGTTTCCTGATGCACATTTCAATACATTGCC AGCTAGGTTTCCTGATGCACA AATCCAGGCCTGTGTGTGTA 35 31 125 21 263 20 59,370 58,936 45,700 29,000 2,694,373 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 1 229 TCCTGGTTCATTGCAATGCCTTCACTAAAATAGAAT TCCTGGTTCATTGCAATGCC TGTTGCACTGGTCAGATAGATG 154 1 7 20 235 22 59,103 58,135 44,000 29,000 4,762,369 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 0 116 GGCTGAGCTAGGTTTCCTGATGCACATTTCAATACAGGCTGAGCTAGGTTTCCTGA TGTTGCACTGGTCAGATAGATGA 41 0 120 20 235 23 59,095 59,485 38,600 29,200 4,420,461 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 4 0 229 TCCTGGTTCATTGCAATGCCTTCACTAAAATAGAAT TCCTGGTTCATTGCAATGCC TGTTGCACTGGTCAGATAGATGA 154 0 7 20 235 23 59,103 59,485 44,000 29,200 4,412,027 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 5 32 146 AGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACAGGCTGAGCTAGGTTTCCTG AAATCCAGGCCTGTGTGTGT 42 32 119 20 264 20 59,092 59,814 38,600 37,200 1,094,098 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 5 32 259 TTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAA TTCCTGGTTCATTGCAATGCC AAATCCAGGCCTGTGTGTGT 154 32 6 21 264 20 59,724 59,814 44,000 37,200 1,461,756 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 5 0 117 AGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACAGGCTGAGCTAGGTTTCCTG TGTTGCACTGGTCAGATAGATGA 42 0 119 20 235 23 59,092 59,485 38,600 29,200 4,423,301 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 6 32 257 CCTGGTTCATTGCAATGCCTTCACTAAAATAGAATA CCTGGTTCATTGCAATGCCT AAATCCAGGCCTGTGTGTGT 153 32 8 20 264 20 59,100 59,814 47,500 37,200 1,085,620 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 6 7 240 AGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAG AGTTCCTGGTTCATTGCAATGC TAGTATTATGTTGCACTGGTCAGA 155 7 4 22 243 24 60,029 57,461 35,600 32,700 8,567,694 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 6 7 241 AGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAAT AGAGTTCCTGGTTCATTGCA AGTATTATGTTGCACTGGTCAGA 159 7 2 20 242 23 57,043 57,579 40,800 32,700 8,378,128 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 6 0 228 CCTGGTTCATTGCAATGCCTTCACTAAAATAGAATA CCTGGTTCATTGCAATGCCT TGTTGCACTGGTCAGATAGATGA 153 0 8 20 235 23 59,100 59,485 47,500 29,200 4,414,824 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 7 7 241 AGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAAT AGAGTTCCTGGTTCATTGCAA AGTATTATGTTGCACTGGTCAGA 158 7 2 21 242 23 57,772 57,579 40,800 32,700 8,648,914 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 8 32 148 TCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAAT TCAGGCTGAGCTAGGTTTCC AAATCCAGGCCTGTGTGTGT 44 32 117 20 264 20 59,095 59,814 31,300 37,200 1,091,258 F 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr315_2 2 181 32 8 1 ACTC CACTCACTCACTCACTCACTCACTCACTCACT NO 0 0 8 0 119 TCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAAT TCAGGCTGAGCTAGGTTTCC TGTTGCACTGGTCAGATAGATGA 44 0 117 20 235 23 59,095 59,485 31,300 29,200 4,420,461 A 270 AAGAGTTCCTGGTTCATTGCAATGCCTTCACTAAAATAGAATACAGAGGCCAGTTGGCCATGTTCAGTATTAATGTGCTATTAACACATCATGCAACTTCAAGGCTGAAACATTCTTCAGGCTGAGCTAGGTTTCCTGATGCACATTTCAATACATTGCCTGACTAATATTGCATTCACCcactcactcactcactcactcactcactcactTCATCTATCTGACCAGTGCAACATAATACTATacacacacAGGCCTGGATTTTATGGG

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 1 1 3 36 157 CAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTCAACTCCCTCCTGACTGCAT AGCTGTCTCACAGGCTAGTC 36 60 39 20 195 20 59,383 58,818 39,600 25,900 1,799,199 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 36 158 CAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTCAACTCCCTCCTGACTGCAT GAGCTGTCTCACAGGCTAGTC 36 60 39 20 196 21 59,383 59,866 39,600 25,900 1,751,587 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 13 135 ACTATCCTGCTGGTGGGACAGGacacacCCAGGgatg ACTATCCTGCTGGTGGGACA GAGCTGTCTCACAGGCTAGTC 13 60 62 20 196 21 60,253 59,866 40,200 25,900 1,386,871 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 60 195 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGTGACCTGATGCCATGAGACC AGCTGTCTCACAGGCTAGTC 74 60 1 20 195 20 59,457 58,818 38,500 25,900 1,725,063 F 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 60 196 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGTGACCTGATGCCATGAGACC GAGCTGTCTCACAGGCTAGTC 74 60 1 20 196 21 59,457 59,866 38,500 25,900 1,677,451 F 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 59 194 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGTGACCTGATGCCATGAGACC GCTGTCTCACAGGCTAGTCA 74 59 1 20 194 20 59,457 59,109 38,500 34,100 1,434,650 F 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 36 156 CAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTCAACTCCCTCCTGACTGCAT GCTGTCTCACAGGCTAGTCA 36 59 39 20 194 20 59,383 59,109 39,600 34,100 1,508,785 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 13 133 ACTATCCTGCTGGTGGGACAGGacacacCCAGGgatg ACTATCCTGCTGGTGGGACA GCTGTCTCACAGGCTAGTCA 13 59 62 20 194 20 60,253 59,109 40,200 34,100 1,144,069 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr320_3 3 95 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 12 132 CTATCCTGCTGGTGGGACAGGacacacCCAGGgatga CTATCCTGCTGGTGGGACAG GCTGTCTCACAGGCTAGTCA 12 59 63 20 194 20 59,533 59,109 35,100 34,100 1,358,756 B 204 TGACCTGATGCCATGAGACCTCATgggggCTCCCAGGGCAACTCCCTCCTGACTGCATACTACTATCCTGCTGGTGGGACAGGacacacCCAGGgatgatgatgatgatgatgatGTGTGGGACATTGCATGTAAGGTATAATTCCCTGAGTATGACTATGTCAAGCTGTTGCTTGACTAGCCTGTGAGACAGCTCTCCAAATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 1 1 4 40 244 TGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGG TGTGTCAGTTTCAGGCTGGT CGAAGCGAACAAACACTCCG 40 136 5 20 248 20 59,454 60,111 40,000 46,300 0.657388 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 29 241 CAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCT CAGGCTGGTTGGTTTCAGGA CGAAACCACGAAGCGAACAA 29 144 16 20 256 20 60,179 59,698 38,600 28,300 0.481280 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 11 215 GAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtg GAATGGGCTGGATCGCTACA CGAAGCGAACAAACACTCCG 11 136 34 20 248 20 59,893 60,111 27,400 46,300 0.217974 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 1 98 CAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCT CAGGCTGGTTGGTTTCAGGA GACGGCAGATCAGCGACATT 29 1 16 20 113 20 60,179 60,808 38,600 27,100 0.986660 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 30 152 TCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGC TCAGGCTGGTTGGTTTCAGG GTGCACCAACAGCGCTTAC 30 55 15 20 166 19 60,179 60,082 38,600 23,400 1,261,096 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 30 242 TCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGC TCAGGCTGGTTGGTTTCAGG CGAAACCACGAAGCGAACAA 30 144 15 20 256 20 60,179 59,698 38,600 28,300 0.481280 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 29 151 CAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCT CAGGCTGGTTGGTTTCAGGA GTGCACCAACAGCGCTTAC 29 55 16 20 166 19 60,179 60,082 38,600 23,400 1,261,096 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 19 138 GGTTTCAGGAATGGGCTGGATCGCTACAATGTTGC GGTTTCAGGAATGGGCTGGA CACCAACAGCGCTTACTCATG 19 50 26 20 163 21 59,960 59,871 38,600 30,700 1,168,869 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 19 141 GGTTTCAGGAATGGGCTGGATCGCTACAATGTTGC GGTTTCAGGAATGGGCTGGA GTGCACCAACAGCGCTTAC 19 55 26 20 166 19 59,960 60,082 38,600 23,400 1,121,722 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 19 220 GGTTTCAGGAATGGGCTGGATCGCTACAATGTTGC GGTTTCAGGAATGGGCTGGA AGCGAACAAACACTCCGACA 19 133 26 20 245 20 59,960 60,179 38,600 43,500 0.218713 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 19 223 GGTTTCAGGAATGGGCTGGATCGCTACAATGTTGC GGTTTCAGGAATGGGCTGGA CGAAGCGAACAAACACTCCG 19 136 26 20 248 20 59,960 60,111 38,600 46,300 0.150884 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 5 1 99 TCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGC TCAGGCTGGTTGGTTTCAGG GACGGCAGATCAGCGACATT 30 1 15 20 113 20 60,179 60,808 38,600 27,100 0.986660 B 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 6 11 184 GAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtg GAATGGGCTGGATCGCTACA CTGATATCAGGGCGATCGGC 11 105 34 20 217 20 59,893 60,459 27,400 55,400 0.565945 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 6 11 185 GAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtg GAATGGGCTGGATCGCTACA GCTGATATCAGGGCGATCGG 11 106 34 20 218 20 59,893 60,459 27,400 41,800 0.565945 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr322_3 3 65 28 7 1.5 AAC TGTGTGTTTGTTGTTGTTGTTGTTGTTG NO 0 0 6 7 180 GGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgtt GGGCTGGATCGCTACAATGT CTGATATCAGGGCGATCGGC 7 105 38 20 217 20 60,179 60,459 27,100 55,400 0.638282 F 280 CAAATGTGTCAGTTTCAGGCTGGTTGGTTTCAGGAATGGGCTGGATCGCTACAATGTTGCCGCTtgtgtgTttgttgttgttgttgttgttgCAATGTCGCTGATCTGCCGTCTGGGGTTCTTTGCtatatataGGTGCAAACATGAGTAAGCGCTGTTGGTGCACTTTTGCAGTCTCCCCACACCCGCCTccccccGCCGATCGCCCTGATATCAGCGCAGTGTTGTCGGAGTGTTTGTTCGCTTCGTGGTTTCGCTccccccGCCCCTCCATCGGATT

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 1 1 2 38 241 CACTGATGTGCTGGGCTACCTTATCATTTATGTTGG CACTGATGTGCTGGGCTACC TCAAAGAATTCTATCAGATTTGTCAGG 111 38 10 20 250 27 60,746 57,829 31,800 38,600 9,916,578 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 3 87 284 CACTGATGTGCTGGGCTACCTTATCATTTATGTTGG CACTGATGTGCTGGGCTACC AACATCCATTGGCTCTCCTTT 111 87 10 20 293 21 60,746 57,537 31,800 31,100 4,208,893 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 3 38 240 ACTGATGTGCTGGGCTACCTTATCATTTATGTTGGG ACTGATGTGCTGGGCTACCT TCAAAGAATTCTATCAGATTTGTCAGG 110 38 11 20 250 27 60,912 57,829 30,800 38,600 10,082,259 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 3 37 240 CACTGATGTGCTGGGCTACCTTATCATTTATGTTGG CACTGATGTGCTGGGCTACC CAAAGAATTCTATCAGATTTGTCAGGC 111 37 10 20 249 27 60,746 59,086 31,800 48,500 8,660,191 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 95 294 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT GTCCAAGTAGATAACATCCATTGGC 109 95 12 20 305 25 59,746 59,760 35,000 45,200 5,493,703 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 94 293 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT TCCAAGTAGATAACATCCATTGGCT 109 94 12 20 304 25 59,746 59,867 35,000 47,500 5,386,826 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 87 282 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT AACATCCATTGGCTCTCCTTT 109 87 12 20 293 21 59,746 57,537 35,000 31,100 3,717,226 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 19 214 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT GGCATGACCTCCCTTTGATGA 109 19 12 20 225 21 59,746 60,064 35,000 29,200 1,318,641 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 1 196 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT TGAAACCATGCTGACTTTGCC 109 1 12 20 207 21 59,746 59,659 35,000 45,200 1,595,067 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 0 189 GTGCTGGGCTACCTTATCATTTATGTTGGGAATATA GTGCTGGGCTACCTTATCAT AAACCATGCTGACTTTGCCA 104 0 17 20 205 20 57,061 58,588 24,500 49,200 4,351,034 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 0 189 TGTGCTGGGCTACCTTATCATTTATGTTGGGAATAT TGTGCTGGGCTACCTTATCA AACCATGCTGACTTTGCCA 105 0 16 20 204 19 58,421 57,870 21,500 49,200 4,709,161 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 4 0 195 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT GAAACCATGCTGACTTTGCCA 109 0 12 20 206 21 59,746 59,659 35,000 49,200 1,595,067 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 5 89 286 CTGATGTGCTGGGCTACCTTATCATTTATGTTGGGA CTGATGTGCTGGGCTACCTT AGATAACATCCATTGGCTCTCCT 109 89 12 20 297 23 59,746 59,021 35,000 36,900 4,233,525 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 5 0 189 GTGCTGGGCTACCTTATCATTTATGTTGGGAATATA GTGCTGGGCTACCTTATCATT AAACCATGCTGACTTTGCCA 103 0 17 21 205 20 57,785 58,588 25,700 49,200 4,626,774 A 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr323_3 3 141 45 9 1 AATAT TAATATAATATAATATAATATAATATAATATAATATATAATA_141_185 0 0 6 102 300 TGCTGGGCTACCTTATCATTTATGTTGGGAATATAG TGCTGGGCTACCTTATCATTT GGCCTTCTGGAAGTCCAAGT 102 112 18 21 317 20 57,048 59,598 23,200 31,600 4,353,683 F 364 TATCTTTAGCACTGATGTGCTGGGCTACCTTATCATTTATGTTGGGAATATAGCTANNNNNNNNNCNNCNNNTNNNNTGNNTNNNTNNNCNNNNCNNNNCNNNNCNNGANNNGNNANGNCNNNANTNCNNNGNTNNGATCtaatataatataatataatataatataatataatataatataataTGGCAAAGTCAGCATGGTTTCATCAAAGGGAGGTCATGCCTGACAAATCTGATAGAATTCTTTGAgggggTAATGAGTAGGTTAGATAAAGGAGAGCCAATGGATGTTATCTACTTGGACTTCCAGAAGGCCATTGACAAGGTGCcacacaGGAGGCTGCTCAGTAAGATAAGAGCCCG

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 1 1 3 29 180 GGGTTAAACcacacaAGAGCGTGTAATCACGGCATG GGGTTAAACCACACAAGAGCG GAGCCCAATCTCCGATCGAC 29 68 132 21 311 20 59,734 60,319 50,300 42,000 1,585,030 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 3 29 182 GGGTTAAACcacacaAGAGCGTGTAATCACGGCATG GGGTTAAACCACACAAGAGCG TTGAGCCCAATCTCCGATCG 29 70 132 21 313 20 59,734 59,895 50,300 36,900 1,370,760 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 82 300 AATCCCAAAGAACGATGCCGTGATAAGTTGGAATT AATCCCAAAGAACGATGCCG GCTGTAACCTGTTTGAGCCC 136 82 26 20 325 20 58,905 59,118 56,900 51,900 1,976,581 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 73 291 AATCCCAAAGAACGATGCCGTGATAAGTTGGAATT AATCCCAAAGAACGATGCCG TGTTTGAGCCCAATCTCCGA 136 73 26 20 316 20 58,905 59,310 56,900 45,500 1,784,977 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 73 292 AAATCCCAAAGAACGATGCCGTGATAAGTTGGAAT AAATCCCAAAGAACGATGCCG TGTTTGAGCCCAATCTCCGA 136 73 25 21 316 20 59,528 59,310 56,900 45,500 2,162,672 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 62 214 TTGTCATGTGACCGTGCCAACCAATCAGAGCGGGG TTGTCATGTGACCGTGCCAA TTGAGCCCAATCTCCGATCG 62 70 100 20 313 20 60,465 59,895 45,200 36,900 0.569409 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 62 240 TTGTCATGTGACCGTGCCAACCAATCAGAGCGGGG TTGTCATGTGACCGTGCCAA CGACACCTTGTGCAGCTGTA 62 96 100 20 339 20 60,465 60,600 45,200 27,400 1,064,545 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 4 62 248 TTGTCATGTGACCGTGCCAACCAATCAGAGCGGGG TTGTCATGTGACCGTGCCAA CTCGTCCTCGACACCTTGTG 62 104 100 20 347 20 60,465 60,387 45,200 33,300 0.851920 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 5 57 209 ATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAAATGTGACCGTGCCAACCAAT TTGAGCCCAATCTCCGATCG 57 70 105 20 313 20 60,539 59,895 31,600 36,900 0.644293 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 5 57 243 ATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAAATGTGACCGTGCCAACCAAT CTCGTCCTCGACACCTTGTG 57 104 105 20 347 20 60,539 60,387 31,600 33,300 0.926805 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 5 53 205 GACCGTGCCAACCAATCAGAGCGGGGTTAAACcacaGACCGTGCCAACCAATCAGA TTGAGCCCAATCTCCGATCG 53 70 109 20 313 20 60,605 59,895 32,700 36,900 0.710174 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 5 10 123 GGGTTAAACcacacaAGAGCGTGTAATCACGGCATG GGGTTAAACCACACAAGAGCG CAGGCTTTGCACGTTCTTTCA 29 10 132 21 254 21 59,734 59,935 50,300 26,900 2,331,306 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 5 10 155 TTGTCATGTGACCGTGCCAACCAATCAGAGCGGGG TTGTCATGTGACCGTGCCAA CAGGCTTTGCACGTTCTTTCA 62 10 100 20 254 21 60,465 59,935 45,200 26,900 1,529,955 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 6 10 122 GGGTTAAACcacacaAGAGCGTGTAATCACGGCATG GGGTTAAACCACACAAGAGCG AGGCTTTGCACGTTCTTTCA 29 10 132 21 253 20 59,734 58,611 50,300 26,900 2,654,452 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr325_3 3 182 42 7 1 AATCTC GATTGAGATTGAGATTGAGATTGAGATTGAGATTG NO 0 0 7 9 122 GGGTTAAACcacacaAGAGCGTGTAATCACGGCATG GGGTTAAACCACACAAGAGCG AGGCTTTGCACGTTCTTTCAG 29 9 132 21 253 21 59,734 59,665 50,300 30,200 2,600,774 F 370 AACCATTCCCACTGGCACAATAGCAAATCCCAAAGAACGATGCCGTGATAAGTTGGAATTCCACACTGGTAACTCCAAATTGGCCAAACTTGTCTAAGCTTGTCATGTGACCGTGCCAACCAATCAGAGCGGGGTTAAACcacacaAGAGCGTGTAATCACGGCATGCTAGGATAGCCACCgattgagattgagattgagattgagattgagattgagattgaGAGCTcccccTGAAAGAACGTGCAAAGCCTGCGAGCAGGGCTAAACCTGTGAGAAAGTTAAAAGCGCCGTCGATCGGAGATTGGGCTCAAACAGGTTACAGCTGCACAAGGTGTCGAGGACgaggaggagCAGCGCTTTTCACTCGC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 1 1 4 22 125 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA TCCCGATACTGCTAGTGCCT 22 40 29 22 153 20 59,094 60,106 43,700 47,500 3,012,556 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 22 142 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA TGGCTTCTGGTCCCATTTCC 22 57 29 22 170 20 59,094 59,960 43,700 31,300 2,946,007 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 22 209 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA GCTCCAGTATGACCAGCGAT 22 124 29 22 237 20 59,094 59,609 43,700 45,800 3,297,248 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 22 217 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA ACCCTACCGCTCCAGTATGA 22 132 29 22 245 20 59,094 59,739 43,700 21,500 3,167,204 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 22 218 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA CACCCTACCGCTCCAGTATG 22 133 29 22 246 20 59,094 59,611 43,700 23,900 3,295,779 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 22 262 AGTTCAATACTGCAGTCTCCCATCATTAACTGTGGG AGTTCAATACTGCAGTCTCCCA GATTTCAGCCCTGAGCCATT 22 177 29 22 290 20 59,094 58,227 43,700 31,600 4,679,225 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 Apr‐75 19 139 TCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATCAATACTGCAGTCTCCCATCA TGGCTTCTGGTCCCATTTCC 19 57 32 22 170 20 58,893 59,960 30,700 31,300 3,146,445 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 Apr‐75 19 259 TCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATCAATACTGCAGTCTCCCATCA GATTTCAGCCCTGAGCCATT 19 177 32 22 290 20 58,893 58,227 30,700 31,600 4,879,664 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 5 22 126 GAGTTCAATACTGCAGTCTCCCATCATTAACTGTGG GAGTTCAATACTGCAGTCTCCCA TCCCGATACTGCTAGTGCCT 22 40 28 23 153 20 60,056 60,106 43,700 47,500 3,161,986 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 5 22 143 GAGTTCAATACTGCAGTCTCCCATCATTAACTGTGG GAGTTCAATACTGCAGTCTCCCA TGGCTTCTGGTCCCATTTCC 22 57 28 23 170 20 60,056 59,960 43,700 31,300 3,095,437 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 5 22 263 GAGTTCAATACTGCAGTCTCCCATCATTAACTGTGG GAGTTCAATACTGCAGTCTCCCA GATTTCAGCCCTGAGCCATT 22 177 28 23 290 20 60,056 58,227 43,700 31,600 4,828,656 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr327_2 2 73 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 7 23 144 AGAGTTCAATACTGCAGTCTCCCATCATTAACTGTG AGAGTTCAATACTGCAGTCTCCC TGGCTTCTGGTCCCATTTCC 23 57 27 23 170 20 59,803 59,960 43,000 31,300 3,236,303 A 290 ATGTATGGCAGCATTACTGNGGGAGAAGAGTTCAATACTGCAGTCTCCCATCATTAACTGTGGGGAATTCTAgctgctgctgctgctgctgctATAGCACCACCTTTCTCCTAGTGGTCTCTGGAATCAGTGAAGGCACTAGCAGTATCGGGAAATGGGACCAGAAGCCAGCCTCTGCCCTGAATGGCGTTTACATGTGNAGGAAATAGGAATGTTTATCGCTGGTCATACTGGAGCGGTAGGGTGGAAGTGATGAAGGTAGGATTTTAAAATGGCTCAGGGCTGAAATC

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 1 1 2 4 138 CCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATT CCTTCTTCAGCTCGGTGTAGT TCTGCCTGACATTTGGAGCA 72 4 101 21 238 20 59,454 59,599 27,300 42,600 1,947,832 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 4 139 TCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAAT TCCTTCTTCAGCTCGGTGTAG TCTGCCTGACATTTGGAGCA 73 4 100 21 238 20 59,181 59,599 27,400 42,600 2,220,644 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 22 193 TCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTTCTGTGTTCCAGCTCTCGTT TGCTTCGTCACTGCAGTTTC 110 22 64 20 256 20 58,959 59,063 38,500 27,800 1,977,950 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 22 194 TTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTTCTGTGTTCCAGCTCTCGT TGCTTCGTCACTGCAGTTTC 111 22 63 20 256 20 58,959 59,063 41,800 27,800 1,977,950 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT
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cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 20 192 TCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTTCTGTGTTCCAGCTCTCGTT GCTTCGTCACTGCAGTTTCTG 110 20 64 20 255 21 58,959 60,070 38,500 30,200 2,110,956 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 4 140 CTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAA CTCCTTCTTCAGCTCGGTGT TCTGCCTGACATTTGGAGCA 75 4 99 20 238 20 59,394 59,599 41,600 42,600 1,006,945 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 4 141 TCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAA TCTCCTTCTTCAGCTCGGTG TCTGCCTGACATTTGGAGCA 76 4 98 20 238 20 59,109 59,599 49,400 42,600 1,292,729 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 4 175 TCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTTCTGTGTTCCAGCTCTCGTT TCTGCCTGACATTTGGAGCA 110 4 64 20 238 20 58,959 59,599 38,500 42,600 1,442,002 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr328_2 2 194 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 3 139 CTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAA CTCCTTCTTCAGCTCGGTGT CTGCCTGACATTTGGAGCAT 75 3 99 20 237 20 59,394 58,529 41,600 37,900 2,076,708 A 259 GTCCAATATTCTCCCAATCCCCACctctctTTCTTAATTTTAAAACtttttGTAAAATGTAATTCTGTGTTCCAGCTCTCGTTTAATGGGTCCAATATCTCCTTCTTCAGCTCGGTGTAGTATTTGGTNAGAAATTGCTACTGTCAAACGCCTAGAAATGTCTCGTAATACTAAAGGTGCTATATTAAAGTAAgttgttgttgttgttgttgttCAAATGCTCCAAATGTCAGGCAGAAACTGCAGTGACGAAGCAAAT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 1 1 3 75 231 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT GCGGTCCGTCTGAACTATGT 75 92 22 20 252 20 60,038 59,827 25,700 22,900 0.210500 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 3 75 232 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT GGCGGTCCGTCTGAACTATG 75 93 22 20 253 20 60,038 60,528 25,700 22,300 0.565514 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 3 75 292 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT CCTAAACCGAAAGTCACTAATACAACA 75 146 22 20 313 27 60,038 59,614 25,700 33,300 7,423,449 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 3 75 293 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT ACCTAAACCGAAAGTCACTAATACA 75 149 22 20 314 25 60,038 58,003 25,700 22,900 7,034,206 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 83 253 CTGTCACTTAACACGCTCGCCACTGAATTTAGACTC CTGTCACTTAACACGCTCGC ACTAATCCATTCCGGCGGTC 83 106 14 20 266 20 59,565 59,894 50,300 47,900 0.541157 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 76 232 TTAACACGCTCGCCACTGAATTTAGACTCCAGAACATTAACACGCTCGCCACTGAA GCGGTCCGTCTGAACTATGT 76 92 21 20 252 20 60,250 59,827 30,200 22,900 0.422334 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 76 246 TTAACACGCTCGCCACTGAATTTAGACTCCAGAACATTAACACGCTCGCCACTGAA ACTAATCCATTCCGGCGGTC 76 106 21 20 266 20 60,250 59,894 30,200 47,900 0.355680 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 76 294 TTAACACGCTCGCCACTGAATTTAGACTCCAGAACATTAACACGCTCGCCACTGAA ACCTAAACCGAAAGTCACTAATACA 76 149 21 20 314 25 60,250 58,003 30,200 22,900 7,246,040 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 75 245 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT ACTAATCCATTCCGGCGGTC 75 106 22 20 266 20 60,038 59,894 25,700 47,900 0.143847 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 4 42 181 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT TCCTTAGCACTTCTCCAGCA 75 42 22 20 202 20 60,038 58,355 25,700 44,100 1,682,206 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 5 41 181 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT TCCTTAGCACTTCTCCAGCAG 75 41 22 20 202 21 60,038 59,448 25,700 42,400 1,590,035 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 5 31 139 CCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGA CCAGCCTGTGTGTTAATCTAGC TCCTTAGCACTTCTCCAGCAG 31 41 64 22 202 21 59,061 59,448 34,200 42,400 4,491,441 F 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 40 180 TAACACGCTCGCCACTGAATTTAGACTCCAGAACAGTAACACGCTCGCCACTGAAT CCTTAGCACTTCTCCAGCAGA 75 40 22 20 201 21 60,038 59,448 25,700 42,600 1,590,035 B 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 31 138 CCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGA CCAGCCTGTGTGTTAATCTAGC CCTTAGCACTTCTCCAGCAGA 31 40 64 22 201 21 59,061 59,448 34,200 42,600 4,491,441 F 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr331_2 2 117 24 8 1 AAG AAGAAGAAGAAGAAGAAGAAGAAG NO 0 0 6 28 136 AGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACC AGCCTGTGTGTTAATCTAGCACA CCTTAGCACTTCTCCAGCAGA 28 40 66 23 201 21 59,992 59,448 45,700 42,600 4,560,277 F 325 TCAGCAGAAATCACTGTCACTTAACACGCTCGCCACTGAATTTAGACTCCAGAACAGAAGATTCCAGCCtgtgtgTTAATCTAGCACAAAAGGACTAAGACCGGAGAAAATGTAACaagaagaagaagaagaagaagaagGAGATAAGCAAAAGATTAAAatatatTTGGAACATAGCCATCTGCTGGAGAAGTGCTAAGGAAAATGGGAACTTGATTAATGTTGGAAAACAACATAGTTCAGACGGACCGCCGGAATGGATTAGTAAAGGCAATAATATGTTATATGTTGTATTAGTGACTTTCGGTTTAGGTTAtttttAAGT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 1 1 3 50 167 ACAGACACTGAAACGCGACAACATTTTCAAGGAGC ACAGACACTGAAACGCGACA TTCCACACTCCAGCTTTGACA 50 55 159 20 325 21 60,179 59,788 43,500 35,800 1,390,824 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 24 138 ACAGACACTGAAACGCGACAACATTTTCAAGGAGC ACAGACACTGAAACGCGACA TGAGCACAAAGATGAAGCAAGAA 50 24 159 20 296 23 60,179 59,115 43,500 25,200 4,063,815 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 55 239 TGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTGGGTCGGTAACACAGCTAA TCCACACTCCAGCTTTGACA 123 55 86 20 324 20 58,660 59,163 30,900 35,800 2,176,694 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 55 245 CTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGCTTCCCTGGGTCGGTAACAC TCCACACTCCAGCTTTGACA 129 55 80 20 324 20 60,037 59,163 33,200 35,800 0.873277 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 55 296 TCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCTCGCTACCTCACAGTGCAAA TCCACACTCCAGCTTTGACA 180 55 29 20 324 20 59,609 59,163 36,800 35,800 1,227,834 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 55 297 CTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCTCGCTACCTCACAGTGCAA TCCACACTCCAGCTTTGACA 181 55 28 20 324 20 60,038 59,163 40,800 35,800 0.874857 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 55 298 CTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCTCGCTACCTCACAGTGCAA TTCCACACTCCAGCTTTGACA 181 55 28 20 325 21 60,038 59,788 40,800 35,800 1,249,954 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 50 166 ACAGACACTGAAACGCGACAACATTTTCAAGGAGC ACAGACACTGAAACGCGACA TCCACACTCCAGCTTTGACA 50 55 159 20 324 20 60,179 59,163 43,500 35,800 1,015,727 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 49 239 TTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTCCCTGGGTCGGTAACACA ACTCCAGCTTTGACATGTCCA 128 49 81 20 319 21 60,764 59,579 37,200 40,200 2,184,872 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 49 239 CTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGCTTCCCTGGGTCGGTAACAC CTCCAGCTTTGACATGTCCA 129 49 80 20 318 20 60,037 57,810 33,200 40,200 2,226,265 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 47 163 GACACTGAAACGCGACAACATTTTCAAGGAGCCAC GACACTGAAACGCGACAACA TCCACACTCCAGCTTTGACA 47 55 162 20 324 20 59,352 59,163 33,300 35,800 1,485,047 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 25 138 ACAGACACTGAAACGCGACAACATTTTCAAGGAGC ACAGACACTGAAACGCGACA TGAGCACAAAGATGAAGCAAGA 50 25 159 20 296 22 60,179 58,521 43,500 30,200 3,658,610 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 22 139 CAAGGAGCCACTTTCTACACAAATGACTGTTTATTA CAAGGAGCCACTTTCTACACA TCCACACTCCAGCTTTGACA 22 55 186 21 324 20 57,874 59,163 37,200 35,800 3,962,607 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 6 55 253 GTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTGTGTACAGCTTCCCTGGGTC TCCACACTCCAGCTTTGACA 137 55 72 20 324 20 60,036 59,163 44,600 35,800 0.872900 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr334_4 4 229 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 6 55 254 GTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTGTGTACAGCTTCCCTGGGTC TTCCACACTCCAGCTTTGACA 137 55 72 20 325 21 60,036 59,788 44,600 35,800 1,247,997 A 330 CTGCAACTCCCAGGGTTGTTTTACCCGCTCGCTACCTCACAGTGCAAATTTGGGACGATTCAGCCCATTAGGTGTACAGCTTCCCTGGGTCGGTAACACAGCTAATTTATTTGGGGTTGAGTTTTCTAAAATTGGTAAATTAGCCTTATTTAATCAGTACAGACACTGAAACGCGACAACATTTTCAAGGAGCCACTTTCTACACAAATGACTGTTTATTAGCAGCATcagcagcagcagcagcagcagCTCTTATTTCTACTTTGTTGGTTATTCTTGCTTCATCTTTGTGCTCATTTGGACATGTCAAAGCTGGAGTGTGGAACTTTT

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 1 1 4 25 191 CACAGGCCACCGACACTCGGCCGGAGCAGACAATCCACAGGCCACCGACACTC CCGTCTCTAGCTTCCCTCCT 25 107 12 18 202 20 60,358 60,106 35,100 36,900 2,463,936 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 4 7 91 CACAGGCCACCGACACTCGGCCGGAGCAGACAATCCACAGGCCACCGACACTC AGACCCTTAAATGGTGGCGG 25 7 12 18 102 20 60,358 60,034 35,100 61,300 2,391,994 A 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 25 110 CACAGGCCACCGACACTCGGCCGGAGCAGACAATCCACAGGCCACCGACACTC GGCTGAGGAAGGAGAGGGAA 25 26 12 18 121 20 60,358 60,619 35,100 39,700 2,976,485 A 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 5 90 CCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctg CCGGAGCAGACAATCCCG GGCTGAGGAAGGAGAGGGAA 5 26 32 18 121 20 60,203 60,619 51,400 39,700 2,821,900 A 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 5 118 CCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctg CCGGAGCAGACAATCCCG AAAGAGCCCGAACAGGTGAG 5 54 32 18 149 20 60,203 59,965 51,400 35,100 2,238,390 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 5 171 CCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctg CCGGAGCAGACAATCCCG CCGTCTCTAGCTTCCCTCCT 5 107 32 18 202 20 60,203 60,106 51,400 36,900 2,309,351 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 5 205 CCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctg CCGGAGCAGACAATCCCG CCGAATCCGAACCGAGAGTC 5 141 32 18 236 20 60,203 60,249 51,400 33,600 2,451,471 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 4 117 CGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgc CGGAGCAGACAATCCCGG AAAGAGCCCGAACAGGTGAG 4 54 33 18 149 20 60,203 59,965 57,300 35,100 2,238,390 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 4 170 CGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgc CGGAGCAGACAATCCCGG CCGTCTCTAGCTTCCCTCCT 4 107 33 18 202 20 60,203 60,106 57,300 36,900 2,309,351 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 4 171 CGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgc CGGAGCAGACAATCCCGG TCCGTCTCTAGCTTCCCTCC 4 108 33 18 203 20 60,203 60,107 57,300 43,000 2,309,552 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr335_2 2 55 21 7 1 AGC GCTGCTGCTGCTGCTGCTGCT NO 0 0 6 4 204 CGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgc CGGAGCAGACAATCCCGG CCGAATCCGAACCGAGAGTC 4 141 33 18 236 20 60,203 60,249 57,300 33,600 2,451,471 F 253 AGCCCGGCCGGCACAGGCCACCGACACTCGGCCGGAGCAGACAATCCCGGCGGCgctgctgctgctgctgctgctGCCTCCGCCGCCACCATTTAAGGGTCTTCCCTCTCCTTCCTCAGCCGCCGAGCTCTCACCTGTTCGGGCTCtttttGTcccccATGCCGCCTGGGAGTCGATATACGAGGAGGGAAGCTAGAGACGGAGCCCCGATGCAGCGACTCTCGGTTCGGATTCGGGTTGGCGGGGAAAAGGG

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 1 1 17 0 135 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG GCAGGGAGATGGATGGATGG 0 16 25 19 159 20 60,529 59,962 38,600 35,100 1,566,420 G 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 136 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG GGCAGGGAGATGGATGGATG 0 17 25 19 160 20 60,529 59,962 38,600 35,100 1,566,420 G 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 137 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG TGGCAGGGAGATGGATGGAT 0 18 25 19 161 20 60,529 60,402 38,600 34,100 1,930,961 G 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 149 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG AGAGAAACAGCGTGGCAGG 0 31 25 19 173 19 60,529 60,302 38,600 48,500 2,830,575 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 150 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG TAGAGAAACAGCGTGGCAGG 0 31 25 19 174 20 60,529 60,037 38,600 48,500 1,565,868 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 219 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG ACGTTGTTGTCCCTGGGTAA 0 100 25 19 243 20 60,529 59,161 38,600 28,500 2,367,150 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 220 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG GACGTTGTTGTCCCTGGGTA 0 101 25 19 244 20 60,529 59,606 38,600 36,900 1,922,362 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 220 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG GACGTTGTTGTCCCTGGGT 0 102 25 19 244 19 60,529 59,852 38,600 45,100 2,676,142 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 240 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG CAAAGACATAAAGAGAATGGGACGT 0 116 25 19 264 25 60,529 59,356 38,600 43,400 7,172,319 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 241 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG GCAAAGACATAAAGAGAATGGGACG 0 117 25 19 265 25 60,529 60,448 38,600 47,900 6,976,361 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 17 0 242 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCAG AGCAAAGACATAAAGAGAATGGGAC 0 118 25 19 266 25 60,529 59,350 38,600 44,600 7,178,373 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr337_2 2 44 80 7 2 ATCC CCATCCATCCATCCATCCATCCATCCATCCANCCATCCCAT_100_123 0 0 18 ‐7 150 CAGCCATCCAGCCATCCAGccatccatccatccatccatcc CAGCCATCCAGCCATCCA TAGAGAAACAGCGTGGCAGG ‐7 31 33 18 174 20 59,401 60,037 34,100 48,500 2,636,357 D 279 catccatccatccatccatccatcCAGCCATCCAGCCATCCAGccatccatccatccatccatccatccatCCANccatccatccatCCANCCANCCANccatccatccatccatccatccatCCANCCATCCATCCANccatccatccatCTCCCTGCCACGCTGTTTCTCTATAGTATATCTCACTACATCTCCCTCTCCAAGGTTCCTCTTTCATCCCCTTTACCCAGGGACAACAACGTCCCATTCTCTTTATGTCTTTGCTTCTGCAGACCGCT

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 1 1 2 6 139 GACCTGAACACCTTCgagagaAGCTGggaggaggagga GACCTGAACACCTTCGAGAG CCCTCTGGCCGAACTTGAAA 6 35 66 20 204 20 57,644 60,251 32,000 26,900 2,606,444 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 2 5 139 GACCTGAACACCTTCgagagaAGCTGggaggaggagga GACCTGAACACCTTCGAGAGA CCCTCTGGCCGAACTTGAAA 5 35 66 21 204 20 59,113 60,251 31,000 26,900 2,137,925 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 3 5 138 ACCTGAACACCTTCgagagaAGCTGggaggaggaggaggACCTGAACACCTTCGAGAGA CCCTCTGGCCGAACTTGAAA 5 35 67 20 204 20 58,003 60,251 31,000 26,900 2,247,525 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 4 37 202 CCGTCCGGTAAGCCAGGGGCAAATCAACTTCACAT CCGTCCGGTAAGCCAGGG CCCTCTGGCCGAACTTGA 71 37 3 18 204 18 62,157 58,931 44,500 30,200 7,226,001 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 4 36 202 CCGTCCGGTAAGCCAGGGGCAAATCAACTTCACAT CCGTCCGGTAAGCCAGGG CCCTCTGGCCGAACTTGAA 71 36 3 18 204 19 62,157 59,625 44,500 26,900 5,532,067 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 4 35 202 CCGTCCGGTAAGCCAGGGGCAAATCAACTTCACAT CCGTCCGGTAAGCCAGGG CCCTCTGGCCGAACTTGAAA 71 35 3 18 204 20 62,157 60,251 44,500 26,900 4,407,847 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 4 18 151 AGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCAGGAGTGTGGAGGACCTGAA CCCTCTGGCCGAACTTGAAA 18 35 54 20 204 20 59,809 60,251 30,200 26,900 0.441791 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 4 10 143 GGAGGACCTGAACACCTTCgagagaAGCTGggaggag GGAGGACCTGAACACCTTCG CCCTCTGGCCGAACTTGAAA 10 35 62 20 204 20 60,037 60,251 37,900 26,900 0.287959 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr338_2 2 92 58 9 1.5 AGG GGAGGAGGAGGAGGACGAGGAGGAGGAGGANGAGAG_123_149 0 0 6 25 158 CTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCg CTTGAGCAGGAGTGTGGAGG CCCTCTGGCCGAACTTGAAA 25 35 47 20 204 20 60,037 60,251 43,000 26,900 0.287304 F 248 GACCGTCCGGTAAGCCAGGGGCAAATCAACTTCACATCAGATCCTCCTTGAGCAGGAGTGTGGAGGACCTGAACACCTTCgagagaAGCTGggaggaggaggaggaCgaggaggaggagGANgaggaggaggaggaggaggaggaggagGCGACCTCTGGGCgggggAGGGTCAGCCGGCTGCTTTTCAAGTTCGGCCAGAGGGGAGGCGCCGGAGGAcgcgcgcgGCCCACCCGTTCGCGCAGCACC

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 1 1 3 65 244 GATACGGCCAACAGGGAACTGAAGACCGGCTCTGAGATACGGCCAACAGGGAACT ATCCTCTGCTTGTTGCCAGG 109 65 25 20 268 20 59,748 60,323 30,100 44,500 0.575375 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 67 246 GATACGGCCAACAGGGAACTGAAGACCGGCTCTGAGATACGGCCAACAGGGAACT TCATCCTCTGCTTGTTGCCA 109 67 25 20 270 20 59,748 59,599 30,100 49,200 0.653553 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 66 245 GATACGGCCAACAGGGAACTGAAGACCGGCTCTGAGATACGGCCAACAGGGAACT CATCCTCTGCTTGTTGCCAG 109 66 25 20 269 20 59,748 59,191 30,100 48,500 1,061,582 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 44 223 GATACGGCCAACAGGGAACTGAAGACCGGCTCTGAGATACGGCCAACAGGGAACT CTCTCCTGGACCCTGAACCT 109 44 25 20 247 20 59,748 60,252 30,100 35,000 0.504664 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 29 144 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC CTCTCCTGGACCCTGAACCT 29 44 104 21 247 20 59,591 60,252 43,000 35,000 1,661,894 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 29 165 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC ATCCTCTGCTTGTTGCCAGG 29 65 104 21 268 20 59,591 60,323 43,000 44,500 1,732,605 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 12 110 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC AAAGCTGCGCTCACTGGT 29 12 104 21 213 18 59,591 59,888 43,000 40,000 3,521,305 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 12 111 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC CAAAGCTGCGCTCACTGGT 29 12 104 21 214 19 59,591 61,257 43,000 40,000 3,666,018 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 11 110 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC AAAGCTGCGCTCACTGGTG 29 11 104 21 213 19 59,591 61,257 43,000 41,700 3,666,018 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 43 208 GGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGGAACTGAAGACCGGCTCTG TCTCCTGGACCCTGAACCTC 95 43 39 20 246 20 60,390 60,252 33,500 38,500 0.642756 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 43 222 GATACGGCCAACAGGGAACTGAAGACCGGCTCTGAGATACGGCCAACAGGGAACT TCTCCTGGACCCTGAACCTC 109 43 25 20 246 20 59,748 60,252 30,100 38,500 0.504481 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr341_2 2 154 30 10 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 29 143 CCGTAACCAGACAtctctcCCCCAGAACACCCTGACN CCGTAACCAGACATCTCTCCC TCTCCTGGACCCTGAACCTC 29 43 104 21 246 20 59,591 60,252 43,000 38,500 1,661,711 F 276 GTGACCCTTGCGTGGCAGCTGGTGGATACGGCCAACAGGGAACTGAAGACCGGCTCTGAATGAGCGAGACTCGGCCTTGGCGcccccTTTGCCTCNGGTTTTACCGTAACCAGACAtctctcCCCCAGAACACCCTGACNGTGCTCATGGAANggaggaggaggaggaggaggaggaggaggaGAAGGGCCCAGCACCAGTGAGCGCAGCTTTGGGAgggggCCCTGAGGTTCAGGGTCCAGGAGAGCCCTGGCAACAAGCAGAGGATGAAGAGAT

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 11 0 119 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT CGGCCTCCTCATCCTCATTC 0 53 19 19 137 20 57,160 59,965 24,000 26,700 3,874,595 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 138 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT ACAGCTGCTCCATCACTGG 0 73 19 19 156 19 57,160 59,701 24,000 40,000 5,138,973 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 139 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT CACAGCTGCTCCATCACTGG 0 73 19 19 157 20 57,160 61,025 24,000 40,000 4,865,092 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 140 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT TCACAGCTGCTCCATCACTG 0 74 19 19 158 20 57,160 60,037 24,000 36,600 3,876,650 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 141 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT CTCACAGCTGCTCCATCACT 0 75 19 19 159 20 57,160 59,750 24,000 34,100 4,089,656 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 161 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT GTCATACCACATGGCCATGC 0 95 19 19 179 20 57,160 59,330 24,000 40,600 4,510,142 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 212 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT AGCACTGACATCCATGGAAC 0 146 19 19 230 20 57,160 57,880 24,000 36,200 5,959,781 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 213 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT AAGCACTGACATCCATGGAAC 0 146 19 19 231 21 57,160 58,560 24,000 36,200 6,280,389 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 226 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT CCGCTCAGAGTATAAGCACTGA 0 158 19 19 244 22 57,160 59,641 24,000 34,100 6,199,194 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 247 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT CCCTCAGTAGCCTGAAACCG 0 181 19 19 265 20 57,160 60,108 24,000 44,400 3,948,117 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 251 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT GCCTCCCTCAGTAGCCTGAA 0 185 19 19 269 20 57,160 60,978 24,000 30,200 4,818,126 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr344_2 2 38 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 11 0 257 CTCggaggaggaggaAGATgaggaggaggaggaggaggaggCTCGGAGGAGGAGGAAGAT GTGCAAGCCTCCCTCAGTAG 0 191 19 19 275 20 57,160 60,108 24,000 25,700 3,947,924 F 296 CATGAGTAGAGCTCCTACCTCggaggaggaggaAGATgaggaggaggaggaggaggaggaggagGAAGAGGAAGATgaggaggagGAAACCCTTCTCCTTTCGGAAGATTCCGAAAAGAATGAGGATGAGGAGGCCGCCAGTGATGGAGCAGCTGTGAGGCATGGCCATGTGGTATGACTGTCCTGTTAAGGGTATTCATCTCCTCATGTGTTCCATGGATGTCAGTGCTTATACTCTGAGCGGNCGGTTTCAGGCTACTGAGGGAGGCTTGCACCCCTTCCTTGCTGAGACGCTG

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 1 1 17.75 14 129 GTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAAGTAATCTCCCTGGGTCAAGCC GAGGGATGGAGGGAGGGAG 51 14 74 21 202 19 60,134 60,152 43,500 43,000 2,286,207 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 14 166 GGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTGGCGCTGTATAAATCCAAGTTGT GAGGGATGGAGGGAGGGAG 86 14 37 23 202 19 59,623 60,152 33,200 43,000 4,529,311 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 14 202 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAA CCTGTGAAGTGCCTTGCAAT GAGGGATGGAGGGAGGGAG 125 14 1 20 202 19 59,036 60,152 35,600 43,000 2,116,101 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 124 TAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAAT TAATCTCCCTGGGTCAAGCC GATGGAGGGAGGGAGGGAG 51 10 75 20 198 19 58,787 60,152 43,500 43,000 2,365,435 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 125 GTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAAGTAATCTCCCTGGGTCAAGCC GATGGAGGGAGGGAGGGAG 51 10 74 21 198 19 60,134 60,152 43,500 43,000 2,286,207 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 162 GGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTGGCGCTGTATAAATCCAAGTTGT GATGGAGGGAGGGAGGGAG 86 10 37 23 198 19 59,623 60,152 33,200 43,000 4,529,311 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 163 AGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGAGGCGCTGTATAAATCCAAGT GATGGAGGGAGGGAGGGAG 89 10 36 21 198 19 57,439 60,152 31,600 43,000 4,712,776 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 198 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAA CCTGTGAAGTGCCTTGCAATG GATGGAGGGAGGGAGGGAG 124 10 1 21 198 19 60,337 60,152 28,200 43,000 2,488,656 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr346_4 4 146 24 6 1 AGGG CCCTCCCTCCCTCCCTCCCTCCCT CCCT_146_169 0 0 17.75 10 198 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAA CCTGTGAAGTGCCTTGCAAT GATGGAGGGAGGGAGGGAG 125 10 1 20 198 19 59,036 60,152 35,600 43,000 2,116,101 F 236 CCTGTGAAGTGCCTTGCAATGTTTTACTATGGTAAAGGCGCTGTATAAATCCAAgttgttgttGTACTTAAATGTAATCTCCCTGGGTCAAGCCCTGACTGGGTTTAAATGTAATCTCCCTCCCNCCCTCCCNCCCNCCCTCCCNccctccctccctccctccctccctcccccccNccctccctccctccctCCATCCCTCCAtccctccctccctccctcccTCCNTCCCTCCA

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 1 1 8 15 110 CCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCCACCTCTGCTCGAATGTGT ATGACTCTTGGTCTGCGTGG 28 15 154 20 263 20 60,037 60,037 37,200 49,400 0.073904 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 111 ACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAAT ACCACCTCTGCTCGAATGTG ATGACTCTTGGTCTGCGTGG 29 15 153 20 263 20 60,037 60,037 32,100 49,400 0.073904 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 116 GTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGT GTGTTACCACCTCTGCTCGA ATGACTCTTGGTCTGCGTGG 34 15 148 20 263 20 59,398 60,037 40,400 49,400 0.638510 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 175 AGATGCTGTCAGACCTGCTGAGtttttCCAGCTAttttt AGATGCTGTCAGACCTGCTG ATGACTCTTGGTCTGCGTGG 93 15 89 20 263 20 59,750 60,037 44,100 49,400 0.286629 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 176 CAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttt CAGATGCTGTCAGACCTGCT ATGACTCTTGGTCTGCGTGG 94 15 88 20 263 20 59,750 60,037 42,400 49,400 0.286629 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 183 CTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCACTCTCCGCAGATGCTGTCAG ATGACTCTTGGTCTGCGTGG 101 15 81 20 263 20 60,528 60,037 35,100 49,400 0.564985 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 190 TGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGA TGTGTTCCTCTCCGCAGATG ATGACTCTTGGTCTGCGTGG 108 15 74 20 263 20 59,753 60,037 29,000 49,400 0.284412 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 191 CTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTG CTGTGTTCCTCTCCGCAGAT ATGACTCTTGGTCTGCGTGG 109 15 73 20 263 20 59,466 60,037 29,000 49,400 0.571364 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 193 AACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGC AACTGTGTTCCTCTCCGCAG ATGACTCTTGGTCTGCGTGG 111 15 71 20 263 20 59,966 60,037 51,800 49,400 0.071011 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 240 CATGCAGGTATTGACACCGATGAAGAGTCATACGG CATGCAGGTATTGACACCGA ATGACTCTTGGTCTGCGTGG 158 15 24 20 263 20 57,977 60,037 46,900 49,400 2,059,717 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 241 TCATGCAGGTATTGACACCGATGAAGAGTCATACG TCATGCAGGTATTGACACCGA ATGACTCTTGGTCTGCGTGG 158 15 23 21 263 20 59,447 60,037 46,900 49,400 1,589,744 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr347_3 3 202 27 9 1 AGG CCTCCTCCTCCTCCTCCTCCTCCTCCT NO 0 0 8 15 241 TCATGCAGGTATTGACACCGATGAAGAGTCATACG TCATGCAGGTATTGACACCG ATGACTCTTGGTCTGCGTGG 159 15 23 20 263 20 57,977 60,037 49,400 49,400 2,059,717 F 293 GGTAAATTAATTTAACTTCAAATCATGCAGGTATTGACACCGATGAAGAGTCATACGGACTCGAAACATTAACTGTGTTCCTCTCCGCAGATGCTGTCAGACCTGCTGAGtttttCCAGCTAtttttGtttttGTCATTGACACTTAGTGTTACCACCTCTGCTCGAATGTGTTCCTAGTGGTTTAATCTCATGAcccccccctcctcctcctcctcctcctcctcctCCACCTCCAATCACCCCACGCAGACCAAGAGTCATTTTCTCCCTGCCtttttaaaaaaaaTCTTT

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 1 1 2 42 151 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA CCGGTCTGAGCATATTGCCA 48 42 118 20 268 20 58,836 60,179 18,500 49,200 1,343,460 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 2 22 125 ACGATACAGACACCCGTAGAGATATTGGAATGTTTTACGATACAGACACCCGTAGA CCGGTCTGAGCATATTGCCA 22 42 144 20 268 20 57,592 60,179 25,900 49,200 2,587,319 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 2 21 125 ACGATACAGACACCCGTAGAGATATTGGAATGTTTTACGATACAGACACCCGTAGAG CCGGTCTGAGCATATTGCCA 21 42 144 21 268 20 58,713 60,179 24,300 49,200 2,465,920 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 2 20 125 ACGATACAGACACCCGTAGAGATATTGGAATGTTTTACGATACAGACACCCGTAGAGA CCGGTCTGAGCATATTGCCA 20 42 144 22 268 20 60,093 60,179 31,000 49,200 2,272,336 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 75 217 GATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAAGATTGAGATTAGCTGCCCGC GTCAAACAGGACACGCAGAC 81 75 85 20 301 20 59,129 59,418 61,300 35,100 1,453,063 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 49 286 cccAACCTGATGCGTGCTTTATGATCTACGATACAGACCCAACCTGATGCGTGCTTT CTGAGGAGGCAGAACGAGTG 49 176 117 20 402 20 61,527 60,109 35,100 35,100 1,635,473 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 48 285 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA CTGAGGAGGCAGAACGAGTG 48 176 118 20 402 20 58,836 60,109 18,500 35,100 1,273,309 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 47 285 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTAT CTGAGGAGGCAGAACGAGTG 47 176 118 21 402 20 59,255 60,109 14,000 35,100 1,853,985 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 42 184 GATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAAGATTGAGATTAGCTGCCCGC CCGGTCTGAGCATATTGCCA 81 42 85 20 268 20 59,129 60,179 61,300 49,200 1,050,105 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 76 218 GATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAAGATTGAGATTAGCTGCCCGC GGTCAAACAGGACACGCAGA 81 76 85 20 302 20 59,129 60,532 61,300 42,600 1,403,031 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 74 216 GATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAAGATTGAGATTAGCTGCCCGC TCAAACAGGACACGCAGACT 81 74 85 20 300 20 59,129 59,536 61,300 32,400 1,335,093 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 48 183 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA TCAAACAGGACACGCAGACT 48 74 118 20 300 20 58,836 59,536 18,500 32,400 1,628,447 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 48 300 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA AACGTGCGATGACTGCTGA 48 192 118 20 417 19 58,836 60,006 18,500 42,600 2,170,631 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 48 300 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA AACGTGCGATGACTGCTGAG 48 191 118 20 417 20 58,836 61,011 18,500 33,500 2,175,346 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 186 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 48 297 ccAACCTGATGCGTGCTTTATGATCTACGATACAGA CCAACCTGATGCGTGCTTTA GTGCGATGACTGCTGAGGAG 48 188 118 20 414 20 58,836 60,805 18,500 36,900 1,969,733 F 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 1 4 19 234 GGGACTGAGAGCCACCAGTTATTGTACAGATATCT GGGACTGAGAGCCACCAGTT CCGGTCTGAGCATATTGCCA 19 42 35 20 268 20 61,484 60,179 31,600 49,200 1,663,492 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 5 21 235 AGGGACTGAGAGCCACCAGTTATTGTACAGATATC AGGGACTGAGAGCCACCAG CCGGTCTGAGCATATTGCCA 21 42 34 19 268 20 60,612 60,179 40,000 49,200 1,790,899 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 21 296 AGGGACTGAGAGCCACCAGTTATTGTACAGATATC AGGGACTGAGAGCCACCAG CTCCCGGTCAGGCAAAGG 21 105 34 19 329 18 60,612 60,046 40,000 31,100 3,657,777 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 19 295 GGGACTGAGAGCCACCAGTTATTGTACAGATATCT GGGACTGAGAGCCACCAGTT CTCCCGGTCAGGCAAAGG 19 105 35 20 329 18 61,484 60,046 31,600 31,100 3,530,370 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 18 233 GGACTGAGAGCCACCAGTTATTGTACAGATATCTCCGGACTGAGAGCCACCAGTTA CCGGTCTGAGCATATTGCCA 18 42 36 20 268 20 58,733 60,179 22,400 49,200 1,446,169 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 18 265 GGACTGAGAGCCACCAGTTATTGTACAGATATCTCCGGACTGAGAGCCACCAGTTA TCAAACAGGACACGCAGACT 18 74 36 20 300 20 58,733 59,536 22,400 32,400 1,731,157 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 18 266 GGACTGAGAGCCACCAGTTATTGTACAGATATCTCCGGACTGAGAGCCACCAGTTA GTCAAACAGGACACGCAGAC 18 75 36 20 301 20 58,733 59,418 22,400 35,100 1,849,127 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 18 267 GGACTGAGAGCCACCAGTTATTGTACAGATATCTCCGGACTGAGAGCCACCAGTTA GGTCAAACAGGACACGCAGA 18 76 36 20 302 20 58,733 60,532 22,400 42,600 1,799,095 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr350_3 3 74 133 7 2 AAT GAGAGAGAGAGGATTGAGATTAGCTGCCCGCTCCTNO 0 0 6 18 294 GGACTGAGAGCCACCAGTTATTGTACAGATATCTCCGGACTGAGAGCCACCAGTTA CTCCCGGTCAGGCAAAGG 18 105 36 20 329 18 58,733 60,046 22,400 31,100 3,313,047 G 440 CAGTCAGTGTACAGATATCTCCCTgagagagaCAGGGACTGAGAGCCACCAGTTATTGTACAGATATCTCCACgagagagagaGGATTGAGATTAGCTGCCCGCTCCTGCCTAAcccccAACCTGATGCGTGCTTTATGATCTACGATACAGACACCCGTAGAGATATTGGAATGTTTTATTTATtaataataataataataataattttttttAACCTCTTTTaaaaaCTTTCTTTTCCCTACAAAATGGCAATATGCTCAGACCGGGCCAGCTCAGTAAGTCTGCGTGTCCTGTTTGAcccccGAGCGCCCTTTGCCTGACCGGGAGCCAGCCGAAAGGGTCACGTGGGGCGACGCGGGCCACACGGCAGGCGAGGAGCCCACTCGTTCTGCCTCCTCAGCAGTCATCGCACGTTTACAGGTACAGAGTTCACGTGGG

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 1 1 4 52 200 AGGGCAACAGGTCAAAGAGGGGAGGAGGGATGG AGGGCAACAGGTCAAAGAGG ATTCCATCTAACCATTAACAACTGG 52 71 185 20 384 25 59,889 57,355 36,900 40,000 7,756,311 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 5 67 215 ATACATGGAACGGGAAGGGCAACAGGTCAAAGAG ATACATGGAACGGGAAGGGC ATTCCATCTAACCATTAACAACTGG 67 71 170 20 384 25 59,817 57,355 51,900 40,000 7,827,833 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 7 26 153 AGGGCAACAGGTCAAAGAGGGGAGGAGGGATGG AGGGCAACAGGTCAAAGAGG TCAAACTTCCCTCGATCTACTCA 52 26 185 20 337 23 59,889 58,659 36,900 34,100 4,452,741 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 7 26 168 ATACATGGAACGGGAAGGGCAACAGGTCAAAGAG ATACATGGAACGGGAAGGGC TCAAACTTCCCTCGATCTACTCA 67 26 170 20 337 23 59,817 58,659 51,900 34,100 4,524,262 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 7 26 272 ACATTGCTGCATTACAACTGGTAACATTATTGCATT ACATTGCTGCATTACAACTGGT TCAAACTTCCCTCGATCTACTCA 169 26 66 22 337 23 59,107 58,659 40,000 34,100 7,234,339 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 8 34 281 ACATTGCTGCATTACAACTGGTAACATTATTGCATT ACATTGCTGCATTACAACTGGT TCCATAGATTCAAACTTCCCTCGA 169 34 66 22 346 24 59,107 59,285 40,000 40,400 7,607,653 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 8 26 271 ACATTGCTGCATTACAACTGGTAACATTATTGCATT ACATTGCTGCATTACAACTGGT CAAACTTCCCTCGATCTACTCA 169 26 66 22 336 22 59,107 57,279 40,000 34,100 7,613,501 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 10 38 193 CCGTGGGCAAATATACATGGAACGGGAAGGGCAA CCGTGGGCAAATATACATGGA TGCATCCATAGATTCAAACTTCCC 78 38 158 21 350 24 58,143 59,111 34,100 39,700 7,746,891 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 10 38 290 aaaTAACATTGCTGCATTACAACTGGTAACATTATTGAAATAACATTGCTGCATTACAACTGG TGCATCCATAGATTCAAACTTCCC 170 38 61 26 350 24 59,409 59,111 40,000 39,700 11,480,471 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 11 39 290 aTAACATTGCTGCATTACAACTGGTAACATTATTGCAATAACATTGCTGCATTACAACTGGT CATGCATCCATAGATTCAAACTTCC 169 39 63 25 352 25 59,814 58,555 40,000 34,600 11,630,268 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 11 38 290 aaTAACATTGCTGCATTACAACTGGTAACATTATTGCAATAACATTGCTGCATTACAACTGG ATGCATCCATAGATTCAAACTTCCC 170 38 62 25 351 25 58,899 59,462 40,000 39,700 11,639,006 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 11 14 115 TGGATGTATGAATGGGCGCATGATTTCTTGAAGAg TGGATGTATGAATGGGCGCA TCAAACTTCCCTCGATCTACTCA 14 26 223 20 337 23 59,818 58,659 60,900 34,100 4,523,786 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 14 30 140 AGGAGGGATGGTTGGATGGATGTATGAATGGGCG AGGAGGGATGGTTGGATGGA TCCATAGATTCAAACTTCCCTCGA 30 34 207 20 346 24 59,954 59,285 34,100 40,400 4,761,044 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 14 26 130 AGGAGGGATGGTTGGATGGATGTATGAATGGGCG AGGAGGGATGGTTGGATGGA CAAACTTCCCTCGATCTACTCA 30 26 207 20 336 22 59,954 57,279 34,100 34,100 4,766,891 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 14 26 131 AGGAGGGATGGTTGGATGGATGTATGAATGGGCG AGGAGGGATGGTTGGATGGA TCAAACTTCCCTCGATCTACTCA 30 26 207 20 337 23 59,954 58,659 34,100 34,100 4,387,729 A 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 15 52 209 AGGGCAACAGGTCAAAGAGGGGAGGAGGGATGG AGGGCAACAGGTCAAAGAGG CCATCCATCATTCCATCTAACCA 52 82 185 20 393 23 59,889 58,011 36,900 36,700 5,100,530 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 16 67 225 ATACATGGAACGGGAAGGGCAACAGGTCAAAGAG ATACATGGAACGGGAAGGGC TCCATCCATCATTCCATCTAACCA 67 82 170 20 394 24 59,817 59,335 51,900 36,700 4,847,311 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 16 52 210 AGGGCAACAGGTCAAAGAGGGGAGGAGGGATGG AGGGCAACAGGTCAAAGAGG TCCATCCATCATTCCATCTAACCA 52 82 185 20 394 24 59,889 59,335 36,900 36,700 4,775,790 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr353_9 9 257 32 8 1 ATCC GATGGATGGATGGATGGATGGATGGATGGATG NO 0 0 16 30 188 AGGAGGGATGGTTGGATGGATGTATGAATGGGCG AGGAGGGATGGTTGGATGGA TCCATCCATCATTCCATCTAACCA 30 82 207 20 394 24 59,954 59,335 34,100 36,700 4,710,778 F 396 GGGATGGGGAATAAATGCTCGGCCGTTCAGCAATGCATTCATCTGGTGAAGGAATaaaaaaaaTAACATTGCTGCATTACAACTGGTAACATTATTGCATTAAAAGGCAAANCAACAATAGGNCTATCTCCAAAAGGAAGTTAATCNGAGTGGGCCGCCGTGGGCAAATATACATGGAACGGGAAGGGCAACAGGTCAAAGAGGGGAGGAGGGATGGTTGGATGGATGTATGAATGGGCGCATGATTTCTTGAAGAgatggatggatggatggatggatggatggatgGNNGNNNNNNNNGATNNANNNNNNTTTGAGTAGATCGAGGGAAGTTTGAATCTATGGATGCATGNATGNNACCAGTTGTTAATGGTTAGATGGAATgatggatggatg

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 1 1 4 35 242 ctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGT CTCTCGTCACAGATGCTGCC TTGCCTCTGTGCAAGCATCA 84 35 18 20 259 20 60,805 60,538 48,500 30,700 1,343,150 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 35 242 tctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTTCTCTCGTCACAGATGCTGC TGCCTCTGTGCAAGCATCA 85 35 17 20 258 19 59,828 59,926 52,500 30,700 1,245,675 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 35 243 tctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTTCTCTCGTCACAGATGCTGC TTGCCTCTGTGCAAGCATCA 85 35 17 20 259 20 59,828 60,538 52,500 30,700 0.709956 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 31 229 CAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTCAGATGCTGCCAGACCTGTT CTCTGTGCAAGCATCACCCT 75 31 27 20 255 20 60,322 60,322 31,600 43,400 0.644553 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 31 239 tctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTTCTCTCGTCACAGATGCTGC CTCTGTGCAAGCATCACCCT 85 31 17 20 255 20 59,828 60,322 52,500 43,400 0.494404 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 30 238 tctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTTCTCTCGTCACAGATGCTGC TCTGTGCAAGCATCACCCTG 85 30 17 20 254 20 59,828 60,607 52,500 44,500 0.779344 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 21 175 TCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATCTGAGGGTTGTGATGCTGG CTCTGTGCAAGCATCACCCT 21 31 81 20 255 20 59,674 60,322 48,500 43,400 0.648209 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 20 174 CTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATCTGAGGGTTGTGATGCTGGA CTCTGTGCAAGCATCACCCT 20 31 82 20 255 20 59,674 60,322 38,600 43,400 0.648209 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr355_3 3 122 83 9 2 ACAGAG GAGAGAGAGATATGGGGGGAGAGAGACAGAGAC NO 0 0 4 19 173 TGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGAGGGTTGTGATGCTGGAG CTCTGTGCAAGCATCACCCT 19 31 83 20 255 20 59,674 60,322 38,600 43,400 0.648209 G 321 AAACATTAAATCTGtctctctcGTCACAGATGCTGCCAGACCTGTTAAGTTTGTCCAGCACTTTGtttttATTGCAGATATCTGAGGGTTGTGATGCTGGAGGAGATTACAGAGATATGGGgagagagagaTATggggggAGagagacagagacagagacagagacagagacagagacagagacagagacagagacagagagagANNCANANANANNGANNAGANNNNNANACACAGGGTGATGCTTGCACAGAGGCAATAGGGGTATAGGACTTGCTGCAAGTTAAAACATAGACAGCAGAGTTTTGGACCTCAAGTTTA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 1 1 3 38 169 GGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTC GGCAGAGTGGGCAAATAGGT CCTATGCACATATACACCCAGGT 64 38 50 20 218 23 60,034 59,672 30,800 40,000 3,361,846 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 3 38 170 TGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTT TGGCAGAGTGGGCAAATAGG CCTATGCACATATACACCCAGGT 65 38 49 20 218 23 60,034 59,672 25,700 40,000 3,361,943 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 3‐May 34 139 TGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTGAAGTTCAATGTGGAGAAGTGTG TGCACATATACACCCAGGTTT 34 36 76 24 214 21 59,424 57,270 38,200 32,700 8,306,269 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 76 249 CTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACACTGCGAGGAGGACAGTGTAA ACTGCTCTCTCCACCTGTCT 109 76 5 20 253 20 59,111 59,886 24,100 34,100 1,002,786 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 76 250 ACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACACTGCGAGGAGGACAGTGTA ACTGCTCTCTCCACCTGTCT 110 76 4 20 253 20 60,251 59,886 29,000 34,100 0.365376 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 76 252 AAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGAAACTGCGAGGAGGACAGTG ACTGCTCTCTCCACCTGTCT 112 76 2 20 253 20 59,966 59,886 36,600 34,100 0.148226 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 72 212 GACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGACAATTTGGCAGAGTGGGC ACTGCTCTCTCCACCTGTCT 72 76 42 20 253 20 59,755 59,886 53,600 34,100 0.358889 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 65 205 TGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTT TGGCAGAGTGGGCAAATAGG ACTGCTCTCTCCACCTGTCT 65 76 49 20 253 20 60,034 59,886 25,700 34,100 0.148354 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 64 204 GGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTC GGCAGAGTGGGCAAATAGGT ACTGCTCTCTCCACCTGTCT 64 76 50 20 253 20 60,034 59,886 30,800 34,100 0.148256 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 39 170 GGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTC GGCAGAGTGGGCAAATAGGT ACCTATGCACATATACACCCAGG 64 39 50 20 219 23 60,034 59,672 30,800 44,500 3,361,846 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 33 136 AGTTCAATGTGGAGAAGTGTGANGTGATNCATTTT AGTTCAATGTGGAGAAGTGTGA TGCACATATACACCCAGGTTT 33 36 79 22 214 21 57,578 57,270 35,800 32,700 8,152,288 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr360_2 2 134 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_134_157 0 0 4 33 137 AGTTCAATGTGGAGAAGTGTGANGTGATNCATTTT AGTTCAATGTGGAGAAGTGTGA ATGCACATATACACCCAGGTT 33 37 79 22 215 21 57,578 57,048 35,800 35,000 8,373,635 F 265 TAAACTGCGAGGAGGACAGTGTAAAACTTCAAAAGGACATAGACAATTTGGCAGAGTGGGCAAATAGGTGGTAGATGAAGTTCAATGTGGAGAAGTGTGANGTGATNCATTTTGGTAAGAAGAACATNNNNNNaataataataataataataataatAAGGGGTGAAATTTTGAAAGGGGTNCAGGGGCAGaaaaaCCTGGGTGTATATGTGCATAGGTCATTTAAGGTGGTAAGACAGGTGgagagaGCAGTTAATAAAGCATA

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 1 1 3 22 172 ACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCAACCATGAACACTGTCTCCATCC AGCTGGGAATAGACAATGAATGA 81 22 13 22 184 23 60,027 57,622 35,100 25,700 7,405,052 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 0 0 3 22 176 TCAGACCATGAACACTGTCTCCATCCCCACCGCCCT TCAGACCATGAACACTGTCTCC AGCTGGGAATAGACAATGAATGA 85 22 9 22 184 23 59,700 57,622 37,100 25,700 7,678,382 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 0 0 4 56 203 ACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCAACCATGAACACTGTCTCCATCC GTGGTGGGAAGAAAGGTGGA 81 56 13 22 215 20 60,027 59,523 35,100 40,200 2,503,593 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 0 0 4 56 206 CAGACCATGAACACTGTCTCCATCCCCACCGCCCTT CAGACCATGAACACTGTCTCCA GTGGTGGGAAGAAAGGTGGA 84 56 10 22 215 20 59,962 59,523 38,600 40,200 2,514,412 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 0 0 4 22 175 CAGACCATGAACACTGTCTCCATCCCCACCGCCCTT CAGACCATGAACACTGTCTCCA AGCTGGGAATAGACAATGAATGA 84 22 10 22 184 23 59,962 57,622 38,600 25,700 7,415,872 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr361_2 2 116 24 8 1 AAT TTATTATTATTATTATTATTATTA NO 0 0 6 57 204 ACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCAACCATGAACACTGTCTCCATCC GGTGGTGGGAAGAAAGGTGG 81 57 13 22 216 20 60,027 60,540 35,100 46,100 2,566,491 F 232 CAACAATTTCAGACCATGAACACTGTCTCCATCCCCACCGCCCTTTTCACTCCCCttttttCTCATTATTCGttttttAAAAGAATTTTATTAtttttCCCACTTATTTTCATTCttattattattattattattattatttttGAAATGTATTTCCATTTTCATTCATTGTCTATTCCCAGCTTTTGTGTATTTTCCACCTTTCTTCCCACCACCGGCCCCTCACCCACCC

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 1 1 2 39 263 ATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTT ATCAGTTCTCCCATTGATTGCA TGATGCCCACAGGATGCAAA 135 39 34 22 296 20 58,028 60,252 40,800 36,800 4,223,830 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 3 39 262 TCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTT TCAGTTCTCCCATTGATTGCA TGATGCCCACAGGATGCAAA 135 39 35 21 296 20 57,562 60,252 40,800 36,800 3,689,914 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 3 39 262 TCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTT TCAGTTCTCCCATTGATTGCAT TGATGCCCACAGGATGCAAA 134 39 35 22 296 20 58,028 60,252 39,600 36,800 4,223,830 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 3 0 129 CATTGAGTTAGACGGAGAAGGACgaggaggaggaggaCATTGAGTTAGACGGAGAAGGAC TGATGCCCACAGGATGCAAA 0 39 168 23 296 20 58,574 60,252 38,500 36,800 4,677,218 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 3 0 202 CATTGAGTTAGACGGAGAAGGACgaggaggaggaggaCATTGAGTTAGACGGAGAAGGAC TGGACTCCAACGGTTCAAGG 0 112 168 23 369 20 58,574 59,892 38,500 36,100 4,533,351 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 4 77 300 TCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTT TCAGTTCTCCCATTGATTGCA GGCAAATAGGGATGGGCAAT 135 77 35 21 334 20 57,562 58,279 40,800 35,600 5,158,997 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 4 0 130 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGAC TGATGCCCACAGGATGCAAA 0 39 167 24 296 20 60,082 60,252 38,500 36,800 4,333,833 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 4 0 171 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGAC AAGGGCAAATAGGGATGGGC 0 80 167 24 337 20 60,082 60,106 38,500 53,600 4,187,640 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 4 0 203 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGAC TGGACTCCAACGGTTCAAGG 0 112 167 24 369 20 60,082 59,892 38,500 36,100 4,189,967 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 5 1 130 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGA TGATGCCCACAGGATGCAAA 1 39 167 23 296 20 58,913 60,252 33,600 36,800 4,338,879 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 5 1 171 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGA AAGGGCAAATAGGGATGGGC 1 80 167 23 337 20 58,913 60,106 33,600 53,600 4,192,686 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 5 1 203 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGA TGGACTCCAACGGTTCAAGG 1 112 167 23 369 20 58,913 59,892 33,600 36,100 4,195,013 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 6 78 299 AGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCT AGTTCTCCCATTGATTGCATTTCA GGGCAAATAGGGATGGGCAA 130 78 37 24 335 20 59,226 60,398 26,900 45,200 5,172,055 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 6 78 300 CAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTC CAGTTCTCCCATTGATTGCATT GGGCAAATAGGGATGGGCAA 133 78 36 22 335 20 57,269 60,398 35,600 45,200 5,129,329 G 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr362_2 2 191 47 8 2 AGG GAGGAGGAGGAGGAGGAAGGGGAAGGAGGAGG NO 0 0 6 0 169 ACATTGAGTTAGACGGAGAAGGACgaggaggaggaggACATTGAGTTAGACGGAGAAGGAC GGGCAAATAGGGATGGGCAA 0 78 167 24 335 20 60,082 60,398 38,500 45,200 4,480,517 D 386 TGACAGTGGCAGTCTTTGCATAAGTCACAGAAAATCAGTTCTCCCATTGATTGCATTTCATTTTGAACTTTCTCATAATTCATGCATGTTCAGAGACTAACTTCATCTGTGGTAAAGCTATCATTCTATGGTATAGCCAGAAATATaaaaaaaaGGAAAGATTGTAACATTGAGTTAGACGGAGAAGGACgaggaggaggaggagGAAGGGGAaggaggaggaggaggaggaggaggCAGCAAATTTCGAAAGTTGAGTTCAGCCACTTTATTTTATTTGCATCCTGTGGGCATCACTGGCTAGGCAAGCAATTATTGCCCATCCCTATTTGCCCTTGAGAAGCCACCGCCTTGAACCGTTGGAGTCCATGTGATGTCAGTATACT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 1 1 Mar‐25 80 256 AGGAAGCCTGACAAACTAGCACAATAGGAATGTTAAGGAAGCCTGACAAACTAGCA GGGTTAGGAAGAGGAGCTGC 80 85 60 21 315 20 59,300 59,821 34,900 52,500 1,878,867 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 4 0 175 CTGAACAGGCACCACAAACAcactcactcactcactcact CTGAACAGGCACCACAAACA GGGTTAGGAAGAGGAGCTGC 0 85 141 20 315 20 58,898 59,821 28,300 52,500 1,281,388 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 5 80 300 TGGTGAGGGTCTGTAGTATCATATACTCCCATAACCTGGTGAGGGTCTGTAGTATCA AGGAAGAGGAGCTGCTGAGT 129 80 11 21 310 20 57,249 60,252 21,500 34,100 4,002,694 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 5 0 170 CTGAACAGGCACCACAAACAcactcactcactcactcact CTGAACAGGCACCACAAACA AGGAAGAGGAGCTGCTGAGT 0 80 141 20 310 20 58,898 60,252 28,300 34,100 1,354,348 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 6 79 249 GGAAGCCTGACAAACTAGCACAATAGGAATGTTAT GGAAGCCTGACAAACTAGCAC GGAAGAGGAGCTGCTGAGTG 79 79 61 21 309 20 59,193 60,108 44,000 35,100 1,915,375 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 6 79 250 AGGAAGCCTGACAAACTAGCACAATAGGAATGTTAAGGAAGCCTGACAAACTAGCA GGAAGAGGAGCTGCTGAGTG 80 79 60 21 309 20 59,300 60,108 34,900 35,100 1,807,867 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 6 79 299 TGGTGAGGGTCTGTAGTATCATATACTCCCATAACCTGGTGAGGGTCTGTAGTATCAT GGAAGAGGAGCTGCTGAGTG 128 79 11 22 309 20 57,734 60,108 24,500 35,100 4,374,090 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 6 79 299 TGGTGAGGGTCTGTAGTATCATATACTCCCATAACCTGGTGAGGGTCTGTAGTATCA GGAAGAGGAGCTGCTGAGTG 129 79 11 21 309 20 57,249 60,108 21,500 35,100 3,858,734 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 6 0 169 CTGAACAGGCACCACAAACAcactcactcactcactcact CTGAACAGGCACCACAAACA GGAAGAGGAGCTGCTGAGTG 0 79 141 20 309 20 58,898 60,108 28,300 35,100 1,210,388 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 10 1 202 TCTGAACAGGCACCACAAACAcactcactcactcactcac TCTGAACAGGCACCACAAAC CGCTGAATGAGTGAGTGTGG 1 111 140 20 341 20 58,611 58,926 29,300 41,700 2,462,511 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 10 0 201 CTGAACAGGCACCACAAACAcactcactcactcactcact CTGAACAGGCACCACAAACA CGCTGAATGAGTGAGTGTGG 0 111 141 20 341 20 58,898 58,926 28,300 41,700 2,176,119 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr364_3 3 161 50 9 1.5 ACTC CACTCACTCACTCACTCACTCACTCACTCACTCACTC CA_201_210 0 0 10 0 202 TCTGAACAGGCACCACAAACAcactcactcactcactcac TCTGAACAGGCACCACAAACA CGCTGAATGAGTGAGTGTGG 0 111 140 21 341 20 60,341 58,926 28,300 41,700 2,414,466 F 344 GATAtttttATGGTGAGGGTCTGTAGTATCATATACTCCCATAACCCATCTGTAAAATAAGGAAGCCTGACAAACTAGCACAATAGGAATGTTATACACAtgtgtgtgATGAAACCTACACAATCAAGAATCTTGTATTTCTGAACAGGCACCACAAACAcactcactcactcactcactcactcactcactcactCACNcacacacacaTACATACACNNNATNCNCNNNNNCACNCNCNCNCANGCACANNNNTGCNCNNNNTCCCACCAccccccccccAAACACGCACTCAGCAGCTCCTCTTCCTAAcccccTcccccACACTCACTCATTCAGCGTCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 1 1 4 11 112 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG GCCCTGGGATGGAACTTGAA 11 34 7 20 118 20 60,038 59,960 48,500 26,900 0.077593 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 114 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG AAGCCCTGGGATGGAACTTG 11 36 7 20 120 20 60,038 59,960 48,500 31,600 0.078179 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 124 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG TTTAGTGCTCAAGCCCTGGG 11 46 7 20 130 20 60,038 59,962 48,500 44,500 0.076140 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 146 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG TGTTCTGGAGTTACAGCCTTGA 11 66 7 20 152 22 60,038 59,296 48,500 30,200 2,741,510 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 148 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG ACTGTTCTGGAGTTACAGCCT 11 69 7 20 154 21 60,038 58,670 48,500 45,800 2,368,190 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 218 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG TGCTTCCATGTAAGAGGGCA 11 140 7 20 224 20 60,038 59,009 48,500 53,600 1,029,121 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 218 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG TGCTTCCATGTAAGAGGGCAG 11 139 7 20 224 21 60,038 60,065 48,500 48,500 1,103,174 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 258 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG CATGGCAGCTCTCCTTCAGA 11 180 7 20 264 20 60,038 59,460 48,500 32,700 0.578429 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 259 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG ACATGGCAGCTCTCCTTCAG 11 181 7 20 265 20 60,038 59,748 48,500 30,200 0.290454 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 11 280 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG TTGGCCAGGACACTTGGAAA 11 202 7 20 286 20 60,038 59,740 48,500 31,300 0.298205 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 10 147 TGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgat TGCACCAATTTGAGGCCTGA ACTGTTCTGGAGTTACAGCCT 10 69 8 20 154 21 60,179 58,670 38,600 45,800 2,509,182 A 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 10 217 TGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgat TGCACCAATTTGAGGCCTGA TGCTTCCATGTAAGAGGGCA 10 140 8 20 224 20 60,179 59,009 38,600 53,600 1,170,113 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 10 257 TGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgat TGCACCAATTTGAGGCCTGA CATGGCAGCTCTCCTTCAGA 10 180 8 20 264 20 60,179 59,460 38,600 32,700 0.719421 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 10 258 TGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgat TGCACCAATTTGAGGCCTGA ACATGGCAGCTCTCCTTCAG 10 181 8 20 265 20 60,179 59,748 38,600 30,200 0.431446 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 12 172 TGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgTGTGCACCAATTTGAGGCCT CAACCGATGGCACCTCTCTC 12 93 6 20 177 20 60,470 60,461 51,900 32,000 0.930692 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 12 259 TGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgTGTGCACCAATTTGAGGCCT CATGGCAGCTCTCCTTCAGA 12 180 6 20 264 20 60,470 59,460 51,900 32,700 1,010,159 B 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 11 171 GTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgaGTGCACCAATTTGAGGCCTG CAACCGATGGCACCTCTCTC 11 93 7 20 177 20 60,038 60,461 48,500 32,000 0.498961 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr369_3 3 38 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 10 170 TGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgat TGCACCAATTTGAGGCCTGA CAACCGATGGCACCTCTCTC 10 93 8 20 177 20 60,179 60,461 38,600 32,000 0.639954 F 326 GAAGATGTGCACCAATTTGAGGCCTGAAGTGGCCAATtgatgatgatgatgatgatgatgatgaTACTGCCCCTCCCTCTGAGTTAAATGGCTGTGGGTTCAAGTTCCATCCCAGGGCTTGAGCACTAAATCAAGGCTGTAACTCCAGAACAGTACTgagagaGGTGCCATCGGTTGGATGAGATGTTAAACTGGGGCCCCATCTGCCCTCTTACATGGAAGCAAAAGATTCAATGGTACCTACTCTGAAGGAGAGCTGCCATGtttttCCAAGTGTCCTGGCCAAtttttATCCCTTGACAAATATCAGAAAAGACCGATTACCT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 1 1 9 3 93 CAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGCAGGACCTCACTCACTCCCT GGTGCAGACCTGGCTAAGAG 29 3 35 20 127 20 60,252 60,108 42,000 28,500 0.359957 A 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 10 28 145 AGGACCTCACTCACTCCCTCACTCACACTCCAGCTG AGGACCTCACTCACTCCCTC CTCTCGCCCTCATTCTCCAG 28 56 36 20 180 20 59,960 59,611 43,000 38,600 0.429158 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 10 28 218 AGGACCTCACTCACTCCCTCACTCACACTCCAGCTG AGGACCTCACTCACTCCCTC AGAAGGCTGAGCTTGTGCAG 28 129 36 20 253 20 59,960 60,606 43,000 44,100 0.646358 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 10 12 202 CCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgCCTCACTCACACTCCAGCTG AGAAGGCTGAGCTTGTGCAG 12 129 52 20 253 20 60,038 60,606 42,400 44,100 0.643371 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 10 3 92 AGGACCTCACTCACTCCCTCACTCACACTCCAGCTG AGGACCTCACTCACTCCCTC GGTGCAGACCTGGCTAAGAG 28 3 36 20 127 20 59,960 60,108 43,000 28,500 0.148444 A 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 11 27 144 GGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGGGACCTCACTCACTCCCTCA CTCTCGCCCTCATTCTCCAG 27 56 37 20 180 20 60,252 59,611 38,600 38,600 0.640491 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 11 3 91 GGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGGGACCTCACTCACTCCCTCA GGTGCAGACCTGGCTAAGAG 27 3 37 20 127 20 60,252 60,108 38,600 28,500 0.359777 A 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 12 54 171 cccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCCCCTCACTCTCACTCCCTCA CTCTCGCCCTCATTCTCCAG 54 56 10 20 180 20 59,960 59,611 38,600 38,600 0.429011 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 12 54 244 cccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCCCCTCACTCTCACTCCCTCA AGAAGGCTGAGCTTGTGCAG 54 129 10 20 253 20 59,960 60,606 38,600 44,100 0.646211 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 12 54 244 cccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCCCCTCACTCTCACTCCCTCA AGAAGGCTGAGCTTGTGCA 54 130 10 20 253 19 59,960 59,547 38,600 45,700 1,493,586 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 12 54 245 cccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCCCCTCACTCTCACTCCCTCA CAGAAGGCTGAGCTTGTGCA 54 130 10 20 254 20 59,960 60,888 38,600 45,700 0.928187 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 12 3 118 cccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCCCCTCACTCTCACTCCCTCA GGTGCAGACCTGGCTAAGAG 54 3 10 20 127 20 59,960 60,108 38,600 28,500 0.148297 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr372_2 2 84 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 14 16 206 ACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCAcACTCCCTCACTCACACTCCA AGAAGGCTGAGCTTGTGCAG 16 129 48 20 253 20 59,811 60,606 38,600 44,100 0.794447 F 280 TCATTCAcccccTCACTCTCACTCCCTCATCTCACAGGACCTCACTCACTCCCTCACTCACACTCCAGCTGTGCCGTGTCTCActgctgctgctgctgctgctgCTTCTCTTAGCCAGGTCTGCACCTTGACTCCTGTAGTGCTTTAgggggTGCCAGCGCTGGAGAATGAGGGCGAGAGCGTGGCCAAGGGCAGTCTACATCACTCAGAATGCAATCACTCAAAACAAATGGCTGCACAAGCTCAGCCTTCTGCTTCAATAATGCCTAAGACTACAAAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 1 1 14 7 190 TTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATTTCGCCTGTCCATGCATTCT AACATATAAATGGATGGTTGAATGGA 85 7 22 20 211 26 60,035 57,219 24,000 34,100 8,815,767 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 14 7 191 ATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCAATTCGCCTGTCCATGCATTC AACATATAAATGGATGGTTGAATGGA 86 7 21 20 211 26 58,973 57,219 26,700 34,100 9,807,972 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 20 203 TCGCCTGTCCATGCATTCTTGTATTNATCTGACCATATCGCCTGTCCATGCATTCTT TGGATGGATGGATGAACATATAAATGG 84 20 23 20 225 27 60,035 59,383 25,200 31,600 7,651,694 F 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 16 199 TCGCCTGTCCATGCATTCTTGTATTNATCTGACCATATCGCCTGTCCATGCATTCTT TGGATGGATGAACATATAAATGGATGG 84 16 23 20 221 27 60,035 59,383 25,200 35,100 7,651,694 F 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 16 200 TTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATTTCGCCTGTCCATGCATTCT TGGATGGATGAACATATAAATGGATGG 85 16 22 20 221 27 60,035 59,383 24,000 35,100 7,651,694 F 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 6 190 TTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATTTCGCCTGTCCATGCATTCT AACATATAAATGGATGGTTGAATGGAT 85 6 22 20 211 27 60,035 57,616 24,000 34,100 9,418,729 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 135 TATGCCATCAGTCCATGCATNcatccatccatcNACCCNTATGCCATCAGTCCATGCAT TGGATGGTTGAATGGATGTATGA 40 0 67 20 201 23 57,036 57,614 39,600 21,500 8,349,227 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 136 TTATGCCATCAGTCCATGCATNcatccatccatcNACCC TTATGCCATCAGTCCATGCA TGGATGGTTGAATGGATGTATGA 41 0 66 20 201 23 57,267 57,614 39,600 21,500 8,118,472 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 136 TTATGCCATCAGTCCATGCATNcatccatccatcNACCC TTATGCCATCAGTCCATGCAT TGGATGGTTGAATGGATGTATGA 40 0 66 21 201 23 57,767 57,614 39,600 21,500 8,618,347 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 178 CGCCTGTCCATGCATTCTTGTATTNATCTGACCATAACGCCTGTCCATGCATTCTTG TGGATGGTTGAATGGATGTATGA 83 0 24 20 201 23 59,900 57,614 30,200 21,500 5,485,596 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 179 TCGCCTGTCCATGCATTCTTGTATTNATCTGACCATATCGCCTGTCCATGCATTCTT TGGATGGTTGAATGGATGTATGA 84 0 23 20 201 23 60,035 57,614 25,200 21,500 5,420,780 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr374_4 4 127 52 13 1 ATCC CCATCCATCCATCCATCCATCCATCCATCCATCCATC CCAT_127_178 0 0 15 0 180 TTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATTTCGCCTGTCCATGCATTCT TGGATGGTTGAATGGATGTATGA 85 0 22 20 201 23 60,035 57,614 24,000 21,500 5,420,780 B 226 atccatccatccatccatccATTCGCCTGTCCATGCATTCTTGTATTNATCTGACCATAAACCTATTATGCCATCAGTCCATGCATNcatccatccatcNACCCNtccatccatccaTCNATCCANccatccatccatccatccatccatccatccatccatccatccatccatccatTCATACATCCATTCAACCATCCATTTATATGTTcatccatccatcCAT

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 1 1 4 16 203 TTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGT TTGCATGGGAAGGTGCCG ATTGGCTGCGACCCAGTTAA 105 16 56 18 258 20 60,676 59,962 56,900 20,100 2,713,711 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 4 16 207 GCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTG GCGGTTGCATGGGAAGGT ATTGGCTGCGACCCAGTTAA 109 16 52 18 258 20 60,676 59,962 35,000 20,100 2,714,061 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 5 16 205 GGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAG GGTTGCATGGGAAGGTGCC ATTGGCTGCGACCCAGTTAA 106 16 54 19 258 20 61,649 59,962 50,100 20,100 2,686,719 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 6 56 298 CTTGGACGGTGAGGAggggggAAGCAAAGGGGCAG CTTGGACGGTGAGGAGGG ACTCATTCTGGAGTTGGGAACA 158 56 3 18 300 22 59,018 59,289 43,000 31,800 5,693,139 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 7 56 299 CCTTGGACGGTGAGGAggggggAAGCAAAGGGGCA CCTTGGACGGTGAGGAGGG ACTCATTCTGGAGTTGGGAACA 158 56 2 19 300 22 61,660 59,289 43,000 31,800 5,371,073 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 7 56 300 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGC CCCTTGGACGGTGAGGAGG ACTCATTCTGGAGTTGGGAACA 159 56 1 19 300 22 61,660 59,289 43,000 31,800 5,371,073 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 7 16 257 CCTTGGACGGTGAGGAggggggAAGCAAAGGGGCA CCTTGGACGGTGAGGAGGG ATTGGCTGCGACCCAGTTAA 158 16 2 19 258 20 61,660 59,962 43,000 20,100 2,697,654 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 7 16 258 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGC CCCTTGGACGGTGAGGAGG ATTGGCTGCGACCCAGTTAA 159 16 1 19 258 20 61,660 59,962 43,000 20,100 2,697,654 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 7 15 256 CCTTGGACGGTGAGGAggggggAAGCAAAGGGGCA CCTTGGACGGTGAGGAGGG TTGGCTGCGACCCAGTTAAA 158 15 2 19 257 20 61,660 60,179 43,000 15,200 2,839,079 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 19 23 143 TCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGATCAGTGAGTGAGTGAGTGAGT AACTTTCATTGGCTGCGACC 35 23 123 21 265 20 58,062 59,402 34,100 47,900 3,535,584 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 19 16 136 TCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGATCAGTGAGTGAGTGAGTGAGT ATTGGCTGCGACCCAGTTAA 35 16 123 21 258 20 58,062 59,962 34,100 20,100 2,975,109 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 23 144 CTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGCTCAGTGAGTGAGTGAGTGAGT AACTTTCATTGGCTGCGACC 35 23 122 22 265 20 59,116 59,402 34,100 47,900 3,482,077 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 21 141 CTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGCTCAGTGAGTGAGTGAGTGAGT TTTCATTGGCTGCGACCCA 35 21 122 22 262 19 59,116 60,228 34,100 45,100 4,112,410 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 16 137 CTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGCTCAGTGAGTGAGTGAGTGAGT ATTGGCTGCGACCCAGTTAA 35 16 122 22 258 20 59,116 59,962 34,100 20,100 2,921,602 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 15 136 CTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGCTCAGTGAGTGAGTGAGTGAGT TTGGCTGCGACCCAGTTAAA 35 15 122 22 257 20 59,116 60,179 34,100 15,200 3,063,027 F 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 0 102 AGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGA AGTGAGTGAGTAAGTGAGTGAC ATTGGCTGCGACCCAGTTAA 0 16 157 22 258 20 57,160 59,962 36,700 20,100 4,877,258 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 20 0 144 AGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGA AGTGAGTGAGTAAGTGAGTGAC ACTCATTCTGGAGTTGGGAACA 0 56 157 22 300 22 57,160 59,289 36,700 31,800 7,550,677 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 22 11 167 gtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAA GTGAGTGAGTAAGTGAGTGAGT ACTCATTCTGGAGTTGGGAACA 11 56 146 22 300 22 57,160 59,289 34,100 31,800 7,550,677 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 23 11 125 agtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTA AGTGAGTGAGTAAGTGAGTGAGT TTGGCTGCGACCCAGTTAAA 11 15 145 23 257 20 58,534 60,179 34,100 15,200 4,644,901 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 23 11 126 agtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTA AGTGAGTGAGTAAGTGAGTGAGT ATTGGCTGCGACCCAGTTAA 11 16 145 23 258 20 58,534 59,962 34,100 20,100 4,503,476 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr376_3 3 179 44 7 1.5 ACTC TGAGTGAGTGAGTGACTGAGTGAGTGAGTGAGTG NO 0 0 23 11 168 agtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTA AGTGAGTGAGTAAGTGAGTGAGT ACTCATTCTGGAGTTGGGAACA 11 56 145 23 300 22 58,534 59,289 34,100 31,800 7,176,895 B 367 CCCTTGGACGGTGAGGAggggggAAGCAAAGGGGCAGGTGTTGCACCTTCTGCGGTTGCATGGGAAGGTGCCGTGGGAgggggTTGAGGTGTAGGACACCTGCCCCTTTACTTCCCCTCTACTCagtgagtgagtgagtgAGTAAGTGAGTGAGTAAGTGAGTGAGTAAGTGAGTGACtgagtgagtgagTGACtgagtgagtgagtgagtgagtgagtgagTGTGAGTGACCTCCCTTTAACTGGGTCGCAGCCAATGAAAGTTCTAATTCTGAACTTGTTCCCAACTCCAGAATGAGTAAAGAGTCAAACAGAAGGAATAAAGAAAACACGTAAAAGAAATTTGTAGGACTCTGGGGAAAGAGCA

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 1 1 3 22 248 GGCCTCCCTCTGTGAACATGAGATCATCCAAAACTAGGCCTCCCTCTGTGAACATG GAGTGGAAGCAAGCCATCCT 159 22 19 20 266 20 60,394 60,035 32,100 32,400 0.428208 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 3 22 251 CAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACAAGGCCTCCCTCTGTGAAC GAGTGGAAGCAAGCCATCCT 162 22 16 20 266 20 60,322 60,035 31,800 32,400 0.356679 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 23 172 TCACCCTTGTGCTCACTGACCTACACTGGCCCCTAG TCACCCTTGTGCTCACTGAC AGAGTGGAAGCAAGCCATCC 82 23 96 20 267 20 59,893 60,035 35,100 35,100 0.141378 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 23 252 CAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACAAGGCCTCCCTCTGTGAAC AGAGTGGAAGCAAGCCATCC 162 23 16 20 267 20 60,322 60,035 31,800 35,100 0.356679 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 22 171 TCACCCTTGTGCTCACTGACCTACACTGGCCCCTAG TCACCCTTGTGCTCACTGAC GAGTGGAAGCAAGCCATCCT 82 22 96 20 266 20 59,893 60,035 35,100 32,400 0.141378 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 22 192 GCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACGCAGCAAGTCTCGTTCCCTT GAGTGGAAGCAAGCCATCCT 103 22 75 20 266 20 60,604 60,035 39,500 32,400 0.638645 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 15 164 TCACCCTTGTGCTCACTGACCTACACTGGCCCCTAG TCACCCTTGTGCTCACTGAC AGCAAGCCATCCTTGATCCC 82 15 96 20 259 20 59,893 60,106 35,100 38,500 0.213026 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 5 4 139 CACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTCACTGACCTACACTGGCCC TTGATCCCAAGGAACTGCC 70 4 109 19 247 19 59,703 57,330 58,000 48,500 4,966,820 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 4 138 ACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTT ACTGACCTACACTGGCCC TTGATCCCAAGGAACTGCC 70 4 110 18 247 19 58,193 57,330 58,000 48,500 7,477,473 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 4 139 ACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTT ACTGACCTACACTGGCCC CTTGATCCCAAGGAACTGCC 70 4 110 18 248 20 58,193 58,532 58,000 48,500 5,275,288 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 8 23 196 CTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCTTGCAGCAAGTCTCGTTCC AGAGTGGAAGCAAGCCATCC 106 23 72 20 267 20 59,485 60,035 36,200 35,100 0.549361 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr381_3 3 198 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 8 22 195 CTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCTTGCAGCAAGTCTCGTTCC GAGTGGAAGCAAGCCATCCT 106 22 72 20 266 20 59,485 60,035 36,200 32,400 0.549361 F 285 CTACCTACTGAGCCACAAGGCCTCCCTCTGTGAACATGAGATCATCCAAAACTATGCTGCCCATATCTTAACTTGCAGCAAGTCTCGTTCCCTTATCACCCTTGTGCTCACTGACCTACACTGGCCCCTAGTCAATGAAAGTCTTGATTTTGGTCTGTAAAATGAATCtttttGCAAAATAAGTGTACTGACATCTCcttcttcttcttcttcttcttcttcttCTGAGGCAGTTCCTTGGGATCAAGGATGGCTTGCTTCCACTCTGGTTCGATGGGTATGTCT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 1 1 14 26 170 GTGTTCCTGAATGGATTCACGGATGATGAATGAAT GTGTTCCTGAATGGATTCACGG TCCATTCATGCATCCAACCA 26 53 53 22 222 20 59,580 57,471 49,400 36,700 4,948,695 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 14 25 169 TGTTCCTGAATGGATTCACGGATGATGAATGAATG TGTTCCTGAATGGATTCACGGA TCCATTCATGCATCCAACCA 25 53 54 22 222 20 59,696 57,471 46,900 36,700 4,833,142 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 14.75 10 137 TCACGGATGATGAATGAATGGATAGGAGAAATtatgTCACGGATGATGAATGAATGGA CCATTCATTCATACATTCACTCATGC 10 30 69 22 205 26 57,579 59,138 34,100 40,600 11,282,094 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 14.75 10 138 TTCACGGATGATGAATGAATGGATAGGAGAAATta TTCACGGATGATGAATGAATGGA CCATTCATTCATACATTCACTCATGC 10 30 68 23 205 26 58,220 59,138 34,100 40,600 11,641,268 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 14.75 9 137 TCACGGATGATGAATGAATGGATAGGAGAAATtatgTCACGGATGATGAATGAATGGAT CCATTCATTCATACATTCACTCATGC 9 30 69 23 205 26 58,023 59,138 34,100 40,600 11,838,436 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 53 210 GGATGGTTAGATGGGTGAATGGATGATTTGATGGTGGATGGTTAGATGGGTGAATGGA TCCATTCATGCATCCAACCA 65 53 13 23 222 20 59,862 57,471 34,100 36,700 5,666,955 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 53 211 TGGATGGTTAGATGGGTGAATGGATGATTTGATGGTGGATGGTTAGATGGGTGAATGG TCCATTCATGCATCCAACCA 66 53 12 23 222 20 60,118 57,471 31,600 36,700 5,646,222 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 18 135 TGTTCCTGAATGGATTCACGGATGATGAATGAATG TGTTCCTGAATGGATTCACGGA CACTCATGCATCCATCCATCC 25 18 54 22 188 21 59,696 58,840 46,900 35,100 4,464,675 F 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 17 134 TGTTCCTGAATGGATTCACGGATGATGAATGAATG TGTTCCTGAATGGATTCACGGA ACTCATGCATCCATCCATCCA 25 17 54 22 187 21 59,696 59,222 46,900 34,100 4,082,954 F 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 17 135 GTGTTCCTGAATGGATTCACGGATGATGAATGAAT GTGTTCCTGAATGGATTCACGG ACTCATGCATCCATCCATCCA 26 17 53 22 187 21 59,580 59,222 49,400 34,100 4,198,507 F 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 17 175 GGATGGTTAGATGGGTGAATGGATGATTTGATGGTGGATGGTTAGATGGGTGAATGGA ACTCATGCATCCATCCATCCA 65 17 13 23 187 21 59,862 59,222 34,100 34,100 4,916,767 F 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 15 17 176 TGGATGGTTAGATGGGTGAATGGATGATTTGATGGTGGATGGTTAGATGGGTGAATGG ACTCATGCATCCATCCATCCA 66 17 12 23 187 21 60,118 59,222 31,600 34,100 4,896,034 F 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 16 53 213 TGGATGGTTAGATGGGTGAATGGATGATTTGATGGTGGATGGTTAGATGGGTGAATGG CATCCATTCATGCATCCAACCA 66 53 12 23 224 22 60,118 59,304 31,600 36,700 5,813,736 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr389_3 3 101 49 9 1.5 ATCC TATGTATGTATGAATGGATGGATGGATGGATGGATATGG_114_149 0 0 16 25 171 TGTTCCTGAATGGATTCACGGATGATGAATGAATG TGTTCCTGAATGGATTCACGGA CATCCATTCATGCATCCAACCA 25 53 54 22 224 22 59,696 59,304 46,900 36,700 5,000,656 B 227 GNANGNNTTNATGGATGGTTAGATGGGTGAATGGATGATTTGATGGTTACATGTGTTCCTGAATGGATTCACGGATGATGAATGAATGGATAGGAGAAATtatgtatgtatgAatggatggatggatggatggatggatggatggatggATTGATGTATGAATGNatggatggatggATGCATGAGTGAATGTATGAATGAATGGTTGGATGCATGAATGGATGAAT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 1 1 3 60 190 ATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtATGCACTTTGATTGACCTGCA AGCCGCTCTGCAGATTAACG 60 68 108 21 297 20 58,759 60,808 44,100 31,800 3,048,828 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 67 272 GCGtatataTGTGCAATGCCTGTGCAATGGCACTAACGCGTATATATGTGCAATGCCTGT GCCGCTCTGCAGATTAACGA 141 67 25 23 296 20 59,563 60,806 40,000 38,500 4,242,806 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT
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cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 67 273 TGCGtatataTGTGCAATGCCTGTGCAATGGCACTAA TGCGTATATATGTGCAATGCCTG GCCGCTCTGCAGATTAACGA 142 67 24 23 296 20 59,564 60,806 48,500 38,500 4,242,461 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 60 190 TGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtT TGCACTTTGATTGACCTGCA AAGCCGCTCTGCAGATTAAC 60 69 109 20 298 20 58,310 58,626 44,100 20,100 3,063,554 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 7 135 GTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtGTTTGGGAGATGGTTGCAGG GCCGCTCTGCAGATTAACGA 7 67 162 20 296 20 59,109 60,806 48,500 38,500 1,696,785 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 7 136 GTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtGTTTGGGAGATGGTTGCAGG AGCCGCTCTGCAGATTAACG 7 68 162 20 297 20 59,109 60,808 48,500 31,800 1,698,350 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 6 127 TGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtT TGCACTTTGATTGACCTGCA GCGATGTTAGATTCCGCCCT 60 6 109 20 235 20 58,310 60,250 44,100 51,900 1,939,894 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4 6 128 ATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtATGCACTTTGATTGACCTGCA GCGATGTTAGATTCCGCCCT 60 6 108 21 235 20 58,759 60,250 44,100 51,900 2,491,071 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 4‐May 6 127 TGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtT TGCACTTTGATTGACCTGCAA GCGATGTTAGATTCCGCCCT 59 6 109 21 235 20 58,970 60,250 40,800 51,900 2,280,282 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 5 10 139 GGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggt GGTTGTTTGGGAGATGGTTGC GCCGCTCTGCAGATTAACGA 10 67 158 21 296 20 59,999 60,806 41,700 38,500 1,806,945 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 5 10 140 GGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggt GGTTGTTTGGGAGATGGTTGC AGCCGCTCTGCAGATTAACG 10 68 158 21 297 20 59,999 60,808 41,700 31,800 1,808,510 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 5 6 167 TGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTGTATAATTCTGTTGATGCCAGTGC GCGATGTTAGATTCCGCCCT 95 6 69 25 235 20 59,934 60,250 44,000 51,900 5,316,286 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 5‐May 13 141 AGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtgAGGGTTGTTTGGGAGATGGT GCCGCTCTGCAGATTAACGA 13 67 156 20 296 20 58,842 60,806 35,500 38,500 1,964,109 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 5‐May 13 142 AGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtgAGGGTTGTTTGGGAGATGGT AGCCGCTCTGCAGATTAACG 13 68 156 20 297 20 58,842 60,808 35,500 31,800 1,965,674 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 6 9 90 AGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGN AGGTTAAAGGGTTGTTTGGGAGA ACCGCGATGTTAGATTCCGC 17 9 149 23 238 20 59,794 60,875 37,100 55,400 4,080,340 A 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 6 9 90 AGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGN AGGTTAAAGGGTTGTTTGGGA ACCGCGATGTTAGATTCCGC 19 9 149 21 238 20 57,308 60,875 43,700 55,400 4,566,305 A 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 6 9 90 AGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGN AGGTTAAAGGGTTGTTTGGGAG ACCGCGATGTTAGATTCCGC 18 9 149 22 238 20 58,427 60,875 43,000 55,400 4,447,249 A 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 6 9 167 ATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATAATTCTGTTGATGCCAGTGC ACCGCGATGTTAGATTCCGC 95 9 72 22 238 20 57,356 60,875 44,000 55,400 5,518,710 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 6 6 164 ATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATAATTCTGTTGATGCCAGTGC GCGATGTTAGATTCCGCCCT 95 6 72 22 235 20 57,356 60,250 44,000 51,900 4,894,013 B 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 10 69 292 tttGCGCACATGACATATGCGtatataTGTGCAATGCC TTTGCGCACATGACATATGC AAGCCGCTCTGCAGATTAAC 162 69 7 20 298 20 57,808 58,626 31,400 20,100 3,565,385 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 10 68 291 tttGCGCACATGACATATGCGtatataTGTGCAATGCC TTTGCGCACATGACATATGC AGCCGCTCTGCAGATTAACG 162 68 7 20 297 20 57,808 60,808 31,400 31,800 2,999,482 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 10 67 290 tttGCGCACATGACATATGCGtatataTGTGCAATGCC TTTGCGCACATGACATATGC GCCGCTCTGCAGATTAACGA 162 67 7 20 296 20 57,808 60,806 31,400 38,500 2,997,916 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 10 66 289 tttGCGCACATGACATATGCGtatataTGTGCAATGCC TTTGCGCACATGACATATGC CCGCTCTGCAGATTAACGAT 162 66 7 20 295 20 57,808 58,142 31,400 37,300 4,049,906 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr394_2 2 189 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG TGG_189_209 0 0 10 6 229 tttGCGCACATGACATATGCGtatataTGTGCAATGCC TTTGCGCACATGACATATGC GCGATGTTAGATTCCGCCCT 162 6 7 20 235 20 57,808 60,250 31,400 51,900 2,441,725 F 358 AATCtttttGCGCACATGACATATGCGtatataTGTGCAATGCCTGTGCAATGGCACTAACTGGGGCATGTATAATTCTGTTGATGCCAGTGCAGNAGTATTGGTTAATGCACTTTGATTGACCTGCAAACTTACCATAgtgtgtTTTAGGTTAAAGGGTTGTTTGGGAGATGGTTGCAGGNGAGTGNtggtggtggtggtggtggtggGAAGAAAGGGCGGAATCTAACATCGCGGTAACaaaaaTAGTGTTGAAATTTCTGGTGAATCtatataTCGTTAATCTGCAGAGCGGCtttttACTTCATCACAACATCTACTATTCTATTAGGAATACTCTAGATTATACCTTAGTGTT

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 1 1 3 18 181 GGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACGGGCCTCGGTTTAATGTCTCA TCACCTGTCCTAACATCGCC 18 92 4 21 184 20 60,066 59,465 32,700 55,400 1,601,044 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 3 18 266 GGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACGGGCCTCGGTTTAATGTCTCA GGCACTCGACTCTGGAACTC 18 177 4 21 269 20 60,066 60,109 32,700 30,100 1,174,748 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 4 20 122 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCT AGTGCAGTGCTTGGGATGAT 20 32 3 20 124 20 59,011 59,669 34,100 24,500 1,319,436 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 4 20 181 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCT CACCTGTCCTAACATCGCCT 20 91 3 20 183 20 59,011 59,463 34,100 55,200 1,526,020 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 4 20 182 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCT TCACCTGTCCTAACATCGCC 20 92 3 20 184 20 59,011 59,465 34,100 55,400 1,524,167 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 4 20 267 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCT GGCACTCGACTCTGGAACTC 20 177 3 20 269 20 59,011 60,109 34,100 30,100 1,097,871 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 4 18 121 GGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACGGGCCTCGGTTTAATGTCTCA AGTGCAGTGCTTGGGATGAT 18 32 4 21 124 20 60,066 59,669 32,700 24,500 1,396,313 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 5 19 122 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCTC AGTGCAGTGCTTGGGATGAT 19 32 3 21 124 20 60,066 59,669 33,600 24,500 1,396,313 B 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 5 19 267 TGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCATGGGCCTCGGTTTAATGTCTC GGCACTCGACTCTGGAACTC 19 177 3 21 269 20 60,066 60,109 33,600 30,100 1,174,748 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 6 2 230 GTCTCATTCGAAAGATGGCACCTCcaacaacaacaaca GTCTCATTCGAAAGATGGCACC CTCCCTCTCTGCCTCTCTCA 2 156 19 22 248 20 59,647 59,742 50,100 32,700 2,611,444 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 6 1 229 TCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacTCTCATTCGAAAGATGGCACCT CTCCCTCTCTGCCTCTCTCA 1 156 20 22 248 20 59,763 59,742 40,000 32,700 2,495,627 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr395_2 2 43 30 10 1 AAC CAACAACAACAACAACAACAACAACAACAA NO 0 0 10 1 234 TCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacTCTCATTCGAAAGATGGCACCT ACTCTCTCCCTCTCTGCCTC 1 161 20 22 253 20 59,763 59,741 40,000 47,000 2,495,917 F 291 GATGGGCCTCGGTTTAATGTCTCATTCGAAAGATGGCACCTCcaacaacaacaacaacaacaacaacaacaaCTTGGGTTtatataGCACCTCAAAGGTAGTAAATCATCCCAAGCACTGCACTAGAATGATTATCAAACAAAATTTGTAACTGAGCCACATAAGGCGATGTTAGGACAGGTGACaaaaaGTTTGGTCagagagTTATGTTTTAAGGAGAGTCATAAATgagagaGGCagagagGgagagaGTTCCAGAGTCGAGTGCCCAGGCAGCGGAAGGCTCGATTC

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 1 1 4 17 118 CCTGAAACTGGGATTGAGCCAGacacacacCCTTCAC CCTGAAACTGGGATTGAGCCA GAAGCCCTTTCAGCCTGAGT 17 39 147 21 264 20 60,272 59,963 47,500 34,100 1,309,538 B 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 18 118 CCTGAAACTGGGATTGAGCCAGacacacacCCTTCAC CCTGAAACTGGGATTGAGCC GAAGCCCTTTCAGCCTGAGT 18 39 147 20 264 20 58,532 59,963 47,000 34,100 1,505,366 B 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 18 119 ACCTGAAACTGGGATTGAGCCAGacacacacCCTTCAACCTGAAACTGGGATTGAGCC GAAGCCCTTTCAGCCTGAGT 18 39 146 21 264 20 60,272 59,963 47,000 34,100 1,309,594 B 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 10 110 TGGGATTGAGCCAGacacacacCCTTCACTtcctcctcct TGGGATTGAGCCAGACACAC GAAGCCCTTTCAGCCTGAGT 10 39 155 20 264 20 59,963 59,963 38,200 34,100 0.074179 F 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 9 109 GGGATTGAGCCAGacacacacCCTTCACTtcctcctcctc GGGATTGAGCCAGACACACA GAAGCCCTTTCAGCCTGAGT 9 39 156 20 264 20 59,963 59,963 37,200 34,100 0.074179 F 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 185 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 10 6 106 ATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcct ATTGAGCCAGACACACACCC GAAGCCCTTTCAGCCTGAGT 6 39 159 20 264 20 60,251 59,963 46,100 34,100 0.288348 F 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 1 15 5 160 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGAT TGGCCTGCTTTGTGGATAGG 29 5 71 25 230 20 57,672 60,034 19,800 25,700 7,362,464 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 0 16 30 192 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGA AGCCCTTTCAGCCTGAGTTT 30 37 71 24 262 20 57,255 59,520 21,000 26,600 7,225,411 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 0 16 30 193 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGA AAGCCCTTTCAGCCTGAGTT 30 38 71 24 263 20 57,255 59,520 21,000 30,100 7,225,411 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 0 16 30 194 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGA GAAGCCCTTTCAGCCTGAGT 30 39 71 24 264 20 57,255 59,963 21,000 34,100 6,782,606 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 0 16 7 162 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGA CCTGGCCTGCTTTGTGGATA 30 7 71 24 232 20 57,255 60,034 21,000 25,900 6,779,345 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr396_3 3 125 81 7 2 AGG GAGAGAGAGAGACAGAGAGAAACCTGAAACTGGGGA_125_136 0 0 16 5 160 GAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgGAGTCAGTATGTGAGTGAGTTAGA TGGCCTGCTTTGTGGATAGG 30 5 71 24 230 20 57,255 60,034 21,000 25,700 6,779,345 D 270 GTGAGAGTGAGTCtgtgtgTATGAGAATCAGTAAGTGAGTgagagagagagagagagagagtgtgtgtgtGAGTCAGTATGTGAGTGAGTTAGATtgtgtgtgtgTTtgtgtgTATGTGTTTGTgagagagagagaCagagagAAACCTGAAACTGGGATTGAGCCAGacacacacCCTTCACTtcctcctcctcctcctcctccAAAAGCCTATCCACAAAGCAGGCCAGGAGAGGAGGGAAAACTCAGGCTGAAAGGGCTTCCGACCT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 1 1 3 74 240 AAGACTACGAATAACTTAATAGGACCTACCAAACCAAAGACTACGAATAACTTAATAGGACCT TGGTGATTTCCTTCTGCACCT 74 83 2 27 241 21 57,581 59,575 38,500 40,000 10,843,905 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 3 60 219 GGACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCC TGGTGATTTCCTTCTGCACCT 60 83 23 20 241 21 60,251 59,575 46,100 40,000 1,676,099 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 3 59 218 GACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCCA TGGTGATTTCCTTCTGCACCT 59 83 24 20 241 21 59,525 59,575 45,100 40,000 1,900,110 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 3 41 176 GACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCCA AGGTCAGTGTGCTTCTTTGGT 59 41 24 20 199 21 59,525 59,787 45,100 36,700 1,687,979 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 3 41 177 GGACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCC AGGTCAGTGTGCTTCTTTGGT 60 41 23 20 199 21 60,251 59,787 46,100 36,700 1,463,968 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 3 19 139 GTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGGTGATAGTGAAAGGAACAACTCAAA GTCAGTGTGCTTCTTTGGTTT 19 39 59 25 197 21 57,741 57,217 26,900 32,700 11,042,178 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 4 42 178 GGACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCC CAGGTCAGTGTGCTTCTTTGG 60 42 23 20 200 21 60,251 59,394 46,100 32,800 1,856,743 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 4 20 139 GTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGGTGATAGTGAAAGGAACAACTCAA GTCAGTGTGCTTCTTTGGTTT 20 39 59 24 197 21 57,139 57,217 30,200 32,700 10,643,953 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 5 74 240 AGACTACGAATAACTTAATAGGACCTACCAAACCACAGACTACGAATAACTTAATAGGACCT CTGGTGATTTCCTTCTGCACC 74 84 3 26 242 21 57,007 59,185 38,500 50,100 10,808,407 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 5 74 241 AAGACTACGAATAACTTAATAGGACCTACCAAACCAAAGACTACGAATAACTTAATAGGACCT CTGGTGATTTCCTTCTGCACC 74 84 2 27 242 21 57,581 59,185 38,500 50,100 11,233,842 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr399_2 2 103 35 7 1 AAATT AATTAAATTAAATTAAATTAAATTAAATTAAATTA NO 0 0 5 60 220 GGACCTACCAAACCACACCCAACACCTTACAACATGGGACCTACCAAACCACACCC CTGGTGATTTCCTTCTGCACC 60 84 23 20 242 21 60,251 59,185 46,100 50,100 2,066,036 F 265 TAAGACTACGAATAACTTAATAGGACCTACCAAACCACACCCAACACCTTACAACATGGTGATAGTGAAAGGAACAACTCAAAACCTCGCAGGAGAAAATTTaattaaattaaattaaattaaattaaattaaattaAANTTAANTNAANATTAAAATCCTGGAAAACTGAAGGaaaaaCCAAAGAAGCACACTGACCTGAAGAAAAGCTCAAGAAATGAAGGTGCAGAAGGAAATCACCAGAGAAAATCTCCAAAGAAAGCCTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 1 1 4 6 229 ACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTACCAAGCCTCCTCTTACAGT CCAGCTTCGCCTTGCTCTAT 127 6 4 20 232 20 57,969 60,179 35,500 19,800 2,210,557 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 4 6 230 GACCAAGCCTCCTCTTACAGTAGGACTATTTATATT GACCAAGCCTCCTCTTACAGT CCAGCTTCGCCTTGCTCTAT 127 6 3 21 232 20 59,097 60,179 35,500 19,800 2,082,245 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 5 6 231 AGACCAAGCCTCCTCTTACAGTAGGACTATTTATAT AGACCAAGCCTCCTCTTACAG CCAGCTTCGCCTTGCTCTAT 128 6 2 21 232 20 58,816 60,179 27,400 19,800 2,362,741 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 6 14 240 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATA AAGACCAAGCCTCCTCTTACAG AAATATGTCCAGCTTCGCCT 128 14 1 22 240 20 59,431 57,282 27,400 55,200 5,287,043 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 6 12 240 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATA AAGACCAAGCCTCCTCTTACAG AAATATGTCCAGCTTCGCCTTG 128 12 1 22 240 22 59,431 59,315 27,400 36,100 5,254,285 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 6 12 240 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATA AAGACCAAGCCTCCTCTTACA AAATATGTCCAGCTTCGCCTTG 129 12 1 21 240 22 58,379 59,315 24,100 36,100 5,305,951 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 16 11 177 GCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAC GCAAGGAAGGAAGAAAGGAAGG TATGTCCAGCTTCGCCTTGC 68 11 61 22 237 20 59,177 60,744 34,600 40,100 3,566,975 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 16 6 172 GCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAC GCAAGGAAGGAAGAAAGGAAGG CCAGCTTCGCCTTGCTCTAT 68 6 61 22 232 20 59,177 60,179 34,600 19,800 3,001,623 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 17 6 172 GCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAAC GCAAGGAAGGAAGAAAGGAAGGA CCAGCTTCGCCTTGCTCTAT 67 6 61 23 232 20 60,499 60,179 33,600 19,800 3,677,723 B 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 22 6 120 agGAACAACATAAGgaaagaaagaaaNAATAAAGAANAGGAACAACATAAGGAAAGAAAGAAA CCAGCTTCGCCTTGCTCTAT 12 6 113 26 232 20 57,466 60,179 25,200 19,800 8,712,631 F 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 22 6 121 aagGAACAACATAAGgaaagaaagaaaNAATAAAGAAAAGGAACAACATAAGGAAAGAAAGAA CCAGCTTCGCCTTGCTCTAT 13 6 112 26 232 20 57,466 60,179 25,200 19,800 8,712,631 F 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr39_2 2 151 56 10 1.5 AAAG AAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANO 0 0 22 6 122 aaagGAACAACATAAGgaaagaaagaaaNAATAAAGA AAAGGAACAACATAAGGAAAGAAAGA CCAGCTTCGCCTTGCTCTAT 14 6 111 26 232 20 57,466 60,179 25,200 19,800 8,712,631 F 246 AAGACCAAGCCTCCTCTTACAGTAGGACTATTTATATTGTTAAGACATATTATGAAAGTAGCAAGGAAGGAAGAAAGGAAGGAAGAAAGGAACAACACAAGAaaagaaagaaagGAACAACATAAGgaaagaaagaaaNAATAAAGAANAaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagAATAaaagaaagaaagAGAGATATAGAGCAAGGCGAAGCTGGACATATTTTGCTTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 3 35 145 ATGCTCCAACACATTGCCCTCATGAGGGCACAGCCAATGCTCCAACACATTGCCCT GGAACTCACAGACAGCCCAT 46 35 85 20 229 20 60,252 59,674 51,900 40,000 0.578186 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 97 290 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA GGAGACAATGTGATTGGGTGAC 97 127 34 20 323 22 59,817 59,250 38,600 36,700 2,933,112 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 35 196 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA GGAACTCACAGACAGCCCAT 97 35 34 20 229 20 59,817 59,674 38,600 40,000 0.509755 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 33 143 ATGCTCCAACACATTGCCCTCATGAGGGCACAGCCAATGCTCCAACACATTGCCCT AACTCACAGACAGCCCATCC 46 33 85 20 227 20 60,252 59,674 51,900 35,100 0.578186 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 33 194 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA AACTCACAGACAGCCCATCC 97 33 34 20 227 20 59,817 59,674 38,600 35,100 0.509755 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 141 ATGCTCCAACACATTGCCCTCATGAGGGCACAGCCAATGCTCCAACACATTGCCCT CTCACAGACAGCCCATCCAA 46 31 85 20 225 20 60,252 59,674 51,900 35,300 0.577855 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 192 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA CTCACAGACAGCCCATCCAA 97 31 34 20 225 20 59,817 59,674 38,600 35,300 0.509424 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 98 292 AGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTT AGCCCTCCAATACATGCTGG AGGAGACAATGTGATTGGGTGA 98 128 33 20 324 22 59,816 59,356 48,500 40,200 2,828,751 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 97 291 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA AGGAGACAATGTGATTGGGTGA 97 128 34 20 324 22 59,817 59,356 38,600 40,200 2,827,791 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 79 240 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA AGGTGCTGAAGGCTTGATCT 97 79 34 20 273 20 59,817 59,010 38,600 27,500 1,173,866 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 79 241 AGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTT AGCCCTCCAATACATGCTGG AGGTGCTGAAGGCTTGATCT 98 79 33 20 273 20 59,816 59,010 48,500 27,500 1,174,825 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 3 98 TCAGGATCCAGAGGACACCTTGTgaggaggaggaggagTCAGGATCCAGAGGACACCT CTCACAGACAGCCCATCCAA 3 31 128 20 225 20 59,287 59,674 40,000 35,300 1,038,912 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 3 100 TCAGGATCCAGAGGACACCTTGTgaggaggaggaggagTCAGGATCCAGAGGACACCT AACTCACAGACAGCCCATCC 3 33 128 20 227 20 59,287 59,674 40,000 35,100 1,039,243 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 3 102 TCAGGATCCAGAGGACACCTTGTgaggaggaggaggagTCAGGATCCAGAGGACACCT GGAACTCACAGACAGCCCAT 3 35 128 20 229 20 59,287 59,674 40,000 40,000 1,039,243 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr3_2 2 151 24 8 1 AGG GAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 7 78 240 GCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTT GCCCTCCAATACATGCTGGA AGGTGCTGAAGGCTTGATCTC 97 78 34 20 273 21 59,817 60,066 38,600 27,500 1,249,055 A 325 AAATCCTTCCACTACCTGGATCCCTTggggggAGCCCTCCAATACATGCTGGATTGTGTCTCTGAGTTTACAGTGGTCTGTTATATGCTCCAACACATTGCCCTCATGAGGGCACAGCCATTGTTACTCAGGATCCAGAGGACACCTTGTgaggaggaggaggaggaggaggagGCAGGGAGGAAATATCCTGAGTCCCTCTATTTTGGATGGGCTGTCTGTGAGTTCCTACTCAGACTCCACTTTCCTCAGGAGATCAAGCCTTCAGCACCTTAGATCCATTATCTTTCCATCTATCTGTGTCACCCAATCACATTGTCTCCTT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 1 1 4 70 291 ACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAA ACCCAGCTCCACTTGACTTC TACAGCACTCTTCACCCAGC 160 70 42 20 332 20 59,602 59,678 30,100 48,500 0.719989 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 4 70 292 CACCCAGCTCCACTTGACTTCTGTAAACGTTCACAA CACCCAGCTCCACTTGACTT TACAGCACTCTTCACCCAGC 161 70 41 20 332 20 59,891 59,678 30,100 48,500 0.431013 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 6 49 190 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACAG GTGTCTGACAGCAGCACAGA 78 49 122 22 311 20 60,290 60,250 35,100 34,100 2,539,497 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 6 48 270 CACCCAGCTCCACTTGACTTCTGTAAACGTTCACAA CACCCAGCTCCACTTGACTT TGTCTGACAGCAGCACAGAG 161 48 41 20 310 20 59,891 59,967 30,100 33,500 0.142432 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 6 48 300 GGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGGACCCTACATGTGCTGGAG TGTCTGACAGCAGCACAGAG 191 48 11 20 310 20 59,821 59,967 38,600 33,500 0.212090 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 6 0 222 CACCCAGCTCCACTTGACTTCTGTAAACGTTCACAA CACCCAGCTCCACTTGACTT AGCTAAGCTGTCGGGTGATG 161 0 41 20 262 20 59,891 59,823 30,100 30,700 0.286022 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 7 70 211 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACA TACAGCACTCTTCACCCAGC 79 70 122 21 332 20 59,301 59,678 34,100 48,500 2,020,753 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 7 49 190 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACA GTGTCTGACAGCAGCACAGA 79 49 122 21 311 20 59,301 60,250 34,100 34,100 1,948,697 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 7 48 189 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACA TGTCTGACAGCAGCACAGAG 79 48 122 21 310 20 59,301 59,967 34,100 33,500 1,732,173 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 7 0 141 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACA AGCTAAGCTGTCGGGTGATG 79 0 122 21 262 20 59,301 59,823 34,100 30,700 1,875,762 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 18 159 TGGTGGCTGATTCAGAAGACAGCATGTATGTCGTC TGGTGGCTGATTCAGAAGACA CCTGCTCTGTCAGTCACCAG 79 18 122 21 280 20 59,301 60,038 34,100 40,000 1,736,594 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 12 119 CTCCTCTTCCACGCACCCACCTCTCACCCGcaccacca CTCCTCTTCCACGCACCC TGTCTGACAGCAGCACAGAG 12 48 192 18 310 20 59,734 59,967 46,100 33,500 2,299,146 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 0 233 GTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAGTTGTTCCAGTCACCCAGCT AGCTAAGCTGTCGGGTGATG 172 0 30 20 262 20 60,179 59,823 42,400 30,700 0.355697 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 48 280 TTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAATTGTTCCAGTCACCCAGCTC TGTCTGACAGCAGCACAGAG 171 48 31 20 310 20 59,891 59,967 40,900 33,500 0.141675 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 18 250 TTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAATTGTTCCAGTCACCCAGCTC CCTGCTCTGTCAGTCACCAG 171 18 31 20 280 20 59,891 60,038 40,900 40,000 0.146096 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 14 121 CCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccac CCCTCCTCTTCCACGCAC TGTCTGACAGCAGCACAGAG 14 48 190 18 310 20 59,734 59,967 53,400 33,500 2,299,146 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 13 120 CCTCCTCTTCCACGCACCCACCTCTCACCCGcaccacc CCTCCTCTTCCACGCACC TGTCTGACAGCAGCACAGAG 13 48 191 18 310 20 59,734 59,967 50,100 33,500 2,299,146 A 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr400_4 4 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 0 232 TTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAATTGTTCCAGTCACCCAGCTC AGCTAAGCTGTCGGGTGATG 171 0 31 20 262 20 59,891 59,823 40,900 30,700 0.285264 F 334 AAAGCGAAGAGGACCCTACATGTGCTGGAGTTGTTCCAGTCACCCAGCTCCACTTGACTTCTGTAAACGTTCACAAAGAATGCACAGCAATTAAATCCATTTATAGACCTGTTAATaaaaaTGGTGGCTGATTCAGAAGACAGCATGTATGTCGTCTTTCATTAATGAGATTCTGCATTGATTCCCATCCCCTCCTCTTCCACGCACCCACCTCTCACCCGcaccaccaccaccaccaccacCATCACCCGACAGCTTAGCTGGTGACTGACAGAGCAGGGAAGTCCCAGCTCTGTGCTGCTGTCAGACACGGCTGGGTGAAGAGTGCTGTAAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 1 1 16 3 106 ACATCAAGagcagcagcAGTAACGCCAGGagcagcagc ACATCAAGAGCAGCAGCAGT ATGCTACTGCTCCTGGTGTT 39 3 196 20 301 20 59,964 59,013 44,000 33,200 1,023,742 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 137 TCGATGAGGAACAGGATGCgcagcagcaGTAACATCATCGATGAGGAACAGGATGCG ATGCTACTGCTCCTGGTGTT 70 3 165 20 301 20 59,897 59,013 47,300 33,200 1,090,320 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 138 CTCGATGAGGAACAGGATGCgcagcagcaGTAACATCCTCGATGAGGAACAGGATGC ATGCTACTGCTCCTGGTGTT 71 3 164 20 301 20 58,137 59,013 39,100 33,200 2,850,561 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 168 GGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGA GGAGCCTTGTAGACAGTGCT ATGCTACTGCTCCTGGTGTT 101 3 134 20 301 20 59,389 59,013 44,000 33,200 1,597,981 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 169 AGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCG AGGAGCCTTGTAGACAGTGC ATGCTACTGCTCCTGGTGTT 102 3 133 20 301 20 59,389 59,013 44,000 33,200 1,597,981 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 208 TGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAG TGATTTACAGTTTCCAGCTGTCA ATGCTACTGCTCCTGGTGTT 138 3 94 23 301 20 58,286 59,013 35,800 33,200 5,700,847 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 209 CTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCA CTGATTTACAGTTTCCAGCTGTCA ATGCTACTGCTCCTGGTGTT 138 3 93 24 301 20 59,243 59,013 35,800 33,200 5,743,936 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 265 agagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACC AGAGAGTGCTTGCACTGCTT ATGCTACTGCTCCTGGTGTT 198 3 37 20 301 20 59,892 59,013 39,100 33,200 1,095,502 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 266 gagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCAC GAGAGAGTGCTTGCACTGCT ATGCTACTGCTCCTGGTGTT 199 3 36 20 301 20 60,321 59,013 42,400 33,200 1,307,890 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 286 TTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACT TTGCTCGCAGGATTTGTTCT ATGCTACTGCTCCTGGTGTT 219 3 16 20 301 20 58,104 59,013 30,100 33,200 2,883,514 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 16 3 287 TTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCAC TTTGCTCGCAGGATTTGTTCT ATGCTACTGCTCCTGGTGTT 219 3 15 21 301 20 58,770 59,013 30,100 33,200 3,217,086 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 1 105 ACATCAAGagcagcagcAGTAACGCCAGGagcagcagc ACATCAAGAGCAGCAGCAGT TGCTACTGCTCCTGGTGTTAC 39 1 196 20 300 21 59,964 59,725 44,000 25,000 1,311,739 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 1 137 CTCGATGAGGAACAGGATGCgcagcagcaGTAACATCCTCGATGAGGAACAGGATGC TGCTACTGCTCCTGGTGTTAC 71 1 164 20 300 21 58,137 59,725 39,100 25,000 3,138,558 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 1 167 GGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGA GGAGCCTTGTAGACAGTGCT TGCTACTGCTCCTGGTGTTAC 101 1 134 20 300 21 59,389 59,725 44,000 25,000 1,885,978 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 1 264 agagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACC AGAGAGTGCTTGCACTGCTT TGCTACTGCTCCTGGTGTTAC 198 1 37 20 300 21 59,892 59,725 39,100 25,000 1,383,499 F 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 1 285 TTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACT TTGCTCGCAGGATTTGTTCT TGCTACTGCTCCTGGTGTTAC 219 1 16 20 300 21 58,104 59,725 30,100 25,000 3,171,511 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 0 136 CTCGATGAGGAACAGGATGCgcagcagcaGTAACATCCTCGATGAGGAACAGGATGC GCTACTGCTCCTGGTGTTACT 71 0 164 20 299 21 58,137 59,449 39,100 22,400 3,414,244 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr405_2 2 255 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 17 0 239 GGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATT GGTTATTTCCACCACTTTGGAGT GCTACTGCTCCTGGTGTTACT 171 0 61 23 299 21 58,850 59,449 38,500 22,400 5,700,575 B 301 ATTTAGAAAAGGCTTTTGCTCGCAGGATTTGTTCTgagagaGTGCTTGCACTGCTTTTGAGGTTATTTCCACCACTTTGGAGTTTtgtgtgGCTGATTTACAGTTTCCAGCTGTCANCTTNAAGTTCAGTGTAGGAGCCTTGTAGACAGTGCTACCTGAGANCCTCGATGAGGAACAGGATGCgcagcagcaGTAACATCAAGagcagcagcAGTAACGCCAGGagcagcagcATCAGGagcagcagcATCAGGagcagcagcagcagcagcagcagcAGTAACACCAGGAGCAGTAGCAT

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 1 1 6 1 98 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA GGACCAACAGACAGGATGGG 1 35 18 22 115 20 60,028 60,035 32,500 40,000 2,063,532 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 0 0 6 1 100 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA ACGGACCAACAGACAGGATG 1 37 18 22 117 20 60,028 59,678 32,500 35,100 2,350,147 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 0 0 6 1 145 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA CTCAGACAGGCAGGCATACA 1 82 18 22 162 20 60,028 59,461 32,500 22,900 2,567,060 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 0 0 8 1 91 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA CAGACAGGATGGGTGGATGG 1 28 18 22 108 20 60,028 59,818 32,500 35,100 2,210,537 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 0 0 8 1 143 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA CAGACAGGCAGGCATACAGG 1 80 18 22 160 20 60,028 60,463 32,500 40,000 2,491,771 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr407_3 3 41 20 5 1 ATCC CCATCCATCCATCCATCCAT NO 0 0 8 1 144 ACGCTCTTAATGTGCAGTACCACccatccatccatccatc ACGCTCTTAATGTGCAGTACCA TCAGACAGGCAGGCATACAG 1 81 18 22 161 20 60,028 59,461 32,500 27,400 2,567,060 A 276 AGGTCaaaaaCTCTTTCACGCTCTTAATGTGCAGTACCACccatccatccatccatccatCCGCCTGTCCGTTCATCTATCAATCTGCCCATCCACCCATCCTGTCTGTTGGTCCGTTTATTTATCTATCTGACTGTCTACCTGTATGCCTGCCTGTCTGAGTGtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaCCTATCTA

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 1 1 3 0 90 GGGAATTTGCATAGTACTCTGGCCAACACCTTTTCC GGGAATTTGCATAGTACTCTGGC ATGTTAAGGACACTATGTAATGTCAAG 19 0 14 23 103 27 59,434 57,616 48,500 30,200 12,949,420 A 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 4 10 163 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT GCATCCAAATAACCAGGAACAGT 10 89 26 20 188 23 58,565 59,236 35,000 35,500 5,199,153 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 4 10 164 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT AGCATCCAAATAACCAGGAACAG 10 90 26 20 189 23 58,565 58,981 35,000 31,600 5,454,430 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 4 0 90 AGGGAATTTGCATAGTACTCTGGCCAACACCTTTTC AGGGAATTTGCATAGTACTCTGGC TGTTAAGGACACTATGTAATGTCAAG 19 0 13 24 102 26 60,687 57,228 48,500 30,200 13,459,139 A 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 14 140 TTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcTTGCATAGTACTCTGGCCAACA GTTGAATGAACAGTTCGCTTGC 14 61 20 22 159 22 59,696 59,279 33,300 40,100 5,025,560 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 10 132 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT TGAATGAACAGTTCGCTTGCT 10 60 26 20 157 21 58,565 58,779 35,000 39,100 3,656,426 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 10 132 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT TGAATGAACAGTTCGCTTGCTT 10 59 26 20 157 22 58,565 59,382 35,000 39,100 4,053,498 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 9 132 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTTT TGAATGAACAGTTCGCTTGCT 9 60 26 21 157 21 59,225 58,779 31,100 39,100 3,996,026 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 5 0 90 AGGGAATTTGCATAGTACTCTGGCCAACACCTTTTC AGGGAATTTGCATAGTACTCTGG TGTTAAGGACACTATGTAATGTCAAG 20 0 13 23 102 26 57,959 57,228 38,600 30,200 13,813,111 A 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 10 196 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT TGAACAGTTGCAGTTGTCATGT 10 123 26 20 221 22 58,565 58,984 35,000 32,100 4,451,287 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 6 9 196 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTTT TGAACAGTTGCAGTTGTCATGT 9 123 26 21 221 22 59,225 58,984 31,100 32,100 4,790,887 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr408_2 2 56 21 7 1 AAC CAACAACAACAACAACAACAA NO 0 0 7 10 197 AGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaAGTACTCTGGCCAACACCTT TTGAACAGTTGCAGTTGTCATGT 10 123 26 20 222 23 58,565 59,557 35,000 32,100 4,878,585 F 261 TTAAAGAAGAGTAGGGAATTTGCATAGTACTCTGGCCAACACCTTTTCCCTCAACcaacaacaacaacaacaacaaCTTGACATTACATAGTGTCCTTAACATAGaaaaaCATCCCAAAGTGATTCACCATCaaaaaGCAAGCGAACTGTTCATTCAACAGATTCACTGTTCCTGGTTATTTGGATGCTATATTCATTTACATGACAACTGCAACTGTTCAAAATAATTGCTCGTGAAGCACAGTTGCTAAATAAGCACTT

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 1 17 12 163 CTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctaCTGCTGCCATGGTGTCTGTT AGGGAGTTAGATAGATAAACAGACAGA 12 72 4 20 166 27 60,892 58,717 31,600 34,100 9,175,340 B 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 17 11 162 TGCTGCCATGGTGTCTGTTCAATAAACCAATtatctat TGCTGCCATGGTGTCTGTTC AGGGAGTTAGATAGATAAACAGACAGA 11 72 5 20 166 27 60,891 58,717 31,800 34,100 9,173,524 B 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 17 10 161 GCTGCCATGGTGTCTGTTCAATAAACCAATtatctatc GCTGCCATGGTGTCTGTTCA AGGGAGTTAGATAGATAAACAGACAGA 10 72 6 20 166 27 60,891 58,717 31,800 34,100 9,173,524 B 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 19.75 10 133 GCTGCCATGGTGTCTGTTCAATAAACCAATtatctatc GCTGCCATGGTGTCTGTTCA AGAGAGATAGACAGACAGACAGACA 10 46 6 20 138 25 60,891 60,046 31,800 34,100 5,936,484 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 20 11 132 TGCTGCCATGGTGTCTGTTCAATAAACCAATtatctat TGCTGCCATGGTGTCTGTTC AGAGATAGACAGACAGACAGACAGA 11 44 5 20 136 25 60,891 60,046 31,800 34,100 5,936,484 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 20 10 131 GCTGCCATGGTGTCTGTTCAATAAACCAATtatctatc GCTGCCATGGTGTCTGTTCA AGAGATAGACAGACAGACAGACAGA 10 44 6 20 136 25 60,891 60,046 31,800 34,100 5,936,484 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 21.25 11 140 TGCTGCCATGGTGTCTGTTCAATAAACCAATtatctat TGCTGCCATGGTGTCTGTTC ACAGATAGAGAGATAGACAGACAGACA 11 50 5 20 144 27 60,891 60,148 31,800 34,100 8,038,109 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 22 11 144 TGCTGCCATGGTGTCTGTTCAATAAACCAATtatctat TGCTGCCATGGTGTCTGTTC ACAGACAGATAGAGAGATAGACAGACA 11 54 5 20 148 27 60,891 60,148 31,800 34,100 8,038,109 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr410_7 7 36 32 8 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATC TATC_36_63 0 0 22 10 143 GCTGCCATGGTGTCTGTTCAATAAACCAATtatctatc GCTGCCATGGTGTCTGTTCA ACAGACAGATAGAGAGATAGACAGACA 10 54 6 20 148 27 60,891 60,148 31,800 34,100 8,038,109 F 218 AACCTGCTGCCATGGTGTCTGTTCAATAAACCAATtatctatctatctatctatctatctatctatcTNTCTGTCTATCTNTCTNTCTGTCTNTCTNTCTNTCTNTCTCTNtctgtctgtctgtctgTCTAtctctcTATCTGTCTGTTTATCTATCTAACTCCCTATCTAtctctctctctctctctcTATCCCAATCTATAtctctcCATCTATCA

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 1 1 11 41 206 TACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACTACATTGGATCGCTGGCAGT TGACAGAGAGACAGACAGAGA 41 44 65 20 270 21 59,459 57,221 44,000 31,000 4,320,346 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 12 41 206 TACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACTACATTGGATCGCTGGCAGT TGACAGAGAGACAGACAGAGAG 41 43 65 20 270 22 59,459 58,326 44,000 32,000 4,215,294 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 13 41 206 TACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACTACATTGGATCGCTGGCAGT TGACAGAGAGACAGACAGAGAGA 41 42 65 20 270 23 59,459 59,674 44,000 31,000 3,867,690 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 13 5 169 CACCCTGCTGTGACCTCAGAGCTTtatctatctatctatct CACCCTGCTGTGACCTCAG TGACAGAGAGACAGACAGAGAGA 5 42 102 19 270 23 60,004 59,674 33,500 31,000 4,330,377 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 13 4 168 ACCCTGCTGTGACCTCAGAGCTTtatctatctatctatcta ACCCTGCTGTGACCTCAGA TGACAGAGAGACAGACAGAGAGA 4 42 103 19 270 23 60,152 59,674 32,700 31,000 4,478,545 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 13 3 168 ACCCTGCTGTGACCTCAGAGCTTtatctatctatctatcta ACCCTGCTGTGACCTCAGAG TGACAGAGAGACAGACAGAGAGA 3 42 103 20 270 23 61,191 59,674 33,500 31,000 4,517,130 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 19 5 137 CACCCTGCTGTGACCTCAGAGCTTtatctatctatctatct CACCCTGCTGTGACCTCAG AGCAGGATAGATAGATAGATGGATAGA 5 6 102 19 238 27 60,004 57,819 33,500 19,800 10,185,541 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 19 4 136 ACCCTGCTGTGACCTCAGAGCTTtatctatctatctatcta ACCCTGCTGTGACCTCAGA AGCAGGATAGATAGATAGATGGATAGA 4 6 103 19 238 27 60,152 57,819 32,700 19,800 10,333,709 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr411_2 2 126 80 20 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTANO 0 0 19 3 136 ACCCTGCTGTGACCTCAGAGCTTtatctatctatctatcta ACCCTGCTGTGACCTCAGAG AGCAGGATAGATAGATAGATGGATAGA 3 6 103 20 238 27 61,191 57,819 33,500 19,800 10,372,295 F 275 CAATGGTGGATTTTCACCCCATGTtgtgtgGAATTTTGTTaaaaaaaTTCAGAGGCACAGGTTTTACATTGGATCGCTGGCAGTGCGGACTCTGTTGCACCCACCCTGCTGTGACCTCAGAGCTTtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatcAATCTATCTATCCatctatctatctATCCTGCTATTTATCTAtctctcTGTCTGtctctcTGTCAATCTG

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 1 1 3 34 156 TGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGA TGGTGTGCTGTGTCTTCCAC TGCAGTCCCTCTTGCTTCAT 58 34 46 20 201 20 60,464 59,305 40,200 25,700 1,158,425 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 48 253 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA GCTCTGCACATCTCCGAAGT 48 141 56 20 308 20 59,821 60,108 48,500 30,100 0.287658 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 48 254 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA AGCTCTGCACATCTCCGAAG 48 142 56 20 309 20 59,821 59,825 48,500 37,900 0.354535 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 48 255 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA CAGCTCTGCACATCTCCGAA 48 143 56 20 310 20 59,821 60,108 48,500 43,000 0.287706 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 35 147 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA ATGCAGTCCCTCTTGCTTCA 48 35 56 20 202 20 59,821 59,305 48,500 30,200 0.874005 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 34 146 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA TGCAGTCCCTCTTGCTTCAT 48 34 56 20 201 20 59,821 59,305 48,500 25,700 0.874005 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 21 186 GACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCGACCCAGCCACTACCTTCTG ACAAGAGAGTGGCCTGTCCA 21 101 83 20 268 20 59,749 60,764 30,200 40,200 1,014,882 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 21 226 GACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCGACCCAGCCACTACCTTCTG GCTCTGCACATCTCCGAAGT 21 141 83 20 308 20 59,749 60,108 30,200 30,100 0.358938 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 21 227 GACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCGACCCAGCCACTACCTTCTG AGCTCTGCACATCTCCGAAG 21 142 83 20 309 20 59,749 59,825 30,200 37,900 0.425815 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 21 228 GACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCGACCCAGCCACTACCTTCTG CAGCTCTGCACATCTCCGAA 21 143 83 20 310 20 59,749 60,108 30,200 43,000 0.358985 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 5 90 GACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCGACCCAGCCACTACCTTCTG CATGGTGGAAGTGGCCTCTT 21 5 83 20 172 20 59,749 59,961 30,200 28,500 0.289258 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 5 117 TGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCTGTCTTCCACAACCTCGCAA CATGGTGGAAGTGGCCTCTT 48 5 56 20 172 20 59,821 59,961 48,500 28,500 0.217978 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 4 5 127 TGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGA TGGTGTGCTGTGTCTTCCAC CATGGTGGAAGTGGCCTCTT 58 5 46 20 172 20 60,464 59,961 40,200 28,500 0.502398 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 80 290 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT GTCAGCTCTGCACATCTCCG 80 145 23 21 312 20 59,724 60,805 28,300 46,300 2,081,743 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 80 291 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT AGTCAGCTCTGCACATCTCC 80 146 23 21 313 20 59,724 59,464 28,300 37,100 1,812,682 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 80 295 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT CCTGAGTCAGCTCTGCACAT 80 150 23 21 317 20 59,724 59,750 28,300 32,100 1,526,098 F 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 46 193 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT GCAAAGCCTCATTATGCAGTCC 80 46 23 21 215 22 59,724 60,224 28,300 38,500 3,500,086 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 44 190 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT AAGCCTCATTATGCAGTCCCT 80 44 23 21 212 21 59,724 59,151 28,300 42,000 3,125,461 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr413_2 2 124 24 8 1 AGG AGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 5 43 190 CGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTG CGAGAGGGTCTCCATGTTTGT AAGCCTCATTATGCAGTCCCTC 80 43 23 21 212 22 59,724 60,159 28,300 43,000 3,435,118 A 332 AGGGATCTCTGCAATACATTCCCGAGAGGGTCTCCATGTTTGTGATGGTGTGCTGTGTCTTCCACAACCTCGCAATAATGAGGACCCAGCCACTACCTTCTGGGGTCCAGAGATCACCTTGGTaggaggaggaggaggaggaggaggAAAGGAAGAGGCCACTTCCACCATGTGAAACTAGATGAAGCAAGAGGGACTGCATAATGAGGCTTTGCTTCAGTTAAAAGGATTTGCCCACTcccccAACATGGACAGGCCActctctTGTAGTACATGCTGTGTTTAGTGACTTCGGAGATGTGCAGAGCTGACTCAGGCCAGGGGTGGAATCA

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 1 1 7 11 135 TGCCTGAATCCCAACATCCAATCAAGTCCTAATCAA TGCCTGAATCCCAACATCCA CCCAAATCGCCGAGGGAAA 61 11 119 20 253 19 59,297 60,378 34,100 31,300 2,081,476 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 138 TCCTGCCTGAATCCCAACATCCAATCAAGTCCTAAT TCCTGCCTGAATCCCAACAT CCCAAATCGCCGAGGGAAA 64 11 116 20 253 19 58,998 60,378 27,100 31,300 2,380,057 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 139 aTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATATCCTGCCTGAATCCCAACA CCCAAATCGCCGAGGGAAA 65 11 115 20 253 19 58,998 60,378 33,300 31,300 2,380,057 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 161 AGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATC AGGGTATAAACGCGCACCAA CCCAAATCGCCGAGGGAAA 87 11 93 20 253 19 60,036 60,378 36,700 31,300 1,414,187 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 175 TGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaa TGGGTTAGCAGCTGAGGGTA CCCAAATCGCCGAGGGAAA 101 11 79 20 253 19 60,253 60,378 36,900 31,300 1,630,500 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 177 AATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaAATGGGTTAGCAGCTGAGGG CCCAAATCGCCGAGGGAAA 103 11 77 20 253 19 59,743 60,378 43,000 31,300 1,635,027 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 201 CCATGACAGATCATTTGCCCAATAAATGGGTTAGCACCATGACAGATCATTTGCCCA CCCAAATCGCCGAGGGAAA 126 11 53 21 253 19 58,619 60,378 53,600 31,300 3,758,928 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 202 ACCATGACAGATCATTTGCCCAATAAATGGGTTAGCACCATGACAGATCATTTGCCCA CCCAAATCGCCGAGGGAAA 126 11 52 22 253 19 60,292 60,378 53,600 31,300 3,669,722 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 202 ACCATGACAGATCATTTGCCCAATAAATGGGTTAGCACCATGACAGATCATTTGCCC CCCAAATCGCCGAGGGAAA 127 11 52 21 253 19 58,618 60,378 53,600 31,300 3,759,898 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 251 CAAGACTGCCACCCTTcccccACAGATGTTTcccccATGCAAGACTGCCACCCTTCCC CCCAAATCGCCGAGGGAAA 178 11 3 19 253 19 60,304 60,378 39,700 31,300 2,681,630 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 252 ACAAGACTGCCACCCTTcccccACAGATGTTTcccccA ACAAGACTGCCACCCTTCC CCCAAATCGCCGAGGGAAA 179 11 2 19 253 19 59,544 60,378 34,600 31,300 2,834,275 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr415_2 2 200 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 7 11 253 CACAAGACTGCCACCCTTcccccACAGATGTTTccccc CACAAGACTGCCACCCTTCC CCCAAATCGCCGAGGGAAA 179 11 1 20 253 19 60,891 60,378 34,600 31,300 2,268,983 F 284 CACAAGACTGCCACCCTTcccccACAGATGTTTcccccATGATGTTTAGTTACCATGACAGATCATTTGCCCAATAAATGGGTTAGCAGCTGAGGGTATAAACGCGCACCaaaaaTCCTGCCTGAATCCCAACATCCAATCAAGTCCTAATCAAAGAACAGTTCTTGAAAATCATCTTCCGCACAAATTGTTCTTGATTcaacaacaacaacaacaacaacaaTAGGCAGGAtttttCCCTCGGCGATTTgggggCGGGACCCGCTCGCTGAGGGGAAAATGAC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 1 1 6 0 147 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccAACTTCCTGCTGATTACCACGT TCCTCCACCCAGGGTACATT 0 84 1 22 147 20 59,961 59,880 44,900 27,100 2,158,934 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 0 244 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccAACTTCCTGCTGATTACCACGT CTCACCGCCTGCCACAGA 0 183 1 22 244 18 59,961 62,008 44,900 34,100 6,046,201 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 111 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT CTTCAGCGCTTCCTCCAAGT 0 49 2 21 112 20 59,376 60,321 44,900 31,600 1,944,933 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 119 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT CTTGACACCTTCAGCGCTTC 0 57 2 21 120 20 59,376 59,485 44,900 38,600 2,138,502 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 123 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT TGACCTTGACACCTTCAGCG 0 61 2 21 124 20 59,376 60,250 44,900 51,800 1,873,679 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 146 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT TCCTCCACCCAGGGTACATT 0 84 2 21 147 20 59,376 59,880 44,900 27,100 1,744,187 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 150 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT GAAGTCCTCCACCCAGGGTA 0 88 2 21 151 20 59,376 60,253 44,900 36,900 1,876,369 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 204 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT TTGGCCAGTTCAGTCTGTGG 0 142 2 21 205 20 59,376 60,179 44,900 41,700 1,802,831 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 208 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT GGACTTGGCCAGTTCAGTCT 0 146 2 21 209 20 59,376 59,602 44,900 32,400 2,022,129 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 232 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT CCACAGACCCAGCTATGTCC 0 170 2 21 233 20 59,376 59,821 44,900 40,200 1,802,811 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 242 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT TCACCGCCTGCCACAGAC 0 182 2 21 243 18 59,376 62,314 44,900 35,100 5,938,251 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr417_2 2 23 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 7 0 243 ACTTCCTGCTGATTACCACGTaccaccaccaccaccacca ACTTCCTGCTGATTACCACGT CTCACCGCCTGCCACAGA 0 183 2 21 244 18 59,376 62,008 44,900 34,100 5,631,455 F 250 AACTTCCTGCTGATTACCACGTaccaccaccaccaccaccaccGccccccACCCGTCAGCTGATGAATCAGTACTCCTCCATGTTGAACACCACTTGGAGGAAGCGCTGAAGGTGTCAAGGTCACAGAATGTACCCTGGGTGGAGGACTTCAATGTCCATCACCAAGAGTGGCTCGGTAGCACCGCCACAGACTGAACTGGCCAAGTCCTAAAGGACATAGCTGGGTCTGTGGCAGGCGGTGAGGGAACC

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 1 1 9 65 260 GCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctct GCGCTTACTGTCTCTCCCAT TGAGAGAGGTGGAGATAGGCA 126 65 10 20 269 21 59,538 59,429 40,000 47,500 2,032,940 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 9 65 262 ttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctct TTGCGCTTACTGTCTCTCCC TGAGAGAGGTGGAGATAGGCA 128 65 8 20 269 21 59,753 59,429 43,000 47,500 1,817,614 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 10 33 229 ttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctct TTGCGCTTACTGTCTCTCCC GTGACAGAGACAGAGAGCGA 128 33 8 20 236 20 59,753 58,839 43,000 49,300 1,407,624 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 59 256 ttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctct TTGCGCTTACTGTCTCTCCC AGGTGGAGATAGGCAGAGAGA 128 59 8 20 263 21 59,753 59,144 43,000 31,000 2,102,894 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 34 146 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC GAGTGACAGAGACAGAGAGCG 43 34 93 20 238 21 59,824 59,870 43,000 50,300 1,306,363 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 34 231 ttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctct TTGCGCTTACTGTCTCTCCC GAGTGACAGAGACAGAGAGCG 128 34 8 20 238 21 59,753 59,870 43,000 50,300 1,377,008 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 32 144 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC GTGACAGAGACAGAGAGCGAG 43 32 93 20 236 21 59,824 59,870 43,000 50,300 1,306,363 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 32 145 CCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNCCCTCTTACTTCCGCACTCC GTGACAGAGACAGAGAGCGAG 44 32 92 20 236 21 59,824 59,870 38,500 50,300 1,306,363 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 11 32 229 ttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctct TTGCGCTTACTGTCTCTCCC GTGACAGAGACAGAGAGCGAG 128 32 8 20 236 21 59,753 59,870 43,000 50,300 1,377,008 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 13 27 139 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC AGAGACAGAGAGCGAGTCAGA 43 27 93 20 231 21 59,824 59,722 43,000 32,700 1,453,832 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 15 25 137 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC AGACAGAGAGCGAGTCAGAGA 43 25 93 20 229 21 59,824 59,722 43,000 31,000 1,453,832 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 28 7 1 ATCC ATCCATCCATCCATCCATCCATCCATCC NO 0 0 15 25 138 CCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNCCCTCTTACTTCCGCACTCC AGACAGAGAGCGAGTCAGAGA 44 25 92 20 229 21 59,824 59,722 38,500 31,000 1,453,832 F 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 1 7 7 244 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC TGGAGACACAGCGATAGAGGT 43 7 93 20 336 21 59,824 60,341 43,000 38,500 1,517,078 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 8 8 244 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC TGGAGACACAGCGATAGAGG 43 8 93 20 336 20 59,824 58,606 43,000 36,900 1,569,593 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 8 7 245 CCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNCCCTCTTACTTCCGCACTCC TGGAGACACAGCGATAGAGGT 44 7 92 20 336 21 59,824 60,341 38,500 38,500 1,517,078 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 8 0 238 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC CACAGCGATAGAGGTACAGACA 43 0 93 20 330 22 59,824 59,317 43,000 34,100 2,859,351 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 8 0 239 CCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNCCCTCTTACTTCCGCACTCC CACAGCGATAGAGGTACAGACA 44 0 92 20 330 22 59,824 59,317 38,500 34,100 2,859,351 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 10 1 239 CCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNCCTCTTACTTCCGCACTCCC ACACAGCGATAGAGGTACAGAC 43 1 93 20 331 22 59,824 59,316 43,000 35,100 2,859,857 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 10 0 300 ACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTACCTCGTTCTCCCTCTCTCT CACAGCGATAGAGGTACAGACA 105 0 31 20 330 22 59,003 59,317 31,000 34,100 3,679,944 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 12 8 290 ctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCttttt CTCTTTCTCTCTCTGTGGCTCC TGGAGACACAGCGATAGAGG 87 8 47 22 336 20 59,834 58,606 47,000 36,900 3,559,858 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr421_3 3 156 153 7 2 ATCC ATCCATCCATCCATCCATCCATCCATCCCTGAATTTT NO 0 0 12 7 290 ctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCttttt CTCTTTCTCTCTCTGTGGCTCC TGGAGACACAGCGATAGAGGT 87 7 47 22 336 21 59,834 60,341 47,000 38,500 3,507,343 G 347 CTGttttttGCGCTTACTGtctctcCCATTACCTCGTTCTCCctctctctTtctctctcTGTGGCTCCCGCTTACCCTGTCTCtttttGTTCCCTCTTACTTCCGCACTCCCTNNNNNNNNNNNNNNNNCNCTCTGTCTGCCTGTCTATCTATATatccatccatccatccatccatccatccCTGAAtttttGTTtctctcTTTCCTTCTCTGACTCGctctctGTCTCTGTCACTCTTtctctctcTGCCTATCTCCACctctctCAATAGCATTCTCTGtttttATGActctctAtctctctctcTGTCTGTACCTCTATCGCTGTGTCTCCAtctctcACACT

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 1 1 3 19 133 CTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGACTGGCGAAGGGTCACAGG ACGTCGCCTGCAATCAGTT 20 19 99 18 231 19 60,047 60,302 40,000 31,600 3,348,608 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 4 18 133 CTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGACTGGCGAAGGGTCACAGG ACGTCGCCTGCAATCAGTTC 20 18 99 18 231 20 60,047 61,292 40,000 30,100 3,338,769 G 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 4 15 128 GAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgGAAGGGTCACAGGGCCAC ACGTCGCCTGCAATCAGTT 15 19 104 18 231 19 59,966 60,302 50,100 31,600 3,335,937 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 4 15 128 GAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgGAAGGGTCACAGGGCCAC ACGTCGCCTGCAATCAGTTC 15 18 104 18 231 20 59,966 61,292 50,100 30,100 3,326,098 G 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 4 15 129 GAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgGAAGGGTCACAGGGCCAC CACGTCGCCTGCAATCAGTT 15 19 104 18 232 20 59,966 61,569 50,100 31,600 3,602,833 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 6 39 250 CCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGC CCATGCACATCTCTGGCCC ATCATCTCCTCTCCGCCCTG 115 39 3 19 252 20 60,827 60,831 58,000 44,500 2,658,209 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 8 42 234 CTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGct CTTCTCGGTCAGCCTGCC TCCATCATCTCCTCTCCGCC 97 42 22 18 255 20 60,125 60,830 48,500 61,300 2,954,952 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 8 42 253 CCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGC CCATGCACATCTCTGGCCC TCCATCATCTCCTCTCCGCC 115 42 3 19 255 20 60,827 60,830 58,000 61,300 2,656,523 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 8 15 152 GAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgGAAGGGTCACAGGGCCAC TCCATCATCTCCTCTCCGCC 15 42 104 18 255 20 59,966 60,830 50,100 61,300 2,863,823 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 43 209 TCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCTCACCTCGCTCCTCCTCC CTCCATCATCTCCTCTCCGC 71 43 48 18 256 20 60,044 59,397 43,000 55,400 2,646,415 G 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 43 235 CTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGct CTTCTCGGTCAGCCTGCC CTCCATCATCTCCTCTCCGC 97 43 22 18 256 20 60,125 59,397 48,500 55,400 2,727,913 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 43 236 CCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGc CCTTCTCGGTCAGCCTGC CTCCATCATCTCCTCTCCGC 98 43 21 18 256 20 60,125 59,397 48,500 55,400 2,727,913 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 43 254 CCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGC CCATGCACATCTCTGGCCC CTCCATCATCTCCTCTCCGC 115 43 3 19 256 20 60,827 59,397 58,000 55,400 2,429,483 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 20 158 CTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGACTGGCGAAGGGTCACAGG CTCCATCATCTCCTCTCCGC 20 43 99 18 256 20 60,047 59,397 40,000 55,400 2,649,454 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr425_3 3 137 57 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAACGGAGAGGAGNO 0 0 10 15 153 GAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgGAAGGGTCACAGGGCCAC CTCCATCATCTCCTCTCCGC 15 43 104 18 256 20 59,966 59,397 50,100 55,400 2,636,783 D 306 GGCCATGCACATCTCTGGCCCCTTCTCGGTCAGCCTGCCGGAGCACGTCACCTCGctcctcctcCGGGCCCCTGAGCAGGCCGCCGAGAGCCTCAGGGCTGGCGAAGGGTCACAGGGCCACGGCAGCGGAGAGGACgaggaggaggaggaggaggagAACGGAgaggaggaggaggaggagGAAgaggaggagGAAGAGGACGCACcgcgcgAACTGATTGCAGGCGACGTGCAGGGCGGAGAGGAGATGATGGAGAGTCAAGGTgagagagaAGGAGAgggggAGAGGGACATAGAAAATGAGAC

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 1 1 2 10 180 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC GGCACAAATATCCAGCCGTG 50 10 53 20 232 20 60,036 59,618 31,800 49,400 0.418189 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 2 5 138 GCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgGCCACTTTCCTTAATTCAATGCG GGCACAAATATCCAGCCGTG 5 10 95 23 232 20 59,141 59,618 47,300 49,400 4,241,187 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 10 149 ACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTACATGCTATCAGCCACTTTCCT GGCACAAATATCCAGCCGTG 17 10 84 22 232 20 59,759 59,618 33,600 49,400 2,622,468 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 10 208 GGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCC GGTCACTCTTCGCTGGAATCA GGCACAAATATCCAGCCGTG 77 10 25 21 232 20 60,067 59,618 25,700 49,400 1,448,659 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 9 148 ACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTACATGCTATCAGCCACTTTCCT GCACAAATATCCAGCCGTGG 17 9 84 22 231 20 59,759 59,618 33,600 49,400 2,622,468 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 9 179 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC GCACAAATATCCAGCCGTGG 50 9 53 20 231 20 60,036 59,618 31,800 49,400 0.418189 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 9 207 GGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCC GGTCACTCTTCGCTGGAATCA GCACAAATATCCAGCCGTGG 77 9 25 21 231 20 60,067 59,618 25,700 49,400 1,448,659 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 3 5 137 GCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgGCCACTTTCCTTAATTCAATGCG GCACAAATATCCAGCCGTGG 5 9 95 23 231 20 59,141 59,618 47,300 49,400 4,241,187 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 53 290 TGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGTGTTTCCTGTCCTCGGCATT TCTCTATGGTGGCCTGGAAA 53 117 50 20 339 20 59,600 58,035 35,600 31,300 2,365,627 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 51 290 TTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTTTTCCTGTCCTCGGCATTGT TTTCTCTATGGTGGCCTGGA 51 119 52 20 341 20 59,600 58,035 27,100 38,600 2,365,627 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 50 287 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC TCTCTATGGTGGCCTGGAAA 50 117 53 20 339 20 60,036 58,035 31,800 31,300 2,001,803 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 50 289 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC TTTCTCTATGGTGGCCTGGA 50 119 53 20 341 20 60,036 58,035 31,800 38,600 2,001,803 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 21 191 ATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATGACATGCTATCAGCCACTT ACGTACTATATGGCCTGCAAGA 21 47 81 21 271 22 57,427 59,037 31,600 30,200 6,535,733 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 20 190 TGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATGACATGCTATCAGCCACTTT ACGTACTATATGGCCTGCAAGA 20 47 82 21 271 22 57,645 59,037 26,600 30,200 6,318,050 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 19 190 TGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATGACATGCTATCAGCCACTTTC ACGTACTATATGGCCTGCAAGA 19 47 82 22 271 22 58,727 59,037 26,200 30,200 6,236,535 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 8 147 ACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTACATGCTATCAGCCACTTTCCT CACAAATATCCAGCCGTGGC 17 8 84 22 230 20 59,759 59,618 33,600 50,100 2,622,468 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 8 178 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC CACAAATATCCAGCCGTGGC 50 8 53 20 230 20 60,036 59,618 31,800 50,100 0.418189 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 8 206 GGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCC GGTCACTCTTCGCTGGAATCA CACAAATATCCAGCCGTGGC 77 8 25 21 230 20 60,067 59,618 25,700 50,100 1,448,659 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 4 5 136 GCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgGCCACTTTCCTTAATTCAATGCG CACAAATATCCAGCCGTGGC 5 8 95 23 230 20 59,141 59,618 47,300 50,100 4,241,187 B 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 6 53 291 TGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGTGTTTCCTGTCCTCGGCATT TTCTCTATGGTGGCCTGGAA 53 118 50 20 340 20 59,600 58,035 35,600 35,300 2,365,627 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr426_6 6 123 80 9 1.5 ACAT TATGTATGTATGTATGTATGTATGTATGTATGTATG TATG_123_158 0 0 6 50 288 TTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATTCCTGTCCTCGGCATTGTC TTCTCTATGGTGGCCTGGAA 50 118 53 20 340 20 60,036 58,035 31,800 35,300 2,001,803 F 343 TACCTTGCATTCAAGGACTTCATAGGTCACTCTTCGCTGGAATCaaaaaTGTTTCCTGTCCTCGGCATTGTCACttttttATGACATGCTATCAGCCACTTTCCTTAATTCAATGCGATTGTtatgtatgtatgtatgtatgtatgtatgtatgtatgtatctatctatctatctatctatctatctatttatttatttattTTTGGTTAGCCACGGCTGGATATTTGTGCCTGAAAGGAATCTATGTATCTTGCAGGCCATATAGTACGTATTTAAATACCAGCCATTTGCTGTCTACATTCAAAttttttGTGTAtttttCCAGGCCACCATAGAGAAATA

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 1 1 4 32 143 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAAGGAGTGATGCGTGAGGAGA TCATGTGCTTACGGTCCACC 32 50 1 20 143 20 60,324 60,037 37,100 46,100 0.360581 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 138 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC GTGCTTACGGTCCACCCTAC 31 46 2 20 139 20 60,179 60,108 33,600 31,800 0.287596 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 142 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC TCATGTGCTTACGGTCCACC 31 50 2 20 143 20 60,179 60,037 33,600 46,100 0.215889 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 213 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC CTCAGGACCCTCAGCTGAAC 31 121 2 20 214 20 60,179 59,751 33,600 31,800 0.427966 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 31 214 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC ACTCAGGACCCTCAGCTGAA 31 122 2 20 215 20 60,179 60,179 33,600 30,200 0.358045 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 18 129 AGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAAGGAGACAGGGTGTGAGGAA TCATGTGCTTACGGTCCACC 18 50 15 20 143 20 59,809 60,037 33,600 46,100 0.227829 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 18 201 AGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAAGGAGACAGGGTGTGAGGAA ACTCAGGACCCTCAGCTGAA 18 122 15 20 215 20 59,809 60,179 33,600 30,200 0.369985 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 19 130 GAGGAGACAGGGTGTGAGGAAGACCCCNTATTAT GAGGAGACAGGGTGTGAGGA TCATGTGCTTACGGTCCACC 19 50 14 20 143 20 60,252 60,037 37,100 46,100 0.288597 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 32 241 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAAGGAGTGATGCGTGAGGAGA ACCAGGCATGTCTTCTGTGT 32 148 1 20 241 20 60,324 59,233 37,100 37,200 1,091,191 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 31 240 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC ACCAGGCATGTCTTCTGTGT 31 148 2 20 241 20 60,179 59,233 33,600 37,200 0.946499 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 9 31 240 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC ACCAGGCATGTCTTCTGTGTT 31 147 2 20 241 21 60,179 59,856 33,600 33,200 1,322,808 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr429_2 2 53 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 10 31 158 GGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGGGAGTGATGCGTGAGGAGAC CCAGGCATGGCTACAGTCAT 31 66 2 20 159 20 60,179 59,818 33,600 30,600 0.361185 A 259 AGGAGTGATGCGTGAGGAGACAGGGTGTGAGGAAGACCCCNTATTATCAGAAgaggaggaggaggaggaggagCAGGATGAGGGAGAAGAAAGGTCAGNGACTCAGAGGAAGAGGACTTGTAGGGTGGACCGTAAGCACATGACTGTAGCCATGCCTGGGGAATGGGTGAGGTATCCATGCAGATGCAGCAATGGTTCAGCTGAGGGTCCTGAGTAGTTGAACACAGAAGACATGCCTGGTACTACACCAATCAACCAT

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 1 1 2 22 247 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGT ATCTTTGTCGCTAGCTCCCG 22 129 5 18 251 20 59,329 59,897 40,000 51,400 2,774,278 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 21 164 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC TGCCTCCATTTCTCGCTCTC 21 46 5 19 168 20 60,450 59,823 40,200 32,000 1,626,992 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 21 208 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC TTCCCTCAGTCAGCGTTGC 21 91 5 19 212 19 60,450 60,302 40,200 41,700 2,752,028 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 21 209 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC CTTCCCTCAGTCAGCGTTGC 21 91 5 19 213 20 60,450 61,295 40,200 41,700 2,744,972 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 21 210 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC CCTTCCCTCAGTCAGCGTTG 21 92 5 19 214 20 60,450 60,672 40,200 41,000 2,122,093 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 21 247 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC ATCTTTGTCGCTAGCTCCCG 21 129 5 19 251 20 60,450 59,897 40,200 51,400 1,553,520 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 3 1 118 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC ATCATGGATCCGGGCAGTG 21 1 5 19 122 19 60,450 59,547 40,200 36,600 2,903,547 B 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 4 21 163 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC GCCTCCATTTCTCGCTCTCT 21 45 5 19 167 20 60,450 59,536 40,200 31,000 1,913,932 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 4 21 165 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC CTGCCTCCATTTCTCGCTCT 21 47 5 19 169 20 60,450 59,822 40,200 40,900 1,627,916 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 4 21 246 TTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGATTCCATGTCCGCCTGGTC ATCTTTGTCGCTAGCTCCCG 21 129 6 18 251 20 59,331 59,897 40,200 51,400 2,771,839 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 4 1 119 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC GATCATGGATCCGGGCAGTG 21 1 5 19 123 20 60,450 60,605 40,200 36,600 2,055,093 B 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 5 3 120 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC CGATCATGGATCCGGGCAG 21 3 5 19 124 19 60,450 60,375 40,200 48,500 2,825,452 F 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr42_2 2 45 58 11 1.5 CCG GCTGCTGCTGCTGCCGCTGCTGCTCCCGCCGCCGCCNO 0 0 5 2 119 CTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGCTTCCATGTCCGCCTGGTC GATCATGGATCCGGGCAGT 21 2 5 19 123 19 60,450 59,243 40,200 44,000 3,207,618 B 285 GGGGCTTCCATGTCCGCCTGGTCCCAGCAGTCAGGCGCCGAGTCgctgctgctgctGCCgctgctgctCccgccgccgccgccgccgccgccgccgccgccgCCACTGCCCGGATCCATGATCgggggggCCGNgtgtgtGGTGGACagagagCGAGAAATGGAGGCAGGGGCGCCCGGCCGGAGAGGAGTGGGCAACGCTGACTGAGGGAAGGCGGCGGGGCAGAAGGGCCGGGAGCTAGCGACAAAGATCCCCGGCGTCGCCGCGGCAGCAGCTCCAGTCCCG

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 1 1 3 93 299 ACTAAAGGTGACAACAGGACAAAATGCAGTGATGGACTAAAGGTGACAACAGGACAA AGAGACTGGAAAGAGCAGACAC 141 93 12 22 310 22 57,503 59,701 31,800 36,700 6,796,020 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 92 267 ATGGGACCAGGCAACACAAAATTATGCCTTATTAATATGGGACCAGGCAACACAAA GAGACTGGAAAGAGCAGACACA 112 92 43 20 309 22 60,106 59,964 28,300 37,200 2,142,235 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 92 276 AATGCAGTGATGGGACCAGGCAACACAAAATTATGAATGCAGTGATGGGACCAGG GAGACTGGAAAGAGCAGACACA 121 92 34 20 309 22 60,034 59,964 44,500 37,200 2,070,271 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 92 298 ACTAAAGGTGACAACAGGACAAAATGCAGTGATGGACTAAAGGTGACAACAGGACAA GAGACTGGAAAGAGCAGACACA 141 92 12 22 309 22 57,503 59,964 31,800 37,200 6,533,766 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 42 215 ATGGGACCAGGCAACACAAAATTATGCCTTATTAATATGGGACCAGGCAACACAAA CCGCTTCCACTTCCTAAGCA 112 42 43 20 257 20 60,106 60,036 28,300 39,100 0.142149 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 42 216 GATGGGACCAGGCAACACAAAATTATGCCTTATTAAGATGGGACCAGGCAACACAA CCGCTTCCACTTCCTAAGCA 113 42 42 20 257 20 60,539 60,036 33,300 39,100 0.575827 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 42 224 AATGCAGTGATGGGACCAGGCAACACAAAATTATGAATGCAGTGATGGGACCAGG CCGCTTCCACTTCCTAAGCA 121 42 34 20 257 20 60,034 60,036 44,500 39,100 0.070185 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 5 92 275 AATGCAGTGATGGGACCAGGCAACACAAAATTATGAATGCAGTGATGGGACCAGG AGACTGGAAAGAGCAGACACA 121 92 34 20 308 21 60,034 58,958 44,500 37,200 2,076,260 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 5 92 297 ACTAAAGGTGACAACAGGACAAAATGCAGTGATGGACTAAAGGTGACAACAGGACAA AGACTGGAAAGAGCAGACACA 141 92 12 22 308 21 57,503 58,958 31,800 37,200 6,539,755 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 106 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG CCGCTTCCACTTCCTAAGCA 0 42 152 23 257 20 59,371 60,036 35,100 39,100 3,665,786 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 107 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG CCCGCTTCCACTTCCTAAGC 0 43 152 23 258 20 59,371 60,745 35,100 30,900 4,374,169 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 108 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG GCCCGCTTCCACTTCCTAAG 0 44 152 23 259 20 59,371 60,745 35,100 21,800 4,374,169 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 157 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG AGACTGGAAAGAGCAGACACA 0 92 152 23 308 21 59,371 58,958 35,100 37,200 5,671,862 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 158 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG GAGACTGGAAAGAGCAGACACA 0 92 152 23 309 22 59,371 59,964 35,100 37,200 5,665,873 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr430_2 2 175 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 7 0 159 GCTCACCTTTGGAGTATTGATGGattattattattattatt GCTCACCTTTGGAGTATTGATGG AGAGACTGGAAAGAGCAGACAC 0 93 152 23 310 22 59,371 59,701 35,100 36,700 5,928,127 A 315 GAATTATTTGCACTAAAGGTGACAACAGGACAAAATGCAGTGATGGGACCAGGCAACACAAAATTATGCCTTATTAATAATTTATATTAATAATTATTAATAAAGAAATTACACATTATAGACAATACCCAACATTTTAGAAAATATTGTAGCTCACCTTTGGAGTATTGATGGattattattattattattattTTTCANGNAATAAAATGGAAATTTGGGAATGTGTAACAGAACTGCTTAGGAAGTGGAAGCGGGCACAACTCCAAAAGTGTTCAATACACTCATGTGTCTGCTCTTTCCAGTCTCTTATCA

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 1 1 3 31 137 GTTGCGGGTGGATGAGCTCGGGCTGCCATTGAggg GTTGCGGGTGGATGAGCTC GGCCGGGAAATACATCAGGT 31 43 39 19 175 20 61,109 59,817 40,900 40,000 2,291,901 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 4 52 250 GGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGAT GGGTGGTTGCCATGGTGAG CGGACCACCAGCACGAAG 52 137 18 19 267 18 60,979 60,739 35,100 37,900 4,717,138 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 4 32 137 GTTGCGGGTGGATGAGCTCGGGCTGCCATTGAggg GTTGCGGGTGGATGAGCT GGCCGGGAAATACATCAGGT 32 43 39 18 175 20 60,046 59,817 40,900 40,000 2,228,701 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 4 31 136 TTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTTGCGGGTGGATGAGCTC GGCCGGGAAATACATCAGGT 31 43 40 18 175 20 59,731 59,817 40,900 40,000 2,451,695 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 5 52 225 GGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGAT GGGTGGTTGCCATGGTGAG TCTCGCCCAGGTAGAGCTG 52 111 18 19 242 19 60,979 60,755 35,100 42,400 3,733,238 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 5 51 183 GGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATG GGTGGTTGCCATGGTGAGG TAGCGGCTGTAATCCGGAAC 51 69 19 19 201 20 60,979 59,896 38,600 36,200 2,082,189 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 5 51 224 GGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATG GGTGGTTGCCATGGTGAGG TCTCGCCCAGGTAGAGCTG 51 111 19 19 242 19 60,979 60,755 38,600 42,400 3,733,238 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 5 51 249 GGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATG GGTGGTTGCCATGGTGAGG CGGACCACCAGCACGAAG 51 137 19 19 267 18 60,979 60,739 38,600 37,900 4,717,138 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 7 50 182 GTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGA GTGGTTGCCATGGTGAGGG TAGCGGCTGTAATCCGGAAC 50 69 20 19 201 20 60,979 59,896 43,000 36,200 2,082,189 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 7 50 183 GTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGA GTGGTTGCCATGGTGAGGG GTAGCGGCTGTAATCCGGAA 50 70 20 19 202 20 60,979 59,896 43,000 43,000 2,082,189 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 7 50 223 GTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGA GTGGTTGCCATGGTGAGGG TCTCGCCCAGGTAGAGCTG 50 111 20 19 242 19 60,979 60,755 43,000 42,400 3,733,238 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC
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cons_gr432_4 4 89 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 7 50 248 GTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGA GTGGTTGCCATGGTGAGGG CGGACCACCAGCACGAAG 50 137 20 19 267 18 60,979 60,739 43,000 37,900 4,717,138 F 278 GGCTGTCGTCCTCCGGCGGGTGGTTGCCATGGTGAGGGGTTGCGGGTGGATGAGCTCGGGCTGCCATTGAgggggTCTGTCTCTAGGGggcggcggcggcggcggcggcggcggggggggNCTGGTCCGTGCGCTAATGGAGTCCCTCTGCGAGTACCTGATGTATTTCCCGGCCGGGCCGGTTCCGGATTACAGCCGCTACCGCAGCCTcccccGCCGGGCCCAGCTCTACCTGGGCGAGACGGTGCGCTTCGTGCTGGTGGTCCGCTGCCGGGCCC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 1 1 2 88 290 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACATGACCTGGTGCATTGGAGTG ACCCTCCTTTCTTGCAGATCT 137 88 1 20 290 21 60,251 58,726 35,100 27,500 2,524,477 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 3 1 175 TGACACTGGCTAAGATGGGCGGTTTAGAACAGAGATGACACTGGCTAAGATGGGC GAACTATGTGAACCTTGCAAACT 107 1 31 20 205 23 59,747 57,561 53,600 26,600 5,691,805 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 93 295 GACCTGGTGCATTGGAGTGAAGAAGCAGATGACACGACCTGGTGCATTGGAGTGA ACTTCTACCCTCCTTTCTTGCA 136 93 2 20 296 22 59,963 59,020 34,100 40,800 3,016,410 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 91 292 GACCTGGTGCATTGGAGTGAAGAAGCAGATGACACGACCTGGTGCATTGGAGTGA TCTACCCTCCTTTCTTGCAGA 136 91 2 20 293 21 59,963 58,097 34,100 42,600 2,939,340 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 1 171 CTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTCTGGCTAAGATGGGCGGTTT AGAACTATGTGAACCTTGCAAACT 102 1 36 20 206 24 60,394 58,867 32,700 26,600 5,527,573 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 1 176 TGACACTGGCTAAGATGGGCGGTTTAGAACAGAGATGACACTGGCTAAGATGGGC AGAACTATGTGAACCTTGCAAACT 107 1 31 20 206 24 59,747 58,867 53,600 26,600 5,386,265 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 1 204 GACCTGGTGCATTGGAGTGAAGAAGCAGATGACACGACCTGGTGCATTGGAGTGA GAACTATGTGAACCTTGCAAACT 136 1 2 20 205 23 59,963 57,561 34,100 26,600 5,475,493 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 1 205 GACCTGGTGCATTGGAGTGAAGAAGCAGATGACACGACCTGGTGCATTGGAGTGA AGAACTATGTGAACCTTGCAAACT 136 1 2 20 206 24 59,963 58,867 34,100 26,600 5,169,953 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 4 1 206 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACATGACCTGGTGCATTGGAGTG AGAACTATGTGAACCTTGCAAACT 137 1 1 20 206 24 60,251 58,867 35,100 26,600 5,384,079 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 8 69 222 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC ACCCTCCTTTCTTGCAGATCT 69 88 69 20 290 21 60,037 58,726 48,500 27,500 2,310,945 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 8 69 279 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC AGGCACAAGCTTCCATCCTT 69 146 69 20 347 20 60,037 59,593 48,500 33,600 0.444464 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 8 69 280 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC AAGGCACAAGCTTCCATCCT 69 147 69 20 348 20 60,037 59,593 48,500 32,400 0.444464 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 8 1 137 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC GAACTATGTGAACCTTGCAAACT 69 1 69 20 205 23 60,037 57,561 48,500 26,600 5,476,087 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 8 1 138 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC AGAACTATGTGAACCTTGCAAACT 69 1 69 20 206 24 60,037 58,867 48,500 26,600 5,170,547 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 10 66 276 GACATGACGTCTCCTGCACAAATTGATGGATGGGT GACATGACGTCTCCTGCACA AGGCACAAGCTTCCATCCTT 66 146 72 20 347 20 60,038 59,593 45,700 33,600 0.445390 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 10 1 135 GACATGACGTCTCCTGCACAAATTGATGGATGGGT GACATGACGTCTCCTGCACA AGAACTATGTGAACCTTGCAAACT 66 1 72 20 206 24 60,038 58,867 45,700 26,600 5,171,472 A 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 13 42 172 ACATGACGTCTCCTGCACAAATTGATGGATGGGTTTACATGACGTCTCCTGCACAA GGAGGAAGAAGGTGGTAAGGG 65 42 73 20 244 21 59,607 59,440 33,300 39,500 1,952,852 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 13 42 173 GACATGACGTCTCCTGCACAAATTGATGGATGGGT GACATGACGTCTCCTGCACA GGAGGAAGAAGGTGGTAAGGG 66 42 72 20 244 21 60,038 59,440 45,700 39,500 1,598,397 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 13 42 176 TTGGACATGACGTCTCCTGCACAAATTGATGGATGGTTGGACATGACGTCTCCTGC GGAGGAAGAAGGTGGTAAGGG 69 42 69 20 244 21 60,037 59,440 48,500 39,500 1,597,472 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 13 42 209 CTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTCTGGCTAAGATGGGCGGTTT GGAGGAAGAAGGTGGTAAGGG 102 42 36 20 244 21 60,394 59,440 32,700 39,500 1,954,498 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr437_3 3 158 24 8 1 ATC TCATCATCATCATCATCATCATCA NO 0 0 13 42 214 TGACACTGGCTAAGATGGGCGGTTTAGAACAGAGATGACACTGGCTAAGATGGGC GGAGGAAGAAGGTGGTAAGGG 107 42 31 20 244 21 59,747 59,440 53,600 39,500 1,813,190 F 350 TGACCTGGTGCATTGGAGTGAAGAAGCAGATGACACTGGCTAAGATGGGCGGTTTAGAACAGAGAACATTGGACATGACGTCTCCTGCACAAATTGATGGATGGGTTTGAATGTGACTTCATGTCCTTTAACATCTTCATCCTCCTTGTCTTCTACCtcatcatcatcatcatcatcatcaTAGTTTGCAAGGTTCACATAGTTCTATACCTGGTATTTGTcccccTTACCACCTTCTTCCTCCTCATATGCTTCCAATTTGCTGTAGTAGATCTGCAAGAAAGGAGGGTAGAAGTATCACCACATTGGAATTAAGGGTACAGAGAAAAGGATGGAAGCTTGTGCCTTAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 1 1 4 29 143 CAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGG CAGCTAGGAAGTGGGCAACA TTCCACCTCTGACACAGGGA 50 29 164 20 306 20 59,963 60,105 33,300 42,000 0.141926 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5 50 164 CAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGG CAGCTAGGAAGTGGGCAACA CTGTGCTGCCTAACCTGACA 50 50 164 20 327 20 59,963 59,965 33,300 35,800 0.072049 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5 50 180 CCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAAC CCTCTCCTTAAGGGTGCAGC CTGTGCTGCCTAACCTGACA 66 50 148 20 327 20 60,107 59,965 52,500 35,800 0.142776 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5 50 285 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG CTGTGCTGCCTAACCTGACA 172 50 43 19 327 20 60,004 59,965 43,000 35,800 1,039,397 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5 29 264 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG TTCCACCTCTGACACAGGGA 172 29 43 19 306 20 60,004 60,105 43,000 42,000 1,109,274 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5 28 263 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG TCCACCTCTGACACAGGGAT 172 28 43 19 305 20 60,004 59,883 43,000 38,500 1,121,220 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 5‐May 23 137 CAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGG CAGCTAGGAAGTGGGCAACA CTCTGACACAGGGATCGCAA 50 23 164 20 300 20 59,963 59,753 33,300 48,500 0.284192 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 56 291 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG GCTCCTCTGTGCTGCCTAAC 172 56 43 19 333 20 60,004 60,743 43,000 23,400 1,746,715 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 55 217 AcagcagcagTTCAAGACGAGGGGCATGTCACCCTCT ACAGCAGCAGTTCAAGACGA CTCCTCTGTGCTGCCTAACC 98 55 116 20 332 20 59,895 60,108 42,000 28,500 0.212800 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 55 290 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG CTCCTCTGTGCTGCCTAACC 172 55 43 19 332 20 60,004 60,108 43,000 28,500 1,112,025 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 50 212 AcagcagcagTTCAAGACGAGGGGCATGTCACCCTCT ACAGCAGCAGTTCAAGACGA CTGTGCTGCCTAACCTGACA 98 50 116 20 327 20 59,895 59,965 42,000 35,800 0.140172 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 29 191 AcagcagcagTTCAAGACGAGGGGCATGTCACCCTCT ACAGCAGCAGTTCAAGACGA TTCCACCTCTGACACAGGGA 98 29 116 20 306 20 59,895 60,105 42,000 42,000 0.210049 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 Jun‐25 22 136 CAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGG CAGCTAGGAAGTGGGCAACA TCTGACACAGGGATCGCAAA 50 22 164 20 299 20 59,963 59,315 33,300 36,800 0.721267 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 7 20 134 CAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGG CAGCTAGGAAGTGGGCAACA TGACACAGGGATCGCAAACC 50 20 164 20 297 20 59,963 60,605 33,300 32,700 0.642051 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr439_3 3 234 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 8 65 300 CTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGCTGACAGCACTGTGGAGGG CACAGCAGTGCTCCTCTGTG 172 65 43 19 342 20 60,004 60,950 43,000 36,600 1,953,667 F 346 TGANGNTNGCGACNGGTGGGTCAAAATNANTGATACGCCCNNCTGACAGCACTGTGGAGGGCAGNGgtgtgtGGTGGGGTTGGGNGTNGGGGTGGNNGGTATCNTCAACACNNGGAcagcagcagTTCAAGACGAGGGGCATGTCACCCTCTCCTTAAGGGTGCAGCTAGGAAGTGGGCAACAAATGCTGGCAGCGGGCACAcccccAGAATGAAACCAGTTTAAAACGCACAcagcagcagcagcagcagcagcagCGGTAATGGTGGGGAGGGTGGGTTTGCGATCCCTGTGTCAGAGGTGGAAATGTCAGGTTAGGCAGCACAGAGGAGCACTGCTGTGCGAC

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 1 3 1 125 TTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatc TTCCCTCACTGGTCTCTGGA ACAAACTGAGATGTAGCATGCAC 5 1 158 20 282 23 59,513 59,562 38,600 45,700 3,925,413 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 3 1 240 AAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCAAAAGTGCTTCTATTCTCAGCCTCA ACAAACTGAGATGTAGCATGCAC 116 1 43 24 282 23 60,020 59,562 38,600 45,700 7,457,948 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 3 1 242 TCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTTCAAAGTGCTTCTATTCTCAGCCT ACAAACTGAGATGTAGCATGCAC 118 1 41 24 282 23 60,020 59,562 45,800 45,700 7,457,948 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 1 219 TCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttTCACTGCCGCCTTTCATTCA ACAAACTGAGATGTAGCATGCAC 99 1 64 20 282 23 60,251 59,562 25,700 45,700 3,688,771 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 122 TTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatc TTCCCTCACTGGTCTCTGGA AACTGAGATGTAGCATGCACA 5 0 158 20 279 21 59,513 57,661 38,600 45,700 3,826,579 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 124 TTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatc TTCCCTCACTGGTCTCTGGA CAAACTGAGATGTAGCATGCACA 5 0 158 20 281 23 59,513 59,562 38,600 45,700 3,925,066 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 146 GGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGG GGAATTCCCAGTCTATCAGCCT AACTGAGATGTAGCATGCACA 27 0 134 22 279 21 59,292 57,661 45,800 45,700 6,047,579 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 147 AGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGAGGAATTCCCAGTCTATCAGCC AACTGAGATGTAGCATGCACA 28 0 133 22 279 21 59,292 57,661 48,500 45,700 6,047,579 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 148 GGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGG GGAATTCCCAGTCTATCAGCCT CAAACTGAGATGTAGCATGCACA 27 0 134 22 281 23 59,292 59,562 45,800 45,700 6,146,066 B 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 216 TCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttTCACTGCCGCCTTTCATTCA AACTGAGATGTAGCATGCACA 99 0 64 20 279 21 60,251 57,661 25,700 45,700 3,589,937 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 218 TCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttTCACTGCCGCCTTTCATTCA CAAACTGAGATGTAGCATGCACA 99 0 64 20 281 23 60,251 59,562 25,700 45,700 3,688,424 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 183 76 12 1.5 ACAG TATCTATCTATCTATCTATCTATCTATCTGTCTGTCTGNO 0 0 4 0 241 TCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTTCAAAGTGCTTCTATTCTCAGCCT CAAACTGAGATGTAGCATGCACA 118 0 41 24 281 23 60,020 59,562 45,800 45,700 7,457,601 F 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 30 229 12 2 ACAG CTCTCTCTCTTTCAAAGTGCTTCTATTCTCAGCCTCA NO 0 1 4 1 277 ATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAATCTTTGCGCCGTTGCATTT ACAAACTGAGATGTAGCATGCAC 4 1 6 20 282 23 60,038 59,562 23,200 45,700 3,476,430 G 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 30 229 12 2 ACAG CTCTCTCTCTTTCAAAGTGCTTCTATTCTCAGCCTCA NO 0 0 4 0 274 ATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAATCTTTGCGCCGTTGCATTT AACTGAGATGTAGCATGCACA 4 0 6 20 279 21 60,038 57,661 23,200 45,700 3,377,596 G 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr43_2 2 30 229 12 2 ACAG CTCTCTCTCTTTCAAAGTGCTTCTATTCTCAGCCTCA NO 0 0 4 0 276 ATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAATCTTTGCGCCGTTGCATTT CAAACTGAGATGTAGCATGCACA 4 0 6 20 281 23 60,038 59,562 23,200 45,700 3,476,084 G 282 GGCACATCTTTGCGCCGTTGCATTTGTCActctctctctTTCAAAGTGCTTCTATTCTCAGCCTCACTGCCGCCTTTCATTCAAACAATGCTCTGCCCtttttGAGTTGAAAGTAAGAATATTGGAAATAAAAGGAATTCCCAGTCTATCAGCCTTATTCCCTCACTGGTCTCTGGATAGTTtatctatctatctatctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtcTGTGCATGCTACATCTCAGTTTGT

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 1 1 3 28 253 AGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCAGGTTCCCTCGGATGGAATTG GGCCAGGCACTACAAGGTAA 28 163 121 21 373 20 59,787 59,673 23,200 28,500 1,539,862 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 3 26 251 GTTCCCTCGGATGGAATTGGATGATCCTGATTTCACGTTCCCTCGGATGGAATTGGA GGCCAGGCACTACAAGGTAA 26 163 123 21 373 20 59,788 59,673 35,300 28,500 1,538,875 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 105 287 ATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGATCAGCAGGCAGTTGAAGGG CTGCTCTGTGGTCAGGCAAA 121 105 29 20 315 20 60,323 60,536 39,500 36,800 0.858958 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 40 222 ATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGATCAGCAGGCAGTTGAAGGG GCCTGTCATACGCTCAGTCA 121 40 29 20 250 20 60,323 59,827 39,500 34,100 0.496659 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 32 141 TGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATGATAGGTTCCCTCGGATGGA TCTTCCTGCCTGTCATACGC 32 47 117 21 257 20 59,781 59,824 34,100 44,200 1,395,229 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 4 26 128 GTTCCCTCGGATGGAATTGGATGATCCTGATTTCACGTTCCCTCGGATGGAATTGGA GCCTGTCATACGCTCAGTCA 26 40 123 21 250 20 59,788 59,827 35,300 34,100 1,385,430 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 37 292 GGATGTGATAGGTTCCCTCGGATGGAATTGGATGAGGATGTGATAGGTTCCCTCGG TGCAGAAGAAATTACCATGGCAA 37 190 112 21 403 23 59,655 59,169 46,300 45,200 5,176,096 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 37 292 GGATGTGATAGGTTCCCTCGGATGGAATTGGATGAGGATGTGATAGGTTCCCTCGG TGCAGAAGAAATTACCATGGCA 37 191 112 21 403 22 59,655 58,571 46,300 49,200 4,774,255 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 37 293 GGATGTGATAGGTTCCCTCGGATGGAATTGGATGAGGATGTGATAGGTTCCCTCGG ATGCAGAAGAAATTACCATGGCA 37 191 112 21 404 23 59,655 58,975 46,300 49,200 5,370,124 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 104 283 AGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCAGCAGGCAGTTGAAGGGTTA TGCTCTGTGGTCAGGCAAAT 118 104 32 20 314 20 59,229 59,889 28,500 23,200 0.882188 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 104 286 ATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGATCAGCAGGCAGTTGAAGGG TGCTCTGTGGTCAGGCAAAT 121 104 29 20 314 20 60,323 59,889 39,500 23,200 0.434239 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 104 294 CCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAACCTTTCCTATCAGCAGGCAGT TGCTCTGTGGTCAGGCAAAT 128 104 21 21 314 20 59,789 59,889 44,000 23,200 1,322,519 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 104 295 ACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAACCTTTCCTATCAGCAGGCA TGCTCTGTGGTCAGGCAAAT 130 104 20 20 314 20 58,711 59,889 47,500 23,200 1,400,222 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 104 295 ACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAACCTTTCCTATCAGCAGGCAG TGCTCTGTGGTCAGGCAAAT 129 104 20 21 314 20 59,789 59,889 48,500 23,200 1,322,519 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 42 224 ATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGATCAGCAGGCAGTTGAAGGG CTGCCTGTCATACGCTCAGT 121 42 29 20 252 20 60,323 59,826 39,500 34,100 0.497567 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 41 223 ATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGATCAGCAGGCAGTTGAAGGG TGCCTGTCATACGCTCAGTC 121 41 29 20 251 20 60,323 59,827 39,500 35,100 0.496659 F 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 37 140 GGATGTGATAGGTTCCCTCGGATGGAATTGGATGAGGATGTGATAGGTTCCCTCGG TGCCTGTCATACGCTCAGTC 37 41 112 21 251 20 59,655 59,827 46,300 35,100 1,518,244 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 37 243 GGATGTGATAGGTTCCCTCGGATGGAATTGGATGAGGATGTGATAGGTTCCCTCGG AAGCTGAGCAAAGCAAAGGC 37 144 112 21 354 20 59,655 59,967 46,300 43,500 1,377,853 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 32 140 TGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATGATAGGTTCCCTCGGATGGA CTTCCTGCCTGTCATACGCT 32 46 117 21 256 20 59,781 59,823 34,100 50,700 1,396,148 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 32 238 TGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATGATAGGTTCCCTCGGATGGA AAGCTGAGCAAAGCAAAGGC 32 144 117 21 354 20 59,781 59,967 34,100 43,500 1,252,559 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 28 234 AGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCAGGTTCCCTCGGATGGAATTG AAGCTGAGCAAAGCAAAGGC 28 144 121 21 354 20 59,787 59,967 23,200 43,500 1,246,025 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 129 GTTCCCTCGGATGGAATTGGATGATCCTGATTTCACGTTCCCTCGGATGGAATTGGA TGCCTGTCATACGCTCAGTC 26 41 123 21 251 20 59,788 59,827 35,300 35,100 1,385,430 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 130 GTTCCCTCGGATGGAATTGGATGATCCTGATTTCACGTTCCCTCGGATGGAATTGGA CTGCCTGTCATACGCTCAGT 26 42 123 21 252 20 59,788 59,826 35,300 34,100 1,386,338 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr440_3 3 170 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 6 26 232 GTTCCCTCGGATGGAATTGGATGATCCTGATTTCACGTTCCCTCGGATGGAATTGGA AAGCTGAGCAAAGCAAAGGC 26 144 123 21 354 20 59,788 59,967 35,300 43,500 1,245,039 A 408 TCAGCCCTGTAAGATTGCAACCTTTCCTATCAGCAGGCAGTTGAAGGGTTAAATAAAATCCAGGCCTAATTCCaaaaaaaTTGGCAATAATGCATCCGTAAGGAATCTCCTGGATGTGATAGGTTCCCTCGGATGGAATTGGATGATCCTGATTTCACTGCGGAAAGAGcctcctcctcctcctcctcctCCCCACTTGACCCAATCCAAACAGTTTGCTGTGCTTTCTCTGACTGAGCGTATGACAGGCAGGAAGACAGAACCCCTTCAATCTCAAAGAAAGATGTTGGGATTATTTGCCTGACCACAGAGCAGCTGCTGTACGCTTTCCTCAGCCTTTGCTTTGCTCAGCTTTACCTTGTAGTGCCTGGCCTTGCCTGTTGCCATGGTAATTTCTTCTGCATTGCA

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 2 53 170 GGGACTGAACTCCGGACAAGGTTATAACAGTTTGT GGGACTGAACTCCGGACAAG GTGGAGGACAACAGGGTCAG 53 56 28 20 197 20 60,037 59,965 31,600 35,100 0.072690 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 2 52 169 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG GTGGAGGACAACAGGGTCAG 52 56 29 20 197 20 60,037 59,965 36,100 35,100 0.072690 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 2 7 120 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG GGATCGACCCAGACATCACC 52 7 29 20 148 20 60,037 59,895 36,100 40,200 0.142272 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 2 7 121 GGGACTGAACTCCGGACAAGGTTATAACAGTTTGT GGGACTGAACTCCGGACAAG GGATCGACCCAGACATCACC 53 7 28 20 148 20 60,037 59,895 31,600 40,200 0.142272 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 53 216 GGGACTGAACTCCGGACAAGGTTATAACAGTTTGT GGGACTGAACTCCGGACAAG GTCTCCTCCCAAGGCGTTAG 53 102 28 20 243 20 60,037 59,824 31,600 23,400 0.213222 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 53 273 GGGACTGAACTCCGGACAAGGTTATAACAGTTTGT GGGACTGAACTCCGGACAAG GCACGTGAGATGCAACTAACC 53 158 28 20 300 21 60,037 59,871 31,600 28,500 1,165,925 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 52 215 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG GTCTCCTCCCAAGGCGTTAG 52 102 29 20 243 20 60,037 59,824 36,100 23,400 0.213222 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 52 225 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG TTAAGAGCCCGTCTCCTCCC 52 112 29 20 253 20 60,037 60,687 36,100 43,000 0.724001 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 52 270 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG ACGTGAGATGCAACTAACCGA 52 156 29 20 298 21 60,037 59,729 36,100 46,900 1,308,612 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 52 272 GGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCGGACTGAACTCCGGACAAGG GCACGTGAGATGCAACTAACC 52 158 29 20 300 21 60,037 59,871 36,100 28,500 1,165,925 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 9 126 AGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtAGCTTGGTTGTTGCGTAGGT GTGGAGGACAACAGGGTCAG 9 56 72 20 197 20 60,179 59,965 30,800 35,100 0.214486 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr443_2 2 101 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 9 172 AGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtAGCTTGGTTGTTGCGTAGGT GTCTCCTCCCAAGGCGTTAG 9 102 72 20 243 20 60,179 59,824 30,800 23,400 0.355018 A 318 GTTAACACAAGCCCATTTTCAGAAAACGGGACTGAACTCCGGACAAGGTTATAACAGTTTGTTCAGCCTTTAGCTTGGTTGTTGCGTAGGTCCCTGTAACggtggtggtggtggtggtggtAGGCAGTGGTGATGTCTGGGTCGATCCTGTGGGCAAATGCGCCATAACCCACTGGCCTGACCCTGTTGTCCTCCACTCGTGCACCTTTCCCAGCCTTGCTGGCTAACGCCTTGGGAGGAGACGGGCTCTTAATGTATTGGGGCCATTGTAAAATCCTCGGTTAGTTGCATCTCACGTGCtttttCCACAGCCCCAGG

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 1 1 15 2 139 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATAC CTATCTGCCTGTCTGCCTGC 2 30 59 21 197 20 58,485 60,532 22,400 48,500 3,047,220 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 0 0 16 1 120 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATACA CCTGGCTGTCCGTCTCTATC 1 11 59 22 178 20 60,159 59,329 22,900 20,800 2,829,785 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 0 0 16 1 139 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATACA CTATCTGCCTGTCTGCCTGC 1 30 59 22 197 20 60,159 60,532 22,900 48,500 2,690,952 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 0 0 16 1 140 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATACA TCTATCTGCCTGTCTGCCTG 1 31 59 22 198 20 60,159 58,882 22,900 48,500 3,276,528 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 0 0 16 1 141 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATACA GTCTATCTGCCTGTCTGCCT 1 32 59 22 199 20 60,159 58,881 22,900 47,500 3,277,372 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr445_2 2 82 66 8 2 ACAG AGACAGACAGACAAAGAGAGAGAGAGACAGAGAANO 0 0 16 1 142 gggagagagagGCAGAGATACAGagacagacagacAAagGGGAGAGAGAGGCAGAGATACA TGTCTATCTGCCTGTCTGCC 1 33 59 22 200 20 60,159 59,173 22,900 48,500 2,985,249 G 204 AAAGATACAGTCTTAAGACaaaaaaaTTACATCTACCCCACAATTGGAACAAGGGTgggggagagagagGCAGAGATACAGagacagacagacAAagagagagagagACAGAGAAacagacagacagacagacagacagacagacagACAAACagagagATAGAGACGGACAGCCAGGCAGGCAGACAGGCAGATAGACAGGTA

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 1 1 2 11 261 CAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgct CAGGGAGGAACAGTGGGTGT CAGCTGCCTTGGTGAGATCT 11 189 59 20 319 20 61,419 59,748 41,600 27,500 1,671,387 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 12 91 CAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgct CAGGGAGGAACAGTGGGTG AGTGCCACTCTTCCATGAGC 12 19 59 19 149 20 59,624 60,036 46,100 42,600 1,412,096 A 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 12 140 CAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgct CAGGGAGGAACAGTGGGTG CCTTTCAGCACTGTCCACCT 12 68 59 19 198 20 59,624 59,891 46,100 40,000 1,485,809 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 12 261 CAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgct CAGGGAGGAACAGTGGGTG CAGCTGCCTTGGTGAGATCT 12 189 59 19 319 20 59,624 59,748 46,100 27,500 1,628,945 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 90 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT AGTGCCACTCTTCCATGAGC 11 19 60 19 149 20 60,074 60,036 41,600 42,600 1,109,336 A 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 92 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT CCAGTGCCACTCTTCCATGA 11 21 60 19 151 20 60,074 59,674 41,600 30,700 1,399,639 A 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 137 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT TTTCAGCACTGTCCACCTGG 11 66 60 19 196 20 60,074 60,179 41,600 44,500 1,252,727 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 139 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT CCTTTCAGCACTGTCCACCT 11 68 60 19 198 20 60,074 59,891 41,600 40,000 1,183,048 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 140 CAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgct CAGGGAGGAACAGTGGGTGT CCTTTCAGCACTGTCCACCT 11 68 59 20 198 20 61,419 59,891 41,600 40,000 1,528,250 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 148 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT TCTCTGGCACCTTTCAGCAC 11 77 60 19 207 20 60,074 60,250 41,600 44,000 1,324,173 F 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 149 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT CTCTCTGGCACCTTTCAGCA 11 78 60 19 208 20 60,074 59,964 41,600 44,100 1,109,587 F 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 3 11 260 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT CAGCTGCCTTGGTGAGATCT 11 189 60 19 319 20 60,074 59,748 41,600 27,500 1,326,185 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 4 11 98 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT TCTCTCCCAGTGCCACTCTT 11 27 60 19 157 20 60,074 60,179 41,600 28,500 1,252,627 F 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 4 11 140 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT ACCTTTCAGCACTGTCCACC 11 69 60 19 199 20 60,074 60,179 41,600 46,100 1,252,724 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 5 53 300 TCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTTCTTCCAGCAAAGGTAATGAGA GCCTTGGTGAGATCTAAACCAGT 53 181 15 22 314 23 57,091 60,308 32,700 40,000 8,216,363 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 5 53 300 TCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTTCTTCCAGCAAAGGTAATGAGA GCCTTGGTGAGATCTAAACCA 53 183 15 22 314 21 57,091 57,650 32,700 36,700 8,258,821 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 5 11 217 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT GCCTGGGCTCTCGATTACTAG 11 145 60 19 276 21 60,074 59,729 41,600 25,700 2,344,808 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 6 53 300 TCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTTCTTCCAGCAAAGGTAATGAGA GCCTTGGTGAGATCTAAACCAG 53 182 15 22 314 22 57,091 58,726 32,700 40,000 8,182,889 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 6 11 217 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT GCCTGGGCTCTCGATTACTA 11 146 60 19 276 20 60,074 58,671 41,600 18,200 2,402,962 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr448_2 2 90 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG CTG_90_110 0 0 7 11 216 AGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctg AGGGAGGAACAGTGGGTGT CCTGGGCTCTCGATTACTAGC 11 144 60 19 275 21 60,074 59,729 41,600 34,200 2,344,808 B 337 CCTAtttttGGTTTTCTTCCAGCAAAGGTAATGAGATTAGAGAATTATCTCGGGGCGGCAGGGAGGAACAGTGGGTGTTGAGAGTATCTctgctgctgctgctgctgctgCCTTGCCTCGTATCTTGTGGCTCATGGAAGAGTGGCACTGGgagagaGTAGGTTGTACTTGATGTCCCAGGTGGACAGTGCTGAAAGGTGCCagagagagCAAAACTTAATGCAGATGGGGAGACATAGTGATAATACCACTAGGCTAGTAATCGAGAGCCCAGGCTAATGCTCTGGGGATACTGGTTTAGATCTCACCAAGGCAGCTGGTGGATTTTAAATTCAAT

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 1 1 5 77 290 ACTGTATGGGCTGCAGATCACATCGCGCAATCCACAACTGTATGGGCTGCAGATCAC AGTCACAACTTCTGCCTATGC 77 131 33 21 322 21 60,134 58,295 30,600 31,400 3,838,852 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 6 78 290 ACTGTATGGGCTGCAGATCACATCGCGCAATCCACAACTGTATGGGCTGCAGATCA AGTCACAACTTCTGCCTATGCA 78 130 33 20 322 22 58,793 59,961 29,200 39,600 3,245,830 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 6 77 290 ACTGTATGGGCTGCAGATCACATCGCGCAATCCACAACTGTATGGGCTGCAGATCAC AGTCACAACTTCTGCCTATGCA 77 130 33 21 322 22 60,134 59,961 30,600 39,600 3,173,232 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 6 65 277 CAGATCACATCGCGCAATCCACAGTGCAGTGAGTtaCAGATCACATCGCGCAATCC AGTCACAACTTCTGCCTATGCA 65 130 46 20 322 22 59,766 59,961 30,100 39,600 2,273,058 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 6 64 276 AGATCACATCGCGCAATCCACAGTGCAGTGAGTtac AGATCACATCGCGCAATCCA AGTCACAACTTCTGCCTATGCA 64 130 47 20 322 22 60,179 59,961 34,100 39,600 2,218,027 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 6 63 275 GATCACATCGCGCAATCCACAGTGCAGTGAGTtacc GATCACATCGCGCAATCCAC AGTCACAACTTCTGCCTATGCA 63 130 48 20 322 22 60,042 59,961 40,200 39,600 2,080,790 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 8 65 234 CAGATCACATCGCGCAATCCACAGTGCAGTGAGTtaCAGATCACATCGCGCAATCC ACAGTGAACTGACCACTTTCCA 65 87 46 20 279 22 59,766 59,761 30,100 35,300 2,472,753 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 8 64 233 AGATCACATCGCGCAATCCACAGTGCAGTGAGTtac AGATCACATCGCGCAATCCA ACAGTGAACTGACCACTTTCCA 64 87 47 20 279 22 60,179 59,761 34,100 35,300 2,417,722 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 8 63 232 GATCACATCGCGCAATCCACAGTGCAGTGAGTtacc GATCACATCGCGCAATCCAC ACAGTGAACTGACCACTTTCCA 63 87 48 20 279 22 60,042 59,761 40,200 35,300 2,280,485 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 8 15 114 TACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctTACATGCCTACACGCTTGCC AGACAAACAGAGAAGAGAAGGAA 15 16 96 20 209 23 60,743 57,122 45,200 33,600 6,621,396 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 8 15 184 TACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctTACATGCCTACACGCTTGCC ACAGTGAACTGACCACTTTCCA 15 87 96 20 279 22 60,743 59,761 45,200 35,300 2,981,636 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 10 16 115 cTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCcCTACATGCCTACACGCTTGC AGACAAACAGAGAAGAGAAGGAA 16 16 95 20 209 23 59,347 57,122 40,100 33,600 6,530,999 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 10 16 116 cTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCcCTACATGCCTACACGCTTGC AAGACAAACAGAGAAGAGAAGGA 16 17 95 20 210 23 59,347 57,122 40,100 33,600 6,530,999 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 10 16 185 cTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCcCTACATGCCTACACGCTTGC ACAGTGAACTGACCACTTTCCA 16 87 95 20 279 22 59,347 59,761 40,100 35,300 2,891,238 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr44_2 2 131 40 10 1 AGAT CTATCTATCTATCTATCTATCTATCTATCTATCTATCT NO 0 0 12 18 187 accTACATGCCTACACGCTTGCCTGCCCACCTGCCTGACCTACATGCCTACACGCTT ACAGTGAACTGACCACTTTCCA 18 87 93 20 279 22 59,097 59,761 46,800 35,300 3,141,177 F 332 CGCCCCAAGTGTTACAACTTCCAGCATTGTATACTGTATGGGCTGCAGATCACATCGCGCAATCCACAGTGCAGTGAGTtacctacctacctaccTACATGCCTACACGCTTGCCTGCCCACCTGCCTGCctatctatctatctatctatctatctatctatctatctatATTTAtttttCTTTCTTTCCTTCTCTTCTCTGTTTGTCTTTCTTCTCAGTCTTTCAAATATTGACTGACCTGTTATGGAttttttGATGGAAAGTGGTCAGTTCACTGTCCAAACACAACTAAGGAGTATTGCATAGGCAGAAGTTGTGACTTCTATACCTG

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 1 3 25 192 TGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGCTGGTGTTCCATTTCTCTCA CCACATTTCTGGCTGGGTGT 25 104 202 22 393 20 59,894 60,540 32,700 41,600 2,646,703 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 25 196 TGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGCTGGTGTTCCATTTCTCTCA TGACCCACATTTCTGGCTGG 25 108 202 22 397 20 59,894 60,251 32,700 48,500 2,357,635 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 25 197 TGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGCTGGTGTTCCATTTCTCTCA GTGACCCACATTTCTGGCTG 25 109 202 22 398 20 59,894 59,116 32,700 48,500 2,990,172 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 130 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT TTAACAGCATGCGAGCCCAT 0 68 228 21 357 20 59,582 60,394 35,500 40,000 1,811,733 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 133 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT GACTTAACAGCATGCGAGCC 0 71 228 21 360 20 59,582 59,625 35,500 47,000 1,792,623 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 134 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT GGACTTAACAGCATGCGAGC 0 72 228 21 361 20 59,582 59,625 35,500 50,300 1,792,623 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 158 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT CTGGCTGGGTGTATGCTCAA 0 96 228 21 385 20 59,582 60,035 35,500 30,200 1,452,669 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 160 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT TTCTGGCTGGGTGTATGCTC 0 98 228 21 387 20 59,582 59,747 35,500 42,600 1,670,561 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr450_2 2 249 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 0 170 tcCAATCACAGCACTGACAGTcagcagcagcagcagcag TCCAATCACAGCACTGACAGT TGACCCACATTTCTGGCTGG 0 108 228 21 397 20 59,582 60,251 35,500 48,500 1,668,814 F 398 TTGGGGCCAGATTTTGAGGGCTCACCTCAATCTGTGGCCACTTGGCCCCACCCCTTTTGgagagaGTTTCTTGAGGGCCTCCAGGCCCAATGCAGAACCATGACATCACTcccccTGTCGAAATCCAAGACTAAAGACTCCAGCAACACATCAGTGAACTGCAGAGCCCTGTCTCTTtctctctctctctctctctctctcTGCTGGTGTTCCATTtctctcAtctctcCAATCACAGCACTGACAGTcagcagcagcagcagcagcagCCTGtttttATTCAATGTAGCTTCCCTTTAAGAGGGACTACCGTTAGGAGCTGGAGGCTAGATAGAACATGGGCTCGCATGCTGTTAAGTCCATTGTTGAGCATACACCCAGCCAGAAATGTGGGTCAC

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 1 1 2 10 137 AATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAATCTGAGACGATTCCGCCC ACTTCCTTCACAAGTCCAATTTGG 47 10 107 20 243 24 59,895 59,658 61,300 32,800 4,447,131 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 2 9 134 AATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAATCTGAGACGATTCCGCCC TCCTTCACAAGTCCAATTTGGA 47 9 107 20 240 22 59,895 57,822 61,300 35,300 4,282,576 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 55 201 cACCCATTCCGGCACTTACCGCAAATCTGAGACGAT CACCCATTCCGGCACTTACC AGCCTGCTATTCTCCACCAA 70 55 84 20 284 20 61,030 58,711 28,500 36,700 2,319,108 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 55 202 ccACCCATTCCGGCACTTACCGCAAATCTGAGACGA CCACCCATTCCGGCACTTA AGCCTGCTATTCTCCACCAA 72 55 83 19 284 20 59,698 58,711 22,400 36,700 2,590,784 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 55 202 ccACCCATTCCGGCACTTACCGCAAATCTGAGACGA CCACCCATTCCGGCACTTAC AGCCTGCTATTCTCCACCAA 71 55 83 20 284 20 61,030 58,711 23,400 36,700 2,319,108 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 55 268 CGGGTTTGGGACGATACGATGTGAAAACTCACCAT CGGGTTTGGGACGATACGAT AGCCTGCTATTCTCCACCAA 137 55 17 20 284 20 59,896 58,711 37,300 36,700 1,392,732 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 55 277 ATAATGTGGCGGGTTTGGGACGATACGATGTGAAAATAATGTGGCGGGTTTGGGA AGCCTGCTATTCTCCACCAA 146 55 8 20 284 20 59,667 58,711 43,700 36,700 1,622,472 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 54 268 CGGGTTTGGGACGATACGATGTGAAAACTCACCAT CGGGTTTGGGACGATACGAT AGCCTGCTATTCTCCACCAAA 137 54 17 20 284 21 59,896 59,365 37,300 32,800 1,739,059 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 47 178 AATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAATCTGAGACGATTCCGCCC AGCCTGCTATTCTCCACCAA 47 55 107 20 284 20 59,895 58,711 61,300 36,700 1,394,200 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 37 168 GATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaGATTCCGCCCTGAAGCTCAA AGCCTGCTATTCTCCACCAA 37 55 117 20 284 20 60,393 58,711 30,200 36,700 1,682,158 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 32 163 CGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCA CGCCCTGAAGCTCAACATTC AGCCTGCTATTCTCCACCAA 32 55 122 20 284 20 59,551 58,711 26,700 36,700 1,738,548 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr451_2 2 174 36 7 1.5 AAT TATTATTATTATTATTATTATTAATAATAATAATAA NO 0 0 4 9 124 GATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaGATTCCGCCCTGAAGCTCAA TCCTTCACAAGTCCAATTTGGA 37 9 117 20 240 22 60,393 57,822 30,200 35,300 4,570,535 F 284 TGCATAAATAATGTGGCGGGTTTGGGACGATACGATGTGAAAACTCACCATCACGGCCGACGGTTAAAACATCGTTTTAcccccACCCATTCCGGCACTTACCGCAAATCTGAGACGATTCCGCCCTGAAGCTCAACATTCCAAATTCCaaaaaTTCACAAGCCTCTGAGTTAtattattattattattattattaataataataataaTCATCTCAGTCCAAATTGGACTTGTGAAGGAAGTCTTAAGTAACACAATTTAtttttGGTGGAGAATAGCAGGCT

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 1 1 2 65 240 AGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAAGTTCTGTTGAAGGGTCATTCG ATTCAGGTGCTTTGAAAGGAAACA 65 102 22 22 261 24 58,597 59,595 33,400 28,300 7,808,396 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 3 64 240 AGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAAGTTCTGTTGAAGGGTCATTCGG ATTCAGGTGCTTTGAAAGGAAACA 64 102 22 23 261 24 60,807 59,595 43,000 28,300 8,212,567 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 3 64 240 GTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAAGTTCTGTTGAAGGGTCATTCGG TATTCAGGTGCTTTGAAAGGAAACA 64 102 23 22 262 25 59,516 59,404 43,000 28,300 8,080,625 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 3 23 121 ACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAACTGTGTTCCTCTCTGCAGC CACACTTACTCCAGGCTGCA 31 23 58 20 178 20 59,965 59,965 52,500 44,100 0.069933 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 31 180 ACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAACTGTGTTCCTCTCTGCAGC TGGCCCTACACAAATGCTCA 31 82 58 20 237 20 59,965 59,596 52,500 42,600 0.438272 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 31 192 ACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAACTGTGTTCCTCTCTGCAGC TGAAAGGAAACATGGCCCTACA 31 92 58 20 249 22 59,965 59,891 52,500 27,400 2,143,744 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 30 179 CTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGCTGTGTTCCTCTCTGCAGCT TGGCCCTACACAAATGCTCA 30 82 59 20 237 20 59,679 59,596 42,400 42,600 0.724677 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 29 178 TGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAG TGTGTTCCTCTCTGCAGCTG TGGCCCTACACAAATGCTCA 29 82 60 20 237 20 59,966 59,596 42,400 42,600 0.438132 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 29 190 TGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAG TGTGTTCCTCTCTGCAGCTG TGAAAGGAAACATGGCCCTACA 29 92 60 20 249 22 59,966 59,891 42,400 27,400 2,143,604 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 23 119 TGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAG TGTGTTCCTCTCTGCAGCTG CACACTTACTCCAGGCTGCA 29 23 60 20 178 20 59,966 59,965 42,400 44,100 0.069793 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 4 14 110 TGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAG TGTGTTCCTCTCTGCAGCTG TCCAGGCTGCAATGGAAACT 29 14 60 20 169 20 59,966 59,887 42,400 26,600 0.147471 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr457_2 2 109 27 9 1 AAC TTGTTGTTGTTGTTGTTGTTGTTGTTG NO 0 0 6 31 190 ACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAACTGTGTTCCTCTCTGCAGC AAAGGAAACATGGCCCTACACA 31 90 58 20 247 22 59,965 60,158 52,500 37,200 2,193,001 F 262 ACctctctTCTAtttttACTTAGTTCTGTTGAAGGGTCATTCGGATTCGAAACGTTAACTGTGTTCctctctGCAGCTGCTGCCAGACCTGCTGAGtttttCCAGGTAttgttgttgttgttgttgttgttgttgAATATGTCACTCCCAGTTTCCATTGCAGCCTGGAGTAAGTGTGCCAAATGGCAGGTTTGTTCATTATTCACAAGTTAGGAATTGAGCATTTGTGTAGGGCCATGTTTCCTTTCAAAGCACCTGAATA

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 1 1 2 75 240 AGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTAGGTTCGTGGTTATAGCGCC GCAGTCTCCAGCCACTTAGG 75 104 43 20 282 20 60,179 60,108 65,300 26,900 0.287037 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 Feb‐75 75 270 AGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTAGGTTCGTGGTTATAGCGCC GAGACATCCTGAGCACCCAC 75 134 43 20 312 20 60,179 60,108 65,300 46,100 0.287037 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 75 272 AGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTAGGTTCGTGGTTATAGCGCC CTGAGACATCCTGAGCACCC 75 136 43 20 314 20 60,179 59,822 65,300 46,100 0.356696 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 64 200 AGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTAGGTTCGTGGTTATAGCGCC AGATCGCACTGGAGGAGAGT 75 64 43 20 242 20 60,179 60,034 65,300 32,400 0.212692 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 59 185 TTATAGCGCCCACTGCATCGTGAACTGCTACTTCAC TTATAGCGCCCACTGCATCG GCACTGGAGGAGAGTTGGAG 65 59 53 20 237 20 60,600 59,751 38,400 38,600 0.848834 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 59 195 AGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTAGGTTCGTGGTTATAGCGCC GCACTGGAGGAGAGTTGGAG 75 59 43 20 237 20 60,179 59,751 65,300 38,600 0.427934 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 56 181 CCACTGCATCGTGAACTGCTACTTCACCCCTATCCCACCACTGCATCGTGAACTGCT AGATCGCACTGGAGGAGAGT 56 64 62 20 242 20 60,952 60,034 42,400 32,400 0.986098 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 29 139 CGTGAACTGCTACTTCACCCCTATCCCATTGTCACTACGTGAACTGCTACTTCACCC TCAGCTATTCTCACTCACTGCA 47 29 71 20 209 22 58,571 59,172 46,100 44,100 4,257,383 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 29 139 TCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTTCGTGAACTGCTACTTCACCC CAGCTATTCTCACTCACTGCA 47 29 70 21 208 21 59,999 57,757 46,100 44,100 4,243,055 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 23 133 TCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTTCGTGAACTGCTACTTCACCC TTCTCACTCACTGCATTCCAA 47 23 70 21 202 21 59,999 57,510 46,100 35,300 4,490,946 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 91 290 TGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCTGAAGAGCCAGAATGCAGGT CCCTGAGACATCCTGAGCAC 91 138 27 20 316 20 59,305 59,822 40,000 44,000 0.872376 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 59 187 GGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCGGTTATAGCGCCCACTGCAT GCACTGGAGGAGAGTTGGAG 67 59 51 20 237 20 60,535 59,751 39,600 38,600 0.783945 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 88 291 AGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCA AGAGCCAGAATGCAGGTTCG ATGGCCCTGAGACATCCTGA 88 142 30 20 320 20 60,392 60,327 39,500 38,600 0.719097 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 88 292 AGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCA AGAGCCAGAATGCAGGTTCG AATGGCCCTGAGACATCCTG 88 143 30 20 321 20 60,392 59,450 39,500 38,600 0.942144 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr459_2 2 138 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 64 213 AGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCA AGAGCCAGAATGCAGGTTCG AGATCGCACTGGAGGAGAGT 88 64 30 20 242 20 60,392 60,034 39,500 32,400 0.425794 B 353 ATCCAGGTTCTAAATGTCCCATTGACTGAAGAGCCAGAATGCAGGTTCGTGGTTATAGCGCCCACTGCATCGTGAACTGCTACTTCACCCCTATCCCATTGTCACTAGAGCTTGTTACTgagagaTGTTGTGTCACAaataataataataataataatGATGAGCATGCTCTATTCATGAATTGGAATGCAGTGAGTGAGAATAGCTGATCGTCANCCTCCAACTCTCCTCCAGTGCGATCTGGATGCAGTAACAAGAGGGGCCTAAGTGGCTGGAGACTGCACTGGCGGCAGTGGGTGCTCAGGATGTCTCAGGGCCATTTTGAGCTCTACGCATTACAAACCGGCAATGAT

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 1 1 3 20 131 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG AAGAGGCTAACCCTTGTCCC 20 44 106 20 236 20 59,471 59,007 48,500 44,600 1,522,073 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 3 20 132 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG CAAGAGGCTAACCCTTGTCCC 20 44 106 20 237 21 59,471 60,340 48,500 44,600 1,869,492 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 3 20 133 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG ACAAGAGGCTAACCCTTGTCC 20 45 106 20 238 21 59,471 59,649 48,500 40,200 1,880,728 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 4 106 293 TACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGT TACCACTGTCCCAACTGCTG ACACTGCACATTCGGTCTGT 106 120 20 20 312 20 59,604 59,893 44,100 34,100 0.503143 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 4 104 277 TACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGT TACCACTGTCCCAACTGCTG CTGTCAAAGAGCAGCTGTGG 106 104 20 20 296 20 59,604 59,127 44,100 41,700 1,269,489 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 4 20 171 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG CCCACAGCCATTCATGTCTC 20 84 106 20 276 20 59,471 58,613 48,500 33,600 1,915,911 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 4 20 207 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG ACACTGCACATTCGGTCTGT 20 120 106 20 312 20 59,471 59,893 48,500 34,100 0.636086 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 5 82 270 AGCTGTGCCTAGTGATTCACCAGATGAAGACctctct AGCTGTGCCTAGTGATTCACC ACACTGCACATTCGGTCTGT 82 120 43 21 312 20 60,066 59,893 40,200 34,100 1,172,562 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 5 20 171 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG CCCACAGCCATTCATGTCTCT 20 83 106 20 276 21 59,471 60,065 48,500 31,000 1,594,284 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 106 291 TACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGT TACCACTGTCCCAACTGCTG ACTGCACATTCGGTCTGTCA 106 118 20 20 310 20 59,604 59,607 44,100 35,800 0.789142 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 106 295 TACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGT TACCACTGTCCCAACTGCTG TCACACTGCACATTCGGTCT 106 122 20 20 314 20 59,604 59,607 44,100 38,500 0.789142 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 85 258 TACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGT TACCACTGTCCCAACTGCTG GCCCACAGCCATTCATGTCT 106 85 20 20 277 20 59,604 60,682 44,100 34,100 1,078,644 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 20 172 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG GCCCACAGCCATTCATGTCT 20 85 106 20 277 20 59,471 60,682 48,500 34,100 1,211,587 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 20 205 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG ACTGCACATTCGGTCTGTCA 20 118 106 20 310 20 59,471 59,607 48,500 35,800 0.922084 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr45_2 2 146 27 9 1 ATC CATCATCATCATCATCATCATCATCAT NO 0 0 6 20 209 GGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAA GGTGGCATTCTTTGAGCTGG TCACACTGCACATTCGGTCT 20 122 106 20 314 20 59,471 59,607 48,500 38,500 0.922084 F 353 TGGTCTCTGTATCATCCTTTACCACTGTCCCAACTGCTGCACAGCTGTGCCTAGTGATTCACCAGATGAAGACctctctTTTAACCAACATTTaaaaaaaCACATGGTGGCATTCTTTGAGCTGGTAGGGTCAGTTTGAAAGATGcatcatcatcatcatcatcatcatcatCTCTTCAAGttttttAACATCTTCTGCTCCTGAAATGAAAGAgggggACAAGGGTTAGCCTCTTGTGaaaaaaGGAAGAGCagagagACATGAATGGCTGTGGGCCACAGCTGCTCTTTGACAGACCGAATGTGCAGTGTGAGATAGAAGTAAGAATGGAGAAAGTGTATGTGCAGAAGGA

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 1 1 Dec‐75 0 138 GCATCAACAACTGGAGAAGCATCAGTagcagcagcag GCATCAACAACTGGAGAAGCA TGATGTTGCTCCTGCTGCTT 5 0 12 21 149 20 59,118 60,251 39,100 39,100 2,133,006 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 0 0 Dec‐75 0 139 AGCATCAACAACTGGAGAAGCATCAGTagcagcagcaAGCATCAACAACTGGAGAAGC TGATGTTGCTCCTGCTGCTT 6 0 11 21 149 20 58,842 60,251 38,600 39,100 2,408,770 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 0 0 Dec‐75 0 142 AGCAGCATCAACAACTGGAGAAGCATCAGTagcagc AGCAGCATCAACAACTGGAGA TGATGTTGCTCCTGCTGCTT 9 0 8 21 149 20 59,927 60,251 37,100 39,100 1,323,839 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 0 0 Dec‐75 0 143 CAGCAGCATCAACAACTGGAGAAGCATCAGTagcagCAGCAGCATCAACAACTGGAG TGATGTTGCTCCTGCTGCTT 10 0 7 21 149 20 59,801 60,251 38,600 39,100 1,450,360 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 0 0 Dec‐75 0 144 TCAGCAGCATCAACAACTGGAGAAGCATCAGTagcaTCAGCAGCATCAACAACTGGA TGATGTTGCTCCTGCTGCTT 11 0 6 21 149 20 60,203 60,251 38,600 39,100 1,453,827 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr461_2 2 38 92 8 2 AGC AGCAGCAGCAGCAGCAGCANCAGCAGCAGCAGCA AGC_38_55 0 0 14.75 1 139 GCATCAACAACTGGAGAAGCATCAGTagcagcagcag GCATCAACAACTGGAGAAGCA CTGATGTTGCTCCTGCTGCT 5 1 12 21 150 20 59,118 60,677 39,100 42,400 2,559,071 D 153 CAACATCAGCAGCATCAACAACTGGAGAAGCATCAGTagcagcagcagcagcagcANcagcagcagcagcagcagcagcagCANcagcagcagNAGCAGCANNNNNNACNNcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAG

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 1 1 2 15 216 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT GTGCCGCTTCTTCACGAAAG 15 137 18 20 233 20 60,032 60,111 39,500 26,200 0.142460 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 15 269 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT TCTTTCATGCGCCAGCTCTG 15 190 18 20 286 20 60,032 61,023 39,500 33,500 1,054,798 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 15 277 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT TTACCCGGTCTTTCATGCGC 15 198 18 20 294 20 60,032 61,022 39,500 60,900 1,054,267 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 3 27 290 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCAG TTACCCGGTCTTTCATGCGC 27 198 5 21 294 20 60,475 61,022 38,600 60,900 2,497,484 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 28 290 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCA TTACCCGGTCTTTCATGCGC 28 198 5 20 294 20 59,456 61,022 34,100 60,900 1,566,673 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 28 291 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCA TTTACCCGGTCTTTCATGCG 28 199 5 20 295 20 59,456 58,555 34,100 47,300 1,989,058 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 15 188 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT AGGTTCCAGTCGGTCATGTC 15 109 18 20 205 20 60,032 59,391 39,500 30,600 0.640456 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 15 212 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT CGCTTCTTCACGAAAGCCAC 15 133 18 20 229 20 60,032 60,111 39,500 50,100 0.142460 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 15 270 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT GTCTTTCATGCGCCAGCTCT 15 191 18 20 287 20 60,032 61,024 39,500 40,900 1,055,330 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 2 94 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCA GCCAAACACACCTCTCCCTC 28 2 5 20 98 20 59,456 60,607 34,100 43,000 1,150,895 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 22 174 CACCAATCCATCCAGCCCATTTCCCTTcccccccTGAggCACCAATCCATCCAGCCCAT CACACCTCCTGCTCCAACAG 22 88 11 20 184 20 60,106 60,605 40,000 31,600 0.710643 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 15 167 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT CACACCTCCTGCTCCAACAG 15 88 18 20 184 20 60,032 60,605 39,500 31,600 0.636597 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 15 203 CCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggCCATCCAGCCCATTTCCCTT ACGAAAGCCACTGGAAGGTT 15 124 18 20 220 20 60,032 59,817 39,500 35,000 0.214592 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 1 93 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCA CCAAACACACCTCTCCCTCC 28 1 5 20 97 20 59,456 59,963 34,100 43,000 0.581097 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr462_2 2 53 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 0 92 cccGTACACCAATCCATCCAGCCCATTTCCCTTccccccCCCGTACACCAATCCATCCA CAAACACACCTCTCCCTCCC 28 0 5 20 96 20 59,456 59,963 34,100 43,000 0.581097 F 308 AccccccGTACACCAATCCATCCAGCCCATTTCCCTTcccccccTGAgggggggaggaggaggaggaggaggaggaGGGAGGGAGAGgtgtgtTTGGCGCTGGTTGTGCCGAGTGGAGTcgggccgggccgggcAGCATGGCCTGCGCCAGCCTGCTGGAGGACCTGTTGGAGCAGGAGGTGTGCGACATGACCGACTGGAACCTTCCAGTGGCTTTCGTGAAGAAGCGGCACTCGGAGAAAATCGAGGGCTCCAAGGCGGTCACCCAGAGCTGGCGCATGAAAGACCGGGTAAATTCCCACATTGAC

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 1 1 2 1 255 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA GAAGCCAGAAGTCCTCCCTG 1 187 88 23 342 20 59,994 59,748 35,800 44,500 3,257,319 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 3 1 198 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA GAAGCGCCCAGTTCATGTTT 1 130 88 23 285 20 59,994 59,402 35,800 28,300 3,603,749 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 77 271 CCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTCCTGATGCCACCGTGAAGAT GAAGCGCCCAGTTCATGTTT 77 130 15 20 285 20 60,108 59,402 24,000 28,300 0.705573 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 76 219 CCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTCCTGATGCCACCGTGAAGAT CAGAACTCTGGGCTTCTCTAGC 77 76 15 20 233 22 60,108 60,159 24,000 34,200 2,266,622 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 74 268 GATGCCACCGTGAAGATCCTTTGGGATAtttttGTGC GATGCCACCGTGAAGATCCT GAAGCGCCCAGTTCATGTTT 74 130 18 20 285 20 59,821 59,402 32,400 28,300 0.777065 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 46 185 GATGCCACCGTGAAGATCCTTTGGGATAtttttGTGC GATGCCACCGTGAAGATCCT TCAAAGACACAGCACAAGAGC 74 46 18 20 202 21 59,821 59,057 32,400 40,900 2,121,657 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 46 188 CCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTCCTGATGCCACCGTGAAGAT TCAAAGACACAGCACAAGAGC 77 46 15 20 202 21 60,108 59,057 24,000 40,900 2,050,166 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 46 190 TTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttTTCCTGATGCCACCGTGAAG TCAAAGACACAGCACAAGAGC 79 46 13 20 202 21 60,322 59,057 30,200 40,900 2,264,221 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 7 119 tgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgaTGTTGGATTGTTGTTCTGGCA TCAAAGACACAGCACAAGAGC 7 46 84 21 202 21 58,617 59,057 49,200 40,900 4,325,540 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 7 120 ttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatg TTGTTGGATTGTTGTTCTGGCA TCAAAGACACAGCACAAGAGC 7 46 83 22 202 21 59,237 59,057 49,200 40,900 4,705,545 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 6 119 tgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgaTGTTGGATTGTTGTTCTGGCAA TCAAAGACACAGCACAAGAGC 6 46 84 22 202 21 59,237 59,057 45,200 40,900 4,705,545 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 2 256 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGAC AGAAGCCAGAAGTCCTCCCT 2 188 88 22 343 20 58,421 59,882 30,600 42,000 3,696,831 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 114 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA CAAAGACACAGCACAAGAGC 1 46 88 23 201 20 59,994 57,604 35,800 40,900 5,401,845 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 115 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA TCAAAGACACAGCACAAGAGC 1 46 88 23 202 21 59,994 59,057 35,800 40,900 4,948,342 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 116 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA TTCAAAGACACAGCACAAGAGC 1 46 88 23 203 22 59,994 59,644 35,800 40,900 5,361,441 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 146 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA CAGAACTCTGGGCTTCTCTAGC 1 76 88 23 233 22 59,994 60,159 35,800 34,200 5,164,798 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 147 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA TCAGAACTCTGGGCTTCTCT 1 79 88 23 234 20 59,994 57,683 35,800 31,000 5,323,056 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 4 1 256 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA AGAAGCCAGAAGTCCTCCCT 1 188 88 23 343 20 59,994 59,882 35,800 42,000 3,123,828 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 5 1 148 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA CTCAGAACTCTGGGCTTCTCT 1 79 88 23 235 21 59,994 58,821 35,800 31,000 5,184,265 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 77 291 CCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTCCTGATGCCACCGTGAAGAT ATAGGTCAGGCCACTGGGAG 77 150 15 20 305 20 60,108 60,692 24,000 43,000 0.799927 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 77 296 CCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTCCTGATGCCACCGTGAAGAT CTCCCATAGGTCAGGCCACT 77 155 15 20 310 20 60,108 60,692 24,000 40,000 0.799927 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 75 217 TGATGCCACCGTGAAGATCCTTTGGGATAtttttGTG TGATGCCACCGTGAAGATCC CAGAACTCTGGGCTTCTCTAGC 75 76 17 20 233 22 60,108 60,159 33,600 34,200 2,266,817 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 75 269 TGATGCCACCGTGAAGATCCTTTGGGATAtttttGTG TGATGCCACCGTGAAGATCC GAAGCGCCCAGTTCATGTTT 75 130 17 20 285 20 60,108 59,402 33,600 28,300 0.705768 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 75 294 TGATGCCACCGTGAAGATCCTTTGGGATAtttttGTG TGATGCCACCGTGAAGATCC CTCCCATAGGTCAGGCCACT 75 155 17 20 310 20 60,108 60,692 33,600 40,000 0.800122 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 46 186 TGATGCCACCGTGAAGATCCTTTGGGATAtttttGTG TGATGCCACCGTGAAGATCC TCAAAGACACAGCACAAGAGC 75 46 17 20 202 21 60,108 59,057 33,600 40,900 2,050,360 F 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 1 218 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA ATAGGTCAGGCCACTGGGAG 1 150 88 23 305 20 59,994 60,692 35,800 43,000 3,698,104 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr465_4 4 112 24 8 1 ATC TGATGATGATGATGATGATGATGA NO 0 0 6 1 223 GGATTGTTGTTCTGGCAATGACATtgatgatgatgatga GGATTGTTGTTCTGGCAATGACA CTCCCATAGGTCAGGCCACT 1 155 88 23 310 20 59,994 60,692 35,800 40,000 3,698,104 A 361 GGTGTCTATTTATTCCTGATGCCACCGTGAAGATCCTTTGGGATAtttttGTGCATTAAAAGTGCTACATCAATGCAAgttgttgttGGATTGTTGTTCTGGCAATGACATtgatgatgatgatgatgatgatgaTGTGACCATTCTGTAAGTGAATTAAGCTTCTTGGCCTTAAAGTATAGCTCTTGTGCTGTGTCTTTGAATAACAAATGCTAGAGAAGCCCAGAGTTCTGAGCCCTTTTATAGACATTGTAGGTTTCCATGAAAACATGAACTGGGCGCTTCCTCCCAGTGGCCTGACCTATGGGAGGTGTGCACCGGCCAGGGAGGACTTCTGGCTTCTTACTTCCAAAGATCCAAG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 1 1 4 68 240 CTGCATGCCAATCGCTCATCCTGCCACTAATGCCAA CTGCATGCCAATCGCTCATC CGCATCGAGGAAGGAATGGA 68 94 56 20 295 20 60,040 59,895 29,200 34,100 0.145191 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 4 68 247 CTGCATGCCAATCGCTCATCCTGCCACTAATGCCAA CTGCATGCCAATCGCTCATC ACTGGAACGCATCGAGGAAG 68 101 56 20 302 20 60,040 60,109 29,200 34,600 0.148950 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 4 60 232 CAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATCAATCGCTCATCCTGCCACT CGCATCGAGGAAGGAATGGA 60 94 64 20 295 20 60,463 59,895 40,000 34,100 0.568150 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 4 60 239 CAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATCAATCGCTCATCCTGCCACT ACTGGAACGCATCGAGGAAG 60 101 64 20 302 20 60,463 60,109 40,000 34,600 0.571910 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 5 7 99 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA TGGTCTTTGTGCCTGTCCAT 7 14 117 20 215 20 59,958 59,522 53,600 34,100 0.519607 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 5 7 100 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA GTGGTCTTTGTGCCTGTCCA 7 15 117 20 216 20 59,958 60,465 53,600 40,200 0.506995 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 5 7 179 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA CGCATCGAGGAAGGAATGGA 7 94 117 20 295 20 59,958 59,895 53,600 34,100 0.146390 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 5 7 186 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA ACTGGAACGCATCGAGGAAG 7 101 117 20 302 20 59,958 60,109 53,600 34,600 0.150150 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 6 101 290 GTCTACACTATGAAATGGATGCCTTTAAACTATTAT GTCTACACTATGAAATGGATGCCT ACTGGAACGCATCGAGGAAG 107 101 13 24 302 20 58,385 60,109 47,500 34,600 5,723,903 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 6 68 244 CTGCATGCCAATCGCTCATCCTGCCACTAATGCCAA CTGCATGCCAATCGCTCATC GGAACGCATCGAGGAAGGAA 68 98 56 20 299 20 60,040 60,108 29,200 33,600 0.148665 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 6 60 236 CAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATCAATCGCTCATCCTGCCACT GGAACGCATCGAGGAAGGAA 60 98 64 20 299 20 60,463 60,108 40,000 33,600 0.571624 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 6 7 101 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA TGTGGTCTTTGTGCCTGTCC 7 16 117 20 217 20 59,958 60,465 53,600 40,200 0.506995 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 6 7 183 ATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggATTTGAGCCTTGGATGCCCA GGAACGCATCGAGGAAGGAA 7 98 117 20 299 20 59,958 60,108 53,600 33,600 0.149864 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 7 102 292 AGTCTACACTATGAAATGGATGCCTTTAAACTATTA AGTCTACACTATGAAATGGATGCCT AACTGGAACGCATCGAGGAA 107 102 12 25 303 20 59,632 59,680 47,500 33,600 5,688,310 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr470_2 2 144 38 7 1.5 AGGC AGGCAGGCAGGCAGGCAGGCAGGCAGGCAGACACNO 0 0 7 101 291 AGTCTACACTATGAAATGGATGCCTTTAAACTATTA AGTCTACACTATGAAATGGATGCCT ACTGGAACGCATCGAGGAAG 107 101 12 25 302 20 59,632 60,109 47,500 34,600 5,476,551 B 326 ATTGACTGGATAGTCTACACTATGAAATGGATGCCTTTAAACTATTATCATTTCTCTGCATGCCAATCGCTCATCCTGCCACTAATGCCAAGCGTGGATGAGCTGTGCAAGGCTTAATTTGAGCCTTGGATGCCCAGATGCTTaggcaggcaggcaggcaggcaggcaggcAGacacacacCACCTACTTGTTACATGGACAGGCACAAAGACCACAGAATTTTCCTAGATCTGTCAAATTCTTTTCTGCTTCTTTCATGTCCTTATTGATTTGGTCCATTCCTTCCTCGATGCGTTCCAGTTGTTCTGATTAAACACAAGATTTG

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 3 98 293 TCAGAGTCAACAGAACTAGCCATttattattaCAGATC TCAGAGTCAACAGAACTAGCCA CCAAATCTCTGTCCTATTACAAGTGC 98 126 21 22 313 26 58,769 59,962 47,500 44,000 9,268,586 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 98 290 TCAGAGTCAACAGAACTAGCCATttattattaCAGATC TCAGAGTCAACAGAACTAGCCA AATCTCTGTCCTATTACAAGTGCTCA 98 123 21 22 310 26 58,769 59,845 47,500 42,600 9,386,196 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 98 290 AATCAGAGTCAACAGAACTAGCCATttattattaCAGA AATCAGAGTCAACAGAACTAGCCA TCTCTGTCCTATTACAAGTGCTCA 98 123 19 24 308 24 59,716 58,983 47,500 42,600 9,301,320 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 69 242 aCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTG ACAGATCCGCAAGTGTCGTA AAGTGCTCAGAACCTCGCAG 69 112 52 20 293 20 59,114 60,320 34,300 51,800 1,206,126 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 66 240 GATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCT GATCCGCAAGTGTCGTATGC CAAGTGCTCAGAACCTCGCA 66 113 55 20 294 20 59,423 60,601 31,400 51,000 1,178,315 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 62 230 CGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCA CGCAAGTGTCGTATGCCTTC CTCAGAACCTCGCAGTCCTC 62 107 59 20 288 20 59,630 59,828 34,600 37,100 0.542625 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 51 219 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC CTCAGAACCTCGCAGTCCTC 51 107 70 20 288 20 59,744 59,828 48,500 37,100 0.428243 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 51 224 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC AAGTGCTCAGAACCTCGCAG 51 112 70 20 293 20 59,744 60,320 48,500 51,800 0.576137 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 42 154 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC CTCAGTACTCAGCTGGCTGG 51 42 70 20 223 20 59,744 59,825 48,500 48,500 0.431192 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 27 139 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC GCTGGATTCAGGCAGAGTGA 51 27 70 20 208 20 59,744 59,749 48,500 34,100 0.507244 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 11 123 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC GTGAAACAGGTTTCCAGGCG 51 11 70 20 192 20 59,744 59,689 48,500 55,200 0.566744 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 11 134 CGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCA CGCAAGTGTCGTATGCCTTC GTGAAACAGGTTTCCAGGCG 62 11 59 20 192 20 59,630 59,689 34,600 55,200 0.681127 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 66 241 GATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCT GATCCGCAAGTGTCGTATGC ACAAGTGCTCAGAACCTCGC 66 114 55 20 295 20 59,423 60,601 31,400 50,300 1,178,579 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 45 157 TATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCTATGCCTTCTGGTTCCTGCC TTGCTCAGTACTCAGCTGGC 51 45 70 20 226 20 59,744 60,037 48,500 48,500 0.292843 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr471_3 3 141 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 45 168 CGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCA CGCAAGTGTCGTATGCCTTC TTGCTCAGTACTCAGCTGGC 62 45 59 20 226 20 59,630 60,037 34,600 48,500 0.407225 F 349 AAGCCCATTAGGCTGTAAAATCAGAGTCAACAGAACTAGCCATttattattaCAGATCCGCAAGTGTCGTATGCCTTCTGGTTCCTGCCTATCATTACACAACAGCAAAGAGGCaaaaaGAAGAAACAACAATTGTCCCTggaggaggaggaggaggaggaaaaaaaaCTTGCGCCTGGAAACCTGTTTCACTCTGCCTGAATCCAGCCAGCTGAGTACTGAGCAACAGTAACATCTGTTCCCCAACTGCGTTGGTCTCCCATCGAGGGAGGACTGCGAGGTTCTGAGCACTTGTAATAGGACAGAGATTTGGGGAAGGGTCAAAACATTTTGGGGATGGAGTGGTGAT

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 1 1 2 39 216 AGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGAT AGAACCTTTGAGGCTGCTCC GATGGTGCATCCTGGAGGTG 116 39 9 20 224 20 59,963 60,465 47,000 40,000 0.502543 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 1 164 TGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTTGCTCCTGTCGGGTAAGAGA CCGCTGACTTCGACATCTGT 102 1 23 20 186 20 59,961 60,109 31,000 34,100 0.148266 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 1 178 AGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGAT AGAACCTTTGAGGCTGCTCC CCGCTGACTTCGACATCTGT 116 1 9 20 186 20 59,963 60,109 47,000 34,100 0.146532 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 113 290 AGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGAT AGAACCTTTGAGGCTGCTCC CCCATGTACCTGTGTCCTCG 116 113 9 20 298 20 59,963 59,824 47,000 46,300 0.213207 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 113 292 TGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAG TGAGAACCTTTGAGGCTGCT CCCATGTACCTGTGTCCTCG 118 113 7 20 298 20 59,233 59,824 42,400 46,300 0.943135 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 102 276 TGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTTGCTCCTGTCGGGTAAGAGA CCCATGTACCTGTGTCCTCG 102 113 23 20 298 20 59,961 59,824 31,000 46,300 0.214940 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 102 295 TGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTTGCTCCTGTCGGGTAAGAGA CGAGTAGCCATGGTCTCTCC 102 132 23 20 317 20 59,961 59,329 31,000 37,100 0.710431 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 42 205 TGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTTGCTCCTGTCGGGTAAGAGA ATCGATGGTGCATCCTGGAG 102 42 23 20 227 20 59,961 59,604 31,000 38,600 0.434866 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 42 219 AGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGAT AGAACCTTTGAGGCTGCTCC ATCGATGGTGCATCCTGGAG 116 42 9 20 227 20 59,963 59,604 47,000 38,600 0.433132 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 6 109 TCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttTCACCTACCCTCACTCAGCC ATCGATGGTGCATCCTGGAG 6 42 119 20 227 20 60,615 59,604 48,500 38,600 1,010,664 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 6 180 TCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttTCACCTACCCTCACTCAGCC CCCATGTACCTGTGTCCTCG 6 113 119 20 298 20 60,615 59,824 48,500 46,300 0.790739 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 9 109 cccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgt CCCTCACCTACCCTCACTCA GATGGTGCATCCTGGAGGTG 9 39 116 20 224 20 59,959 60,465 34,100 40,000 0.506335 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 9 112 cccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgt CCCTCACCTACCCTCACTCA ATCGATGGTGCATCCTGGAG 9 42 116 20 227 20 59,959 59,604 34,100 38,600 0.436924 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 9 183 cccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgt CCCTCACCTACCCTCACTCA CCCATGTACCTGTGTCCTCG 9 113 116 20 298 20 59,959 59,824 34,100 46,300 0.216998 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 6 223 TCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttTCACCTACCCTCACTCAGCC ACTGCCTAGTGGACAGACCC 6 156 119 20 341 20 60,615 60,905 48,500 44,600 1,520,316 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 3 177 CCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgCCTACCCTCACTCAGCCAGT CCCATGTACCTGTGTCCTCG 3 113 122 20 298 20 60,616 59,824 40,000 46,300 0.791871 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 3 220 CCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgCCTACCCTCACTCAGCCAGT ACTGCCTAGTGGACAGACCC 3 156 122 20 341 20 60,616 60,905 40,000 44,600 1,521,448 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 1 101 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA GATGGTGCATCCTGGAGGTG 1 39 124 20 224 20 59,886 60,465 34,100 40,000 0.579461 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 1 104 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA ATCGATGGTGCATCCTGGAG 1 42 124 20 227 20 59,886 59,604 34,100 38,600 0.510050 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 1 175 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA CCCATGTACCTGTGTCCTCG 1 113 124 20 298 20 59,886 59,824 34,100 46,300 0.290124 A 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 1 218 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA ACTGCCTAGTGGACAGACCC 1 156 124 20 341 20 59,886 60,905 34,100 44,600 1,019,701 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 14 9 255 cccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgt CCCTCACCTACCCTCACTCA CCCTCTCATTGCCCTCTCAC 9 185 116 20 370 20 59,959 59,820 34,100 35,100 0.221174 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 14 1 247 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA CCCTCTCATTGCCCTCTCAC 1 185 124 20 370 20 59,886 59,820 34,100 35,100 0.294300 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 16 9 252 cccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgt CCCTCACCTACCCTCACTCA TCTCATTGCCCTCTCACTGC 9 182 116 20 367 20 59,959 59,749 34,100 44,000 0.292592 F 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 16 1 244 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA TCTCATTGCCCTCTCACTGC 1 182 124 20 367 20 59,886 59,749 34,100 44,000 0.365718 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr475_3 3 145 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 16 1 255 TACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGTACCCTCACTCAGCCAGTCA TCTCACTGCCCTCTCATTGC 1 193 124 20 378 20 59,886 59,749 34,100 35,600 0.365718 B 395 TAAACCTGAGAACCTTTGAGGCTGCTCCTGTCGGGTAAGAGATCCCACGGCCTCTATTGCAAAAGGGTCAgggggAGCGAGTGGGCTTCCCCAGTGTCTAGGTCAATATTTATcccccTCACCTACCCTCACTCAGCCAGTCAGgttgttgttgttgttgttgttGACAGATGTCGAAGTCAGCGGCGCCGAAGAAAACTGCCCCACCTCCAGGATGCACCATCGATATCAAAGATGCTAAAGTACAAGATGCAGCCATTAAAATCCAGGCTTCCTATCGAGGACACAGGTACATGGGgagagaCCATGGCTACTCGTATGGGGTCTGTCCACTAGGCAGTGGGTGGGCAGTGAGAGGGCAATGAGAGGGCAGTGAGATGGGTCACTGACTGGGG

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 1 1 3 20 139 AGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCAGTGTGGAGGATTGTGTTGGG TGGTTTGTAGATGGCACTGTGA 37 20 93 21 231 22 60,203 59,894 41,200 35,800 3,308,577 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 84 275 TGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGTTTAGCCTCCCTGAAGCG ATGCTCCCACAAGAGACAGG 112 84 19 20 293 20 60,036 59,383 46,800 40,000 0.653801 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 84 284 TTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTG TTGGGCCCTTGTTTAGCCTC ATGCTCCCACAAGAGACAGG 121 84 10 20 293 20 60,252 59,383 47,000 40,000 0.869021 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 84 285 ATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCT ATTGGGCCCTTGTTTAGCCT ATGCTCCCACAAGAGACAGG 122 84 9 20 293 20 59,587 59,383 45,800 40,000 1,030,847 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 55 218 GGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGCTCGACTTTGCTTCCAGT ATGCTCCCACAAGAGACAGG 55 84 76 20 293 20 60,604 59,383 40,000 40,000 1,221,387 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 54 217 GCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGCTCGACTTTGCTTCCAGTG ATGCTCCCACAAGAGACAGG 54 84 77 20 293 20 59,485 59,383 36,600 40,000 1,132,103 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 51 214 CGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGG CGACTTTGCTTCCAGTGTGG ATGCTCCCACAAGAGACAGG 51 84 80 20 293 20 59,412 59,383 41,700 40,000 1,205,665 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 16 133 GTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCAGTGTGGAGGATTGTGTTGGG TGTAGATGGCACTGTGACAGT 37 16 94 20 226 21 58,752 59,029 41,200 35,500 3,218,207 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA
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cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 16 134 AGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCAGTGTGGAGGATTGTGTTGGG TGTAGATGGCACTGTGACAGT 37 16 93 21 226 21 60,203 59,029 41,200 35,500 3,173,567 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 16 147 CGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGG CGACTTTGCTTCCAGTGTGG TGTAGATGGCACTGTGACAGT 51 16 80 20 226 21 59,412 59,029 41,700 35,500 2,558,892 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 16 150 GCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGCTCGACTTTGCTTCCAGTG TGTAGATGGCACTGTGACAGT 54 16 77 20 226 21 59,485 59,029 36,600 35,500 2,485,330 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 4 16 151 GGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGCTCGACTTTGCTTCCAGT TGTAGATGGCACTGTGACAGT 55 16 76 20 226 21 60,604 59,029 40,000 35,500 2,574,614 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 5 84 293 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGGAAGTCCCATTGGGCCCTTG ATGCTCCCACAAGAGACAGG 130 84 1 20 293 20 60,972 59,383 36,100 40,000 1,589,883 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 6 84 290 GTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGC GTCCCATTGGGCCCTTGTTT ATGCTCCCACAAGAGACAGG 127 84 4 20 293 20 60,836 59,383 28,300 40,000 1,453,384 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr476_2 2 151 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTANO 0 0 6 84 292 AAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGC AAGTCCCATTGGGCCCTTG ATGCTCCCACAAGAGACAGG 130 84 2 19 293 20 59,921 59,383 36,100 40,000 1,696,486 F 320 GAAGTCCCATTGGGCCCTTGTTTAGCCTCCCTGAAGCGCATTCTGGCTGCGGGTTGGGTCAGCATGGAGCATGTCGGCTCGACTTTGCTTCCAGTGTGGAGGATTGTGTTGGGGATGTGNCCTGTCCACGTcccccAccccccNTCCACTttattattattattattattattattattattattattaTTCAGCCCACAGTTTCACTGTCACAGTGCCATCTACAAACCAGTTGAAATAAATACTGGTTCATCAAGTTCCAcccccTCAATCCCTGTCTCTTGTGGGAGCAtttttGCAGATATTTCTTTTAACATGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 1 1 2 84 265 TCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGT TTCAACTTTCCCATCAACTCCT 84 118 5 20 269 22 57,955 57,547 35,000 36,900 6,498,272 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 2 27 208 AGATGATGCCTGACTCGCTGAGTATTTCTGGCATTT AGATGATGCCTGACTCGCTG TTCAACTTTCCCATCAACTCCT 27 118 62 20 269 22 59,896 57,547 51,800 36,900 4,557,967 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 2 26 207 GATGATGCCTGACTCGCTGAGTATTTCTGGCATTTT GATGATGCCTGACTCGCTGA TTCAACTTTCCCATCAACTCCT 26 118 63 20 269 22 59,896 57,547 42,600 36,900 4,557,234 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 3 83 265 TCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGTC TTCAACTTTCCCATCAACTCCT 83 118 5 21 269 22 59,091 57,547 38,500 36,900 6,362,781 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 3 82 264 CCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGTCA TTCAACTTTCCCATCAACTCCT 82 118 6 21 269 22 59,370 57,547 40,200 36,900 6,083,849 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 3 10 97 GATGATGCCTGACTCGCTGAGTATTTCTGGCATTTT GATGATGCCTGACTCGCTGA GGCTGTGCCTTCAGTAGTCT 26 10 63 20 159 20 59,896 59,389 42,600 32,400 0.714441 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 3 10 98 AGATGATGCCTGACTCGCTGAGTATTTCTGGCATTT AGATGATGCCTGACTCGCTG GGCTGTGCCTTCAGTAGTCT 27 10 62 20 159 20 59,896 59,389 51,800 32,400 0.715174 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 68 212 CCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGTCA TCACCTCAAGAGTGCAAGCT 82 68 6 21 217 20 59,370 59,239 40,200 37,400 2,391,556 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 68 213 TCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGTC TCACCTCAAGAGTGCAAGCT 83 68 5 21 217 20 59,091 59,239 38,500 37,400 2,670,488 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 27 156 AGATGATGCCTGACTCGCTGAGTATTTCTGGCATTT AGATGATGCCTGACTCGCTG TCACCTCAAGAGTGCAAGCT 27 68 62 20 217 20 59,896 59,239 51,800 37,400 0.865674 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 26 155 GATGATGCCTGACTCGCTGAGTATTTCTGGCATTTT GATGATGCCTGACTCGCTGA TCACCTCAAGAGTGCAAGCT 26 68 63 20 217 20 59,896 59,239 42,600 37,400 0.864941 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 25 154 ATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTA ATGATGCCTGACTCGCTGAG TCACCTCAAGAGTGCAAGCT 25 68 64 20 217 20 59,896 59,239 33,500 37,400 0.865674 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 25 206 ATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTA ATGATGCCTGACTCGCTGAG TTCAACTTTCCCATCAACTCCT 25 118 64 20 269 22 59,896 57,547 33,500 36,900 4,557,967 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 4 10 96 ATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTA ATGATGCCTGACTCGCTGAG GGCTGTGCCTTCAGTAGTCT 25 10 64 20 159 20 59,896 59,389 33,500 32,400 0.715174 A 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr478_2 2 109 21 7 1 AAT TATTATTATTATTATTATTAT NO 0 0 7 65 210 CCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTCCCAGTTCTGATGGAAGGTCA ACCTCAAGAGTGCAAGCTTGA 82 65 6 21 215 21 59,370 59,858 40,200 30,200 2,772,026 B 285 CTTTTCCCAGTTCTGATGGAAGGTCATTGACCTGAAACATTAACTTTGTTtctctcGTCATAGATGATGCCTGACTCGCTGAGTATTTCTGGCATTTTATCTTAATAAtattattattattattattatTCCAGTGCTTAGACTACTGAAGGCACAGCCACCAATTGTGGAATGATTAAAATGGCGATGTACTTTCAAGCTTGCACTCTTGAGGTGAAGTCAATTTGACTGGTCAACTTAACTAGTTAGGAGTTGATGGGAAAGTTGAATAAATTAATGGAAGTA

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 1 1 7 82 259 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCAA GGGTTCCATCAGCGTGGTTA 82 116 29 23 287 20 57,785 60,036 39,100 28,500 5,251,072 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 7 48 190 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCAA CGAAGCTCAGGTCCTGAAA 82 48 29 23 218 19 57,785 57,085 39,100 26,900 9,130,236 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 83 228 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA TGCAGTCAGGAATGGACAAA 83 85 29 22 256 20 57,126 57,345 34,900 28,300 7,528,836 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 83 229 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA TTGCAGTCAGGAATGGACAA 83 86 29 22 257 20 57,126 57,345 34,900 31,800 7,528,836 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 83 259 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA GGGTTCCATCAGCGTGGTTA 83 116 29 22 287 20 57,126 60,036 34,900 28,500 4,909,566 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 83 264 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA CTCATGGGTTCCATCAGCGT 83 121 29 22 292 20 57,126 60,108 34,900 50,700 4,981,254 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 83 300 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA GTCCCTTAAAGCACTGAGAGT 83 156 29 22 328 21 57,126 57,313 34,900 32,400 8,560,662 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 78 300 AGCAGAAGTACAAGTAGCAATACTATTACTGATATTAGCAGAAGTACAAGTAGCAATACT GCAGTCCCTTAAAGCACTGAG 78 159 32 24 331 21 57,712 58,920 21,200 33,500 8,367,515 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 78 300 AGCAGAAGTACAAGTAGCAATACTATTACTGATATTAGCAGAAGTACAAGTAGCAATACT GCAGTCCCTTAAAGCACTGA 78 160 32 24 331 20 57,712 57,815 21,200 34,100 8,472,594 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 48 187 AGCAGAAGTACAAGTAGCAATACTATTACTGATATTAGCAGAAGTACAAGTAGCAATACT CGAAGCTCAGGTCCTGAAA 78 48 32 24 218 19 57,712 57,085 21,200 26,900 10,202,574 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 48 190 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCA CGAAGCTCAGGTCCTGAAA 83 48 29 22 218 19 57,126 57,085 34,900 26,900 8,788,731 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 8 48 190 AGAAGCAGAAGTACAAGTAGCAATACTATTACTGA AGAAGCAGAAGTACAAGTAGCAAT CGAAGCTCAGGTCCTGAAA 81 48 29 24 218 19 58,201 57,085 35,600 26,900 9,714,197 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 9 48 188 AAGCAGAAGTACAAGTAGCAATACTATTACTGATA AAGCAGAAGTACAAGTAGCAATACT CGAAGCTCAGGTCCTGAAA 78 48 31 25 218 19 58,298 57,085 21,200 26,900 10,617,314 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 10 48 189 GAAGCAGAAGTACAAGTAGCAATACTATTACTGAT GAAGCAGAAGTACAAGTAGCAATACT CGAAGCTCAGGTCCTGAAA 78 48 30 26 218 19 59,186 57,085 21,200 26,900 10,729,131 B 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 13 36 184 AATGATGGTGATGATAACATTCGTTATCATCATTAT AATGATGGTGATGATAACATTCGTT TGCAGTCAGGAATGGACAAA 36 85 73 25 256 20 57,427 57,345 38,500 28,300 10,227,613 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 13 36 185 AATGATGGTGATGATAACATTCGTTATCATCATTAT AATGATGGTGATGATAACATTCGTT TTGCAGTCAGGAATGGACAA 36 86 73 25 257 20 57,427 57,345 38,500 31,800 10,227,613 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr479_2 2 134 18 6 1 ATC TCATCATCATCATCATCA TCA_134_151 0 0 13 36 215 AATGATGGTGATGATAACATTCGTTATCATCATTAT AATGATGGTGATGATAACATTCGTT GGGTTCCATCAGCGTGGTTA 36 116 73 25 287 20 57,427 60,036 38,500 28,500 7,608,343 F 374 TATTATTGTTAATATCTGTGTTATTAATAGAAGCAGAAGTACAAGTAGCAATACTATTACTGATATTACTGTAATGATGGTGATGATAACATTCGTTATCATCATTATCATTTTCATCACGGTATCATCAACTtcatcatcatcatcatcaTCNNNAAcatcatcatCGCTATAATTAATTGTATTGTTATCTATTAATTTTCAGGACCTGAGCTTCGCTaaaaaTTCCAACACtttttGTCCATTCCTGACTGCAATTTAGAAGCTTAACCACGCTGATGGAACCCATGAGGTCAAAGAATTGTGCACTCTCAGTGCTTTAAGGGACTGCCTCTTAGAAtttttCCCAGGAAAATGAAGGCACGGTAAAACAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 2 68 257 GGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAG GGTGGGAAAGCTGTCCATGA TCACTTGCCTGTGGATGAACA 68 127 16 20 272 21 59,962 59,857 30,700 31,800 1,180,833 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 66 255 TGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTGGGAAAGCTGTCCATGAGC TCACTTGCCTGTGGATGAACA 66 127 18 20 272 21 60,323 59,857 42,600 31,800 1,465,483 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 24 213 GGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCA GGGTAGAAGCAGGAAGGCAG TCACTTGCCTGTGGATGAACA 24 127 60 20 272 21 60,107 59,857 48,500 31,800 1,250,127 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 22 211 GTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTGTAGAAGCAGGAAGGCAGCA TCACTTGCCTGTGGATGAACA 22 127 62 20 272 21 60,036 59,857 44,100 31,800 1,178,677 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 21 210 TAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTATAGAAGCAGGAAGGCAGCAG TCACTTGCCTGTGGATGAACA 21 127 63 20 272 21 59,749 59,857 42,400 31,800 1,394,021 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 22 139 GTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTGTAGAAGCAGGAAGGCAGCA GAGTGAGCTATGCGACCTTCT 22 55 62 20 200 21 60,036 59,593 44,100 28,500 1,443,268 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 64 253 GGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAGGAAAGCTGTCCATGAGCCT TCACTTGCCTGTGGATGAACA 64 127 20 20 272 21 60,035 59,857 45,800 31,800 1,177,338 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 56 182 GGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAGGAAAGCTGTCCATGAGCCT TGAGTGAGCTATGCGACCTTC 64 56 20 20 201 21 60,035 59,865 45,800 34,600 1,169,810 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 56 186 GGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAG GGTGGGAAAGCTGTCCATGA TGAGTGAGCTATGCGACCTTC 68 56 16 20 201 21 59,962 59,865 30,700 34,600 1,173,305 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 22 140 GTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTGTAGAAGCAGGAAGGCAGCA TGAGTGAGCTATGCGACCTTC 22 56 62 20 201 21 60,036 59,865 44,100 34,600 1,171,149 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 21 139 TAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTATAGAAGCAGGAAGGCAGCAG TGAGTGAGCTATGCGACCTT 21 57 63 20 201 20 59,749 58,814 42,400 35,000 1,437,554 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr481_2 2 104 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 21 139 TAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTATAGAAGCAGGAAGGCAGCAG TGAGTGAGCTATGCGACCTTC 21 56 63 20 201 21 59,749 59,865 42,400 34,600 1,386,493 F 314 CTCAAAGGGTGACGGGGTGGGAAAGCTGTCCATGAGCCTTCATGCCCCAGACTTAATTAGGGTAGAAGCAGGAAGGCAGCAGGCTACTGCCCAATTAAATGCCccaccaccaccaccaccaccaAACACGCACCgggggTGGGCTAAAATTTCACCCTATATCCCTTTGATCACTGAAAAGAAGGTCGCATAGCTCACTCAAAACTAACATCTAGCAACATACTGATCAAGTTTTCCCTCATACTCAGTTATGTTCATCCACAGGCAAGTGAATCATTCACAACATGTCATGTAGCCATGTGTAAATATGATAT

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 20 1 209 AATGAAGCCGGACAGGTGGCggtggtggtggtggtggtg AATGAAGCCGGACAGGTGG AATTAGGTCCAGCACTGCGC 1 148 67 19 275 20 60,002 61,027 46,100 60,900 2,028,852 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 20 1 210 AATGAAGCCGGACAGGTGGCggtggtggtggtggtggtg AATGAAGCCGGACAGGTGG GAATTAGGTCCAGCACTGCG 1 149 67 19 276 20 60,002 58,990 46,100 51,800 2,011,963 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 20 1 211 GAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtGAATGAAGCCGGACAGGTGG GAATTAGGTCCAGCACTGCG 1 149 66 20 276 20 61,027 58,990 46,100 51,800 2,036,547 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 20 ‐66 259 TGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTG TGTAGAGGGTCCAACAAGGGA GAATTAGGTCCAGCACTGCG 48 ‐66 18 21 61 20 60,133 58,990 42,000 51,800 2,142,486 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 20 ‐66 259 TGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTG TGTAGAGGGTCCAACAAGGG GAATTAGGTCCAGCACTGCG 49 ‐66 18 20 61 20 58,642 58,990 39,500 51,800 2,367,981 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr483_5 5 87 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 20 ‐67 258 TGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTG TGTAGAGGGTCCAACAAGGGA AATTAGGTCCAGCACTGCGC 48 ‐67 18 21 60 20 60,133 61,027 42,000 60,900 2,159,375 A 361 AACCTTTTAGGTCAATATGTAGAGGGTCCAACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAATGAAGCCGGACAGGTGGCggtggtggtggtggtggtggtGGGNNNGNANTTNNNTNANNGNGANNNCAACNTNNNNNANNTTAANNTTGNNATNGACANAGNNNNAANNGNNNNGNTGNANTNNANTNNTTNNNATNNGTNNAGNAGANNNTTTTAGNNNAANANNNNNANGNTCCNACAAGGGACGGCGCAGTGCTGGACCTAATTCTGGGGAANGAAGCNGGACAGGTGGCggtggtggtggtggtggtggtgggggAGCATTTTNAACATGTTCCCTCTAGGGTGATAGG

cons_gr484_2 2 127 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT GGT_127_147 1 1 3 18 103 TGGGAGATTTCTGGCAAAGTTACCCTAATTACTCTT TGGGAGATTTCTGGCAAAGT GCTAGCAAGCCATTCAGATGT 18 23 89 20 191 21 57,022 58,704 26,600 30,600 5,274,041 A 196 tttttCTTTCGGAGACTTTATTTTGTTATTGAAGAAACAATAGGGTTAAACaaaaaaaaaaCAGATCTAtttttCTTCATTCCCCTAATGGGAGATTTCTGGCAAAGTTACCCTAATTACTCTTGAggtggtggtggtggtggtggtGNNNNNNAGCCGCCTTCTTGAATACATCTGAATGGCTTGCTAGCCCAAT

cons_gr484_2 2 127 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT GGT_127_147 0 0 3 17 103 TGGGAGATTTCTGGCAAAGTTACCCTAATTACTCTT TGGGAGATTTCTGGCAAAGTT GCTAGCAAGCCATTCAGATGT 17 23 89 21 191 21 57,757 58,704 26,600 30,600 5,539,244 A 196 tttttCTTTCGGAGACTTTATTTTGTTATTGAAGAAACAATAGGGTTAAACaaaaaaaaaaCAGATCTAtttttCTTCATTCCCCTAATGGGAGATTTCTGGCAAAGTTACCCTAATTACTCTTGAggtggtggtggtggtggtggtGNNNNNNAGCCGCCTTCTTGAATACATCTGAATGGCTTGCTAGCCCAAT

cons_gr484_2 2 127 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT GGT_127_147 0 0 3 13 101 GGAGATTTCTGGCAAAGTTACCCTAATTACTCTTGA GGAGATTTCTGGCAAAGTTACCC GCTAGCAAGCCATTCAGATGT 13 23 91 23 191 21 59,556 58,704 36,900 30,600 5,739,919 A 196 tttttCTTTCGGAGACTTTATTTTGTTATTGAAGAAACAATAGGGTTAAACaaaaaaaaaaCAGATCTAtttttCTTCATTCCCCTAATGGGAGATTTCTGGCAAAGTTACCCTAATTACTCTTGAggtggtggtggtggtggtggtGNNNNNNAGCCGCCTTCTTGAATACATCTGAATGGCTTGCTAGCCCAAT

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 1 1 3 60 194 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC CTTCCCTTAGAAGCGGCCTT 73 60 10 20 203 20 59,748 59,747 56,800 43,500 0.505524 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 3 27 161 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC TTCCTTTCGCGAGCCATCTT 73 27 10 20 170 20 59,748 60,036 56,800 24,000 0.288585 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 59 193 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC TTCCCTTAGAAGCGGCCTTC 73 59 10 20 202 20 59,748 59,748 56,800 34,600 0.504394 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 24 290 TCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGC GTGAGGGAAGCACGCATAGA 24 205 59 20 348 20 58,704 59,824 52,500 19,800 1,471,552 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 23 111 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC TTCCTTTCGCGAGCCATCTT 23 27 60 20 170 20 59,692 60,036 48,500 24,000 0.344148 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 23 143 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC TTCCCTTAGAAGCGGCCTTC 23 59 60 20 202 20 59,692 59,748 48,500 34,600 0.559957 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 23 144 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC CTTCCCTTAGAAGCGGCCTT 23 60 60 20 203 20 59,692 59,747 48,500 43,500 0.561087 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 23 290 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC GGTGAGGGAAGCACGCATAG 23 206 60 20 349 20 59,692 60,812 48,500 22,300 1,119,376 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 23 294 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC TTAAGGTGAGGGAAGCACGC 23 210 60 20 353 20 59,692 60,321 48,500 53,400 0.629059 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 19 153 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC GCGAGCCATCTTCGACTTCT 73 19 10 20 162 20 59,748 60,179 56,800 28,500 0.431321 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 91 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG TTCCTTTCGCGAGCCATCTT 3 27 80 20 170 20 59,903 60,036 18,500 24,000 0.133538 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 123 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG TTCCCTTAGAAGCGGCCTTC 3 59 80 20 202 20 59,903 59,748 18,500 34,600 0.349347 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 237 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG GGTGTCTAGCTTCTGCATGC 3 173 80 20 316 20 59,903 58,987 18,500 40,600 1,109,991 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 260 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG GCACGCATAGAGGTCGGATT 3 196 80 20 339 20 59,903 60,249 18,500 30,100 0.346639 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 267 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG GAGGGAAGCACGCATAGAGG 3 203 80 20 346 20 59,903 60,250 18,500 36,900 0.346807 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 4 3 269 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG GTGAGGGAAGCACGCATAGA 3 205 80 20 348 20 59,903 59,824 18,500 19,800 0.272910 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 6 13 147 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC CATCTTCGACTTCTGGCCGT 73 13 10 20 156 20 59,748 60,109 56,800 56,800 0.360812 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 7 73 299 AACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCAACCTACTCCATTGGACGGC GCTTCTGCATGCTCCTTGC 73 166 10 20 308 19 59,748 59,861 56,800 40,100 1,391,292 F 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 8 23 206 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC TGAATGTCTGCATGCACACC 23 122 60 20 265 20 59,692 59,117 48,500 41,600 1,190,913 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 8 3 186 GCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaa GCGGCGCCTTTCTCTTTAAG TGAATGTCTGCATGCACACC 3 122 80 20 265 20 59,903 59,117 18,500 41,600 0.980303 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr486_2 2 103 21 7 1 AAG GAAGAAGAAGAAGAAGAAGAA NO 0 0 10 23 203 CCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTCCGTTTATTCATCGGCAGCC ATGTCTGCATGCACACCTTG 23 119 60 20 262 20 59,692 59,114 48,500 36,100 1,193,639 A 372 TTTGGATCCAACCTACTCCATTGGACGGCCGTGAGCAGTTTTGTCtttttGTAAGTTTTCCGTTTATTCATCGGCAGCCGCGGCGCCTTTCTCTTTAAGATCgaagaagaagaagaagaagaaATGGGAGGAGGCAACGGCCAGAAGTCGAAGATGGCTCGCGAAAGGAACTCGGAGAAACAGAAGGCCGCTTCTAAGGGAAGTCAGCTTAATTCGAACAAGAAAGCCATGACTATCCAGTGCAAGGTGTGCATGCAGACATTCATGTGCACTACCTCTGAAGTGAAGTGCAAGGAGCATGCAGAAGCTAGACACCCCAAATCCGACCTCTATGCGTGCTTCCCTCACCTTAAGAAATGAAACTGTTTGAAG

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 1 1 4 1 95 GCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgaGCCAATCAGAGATGGTCAAGC TGCTCCAGTGTTATCCTTCACC 1 24 93 21 187 22 59,325 60,027 40,100 40,200 3,702,154 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 6 17 109 GTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGGTGAGAGCACCATAAGCCAA GCTCCAGTGTTATCCTTCACCA 17 23 78 20 186 22 57,886 60,027 45,200 41,700 4,141,053 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 6 1 94 GCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgaGCCAATCAGAGATGGTCAAGC GCTCCAGTGTTATCCTTCACCA 1 23 93 21 186 22 59,325 60,027 40,100 41,700 3,702,154 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 7 24 177 TGGGAATGCTGAGGAATCACATTTGTACTAATTTCATGGGAATGCTGAGGAATCACA GCTCCAGTGTTATCCTTCACC 84 24 10 21 186 21 59,365 58,367 35,800 40,200 4,268,460 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 7 24 178 TGGGAATGCTGAGGAATCACATTTGTACTAATTTCATGGGAATGCTGAGGAATCACA TGCTCCAGTGTTATCCTTCACC 84 24 10 21 187 22 59,365 60,027 35,800 40,200 3,662,165 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 7 23 177 TGGGAATGCTGAGGAATCACATTTGTACTAATTTCATGGGAATGCTGAGGAATCACA GCTCCAGTGTTATCCTTCACCA 84 23 10 21 186 22 59,365 60,027 35,800 41,700 3,662,165 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 9 25 190 AGATCATAATGGGAATGCTGAGGAATCACATTTGT AGATCATAATGGGAATGCTGAGG ATTTGCTCCAGTGTTATCCTTCAC 91 25 1 23 190 24 58,080 59,298 38,600 31,800 9,621,924 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 10 26 190 AGATCATAATGGGAATGCTGAGGAATCACATTTGT AGATCATAATGGGAATGCTGAGGA ATTTGCTCCAGTGTTATCCTTCA 90 26 1 24 190 23 59,399 58,078 37,100 30,200 9,522,753 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr488_2 2 115 27 9 1 ATC GATGATGATGATGATGATGATGATGAT NO 0 0 10 25 190 AGATCATAATGGGAATGCTGAGGAATCACATTTGT AGATCATAATGGGAATGCTGAGGA ATTTGCTCCAGTGTTATCCTTCAC 90 25 1 24 190 24 59,399 59,298 37,100 31,800 9,302,678 F 215 AGATCATAATGGGAATGCTGAGGAATCACATTTGTACTAATTTCAATATAATTGCTTTAGTTTTCATTTTGTTTAGGGTGAGAGCACCATAAGCCAATCAGAGATGGTCAAGCAgatgatgatgatgatgatgatgatgatGCttttttttttAGAAAGACAGTTGGTGAAGGATAACACTGGAGCAAATTCTTTGCTCAGTCTTACATTTATTT

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 1 1 3 55 231 TGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGTGGTTTGAAGAGGAAGGGTGA CCCTGCCTCCATGTGTAAATC 101 55 46 21 276 21 58,868 58,699 40,200 21,700 4,433,200 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 3 54 230 TGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGTGGTTTGAAGAGGAAGGGTGA CCTGCCTCCATGTGTAAATCC 101 54 46 21 275 21 58,868 58,699 40,200 30,100 4,433,200 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 3 53 229 TGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGTGGTTTGAAGAGGAAGGGTGA CTGCCTCCATGTGTAAATCCC 101 53 46 21 274 21 58,868 58,699 40,200 38,500 4,433,200 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 3 9 139 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCAT CCACATTCTTCCATTTACTAGTTGA 49 9 96 23 234 25 57,892 57,078 39,600 31,800 13,029,974 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 75 250 TGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGTGGTTTGAAGAGGAAGGGTGA CTAGTACCTCAGCCATGCCC 101 75 46 21 295 20 58,868 59,605 40,200 53,600 2,526,419 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 75 250 TGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGTGGTTTGAAGAGGAAGGGTGAA CTAGTACCTCAGCCATGCCC 100 75 46 22 295 20 59,488 59,605 31,800 53,600 2,906,621 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 75 251 TTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCT TTGGTTTGAAGAGGAAGGGTGA CTAGTACCTCAGCCATGCCC 101 75 45 22 295 20 59,488 59,605 40,200 53,600 2,906,621 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 50 179 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCA CTGCCTCCATGTGTAAATCCC 50 53 96 22 274 21 57,442 58,699 45,700 38,500 6,859,572 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 50 180 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCA CCTGCCTCCATGTGTAAATCC 50 54 96 22 275 21 57,442 58,699 45,700 30,100 6,859,572 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 50 181 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCA CCCTGCCTCCATGTGTAAATC 50 55 96 22 276 21 57,442 58,699 45,700 21,700 6,859,572 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 9 139 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCA CCACATTCTTCCATTTACTAGTTGA 50 9 96 22 234 25 57,442 57,078 45,700 31,800 12,480,013 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr490_2 2 168 33 8 1.5 ACC GGTGGTGGTGGTGGTGGTGGTGGTGAAATATAT NO 0 0 4 8 139 AGGAATCAGTTATGTGAGTGCATANCAATTCNAGA AGGAATCAGTTATGTGAGTGCA CCACATTCTTCCATTTACTAGTTGAA 50 8 96 22 234 26 57,442 57,664 45,700 26,900 12,893,758 F 302 TTTAGTTCACTGCAATAATTGCCACGNTAATCAAATGAGCAGTATTGGTTTGAAGAGGAAGGGTGAATTAAAGACATCTGCAtttttAATTTACTAGGAATCAGTTATGTGAGTGCATANCAATTCNAGAGAACCCAGNGGTGGTAGTACTGGAATgggggNGGGGAggtggtggtggtggtggtggtggtGAAatatatCATTTGTATTCAACTAGTAAATGGAAGAATGTGGTTGATTAGGAACCAAAGAGGGGATTTACACATGGAGGCAgggggCATGGCTGAGGTACTAGATGAGTA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 1 1 3 34 193 ACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTACTTTAAGTGATAGTCCCTCACC TCAGCCTCCTATATTACTGAGCT 34 92 92 23 284 23 57,321 57,996 40,200 40,900 10,683,317 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 76 266 CACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCACCTGCTTGTCACTTTGCC CTGAGCTACAGTTGATCACATGT 126 76 3 20 268 23 59,969 58,498 45,200 32,100 4,533,194 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 76 267 CCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCACCTGCTTGTCACTTTGC CTGAGCTACAGTTGATCACATGT 127 76 2 20 268 23 59,969 58,498 36,800 32,100 4,533,194 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 76 268 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCC GCCACCTGCTTGTCACTTTG CTGAGCTACAGTTGATCACATGT 128 76 1 20 268 23 59,969 58,498 27,700 32,100 4,533,194 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 33 193 ACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTACTTTAAGTGATAGTCCCTCACCT TCAGCCTCCTATATTACTGAGCT 33 92 92 24 284 23 58,657 57,996 40,000 40,900 10,347,227 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 30 190 TTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGT TTAAGTGATAGTCCCTCACCTTCT TCAGCCTCCTATATTACTGAGCT 30 92 95 24 284 23 58,409 57,996 28,500 40,900 10,595,179 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 11 186 ACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCACTTTGCCAACCTGCCAATG TTGCAGCTGAAGTCAGTGCT 114 11 15 20 200 20 59,606 60,179 28,200 44,000 0.572857 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 11 198 CACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCACCTGCTTGTCACTTTGCC TTGCAGCTGAAGTCAGTGCT 126 11 3 20 200 20 59,969 60,179 45,200 44,000 0.210216 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 11 199 CCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCACCTGCTTGTCACTTTGC TTGCAGCTGAAGTCAGTGCT 127 11 2 20 200 20 59,969 60,179 36,800 44,000 0.210216 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 11 200 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCC GCCACCTGCTTGTCACTTTG TTGCAGCTGAAGTCAGTGCT 128 11 1 20 200 20 59,969 60,179 27,700 44,000 0.210216 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 25 165 AGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCAT AGTCCCTCACCTTCTTCCCA CTGAGCTACAGTTGATCACATGT 25 76 104 20 268 23 59,806 58,498 43,700 32,100 4,695,590 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 23 162 TCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTCCCTCACCTTCTTCCCAGT TGAGCTACAGTTGATCACATGT 23 76 106 20 267 22 59,806 57,458 40,000 32,100 4,735,547 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 23 163 TCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTCCCTCACCTTCTTCCCAGT CTGAGCTACAGTTGATCACATGT 23 76 106 20 268 23 59,806 58,498 40,000 32,100 4,695,590 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 11 95 TCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTCCCTCACCTTCTTCCCAGT TTGCAGCTGAAGTCAGTGCT 23 11 106 20 200 20 59,806 60,179 40,000 44,000 0.372611 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 11 97 AGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCAT AGTCCCTCACCTTCTTCCCA TTGCAGCTGAAGTCAGTGCT 25 11 104 20 200 20 59,806 60,179 43,700 44,000 0.372611 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 6 90 TCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTCCCTCACCTTCTTCCCAGT GCTGAAGTCAGTGCTGGGAA 23 6 106 20 195 20 59,806 60,250 40,000 39,700 0.444041 A 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 6 181 ACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCACTTTGCCAACCTGCCAATG GCTGAAGTCAGTGCTGGGAA 114 6 15 20 195 20 59,606 60,250 28,200 39,700 0.644287 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr492_2 2 149 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 6 11 187 CACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCACTTTGCCAACCTGCCAAT TTGCAGCTGAAGTCAGTGCT 115 11 14 20 200 20 59,606 60,179 31,600 44,000 0.572857 F 284 GCCACCTGCTTGTCACTTTGCCAACCTGCCAATGCCCTCCTGAAAACTTTCGCATTCTTTCTCAGTTTGCAAATCTAAGaaaaaaaGGATAACTTTAAGTGATAGTCCCTCACCTTCTTCCCAGTCCTTGTTCTTGTCATTATTGCCAttgttgttgttgttgttgttgCTGTTATTCCCAGCACTGACTTCAGCTGCAAATAAGAAACAAGAAATTCTTTTACTCGTCAATCCAGTAAAATAATACATGTGATCAACTGTAGCTCAGTAATATAGGAGGCTGA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 1 1 2 72 260 CCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCC CCCGTAACTGTAGTCGAAGCA ATGGAGGAGAGGAAGGCAGA 119 72 16 21 275 20 59,799 59,659 39,100 42,600 1,541,974 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 69 209 TGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAG TGTGAAGTGTCCAAGCAGGT ATGGAGGAGAGGAAGGCAGA 69 72 67 20 275 20 59,454 59,659 40,000 42,600 0.887380 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 47 184 TGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAG TGTGAAGTGTCCAAGCAGGT GAGGTTAACCCTGGATGCCC 69 47 67 20 250 20 59,454 60,107 40,000 53,600 0.652791 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 36 168 AGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTAT AGTGTCCAAGCAGGTTTCCA TGGATGCCCGTTGCTTACTT 64 36 72 20 239 20 59,449 59,962 35,300 22,400 0.588504 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 36 173 TGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAG TGTGAAGTGTCCAAGCAGGT TGGATGCCCGTTGCTTACTT 69 36 67 20 239 20 59,454 59,962 40,000 22,400 0.583712 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 29 134 TGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGTGCAACAAGAGTAGCAGAGGG TGGATGCCCGTTGCTTACTT 29 36 106 21 239 20 59,998 59,962 43,000 22,400 1,040,020 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 2 134 AGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTAT AGTGTCCAAGCAGGTTTCCA GGTTCTGTCATGGTCGGTCT 64 2 72 20 205 20 59,449 59,391 35,300 38,500 1,159,553 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 2 2 139 TGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAG TGTGAAGTGTCCAAGCAGGT GGTTCTGTCATGGTCGGTCT 69 2 67 20 205 20 59,454 59,391 40,000 38,500 1,154,762 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 4 71 259 CCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCC CCCGTAACTGTAGTCGAAGCA TGGAGGAGAGGAAGGCAGAA 119 71 16 21 274 20 59,799 59,883 39,100 30,200 1,317,856 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 4 71 260 ACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCACCCGTAACTGTAGTCGAAGC TGGAGGAGAGGAAGGCAGAA 120 71 15 21 274 20 59,799 59,883 38,600 30,200 1,318,088 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 4 69 208 TGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAG TGTGAAGTGTCCAAGCAGGT TGGAGGAGAGGAAGGCAGAA 69 71 67 20 274 20 59,454 59,883 40,000 30,200 0.663262 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 4 64 203 AGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTAT AGTGTCCAAGCAGGTTTCCA TGGAGGAGAGGAAGGCAGAA 64 71 72 20 274 20 59,449 59,883 35,300 30,200 0.668053 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 89 300 GCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGGCTTCCAACTTTGAACAAGCT TGTCTCAAGGCACATCACAGA 89 141 46 21 345 21 57,557 59,306 37,400 34,100 5,136,704 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 77 290 TTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCATTGAACAAGCTTGTGAAGTGTCC TGTCTCAAGGCACATCACAGA 77 141 56 23 345 21 59,871 59,306 40,200 34,100 4,822,195 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr493_2 2 156 28 7 1 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 6 77 290 TGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAATGAACAAGCTTGTGAAGTGTCC ATGTCTCAAGGCACATCACAGA 77 141 57 22 346 22 59,317 59,696 40,200 34,100 4,986,746 F 352 AAGATTTTAAGGGAACCCGTAACTGTAGTCGAAGCATACACTGCTGCTTCCAACTTTGAACAAGCTTGTGAAGTGTCCAAGCAGGTTTCCAAATAGGAAAGATTATGCAACAAGAGTAGCAGAGGGaaaaaTGGCAAAAGATCCAATGGCAAACAagtgagtgagtgagtgagtgagtgagtgAGAGACCGACCATGACAGAACCTTAAATCAGGATGTAAGTAAGCAACGGGCATCCAGGGTTAACCTCTACTTTCTGCCTTCCTCTCCTCCATTGAGACTCACCTTAAAATTGATCTCCATCAAtttttATCTAATTATTCTTCTGTGATGTGCCTTGAGACAtttttCA

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 1 1 2 68 228 TCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCTCAAGACTGCGAAGACAGGC TTGGAACACCTCCCTGCTTC 99 68 27 20 254 20 60,320 59,890 48,500 38,600 0.430386 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 3 106 294 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTG TGGAAATGTGAATGGACTTTGCA CCGACTGATGACATCTTGAAGG 122 106 1 23 294 22 59,360 58,807 40,800 34,600 6,833,761 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 3 106 295 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTG TGGAAATGTGAATGGACTTTGCA TCCGACTGATGACATCTTGAAGG 122 106 1 23 295 23 59,360 60,119 40,800 34,600 6,759,490 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 3 105 294 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTG TGGAAATGTGAATGGACTTTGCA CCGACTGATGACATCTTGAAGGA 122 105 1 23 294 23 59,360 60,119 40,800 33,600 6,759,490 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 3 96 256 TCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCTCAAGACTGCGAAGACAGGC ATCTTGAAGGAGGCCTGTGG 99 96 27 20 282 20 60,320 59,377 48,500 41,700 0.942564 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 3 69 229 TCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCTCAAGACTGCGAAGACAGGC GTTGGAACACCTCCCTGCTT 99 69 27 20 255 20 60,320 60,179 48,500 39,100 0.498889 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 4 94 251 ACTGCGAAGACAGGCCTATCATCTTTAATCCCATAT ACTGCGAAGACAGGCCTATC ATCTTGAAGGAGGCCTGTGG 94 96 32 20 282 20 59,538 59,377 20,800 41,700 1,084,626 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 4 93 250 CTGCGAAGACAGGCCTATCATCTTTAATCCCATATA CTGCGAAGACAGGCCTATCA ATCTTGAAGGAGGCCTGTGG 93 96 33 20 282 20 59,538 59,377 21,500 41,700 1,084,212 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 4 62 222 TCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCTCAAGACTGCGAAGACAGGC CACCTCCCTGCTTCAGATGG 99 62 27 20 248 20 60,320 60,107 48,500 35,100 0.427212 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 41 164 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA CACCTCCCTGCTTCAGATGG 41 62 85 20 248 20 60,179 60,107 40,200 35,100 0.286333 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 41 170 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA TTGGAACACCTCCCTGCTTC 41 68 85 20 254 20 60,179 59,890 40,200 38,600 0.289506 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 41 171 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA GTTGGAACACCTCCCTGCTT 41 69 85 20 255 20 60,179 60,179 40,200 39,100 0.358010 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 22 124 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA ATGATGCACATGCTGCCTAA 41 22 85 20 208 20 60,179 57,938 40,200 26,900 2,240,530 F 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 21 123 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA TGATGCACATGCTGCCTAAT 41 21 85 20 207 20 60,179 57,938 40,200 17,300 2,240,530 F 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 19 122 CAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGCAGTGAAGCACCTTGGGACA GATGCACATGCTGCCTAATTT 41 19 85 20 206 21 60,179 57,552 40,200 18,200 3,626,938 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 6 19 129 AATGCTCCAGTGAAGCACCTTGGGACATTACATTCTAATGCTCCAGTGAAGCACCT GATGCACATGCTGCCTAATTT 48 19 78 20 206 21 59,597 57,552 40,000 18,200 3,851,189 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 8 21 129 ATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGATGCTCCAGTGAAGCACCTT TGATGCACATGCTGCCTAAT 47 21 79 20 207 20 59,597 57,938 35,000 17,300 2,464,780 F 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr495_4 4 146 21 7 1 AAC TGTTGTTGTTGTTGTTGTTGT NO 0 0 8 19 128 ATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGATGCTCCAGTGAAGCACCTT GATGCACATGCTGCCTAATTT 47 19 79 20 206 21 59,597 57,552 35,000 18,200 3,851,189 B 296 TGGAAATGTGAATGGACTTTGCAAAATCAAGACTGCGAAGACAGGCCTATCATCTTTAATCCCATATACTGTTTTAAAATGCTCCAGTGAAGCACCTTGGGACATTACATTCTGTTAAAGGGGCTATGTAAatatatGTTGTTGCtgttgttgttgttgttgttgtTCTCTTTGGGTATACGGTAAAATTAGGCAGCATGTGCATCatatatGTATATTGAGGGACAGCCATCTGAAGCAGGGAGGTGTTCCAACCACCCGGCCACAGGCCTCCTTCAAGATGTCATCAGTCGGAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 1 1 3 60 190 AGACAGGAATGACAGAAACTGTAAAATTTATAACC AGACAGGAATGACAGAAACTGTA ACTGATGCACTGAGTCAAGTTT 60 64 1 23 190 22 57,192 58,187 27,400 26,600 9,621,809 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 60 190 AGACAGGAATGACAGAAACTGTAAAATTTATAACC AGACAGGAATGACAGAAACTGTA ACTGATGCACTGAGTCAAGTTTC 60 63 1 23 190 23 57,192 59,188 27,400 27,800 9,620,419 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 60 190 AGACAGGAATGACAGAAACTGTAAAATTTATAACC AGACAGGAATGACAGAAACTGTA ACTGATGCACTGAGTCAAGTT 60 65 1 23 190 21 57,192 57,518 27,400 26,600 9,290,522 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 4 30 151 CCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCCCAGCTGGAGTGGTTGTCTC GCACTGAGTCAAGTTTCACAGT 30 58 34 20 184 22 60,321 59,061 33,600 35,500 3,260,225 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 4 30 152 CCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCCCAGCTGGAGTGGTTGTCTC TGCACTGAGTCAAGTTTCACA 30 60 34 20 185 21 60,321 58,015 33,600 35,800 3,305,684 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr496_2 2 84 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 5 30 152 CCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCCCAGCTGGAGTGGTTGTCTC TGCACTGAGTCAAGTTTCACAG 30 59 34 20 185 22 60,321 59,062 33,600 36,600 3,259,573 F 231 AGACAGGAATGACAGAAACTGTAAAATTTATAACCAGCTGGAGTGGTTGTCTCAAAATATACAGAATTCaaaaaTATATTACTttattattattattattattaTATGTATTtatataTTGTTAGGTGAAACCTAATGaaaaaTTCATAAATCTTTTGTTTCACTGTGAAACTTGACTCAGTGCATCAGTAGAATCCTTTCTCAAttttttGGACTTTACTTTTCCTGAAG

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 5 30 247 CCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATCCCTTTCGCAATTAGTCCAGG AGAGGTTGGCAGTGAATGGG 155 30 11 21 257 20 58,983 59,961 44,500 40,000 2,055,794 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 6 30 161 CTCACATTGCCACAGCTCCTGccccccTCCACAACATACTCACATTGCCACAGCTCCT AGAGGTTGGCAGTGAATGGG 70 30 97 20 257 20 60,322 59,961 36,900 40,000 0.361021 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 6 30 164 CCTCTCACATTGCCACAGCTCCTGccccccTCCACAACCCTCTCACATTGCCACAGCT AGAGGTTGGCAGTGAATGGG 73 30 94 20 257 20 60,322 59,961 42,400 40,000 0.361021 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 7 34 246 TCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCATCGCAATTAGTCCAGGACTGT GGGAAGAGGTTGGCAGTGAA 150 34 16 21 261 20 59,100 59,890 35,500 31,800 2,010,300 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 7 30 242 TCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCATCGCAATTAGTCCAGGACTGT AGAGGTTGGCAGTGAATGGG 150 30 16 21 257 20 59,100 59,961 35,500 40,000 1,938,558 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 8 30 162 TCTCACATTGCCACAGCTCCTGccccccTCCACAACATTCTCACATTGCCACAGCTCC AGAGGTTGGCAGTGAATGGG 71 30 96 20 257 20 60,322 59,961 47,000 40,000 0.360664 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 9 30 137 cccTCCACAACATATCCACCAAGTCCAGNGCTGACG CCCTCCACAACATATCCACCA AGAGGTTGGCAGTGAATGGG 45 30 121 21 257 20 59,436 59,961 41,700 40,000 1,602,623 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 9 29 136 cccTCCACAACATATCCACCAAGTCCAGNGCTGACG CCCTCCACAACATATCCACCA GAGGTTGGCAGTGAATGGGT 45 29 121 21 256 20 59,436 60,251 41,700 45,100 1,815,220 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 10 30 137 cccTCCACAACATATCCACCAAGTCCAGNGCTGACG CCCTCCACAACATATCCACCAA AGAGGTTGGCAGTGAATGGG 44 30 121 22 257 20 60,025 59,961 36,700 40,000 2,064,160 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 12 34 235 CCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCCAGGACTGTACCTCTCCCA GGGAAGAGGTTGGCAGTGAA 140 34 27 20 261 20 59,959 59,890 43,700 31,800 0.151724 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 12 30 231 CCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCCAGGACTGTACCTCTCCCA AGAGGTTGGCAGTGAATGGG 140 30 27 20 257 20 59,959 59,961 43,700 40,000 0.079982 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr499_2 2 187 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 12 29 230 CCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCCAGGACTGTACCTCTCCCA GAGGTTGGCAGTGAATGGGT 140 29 27 20 256 20 59,959 60,251 43,700 45,100 0.292579 F 278 AGCCACTCACCCCTTTCGCAATTAGTCCAGGACTGTACCTCTCCCATTCTCACCTTCCAACCCCACCACCTATCCCCTCAATCCAGTACTATCCCTCTCACATTGCCACAGCTCCTGccccccTCCACAACATATCCACCAAGTCCAGNGCTGACGCTACACCAtttttCTGCCCACCCGCCCCGCccaccaccaccaccaccaccaCATATCCATGTAGTCCAAGATTGTcccccACCCATTCACTGCCAACCTCTTccccccGCAATAAGCCCGTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 1 1 2 33 214 cacacaTTAtctctcGAACTGCGATAGATCCCCATATGTCACACATTATCTCTCGAACTGCG CCAGGCATCAGTGTGAGGTA 33 117 105 23 318 20 59,758 59,095 51,800 30,800 4,146,202 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 113 291 TTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGA TTTCTGCAGCAGCCTCAAAG CCAGGCATCAGTGTGAGGTA 113 117 28 20 318 20 59,043 59,095 27,700 30,800 1,861,282 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 113 292 TTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGA TTTCTGCAGCAGCCTCAAAG ACCAGGCATCAGTGTGAGGT 113 118 28 20 319 20 59,043 61,130 27,700 38,500 2,086,687 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 113 293 TTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGA TTTCTGCAGCAGCCTCAAAG TACCAGGCATCAGTGTGAGG 113 119 28 20 320 20 59,043 59,095 27,700 38,600 1,861,282 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 107 285 CAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGCAGCAGCCTCAAAGCAACTG CCAGGCATCAGTGTGAGGTA 107 117 34 20 318 20 60,039 59,095 31,600 30,800 0.944086 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 107 286 CAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGCAGCAGCCTCAAAGCAACTG ACCAGGCATCAGTGTGAGGT 107 118 34 20 319 20 60,039 61,130 31,600 38,500 1,169,491 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 107 287 CAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGCAGCAGCCTCAAAGCAACTG TACCAGGCATCAGTGTGAGG 107 119 34 20 320 20 60,039 59,095 31,600 38,600 0.944086 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 11 30 199 CAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGCAGCAGCCTCAAAGCAACTG TCATCCTCATCATCACATGGG 107 30 34 20 232 21 60,039 57,217 31,600 40,000 3,822,093 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 12 4 98 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC TCATCCTCATCATCACATGGG 4 30 135 22 232 21 59,440 57,217 46,100 40,000 6,342,324 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 12 4 184 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC CCAGGCATCAGTGTGAGGTA 4 117 135 22 318 20 59,440 59,095 46,100 30,800 3,464,317 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 12 4 185 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC ACCAGGCATCAGTGTGAGGT 4 118 135 22 319 20 59,440 61,130 46,100 38,500 3,689,722 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 12 4 186 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC TACCAGGCATCAGTGTGAGG 4 119 135 22 320 20 59,440 59,095 46,100 38,600 3,464,317 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 13 30 201 CAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGCAGCAGCCTCAAAGCAACTG CATCATCCTCATCATCACATGGG 107 30 34 20 234 23 60,039 58,990 31,600 40,000 4,049,785 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 13 4 100 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC CATCATCCTCATCATCACATGGG 4 30 135 22 234 23 59,440 58,990 46,100 40,000 6,570,016 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr49_2 2 161 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 14 4 101 CCCATATGTGATGATTGCACCCTATAgatgatgatgatg CCCATATGTGATGATTGCACCC TCATCATCCTCATCATCACATGGG 4 30 135 22 235 24 59,440 60,263 46,100 40,000 6,822,998 F 323 GAAGGGGCCTGTGCTCATTCCTTTCCTTTTCTGCAGCAGCCTCAAAGCAACTGGGACACAGAAAACTGATTGATTTTCATATTTTCTTCCCATTCCCCAGACTCcacacaTTAtctctcGAACTGCGATAGATCCCCATATGTGATGATTGCACCCTATAgatgatgatgatgatgatgatGACACTAANccccccAGTCCCCTCCTcccccccATGtgatgatgaGgatgatgatgatAATGATGACACTAAcccccccAGTCCCCTCCGcccccccATGTGATGATATCATCCCTGTACCTCACACTGATGCCTGGTATTT

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 1 1 3 41 150 ATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGATGTGAGGCCATTGCGAAGA CCTAATTCTGTTGCATGCGGC 41 44 100 20 249 21 60,035 60,535 28,700 65,300 1,569,746 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 3 6 111 ATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGATGTGAGGCCATTGCGAAGA TCTTGGCAACTTGCTTCAGC 41 6 100 20 210 20 60,035 59,330 28,700 42,600 0.705314 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 86 241 TATTACGCACAGGGTTTgggggTTGGGAggggggTGTTTATTACGCACAGGGTTTGGG TTGAGACACCTGTGGACACA 91 86 50 20 290 20 57,883 58,800 41,200 37,200 3,316,442 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 86 242 CTATTACGCACAGGGTTTgggggTTGGGAggggggTG CTATTACGCACAGGGTTTGGG TTGAGACACCTGTGGACACA 91 86 49 21 290 20 58,986 58,800 41,200 37,200 3,213,744 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 86 245 CGTCTATTACGCACAGGGTTTgggggTTGGGAggggg CGTCTATTACGCACAGGGTT TTGAGACACCTGTGGACACA 95 86 46 20 290 20 57,711 58,800 41,100 37,200 3,488,576 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 41 191 ATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGATGTGAGGCCATTGCGAAGA TTGAGACACCTGTGGACACA 41 86 100 20 290 20 60,035 58,800 28,700 37,200 1,234,767 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 40 149 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT CCTAATTCTGTTGCATGCGGC 40 44 101 20 249 21 60,035 60,535 24,000 65,300 1,569,746 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 40 150 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT ACCTAATTCTGTTGCATGCGG 40 45 101 20 250 21 60,035 59,255 24,000 56,900 1,780,239 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 40 190 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT TTGAGACACCTGTGGACACA 40 86 101 20 290 20 60,035 58,800 24,000 37,200 1,234,767 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 40 191 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT TTTGAGACACCTGTGGACACA 40 86 101 20 291 21 60,035 59,443 24,000 37,200 1,592,523 F 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 27 131 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT GGCGCTGACATATGGCATGA 40 27 101 20 231 20 60,035 60,886 24,000 30,700 0.921194 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr501_3 3 161 24 8 1 ATC CATCATCATCATCATCATCATCAT CAT_161_184 0 0 4 6 110 TGTGAGGCCATTGCGAAGATTGAATTTTATATTTGT TGTGAGGCCATTGCGAAGAT TCTTGGCAACTTGCTTCAGC 40 6 101 20 210 20 60,035 59,330 24,000 42,600 0.705314 A 292 GCCTCATGGATTCCCAATTGTGAGTTGCTACATCTGCTCACAATACGTCTATTACGCACAGGGTTTgggggTTGGGAggggggTGTTAAAGCATACTCAATGTGAGGCCATTGCGAAGATTGAATTTTATATTTGTTCACATAATCAAATATGGTAATCAcatcatcatcatcatcatcatcatCGGTGTGCTGAAGCAAGTTGCCAAGAATCATGCCATATGTCAGCGCCGCATGCAACAGAATTAGGTCTTCCTGGATTCATGATTtgtgtgTCCACAGGTGTCTCAAAA

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 1 1 4 50 211 GTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCGTTTCCCAGCCACTCCCAG GGGAGCAGGAATTGGTGACA 50 94 14 19 224 20 60,304 59,962 44,500 35,800 1,341,808 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 4 50 212 GTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCGTTTCCCAGCCACTCCCAG TGGGAGCAGGAATTGGTGAC 50 95 14 19 225 20 60,304 59,962 44,500 36,700 1,341,808 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 4 17 179 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA GGGAGCAGGAATTGGTGACA 17 94 46 20 224 20 61,046 59,962 26,900 35,800 1,084,076 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 4 17 180 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA TGGGAGCAGGAATTGGTGAC 17 95 46 20 225 20 61,046 59,962 26,900 36,700 1,084,076 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 5 52 213 CTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGC CTGTTTCCCAGCCACTCCC GGGAGCAGGAATTGGTGACA 52 94 12 19 224 20 60,304 59,962 43,000 35,800 1,341,808 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 16 17 139 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA GGCAGACAGACAGGCAGG 17 56 46 20 184 18 61,046 60,047 26,900 48,500 3,092,418 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 18 17 117 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA CAGACAGACAGACAGGCAGG 17 32 46 20 162 20 61,046 60,038 26,900 48,500 1,083,422 F 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 18 17 149 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA TAGACAGGCAGGCAGACAGA 17 64 46 20 194 20 61,046 60,252 26,900 34,100 1,297,698 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 18 16 101 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA CAGGCAGACAGACAGACAGG 17 16 46 20 146 20 61,046 60,038 26,900 40,000 1,083,422 F 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 18 16 133 GTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCGTTTCCCAGCCACTCCCAG CAGGCAGACAGACAGACAGG 50 16 14 19 146 20 60,304 60,038 44,500 40,000 1,341,154 F 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 19 18 137 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAA CAGACAGACAGGCAGGCAG 18 29 46 19 158 19 60,457 60,376 30,200 48,500 2,832,356 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr502_2 2 83 28 7 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTG NO 0 0 19 17 137 GCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCT GCCCACCCACCAAACTCAAA CAGACAGACAGGCAGGCAG 17 29 46 20 158 19 61,046 60,376 26,900 48,500 2,421,562 B 232 TGGCTGGCGGCCTGTTTCCCAGCCACTCCCAGGCCCGCTGACCACGCCCACCCACCAAACTCAAAATTCTGCNCTCTGTCTCtctgtctgtctgtctgtctgtctgtctgNNNNNNNNNNNNTCTGCctgtctgtctgtCTGCCTGCctgtctgtctgtctgtCTGCCTGCCTGTCTGTCTGCCTGCCTGTCTATCTAATCTGTTGTCACCAATTCCTGCTCCCAGGAAGCG

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 1 19 100 AAAGTTGCCAGGCACACCAACACCCCNGccccccccc AAAGTTGCCAGGCACACCAA CCACGAGATGGCCAGTTTACT 19 19 99 20 198 21 60,975 60,066 36,700 22,400 2,041,183 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 1 19 103 AAGAAAGTTGCCAGGCACACCAACACCCCNGccccc AAGAAAGTTGCCAGGCACAC CCACGAGATGGCCAGTTTACT 22 19 96 20 198 21 59,253 60,066 38,200 22,400 1,812,802 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 1 19 186 GGAAATTGCACGACTACCGCCACTTGCCTCGAAGG GGAAATTGCACGACTACCGC CCACGAGATGGCCAGTTTACT 105 19 13 20 198 21 59,904 60,066 56,800 22,400 1,162,597 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 20 103 AAGAAAGTTGCCAGGCACACCAACACCCCNGccccc AAGAAAGTTGCCAGGCACAC CCACGAGATGGCCAGTTTAC 22 20 96 20 198 20 59,253 58,630 38,200 20,100 2,116,284 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 20 192 GAGCTGGGAAATTGCACGACTACCGCCACTTGCCT GAGCTGGGAAATTGCACGAC CCACGAGATGGCCAGTTTAC 111 20 7 20 198 20 59,831 58,630 43,400 20,100 1,538,633 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 19 185 GAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGGAAATTGCACGACTACCGCC CCACGAGATGGCCAGTTTACT 104 19 14 20 198 21 59,904 60,066 61,300 22,400 1,162,597 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 19 192 GAGCTGGGAAATTGCACGACTACCGCCACTTGCCT GAGCTGGGAAATTGCACGAC CCACGAGATGGCCAGTTTACT 111 19 7 20 198 21 59,831 60,066 43,400 22,400 1,235,151 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 19 146 ATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGA ATCCGGCCCTTTAATGCTCC CCACGAGATGGCCAGTTTACT 65 19 53 20 198 21 60,179 60,066 47,000 22,400 1,245,132 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr503_2 2 138 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 19 191 AGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAGCTGGGAAATTGCACGACT CCACGAGATGGCCAGTTTACT 110 19 8 20 198 21 60,251 60,066 41,800 22,400 1,317,044 F 221 CGGGCCGAGCTGGGAAATTGCACGACTACCGCCACTTGCCTCGAAGGTGAAAATCCGGCCCTTTAATGCTCCCCTGTTGTGGAATTGAAATGTAAAAGAAAGTTGCCAGGCACACCAACACCCCNGcccccccccccccaccaccaccaccaccaccaCCCCACCAACCCCAACCTAAGTAAACTGGCCATCTCGTGGCACAATATTGATTATCGAACATC

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 1 1 4 39 245 ACCATAACCCGACATAAGCCCGATAGAGCAAGTGA ACCATAACCCGACATAAGCCC GAGGAAGGAGTCGGGCTAAC 39 135 23 21 267 20 59,858 59,539 51,900 23,400 1,602,985 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 4 37 243 CATAACCCGACATAAGCCCGATAGAGCAAGTGACC CATAACCCGACATAAGCCCGA GAGGAAGGAGTCGGGCTAAC 37 135 25 21 267 20 59,930 59,539 51,400 23,400 1,530,235 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 4 34 240 ACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTACCCGACATAAGCCCGATAG GGAGGAAGGAGTCGGGCTAA 34 136 29 20 268 20 59,033 60,687 20,800 30,900 1,653,689 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 4 22 133 CCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTAT CCCGATAGAGCAAGTGACCG TGGGTTTACACCGACCAACC 22 41 41 20 173 20 60,249 60,179 47,900 37,700 0.428096 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 4 22 188 CCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTAT CCCGATAGAGCAAGTGACCG CCGCAACCTTCCATCGGTAA 22 96 41 20 228 20 60,249 60,392 47,900 28,500 0.640999 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 5 21 132 CCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATC CCGATAGAGCAAGTGACCGG TGGGTTTACACCGACCAACC 21 41 42 20 173 20 60,249 60,179 52,800 37,700 0.428096 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 5 21 187 CCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATC CCGATAGAGCAAGTGACCGG CCGCAACCTTCCATCGGTAA 21 96 42 20 228 20 60,249 60,392 52,800 28,500 0.640999 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 5 21 218 CCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATC CCGATAGAGCAAGTGACCGG AGTCGGGCTAACGGTCATTG 21 127 42 20 259 20 60,249 60,108 52,800 28,200 0.357402 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 6 18 129 ATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTC ATAGAGCAAGTGACCGGCTG TGGGTTTACACCGACCAACC 18 41 45 20 173 20 59,823 60,179 48,500 37,700 0.355703 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 6 18 184 ATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTC ATAGAGCAAGTGACCGGCTG CCGCAACCTTCCATCGGTAA 18 96 45 20 228 20 59,823 60,392 48,500 28,500 0.568606 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 6 18 215 ATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTC ATAGAGCAAGTGACCGGCTG AGTCGGGCTAACGGTCATTG 18 127 45 20 259 20 59,823 60,108 48,500 28,200 0.285009 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr506_2 2 83 30 7 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCCGCCGCCG NO 0 0 6 18 216 ATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTC ATAGAGCAAGTGACCGGCTG GAGTCGGGCTAACGGTCATT 18 128 45 20 260 20 59,823 59,825 48,500 25,700 0.351753 B 296 CGATTTAGTGAGCGGGCCGGGCACCATAACCCGACATAAGCCCGATAGAGCAAGTGACCGGCTGTAAGCGGTTATCTTCCCCcagcagcagcagcagcagcagccgccgccgGTTATTCCTTACCGAGTATCTCCTTCCTGCGGTCGGTGTGCGGTTGGTCGGTGTAAACCCACTCGAAGTCCTCCCGGGCCACCCGGTTGCCCATAGTTACCGATGGAAGGTTGCGGACTGGCTCGCGCAATGACCGTTAGCCCGACTCCTTCCTCCCGCGTCCGCCTTCAGCGATACGCAGCCG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 1 1 2 16 136 TGCCATGACCCAGACTAAGTTCAGACAGCAGTTGA TGCCATGACCCAGACTAAGT GCAATGGTGGGATTTGAACCC 51 16 144 20 279 21 58,343 60,066 22,400 41,100 2,722,802 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 3 16 182 GCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACAGCTTCATGTTGCAGCTCCTG GCAATGGTGGGATTTGAACCC 97 16 98 20 279 21 59,829 60,066 38,600 41,100 1,236,776 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 3 16 201 TCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTC TCAGTTGTGCAGGAATTTGGC GCAATGGTGGGATTTGAACCC 115 16 79 21 279 21 59,659 60,066 45,200 41,100 2,407,103 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 3 16 279 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGG CTGTTATGGGCGACATTAATGGT GCAATGGTGGGATTTGAACCC 191 16 1 23 279 21 59,117 60,066 35,500 41,100 4,949,103 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 4 16 200 CAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCCAGTTGTGCAGGAATTTGGCT GCAATGGTGGGATTTGAACCC 114 16 80 21 279 21 59,658 60,066 47,500 41,100 2,408,388 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 4 0 119 TGCCATGACCCAGACTAAGTTCAGACAGCAGTTGA TGCCATGACCCAGACTAAGT ACCCAGGTTCCCAGAGCATT 51 0 144 20 262 20 58,343 61,143 22,400 35,600 2,799,275 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 4 0 165 GCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACAGCTTCATGTTGCAGCTCCTG ACCCAGGTTCCCAGAGCATT 97 0 98 20 262 20 59,829 61,143 38,600 35,600 1,313,249 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 5 3 121 TGCCATGACCCAGACTAAGTTCAGACAGCAGTTGA TGCCATGACCCAGACTAAGT GAACCCAGGTTCCCAGAGC 51 3 144 20 264 19 58,343 60,002 22,400 40,900 2,658,598 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 5 3 167 GCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACAGCTTCATGTTGCAGCTCCTG GAACCCAGGTTCCCAGAGC 97 3 98 20 264 19 59,829 60,002 38,600 40,900 1,172,572 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 5 3 263 TGTTATGGGCGACATTAATGGTTTATTCTGTATGGT TGTTATGGGCGACATTAATGGT GAACCCAGGTTCCCAGAGC 191 3 2 22 264 19 58,108 60,002 35,500 40,900 4,894,295 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 5 3 264 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGG CTGTTATGGGCGACATTAATGGT GAACCCAGGTTCCCAGAGC 191 3 1 23 264 19 59,117 60,002 35,500 40,900 4,884,899 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr509_3 3 215 28 7 1 AATT AATTAATTAATTAATTAATTAATTAATT NO 0 0 6 16 196 TGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTGTGCAGGAATTTGGCTTCA GCAATGGTGGGATTTGAACCC 111 16 84 20 279 21 58,298 60,066 30,200 41,100 2,768,397 A 284 CTGTTATGGGCGACATTAATGGTTTATTCTGTATGGTACAGGATGTGATTGTTACAGTATAAGTCTGTATATTTTCATTCAGTTGTGCAGGAATTTGGCTTCATGTTGCAGCTCCTGAGTTGCTGCACAAACACTTGTATTTATGCCATGACCCAGACTAAGTTCAGACAGCAGTTGAAGAATGTGCTGAAATATCCGTTAAATCTAATTGTTCaattaattaattaattaattaattaattAATGCTCTGGGAACCTGGGTTCAAATCCCACCATTGCAGATG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 1 1 Feb‐75 13 288 CCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGAT CCTCCAGCCTCTGACTCTGA CGCCATACTTGAAATGTGCAAG 203 13 16 20 303 22 60,324 58,826 32,700 40,100 3,497,782 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 3‐May 14 192 TAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaG TAAACGGTGAGGTGAGGGTG CGCCATACTTGAAATGTGCAA 107 14 112 20 303 21 59,317 57,785 46,100 40,800 3,897,549 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 3‐May 13 192 TAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaG TAAACGGTGAGGTGAGGGTG CGCCATACTTGAAATGTGCAAG 107 13 112 20 303 22 59,317 58,826 46,100 40,100 3,856,451 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 181 GTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTGTGAGGGTGGGAGAGGGAAA CGCCATACTTGAAATGTGCA 96 15 123 20 303 20 60,841 57,082 31,300 45,700 3,758,423 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 185 TGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCATGAGGTGAGGGTGGGAGAG CGCCATACTTGAAATGTGCA 101 15 119 19 303 20 59,921 57,082 32,000 45,700 3,996,956 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 192 TAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaG TAAACGGTGAGGTGAGGGTG CGCCATACTTGAAATGTGCA 107 15 112 20 303 20 59,317 57,082 46,100 45,700 3,600,552 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 288 CCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGAT CCTCCAGCCTCTGACTCTGA CGCCATACTTGAAATGTGCA 203 15 16 20 303 20 60,324 57,082 32,700 45,700 3,241,884 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 289 ACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGA ACCTCCAGCCTCTGACTCTG CGCCATACTTGAAATGTGCA 204 15 15 20 303 20 60,614 57,082 33,500 45,700 3,532,116 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 15 290 TACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAG TACCTCCAGCCTCTGACTCT CGCCATACTTGAAATGTGCA 205 15 14 20 303 20 58,996 57,082 32,400 45,700 3,921,347 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 14 290 TACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAG TACCTCCAGCCTCTGACTCT CGCCATACTTGAAATGTGCAA 205 14 14 20 303 21 58,996 57,785 32,400 40,800 4,218,344 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 13 181 GTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTGTGAGGGTGGGAGAGGGAAA CGCCATACTTGAAATGTGCAAG 96 13 123 20 303 22 60,841 58,826 31,300 40,100 4,014,321 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr512_2 2 239 30 10 1 AAT ATAATAATAATAATAATAATAATAATAATA NO 0 0 4 13 290 TACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAG TACCTCCAGCCTCTGACTCT CGCCATACTTGAAATGTGCAAG 205 13 14 20 303 22 58,996 58,826 32,400 40,100 4,177,245 F 303 GGACCGAATTTCTTACCTCCAGCCTCTGACTCTGATCCTTTCCAAGAAGATCACGAACCTCCTCATTATAAATCTCCAGATAGGATACTCGCACAAGGAACCTTaaaaaGTTAAACGGTGAGGTGAGGGTGGGAGAGGGaaaaaGCGTATTCANACTTCTGAGGTTAAATTCAATAATTTTAAACTGNCAGCAGGGAGNCACACTCACAAagagagCATNNATTAGAGATAAGATTATataataataataataataataataataataANGAATTCTCTAACTTGCACATTTCAAGTATGGCG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 1 1 3 86 272 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG CGTCACACCAATTAAGGCCC 86 112 27 21 298 20 59,375 59,191 31,600 58,000 2,433,568 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 86 292 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG GTGTAGCGCTTCCCTGTGAA 86 132 27 21 318 20 59,375 60,320 31,600 31,800 1,945,234 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 58 218 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG GGTGCCAGCCCATCAACTTC 86 58 27 21 244 20 59,375 61,599 31,600 30,100 3,223,514 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 57 216 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG TGCCAGCCCATCAACTTCC 86 57 27 21 242 19 59,375 60,304 31,600 34,600 2,929,194 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 57 217 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG GTGCCAGCCCATCAACTTCC 86 57 27 21 243 20 59,375 61,599 31,600 34,600 3,223,514 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 16 190 GGGATAGAAAGTTACCATCCAAGTTTGCCAATGGC GGGATAGAAAGTTACCATCCAAGTT TCAGCCCTATGAGTCAAGGAC 95 16 14 25 203 21 58,576 58,889 26,600 38,500 8,535,416 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 14 114 GGTTATTGATAGATTAAATGAATGGGCAAAACTCTGGGTTATTGATAGATTAAATGAATGGGC AGCCCTATGAGTCAAGGACCT 19 14 88 27 201 21 57,139 59,991 53,600 38,500 10,869,836 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 3 14 175 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG AGCCCTATGAGTCAAGGACCT 86 14 27 21 201 21 59,375 59,991 31,600 38,500 2,633,751 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 86 270 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG TCACACCAATTAAGGCCCGC 86 110 27 21 296 20 59,375 60,963 31,600 61,300 2,588,169 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 86 271 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG GTCACACCAATTAAGGCCCG 86 111 27 21 297 20 59,375 59,191 31,600 61,300 2,433,568 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 86 290 CCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTCCATCCAAGTTTGCCAATGG TGTAGCGCTTCCCTGTGAAC 86 131 28 20 317 20 57,610 60,320 31,600 31,800 2,710,383 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 86 291 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG TGTAGCGCTTCCCTGTGAAC 86 131 27 21 317 20 59,375 60,320 31,600 31,800 1,945,234 F 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 16 190 GGGATAGAAAGTTACCATCCAAGTTTGCCAATGGC GGGATAGAAAGTTACCATCCAAGT TCAGCCCTATGAGTCAAGGAC 96 16 14 24 203 21 57,997 58,889 31,600 38,500 8,114,037 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 16 191 GGGATAGAAAGTTACCATCCAAGTTTGCCAATGGC GGGATAGAAAGTTACCATCCAAGT TTCAGCCCTATGAGTCAAGGAC 96 16 14 24 204 22 57,997 59,498 31,600 38,500 8,504,376 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 12 112 GGTTATTGATAGATTAAATGAATGGGCAAAACTCTGGGTTATTGATAGATTAAATGAATGGGC CCCTATGAGTCAAGGACCTGC 19 12 88 27 199 21 57,139 59,860 53,600 48,500 11,000,751 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 4 12 173 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG CCCTATGAGTCAAGGACCTGC 86 12 27 21 199 21 59,375 59,860 31,600 48,500 2,764,666 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 5 11 111 GGTTATTGATAGATTAAATGAATGGGCAAAACTCTGGGTTATTGATAGATTAAATGAATGGGC CCTATGAGTCAAGGACCTGCC 19 11 88 27 198 21 57,139 59,860 53,600 48,500 11,000,751 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr513_2 2 134 33 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGTGTG NO 0 0 5 11 172 ACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGACCATCCAAGTTTGCCAATGG CCTATGAGTCAAGGACCTGCC 86 11 27 21 198 21 59,375 59,860 31,600 48,500 2,764,666 B 335 TGACTTAGATGAGGGGATAGAAAGTTACCATCCAAGTTTGCCAATGGCAGCACTGTAAGTAGTGTAGATGGAAGCATAAAATCACAGGGTTATTGATAGATTAAATGAATGGGCAAAACTCTGCAAATGGATTtcatcatcatcatcatcatcatcatcatgtgtgCTCTACCTGAAGGCAGGTCCTTGACTCATAGGGCTGAATTTTcccccccGTTgggggggAAGTTGATGGGCTGGCAcccccGATCGGAGATGCGGCGCCATTTTACGTGGGCGGGCCTTAATTGGTGTGACGTTCACAGGGAAGCGCTACACGCTCCCTGTGCAGGCGG

cons_gr516_3 3 90 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NO 1 1 18 10 93 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA AGAGGAGGAGGAAGAGGAGG 10 19 60 20 152 20 60,036 59,066 30,700 43,000 0.969425 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 19 10 94 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA GAGAGGAGGAGGAAGAGGAGG 10 19 60 20 153 21 60,036 60,133 30,700 43,000 1,169,207 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 20 10 207 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA GAGGAGGAGGAAGAGGAGGA 10 18 60 20 151 20 60,036 59,069 30,700 37,100 0.966451 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 154 29 6 1.5 AGG CCTCCTCCTTCCCTCCTCCTCCTCCTCCT NO 0 1 18 16 105 cctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCCTCCTCCTCCTCATCCTCC GGGAGAGGAAGAGGAGGAGG 16 20 118 20 222 20 60,179 60,106 43,000 43,000 0.284644 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 154 29 6 1.5 AGG CCTCCTCCTTCCCTCCTCCTCCTCCTCCT NO 0 0 18 16 108 cctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCCTCCTCCTCCTCATCCTCC GGAGGGAGAGGAAGAGGAGG 16 23 118 20 225 20 60,179 60,106 43,000 43,000 0.284644 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 154 29 6 1.5 AGG CCTCCTCCTTCCCTCCTCCTCCTCCTCCT NO 0 0 18 10 95 cctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCCTCCTCCTCCTCATCCTCC GAGGAGGAGGAGAAGGAGGG 16 10 118 20 212 20 60,179 60,106 43,000 43,000 0.284644 F 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 1 12 1 139 TCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcc TCAGGAGCACAGCATCACT GAAGGAGGGCGAGGAGGG 8 1 63 19 201 18 58,630 61,158 34,100 43,000 5,527,603 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 26 194 CTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGC CTTTGTCCGCCTTCAGCAC GGAGGAGGGAGAGGAAGAGG 36 26 35 19 228 20 59,424 60,106 44,000 36,900 1,682,130 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 23 191 CTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGC CTTTGTCCGCCTTCAGCACC GGAGGGAGAGGAAGAGGAGG 35 23 35 20 225 20 61,856 60,106 50,100 43,000 1,961,974 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 23 191 CTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGC CTTTGTCCGCCTTCAGCAC GGAGGGAGAGGAAGAGGAGG 36 23 35 19 225 20 59,424 60,106 44,000 43,000 1,682,130 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 10 153 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA GAGGAGGAGGAGAAGGAGGG 10 10 60 20 212 20 60,036 60,106 30,700 43,000 0.141434 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 10 163 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA GGGAGAGGAAGAGGAGGAGG 10 20 60 20 222 20 60,036 60,106 30,700 43,000 0.141434 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr516_3 3 90 93 8 2 AGG TCCTCCTCCTCCTCCTCCTCCTCCTCTCCCTCCTCCTC NO 0 0 18 10 166 CCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctc CCTTCAGGAGCACAGCATCA GGAGGGAGAGGAAGAGGAGG 10 23 60 20 225 20 60,036 60,106 30,700 43,000 0.141434 G 289 AGAGGAAACCNTGNANNNNNNNNANNNNNTNNNNCTTTGTCCGCCTTCAGCACCTGAATCCTTCAGGAGCACAGCATCACTGGTCCTCAtcctcctcctcctcctcctcctccTCTCcctcctcctcctCATCCTCCTCTtcctcctccTCTCcctcctcctTCcctcctcctcctcctcctCCCCTCCTCGCCCTCCTTctcctcctcctcTTCCTCTCcctcctcctCATCATCCTNCTCNTNctcctcctcTtcctcctcctcctcctccAGAGATTGAGGGAAGA

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 3 6 188 AACAAGATAGCCCACAATTTGGGTGGGGggtggtggt AACAAGATAGCCCACAATTTGG TGGTGAGATAGGCTTGTTGCA 6 118 29 22 216 21 57,193 59,649 32,800 40,800 6,157,324 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 6 189 AGAACAAGATAGCCCACAATTTGGGTGGGGggtggt AGAACAAGATAGCCCACAATTTGG GGTGAGATAGGCTTGTTGCA 6 118 27 24 215 20 59,536 57,886 32,800 40,800 6,577,751 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 6 189 GAACAAGATAGCCCACAATTTGGGTGGGGggtggtg GAACAAGATAGCCCACAATTTGG TGGTGAGATAGGCTTGTTGCA 6 118 28 23 216 21 58,252 59,649 32,800 40,800 6,098,494 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 36 216 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGAGCCATGGGAAGGTTGGATTG TGGTGAGATAGGCTTGTTGCA 36 118 1 20 216 21 59,174 59,649 26,700 40,800 2,176,746 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 36 240 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGAGCCATGGGAAGGTTGGATTG TGAAAGGCAAACCAAATAAACACT 36 139 1 20 240 24 59,174 58,016 26,700 35,500 6,809,602 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 2 103 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGAGCCATGGGAAGGTTGGATTG CTTCAAATAAGCTAACTTCCACCC 36 2 1 20 103 24 59,174 57,804 26,700 46,100 7,022,141 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 2 104 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGAGCCATGGGAAGGTTGGATTG ACTTCAAATAAGCTAACTTCCACCC 36 2 1 20 104 25 59,174 59,289 26,700 46,100 6,536,629 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 35 215 CCATGGGAAGGTTGGATTGGAATACAGAACAAGATCCATGGGAAGGTTGGATTGG TGGTGAGATAGGCTTGTTGCA 35 118 2 20 216 21 58,512 59,649 31,600 40,800 2,839,073 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 34 215 CCATGGGAAGGTTGGATTGGAATACAGAACAAGATCCATGGGAAGGTTGGATTGGA TGGTGAGATAGGCTTGTTGCA 34 118 2 21 216 21 59,993 59,649 35,300 40,800 2,357,682 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 5 2 103 CCATGGGAAGGTTGGATTGGAATACAGAACAAGATCCATGGGAAGGTTGGATTGGA ACTTCAAATAAGCTAACTTCCACCC 34 2 2 21 104 25 59,993 59,289 35,300 46,100 6,717,565 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 36 249 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGAGCCATGGGAAGGTTGGATTG TCAATTACTTGAAAGGCAAACCA 36 149 1 20 249 23 59,174 57,139 26,700 36,700 6,687,003 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr518_2 2 57 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 34 248 CCATGGGAAGGTTGGATTGGAATACAGAACAAGATCCATGGGAAGGTTGGATTGGA TCAATTACTTGAAAGGCAAACCA 34 149 2 21 249 23 59,993 57,139 35,300 36,700 6,867,939 F 251 GCCATGGGAAGGTTGGATTGGAATACAGAACAAGATAGCCCACAATTTGGGTGGGGggtggtggtggtggtggtggtgggggTGGAAGTTAGCTTATTTGAAGTTAAATTGTACTATTGGAATTTAAATTTAAAGTCCATTCAAAactactactCAGTCATTTTAtttttCTGGAAATTAAAGGAGTTACTGATTTGCAACAAGCCTATCTCACCAAGTGTTTATTTGGTTTGCCTTTCAAGTAATTGAAG

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 1 1 Mar‐25 27 240 GTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAGTGAGGACGGCAGCGTTT GGGCAGAGGAACATGCACA 152 27 39 18 278 19 60,665 60,304 36,000 45,700 3,968,746 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 26 240 GTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAGTGAGGACGGCAGCGTTT GGGCAGAGGAACATGCACAA 152 26 39 18 278 20 60,665 60,895 36,000 33,300 3,560,285 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 25 205 AACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACAACATCTACGCTGTTGCCCA GGCAGAGGAACATGCACAAG 116 25 73 20 277 20 59,964 59,475 53,600 31,600 0.561026 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 25 240 GGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAGGTGAGGACGGCAGCGTT GGCAGAGGAACATGCACAAG 153 25 38 18 277 20 62,682 59,475 48,400 31,600 5,206,841 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 25 245 gagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGGAGATGGTGAGGACGGCAG GGCAGAGGAACATGCACAAG 157 25 33 19 277 20 59,857 59,475 48,500 31,600 1,667,610 F 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 25 246 agagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATAGAGATGGTGAGGACGGCA GGCAGAGGAACATGCACAAG 158 25 32 19 277 20 60,305 59,475 56,900 31,600 1,830,159 F 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 25 247 gagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAAGAGAGATGGTGAGGACGGCA GGCAGAGGAACATGCACAAG 158 25 31 20 277 20 61,323 59,475 56,900 31,600 1,848,133 F 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 12 191 ACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACAACATCTACGCTGTTGCCCAG GCACAAGATGAAGCAGCTGG 115 12 74 20 264 20 60,392 59,829 44,500 48,500 0.562222 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 12 192 AACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACAACATCTACGCTGTTGCCCA GCACAAGATGAAGCAGCTGG 116 12 73 20 264 20 59,964 59,829 53,600 48,500 0.206725 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 4 12 264 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaT AGCTCATTAGAGGCTTTCTGATCT GCACAAGATGAAGCAGCTGG 184 12 1 24 264 20 59,345 59,829 27,500 48,500 4,825,747 B 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 6 25 141 CAGTGGCAGAGGGAAGATGCTGATGATGCAGAGA CAGTGGCAGAGGGAAGATGC GGCAGAGGAACATGCACAAG 52 25 137 20 277 20 60,747 59,475 39,100 31,600 1,272,146 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 6 25 143 CACAGTGGCAGAGGGAAGATGCTGATGATGCAGA CACAGTGGCAGAGGGAAGAT GGCAGAGGAACATGCACAAG 54 25 135 20 277 20 59,383 59,475 24,000 31,600 1,142,275 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 6 12 98 GAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAGAAGCAGCCGGGAAGAAT GCACAAGATGAAGCAGCTGG 22 12 167 20 264 20 60,107 59,829 24,000 48,500 0.278021 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 8 25 142 ACAGTGGCAGAGGGAAGATGCTGATGATGCAGAG ACAGTGGCAGAGGGAAGATG GGCAGAGGAACATGCACAAG 53 25 136 20 277 20 59,383 59,475 29,000 31,600 1,142,275 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 8 12 96 GAAGCAGCCGGGAAGAATGACAATGAGAAGATGAGAAGCAGCCGGGAAGAATGA GCACAAGATGAAGCAGCTGG 20 12 169 20 264 20 60,393 59,829 25,700 48,500 0.563559 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr519_2 2 209 24 8 1 AGG GGAGGAGGAGGAGGAGGAGGAGGA GGA_209_232 0 0 8 12 97 AGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAGAAGCAGCCGGGAAGAATG GCACAAGATGAAGCAGCTGG 21 12 168 20 264 20 60,394 59,829 26,700 48,500 0.564099 A 280 AGCTCATTAGAGGCTTTCTGATCTTTCAATgagagaTGGTGAGGACGGCAGCGTTTTGCCAGTGAATGACTAAACATCTACGCTGTTGCCCAGGCAACCCTGTGAAACATCGNGCAGAAATAACCTTTCACACCCACAGTGGCAGAGGGAAGATGCTGATGATGCAGAGAAGCAGCCGGGAAGAATGACAATGAGAAGATGAAAAGTGggaggaggaggaggaggaggaggaNNNCCATAAATTCCAGCTGCTTCATCTTGTGCATGTTCCTCTGCCCCA

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 1 1 3 73 240 AGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTAGCATTTCCCTCTTCTCTTTGTCT GCTCACCTGCCGGAAACTT 97 73 2 24 241 19 59,957 60,601 34,100 26,600 5,643,600 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 3 57 193 GAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATGAGAAGTCATCGTGCCGGG TCACCTGCCGGAAACTTGG 57 71 47 19 239 19 60,519 60,228 57,300 36,100 2,747,578 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 Mar‐75 58 194 TGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTA TGAGAAGTCATCGTGCCGG TCACCTGCCGGAAACTTGG 58 71 46 19 239 19 59,785 60,228 61,300 36,100 2,443,506 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 Mar‐75 58 195 TGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTA TGAGAAGTCATCGTGCCGG CTCACCTGCCGGAAACTTGG 58 71 46 19 240 20 59,785 61,237 61,300 36,100 2,452,666 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 85 245 CTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCACTTTGTCTCCGGGTCCGATG GGTCAACTCTCTCGGTCTGC 85 93 18 20 262 20 60,460 60,109 38,400 42,600 0.569323 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 85 249 CTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCACTTTGTCTCCGGGTCCGATG TCCTGGTCAACTCTCTCGGT 85 97 18 20 266 20 60,460 59,887 38,400 46,900 0.572890 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 75 235 GGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGGTCCGATGTGTCTCTCTG GGTCAACTCTCTCGGTCTGC 75 93 28 20 262 20 59,542 60,109 33,500 42,600 0.566890 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 71 222 CTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCACTTTGTCTCCGGGTCCGATG TCACCTGCCGGAAACTTGG 85 71 18 20 239 19 60,460 60,228 38,400 36,100 1,688,408 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 71 223 CTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCACTTTGTCTCCGGGTCCGATG CTCACCTGCCGGAAACTTGG 85 71 18 20 240 20 60,460 61,237 38,400 36,100 1,697,569 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 71 240 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGCAGCATTTCCCTCTTCTCTTTGTC CTCACCTGCCGGAAACTTGG 98 71 1 24 240 20 59,844 61,237 31,800 36,100 5,392,929 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 59 219 tcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTTCTGAGAAGTCATCGTGCCG GGTCAACTCTCTCGGTCTGC 59 93 44 20 262 20 59,829 60,109 56,900 42,600 0.280270 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 4 59 223 tcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTTCTGAGAAGTCATCGTGCCG TCCTGGTCAACTCTCTCGGT 59 97 44 20 266 20 59,829 59,887 56,900 46,900 0.283837 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 5 93 290 CCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGCCCTCTTCTCTTTGTCTCCGG AACCATGCAAAGCTGTGTGAA 93 128 9 21 298 21 59,794 59,244 51,400 31,800 2,961,852 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 5 71 240 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGCAGCATTTCCCTCTTCTCTTTGT CTCACCTGCCGGAAACTTGG 99 71 1 23 240 20 58,922 61,237 28,300 36,100 5,315,107 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 6 93 290 CCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGCCCTCTTCTCTTTGTCTCCGG AACCATGCAAAGCTGTGTGA 93 129 9 21 298 20 59,794 58,598 51,400 35,800 2,607,654 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 6 86 246 TCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCTCTTTGTCTCCGGGTCCGAT GGTCAACTCTCTCGGTCTGC 86 93 17 20 262 20 60,614 60,109 41,800 42,600 0.722891 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 6 71 223 TCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCTCTTTGTCTCCGGGTCCGAT TCACCTGCCGGAAACTTGG 86 71 17 20 239 19 60,614 60,228 41,800 36,100 1,841,976 B 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 7 92 290 CCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGACCTCTTCTCTTTGTCTCCGGG AAACCATGCAAAGCTGTGTGA 92 129 10 21 299 21 59,794 59,244 57,300 35,800 2,961,852 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 15 152 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG TCACCTGCCGGAAACTTGG 15 71 88 20 239 19 60,110 60,228 31,600 36,100 1,338,361 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 15 153 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG CTCACCTGCCGGAAACTTGG 15 71 88 20 240 20 60,110 61,237 31,600 36,100 1,347,522 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 15 175 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG GGTCAACTCTCTCGGTCTGC 15 93 88 20 262 20 60,110 60,109 31,600 42,600 0.219276 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 15 179 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG TCCTGGTCAACTCTCTCGGT 15 97 88 20 266 20 60,110 59,887 31,600 46,900 0.222844 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 14 96 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG TTCAGCAGCAACTTTCGGAG 15 14 88 20 183 20 60,110 58,771 31,600 46,300 1,339,665 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt
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cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 13 94 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG CAGCAGCAACTTTCGGAGC 15 13 88 20 181 19 60,110 59,791 31,600 47,000 1,318,852 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 8 12 93 CGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCA CGCATGGTTTGTCGGAGTTG AGCAGCAACTTTCGGAGCA 15 12 88 20 180 19 60,110 60,228 31,600 42,600 1,338,180 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 9 16 153 TCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGC TCGCATGGTTTGTCGGAGTT TCACCTGCCGGAAACTTGG 16 71 87 20 239 19 60,250 60,228 30,100 36,100 1,478,247 A 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr51_2 2 123 27 9 1 CCG CGCCGCCGCCGCCGCCGCCGCCGCCGC NO 0 0 9 16 176 TCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGC TCGCATGGTTTGTCGGAGTT GGTCAACTCTCTCGGTCTGC 16 93 87 20 262 20 60,250 60,109 30,100 42,600 0.359162 F 301 CAGCATTTCCCTCTTCTCTTTGTCTCCGGGTCCGATGTGtctctcTGAGAAGTCATCGTGCCGGGGTAGGATCTGGTCTATTAACCTCGCATGGTTTGTCGGAGTTGTGCCCAGGGCTCGCAcgccgccgccgccgccgccgccgccgcGCTCGGTTCGCNTGCTCCGAAAGTTGCTGCTGAAAATCGCCGGGCTGCCCGCCCAGTTAAGCCGGCGTCCGCCAAGTTTCCGGCAGGTGAGCTGCAGACCgagagaGTTGACCAGGAAcccccAGGATTTcacacaGCTTTGCATGGttttt

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 1 1 4 25 240 TGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGTGGTCGCAGGGATTAACTCC GGCTGGAATCAGGGTCTCC 25 146 14 20 253 19 59,460 59,471 38,500 37,100 2,069,295 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 4 22 162 TCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTTCGCAGGGATTAACTCCAGC CCAATCCCTGGCTCTGCATT 22 70 17 20 178 20 59,822 60,397 48,500 35,600 0.574763 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 4 21 160 CGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCCGCAGGGATTAACTCCAGCA CAATCCCTGGCTCTGCATTG 21 69 18 20 177 20 60,108 59,255 44,100 28,200 0.852577 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 4 21 161 CGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCCGCAGGGATTAACTCCAGCA CCAATCCCTGGCTCTGCATT 21 70 18 20 178 20 60,108 60,397 44,100 35,600 0.504398 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 4 21 235 CGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCCGCAGGGATTAACTCCAGCA GCTGGAATCAGGGTCTCCC 21 145 18 20 252 19 60,108 59,471 44,100 43,000 1,637,012 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 4 21 236 CGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCCGCAGGGATTAACTCCAGCA GGCTGGAATCAGGGTCTCC 21 146 18 20 253 19 60,108 59,471 44,100 37,100 1,637,012 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 5 25 241 TGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGTGGTCGCAGGGATTAACTCC GGGCTGGAATCAGGGTCTC 25 147 14 20 254 19 59,460 59,471 38,500 33,600 2,069,295 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 5 24 240 GGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAG GGTCGCAGGGATTAACTCCA GGGCTGGAATCAGGGTCTC 24 147 15 20 254 19 59,460 59,471 38,600 33,600 2,069,295 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 5 21 237 CGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCCGCAGGGATTAACTCCAGCA GGGCTGGAATCAGGGTCTC 21 147 18 20 254 19 60,108 59,471 44,100 33,600 1,637,012 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 5 10 128 CTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaCTCCAGCAGGAAGGAGCAG CTGTCAGCAGCACAAAGGG 10 50 30 19 157 19 59,779 59,045 42,400 39,500 3,175,822 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 6 8 138 CAGCAGGAAGGAGCAGCCTCATCCAGcaccaccacca CAGCAGGAAGGAGCAGCC TGGCTCTGCATTGCTGTCAG 8 62 33 18 170 20 60,438 60,959 48,500 35,100 3,396,951 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr521_3 3 59 30 10 1 ACC CACCACCACCACCACCACCACCACCACCAC NO 0 0 7 10 139 CTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaCTCCAGCAGGAAGGAGCAG GCTCTGCATTGCTGTCAGC 10 61 30 19 168 19 59,779 59,863 42,400 42,600 2,358,277 F 276 CTGCAGAGCTCCCTGGTCGCAGGGATTAACTCCAGCAGGAAGGAGCAGCCTCATCCAGcaccaccaccaccaccaccaccaccaccacCGCCGCTGCCGCCTGCTCAcccgcccgcccgCTCAcccgcccgcccgccccccTTTGTGCTGCTGACAGCAATGCAGAGCCAGGGATTGGCAGCTCggggggACCCAGGCCAGGCCCCGGACGGAGCTGGCGGCCGGGTTGCTGAGGGAGACCCTGATTCCAGCCCCGTGGAGTGCGAGGACCAGCTG

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 1 1 4 34 245 TGGCACCAAATCCTGCGGCAGGTGGCATATGNGACTGGCACCAAATCCTGCGG GGATCAAGGAGCCTGGTGAT 152 34 2 18 246 20 60,676 59,157 56,900 30,600 3,518,756 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 Apr‐75 11 169 TGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCT TGCACAGTCTTCAGCAACAC GCGGTATGTCTCATGGCTCA 97 11 55 20 223 20 58,983 59,895 33,200 42,600 1,121,482 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 Apr‐75 11 174 AGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTAGACATGCACAGTCTTCAGCA GCGGTATGTCTCATGGCTCA 101 11 50 21 223 20 59,929 59,895 44,100 42,600 1,176,083 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 5 34 246 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGAGTGGCACCAAATCCTGCG GGATCAAGGAGCCTGGTGAT 153 34 1 18 246 20 59,432 59,157 51,800 30,600 3,410,725 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 5 28 240 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGAGTGGCACCAAATCCTGCG AGGAGCCTGGTGATCTAGCG 153 28 1 18 240 20 59,432 61,112 51,800 42,600 3,680,405 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 25 183 TGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCT TGCACAGTCTTCAGCAACAC AGCCTGGTGATCTAGCGGTA 97 25 55 20 237 20 58,983 60,106 33,200 40,200 1,122,794 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 25 198 CCAGTTCCCTAGACATGCACAGTCTTCAGCAACACT CCAGTTCCCTAGACATGCACA AGCCTGGTGATCTAGCGGTA 111 25 40 21 237 20 59,721 60,106 45,700 40,200 1,385,152 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 25 199 ACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACACCAGTTCCCTAGACATGCAC AGCCTGGTGATCTAGCGGTA 112 25 39 21 237 20 59,721 60,106 45,700 40,200 1,385,438 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 25 200 GACCAGTTCCCTAGACATGCACAGTCTTCAGCAACAGACCAGTTCCCTAGACATGCA AGCCTGGTGATCTAGCGGTA 113 25 38 21 237 20 59,445 60,106 39,600 40,200 1,661,242 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 10 96 CTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttctt CTCCCTTTGCTGAGCTGAGT AGCCTGGTGATCTAGCGGTA 10 25 142 20 237 20 59,676 60,106 34,100 40,200 0.430452 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 9 95 TCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttc TCCCTTTGCTGAGCTGAGTG AGCCTGGTGATCTAGCGGTA 9 25 143 20 237 20 59,964 60,106 35,100 40,200 0.142048 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr523_2 2 172 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 6 5 91 TTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttc TTTGCTGAGCTGAGTGCCTC AGCCTGGTGATCTAGCGGTA 5 25 147 20 237 20 60,605 60,106 47,000 40,200 0.710947 A 287 GTGGCACCAAATCCTGCGGCAGGTGGCATATGNGACAGACCAGTTCCCTAGACATGCACAGTCTTCAGCAACACTGGCTCTCAGTCAGCTNCAGGAATGGCAGGCGCCGTGCATAGNCACTGGGTCGTGAAGGTGGTGCCGCTCCCTTTGCTGAGCTGAGTGCCTCCGCCActtcttcttcttcttcttcttCTCTGCGGCTGTGAGCCATGAGACATACCGCTAGATCACCAGGCTCCTTGATCCTGGGGTAGAATTTGCGGGCCGGCACCTGGGCCCGTCGATCA

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 1 1 3 20 163 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA AGGACCTCCTGCTCGTTCC 20 80 76 20 238 19 60,035 60,985 26,900 36,200 2,020,268 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 3 20 225 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA GGAAATGTGGAAATTGGAGTTCA 20 138 76 20 300 23 60,035 57,533 26,900 31,800 5,502,187 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 3 19 224 GATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGAC GGAAATGTGGAAATTGGAGTTCA 19 138 77 20 300 23 59,901 57,533 31,800 31,800 5,566,471 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 3 18 103 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA CGCTTCCTGTTGGTTTCTTCA 20 18 76 20 178 21 60,035 59,053 26,900 30,200 1,981,920 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 3 18 223 ATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGACT GGAAATGTGGAAATTGGAGTTCA 18 138 78 20 300 23 60,323 57,533 34,100 31,800 5,789,851 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 20 108 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA TGTTTCGCTTCCTGTTGGTT 20 24 76 20 183 20 60,035 58,242 26,900 36,700 1,792,834 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 20 157 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA TCCTGCTCGTTCCTGAGAGA 20 73 76 20 232 20 60,035 59,962 26,900 31,000 0.073462 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 19 107 GATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGAC TGTTTCGCTTCCTGTTGGTT 19 24 77 20 183 20 59,901 58,242 31,800 36,700 1,857,118 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 19 156 GATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGAC TCCTGCTCGTTCCTGAGAGA 19 73 77 20 232 20 59,901 59,962 31,800 31,000 0.137746 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 18 155 ATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGACT TCCTGCTCGTTCCTGAGAGA 18 73 78 20 232 20 60,323 59,962 34,100 31,000 0.361126 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 211 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT CCTGCTCGTTCCTGAGAGAA 72 72 21 23 231 20 58,531 59,109 45,100 28,700 5,360,085 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 212 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT TCCTGCTCGTTCCTGAGAGA 72 73 21 23 232 20 58,531 59,962 45,100 31,000 4,507,023 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 213 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT CTCCTGCTCGTTCCTGAGAG 72 74 21 23 233 20 58,531 59,545 45,100 32,000 4,924,122 F 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 275 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT TGTGGAAATTGGAGTTCATTCATG 72 132 21 23 295 24 58,531 57,972 45,100 30,700 10,496,859 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 275 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT TGTGGAAATTGGAGTTCATTCATGA 72 131 21 23 295 25 58,531 59,226 45,100 30,700 10,242,897 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 72 280 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT GGAAATGTGGAAATTGGAGTTCA 72 138 21 23 300 23 58,531 57,533 45,100 31,800 9,935,748 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 25 164 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT ATGTTTCGCTTCCTGTTGGT 72 25 21 23 184 20 58,531 58,019 45,100 36,700 6,449,969 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 24 163 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT TGTTTCGCTTCCTGTTGGTT 72 24 21 23 183 20 58,531 58,242 45,100 36,700 6,226,395 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 20 162 AGATCCATGGCTGCGTTTGACTACTTTTCTGATCAT AGATCCATGGCTGCGTTTGA GGACCTCCTGCTCGTTCCT 20 79 76 20 237 19 60,035 60,985 26,900 33,600 2,020,268 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 19 161 GATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGATCCATGGCTGCGTTTGAC GGACCTCCTGCTCGTTCCT 19 79 77 20 237 19 59,901 60,985 31,800 33,600 2,084,552 B 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr525_2 2 116 24 8 1 AAC TGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 5 18 158 CCCAAACAAATTTCCAAATGGGTAATAAAAGTGAA CCCAAACAAATTTCCAAATGGGT CGCTTCCTGTTGGTTTCTTCA 72 18 21 23 178 21 58,531 59,053 45,100 30,200 6,415,480 A 300 TTAACGAACGATCAATGTACCCCAAACAAATTTCCAAATGGGTAATAAAAGTGAATTGAATTCCATTTACCAGGAAGATCCATGGCTGCGTTTGACTACTTTTCTGATCATCAGGtgttgttgttgttgttgttgttgtTGAGATGCCAGACATTACTGAAGAAACCAACAGGAAGCGAAACATTTACTTACTAACTTCATTTGTTCATTCTtctctcAGGAACGAGCAGGAGGTCCTTTAACTTGCAGAGAAAACTCTTGCCCATTTAATCATGAATGAACTCCAATTTCCACATTTCC

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 1 1 2 76 291 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTGA ATGAGCGGCACCACAGATTA 153 76 44 21 334 20 59,654 59,459 34,100 17,500 1,887,133 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 75 290 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTG TGAGCGGCACCACAGATTAG 154 75 44 20 333 20 58,194 60,108 35,100 17,300 1,914,055 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 75 290 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTGA TGAGCGGCACCACAGATTAG 153 75 44 21 333 20 59,654 60,108 34,100 17,300 1,453,926 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 75 291 aCCTGACAGAAAGCTGGACTGATTAACTTCTTTACT ACCTGACAGAAAGCTGGACT TGAGCGGCACCACAGATTAG 155 75 43 20 333 20 58,571 60,108 38,500 17,300 1,537,054 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 75 291 aCCTGACAGAAAGCTGGACTGATTAACTTCTTTACT ACCTGACAGAAAGCTGGACTG TGAGCGGCACCACAGATTAG 154 75 43 21 333 20 59,929 60,108 35,100 17,300 1,179,570 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 72 287 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTGA GCGGCACCACAGATTAGGAT 153 72 44 21 330 20 59,654 60,179 34,100 32,400 1,524,786 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 2 72 288 aCCTGACAGAAAGCTGGACTGATTAACTTCTTTACT ACCTGACAGAAAGCTGGACTG GCGGCACCACAGATTAGGAT 154 72 43 21 330 20 59,929 60,179 35,100 32,400 1,250,430 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 75 233 TCCACAGCCTCTTTAGAATGCACATTCCAGATcacac TCCACAGCCTCTTTAGAATGCA TGAGCGGCACCACAGATTAG 95 75 101 22 333 20 59,694 60,108 39,600 17,300 2,413,820 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 54 175 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA GATAAGCCCGTGAGCCCTTC 54 55 139 25 313 20 58,988 60,533 31,800 34,600 6,545,197 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 54 192 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA GCGGCACCACAGATTAGGAT 54 72 139 25 330 20 58,988 60,179 31,800 32,400 6,191,158 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 54 195 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA TGAGCGGCACCACAGATTAG 54 75 139 25 333 20 58,988 60,108 31,800 17,300 6,120,298 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 54 196 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA ATGAGCGGCACCACAGATTA 54 76 139 25 334 20 58,988 59,459 31,800 17,500 6,553,505 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 42 162 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA GCCCTTCCAGAACCTTCTCC 54 42 139 25 300 20 58,988 60,035 31,800 37,100 6,047,072 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 42 199 CCACAGCCTCTTTAGAATGCACATTCCAGATcacaca CCACAGCCTCTTTAGAATGCAC GCCCTTCCAGAACCTTCTCC 94 42 102 22 300 20 59,579 60,035 45,700 37,100 2,456,383 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 42 200 TCCACAGCCTCTTTAGAATGCACATTCCAGATcacac TCCACAGCCTCTTTAGAATGCA GCCCTTCCAGAACCTTCTCC 95 42 101 22 300 20 59,694 60,035 39,600 37,100 2,340,594 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 42 257 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTGA GCCCTTCCAGAACCTTCTCC 153 42 44 21 300 20 59,654 60,035 34,100 37,100 1,380,700 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 42 258 aCCTGACAGAAAGCTGGACTGATTAACTTCTTTACT ACCTGACAGAAAGCTGGACTG GCCCTTCCAGAACCTTCTCC 154 42 43 21 300 20 59,929 60,035 35,100 37,100 1,106,344 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 35 188 GCCTCTTTAGAATGCACATTCCAGATcacacaACAAA GCCTCTTTAGAATGCACATTCCA CCAGAACCTTCTCCTCTCACC 88 35 107 23 294 21 59,304 59,447 35,300 40,200 5,248,844 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 34 187 GCCTCTTTAGAATGCACATTCCAGATcacacaACAAA GCCTCTTTAGAATGCACATTCCA CAGAACCTTCTCCTCTCACCC 88 34 107 23 293 21 59,304 59,447 35,300 46,100 5,248,844 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 3 34 189 ACAGCCTCTTTAGAATGCACATTCCAGATcacacaAC ACAGCCTCTTTAGAATGCACA AGAACCTTCTCCTCTCACCC 93 34 104 21 292 20 57,576 58,054 45,700 46,100 5,369,119 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 4 46 166 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA GTGAGCCCTTCCAGAACCTT 54 46 139 25 304 20 58,988 59,598 31,800 35,000 6,414,233 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 4 46 261 CCTGACAGAAAGCTGGACTGATTAACTTCTTTACTC CCTGACAGAAAGCTGGACTGA GTGAGCCCTTCCAGAACCTT 153 46 44 21 304 20 59,654 59,598 34,100 35,000 1,747,861 B 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 4 131 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA TTTACAGATCACTCAATAATAACACCA 54 4 139 25 269 27 58,988 57,048 31,800 41,700 15,964,143 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 4 137 cacacaACAAATCAATCCTTCTCCATGTTCATTATATT CACACAACAAATCAATCCTTCTCCA TTTACAGATCACTCAATAATAACACCA 60 4 133 25 269 27 59,990 57,048 38,600 41,700 14,961,941 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 3 129 CAAATCAATCCTTCTCCATGTTCATTATATTATTGCT CAAATCAATCCTTCTCCATGTTCA TTACAGATCACTCAATAATAACACCAA 54 3 140 24 268 27 57,480 57,048 31,800 36,700 16,471,709 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 3 130 ACAAATCAATCCTTCTCCATGTTCATTATATTATTGC ACAAATCAATCCTTCTCCATGTTCA TTACAGATCACTCAATAATAACACCAA 54 3 139 25 268 27 58,988 57,048 31,800 36,700 15,964,143 A 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 3 135 acacaACAAATCAATCCTTCTCCATGTTCATTATATTAACACAACAAATCAATCCTTCTCCA TTACAGATCACTCAATAATAACACCAA 60 3 134 24 268 27 58,860 57,048 38,600 36,700 15,091,757 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 7 3 136 cacacaACAAATCAATCCTTCTCCATGTTCATTATATT CACACAACAAATCAATCCTTCTCCA TTACAGATCACTCAATAATAACACCAA 60 3 133 25 268 27 59,990 57,048 38,600 36,700 14,961,941 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 8 42 182 TGCACATTCCAGATcacacaACAAATCAATCCTTCTCCTGCACATTCCAGATCACACAAC GCCCTTCCAGAACCTTCTCC 77 42 119 22 300 20 59,446 60,035 33,200 37,100 2,588,561 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 8 42 182 TGCACATTCCAGATcacacaACAAATCAATCCTTCTCCTGCACATTCCAGATCACACA GCCCTTCCAGAACCTTCTCC 79 42 119 20 300 20 57,435 60,035 37,200 37,100 2,600,005 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr526_2 2 218 21 7 1 AAT TTATTATTATTATTATTATTA NO 0 0 10 42 181 GCACATTCCAGATcacacaACAAATCAATCCTTCTCCAGCACATTCCAGATCACACAACA GCCCTTCCAGAACCTTCTCC 76 42 120 22 300 20 59,446 60,035 33,300 37,100 2,588,561 F 345 TTGCATGTCTTCTTATTTTGAATGTTCTTAGTGGGAACaaaaaCCTGACAGAAAGCTGGACTGATTAACTTCTTTACTCGGCAATTCTGTTGAATCTGTTTCCACAGCCTCTTTAGAATGCACATTCCAGATcacacaACAAATCAATCCTTCTCCATGTTCATTATATTATTGCTTCATTTATTAATTATCGAACACAATGATGATAATATTCATGttattattattattattattaGTATTGGTGTTATTATTGAGTGATCTGTAAATTGGGGTGAGAGGAGAAGGTTCTGGAAGGGCTCACGGGCTTATCCTAATCTGTGGTGCCGCTCATCGAGGGaaaaa

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 1 1 4 45 189 GTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTC TCTCTATGTGCTTCGGTGTCA 45 79 11 20 199 21 59,825 58,832 33,600 35,800 2,342,279 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 45 231 GTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTC CCTGCCTCTTTGACCAAGCT 45 122 11 20 241 20 59,825 60,251 33,600 37,400 0.425694 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 45 246 GTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTC TCTCCTACTTTAAGACCTGCCTC 45 134 11 20 256 23 59,825 58,975 33,600 47,000 4,199,287 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 44 188 TCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTCA TCTCTATGTGCTTCGGTGTCA 44 79 12 20 199 21 60,252 58,832 34,100 35,800 2,419,449 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 44 189 TCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTCA CTCTCTATGTGCTTCGGTGTCA 44 79 12 20 200 22 60,252 59,836 34,100 35,800 2,416,209 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 44 230 TCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTCA CCTGCCTCTTTGACCAAGCT 44 122 12 20 241 20 60,252 60,251 34,100 37,400 0.502864 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 7 115 TCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTCA ACAGGCGCTATCTCAAAGCA 44 7 12 20 126 20 60,252 59,750 34,100 39,100 0.502021 A 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 7 116 GTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGTCAGGCTAGGTGCAGAGTC ACAGGCGCTATCTCAAAGCA 45 7 11 20 126 20 59,825 59,750 33,600 39,100 0.424851 A 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 49 240 CTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACCTGGTCAGGCTAGGTGCAG TTAAGACCTGCCTCTTTGACCA 49 126 8 19 247 22 59,780 59,291 44,100 40,200 3,929,066 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 48 240 CTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACCTGGTCAGGCTAGGTGCAGA TTAAGACCTGCCTCTTTGACCA 48 126 8 20 247 22 61,261 59,291 42,600 40,200 3,969,399 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 7 36 222 GGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAGGTGCAGAGTCAAACTCCCT CCTGCCTCTTTGACCAAGCT 36 122 20 20 241 20 59,602 60,251 42,000 37,400 0.649395 F 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr527_2 2 76 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 7 7 107 GGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAGGTGCAGAGTCAAACTCCCT ACAGGCGCTATCTCAAAGCA 36 7 20 20 126 20 59,602 59,750 42,000 39,100 0.648552 A 267 GTATAGCCTGGTCAGGCTAGGTGCAGAGTCAAACTCCCTTTACTCAGGGCTAACAATGTGCATACCTTGACTTGTaacaacaacaacaacaacaacaacAATATCTTGCTTTGAGATAGCGCCTGTAATGTAGTaaaaaCATTCCAAGGTGCTTTACAGGAATGTTATCAATCAAAATTGACACCGAAGCACATagagagATTTTGGAGCTGGTGAGATAAAGCTTGGTCAAAGAGGCAGGTCTTAAAGTAGgagagaGGTGAAGAG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 1 1 12 0 156 AGCTGCTGATGCTGTTCAACATctgctgctgATAATGC AGCTGCTGATGCTGTTCAAC TATCAGAAGCAGCACCACGG 95 0 28 20 183 20 59,120 60,108 31,800 49,400 0.987951 B 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 14 0 155 GCTGCTGATGCTGTTCAACATctgctgctgATAATGCT GCTGCTGATGCTGTTCAACA TATCAGAAGCAGCACCACGG 94 0 29 20 183 20 59,405 60,108 33,300 49,400 0.702788 B 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 15 0 155 GCTGCTGATGCTGTTCAACATctgctgctgATAATGCT GCTGCTGATGCTGTTCAACAT TATCAGAAGCAGCACCACGG 93 0 29 21 183 20 59,798 60,108 27,100 49,400 1,309,832 B 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 16 7 90 CCCATGTTGCTGATGATACTGTTCCTAATGCTGCTG CCCATGTTGCTGATGATACTGT GAGGAGCAGTATCAGAAGCAGC 18 7 103 22 192 22 58,451 60,803 35,500 52,500 6,351,543 A 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 16 0 117 CCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCAT CCTCATGCTGCTGCTGATCT TATCAGAAGCAGCACCACGG 56 0 67 20 183 20 60,179 60,108 27,500 49,400 0.287228 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 17 9 91 CCCATGTTGCTGATGATACTGTTCCTAATGCTGCTG CCCATGTTGCTGATGATACTGT TGAGGAGCAGTATCAGAAGCA 18 9 103 22 193 21 58,451 58,539 35,500 39,100 6,009,439 A 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 16 196 TGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTG TGATCCTCATGCTGCTGCTG GCAGCATGAGGAGCAGTATC 119 16 4 20 199 20 60,464 58,489 44,100 22,400 1,974,609 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 8 91 CCCATGTTGCTGATGATACTGTTCCTAATGCTGCTG CCCATGTTGCTGATGATACTGT TGAGGAGCAGTATCAGAAGCAG 18 8 103 22 193 22 58,451 59,570 35,500 42,400 5,978,741 A 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 7 190 ACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGC ACTGATCCTCATGCTGCTGC AGGAGCAGTATCAGAAGCAGC 121 7 2 20 191 21 60,464 59,861 52,500 52,500 1,602,674 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 0 118 TCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCA TCCTCATGCTGCTGCTGATC TATCAGAAGCAGCACCACGG 57 0 66 20 183 20 60,179 60,108 29,200 49,400 0.287239 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 0 180 TGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTG TGATCCTCATGCTGCTGCTG TATCAGAAGCAGCACCACGG 119 0 4 20 183 20 60,464 60,108 44,100 49,400 0.572019 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 0 181 CTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCT CTGATCCTCATGCTGCTGCT TATCAGAAGCAGCACCACGG 120 0 3 20 183 20 60,179 60,108 42,400 49,400 0.287228 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 18 0 182 ACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGC ACTGATCCTCATGCTGCTGC TATCAGAAGCAGCACCACGG 121 0 2 20 183 20 60,464 60,108 52,500 49,400 0.572199 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 19 15 196 TGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTG TGATCCTCATGCTGCTGCTG GCAGCATGAGGAGCAGTATCA 119 15 4 20 199 21 60,464 60,203 44,100 21,500 1,666,449 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr529_2 2 143 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 20 0 119 CTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCC CTCCTCATGCTGCTGCTGAT TATCAGAAGCAGCACCACGG 58 0 65 20 183 20 60,179 60,108 29,000 49,400 0.287228 F 210 TACTGATCCTCAtgctgctgcTGGTGCAGCTGCTGATGCTGTTCAACATctgctgctgATAATGCTCCTCAtgctgctgcTGATctgctgctgATACTGTTCCCCATGTTGCTGATGATACTGTTCCTAATGCTGCTGTTGGtgctgctgctgctgctgctgcCCGTGGTGCTGCTTCTGATACTGCTCCTCAtgctgctgcTGATACTG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 1 1 4 94 277 TGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATGGTCGCTATTCTGTTGGAGG TCCGTCAGACGAATCGCTTC 94 121 75 21 351 20 59,793 60,179 43,000 38,600 1,386,260 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 4 94 278 TGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATGGTCGCTATTCTGTTGGAGG TTCCGTCAGACGAATCGCTT 94 122 75 21 352 20 59,793 59,757 43,000 46,800 1,449,914 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 4 93 276 GGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGA GGTCGCTATTCTGTTGGAGGA TCCGTCAGACGAATCGCTTC 93 121 76 21 351 20 59,519 60,179 37,100 38,600 1,660,125 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 4 38 177 GGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaGGAAACATTAGTTCGGATCCCA ACTTTAAGTTGCATGCTTGTGA 74 38 94 22 270 22 58,119 57,083 43,700 35,800 8,798,203 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 4 38 178 AGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACAGGAAACATTAGTTCGGATCCCA ACTTTAAGTTGCATGCTTGTGA 74 38 93 23 270 22 59,478 57,083 43,700 35,800 8,438,920 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 5 107 290 TCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAATCTGTCAACAAATTGGTCGCT TCCGTCAGACGAATCGCTTC 107 121 62 21 351 20 58,429 60,179 49,300 38,600 2,750,383 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 5 107 291 TCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAATCTGTCAACAAATTGGTCGCT TTCCGTCAGACGAATCGCTT 107 122 62 21 352 20 58,429 59,757 49,300 46,800 2,814,037 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 5 37 178 AGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACAGGAAACATTAGTTCGGATCCCA ACTTTAAGTTGCATGCTTGTGAA 74 37 93 23 270 23 59,478 57,739 43,700 31,800 8,783,146 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 107 292 TCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAATCTGTCAACAAATTGGTCGCT ATTCCGTCAGACGAATCGCT 107 123 62 21 353 20 58,429 59,544 49,300 49,300 3,027,433 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 27 130 TTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTTTCCTAATGAGCGTACCTTCA ACTTTAAGTTGCATGCTTGTGA 27 38 141 22 270 22 57,188 57,083 30,200 35,800 9,728,952 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 27 130 TTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTTTCCTAATGAGCGTACCTTCA ACTTTAAGTTGCATGCTTGTGAA 27 37 141 22 270 23 57,188 57,739 30,200 31,800 10,073,179 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 27 210 TTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTTTCCTAATGAGCGTACCTTCA CCGTCAGACGAATCGCTTCA 27 120 141 22 350 20 57,188 60,456 30,200 30,200 5,268,111 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 27 211 TTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTTTCCTAATGAGCGTACCTTCA TCCGTCAGACGAATCGCTTC 27 121 141 22 351 20 57,188 60,179 30,200 38,600 4,991,141 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 6 27 212 TTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTTTCCTAATGAGCGTACCTTCA TTCCGTCAGACGAATCGCTT 27 122 141 22 352 20 57,188 59,757 30,200 46,800 5,054,794 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr530_4 4 190 21 7 1 AAT AATAATAATAATAATAATAAT AAT_190_210 0 0 7 24 128 TCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCTCCTAATGAGCGTACCTTCATTT ACTTTAAGTTGCATGCTTGTGA 24 38 143 23 270 22 57,647 57,083 23,200 35,800 10,270,377 F 439 CAATCCTTCCGTAGCGAAACTGTTGGCTACTTATCAGTGAAAACATGCATGTTTCATTATATCTGTCAACAAATTGGTCGCTATTCTGTTGGAGGAAACATTAGTTCGGATCCCAAAATTTTCGAAACaaaaaTAGATAATTTCCTAATGAGCGTACCTTCAtttttACTTTTAATTGCTCGTTCTATAaataataataataataataatAANNNATATAAATataataataTTAATGATGGtttttttCACAAGCATGCAACTTAAAGTATAACAGTTTGGTCAATGCTTTCTACAATGTTCACAGAATAATTGAATATTTACAGCGCCTGAAGCGATTCGTCTGACGGAATTTTAGTGCCTGTTCGGGGCAAGGTTGGTGACATAAAATGCAACAACGCGTTCAAATGTCGATTGGCCACATGtttttATTATTGAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 1 1 4 22 208 GGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGTAACCCTTCCCACCATCG TGTCTCTGTCTGGTCAGTGC 125 22 55 20 262 20 60,107 59,324 38,400 44,000 0.783546 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 22 255 CACGACGTTACTATGGAAAGCCACCAGGTgggggAT CACGACGTTACTATGGAAAGCC TGTCTCTGTCTGGTCAGTGC 170 22 8 22 262 20 59,398 59,324 43,500 44,000 3,277,947 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 19 205 GGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGTAACCCTTCCCACCATCG CTCTGTCTGGTCAGTGCTGT 125 19 55 20 259 20 60,107 59,322 38,400 44,000 0.785757 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 94 AAGTGGCACGGACATTCCTTCACtttttAATGAGCAC AAGTGGCACGGACATTCCTT TCTGGTCAGTGCTGTTGAGC 19 14 161 20 254 20 59,890 60,250 33,600 42,600 0.360524 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 117 TCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGA TCAACTGTGCTGCGGGTAAT TCTGGTCAGTGCTGTTGAGC 42 14 138 20 254 20 59,964 60,250 18,900 42,600 0.286202 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 118 ATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGG ATCAACTGTGCTGCGGGTAA TCTGGTCAGTGCTGTTGAGC 43 14 137 20 254 20 59,964 60,250 28,500 42,600 0.286202 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 142 TTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCT TTCTGCTGTGCTGACCTGAG TCTGGTCAGTGCTGTTGAGC 67 14 113 20 254 20 59,966 60,250 33,500 42,600 0.284515 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 145 TTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGT TTGTTCTGCTGTGCTGACCT TCTGGTCAGTGCTGTTGAGC 70 14 110 20 254 20 59,819 60,250 38,500 42,600 0.431152 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 200 GGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGTAACCCTTCCCACCATCG TCTGGTCAGTGCTGTTGAGC 125 14 55 20 254 20 60,107 60,250 38,400 42,600 0.357400 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 246 ACGACGTTACTATGGAAAGCCACCAGGTgggggATC ACGACGTTACTATGGAAAGCC TCTGGTCAGTGCTGTTGAGC 170 14 9 21 254 20 58,115 60,250 43,500 42,600 3,134,865 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 14 247 CACGACGTTACTATGGAAAGCCACCAGGTgggggAT CACGACGTTACTATGGAAAGCC TCTGGTCAGTGCTGTTGAGC 170 14 8 22 254 20 59,398 60,250 43,500 42,600 2,851,801 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr531_2 2 200 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 10 14 159 TGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGATGCCTGACCCGAGATTGTTC TCTGGTCAGTGCTGTTGAGC 84 14 96 20 254 20 60,036 60,250 31,800 42,600 0.286427 F 269 AATTAAACACGACGTTACTATGGAAAGCCACCAGGTgggggATCAGCTGTGTTGGGTAACCCTTCCCACCATCGCTGGTCAATCAGCGCTGGCTGTGCCTGACCCGAGATTGTTCTGCTGTGCTGACCTGAGATTGATCAACTGTGCTGCGGGTAATTTTAAGTGGCACGGACATTCCTTCACtttttAATGAGCACCAcatcatcatcatcatcatcatTAAACACTGCCCTGGCTCAACAGCACTGACCAGACAGAGACAAAGATAG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 1 1 3 46 300 TGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGG TGAGAATGTGGATCTCTCAGTTCT CCACATGGCCAAACTGCAC 161 46 61 24 360 19 58,978 60,006 30,100 45,700 6,027,988 F 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 3 44 299 TGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGG TGAGAATGTGGATCTCTCAGTTCT CACATGGCCAAACTGCACTA 161 44 61 24 359 20 58,978 58,753 30,100 27,400 6,268,771 F 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 3 30 300 CCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTT CCGGACAAAGATTGAGAATGTGG ACTGCACTAATCAGACATCCCTT 174 30 49 23 348 23 59,872 59,479 41,700 39,500 6,648,674 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 48 206 GGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAG GGCTGGCTCTTTCCTGAAGA ATTCCACATGGCCAAACTGC 68 48 158 20 363 20 59,674 59,390 28,700 44,000 0.935926 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 48 241 CTGCAGCTGATGGTGGTCATCCACAAGAAGACCTG CTGCAGCTGATGGTGGTCAT ATTCCACATGGCCAAACTGC 103 48 123 20 363 20 60,394 59,390 30,600 44,000 1,003,606 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 48 246 AGACACTGCAGCTGATGGTGGTCATCCACAAGAAGAGACACTGCAGCTGATGGTG ATTCCACATGGCCAAACTGC 108 48 118 20 363 20 60,321 59,390 41,700 44,000 0.931049 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 48 275 GAAGCTAGGCTGGAGGATGCAGACACAGAAGACA GAAGCTAGGCTGGAGGATGC ATTCCACATGGCCAAACTGC 137 48 89 20 363 20 60,250 59,390 39,100 44,000 0.859914 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 47 205 GGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAG GGCTGGCTCTTTCCTGAAGA TTCCACATGGCCAAACTGCA 68 47 158 20 362 20 59,674 60,758 28,700 44,100 1,084,573 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 31 300 CCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTT CCGGACAAAGATTGAGAATGTGG ACTGCACTAATCAGACATCCCT 174 31 49 23 348 22 59,872 58,889 41,700 42,000 6,238,254 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 30 167 AGGCCTTTCCAGATCAGCACAGAGGAAATGATTGT AGGCCTTTCCAGATCAGCAC TTCCACATGGCCAAACTGCA 30 47 196 20 362 20 60,035 60,758 44,000 44,100 0.792980 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 30 168 AGGCCTTTCCAGATCAGCACAGAGGAAATGATTGT AGGCCTTTCCAGATCAGCAC ATTCCACATGGCCAAACTGC 30 48 196 20 363 20 60,035 59,390 44,000 44,000 0.644332 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 15 139 TCAGCACAGAGGAAATGATTGTTAAGTGACAGATGTCAGCACAGAGGAAATGATTGT CTGCACTAATCAGACATCCCTT 15 30 209 22 347 22 57,975 57,852 27,100 39,500 8,173,168 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 4 14 139 CAGCACAGAGGAAATGATTGTTAAGTGACAGATGACAGCACAGAGGAAATGATTGTT ACTGCACTAATCAGACATCCCT 14 31 210 22 348 22 57,221 58,889 28,300 42,000 7,889,239 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 5 32 300 CCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTT CCGGACAAAGATTGAGAATGTGG ACTGCACTAATCAGACATCCC 174 32 49 23 348 21 59,872 57,450 41,700 38,500 6,677,986 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 5 29 167 GGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAGGCCTTTCCAGATCAGCACA ATTCCACATGGCCAAACTGC 29 48 197 20 363 20 60,323 59,390 45,700 44,000 0.932478 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 5 15 139 TCAGCACAGAGGAAATGATTGTTAAGTGACAGATGTCAGCACAGAGGAAATGATTGT CTGCACTAATCAGACATCCCT 15 31 209 22 347 21 57,975 57,166 27,100 42,000 7,859,529 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr532_3 3 246 50 10 1 AATAT ATATTATATTATATTATATTATATTATATTATATTATANO 0 0 6 48 223 ATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGATCCACAAGAAGACCTGGGC ATTCCACATGGCCAAACTGC 85 48 141 20 363 20 59,670 59,390 53,600 44,000 0.939258 B 364 ATTGAGCGATGGTTCACTCTCCATCCCAAAGACACCATCTACTAGACCCCGGACAAAGATTGAGAATGTGGAtctctcAGTTCTTATTGAAGCTAGGCTGGAGGATGCAGACACAGAAGACACTGCAGCTGATGGTGGTCATCCACAAGAAGACCTGGGCTGGCTCTTTCCTGAAGAAGGTCGGTTAGTAAGTATAGGCCTTTCCAGATCAGCACAGAGGAAATGATTGTTAAGTGACAGATGAGatattatattatattatattatattatattatattatattatattatattATACAGTAGTAAACACTTtatataAATTTTAAGGGATGTCTGATTAGTGCAGTTTGGCCATGTGGAATG

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 1 1 5 24 244 TGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCTGCATTGACCACAACTCACT TTTCGTGTGTGTGCATATGTG 119 24 102 20 345 21 57,653 57,465 34,100 32,100 5,881,290 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 24 247 CGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaCGTTGCATTGACCACAACTCA TTTCGTGTGTGTGCATATGTG 121 24 99 21 345 21 59,667 57,465 34,100 32,100 4,867,832 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 5 141 CCACCTCTTGACTAACTTCAACAAGATGTGCTTTGA CCACCTCTTGACTAACTTCAACA CATGCATGCGCTTGCTGTT 34 5 184 23 324 19 58,296 60,445 33,300 31,600 6,149,307 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 4 140 CCACCTCTTGACTAACTTCAACAAGATGTGCTTTGA CCACCTCTTGACTAACTTCAACA ATGCATGCGCTTGCTGTTG 34 4 184 23 323 19 58,296 60,445 33,300 33,300 6,149,307 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 5 4 141 CCACCTCTTGACTAACTTCAACAAGATGTGCTTTGA CCACCTCTTGACTAACTTCAACA CATGCATGCGCTTGCTGTTG 34 4 184 23 324 20 58,296 61,683 33,300 33,300 6,386,765 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 6 24 247 CGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaCGTTGCATTGACCACAACTC TTTCGTGTGTGTGCATATGTG 122 24 99 20 345 21 57,963 57,465 30,100 32,100 5,571,080 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 114 AGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgaAGATGTGCTTTGAAGATGAGTTGT CATGCGCTTGCTGTTGTGAT 10 0 207 24 320 20 58,931 60,109 33,200 30,600 5,178,094 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 117 ACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCC ACAAGATGTGCTTTGAAGATGAGT CATGCGCTTGCTGTTGTGAT 13 0 204 24 320 20 58,931 60,109 34,100 30,600 5,178,094 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 137 CCACCTCTTGACTAACTTCAACAAGATGTGCTTTGA CCACCTCTTGACTAACTTCAACA CATGCGCTTGCTGTTGTGAT 34 0 184 23 320 20 58,296 60,109 33,300 30,600 4,813,355 B 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 138 tCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGATCCACCTCTTGACTAACTTCAACA CATGCGCTTGCTGTTGTGAT 34 0 183 24 320 20 59,592 60,109 33,300 30,600 4,517,079 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 138 tCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGATCCACCTCTTGACTAACTTCAAC CATGCGCTTGCTGTTGTGAT 35 0 183 23 320 20 58,043 60,109 31,800 30,600 5,066,755 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 184 GCATTGTTATGGTCAGGGCAGAGATGATAGGATGGGCATTGTTATGGTCAGGGCAG CATGCGCTTGCTGTTGTGAT 83 0 137 21 320 20 59,593 60,109 48,500 30,600 1,515,997 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 184 GCATTGTTATGGTCAGGGCAGAGATGATAGGATGGGCATTGTTATGGTCAGGGCA CATGCGCTTGCTGTTGTGAT 84 0 137 20 320 20 58,527 60,109 53,600 30,600 1,582,716 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 185 aGCATTGTTATGGTCAGGGCAGAGATGATAGGATGAGCATTGTTATGGTCAGGGCA CATGCGCTTGCTGTTGTGAT 84 0 136 21 320 20 59,994 60,109 53,600 30,600 1,115,263 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 219 TGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCTGCATTGACCACAACTCACT CATGCGCTTGCTGTTGTGAT 119 0 102 20 320 20 57,653 60,109 34,100 30,600 2,456,225 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 222 CGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaCGTTGCATTGACCACAACTCA CATGCGCTTGCTGTTGTGAT 121 0 99 21 320 20 59,667 60,109 34,100 30,600 1,442,766 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr534_4 4 241 60 11 1.5 ACTC TGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTG NO 0 0 Jun‐25 0 222 CGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaCGTTGCATTGACCACAACTC CATGCGCTTGCTGTTGTGAT 122 0 99 20 320 20 57,963 60,109 30,100 30,600 2,146,015 F 372 ANNNTNGNNNTNNNNCNTNGANNNANNNNNTNNNTNNNNNAGTGAGNGAGNGAGTNANNNNNNGNANNAANNANGNNANTCANAANANNNANNNCANNCGTTGCATTGACCACAACTCACTTAAGACTTTGaaaaaGCATTGTTATGGTCAGGGCAGAGATGATAGGATGGTTCCCCttttttCCACCTCTTGACTAACTTCAACAAGATGTGCTTTGAAGATGAGTTGTTTTAATTCCTtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagggaaggaaggaaggaaATCACAACAGCAAGCGCATGCATGCACATATGcacacacaCGAAAATGTGATTACAAGAGGTAACATGCACT

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 1 1 3 7 123 ATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCT ATGTGACCTCTGCCATGGTG ACAGTGCCTTCTCTGTGCTT 44 7 106 20 228 20 60,035 59,528 41,700 39,100 0.506384 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 3 7 150 ACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCT ACGTGTCCTATCTGGCTTGC ACAGTGCCTTCTCTGTGCTT 71 7 79 20 228 20 60,108 59,528 40,100 39,100 0.579755 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 45 201 CATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGC CATGTGACCTCTGCCATGGT GAACATGCCCTGTACACCCA 45 84 105 20 305 20 60,035 59,962 35,500 45,100 0.072357 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 44 200 ATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCT ATGTGACCTCTGCCATGGTG GAACATGCCCTGTACACCCA 44 84 106 20 305 20 60,035 59,962 41,700 45,100 0.072357 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 44 201 ATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCT ATGTGACCTCTGCCATGGTG TGAACATGCCCTGTACACCC 44 85 106 20 306 20 60,035 59,962 41,700 46,100 0.072357 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 8 124 ATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCT ATGTGACCTCTGCCATGGTG AACAGTGCCTTCTCTGTGCT 44 8 106 20 229 20 60,035 59,528 41,700 44,000 0.506384 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 8 151 ACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCT ACGTGTCCTATCTGGCTTGC AACAGTGCCTTCTCTGTGCT 71 8 79 20 229 20 60,108 59,528 40,100 44,000 0.579755 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 7 124 CATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGC CATGTGACCTCTGCCATGGT ACAGTGCCTTCTCTGTGCTT 45 7 105 20 228 20 60,035 59,528 35,500 39,100 0.506384 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 4 7 149 CGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTC CGTGTCCTATCTGGCTTGCT ACAGTGCCTTCTCTGTGCTT 70 7 80 20 228 20 59,823 59,528 39,100 39,100 0.648297 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 5 82 241 AATGCAATAGTACTACGTGTCCTATCTGGCTTGCTA AATGCAATAGTACTACGTGTCCT GAACATGCCCTGTACACCCA 82 84 65 23 305 20 57,406 59,962 38,500 45,100 5,631,269 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 5 82 242 AATGCAATAGTACTACGTGTCCTATCTGGCTTGCTA AATGCAATAGTACTACGTGTCCT TGAACATGCCCTGTACACCC 82 85 65 23 306 20 57,406 59,962 38,500 46,100 5,631,269 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr536_3 3 170 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_170_201 0 0 6 82 240 AATGCAATAGTACTACGTGTCCTATCTGGCTTGCTA AATGCAATAGTACTACGTGTCCT AACATGCCCTGTACACCCAG 82 83 65 23 304 20 57,406 59,962 38,500 44,500 5,631,845 A 319 TGCTAAGAAAAGGGAGATGTTTGGATCTTTTGTTCATTATGAAAAGGGGATGTTTGGGTTTTGAAATGCAATAGTACTACGTGTCCTATCTGGCTTGCTATAGTCATGTGACCTCTGCCATGGTGGAAGGTCTGTAAGCTGCCATCTTACAATCAGTTCAATAAAAGCCtttatttatttatttatttatttatttatttaTTTGAGAAAGCACAGAGAAGGCACTGTTGTCTTGAACTTGAAACAGGAGATGGCTTTTCTTAATCTATATTAATGACCTAGAGCTGGGTGTACAGGGCATGTTCAAAATTTACTGATG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 1 1 2 82 260 GCCTTGTGTCCTGATGACCACAATTATTCAGAGAACGCCTTGTGTCCTGATGACCA GGCCATAGCACTCCAGTACA 82 117 65 20 324 20 59,963 59,169 40,200 29,000 0.867380 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 2 82 261 GCCTTGTGTCCTGATGACCACAATTATTCAGAGAACGCCTTGTGTCCTGATGACCA TGGCCATAGCACTCCAGTAC 82 118 65 20 325 20 59,963 59,169 40,200 27,300 0.867380 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 2 34 212 CCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCCTCTGACTTGCCCTTGTGA GGCCATAGCACTCCAGTACA 34 117 113 20 324 20 59,602 59,169 35,800 29,000 1,228,589 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 2 34 213 CCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCCTCTGACTTGCCCTTGTGA TGGCCATAGCACTCCAGTAC 34 118 113 20 325 20 59,602 59,169 35,800 27,300 1,228,589 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 111 291 AGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGAGCCTTGTTGCTTTCTCAAACT GGCCATAGCACTCCAGTACA 111 117 34 22 324 20 58,973 59,169 26,600 29,000 3,857,342 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 111 292 AGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGAGCCTTGTTGCTTTCTCAAACT TGGCCATAGCACTCCAGTAC 111 118 34 22 325 20 58,973 59,169 26,600 27,300 3,857,342 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 111 293 AGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGAGCCTTGTTGCTTTCTCAAACT CTGGCCATAGCACTCCAGTA 111 119 34 22 326 20 58,973 58,877 26,600 27,400 4,149,771 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 40 183 GCCTTGTGTCCTGATGACCACAATTATTCAGAGAACGCCTTGTGTCCTGATGACCA GTGGAAAGGCAAATTGGGCA 82 40 65 20 247 20 59,963 59,604 40,200 53,600 0.432792 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 40 242 CTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTT CTTTCCTCATAGACTAGTACTGCT GTGGAAAGGCAAATTGGGCA 137 40 6 24 247 20 57,047 59,604 42,400 53,600 7,348,834 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 40 243 TCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGT TCTTTCCTCATAGACTAGTACTGCT GTGGAAAGGCAAATTGGGCA 137 40 5 25 247 20 58,335 59,604 42,400 53,600 7,060,774 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 40 243 TCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGT TCTTTCCTCATAGACTAGTACTGC GTGGAAAGGCAAATTGGGCA 138 40 5 24 247 20 57,054 59,604 44,000 53,600 7,341,998 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 6 101 CCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCCTCTGACTTGCCCTTGTGA CTGCTGATCTGCTACCACCC 34 6 113 20 213 20 59,602 60,179 35,800 46,100 0.577002 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 6 149 GCCTTGTGTCCTGATGACCACAATTATTCAGAGAACGCCTTGTGTCCTGATGACCA CTGCTGATCTGCTACCACCC 82 6 65 20 213 20 59,963 60,179 40,200 46,100 0.215794 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 84 262 AGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAAGGCCTTGTGTCCTGATGAC GGCCATAGCACTCCAGTACA 84 117 63 20 324 20 59,674 59,169 30,600 29,000 1,156,912 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 41 190 TTCAAGGCCTTGTGTCCTGATGACCACAATTATTCA TTCAAGGCCTTGTGTCCTGA AGTGGAAAGGCAAATTGGGC 88 41 59 20 248 20 59,157 59,313 38,600 53,600 1,530,098 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 41 192 ACTTCAAGGCCTTGTGTCCTGATGACCACAATTATT ACTTCAAGGCCTTGTGTCCT AGTGGAAAGGCAAATTGGGC 90 41 57 20 248 20 59,153 59,313 38,500 53,600 1,533,482 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 40 191 ACTTCAAGGCCTTGTGTCCTGATGACCACAATTATT ACTTCAAGGCCTTGTGTCCT GTGGAAAGGCAAATTGGGCA 90 40 57 20 247 20 59,153 59,604 38,500 53,600 1,242,754 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 35 213 TCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCT TCCTCTGACTTGCCCTTGTG GGCCATAGCACTCCAGTACA 35 117 112 20 324 20 59,602 59,169 33,300 29,000 1,228,589 B 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 11 106 CCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCCTCTGACTTGCCCTTGTGA AAGGGCTGCTGATCTGCTAC 34 11 113 20 218 20 59,602 59,820 35,800 35,800 0.577877 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 11 154 GCCTTGTGTCCTGATGACCACAATTATTCAGAGAACGCCTTGTGTCCTGATGACCA AAGGGCTGCTGATCTGCTAC 82 11 65 20 218 20 59,963 59,820 40,200 35,800 0.216668 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr537_2 2 167 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 6 102 TCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCT TCCTCTGACTTGCCCTTGTG CTGCTGATCTGCTACCACCC 35 6 112 20 213 20 59,602 60,179 33,300 46,100 0.577002 A 398 TCATTCTTTCCTCATAGACTAGTACTGCTATTTAGCCTTGTTGCTTTCTCAAACTTACTTCAAGGCCTTGTGTCCTGATGACCACAATTATTCAGAGAACTGAGCACAATTTCCTCTGACTTGCCCTTGTGAATCCTTCTGAAATTCTGCACATGAGTGGATACTTgcagcagcagcagcagcagcaTAAAGTGGGTGGTAGCAGATCAGCAGCCCTTTATACACATTGCCCAATTTGCCTTTCCACTAACTTCACAGTCCCCACTGATATTAGAAGTTTCACCCAatatatGTACAATTTCTGTGTACTGGAGTGCTATGGCCAGTCCCTGGGCGAGTTcccccAATTTGTTATGATCCAGGACAAGATAAACCAAATTGTTAACTTACTGAATGGG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 1 1 4 13 139 TTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAt TTGCAGAGATTTGACTTACCATTT CCAGAAGCTTTGTAATTCCAGTGT 13 45 135 24 273 24 57,101 59,480 23,200 35,500 11,419,885 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 13 139 TTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAt TTGCAGAGATTTGACTTACCATTT CCAGAAGCTTTGTAATTCCAGTGTT 13 44 135 24 273 25 57,101 59,990 23,200 33,200 11,909,404 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 13 139 TTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAt TTGCAGAGATTTGACTTACCATTT CCAGAAGCTTTGTAATTCCAGTG 13 46 135 24 273 23 57,101 57,948 23,200 36,600 11,951,284 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 60 240 TTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTA TTGCTTGAACCCATTGAACCT CTTCCAACCTTCCAGAAGCT 106 60 45 21 284 20 58,323 57,424 35,000 37,400 5,252,553 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 60 240 TTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTA TTGCTTGAACCCATTGAACCTC CTTCCAACCTTCCAGAAGCT 105 60 45 22 284 20 59,372 57,424 38,500 37,400 5,203,504 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 7 59 240 TTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTA TTGCTTGAACCCATTGAACCTC CTTCCAACCTTCCAGAAGCTT 105 59 45 22 284 21 59,372 58,131 38,500 37,400 5,496,598 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 56 224 TGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAATGAACCTCATTCCAGCCAAGT TCCAACCTTCCAGAAGCTTTGT 92 56 59 21 282 22 59,575 60,092 31,600 28,300 3,516,950 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 56 228 CCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAACCATTGAACCTCATTCCAGCC TCCAACCTTCCAGAAGCTTTGT 96 56 55 21 282 22 59,247 60,092 48,500 28,300 3,844,958 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 44 178 TGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCATGAGGAGGAAGGAAGAAATTGGT TCCAACCTTCCAGAAGCTTTGT 44 56 105 23 282 22 59,342 60,092 36,700 28,300 5,749,612 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 43 178 TGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCATGAGGAGGAAGGAAGAAATTGGTT TCCAACCTTCCAGAAGCTTTGT 43 56 105 24 282 22 59,894 60,092 36,700 28,300 6,198,225 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 9 56 223 TGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAATGAACCTCATTCCAGCCAAGT CCAACCTTCCAGAAGCTTTGT 92 56 59 21 281 21 59,575 58,689 31,600 28,300 3,735,604 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr53_2 2 172 33 8 1.5 AGC TCTCTCAGTTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 9 44 177 TGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCATGAGGAGGAAGGAAGAAATTGGT CCAACCTTCCAGAAGCTTTGT 44 56 105 23 281 21 59,342 58,689 36,700 28,300 5,968,265 F 284 AGGTTTGCTCATAAGGACAGTCTTTTGGGTGaaaaaCTGGATAATTGCTTGAACCCATTGAACCTCATTCCAGCCAAGTAATTTCTTTCAATAAAGAAAGAATATGAGGAGGAAGGAAGAAATTGGTTCTAAAATTGCAGAGATTTGACTTACCAtttttCAACCAAGAAAtctctcAGTtgctgctgctgctgctgctgctgcTGACCTTCGAACAGTTTTGTGGTTTTCTTACAGGCTTTTCaaaaaaCACTGGAATTACAAAGCTTCTGGAAGGTTGGAAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 2 63 190 GAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaGAAGCAATGCCTTCACAGGG CCACAGCCTGGAATGAATGG 63 66 59 20 248 20 59,471 58,891 44,500 31,600 1,638,154 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 2 63 191 GAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaGAAGCAATGCCTTCACAGGG CCCACAGCCTGGAATGAATG 63 67 59 20 249 20 59,471 58,891 44,500 26,700 1,638,154 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 64 244 TCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCA TCCGCCATCAATAAGCACCA ACAGCCTGGAATGAATGGGT 119 64 3 20 246 20 59,746 59,294 41,700 45,100 0.960895 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 62 243 TCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCA TCCGCCATCAATAAGCACCA CAGCCTGGAATGAATGGGTCT 119 62 3 20 245 21 59,746 60,064 41,700 38,500 1,318,628 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 61 242 TCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCA TCCGCCATCAATAAGCACCA AGCCTGGAATGAATGGGTCTG 119 61 3 20 244 21 59,746 60,064 41,700 35,100 1,318,628 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 53 178 CTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAACTTCACAGGGCGGAGAGAAA ACAGCCTGGAATGAATGGGT 53 64 69 20 246 20 59,678 59,294 25,200 45,100 1,028,103 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 52 177 TTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAA TTCACAGGGCGGAGAGAAAC ACAGCCTGGAATGAATGGGT 52 64 70 20 246 20 59,965 59,294 27,800 45,100 0.741329 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 50 175 CACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGACACAGGGCGGAGAGAAACAA ACAGCCTGGAATGAATGGGT 50 64 72 20 246 20 60,250 59,294 28,300 45,100 0.956728 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 47 228 TCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCA TCCGCCATCAATAAGCACCA GGGTCTGTTGACATTCTTGGC 119 47 3 20 230 21 59,746 59,458 41,700 45,200 1,796,051 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 11 136 AACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccac AACCTGCCCATCTGCTCTTC ACAGCCTGGAATGAATGGGT 11 64 111 20 246 20 60,035 59,294 28,700 45,100 0.741103 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 7 132 TGCCCATCTGCTCTTCACAGTCCTCCTccaccaccacca TGCCCATCTGCTCTTCACAG ACAGCCTGGAATGAATGGGT 7 64 115 20 246 20 60,036 59,294 36,600 45,100 0.742158 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr543_2 2 142 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 6 131 GCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccac GCCCATCTGCTCTTCACAGT ACAGCCTGGAATGAATGGGT 6 64 116 20 246 20 60,036 59,294 35,500 45,100 0.742062 F 268 GTTCCGCCATCAATAAGCACCAGTTTTCAGCTAGACCACCAAACAAGTCTGACTTGAAGAAGCAATGCCTTCACAGGGCGgagagaAACAAAGaaaaaaGAGAAAGATAAAACCTGCCCATCTGCTCTTCACAGTCCTCCTccaccaccaccaccaccaccaccccccATcccccACCAAATACAGGCTAAACTAATGTTCaaaaaTCAGCCAAGAATGTCAACAGACCCATTCATTCCAGGCTGTGGGGTAAAAGGCCAAACAGTAG

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 1 1 3 27 169 GCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATGCATCCTTCTGTCACCAACC CGCCTATGAGAATGCTTTGGG 77 27 120 20 288 21 58,831 59,394 37,700 41,200 2,774,424 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 4 28 128 TCTGGACCTTCCTGCTGAGAGGCAGAGACACTATA TCTGGACCTTCCTGCTGAGA ACGCCTATGAGAATGCTTTGG 35 28 162 20 289 21 59,885 58,708 32,700 32,800 2,407,419 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 4 27 127 TCTGGACCTTCCTGCTGAGAGGCAGAGACACTATA TCTGGACCTTCCTGCTGAGA CGCCTATGAGAATGCTTTGGG 35 27 162 20 288 21 59,885 59,394 32,700 41,200 1,720,862 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 4 27 162 TCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATTCTGTCACCAACCAAGTCCT CGCCTATGAGAATGCTTTGGG 70 27 127 20 288 21 58,493 59,394 38,500 41,200 3,112,850 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 5 62 290 TGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGTGCTGTTTGCTATCTTCTCACA TTCACTTCTGGTTTAGAGTCCAC 159 62 36 22 325 23 57,993 58,043 35,800 40,200 8,964,076 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 5 61 290 TTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGTTGCTGTTTGCTATCTTCTCACA TCACTTCTGGTTTAGAGTCCACT 159 61 35 23 324 23 58,612 58,776 35,800 40,000 8,612,438 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 5 27 162 TCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATTCTGTCACCAACCAAGTCCTG CGCCTATGAGAATGCTTTGGG 69 27 127 21 288 21 59,859 59,394 38,600 41,200 2,746,563 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 62 244 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC TCACTTCTGGTTTAGAGTCCAC 116 62 81 20 324 22 60,107 57,398 52,500 40,200 4,709,357 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 61 243 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC CACTTCTGGTTTAGAGTCCACT 116 61 81 20 323 22 60,107 57,391 52,500 40,000 4,715,965 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 61 244 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC TCACTTCTGGTTTAGAGTCCACT 116 61 81 20 324 23 60,107 58,776 52,500 40,000 4,330,970 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 61 290 TGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGTGCTGTTTGCTATCTTCTCACA TTCACTTCTGGTTTAGAGTCCACT 159 61 36 22 325 24 57,993 59,346 35,800 40,000 8,661,042 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 28 209 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC ACGCCTATGAGAATGCTTTGG 116 28 81 20 289 21 60,107 58,708 52,500 32,800 2,399,284 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 27 126 CTGGACCTTCCTGCTGAGAGGCAGAGACACTATAC CTGGACCTTCCTGCTGAGAG CGCCTATGAGAATGCTTTGGG 34 27 163 20 288 21 59,464 59,394 32,000 41,200 2,141,971 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 27 208 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC CGCCTATGAGAATGCTTTGGG 116 27 81 20 288 21 60,107 59,394 52,500 41,200 1,712,727 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr547_3 3 217 24 8 1 AAT TTATTATTATTATTATTATTATTA TTA_217_240 0 0 6 26 208 TGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGATGGAAGGATTAGCAGGCTGC CGCCTATGAGAATGCTTTGGGA 116 26 81 20 288 22 60,107 60,746 52,500 43,700 2,853,159 F 361 AATTATATCCATTTATTtatataAATGCAAGTTATTGCTGTTTGCTATCTTCTCACAtttttGTTCCCTTGGGGAAGTATTGGAAGGATTAGCAGGCTGCTTATCAACCTGTTTGAATTGCATCCTTCTGTCACCAACCAAGTCCTGGAGTGGATCTTGAATCTGGACCTTCCTGCTGAGAGGCAGAGACACTATACACTGATCCACAATACCTCCttattattattattattattattaTATAGCACTTTTCACAAGGaaaaaCATCCCAAAGCATTCTCATAGGCGTATGTAAAACATTAGTGGACTCTAAACCAGAAGTGAatatatACTTTAGTTGTATAGTTCCACTCCATCTAAA

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 1 1 2 78 219 TACCGAGGAGTGTCCCTTCCACAGGGAAACTGATG TACCGAGGAGTGTCCCTTCC GGATGGGAGAAGGTGCAAGT 80 78 32 20 250 20 60,324 59,670 34,600 31,600 0.653687 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 2 78 228 GCTGCACATTACCGAGGAGTGTCCCTTCCACAGGG GCTGCACATTACCGAGGAGT GGATGGGAGAAGGTGCAAGT 89 78 23 20 250 20 60,108 59,670 38,500 31,600 0.437733 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 2 78 229 TGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGTGCTGCACATTACCGAGGAG GGATGGGAGAAGGTGCAAGT 90 78 22 20 250 20 60,108 59,670 36,900 31,600 0.437781 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 85 240 ATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGATGCTGCACATTACCGAGGAG AAACAGAGAAGGATGGGAGAAGG 90 85 21 21 260 23 60,474 59,735 36,900 34,600 4,739,444 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 3 85 240 ATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGATGCTGCACATTACCGAGGA AAACAGAGAAGGATGGGAGAAGG 91 85 21 20 260 23 59,459 59,735 37,100 34,600 3,806,871 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 103 292 gagagaCACAAACAATGCTGCACATTACCGAGGAGT GAGAGACACAAACAATGCTGCA TGAGAGAGAAGGGAATAGAAGGT 103 123 7 22 298 23 59,709 57,786 44,100 35,000 7,505,333 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 85 240 TGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGTGCTGCACATTACCGAGGAG TAAACAGAGAAGGATGGGAGAAGG 90 85 22 20 261 24 60,108 59,529 36,900 34,600 4,579,571 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 26 176 GCTGCACATTACCGAGGAGTGTCCCTTCCACAGGG GCTGCACATTACCGAGGAGT CGAATGGCCTGTTTCTGTGC 89 26 23 20 198 20 60,108 60,110 38,500 45,700 0.217734 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 26 177 TGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGTGCTGCACATTACCGAGGAG CGAATGGCCTGTTTCTGTGC 90 26 22 20 198 20 60,108 60,110 36,900 45,700 0.217782 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 25 175 GCTGCACATTACCGAGGAGTGTCCCTTCCACAGGG GCTGCACATTACCGAGGAGT GAATGGCCTGTTTCTGTGCC 89 25 23 20 197 20 60,108 59,755 38,500 50,100 0.352859 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 16 103 GTGGCTATCACACGGCTTCTGGAATTTGCATTCGCT GTGGCTATCACACGGCTTCT CGAATGGCCTGTTTCTGTGC 16 26 96 20 198 20 60,108 60,110 28,500 45,700 0.217734 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 4 15 102 TGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaTGGCTATCACACGGCTTCTG CGAATGGCCTGTTTCTGTGC 15 26 97 20 198 20 60,108 60,110 30,200 45,700 0.217782 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 102 291 agagaCACAAACAATGCTGCACATTACCGAGGAGTGAGAGACACAAACAATGCTGCAC TGAGAGAGAAGGGAATAGAAGGT 102 123 8 22 298 23 59,966 57,786 45,700 35,000 7,247,669 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 101 290 gagaCACAAACAATGCTGCACATTACCGAGGAGTGTGAGACACAAACAATGCTGCACA TGAGAGAGAAGGGAATAGAAGGT 101 123 9 22 298 23 60,224 57,786 45,700 35,000 7,437,416 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 78 243 agagaCACAAACAATGCTGCACATTACCGAGGAGTGAGAGACACAAACAATGCTGCAC GGATGGGAGAAGGTGCAAGT 102 78 8 22 250 20 59,966 59,670 45,700 31,600 2,363,397 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 6 13 100 GCTATCACACGGCTTCTGGAATTTGCATTCGCTtaat GCTATCACACGGCTTCTGGA CGAATGGCCTGTTTCTGTGC 13 26 99 20 198 20 59,824 60,110 38,600 45,700 0.285357 A 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 7 81 244 agaCACAAACAATGCTGCACATTACCGAGGAGTGTCAGACACAAACAATGCTGCACA GAAGGATGGGAGAAGGTGCA 101 81 10 21 253 20 59,250 59,379 45,700 45,700 2,370,761 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr54_2 2 132 21 7 1 AAT TAATAATAATAATAATAATAA NO 0 0 7 78 241 agaCACAAACAATGCTGCACATTACCGAGGAGTGTCAGACACAAACAATGCTGCACA GGATGGGAGAAGGTGCAAGT 101 78 10 21 250 20 59,250 59,670 45,700 31,600 2,079,801 F 310 CTTGTGgagagaCACAAACAATGCTGCACATTACCGAGGAGTGTCCCTTCCACAGGGAAACTGATGGGCTAATCACCTTAAACACAGCAAATGAGGTGGCTATCACACGGCTTCTGGAATTTGCATTCGCTtaataataataataataataaTTACATATGTCAACCTAGGATATACGGCACAGAAACAGGCCATTCGGCCCAACCAGTCCATGCTGGTGTTTACACTTCACTTGCACCTTCTCCCATCCTTCTCTGTTTAAATCTACCATCCTAACCTTCTATTCCCTtctctctcATATCAAGTCTAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 1 1 20 17 204 GACAGTCGGGTCAGGCAAcccccTCGACCACCCACT GACAGTCGGGTCAGGCAAC TCCTCCTCCTCCTCATCGTC 25 17 8 19 145 20 60,668 59,816 41,700 42,000 1,852,122 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 17 204 GACAGTCGGGTCAGGCAAcccccTCGACCACCCACT GACAGTCGGGTCAGGCAAC TCCTCCTCCTCCTCATCGTC 25 17 8 19 145 20 60,668 59,816 41,700 42,000 1,852,122 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 16 203 GACAGTCGGGTCAGGCAAcccccTCGACCACCCACT GACAGTCGGGTCAGGCAAC CCTCCTCCTCCTCATCGTCA 25 16 8 19 144 20 60,668 60,106 41,700 43,500 1,774,620 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 16 203 GACAGTCGGGTCAGGCAAcccccTCGACCACCCACT GACAGTCGGGTCAGGCAAC CCTCCTCCTCCTCATCGTCA 25 16 8 19 144 20 60,668 60,106 41,700 43,500 1,774,620 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 16 203 GACAGTCGGGTCAGGCAAcccccTCGACCACCCACT GACAGTCGGGTCAGGCAAC CCTCCTCCTCCTCATCGTCA 25 16 8 19 144 20 60,668 60,106 41,700 43,500 1,774,620 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 16 204 AGACAGTCGGGTCAGGCAAcccccTCGACCACCCAC AGACAGTCGGGTCAGGCAA CCTCCTCCTCCTCATCGTCA 26 16 7 19 144 20 60,837 60,106 45,200 43,500 1,943,520 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 3 181 cTCGACCACCCACTGCATGGACatgatgatgGCCatgat CTCGACCACCCACTGCATG CCTCCTCCTCCTCATCGTCA 3 16 30 19 144 20 60,743 60,106 40,600 43,500 1,849,350 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 3 181 cTCGACCACCCACTGCATGGACatgatgatgGCCatgat CTCGACCACCCACTGCATG CCTCCTCCTCCTCATCGTCA 3 16 30 19 144 20 60,743 60,106 40,600 43,500 1,849,350 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 20 3 181 cTCGACCACCCACTGCATGGACatgatgatgGCCatgat CTCGACCACCCACTGCATG CCTCCTCCTCCTCATCGTCA 3 16 30 19 144 20 60,743 60,106 40,600 43,500 1,849,350 F 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 22 3 203 TCGACCACCCACTGCATGGACatgatgatgGCCatgatg TCGACCACCCACTGCATG CTCATCGTCATCGTCATCATCT 3 37 31 18 167 22 59,653 57,842 40,600 29,000 6,505,134 B 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 23 3 202 TCGACCACCCACTGCATGGACatgatgatgGCCatgatg TCGACCACCCACTGCATG TCATCGTCATCGTCATCATCTTC 3 35 31 18 166 23 59,653 58,459 40,600 28,700 6,887,939 B 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr551_2 2 52 57 7 1.5 AGG ATGATGATGGCCATGATGATGATGATGAGCAGCAGNO 0 0 23 3 203 TCGACCACCCACTGCATGGACatgatgatgGCCatgatg TCGACCACCCACTGCATG CTCATCGTCATCGTCATCATCTT 3 36 31 18 167 23 59,653 58,455 40,600 24,000 6,891,765 B 233 AGGGGCAGACAGTCGGGTCAGGCAAcccccTCGACCACCCACTGCATGGACatgatgatgGCCatgatgatgatgatgagcagcagcaggaggaggaggaggaggaggATGAGGAGGAAGANGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATgaggaggaggagGAAGATGATGACGATGACGATGAG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 1 1 2 27 223 CGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGA CGAATGGTCGCCAGAAAGTG CGCACGTCAGTCACAGTCTA 132 27 24 20 246 20 59,556 59,763 31,600 25,900 0.681367 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 3 27 245 GGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCC GGAAAGGAAACTGCCAAGGG CGCACGTCAGTCACAGTCTA 154 27 2 20 246 20 59,031 59,763 39,500 25,900 1,206,647 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 3 23 215 TGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCG TGGTCGCCAGAAAGTGAGTT CGTCAGTCACAGTCTACGGG 128 23 28 20 242 20 59,532 59,832 30,100 52,800 0.636574 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 3 23 219 CGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGA CGAATGGTCGCCAGAAAGTG CGTCAGTCACAGTCTACGGG 132 23 24 20 242 20 59,556 59,832 31,600 52,800 0.612216 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 3 23 241 GGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCC GGAAAGGAAACTGCCAAGGG CGTCAGTCACAGTCTACGGG 154 23 2 20 242 20 59,031 59,832 39,500 52,800 1,137,497 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 3 23 242 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGC GGGAAAGGAAACTGCCAAGG CGTCAGTCACAGTCTACGGG 155 23 1 20 242 20 59,031 59,832 36,100 52,800 1,137,497 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 27 149 GGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAGGGTTGTGGAGAAGCGGG CGCACGTCAGTCACAGTCTA 60 27 98 18 246 20 60,360 59,763 61,300 25,900 2,597,473 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 27 186 CGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggCGATTGAGTGAGCTGGAGGG CGCACGTCAGTCACAGTCTA 95 27 61 20 246 20 60,179 59,763 43,000 25,900 0.416587 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 23 145 GGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAGGGTTGTGGAGAAGCGGG CGTCAGTCACAGTCTACGGG 60 23 98 18 242 20 60,360 59,832 61,300 52,800 2,528,323 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 23 182 CGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggCGATTGAGTGAGCTGGAGGG CGTCAGTCACAGTCTACGGG 95 23 61 20 242 20 60,179 59,832 43,000 52,800 0.347437 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 4 126 GGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAGGGTTGTGGAGAAGCGGG GGTCACGTGGTCTGCTCTTC 60 4 98 18 223 20 60,360 60,668 61,300 28,700 3,027,767 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 3 125 GGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAGGGTTGTGGAGAAGCGGG GTCACGTGGTCTGCTCTTCC 60 3 98 18 222 20 60,360 60,668 61,300 34,600 3,027,767 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 4 0 121 GGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAGGGTTGTGGAGAAGCGGG CGTGGTCTGCTCTTCCCAG 60 0 98 18 218 19 60,360 60,080 61,300 44,500 3,439,518 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 6 27 135 CGGGCGgagagagaATCAAATAAAAGGCTTAATCCG CGGGCGGAGAGAGAATCAAA CGCACGTCAGTCACAGTCTA 44 27 112 20 246 20 59,824 59,763 26,900 25,900 0.413258 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 6 23 131 CGGGCGgagagagaATCAAATAAAAGGCTTAATCCG CGGGCGGAGAGAGAATCAAA CGTCAGTCACAGTCTACGGG 44 23 112 20 242 20 59,824 59,832 26,900 52,800 0.344108 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 6 23 144 GGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAGGTTGTGGAGAAGCGGGC CGTCAGTCACAGTCTACGGG 59 23 99 18 242 20 61,056 59,832 61,300 52,800 3,224,675 B 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 6 23 183 CCGATTGAGTGAGCTGGAGGGTGGGGAGGGCggg CCGATTGAGTGAGCTGGAGG CGTCAGTCACAGTCTACGGG 96 23 60 20 242 20 60,179 59,832 43,000 52,800 0.347437 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr552_3 3 176 24 8 1 CCG GCGGCGGCGGCGGCGGCGGCGGCG GCG_176_199 0 0 6 3 111 CGGGCGgagagagaATCAAATAAAAGGCTTAATCCG CGGGCGGAGAGAGAATCAAA GTCACGTGGTCTGCTCTTCC 44 3 112 20 222 20 59,824 60,668 26,900 34,600 0.843552 F 294 GGGAAAGGAAACTGCCAAGGGGCCGAATGGTCGCCAGAAAGTGAGTTTTAGCCCCAGAACCGATTGAGTGAGCTGGAGGGTGGGGAGGGCgggggAGGGGTTGTGGAGAAGCGGGCGgagagagaATCAAATAAAAGGCTTAATCCGACTAACGGCGACACCGAACGGAGCGGTTgcggcggcggcggcggcggcggcgCTGGGAAGAGCAGACCACGTGACCCCGTAGACTGTGACTGACGTGCGGCGCCACCAATCGGGAGAGNCGAGGGCCGGAGGACCCAGGGACGGGCG

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 1 1 10 26 140 CCATTGGAAGGATGTTTGGATGGGTTGATGGATGGCCATTGGAAGGATGTTTGGATGG TTCATCCATCGAAACGTGCA 43 26 37 23 176 20 59,867 58,198 35,100 45,700 4,935,431 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 0 0 12 27 140 TTGGAAGGATGTTTGGATGGGTTGATGGATGGATT TTGGAAGGATGTTTGGATGGGT CCATTCATCCATCGAAACGTGC 41 27 40 22 179 22 59,888 60,540 45,100 53,400 4,651,160 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 0 0 13 28 140 TGGAAGGATGTTTGGATGGGTTGATGGATGGATTGTGGAAGGATGTTTGGATGGGT TCCATTCATCCATCGAAACGTG 41 28 41 21 180 22 59,284 59,064 45,100 44,900 4,651,780 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 0 0 13 20 130 TGGAAGGATGTTTGGATGGGTTGATGGATGGATTGTGGAAGGATGTTTGGATGGGT CATCGAAACGTGCATCCGTC 41 20 41 21 170 20 59,284 59,975 45,100 47,900 1,740,931 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 0 0 15 20 119 TTGGATGGGTTGATGGATGGATTGATGAATGAATGTTGGATGGGTTGATGGATGGA CATCGAAACGTGCATCCGTC 30 20 52 21 170 20 59,071 59,975 34,100 47,900 1,953,786 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 103 28 7 1 ATCC GATGGATGGATGGATGGATGGATGGATG NO 0 0 16 20 118 TGGATGGGTTGATGGATGGATTGATGAATGAATGGTGGATGGGTTGATGGATGGA CATCGAAACGTGCATCCGTC 30 20 53 20 170 20 58,394 59,975 34,100 47,900 1,631,027 A 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 1 12 0 168 TCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATT TCGGTGGCTGAATGAATGTT CATCGAAACGTGCATCCGTC 0 20 3 20 170 20 57,801 59,975 27,100 47,900 2,223,828 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 12 0 193 TCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATT TCGGTGGCTGAATGAATGTT AGCACCAATCATACATCCATTCA 0 42 3 20 195 23 57,801 58,205 27,100 25,700 6,994,296 G 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 13 1 170 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCA GTTCGGTGGCTGAATGAATGT CATCGAAACGTGCATCCGTC 1 20 1 21 170 20 59,187 59,975 27,100 47,900 1,837,572 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 13 1 194 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCA GTTCGGTGGCTGAATGAATGT GCACCAATCATACATCCATTCAT 1 41 1 21 194 23 59,187 57,283 27,100 25,700 7,529,649 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 13 1 194 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCA GTTCGGTGGCTGAATGAATGT GCACCAATCATACATCCATTCATC 1 40 1 21 194 24 59,187 58,293 27,100 29,200 7,519,487 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 13 1 194 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCA GTTCGGTGGCTGAATGAATGT GCACCAATCATACATCCATTCATCC 1 39 1 21 194 25 59,187 60,336 27,100 35,100 7,148,784 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 13 1 195 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCA GTTCGGTGGCTGAATGAATGT AGCACCAATCATACATCCATTCA 1 42 1 21 195 23 59,187 58,205 27,100 25,700 6,608,040 G 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 14 1 169 TTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCAT TTCGGTGGCTGAATGAATGT CATCGAAACGTGCATCCGTC 1 20 2 20 170 20 57,801 59,975 27,100 47,900 2,223,828 D 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr554_2 2 23 108 7 2 ATCC TGTGTGTGTGTGTTCCATTGGAAGGATGTTTGGATGNO 0 0 14 1 194 TTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCAT TTCGGTGGCTGAATGAATGT AGCACCAATCATACATCCATTCA 1 42 2 20 195 23 57,801 58,205 27,100 25,700 6,994,296 G 200 GTTCGGTGGCTGAATGAATGTTtgtgtgtgtgtgTTCCATTGGAAGGATGTTTGGATGGGTTGATGGATGGATTGATGAATGAATGGATGAATGGATGGAATgatggatggatggatggatggatggatgAATTGATTNATGGATGGGTGGACGGATGCACGTTTCGATGGATGAATGGATGTATGATTGGTGCtttttA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 1 1 6 46 238 AAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAAGGCAAGTGTCCCATATGC GTCACATGTAGGCCACACCA 46 120 43 20 280 20 58,232 59,964 31,400 41,700 1,803,923 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 46 246 AAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAAGGCAAGTGTCCCATATGC GGGCTGGAGTCACATGTAGG 46 128 43 20 288 20 58,232 59,821 31,400 31,800 1,946,759 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 189 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT ACATGCATTTCTACAGCAAATAGTGA 43 68 46 20 234 26 58,232 59,625 43,500 34,100 8,142,933 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 189 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT ACATGCATTTCTACAGCAAATAGTG 43 69 46 20 234 25 58,232 58,442 43,500 27,400 8,325,768 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 234 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT TCACATGTAGGCCACACCAG 43 119 46 20 279 20 58,232 59,675 43,500 40,000 2,092,373 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 235 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT GTCACATGTAGGCCACACCA 43 120 46 20 280 20 58,232 59,964 43,500 41,700 1,803,923 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 241 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT GCTGGAGTCACATGTAGGCC 43 126 46 20 286 20 58,232 60,463 43,500 51,900 2,230,518 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 6 43 243 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTT GGGCTGGAGTCACATGTAGG 43 128 46 20 288 20 58,232 59,821 43,500 31,800 1,946,759 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr556_3 3 109 32 7 1.5 AAT ACACACACGCCAATAATAATAATAATAATAAT NO 0 0 7 42 189 GCAAGTGTCCCATATGCCtttttCACCACCCCACTAACGCAAGTGTCCCATATGCCTTT ACATGCATTTCTACAGCAAATAGTGA 42 68 46 21 234 26 58,897 59,625 31,100 34,100 8,477,752 F 365 AACATGACCTTCCTACTTTTGTAATCTATGCCTCGATTGATAAAGGCAAGTGTCCCATATGCCtttttCACCACCCCACTAACATGCCCCTCCTTCAGAGATCTATGGacacacacGCCaataataataataataataatCAATCAATTAATTCAGTTAATAAATCTGGAAATGAAAGCTATTCTCAGTAATGGTAACCATGAAACTATCACTATTTGCTGTAGAAATGCATGTAGGGAAGGAAATCTGCCATCCTTGCCTGGTGTGGCCTACATGTGACTCCAGCCCCANNGNNANNNNNNNNANTNNTAANNNNNNTNNNAANNNNNCNANTNANTCAGTTAANNNTNAATCNGGNANNGNNA

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 1 1 2 87 253 CGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCCGGGAAGCGGAACTACAAGT AATCGCTCGTGACTCCGAAA 87 99 148 20 400 20 60,038 59,757 31,600 34,600 0.280430 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 19 185 AAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTAAGGACATCCGGCCTTCTTC AATCGCTCGTGACTCCGAAA 19 99 216 20 400 20 59,747 59,757 28,700 34,600 0.496152 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 2 19 186 AAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTAAGGACATCCGGCCTTCTTC AAATCGCTCGTGACTCCGAA 19 100 216 20 401 20 59,747 59,757 28,700 43,000 0.496152 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 81 239 GCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAA GCGGAACTACAAGTCCCACA GTGACTCCGAAACCAGCTCC 81 91 154 20 392 20 59,966 60,671 41,700 47,000 0.705191 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 81 247 GCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAA GCGGAACTACAAGTCCCACA AATCGCTCGTGACTCCGAAA 81 99 154 20 400 20 59,966 59,757 41,700 34,600 0.277162 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 81 248 GCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAA GCGGAACTACAAGTCCCACA AAATCGCTCGTGACTCCGAA 81 100 154 20 401 20 59,966 59,757 41,700 43,000 0.277162 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 76 234 ACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAACTACAAGTCCCACAGTGCC GTGACTCCGAAACCAGCTCC 76 91 159 20 392 20 59,603 60,671 50,100 47,000 1,067,665 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 75 233 CTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTA CTACAAGTCCCACAGTGCCC GTGACTCCGAAACCAGCTCC 75 91 160 20 392 20 60,322 60,671 53,600 47,000 0.992507 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 4 17 183 GGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGGGACATCCGGCCTTCTTCTG AATCGCTCGTGACTCCGAAA 17 99 218 20 400 20 60,463 59,757 30,200 34,600 0.705584 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 5 16 139 ACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGgg ACATCCGGCCTTCTTCTGC GGCTTACCTCCTCCGTCCC 16 58 220 19 358 19 60,078 61,433 42,600 44,600 3,511,289 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 100 292 CTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCTCTCCTCCTCCCGCTATGA AAATCGCTCGTGACTCCGAA 125 100 110 20 401 20 59,889 59,757 21,500 43,000 0.354271 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 99 291 CTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCTCTCCTCCTCCCGCTATGA AATCGCTCGTGACTCCGAAA 125 99 110 20 400 20 59,889 59,757 21,500 34,600 0.354271 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 99 298 CATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAG CATGTTGCTCTCCTCCTCCC AATCGCTCGTGACTCCGAAA 132 99 103 20 400 20 59,820 59,757 43,000 34,600 0.422761 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 16 138 ACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGgg ACATCCGGCCTTCTTCTGC GCTTACCTCCTCCGTCCC 16 58 220 19 357 18 60,078 58,782 42,600 44,600 4,296,370 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr557_3 3 255 27 9 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGA NO 0 0 6 16 139 ACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGgg ACATCCGGCCTTCTTCTGC GGCTTACCTCCTCCGTCC 16 59 220 19 358 18 60,078 58,782 42,600 47,900 4,296,370 F 425 ATCTTGCCTTGCCGACGGTTTCACCTTCACTCTGATGCAAAAGAAAGTTGTTGTGTTTGCTATTGTCAGctctctGACCTCCTCACTACTCCTCCCGGCTGCCATGTTGCTctcctcctcCCGCTATGAATCTCGGGAAGGGGTGGCCGGGAAGCGGAACTACAAGTCCCACAGTGCCCCGCGCTCAAGGGCTAGGCGCAACTTCCGGCGCCCGGAAGGACATCCGGCCTTCTTCTGCGcccccTGACGGGTCGggaggaggaggaggaggaggaggaggagggggggACTACAGCGCCCGGCGGCGCCCGGCTCGCGCATGCGCAGTGCCgggggTgggggACGGAGGAGGTAAGCCGCGGCCTGTCGGGCGGAGCTGGTTTCGGAGTCACGAGCGATTTTCCTGTTGGCTtctctctcTTCCC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 1 1 3 18 169 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC CCTACGAAGAGGCAACCGAG 90 18 125 20 293 20 59,764 60,179 36,700 46,300 0.415060 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3 14 165 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC CGAAGAGGCAACCGAGAGAA 90 14 125 20 289 20 59,764 59,756 36,700 28,700 0.479833 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 3‐May 12 163 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC AAGAGGCAACCGAGAGAACC 90 12 125 20 287 20 59,764 59,678 36,700 36,200 0.557922 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 4 27 178 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC CTGAGGAGCCCTACGAAGAG 90 27 125 20 302 20 59,764 58,971 36,700 28,500 1,264,831 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC
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cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Apr‐75 26 177 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC TGAGGAGCCCTACGAAGAGG 90 26 125 20 301 20 59,764 60,396 36,700 36,900 0.631788 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Apr‐75 26 178 GGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGGGCGCACTTTCCTTCAGTGA TGAGGAGCCCTACGAAGAGG 91 26 124 20 301 20 60,885 60,396 34,100 36,900 1,280,566 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 8 39 190 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC ATGAGGAGGAGGCTGAGGAG 90 39 125 20 314 20 59,764 60,106 36,700 36,900 0.341481 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 9 42 193 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC AGGATGAGGAGGAGGCTGAG 90 42 125 20 317 20 59,764 60,106 36,700 33,500 0.341481 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 9 40 191 GCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGCGCACTTTCCTTCAGTGAC GATGAGGAGGAGGCTGAGGA 90 40 125 20 315 20 59,764 60,106 36,700 37,100 0.341686 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 30 130 GTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCGTCTCGGCTTGTTCAGAGCA ATGAGGAGGAGGCTGAGGAG 30 39 185 20 314 20 60,320 60,106 42,600 36,900 0.425455 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 29 129 TCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCT TCTCGGCTTGTTCAGAGCAC ATGAGGAGGAGGCTGAGGAG 29 39 186 20 314 20 60,320 60,106 44,000 36,900 0.425455 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 29 132 TCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCT TCTCGGCTTGTTCAGAGCAC AGGATGAGGAGGAGGCTGAG 29 42 186 20 317 20 60,320 60,106 44,000 33,500 0.425455 F 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 26 116 TCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCT TCTCGGCTTGTTCAGAGCAC TGAGGAGCCCTACGAAGAGG 29 26 186 20 301 20 60,320 60,396 44,000 36,900 0.715762 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 26 117 GTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCGTCTCGGCTTGTTCAGAGCA TGAGGAGCCCTACGAAGAGG 30 26 185 20 301 20 60,320 60,396 42,600 36,900 0.715762 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr55_8 8 235 21 7 1 ACC GGTGGTGGTGGTGGTGGTGGT NO 0 0 Nov‐25 25 112 GGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCGGCTTGTTCAGAGCACACCT TGAGGAGCCCTACGAAGAGG 25 26 190 20 301 20 60,536 60,396 40,000 36,900 0.931868 B 320 NNTNNNNNCANNNNNAGGNNNGNTNNCNGCTNNTNCAGAGCANACNNNNCNNNNCACCNCCNNNNNGNACTCNTCCGTGTCANNGTTGTTCCTGNTGCCGCCACATCCGCNGTAAAAGAATGGGGCGCACTTTCCTTCAGTGACATCAAAGTACCAGCGNGAGATCATTGCACGGCAAGGCCCGGTCTCGGCTTGTTCAGAGCACACCTCTCGGNCCACCTCCTCCACGGNCTCggtggtggtggtggtggtggtGGCGATGCTGGTGGTtctctcGGTTGCCTCTTCGTAGGGCTCCTCAGcctcctcctCATCCTCAC

cons_gr563_2 2 76 21 7 1 ATC CATCATCATCATCATCATCAT NO 1 1 3 37 185 TGTGAATAATGGAAATGGAAGTAGAAAATGATTAGTGTGAATAATGGAAATGGAAGTAGAAA AAACCTTCCCTGTGCCATCC 37 80 12 27 196 20 57,473 60,252 25,200 35,100 9,778,944 F 267 CCTAAGTAAATTGTGAATAATGGAAATGGAAGTAGAAAATGATTAGAAATACATATTAATCAGTGACAACTGAAGcatcatcatcatcatcatcatTCAGTTAAAACATCCGATATAACCCaaaaaGTTATTTAATTTGAGGATAGTTCAATAATTGACTCCCGAACAAGATGAGGGGATGGCACAGGGAAGGTTTCCTCTCCCTTTTAGGTGTAACAAAATCATAAATCGATTTATGAAAAGCATAtttttAATTTGACCTCATGC

cons_gr563_2 2 76 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 5 38 186 TTGTGAATAATGGAAATGGAAGTAGAAAATGATTA TTGTGAATAATGGAAATGGAAGTAGAA AAACCTTCCCTGTGCCATCC 38 80 11 27 196 20 57,473 60,252 21,000 35,100 9,778,944 F 267 CCTAAGTAAATTGTGAATAATGGAAATGGAAGTAGAAAATGATTAGAAATACATATTAATCAGTGACAACTGAAGcatcatcatcatcatcatcatTCAGTTAAAACATCCGATATAACCCaaaaaGTTATTTAATTTGAGGATAGTTCAATAATTGACTCCCGAACAAGATGAGGGGATGGCACAGGGAAGGTTTCCTCTCCCTTTTAGGTGTAACAAAATCATAAATCGATTTATGAAAAGCATAtttttAATTTGACCTCATGC

cons_gr563_2 2 76 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 6 37 187 TGTGAATAATGGAAATGGAAGTAGAAAATGATTAGTGTGAATAATGGAAATGGAAGTAGAAA GGAAACCTTCCCTGTGCCAT 37 82 12 27 198 20 57,473 60,252 25,200 44,000 9,778,944 F 267 CCTAAGTAAATTGTGAATAATGGAAATGGAAGTAGAAAATGATTAGAAATACATATTAATCAGTGACAACTGAAGcatcatcatcatcatcatcatTCAGTTAAAACATCCGATATAACCCaaaaaGTTATTTAATTTGAGGATAGTTCAATAATTGACTCCCGAACAAGATGAGGGGATGGCACAGGGAAGGTTTCCTCTCCCTTTTAGGTGTAACAAAATCATAAATCGATTTATGAAAAGCATAtttttAATTTGACCTCATGC

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 1 1 2 57 197 CGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagC CGAAGTTCAAAGGCAAGGGC TTGTAAACCACAGTCGGCGA 57 76 104 20 300 20 60,039 59,896 51,900 55,400 0.143652 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 2 51 188 TCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTTCAAAGGCAAGGGCAGAACT TAAACCACAGTCGGCGAGC 51 74 110 20 297 19 59,814 60,374 30,100 50,300 1,559,648 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 2 51 188 TCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTTCAAAGGCAAGGGCAGAACT TAAACCACAGTCGGCGAGCT 51 73 110 20 297 20 59,814 61,813 30,100 40,900 1,998,587 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 2 51 189 TCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTTCAAAGGCAAGGGCAGAACT GTAAACCACAGTCGGCGAGC 51 74 110 20 298 20 59,814 61,624 30,100 50,300 1,809,873 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 2 33 173 CTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGCTCAGCAGCAGCAATTGGTC TTGTAAACCACAGTCGGCGA 33 76 128 20 300 20 59,829 59,896 40,200 55,400 0.275048 F 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 Mar‐75 0 138 ACCCAGATTATCATCATGCCGtaataataataataataat ACCCAGATTATCATCATGCCG TAAACCACAGTCGGCGAGC 0 74 160 21 297 19 57,936 60,374 56,900 50,300 4,437,258 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 Mar‐75 0 139 ACCCAGATTATCATCATGCCGtaataataataataataat ACCCAGATTATCATCATGCCG GTAAACCACAGTCGGCGAGC 0 74 160 21 298 20 57,936 61,624 56,900 50,300 4,687,483 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 113 300 GCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACGCGTTGTTTCATCGTCCTCG CCTCGCGAATGTCGGAATCT 113 123 48 20 347 20 59,907 60,249 46,300 24,000 0.342099 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 97 274 GCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACGCGTTGTTTCATCGTCCTCG GTCCAGGGACCATAAAGGCC 113 97 48 20 321 20 59,907 60,107 46,300 51,900 0.199695 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 76 253 GCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACGCGTTGTTTCATCGTCCTCG TTGTAAACCACAGTCGGCGA 113 76 48 20 300 20 59,907 59,896 46,300 55,400 0.197514 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 70 210 ATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGATCGCCAACCTCACGAAGTT TTGTAAACCACAGTCGGCGA 70 76 91 20 300 20 59,965 59,896 26,600 55,400 0.139383 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 70 231 ATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGATCGCCAACCTCACGAAGTT GTCCAGGGACCATAAAGGCC 70 97 91 20 321 20 59,965 60,107 26,600 51,900 0.141565 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 70 257 ATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGATCGCCAACCTCACGAAGTT CCTCGCGAATGTCGGAATCT 70 123 91 20 347 20 59,965 60,249 26,600 24,000 0.283968 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 49 189 AAAGGCAAGGGCAGAACTcagcagcagCAATTGGTC AAAGGCAAGGGCAGAACTCA TTGTAAACCACAGTCGGCGA 49 76 112 20 300 20 59,814 59,896 34,100 55,400 0.290388 F 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 4 29 169 gcagcagCAATTGGTCGATTAACTTCAAACCCAGATT GCAGCAGCAATTGGTCGATT TTGTAAACCACAGTCGGCGA 29 76 132 20 300 20 59,828 59,896 33,400 55,400 0.276390 F 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 106 293 TTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATTCATCGTCCTCGTCGTTGT CCTCGCGAATGTCGGAATCT 106 123 55 20 347 20 59,405 60,249 33,200 24,000 0.843675 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 19 116 gcagcagCAATTGGTCGATTAACTTCAAACCCAGATT GCAGCAGCAATTGGTCGATT GCTTCTGTTTCCGTTTCTACTTGT 29 19 132 20 247 24 59,828 59,727 33,400 31,600 4,444,651 F 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 19 120 CTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGCTCAGCAGCAGCAATTGGTC GCTTCTGTTTCCGTTTCTACTTGT 33 19 128 20 247 24 59,829 59,727 40,200 31,600 4,443,309 F 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 19 138 TCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTTCAAAGGCAAGGGCAGAACT GCTTCTGTTTCCGTTTCTACTTGT 51 19 110 20 247 24 59,814 59,727 30,100 31,600 4,458,648 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 16 105 TGGTCGATTAACTTCAAACCCAGATTATCATCATGC TGGTCGATTAACTTCAAACCCA GCTTCTGTTTCCGTTTCTACTTGT 16 19 143 22 247 24 57,912 59,727 45,100 31,600 8,360,804 A 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 15 105 TGGTCGATTAACTTCAAACCCAGATTATCATCATGC TGGTCGATTAACTTCAAACCCAG GCTTCTGTTTCCGTTTCTACTTGT 15 19 143 23 247 24 58,931 59,727 44,500 31,600 8,342,052 A 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 6 0 90 AAACCCAGATTATCATCATGCCGtaataataataataataAAACCCAGATTATCATCATGCCG GCTTCTGTTTCCGTTTCTACTTGT 0 19 158 23 247 24 59,177 59,727 56,900 31,600 8,095,483 A 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr569_2 2 181 24 8 1 AAT TAATAATAATAATAATAATAATAA TAA_181_204 0 0 8 105 292 TCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCAT TCATCGTCCTCGTCGTTGTT CCTCGCGAATGTCGGAATCT 105 123 56 20 347 20 59,405 60,249 28,300 24,000 0.843675 B 362 gggggATTGGTGTTAGAGTTCTTGAGAGTTGGAGATGATGTCGTGGGGCGTTGTTTCATCGTCCTCGTCGTTGTTAATAATTACTCTGCCATCGCCAACCTCACGAAGTTCAAAGGCAAGGGCAGAACTcagcagcagCAATTGGTCGATTAACTTCAAACCCAGATTATCATCATGCCGtaataataataataataataataaNNNAATGATATTCGGAAATACAAGTAGAAACGGAAACAGAAGCNtaataataaAGTGCGAGGCAGTCNGGGAAAGCTCGCCGACTGTGGTTTACAAGGGCCTTTATGGTCCCTGGACCGTTGAAGATTCCGACATTCGCGAGGTGATTTTGTACAGAT

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 1 1 10 43 146 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GGTGGATTTGGCGGCAGA 43 43 13 21 158 18 59,297 60,361 43,700 42,600 4,064,061 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 10 43 148 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GAGGTGGATTTGGCGGCA 43 45 13 21 160 18 59,297 60,361 43,700 56,900 4,064,061 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 10 41 144 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA TGGATTTGGCGGCAGAGG 43 41 13 21 156 18 59,297 60,045 43,700 36,900 3,748,002 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 10 13 118 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GCTTTGGAGGTAGAGGAGGC 43 13 13 21 130 20 59,297 59,821 43,700 47,000 1,882,191 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 12 9 114 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGAA TGGAGGTAGAGGAGGCTTCC 42 9 13 22 126 20 59,892 60,032 39,700 34,600 2,139,569 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 12 9 114 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA TGGAGGTAGAGGAGGCTTCC 43 9 13 21 126 20 59,297 60,032 43,700 34,600 1,734,974 A 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 Dec‐75 43 200 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GGTGGAGGCAGAGGAGGTTT 43 95 13 21 212 20 59,297 61,493 43,700 32,700 3,195,950 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 Dec‐75 43 201 AACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GGTGGAGGCAGAGGAGGTTT 43 95 12 22 212 20 59,892 61,493 43,700 32,700 3,600,545 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 Dec‐75 42 200 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGAA GGTGGAGGCAGAGGAGGTTT 42 95 13 22 212 20 59,892 61,493 39,700 32,700 3,600,545 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 14 43 171 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA AGGTGGTGGAAGAGGAGGAG 43 66 13 21 183 20 59,297 60,252 43,700 36,900 1,955,424 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 14 43 172 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGA GAGGTGGTGGAAGAGGAGGA 43 67 13 21 184 20 59,297 60,252 43,700 37,100 1,955,241 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 14 42 172 ACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAAACGAAGTGGGAAAGATTGGGAA GAGGTGGTGGAAGAGGAGGA 42 67 13 22 184 20 59,892 60,252 39,700 37,100 2,359,836 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 14 6 134 TCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcc TCGTCTTCTTTCCTTGTGGCT AGGTGGTGGAAGAGGAGGAG 6 66 50 21 183 20 59,584 60,252 47,500 36,900 1,668,868 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr56_3 3 77 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_77_97 0 0 14 6 135 TCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcc TCGTCTTCTTTCCTTGTGGCT GAGGTGGTGGAAGAGGAGGA 6 67 50 21 184 20 59,584 60,252 47,500 37,100 1,668,685 F 236 CCNTTCTTTAAAACGAAGTGGGAAAGATTGGGAAGGAATTATTCAAACTTCGTCTTCTTTCCTTGTGGCTTGAAGTctcctcctcctcctcctcctcGGCCACCTCGGAAGCCTCCTCTACCTCCAAAGCCGCCCCGGCCTCTGCCGCCAAATCCACCTCGGcctcctcctCTTCCACCACCTCGGcccccAAAACCTCCTCTGCCTCCACCTCGGCGACCAAAACCTCCTCTGNC

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 1 1 4 75 251 ATTCAAACTGGTAGACACGGTAATATGACATCACTGATTCAAACTGGTAGACACGGT CTCTTGAGCCTCTGTGCCTG 75 88 15 21 265 20 57,236 60,391 48,300 48,500 4,155,632 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 4 75 254 TGTATTCAAACTGGTAGACACGGTAATATGACATCATGTATTCAAACTGGTAGACACGGT CTCTTGAGCCTCTGTGCCTG 75 88 12 24 265 20 59,961 60,391 48,300 48,500 4,430,883 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 4 50 226 TGACATCACTGTAGCATTGCTACTGAGTCCAATATG TGACATCACTGTAGCATTGCT CTCTTGAGCCTCTGTGCCTG 50 88 40 21 265 20 57,661 60,391 39,100 48,500 3,730,648 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 4 38 214 AGCATTGCTACTGAGTCCAATATGGATGTAGTTTAT AGCATTGCTACTGAGTCCAAT CTCTTGAGCCTCTGTGCCTG 38 88 52 21 265 20 57,359 60,391 31,600 48,500 4,032,830 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 4 34 172 TGACATCACTGTAGCATTGCTACTGAGTCCAATATG TGACATCACTGTAGCATTGCT GCAGGTTGGGCTGCTTTATG 50 34 40 21 211 20 57,661 59,826 39,100 19,000 3,513,415 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 4 34 197 ATTCAAACTGGTAGACACGGTAATATGACATCACTGATTCAAACTGGTAGACACGGT GCAGGTTGGGCTGCTTTATG 75 34 15 21 211 20 57,236 59,826 48,300 19,000 3,938,398 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 5 75 252 ATTCAAACTGGTAGACACGGTAATATGACATCACTGATTCAAACTGGTAGACACGGT CCTCTTGAGCCTCTGTGCC 75 90 15 21 266 19 57,236 60,079 48,300 50,100 4,842,804 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 6 1 124 TCTGCTTGAGATAGTGAGGAGGAgaggaggaggagga TCTGCTTGAGATAGTGAGGAGG GCAGGTTGGGCTGCTTTATG 1 34 88 22 211 20 58,705 59,826 43,000 19,000 3,469,255 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 7 0 124 TCTGCTTGAGATAGTGAGGAGGAgaggaggaggagga TCTGCTTGAGATAGTGAGGAGGA GCAGGTTGGGCTGCTTTATG 0 34 88 23 211 20 60,053 59,826 37,100 19,000 3,227,481 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 7 0 178 TCTGCTTGAGATAGTGAGGAGGAgaggaggaggagga TCTGCTTGAGATAGTGAGGAGGA CTCTTGAGCCTCTGTGCCTG 0 88 88 23 265 20 60,053 60,391 37,100 48,500 3,444,715 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 8 0 123 CTGCTTGAGATAGTGAGGAGGAgaggaggaggaggag CTGCTTGAGATAGTGAGGAGGA GCAGGTTGGGCTGCTTTATG 0 34 89 22 211 20 58,705 59,826 37,100 19,000 3,469,255 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr570_2 2 111 47 7 2 AGG GAGGAGGAGGAGGAGGAGGAGAAGAAGGAGAGANO 0 0 8 0 177 CTGCTTGAGATAGTGAGGAGGAgaggaggaggaggag CTGCTTGAGATAGTGAGGAGGA CTCTTGAGCCTCTGTGCCTG 0 88 89 22 265 20 58,705 60,391 37,100 48,500 3,686,488 D 267 GATCATTACACTGTATTCAAACTGGTAGACACGGTAATATGACATCACTGTAGCATTGCTACTGAGTCCAATATGGATGTAGTTTATTCTGCTTGAGATAGTGAGGAGGAgaggaggaggaggaggaggagAAGAAGgagagagagaGggaggaggaGCCAAATGAACAGGGGCAGGAGTTACAGGAAGTACATAAAGCAGCCCAACCTGCTGAGGGGCAAGCGGCTGCTGAGGGCAAGCTGCAGCAGGCACAGAGGCTCAAGAGGA

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 1 1 6 30 180 CTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGCTACCAGGGCTGCAAGTAGG AGCTCCCTTTGTTCCTCCCT 77 30 99 20 278 20 59,821 60,477 31,800 42,000 0.655611 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 29 134 CTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGCTGGAGTCAGGCAAGTCGG GCTCCCTTTGTTCCTCCCTG 33 29 144 19 277 20 60,080 60,323 47,900 44,500 1,402,450 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 29 179 CTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGCTACCAGGGCTGCAAGTAGG GCTCCCTTTGTTCCTCCCTG 77 29 99 20 277 20 59,821 60,323 31,800 44,500 0.501906 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 29 236 AATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAAAATCTGATTGGCTGGCAGCT GCTCCCTTTGTTCCTCCCTG 134 29 42 20 277 20 60,033 60,323 42,400 44,500 0.356311 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 28 133 CTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGCTGGAGTCAGGCAAGTCGG CTCCCTTTGTTCCTCCCTGC 33 28 144 19 276 20 60,080 60,323 47,900 48,500 1,402,450 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 28 178 CTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGCTACCAGGGCTGCAAGTAGG CTCCCTTTGTTCCTCCCTGC 77 28 99 20 276 20 59,821 60,323 31,800 48,500 0.501906 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 28 235 AATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAAAATCTGATTGGCTGGCAGCT CTCCCTTTGTTCCTCCCTGC 134 28 42 20 276 20 60,033 60,323 42,400 48,500 0.356311 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 6 28 247 CCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACCACCCTTGGCCAATCTGAT CTCCCTTTGTTCCTCCCTGC 146 28 30 20 276 20 60,033 60,323 29,000 48,500 0.355719 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 7 65 300 CGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCT CGTCAACGGGAGGAAGTCC CATCAGCGGCAACCAACC 165 65 12 19 311 18 60,080 59,432 38,500 37,700 3,648,115 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 7 55 290 CGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCT CGTCAACGGGAGGAAGTCC AACCAACCCTGCCCAAGG 165 55 12 19 301 18 60,080 59,799 38,500 36,100 3,281,234 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 7 55 291 CGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCT CGTCAACGGGAGGAAGTCC CAACCAACCCTGCCCAAGG 165 55 12 19 302 19 60,080 61,209 38,500 36,100 3,289,340 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 8 44 211 AAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAAAACTGAGTGGTGCGTGCTA TGCCCAAGGATGTTAGCTCC 94 44 82 20 292 20 59,894 59,744 34,900 47,000 0.361854 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 8 44 251 AATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAAAATCTGATTGGCTGGCAGCT TGCCCAAGGATGTTAGCTCC 134 44 42 20 292 20 60,033 59,744 42,400 47,000 0.289295 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 8 44 263 CCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACCACCCTTGGCCAATCTGAT TGCCCAAGGATGTTAGCTCC 146 44 30 20 292 20 60,033 59,744 29,000 47,000 0.288703 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr573_3 3 196 33 11 1 AGG GGAGGAGGAGGAGGAGGAGGAGGAGGAGGAGG NO 0 0 8 3 121 ACAGGGAGGAATCagagagCATAGggaggaggaggaggACAGGGAGGAATCAGAGAGCA TGCCCAAGGATGTTAGCTCC 3 44 172 21 292 20 60,273 59,744 42,600 47,000 1,529,385 F 317 AGACTTATGCCCGTCAACGGGAGGAAGTCCCACCCTTGGCCAATCTGATTGGCTGGCAGCTAGAACAATCCCCGCAACTCCAAACTGAGTGGTGCGTGCTACCAGGGCTGCAAGTAGGCCCTAGAATGAAGAGAACATGGATCCTGGAGTCAGGCAAGTCgggggTATTGGACAGGGAGGAATCagagagCATAGggaggaggaggaggaggaggaggaggaggaggaGGTTGAGGGCGCAGGTTCCGGAGGCCAGGCAGGGAGGAACAAAGGGAGCTAACATCCTTGGGCAGGGTTGGTTGCCGCTGATGcacaca

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 1 1 4 52 194 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC GAAGCCTGGCACTGATGACT 78 52 44 20 237 20 59,893 60,036 61,300 34,100 0.142338 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 4 43 185 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC CACTGATGACTGCGAGTGCT 78 43 44 20 228 20 59,893 60,390 61,300 44,000 0.496264 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 4 42 184 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC ACTGATGACTGCGAGTGCTG 78 42 44 20 227 20 59,893 60,390 61,300 44,100 0.496264 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 4 23 165 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC GCCCAAAGCAAGAAAGGCAA 78 23 44 20 208 20 59,893 59,893 61,300 45,200 0.213229 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 5 23 136 CATCACCAGGTGTCAGGAACACATTGCAATACATCTCATCACCAGGTGTCAGGAACA GCCCAAAGCAAGAAAGGCAA 48 23 73 21 208 20 59,928 59,893 31,800 45,200 1,178,694 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 78 260 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC TATGGCTGGCCTGGTAGGTA 78 118 44 20 303 20 59,893 59,734 61,300 30,800 0.373161 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 78 263 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC CCTTATGGCTGGCCTGGTAG 78 121 44 20 306 20 59,893 59,891 61,300 31,800 0.216050 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 74 216 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC AAAGTGCTGTGGTGCTGTCT 78 74 44 20 259 20 59,893 60,107 61,300 34,100 0.213725 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 69 296 TGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGTGATAGCGGGCCACATTTCC CCAAGAAAGCCCTAGCCCTG 69 163 53 20 348 20 60,465 60,395 31,300 44,500 0.860359 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 53 195 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC TGAAGCCTGGCACTGATGAC 78 53 44 20 238 20 59,893 60,322 61,300 30,600 0.428627 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 23 137 CCATCACCAGGTGTCAGGAACACATTGCAATACATCCCATCACCAGGTGTCAGGAA GCCCAAAGCAAGAAAGGCAA 50 23 72 20 208 20 59,308 59,893 33,600 45,200 0.798997 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 6 23 138 CCCATCACCAGGTGTCAGGAACACATTGCAATACATCCCATCACCAGGTGTCAGGA GCCCAAAGCAAGAAAGGCAA 51 23 71 20 208 20 61,201 59,893 38,600 45,200 1,307,282 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 7 74 251 TCACGATGTCCTGAAACCAGTTTGAGATCGTCCATT TCACGATGTCCTGAAACCAGT AAAGTGCTGTGGTGCTGTCT 112 74 9 21 259 20 59,308 60,107 40,000 34,100 1,798,993 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 8 78 262 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC CTTATGGCTGGCCTGGTAGG 78 120 44 20 305 20 59,893 59,891 61,300 31,800 0.216050 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 8 78 295 TCAGACCATTGATAGCGGGCCACATTTCCCATCACC TCAGACCATTGATAGCGGGC CCTAGCCCTGCAGCCATAAA 78 153 44 20 338 20 59,893 59,817 61,300 14,000 0.290199 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 8 74 251 TCACGATGTCCTGAAACCAGTTTGAGATCGTCCATT TCACGATGTCCTGAAACCAGTT AAAGTGCTGTGGTGCTGTCT 111 74 9 22 259 20 59,896 60,107 31,600 34,100 2,211,127 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 8 73 290 CCATTGATAGCGGGCCACATTTCCCATCACCAGGTGCCATTGATAGCGGGCCACAT CCTAGCCCTGCAGCCATAAA 73 153 49 20 338 20 60,538 59,817 32,100 14,000 0.721549 F 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr575_3 3 142 24 8 1 AGG TCCTCCTCCTCCTCCTCCTCCTCC TCC_142_165 0 0 10 74 255 GCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCGCTTTCACGATGTCCTGAAACC AAAGTGCTGTGGTGCTGTCT 115 74 5 22 259 20 60,096 60,107 32,700 34,100 2,202,735 A 369 AAAAGCTTTCACGATGTCCTGAAACCAGTTTGAGATCGTCCATTCAGACCATTGATAGCGGGCCACATTTCCCATCACCAGGTGTCAGGAACACATTGCAATACATCTGCATATCATTATAAGGCTAGTCCGTTGGACTCAtcctcctcctcctcctcctcctccACGTTCAGGACTTCAAGGTTTGTTTGCCTTTCTTGCTTTGGGCAGCACTCGCAGTCATCAGTGCCAGGCTTCACAGACAGCACCACAGCACTTTTAggggggCTCGTGAGCAGGTCTCTACCTACCAGGCCAGCCATAAGGCTGTGGTGGCtttttATGGCTGCAGGGCTAGGGCTTTCTTGGGGAAgggggATGAGTGGCCTC

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 1 1 16 13 153 TGCATTCATCCACGGATACTTTCATNCATCTATTcgtcTGCATTCATCCACGGATACTT AGGGACGAATGGATGGATGA 30 13 3 21 155 20 57,441 58,194 22,400 29,200 5,365,427 D 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 0 0 16 13 155 CATGCATTCATCCACGGATACTTTCATNCATCTATTc CATGCATTCATCCACGGATACT AGGGACGAATGGATGGATGA 31 13 1 22 155 20 58,594 58,194 21,200 29,200 5,212,327 D 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 0 0 16 4 126 ATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccATCTATTCGTCCGTCCGTCC AGGGACGAATGGATGGATGA 4 13 30 20 155 20 59,050 58,194 47,900 29,200 2,756,612 G 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 0 0 16.75 1 116 ATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccATCTATTCGTCCGTCCGTCC GGATGGATGAATGGATGGACGA 4 1 30 20 145 22 59,050 59,961 47,900 42,000 2,989,068 G 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 0 0 16.75 1 145 CATGCATTCATCCACGGATACTTTCATNCATCTATTc CATGCATTCATCCACGGATACT GGATGGATGAATGGATGGACGA 31 1 1 22 145 22 58,594 59,961 21,200 42,000 5,444,783 D 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr576_2 2 54 69 8 2 ATCC GTCCGTCCGTCCGTCCGTCCNTCCNTCCATCCNTCC GTCC_54_73 0 0 17 4 126 ATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccATCTATTCGTCCGTCCGTCC AGGGACGAATGGATGGATGAA 4 12 30 20 155 21 59,050 58,873 47,900 25,700 3,076,998 G 176 CATGCATTCATCCACGGATACTTTCATNCATCTATTcgtccgtccgtcCNNNNgtccgtccgtccgtccgtccNTCCNTCCATCCNTCCNtccatccatccatccatccatccatccatccaTTCGTCCATCCATTCATCCATCCATTCGTCCCTATaaaaaTCCATTTATCAATT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 1 1 2 7 103 GCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCT GCAGTTCCTCCTTTGGGTCA ACCTGCCAGTTCTGTGTTCA 35 7 90 20 192 20 59,890 59,454 40,200 31,800 0.656608 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 2 7 108 TCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTAC TCCTCGCAGTTCCTCCTTTG ACCTGCCAGTTCTGTGTTCA 40 7 85 20 192 20 59,678 59,454 27,700 31,800 0.867793 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 7 110 CTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTT CTTCCTCGCAGTTCCTCCTT ACCTGCCAGTTCTGTGTTCA 42 7 83 20 192 20 59,389 59,454 33,600 31,800 1,156,809 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 7 191 AATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAA AATGCTTTCCACCTTTAAACCTCC ACCTGCCAGTTCTGTGTTCA 119 7 2 24 192 20 59,717 59,454 43,000 31,800 4,829,589 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 4 2 102 ACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgtACCCTCTGTGATGCATCTTGG ACAGGACAGCTGTTAGATTTGTC 2 35 122 21 223 23 60,065 58,681 36,100 31,800 5,384,083 A 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 79 248 CCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCA CCCTGTCCACTTTAAGACCCT GCAGTAAGAGTTAATAGTACAGTAGCA 100 79 24 21 271 27 59,014 58,596 43,400 34,900 10,389,894 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 79 249 TCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCATCCCTGTCCACTTTAAGACCC GCAGTAAGAGTTAATAGTACAGTAGCA 101 79 23 21 271 27 59,017 58,596 44,600 34,900 10,386,958 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 7 169 CCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCA CCCTGTCCACTTTAAGACCCT ACCTGCCAGTTCTGTGTTCA 100 7 24 21 192 20 59,014 59,454 43,400 31,800 2,532,017 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 7 170 TCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCATCCCTGTCCACTTTAAGACCC ACCTGCCAGTTCTGTGTTCA 101 7 23 21 192 20 59,017 59,454 44,600 31,800 2,529,080 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 7 190 ATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAG ATGCTTTCCACCTTTAAACCTCC ACCTGCCAGTTCTGTGTTCA 119 7 3 23 192 20 59,168 59,454 43,000 31,800 4,378,612 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 2 101 ACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgtACCCTCTGTGATGCATCTTGG CAGGACAGCTGTTAGATTTGTCA 2 34 122 21 222 23 60,065 58,682 36,100 35,800 5,383,238 A 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 5 2 102 ACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgtACCCTCTGTGATGCATCTTGG ACAGGACAGCTGTTAGATTTGTCA 2 34 122 21 223 24 60,065 60,202 36,100 35,800 5,267,262 A 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 8 79 247 CCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTCCTGTCCACTTTAAGACCCTCC GCAGTAAGAGTTAATAGTACAGTAGCA 98 79 25 22 271 27 60,027 58,596 43,000 34,900 10,431,100 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 8 7 168 CCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTCCTGTCCACTTTAAGACCCTCC ACCTGCCAGTTCTGTGTTCA 98 7 25 22 192 20 60,027 59,454 43,000 31,800 2,573,222 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr578_2 2 145 21 7 1 AAC TTGTTGTTGTTGTTGTTGTTG NO 0 0 8 7 190 GCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACGCTTTCCACCTTTAAACCTCCC ATACCTGCCAGTTCTGTGTTCA 118 7 5 22 194 22 59,439 59,628 43,000 31,800 4,933,260 F 272 TAATGCTTTCCACCTTTAAACCTCCCTGTCCACTTTAAGACCCTCCTTAAAACCCAGCACTTTGATGAAACTTTTGGCCACCCTTCCTCGCAGTTCCTCCTTTGGGTCATTTCtttttCTTACCCTCTGTGATGCATCTTGGGAttgttgttgttgttgttgttgTAGAGTCTGAACACAGAACTGGCAGGTATAATTTTGACAAATCTAACAGCTGTCCTGTAAAATGCAATAGGAAtttttATGCTACTGTACTATTAACTCTTACTGCT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 1 1 3 32 146 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT CCCTTTGCAGCCGAAGAGAT 44 32 106 23 251 20 57,055 60,394 40,900 27,500 6,338,682 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 3 7 121 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT TATTGAGCGCCCTCTTCCTG 44 7 106 23 226 20 57,055 59,534 40,900 38,600 6,410,850 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 28 142 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT TTGCAGCCGAAGAGATCTGG 44 28 106 23 247 20 57,055 60,108 40,900 38,600 6,053,138 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 28 245 ATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCATGACCTAGAAGATTCCACTCTTT TTGCAGCCGAAGAGATCTGG 146 28 3 24 247 20 57,117 60,108 25,200 38,600 6,990,762 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 28 246 AATGACCTAGAAGATTCCACTCTTTTACTCTGCAAC AATGACCTAGAAGATTCCACTCTT TTGCAGCCGAAGAGATCTGG 147 28 2 24 247 20 57,117 60,108 28,500 38,600 6,990,762 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 26 140 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT GCAGCCGAAGAGATCTGGAT 44 26 106 23 245 20 57,055 59,608 40,900 34,100 6,337,480 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 26 243 ATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCATGACCTAGAAGATTCCACTCTTT GCAGCCGAAGAGATCTGGAT 146 26 3 24 245 20 57,117 59,608 25,200 34,100 7,275,104 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 13 127 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT TCTGGATATTGAGCGCCCTC 44 13 106 23 232 20 57,055 59,318 40,900 43,000 6,626,878 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 12 126 ATTCCAAATTAATTGCTGGAGCTATAAAATAACTTT ATTCCAAATTAATTGCTGGAGCT CTGGATATTGAGCGCCCTCT 44 12 106 23 231 20 57,055 59,316 40,900 36,900 6,629,117 A 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 5 28 218 TCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTCTGCAACCCTAAATCTTCCTCA TTGCAGCCGAAGAGATCTGG 120 28 30 23 247 20 59,413 60,108 38,600 38,600 3,695,055 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 5 28 220 ACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAACTCTGCAACCCTAAATCTTCCT TTGCAGCCGAAGAGATCTGG 122 28 28 23 247 20 59,411 60,108 33,600 38,600 3,697,281 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr579_2 2 173 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 5 26 216 TCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTCTGCAACCCTAAATCTTCCTCA GCAGCCGAAGAGATCTGGAT 120 26 30 23 245 20 59,413 59,608 38,600 34,100 3,979,397 F 258 TAATGACCTAGAAGATTCCACTCTTTTACTCTGCAACCCTAAATCTTCCTCAATGTCATTATAAATTTAAATTTTAAACaaaaaTCAGACTAGATTTTATCTGATATTCCAAATTAATTGCTGGAGCTATAAAATAACTTTTAAATAAACTCACTGTAAGGTTGAAATATGGtgatgatgatgatgatgatgatgatgaTGCCCTGCAGGAAGAGGGCGCTCAATATCCAGATCTCTTCGGCTGCAAAGGGGAAAATT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 1 1 18 41 194 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG AGTGTGAGTGACTGAGTGAGTG 49 41 23 20 216 22 60,250 59,640 48,500 35,100 2,610,267 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 0 0 18 40 193 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG GTGTGAGTGACTGAGTGAGTGA 49 40 23 20 215 22 60,250 59,641 48,500 34,100 2,608,998 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 0 0 19 37 189 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG GAGTGACTGAGTGAGTGAGTG 49 37 23 20 211 21 60,250 57,719 48,500 35,100 3,531,125 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 0 0 19 36 188 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG AGTGACTGAGTGAGTGAGTGA 49 36 23 20 210 21 60,250 58,062 48,500 34,100 3,187,303 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 0 0 20 37 190 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG TGAGTGACTGAGTGAGTGAGTG 49 37 23 20 212 22 60,250 59,379 48,500 35,100 2,870,369 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr580_4 4 92 62 12 1.5 ACTC TCTCTCCCTCTCTGTCACTCACTCACTCACTCACTCACTCAC_106_153 0 0 20 36 189 CACTCCGGATGATGAGCCTGGGGAAATACTGAGTC CACTCCGGATGATGAGCCTG GAGTGACTGAGTGAGTGAGTGA 49 36 23 20 211 22 60,250 59,118 48,500 34,100 3,131,297 F 250 ATGGGAGCCCCGGGGAAGAGGCCACTCCGGATGATGAGCCTGGGGAAATACTGAGTCAGTCTGTGGAACAGCCCCATCACTGTCAAAGACAtctctcCctctctGtcactcactcactcactcactcactcactcactcactcactcactcacTCTCNCTCACTCACTCNNTCTCNCTCTNTCACTCNNtcactcactcacTCAGTCACTCACActctctctGTCACTCACACTCTNNCTCNCTCNNTCT

cons_gr582_8 8 57 18 6 1 AAC AACAACAACAACAACAAC AAC_57_74 1 1 12‐May 4 300 GTCTGCCTGACATGTGTAGAATTTAaacaacaacaaca GTCTGCCTGACATGTGTAGAA GCTCGGTGTAGTGTTTCGTC 4 237 32 21 331 20 57,681 58,942 21,000 42,000 4,377,541 A 353 TGGAACATCACATTTGCTTCCTCGCTGCAGTGTCTGCCTGACATGTGTAGAATTTAaacaacaacaacaacaacAANNNNNNANNNTNNNNTNNCNNNTTNNGNNNNNNNNNNNTTNCTNNNNGNTNNANANNANCNNTNNNTGANNAANNACTNCACCGANCTGNANNANNANATNTNNTTCCNCNNTGNANNGNCNGCNTGANNNCANNNNTANANTTTNNAAANANNNNNNANANNAANAANNANNNNNNTNNATNNNNNANNNTTNGNNANNNNAANATNNNNNNNNNTGTNANNNGAGCAATATCTGACGAAACACTACACCGAGCTGAAGNAGGAGATATTTTCCCC

cons_gr582_8 8 57 18 6 1 AAC AACAACAACAACAACAAC AAC_57_74 0 0 12‐May 3 300 GTCTGCCTGACATGTGTAGAATTTAaacaacaacaaca GTCTGCCTGACATGTGTAGAAT GCTCGGTGTAGTGTTTCGTC 3 237 32 22 331 20 58,133 58,942 24,000 42,000 4,925,055 A 353 TGGAACATCACATTTGCTTCCTCGCTGCAGTGTCTGCCTGACATGTGTAGAATTTAaacaacaacaacaacaacAANNNNNNANNNTNNNNTNNCNNNTTNNGNNNNNNNNNNNTTNCTNNNNGNTNNANANNANCNNTNNNTGANNAANNACTNCACCGANCTGNANNANNANATNTNNTTCCNCNNTGNANNGNCNGCNTGANNNCANNNNTANANTTTNNAAANANNNNNNANANNAANAANNANNNNNNTNNATNNNNNANNNTTNGNNANNNNAANATNNNNNNNNNTGTNANNNGAGCAATATCTGACGAAACACTACACCGAGCTGAAGNAGGAGATATTTTCCCC

cons_gr582_8 8 57 18 6 1 AAC AACAACAACAACAACAAC AAC_57_74 0 0 13‐May 4 300 GTCTGCCTGACATGTGTAGAATTTAaacaacaacaaca GTCTGCCTGACATGTGTAGAA GCTCGGTGTAGTGTTTCGTCA 4 236 32 21 331 21 57,681 60,601 21,000 43,500 4,920,300 A 353 TGGAACATCACATTTGCTTCCTCGCTGCAGTGTCTGCCTGACATGTGTAGAATTTAaacaacaacaacaacaacAANNNNNNANNNTNNNNTNNCNNNTTNNGNNNNNNNNNNNTTNCTNNNNGNTNNANANNANCNNTNNNTGANNAANNACTNCACCGANCTGNANNANNANATNTNNTTCCNCNNTGNANNGNCNGCNTGANNNCANNNNTANANTTTNNAAANANNNNNNANANNAANAANNANNNNNNTNNATNNNNNANNNTTNGNNANNNNAANATNNNNNNNNNTGTNANNNGAGCAATATCTGACGAAACACTACACCGAGCTGAAGNAGGAGATATTTTCCCC

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 1 1 4 24 170 AGTagagagCTGGGACGGAGTGGCGGTGCTCCGAG AGTAGAGAGCTGGGACGGAG TCAGGACAACCAGAAGCCAC 40 24 85 20 254 20 60,107 59,891 46,300 50,100 0.215503 F 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 4 22 168 AGTagagagCTGGGACGGAGTGGCGGTGCTCCGAG AGTAGAGAGCTGGGACGGAG AGGACAACCAGAAGCCACAC 40 22 85 20 252 20 60,107 60,179 46,300 38,200 0.285936 F 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 5 40 194 AGTagagagCTGGGACGGAGTGGCGGTGCTCCGAG AGTAGAGAGCTGGGACGGAG CGACAGTGGTGGTGTTGGT 40 49 85 20 278 19 60,107 60,153 46,300 36,700 1,260,167 F 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 5 24 254 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTAAGATGCTGCATCCCTACGG TCAGGACAACCAGAAGCCAC 124 24 1 20 254 20 59,893 59,891 40,200 50,100 0.216040 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 5 22 252 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTAAGATGCTGCATCCCTACGG AGGACAACCAGAAGCCACAC 124 22 1 20 252 20 59,893 60,179 40,200 38,200 0.286473 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 34 199 CCTTGGTGGGAGCCTTCATAGTagagagCTGGGACG CCTTGGTGGGAGCCTTCATA TTGGTGCCCATCAGGACAAC 59 34 66 20 264 20 59,081 60,539 21,500 33,200 1,458,422 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 29 175 AGTagagagCTGGGACGGAGTGGCGGTGCTCCGAG AGTAGAGAGCTGGGACGGAG GCCCATCAGGACAACCAGAA 40 29 85 20 259 20 60,107 59,962 46,300 30,200 0.145084 F 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 29 194 CCTTGGTGGGAGCCTTCATAGTagagagCTGGGACG CCTTGGTGGGAGCCTTCATA GCCCATCAGGACAACCAGAA 59 29 66 20 259 20 59,081 59,962 21,500 30,200 0.957149 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 29 194 CCTTGGTGGGAGCCTTCATAGTagagagCTGGGACG CCTTGGTGGGAGCCTTCATAG GCCCATCAGGACAACCAGAA 58 29 66 21 259 20 60,134 59,962 22,300 30,200 1,172,142 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 29 259 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTAAGATGCTGCATCCCTACGG GCCCATCAGGACAACCAGAA 124 29 1 20 259 20 59,893 59,962 40,200 30,200 0.145621 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 12 142 CTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgcCTCCGAGCAGTGGTAGTCCT TCAGGACAACCAGAAGCCAC 12 24 113 20 254 20 60,682 59,891 38,500 50,100 0.790149 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 6 12 147 CTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgcCTCCGAGCAGTGGTAGTCCT GCCCATCAGGACAACCAGAA 12 29 113 20 259 20 60,682 59,962 38,500 30,200 0.719730 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 10 5 133 CAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgc CAGTGGTAGTCCTGCTGCAC AGGACAACCAGAAGCCACAC 5 22 120 20 252 20 60,672 60,179 45,700 38,200 0.850799 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 10 5 134 CAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgc CAGTGGTAGTCCTGCTGCAC CAGGACAACCAGAAGCCACA 5 23 120 20 253 20 60,672 60,179 45,700 41,700 0.850801 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 10 5 135 CAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgc CAGTGGTAGTCCTGCTGCAC TCAGGACAACCAGAAGCCAC 5 24 120 20 254 20 60,672 59,891 45,700 50,100 0.780366 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr584_4 4 145 66 12 1.5 AAC GCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGTTGTT GCT_145_174 0 0 10 5 140 CAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgc CAGTGGTAGTCCTGCTGCAC GCCCATCAGGACAACCAGAA 5 29 120 20 259 20 60,672 59,962 45,700 30,200 0.709947 B 278 AAGATGCTGCATCCCTACGGGAGCGCGTCAGCGGTTTTAGGAAGGAAACCCTCTGGGCTGGGGAGCCTTGGTGGGAGCCTTCATAGTagagagCTGGGACGGAGTGGCGGTGCTCCGAGCAGTGGTAGTCCTGCTGCACCTCCAgctgctgctgctgctgctgctgctgctgctgttgttgttgttgttgttgttgttgttgttgttgttTTTGTTGCTGTTGATGGTAATGGTGTGGCTTCTGGTTGTCCTGATGGGCACCAAcaccaccacTGTCG

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 1 1 5 21 135 ATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCC ATGGCGAACTGATGCTGTCA CCTCAGGAGGCAGCAAAGG 21 54 185 20 319 19 60,036 60,378 35,800 31,100 1,414,355 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 23 137 tCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCTCATGGCGAACTGATGCTGT CCTCAGGAGGCAGCAAAGG 23 54 183 20 319 19 60,036 60,378 44,000 31,100 1,414,355 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 83 290 ggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTT GGTCAGTCTGTGTGTGAATTGC ACTGTTGTTGTACCTGGTATACC 141 83 63 22 352 23 60,032 57,843 35,600 27,300 7,188,290 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 82 290 ggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTT GGTCAGTCTGTGTGTGAATTGC ACTGTTGTTGTACCTGGTATACCT 141 82 63 22 352 24 60,032 59,158 35,600 30,800 6,874,062 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 81 290 ggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTT GGTCAGTCTGTGTGTGAATTGC ACTGTTGTTGTACCTGGTATACCTC 141 81 63 22 352 25 60,032 60,047 35,600 38,500 7,078,489 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 66 243 TCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCAC TCGTTTACCGTTCCCTCTTGT ACCTCACCTACAGCCTCAGG 115 66 90 21 332 20 59,312 60,616 31,600 38,600 2,304,308 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 65 207 ACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCA ACTAGCAGCCATGTCCTTGC CCTCACCTACAGCCTCAGGA 81 65 125 20 331 20 60,394 60,325 40,100 38,600 0.718275 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 65 232 TTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATTTCCCTCTTGTGTCGCACTT CCTCACCTACAGCCTCAGGA 106 65 100 20 331 20 59,532 60,325 31,600 38,600 0.792964 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 65 233 GTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCAGTTCCCTCTTGTGTCGCACT CCTCACCTACAGCCTCAGGA 107 65 99 20 331 20 60,250 60,325 44,000 38,600 0.574648 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 65 241 CGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACT CGTTTACCGTTCCCTCTTGTG CCTCACCTACAGCCTCAGGA 114 65 91 21 331 20 59,204 60,325 33,300 38,600 2,121,197 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 65 242 TCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCAC TCGTTTACCGTTCCCTCTTGT CCTCACCTACAGCCTCAGGA 115 65 90 21 331 20 59,312 60,325 31,600 38,600 2,012,934 B 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 38 164 TTAGCTGCGCctctctCATGGCGAACTGATGCTGTCA TTAGCTGCGCCTCTCTCATG CCTCACCTACAGCCTCAGGA 38 65 168 20 331 20 59,896 60,325 30,700 38,600 0.428492 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 23 149 tCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCTCATGGCGAACTGATGCTGT CCTCACCTACAGCCTCAGGA 23 65 183 20 331 20 60,036 60,325 44,000 38,600 0.360842 F 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 22 148 CATGGCGAACTGATGCTGTCAGCTCAGACAGTCCC CATGGCGAACTGATGCTGTC CCTCACCTACAGCCTCAGGA 22 65 184 20 331 20 59,624 60,325 35,100 38,600 0.700890 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 21 147 ATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCC ATGGCGAACTGATGCTGTCA CCTCACCTACAGCCTCAGGA 21 65 185 20 331 20 60,036 60,325 35,800 38,600 0.360842 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 21 148 ATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCC ATGGCGAACTGATGCTGTCA ACCTCACCTACAGCCTCAGG 21 66 185 20 332 20 60,036 60,616 35,800 38,600 0.652216 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 12 138 TGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggt TGATGCTGTCAGCTCAGACA CCTCACCTACAGCCTCAGGA 12 65 194 20 331 20 59,029 60,325 34,100 38,600 1,296,124 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr587_2 2 226 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 8 12 139 TGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggt TGATGCTGTCAGCTCAGACA ACCTCACCTACAGCCTCAGG 12 66 194 20 332 20 59,029 60,616 34,100 38,600 1,587,497 A 364 gggggTCACACTGTGGGTGAgggggTCACACTCTGGGTGAGGGGTCACGCTGTGGGTGAgggggTCAGTCtgtgtgtgAATTGCTCCTATCGTTTACCGTTCCCTCTTGTGTCGCACTTATCTCACTAGCAGCCATGTCCTTGCTGGGGCTGCAGAGCAAGTACTCATTAGCTGCGCctctctCATGGCGAACTGATGCTGTCAGCTCAGACAGTCCCCATCCATgtggtggtggtggtggtggtgCCCTCCTTCAGGGGCGCTCTGTCCCTTCCCCTTATGGTTTATCCATTGTTAAGGCCTTTGCTGCCTCCTGAGGCTGTAGGTGAGGTATACCAGGTacaacaacaGTTTTCATTGGGCC

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 4 98 298 ACCACATACACGACTGGCAGGGTATGGCCTCCACC ACCACATACACGACTGGCAG ACTCATTACAGCGTCTGCAAGA 137 98 18 20 315 22 60,037 60,029 48,500 30,200 2,066,346 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 98 300 ACACCACATACACGACTGGCAGGGTATGGCCTCCA ACACCACATACACGACTGGC ACTCATTACAGCGTCTGCAAGA 139 98 16 20 315 22 60,320 60,029 48,500 30,200 2,349,441 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 74 238 CTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCA CTATGTCCCTGAGCCTGCTG TGACACTGTGGGCTAACACC 103 74 52 20 289 20 59,894 59,892 44,100 41,600 0.214166 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 74 272 ACCACATACACGACTGGCAGGGTATGGCCTCCACC ACCACATACACGACTGGCAG TGACACTGTGGGCTAACACC 137 74 18 20 289 20 60,037 59,892 48,500 41,600 0.145157 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 73 237 CTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCA CTATGTCCCTGAGCCTGCTG GACACTGTGGGCTAACACCA 103 73 52 20 288 20 59,894 59,892 44,100 41,700 0.214166 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 73 271 ACCACATACACGACTGGCAGGGTATGGCCTCCACC ACCACATACACGACTGGCAG GACACTGTGGGCTAACACCA 137 73 18 20 288 20 60,037 59,892 48,500 41,700 0.145157 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 70 234 CTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCA CTATGTCCCTGAGCCTGCTG ACTGTGGGCTAACACCAGTG 103 70 52 20 285 20 59,894 59,891 44,100 36,600 0.214920 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 70 268 ACCACATACACGACTGGCAGGGTATGGCCTCCACC ACCACATACACGACTGGCAG ACTGTGGGCTAACACCAGTG 137 70 18 20 285 20 60,037 59,891 48,500 36,600 0.145910 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 54 185 CACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCACTGGGTTGTCCTCCATCC ACTGTGGGCTAACACCAGTG 54 70 101 20 285 20 60,035 59,891 35,100 36,600 0.143640 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 54 188 CACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCACTGGGTTGTCCTCCATCC GACACTGTGGGCTAACACCA 54 73 101 20 288 20 60,035 59,892 35,100 41,700 0.142887 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 54 189 CACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCACTGGGTTGTCCTCCATCC TGACACTGTGGGCTAACACC 54 74 101 20 289 20 60,035 59,892 35,100 41,600 0.142887 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 34 136 TCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTCTGCTTCATGTGGTCCCTG TGCTGAATCCAATAAGGGCAGT 34 39 121 20 256 22 59,674 60,025 44,500 44,000 2,350,969 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 34 138 TCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTCTGCTTCATGTGGTCCCTG GGTGCTGAATCCAATAAGGGC 34 42 121 20 258 21 59,674 59,317 44,500 51,900 2,009,318 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 5 35 139 CTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTCTGCTTCATGTGGTCCCT GGTGCTGAATCCAATAAGGGC 35 42 120 20 258 21 59,383 59,317 42,000 51,900 2,300,798 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr588_2 2 175 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 98 299 CACCACATACACGACTGGCAGGGTATGGCCTCCAC CACCACATACACGACTGGCA ACTCATTACAGCGTCTGCAAGA 138 98 17 20 315 22 60,320 60,029 49,200 30,200 2,349,354 A 324 TTGGACCCTCTACAAACACCACATACACGACTGGCAGGGTATGGCCTCCACCTATGTCCCTGAGCCTGCTGCAGCCTCCCCTCAGCAGCCCCTCGCTCCTCACTGGGTTGTCCTCCATCCTCTGCTTCATGTGGTCCCTGCCCCTCTTCAGCTGNCCTTGTCCCTTGCCTTCTGctcctcctcctcctcctcctcCCNTCCTCATCTCTGGAAGAGGTATCTCCAAGAGAATACACTGCCCTTATTGGATTCAGCACCAATGCTGCACTGGTGTTAGCCCACAGTGTCAATAATCTTGCAGACGCTGTAATGAGTAATACCACT

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 1 1 4 65 261 GGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGGTGTCACAGCCATCTCACA TGCAAGTACTAGTTAACACAATTGG 86 65 65 20 325 25 59,965 57,803 35,800 31,600 7,232,388 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 65 294 GCGATCAACCTGCAGTCAGAGAACCCTCATCTGGG GCGATCAACCTGCAGTCAGA TGCAAGTACTAGTTAACACAATTGG 119 65 32 20 325 25 60,390 57,803 32,700 31,600 7,587,412 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 64 261 GGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGGTGTCACAGCCATCTCACA TGCAAGTACTAGTTAACACAATTGGA 86 64 65 20 325 26 59,965 59,007 35,800 35,300 7,028,625 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 64 286 CCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAG CCTGCAGTCAGAGAACCCTC TGCAAGTACTAGTTAACACAATTGGA 111 64 40 20 325 26 59,751 59,007 43,000 35,300 7,242,151 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 64 293 GCGATCAACCTGCAGTCAGAGAACCCTCATCTGGG GCGATCAACCTGCAGTCAGA GCAAGTACTAGTTAACACAATTGGA 119 64 32 20 324 25 60,390 57,570 32,700 35,300 7,819,977 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 64 294 GCGATCAACCTGCAGTCAGAGAACCCTCATCTGGG GCGATCAACCTGCAGTCAGA TGCAAGTACTAGTTAACACAATTGGA 119 64 32 20 325 26 60,390 59,007 32,700 35,300 7,383,648 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 61 236 GAACTCCAGGTCGACAGCATCGAGACCCTGCAGAC GAACTCCAGGTCGACAGCAT TGCAAGTACTAGTTAACACAATTGGA 61 64 90 20 325 26 59,752 59,007 37,900 35,300 7,241,044 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 10 185 TAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgag TAACGCCCATCCTCCAAAGC TGCAAGTACTAGTTAACACAATTGGA 10 64 141 20 325 26 60,394 59,007 35,100 35,300 7,387,116 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 5 180 CCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtg CCCATCCTCCAAAGCCCATC TGCAAGTACTAGTTAACACAATTGGA 5 64 146 20 325 26 60,469 59,007 35,100 35,300 7,462,079 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 4 139 CCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagCCATCCTCCAAAGCCCATCT CTATCTATTTCTCCCTAAAGAATTCCC 4 23 147 20 285 27 59,445 57,048 29,000 39,700 10,506,822 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 4 4 179 CCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagCCATCCTCCAAAGCCCATCT TGCAAGTACTAGTTAACACAATTGGA 4 64 147 20 325 26 59,445 59,007 29,000 35,300 7,548,100 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 5 0 135 CCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagCCTCCAAAGCCCATCTCTGC CTATCTATTTCTCCCTAAAGAATTCCC 0 23 151 20 285 27 60,751 57,048 42,600 39,700 10,702,941 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 5 0 136 CCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagCCTCCAAAGCCCATCTCTGC CCTATCTATTTCTCCCTAAAGAATTCC 0 24 151 20 286 27 60,751 57,048 42,600 30,100 10,702,941 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 6 60 235 AACTCCAGGTCGACAGCATCGAGACCCTGCAGACT AACTCCAGGTCGACAGCATC TGCAAGTACTAGTTAACACAATTGG 60 65 91 20 325 25 59,752 57,803 39,100 31,600 7,444,807 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr590_2 2 171 65 7 1.5 ACTC TGAGTGAGTGAGTGAGNGAGTGAGTGAGTGAGTGGAGT_208_235 0 0 6 60 235 AACTCCAGGTCGACAGCATCGAGACCCTGCAGACT AACTCCAGGTCGACAGCATC TGCAAGTACTAGTTAACACAATTGGA 60 64 91 20 325 26 59,752 59,007 39,100 35,300 7,241,044 F 349 CctctctctACCTTGCCTAACATtgtgtgGGGCGATCAACCTGCAGTCAGAGAACCCTCATCTGGGTGTCACAGCCATCTcacacaAGTGAACTCCAGGTCGACAGCATCGAGACCCTGCAGACTTTATCCTTTATTTTATAACGCCCATCCTCCAAAGCCCATCTCTGCtgagtgagtgagtgagNgagtgagtgagtgagtGAGNgagtgagtgagtgagtgagtgagtgagtGNGTGNGTGNGNNNGNGNANTgggggAATTCTTTAGGGAGAAATAGATAGGTATACTTTCTTATTCCAATTGTGTTAACTAGTACTTGCAACTTAAAAGAGGTTTTGTTTTAAA

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 1 1 4 21 192 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC CCAACACCACATGGACTGCA 101 21 43 20 234 20 59,893 60,823 35,100 44,100 0.929652 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 20 191 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC CAACACCACATGGACTGCAA 101 20 43 20 233 20 59,893 58,969 35,100 40,800 1,137,943 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 6 177 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC CTGCAACGGTTCAAGAAGGC 101 6 43 20 219 20 59,893 60,040 35,100 43,500 0.146775 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 3 174 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC CAACGGTTCAAGAAGGCAGC 101 3 43 20 216 20 59,893 60,040 35,100 52,500 0.146775 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 5 6 132 ACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTACAGATTCACGACCCGTTGA CTGCAACGGTTCAAGAAGGC 56 6 88 20 219 20 59,323 60,040 31,800 43,500 0.717356 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 5 4 130 ACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTACAGATTCACGACCCGTTGA GCAACGGTTCAAGAAGGCAG 56 4 88 20 217 20 59,323 60,040 31,800 48,500 0.717356 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 5 4 175 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC GCAACGGTTCAAGAAGGCAG 101 4 43 20 217 20 59,893 60,040 35,100 48,500 0.146775 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 5 3 129 ACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTACAGATTCACGACCCGTTGA CAACGGTTCAAGAAGGCAGC 56 3 88 20 216 20 59,323 60,040 31,800 52,500 0.717356 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr591_2 2 164 30 10 1 ACC TGGTGGTGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 6 22 193 TATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTA TATTCAGCGTCCTGGCATCC ACCAACACCACATGGACTGC 101 22 43 20 235 20 59,893 60,823 35,100 44,000 0.930064 A 248 ACCCGTTACTAATTaaaaaTCTGTCTATCTCCTCCTTAAATTTATTCAGCGTCCTGGCATCCACTGCACTCTGAGGTAGTGAATTCTACAGATTCACGACCCGTTGAGAAAAGTGATTCCTCTTCATCTCTAATTTAAATCTACCACCCCTTAGCCTAAACTAtggtggtggtggtggtggtggtggtggtggTGAGCTGCCTTCTTGAACCGTTGCAGTCCATGTGGTGTTGGTACACCCACAGTGC

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 1 1 4 91 267 GGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTGGTGTGAATGACTGTAGCAGGA TGCTCAACTGCTCCTGTTCC 91 113 8 22 274 20 60,028 60,250 38,600 36,200 2,278,579 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 4 60 228 AGCTAGTGACTCATCAGAGGGTCTATAAAAGAGAC AGCTAGTGACTCATCAGAGGGT TGCTCCTGTTCCCAACTCAG 60 105 39 22 266 20 60,024 59,602 43,400 33,500 2,422,405 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 4 60 236 AGCTAGTGACTCATCAGAGGGTCTATAAAAGAGAC AGCTAGTGACTCATCAGAGGGT TGCTCAACTGCTCCTGTTCC 60 113 39 22 274 20 60,024 60,250 43,400 36,200 2,274,931 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 4 46 169 AGCTAGTGACTCATCAGAGGGTCTATAAAAGAGAC AGCTAGTGACTCATCAGAGGGT TCGAATTTCCACGTGAGCCT 60 46 39 22 207 20 60,024 59,680 43,400 45,800 2,344,838 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 4 46 200 GGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTGGTGTGAATGACTGTAGCAGGA TCGAATTTCCACGTGAGCCT 91 46 8 22 207 20 60,028 59,680 38,600 45,800 2,348,485 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 6 39 162 AGCTAGTGACTCATCAGAGGGTCTATAAAAGAGAC AGCTAGTGACTCATCAGAGGGT TCCACGTGAGCCTAATTCGC 60 39 39 22 200 20 60,024 60,460 43,400 47,000 2,484,049 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 6 39 193 GGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTGGTGTGAATGACTGTAGCAGGA TCCACGTGAGCCTAATTCGC 91 39 8 22 200 20 60,028 60,460 38,600 47,000 2,487,697 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 101 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG TCCACGTGAGCCTAATTCGC 0 39 100 21 200 20 59,929 60,460 40,000 47,000 1,530,970 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 108 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG TCGAATTTCCACGTGAGCCT 0 46 100 21 207 20 59,929 59,680 40,000 45,800 1,391,758 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 167 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG TGCTCCTGTTCCCAACTCAG 0 105 100 21 266 20 59,929 59,602 40,000 33,500 1,469,325 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 168 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG CTGCTCCTGTTCCCAACTCA 0 106 100 21 267 20 59,929 59,602 40,000 34,100 1,469,325 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 175 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG TGCTCAACTGCTCCTGTTCC 0 113 100 21 274 20 59,929 60,250 40,000 36,200 1,321,852 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 248 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG GGGCTTTCCTGTGATGTCAC 0 186 100 21 347 20 59,929 58,831 40,000 36,700 2,240,098 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 7 0 249 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG AGGGCTTTCCTGTGATGTCA 0 187 100 21 348 20 59,929 58,933 40,000 35,800 2,138,680 F 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 8 38 161 AGCTAGTGACTCATCAGAGGGTCTATAAAAGAGAC AGCTAGTGACTCATCAGAGGGT CCACGTGAGCCTAATTCGCT 60 38 39 22 199 20 60,024 60,460 43,400 49,300 2,484,748 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 8 38 192 GGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTGGTGTGAATGACTGTAGCAGGA CCACGTGAGCCTAATTCGCT 91 38 8 22 199 20 60,028 60,460 38,600 49,300 2,488,396 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr592_3 3 121 21 7 1 ATC TGATGATGATGATGATGATGA NO 0 0 8 0 100 AGGCACACTTGAGAAGACAGGtgatgatgatgatgatgaAGGCACACTTGAGAAGACAGG CCACGTGAGCCTAATTCGCT 0 38 100 21 199 20 59,929 60,460 40,000 49,300 1,531,669 A 351 CTCAAGTGGTGTGAATGACTGTAGCAGGAAGTTAAACCAGCTAGTGACTCATCAGAGGGTCTATAAAAGAGACAGGCTTTTCAAACAGCATAGTTAATAAGGCACACTTGAGAAGACAGGtgatgatgatgatgatgatgaAGAAGAAGGAGTGAAACGGGGACGGGGAATGAGTGAGTAGCGAATTAGGCTCACGTGGAAATTCGATGCATGGGaaaaaCAGGTATGCTCTCCCTAGGAATTATTCTGAGTTGGGAACAGGAGCAGTTGAGCAGAAATAGACNNNGNTGNNNATNNNGNNNNNGNAGNNGNANTNNaaaaaaaTCAGTGACATCACAGGAAAGCCCTAAG

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 1 1 2 109 295 CAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGCAAAGCCTTGCCCTCCCTAT ACAGTCTTCGTCAAGTGCAGA 124 109 29 20 323 21 59,740 59,591 25,700 42,600 1,669,003 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 2 107 293 CAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGCAAAGCCTTGCCCTCCCTAT AGTCTTCGTCAAGTGCAGAGT 124 107 29 20 321 21 59,740 59,316 25,700 32,400 1,943,856 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 109 290 CCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTCCTTGCCCTCCCTATTCCTG ACAGTCTTCGTCAAGTGCAGA 119 109 34 20 323 21 59,524 59,591 38,600 42,600 1,884,971 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 106 277 ATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACAC ATTCCTGTAACTGCCTCCGG ACAGTCTTCGTCAAGTGCAGA 106 109 47 20 323 21 59,458 59,591 51,400 42,600 1,950,927 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 88 257 GGCGTTGCAAGCATACACATCACTTCAATCTGTGCCGGCGTTGCAAGCATACACAT AGTCTTCGTCAAGTGCAGAGT 88 107 65 20 321 21 59,829 59,316 32,100 32,400 1,854,925 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 88 259 GGCGTTGCAAGCATACACATCACTTCAATCTGTGCCGGCGTTGCAAGCATACACAT ACAGTCTTCGTCAAGTGCAGA 88 109 65 20 323 21 59,829 59,591 32,100 42,600 1,580,072 B 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 29 178 GGCGTTGCAAGCATACACATCACTTCAATCTGTGCCGGCGTTGCAAGCATACACAT TAAAGCCCTGCAGCAGCTTA 88 29 65 20 242 20 59,829 59,672 32,100 30,900 0.498932 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 21 139 GTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTGTGCCTCTAGATCACCTGCA TGCAGCAGCTTAAAGGGTCA 57 21 96 20 234 20 59,173 59,890 44,100 40,200 0.937009 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 21 170 GGCGTTGCAAGCATACACATCACTTCAATCTGTGCCGGCGTTGCAAGCATACACAT TGCAGCAGCTTAAAGGGTCA 88 21 65 20 234 20 59,829 59,890 32,100 40,200 0.281302 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 21 201 CCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTCCTTGCCCTCCCTATTCCTG TGCAGCAGCTTAAAGGGTCA 119 21 34 20 234 20 59,524 59,890 38,600 40,200 0.586201 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 21 206 CAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGCAAAGCCTTGCCCTCCCTAT TGCAGCAGCTTAAAGGGTCA 124 21 29 20 234 20 59,740 59,890 25,700 40,200 0.370233 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 12 130 GTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTGTGCCTCTAGATCACCTGCA TTAAAGGGTCAGGTGCAGCC 57 12 96 20 225 20 59,173 60,251 44,100 48,500 1,077,879 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 12 131 TGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACT TGTGCCTCTAGATCACCTGC TTAAAGGGTCAGGTGCAGCC 58 12 95 20 225 20 59,173 60,251 48,500 48,500 1,077,879 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 12 161 GGCGTTGCAAGCATACACATCACTTCAATCTGTGCCGGCGTTGCAAGCATACACAT TTAAAGGGTCAGGTGCAGCC 88 12 65 20 225 20 59,829 60,251 32,100 48,500 0.422172 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 12 197 CAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGCAAAGCCTTGCCCTCCCTAT TTAAAGGGTCAGGTGCAGCC 124 12 29 20 225 20 59,740 60,251 25,700 48,500 0.511103 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 35 240 TCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCT TCCCTTGCTTAAATCCTTCCAA CAGGATTTAAAGCCCTGCAGC 141 35 10 22 249 21 57,604 59,864 35,300 52,500 5,532,078 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 35 241 TTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCC TTCCCTTGCTTAAATCCTTCCA CAGGATTTAAAGCCCTGCAGC 142 35 9 22 249 21 57,604 59,864 35,300 52,500 5,532,078 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr593_3 3 173 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 6 32 240 TCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCT TCATTCCCTTGCTTAAATCCTTCC ATTTAAAGCCCTGCAGCAGC 143 32 6 24 245 20 59,044 59,466 34,600 52,500 5,490,026 A 369 ATTTCTCATTCCCTTGCTTAAATCCTTCCAAAGCCTTGCCCTCCCTATTCCTGTAACTGCCTCCGGCGTTGCAAGCATACACATCACTTCAATCTGTGCCTCTAGATCACCTGCATTCTTTTGCCTCAACTTTGACAGCTGTACCTGTACCCTGTCATCTTACTTGATTGCActgctgctgctgctgctgctgACAAGGCTCCTGGGCTGCACCTGACCCTTTAAGCTGCTGCAGGGCTTTAAATCCTGGATAGATTCATAAAGgagagaCTCTATTCTGGGATAGACATACCAGAGAAAACTCTGCACTTGACGAAGACTGTACAGAGATGGTTTCAACAGGGAGAGTCTCTGTACTAGAACGGATTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 1 1 13 60 250 AAACGCACTCGCATGGCAAAATCCAATAAAATCTGTAAACGCACTCGCATGGCAAA AGCAGAAGAATAAGGAGCGGA 112 60 37 20 286 21 62,069 58,889 36,800 55,400 4,180,848 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 13 8 133 GGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttct GGCTTTGGCACCAGTCTTCT GGAGCGGAAGAAGAAAGAGCA 8 47 141 20 273 21 60,538 60,338 28,500 42,600 1,876,487 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 13 8 146 GGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttct GGCTTTGGCACCAGTCTTCT AGCAGAAGAATAAGGAGCGGA 8 60 141 20 286 21 60,538 58,889 28,500 55,400 2,649,671 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14 62 253 AAACGCACTCGCATGGCAAAATCCAATAAAATCTGTAAACGCACTCGCATGGCAAA AGGAGCAGAAGAATAAGGAGCG 112 62 37 20 289 22 62,069 59,898 36,800 50,300 4,171,717 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14 60 251 AAACGCACTCGCATGGCAAAATCCAATAAAATCTGTAAACGCACTCGCATGGCAAA GAGCAGAAGAATAAGGAGCGGA 112 60 37 20 287 22 62,069 59,898 36,800 55,400 4,171,047 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14 8 147 GGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttct GGCTTTGGCACCAGTCTTCT GAGCAGAAGAATAAGGAGCGGA 8 60 141 20 287 22 60,538 59,898 28,500 55,400 2,639,869 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14 8 149 GGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttct GGCTTTGGCACCAGTCTTCT AGGAGCAGAAGAATAAGGAGCG 8 62 141 20 289 22 60,538 59,898 28,500 50,300 2,640,539 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14.75 75 290 tCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCTCCTGAAGTAAATAAAGTGTTGCAA AGGAAGAAGTAGAAGGAGCAGA 131 75 13 25 302 22 57,425 57,946 40,800 42,600 11,629,772 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 14.75 75 291 ttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCG TTCCTGAAGTAAATAAAGTGTTGCA AGGAAGAAGTAGAAGGAGCAGA 132 75 12 25 302 22 57,425 57,946 40,800 42,600 11,629,772 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15 48 194 GCTCTCgagagaACATGACACAATTTAGNGTAAGGT GCTCTCGAGAGAACATGACACA AGGAGCGGAAGAAGAAAGAGC 66 48 81 22 274 21 60,095 60,067 37,200 40,900 3,161,510 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15 48 195 AGCTCTCgagagaACATGACACAATTTAGNGTAAGG AGCTCTCGAGAGAACATGACAC AGGAGCGGAAGAAGAAAGAGC 67 48 80 22 274 21 59,837 60,067 36,700 40,900 3,229,913 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15 48 238 AAACGCACTCGCATGGCAAAATCCAATAAAATCTGTAAACGCACTCGCATGGCAAA AGGAGCGGAAGAAGAAAGAGC 112 48 37 20 274 21 62,069 60,067 36,800 40,900 3,135,966 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15 9 135 TGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcTGGCTTTGGCACCAGTCTTC AGGAGCGGAAGAAGAAAGAGC 9 48 140 20 274 21 60,823 60,067 28,700 40,900 1,889,858 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15 8 134 GGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttct GGCTTTGGCACCAGTCTTCT AGGAGCGGAAGAAGAAAGAGC 8 48 141 20 274 21 60,538 60,067 28,500 40,900 1,604,788 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr594_7 7 169 37 8 1.5 AAG TTCTTCTTCTTCTTCTTCTTCTTCNTCTTCTTCTTCT TTC_169_192 0 0 15.75 74 290 tCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCTCCTGAAGTAAATAAAGTGTTGCAA AGGAAGAAGTAGAAGGAGCAGAA 131 74 13 25 302 23 57,425 58,579 40,800 30,200 11,996,545 F 311 CAGCCAtttttttCCTGAAGTAAATAAAGTGTTGCAAAACGCACTCGCATGGCAAAATCCAATAAAATCTGTTAATGAAAGCTCTCgagagaACATGACACAATTTAGNGTAAGGTAATATTGATCCAANAGTGAAAACTGGCTTTGGCACCAGtcttcttctTGCTNttcttcttcttcttcttcttcttcNtcttcttcttctTNNTCTTCTTNNTCTTCNTCTTAttcttcttcTGCATCTTCtttttCTGCTCTttcttcttcCGCTCCTTATTCTTCTGCTCCTTCTACTTCTTCCTATTACTCTC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 1 1 4 50 213 ATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCATGCCCTTTACTGTGCTGCT CTGTGGTGAGCTCCAAGGAA 50 96 130 20 342 20 59,961 59,602 42,400 33,600 0.436685 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 4 50 249 ATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCATGCCCTTTACTGTGCTGCT TGTTAAGAGCTCCCGATGGG 50 132 130 20 378 20 59,961 59,169 42,400 40,000 0.869392 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 4 50 250 ATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCATGCCCTTTACTGTGCTGCT CTGTTAAGAGCTCCCGATGGG 50 132 130 20 379 21 59,961 60,203 42,400 40,000 1,241,324 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 4 49 248 TGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTTGCCCTTTACTGTGCTGCTG TGTTAAGAGCTCCCGATGGG 49 132 131 20 378 20 60,891 59,169 44,100 40,000 1,721,190 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 Apr‐75 50 212 ATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCATGCCCTTTACTGTGCTGCT TGTGGTGAGCTCCAAGGAAG 50 95 130 20 341 20 59,961 59,602 42,400 34,600 0.436685 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 Jun‐75 50 210 ATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCATGCCCTTTACTGTGCTGCT TGGTGAGCTCCAAGGAAGTG 50 93 130 20 339 20 59,961 59,602 42,400 31,600 0.436685 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 109 299 CAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAG CAGAAACCTAGCTATCTGGCCA AGAAGAAGATCAGCACTGTGGT 119 109 59 22 357 22 59,564 59,363 53,600 41,600 5,072,697 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 108 296 CAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAG CAGAAACCTAGCTATCTGGCCA AGAAGATCAGCACTGTGGTG 119 108 59 22 354 20 59,564 57,531 53,600 41,700 4,905,078 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 8 108 298 CAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAG CAGAAACCTAGCTATCTGGCCA GAAGAAGATCAGCACTGTGGTG 119 108 59 22 356 22 59,564 59,259 53,600 41,700 5,176,786 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 11 118 CTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgc CTGTTGTTGCTGCTGTTGCT AGAGCTAACATGGATGGGTTGA 11 38 169 20 286 22 59,898 59,154 39,100 31,800 2,947,965 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 11 171 CTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgc CTGTTGTTGCTGCTGTTGCT TGGTGAGCTCCAAGGAAGTG 11 93 169 20 339 20 59,898 59,602 39,100 31,600 0.499699 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 11 173 CTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgc CTGTTGTTGCTGCTGTTGCT TGTGGTGAGCTCCAAGGAAG 11 95 169 20 341 20 59,898 59,602 39,100 34,600 0.499699 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 18 11 174 CTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgc CTGTTGTTGCTGCTGTTGCT CTGTGGTGAGCTCCAAGGAA 11 96 169 20 342 20 59,898 59,602 39,100 33,600 0.499699 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 20 14 133 CTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgct CTGCTGTTGTTGCTGCTGTT AGAGCTAACATGGATGGGTTGA 14 38 166 20 286 22 59,898 59,154 31,600 31,800 2,947,965 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr598_4 4 200 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 20 14 133 CTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgct CTGCTGTTGTTGCTGCTGTT AGAGCTAACATGGATGGGTTGA 14 38 166 20 286 22 59,898 59,154 31,600 31,800 2,947,965 F 381 CAACTATTCTTTCCAAAAGGACCCTAATCTTATGTGAAAACACCTACTGTgggggAACCAGAAACCTAGCTATCTGGCCAAAAGGaaaaaaTAGCAATTCAGTGGTTAATTGGTGAAAGCAGGAAATGTATGCCCTTTACTGTGCTGCTGTTGCTGCTGTTGTTGCTGCTGTTGTTGCTGCTGTtgctgctgcGGCAGGtgctgctgctgctgctgctgctgctgcTTTGGTCTTCTTAGTTTTGTTCtttttGtctctcTTCTTCAACCCATCCATGTTAGCTCTAAGGNGGTTTGAATAAGCCATCTGAAACTTATTCACTTCCTTGGAGCTCACCACAGTGCTGAtcttcttctTCCCATCGGGAGCTCTTAACAGAC

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 1 1 4 99 292 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAA GGGTGTGCTTTCATTAAGTGGA AGGTAGCTGGGCGAATTGAT 117 99 1 22 292 20 58,846 59,160 40,200 25,700 3,993,866 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 99 292 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAA GGGTGTGCTTTCATTAAGTGG AGGTAGCTGGGCGAATTGAT 118 99 1 21 292 20 57,424 59,160 40,000 25,700 4,415,912 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 98 291 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAA GGGTGTGCTTTCATTAAGTGGA GGTAGCTGGGCGAATTGATG 117 98 1 22 291 20 58,846 59,053 40,200 30,700 4,101,163 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 89 259 GCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGCATTTCAAGAATGCCACTCACT CTGGGCGAATTGATGTGCTG 89 93 28 23 286 20 60,057 59,900 34,100 44,100 3,157,001 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 78 247 TGCCACTCACTATTACCTCCTCAAGGGCTATTGGAG TGCCACTCACTATTACCTCCTC CTGGGCGAATTGATGTGCTG 78 93 40 22 286 20 58,968 59,900 37,100 44,100 3,131,704 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 77 246 GCCACTCACTATTACCTCCTCAAGGGCTATTGGAGAGCCACTCACTATTACCTCCTCA CTGGGCGAATTGATGTGCTG 77 93 41 22 286 20 58,968 59,900 38,600 44,100 3,131,704 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 44 211 ATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTG ATGGTGAGCAACTACTGGCT CTGGGCGAATTGATGTGCTG 44 93 76 20 286 20 59,013 59,900 47,500 44,100 1,087,263 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 43 207 TGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGA TGGTGAGCAACTACTGGCTT GGCGAATTGATGTGCTGGAG 43 90 77 20 283 20 59,235 59,620 43,500 38,600 1,144,559 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 43 210 TGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGA TGGTGAGCAACTACTGGCTT CTGGGCGAATTGATGTGCTG 43 93 77 20 286 20 59,235 59,900 43,500 44,100 0.864858 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 4 7 124 TGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGA TGGTGAGCAACTACTGGCTT GGACTGTATCGCAAACAGCC 43 7 77 20 200 20 59,235 59,273 43,500 48,500 1,492,288 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 8 19 183 AGCAAAGCTGACATCGCAAGACAAATTAATAGTAA AGCAAAGCTGACATCGCAAG GGCGAATTGATGTGCTGGAG 19 90 101 20 283 20 59,480 59,620 40,100 38,600 0.900073 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 8 19 184 AGCAAAGCTGACATCGCAAGACAAATTAATAGTAA AGCAAAGCTGACATCGCAAG GGGCGAATTGATGTGCTGGA 19 91 101 20 284 20 59,480 61,032 40,100 38,600 1,551,975 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 8 19 186 AGCAAAGCTGACATCGCAAGACAAATTAATAGTAA AGCAAAGCTGACATCGCAAG CTGGGCGAATTGATGTGCTG 19 93 101 20 286 20 59,480 59,900 40,100 44,100 0.620372 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 8 14 108 AGCAAAGCTGACATCGCAAGACAAATTAATAGTAA AGCAAAGCTGACATCGCAAG CGTCATCAGGACTGTATCGCA 19 14 101 20 208 21 59,480 59,934 40,100 51,000 1,585,955 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr599_3 3 140 34 8 1.5 AAT GATGATGATGATAATAATAATAATAATAATAATA ATA_150_173 0 0 8 7 100 AGCAAAGCTGACATCGCAAGACAAATTAATAGTAA AGCAAAGCTGACATCGCAAG GGACTGTATCGCAAACAGCC 19 7 101 20 200 20 59,480 59,273 40,100 48,500 1,247,802 B 342 GGGTGTGCTTTCATTAAGTGGATTCTAGCATTTCAAGAATGCCACTCACTATTACCTCCTCAAGGGCTATTGGAGATGGTGAGCAACTACTGGCTTTGTCAGCAAAGCTGACATCGCAAGACAAATTAATAGTAATACCgatgatgatGataataataataataataataataAAGCATTGGCTGTTTGCGATACAGTCCTGATGACGTACCAACTTTAAGTGCAGCTAGCCATTCTAACACATTAACACCTCGTTAGCAAATCTCCAGCACATCAATTCGCCCAGCTACCTATTATGTCATTGTAAATTTGTTAGCTTTCTCTTCTTTGGTAAAGACAGGT

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 1 1 2 49 174 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCA AAGGAGCCAATCGCAGCAA CAGAAGGGCTGCACTCAAGA 65 49 1 19 174 20 60,304 59,964 39,100 30,200 1,339,442 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 3 19 126 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG AAGGGCTGCACTCAAGAACA 19 46 46 20 171 20 59,241 59,817 44,500 31,800 0.942226 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 3 19 129 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG CAGAAGGGCTGCACTCAAGA 19 49 46 20 174 20 59,241 59,964 44,500 30,200 0.794615 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 3 19 188 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG GAGAGTTACGCGACACTGGG 19 108 46 20 233 20 59,241 60,456 44,500 44,500 1,215,046 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 3 19 189 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG GGAGAGTTACGCGACACTGG 19 109 46 20 234 20 59,241 60,456 44,500 40,000 1,215,046 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 65 254 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCA AAGGAGCCAATCGCAGCAA GAGCCTCGGCAACCCTATAG 65 129 1 19 254 20 60,304 59,681 39,100 13,100 1,622,323 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 64 253 AGGAGCCAATCGCAGCAAGCCAGGGAGACANCAG AGGAGCCAATCGCAGCAAG GAGCCTCGGCAACCCTATAG 64 129 2 19 254 20 60,748 59,681 40,100 13,100 2,066,884 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 64 254 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCA AAGGAGCCAATCGCAGCAAG GAGCCTCGGCAACCCTATAG 64 129 1 20 254 20 61,311 59,681 40,100 13,100 1,629,695 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 19 190 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG GGGAGAGTTACGCGACACTG 19 110 46 20 235 20 59,241 60,456 44,500 36,600 1,215,046 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 19 209 TCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGTCTATGCCCGAATGACCAGG GAGCCTCGGCAACCCTATAG 19 129 46 20 254 20 59,241 59,681 44,500 13,100 1,077,496 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 18 128 CTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTATGCCCGAATGACCAGGC CAGAAGGGCTGCACTCAAGA 18 49 47 20 174 20 60,886 59,964 48,500 30,200 0.922371 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr601_2 2 85 21 7 1 ATC CATCATCATCATCATCATCAT NO 0 0 4 18 208 CTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTATGCCCGAATGACCAGGC GAGCCTCGGCAACCCTATAG 18 129 47 20 254 20 60,886 59,681 48,500 13,100 1,205,252 A 279 AAGGAGCCAATCGCAGCAAGCCAGGGAGACANCAGATCCAGATACTCTATGCCCGAATGACCAGGCTGCAGGGATGAAAGGCTGcatcatcatcatcatcatcatCAGTAAACAGGCTTATGGAGGGGTTTCCTCTCCATCCCAATATCCCTGTTCTTGAGTGCAGCCCTTCTGTATTGATCAACAGGGACACTATCGTGGTCCCCGACCTGTCCCAGTGTCGCGTAACTCTCCCTATAGGGTTGCCGAGGCTCCAGAGCTGATGGCTTTCTGATTGGG

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 1 1 5 7 91 CCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACC CCAAACCCTTTACAGAGCCAG AGACTCTCAGACAAGGAGGG 16 7 191 21 281 20 58,837 57,770 48,500 43,000 4,392,811 A 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 92 TCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGAC TCCAAACCCTTTACAGAGCCAG AGACTCTCAGACAAGGAGGG 16 7 190 22 281 20 60,225 57,770 48,500 43,000 4,454,898 A 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 92 TCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGAC TCCAAACCCTTTACAGAGCCA AGACTCTCAGACAAGGAGGG 17 7 190 21 281 20 59,222 57,770 47,500 43,000 4,008,007 A 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 139 CAGGTGGTGGATGGTGCTATACAAATGCAgggggTT CAGGTGGTGGATGGTGCTAT AGACTCTCAGACAAGGAGGG 65 7 143 20 281 20 59,452 57,770 29,700 43,000 2,778,161 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 139 CAGGTGGTGGATGGTGCTATACAAATGCAgggggTT CAGGTGGTGGATGGTGCTATA AGACTCTCAGACAAGGAGGG 64 7 143 21 281 20 59,232 57,770 13,100 43,000 3,998,405 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 163 GCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGCACCATTCGCTGTCAAGTA AGACTCTCAGACAAGGAGGG 89 7 119 20 281 20 58,561 57,770 22,400 43,000 3,668,781 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 164 GGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGAGGCACCATTCGCTGTCAAGT AGACTCTCAGACAAGGAGGG 90 7 118 20 281 20 61,237 57,770 31,600 43,000 3,467,414 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 164 GGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGAGGCACCATTCGCTGTCAAG AGACTCTCAGACAAGGAGGG 91 7 118 19 281 20 59,496 57,770 30,200 43,000 3,733,672 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 216 CGCCTCCGACGTTAGCACgggggATGGGGTgggggAGCGCCTCCGACGTTAGCAC AGACTCTCAGACAAGGAGGG 144 7 66 18 281 20 60,879 57,770 44,000 43,000 5,109,591 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 217 GCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGCGCCTCCGACGTTAGCA AGACTCTCAGACAAGGAGGG 145 7 65 18 281 20 62,789 57,770 34,900 43,000 7,019,205 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 219 CTGCGCCTCCGACGTTAGCACgggggATGGGGTggggCTGCGCCTCCGACGTTAG AGACTCTCAGACAAGGAGGG 147 7 63 18 281 20 60,580 57,770 23,400 43,000 4,809,917 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 253 TGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTTGCTTGTGGGATCTTGCTGT AGACTCTCAGACAAGGAGGG 179 7 29 20 281 20 59,889 57,770 44,000 43,000 2,341,191 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 5 7 258 ATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGATCGCTGCTTGTGGGATCTT AGACTCTCAGACAAGGAGGG 184 7 24 20 281 20 59,746 57,770 24,000 43,000 2,484,308 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 6 7 250 TTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGC TTGTGGGATCTTGCTGTGCA AGACTCTCAGACAAGGAGGG 176 7 32 20 281 20 60,179 57,770 45,700 43,000 2,409,125 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr602_2 2 228 27 9 1 ACC CCACCACCACCACCACCACCACCACCA NO 0 0 7 7 137 GGTGGTGGATGGTGCTATACAAATGCAgggggTTTA GGTGGTGGATGGTGCTATACA AGACTCTCAGACAAGGAGGG 62 7 145 21 281 20 59,511 57,770 22,900 43,000 3,718,941 F 281 CAGATGACCTGGCTCATTCTCACATCGCTGCTTGTGGGATCTTGCTGTGCACAGCTGGGCTGCTGCGCCTCCGACGTTAGCACgggggATGGGGTgggggAGTGCACTTCaaaaaaGGGCACCATTCGCTGTCAAGTATTTCCAGGTGGTGGATGGTGCTATACAAATGCAgggggTTTAtttttAACCTCCAAACCCTTTACAGAGCCAGTCCTGTGTATTGACCCccaccaccaccaccaccaccaccaccaCCCTGGCCCCTCCTTGTCTGAGAGTCT

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 1 1 2 56 198 TCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAAT TCTCCATATAGCTCAGTGTCAGAT GAACTGTAGCAGTGAGTTTAGTATATT 70 56 36 24 233 27 58,361 57,195 29,000 12,800 15,443,897 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 2 56 199 ATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAAATCTCCATATAGCTCAGTGTCAGA GAACTGTAGCAGTGAGTTTAGTATATT 71 56 35 24 233 27 58,361 57,195 32,700 12,800 15,443,897 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 2 34 159 TCCTGTGAAATGCATTGCGACACTTTATGACATTCA TCCTGTGAAATGCATTGCGAC GAACTGTAGCAGTGAGTTTAGTATATT 34 56 75 21 233 27 59,800 57,195 51,900 12,800 11,004,547 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 56 198 TCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAAT TCTCCATATAGCTCAGTGTCAGA GAACTGTAGCAGTGAGTTTAGTATATT 71 56 36 23 233 27 57,946 57,195 32,700 12,800 14,858,736 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 33 158 CCTGTGAAATGCATTGCGACACTTTATGACATTCAA CCTGTGAAATGCATTGCGACA GAACTGTAGCAGTGAGTTTAGTATATT 33 56 76 21 233 27 60,068 57,195 43,500 12,800 10,873,160 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 27 127 CCTGTGAAATGCATTGCGACACTTTATGACATTCAA CCTGTGAAATGCATTGCGACA TGCATAAACAAACAGAATTCATGCA 33 27 76 21 202 25 60,068 58,778 43,500 39,600 7,290,061 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 27 128 TCCTGTGAAATGCATTGCGACACTTTATGACATTCA TCCTGTGAAATGCATTGCGAC TGCATAAACAAACAGAATTCATGCA 34 27 75 21 202 25 59,800 58,778 51,900 39,600 7,421,448 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 27 167 TCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAAT TCTCCATATAGCTCAGTGTCAGA TGCATAAACAAACAGAATTCATGCA 71 27 36 23 202 25 57,946 58,778 32,700 39,600 11,275,637 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr603_3 3 130 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 9 109 CCTGTGAAATGCATTGCGACACTTTATGACATTCAA CCTGTGAAATGCATTGCGACA TCATGCATAATGACTGACTTCATCA 33 9 76 21 184 25 60,068 58,649 43,500 30,700 7,419,309 A 233 CTCATAGACCAAGCTTTTGGCCCTCTGCTCTAAAATCTCCATATAGCTCAGTGTCAGATTTTGTTTTATAATGTTCCTGTGAAATGCATTGCGACACTTTATGACATTCAAGGTGCTGGATAACTACAAgttgttgttgttgttgttgttGGTTACCTCTGATGAAGTCAGTCATTATGCATGAATTCTGTTTGTTTATGCATCAAAATATACTAAACTCACTGCTACAGTTC

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 1 1 20 6 115 TCTTGGCATCCATTCTATTCCATTCAATtccatccatcca TCTTGGCATCCATTCTATTCCA AGATGGGTGGATGGAATGCA 6 23 65 22 179 20 57,206 59,071 35,300 39,600 5,722,815 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 0 0 20 6 143 TCTTGGCATCCATTCTATTCCATTCAATtccatccatcca TCTTGGCATCCATTCTATTCCA AGAAGGGATTGGAATGGAATGGA 6 48 65 22 207 23 57,206 59,467 35,300 34,100 8,327,379 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 0 0 22 7 118 CCATCTTGGCATCCATTCTATTCCATTCAATtccatcca CCATCTTGGCATCCATTCTATTCC AGATGGGTGGATGGAATGCA 7 23 62 24 179 20 59,538 59,071 30,100 39,600 5,390,286 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 0 0 22 7 119 CCATCTTGGCATCCATTCTATTCCATTCAATtccatcca CCATCTTGGCATCCATTCTATTCC AAGATGGGTGGATGGAATGCA 7 23 62 24 180 21 59,538 59,711 30,100 39,600 5,750,414 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 0 0 22 7 145 CCATCTTGGCATCCATTCTATTCCATTCAATtccatcca CCATCTTGGCATCCATTCTATTCC GAAGGGATTGGAATGGAATGGA 7 48 62 24 206 22 59,538 58,085 30,100 34,100 8,376,552 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr604_2 2 93 44 5 1.5 ATCC TCCATCCATCCATCCATCCATCCTATATACATTCCAT NO 0 0 22 7 146 CCATCTTGGCATCCATTCTATTCCATTCAATtccatcca CCATCTTGGCATCCATTCTATTCC AGAAGGGATTGGAATGGAATGGA 7 48 62 24 207 23 59,538 59,467 30,100 34,100 7,994,850 B 220 ATCCAACCATCTTGGCAtccattccattccattccattccattccattccattccatCCAGCCATCTTGGCATCCATTCTATTCCATTCAATtccatccatccatccatccaTCCtatatacattccattccattcCATTACNTTCCATTCCTTTCCATTGCATTCCATCCACCCATCTTGGAATCCATTCCATTCCAATCCCTTCTATTCCATTCCATT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 1 1 2 11 129 AGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataAGCCATGGGAAGGTTAAGGG CCTCTTCAGCTCATTTGGGC 11 42 72 20 200 20 59,369 58,899 39,500 53,600 1,732,544 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 2 11 173 AGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataAGCCATGGGAAGGTTAAGGG GAGAGAGACGAGGGTGGTCT 11 86 72 20 244 20 59,369 60,035 39,500 38,500 0.666076 F 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 2 10 128 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA CCTCTTCAGCTCATTTGGGC 10 42 73 20 200 20 59,371 58,899 42,000 53,600 1,730,390 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 2 10 129 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA TCCTCTTCAGCTCATTTGGGC 10 42 73 20 201 21 59,371 60,340 42,000 53,600 1,969,463 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT
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cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 2 10 172 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA GAGAGAGACGAGGGTGGTCT 10 86 73 20 244 20 59,371 60,035 42,000 38,500 0.663922 F 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 3 36 240 TTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGTTCATGGAGCTAATGAAAGTTCAC ACTGCAGATCATCATACTCCTGG 36 121 43 24 282 23 57,499 59,676 31,800 44,500 9,824,951 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 3 35 240 TTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGTTCATGGAGCTAATGAAAGTTCACA ACTGCAGATCATCATACTCCTGG 35 121 43 25 282 23 58,997 59,676 35,800 44,500 9,327,594 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 3 34 240 TTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGTTCATGGAGCTAATGAAAGTTCACAA ACTGCAGATCATCATACTCCTGG 34 121 43 26 282 23 59,510 59,676 33,300 44,500 9,813,968 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 3 11 211 AGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataAGCCATGGGAAGGTTAAGGG ACTGCAGATCATCATACTCCTGG 11 121 72 20 282 23 59,369 59,676 39,500 44,500 3,955,480 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 3 10 210 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA ACTGCAGATCATCATACTCCTGG 10 121 73 20 282 23 59,371 59,676 42,000 44,500 3,953,326 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 35 191 CATGGAGCTAATGAAAGTTCACAAAACAGCCATGG CATGGAGCTAATGAAAGTTCACA GAGGGTGGTCTGGACAATGG 35 77 45 23 235 20 57,115 60,035 35,800 31,600 5,920,286 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 35 192 TCATGGAGCTAATGAAAGTTCACAAAACAGCCATG TCATGGAGCTAATGAAAGTTCACA GAGGGTGGTCTGGACAATGG 35 77 44 24 235 20 58,440 60,035 35,800 31,600 5,594,826 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 35 193 TCATGGAGCTAATGAAAGTTCACAAAACAGCCATG TCATGGAGCTAATGAAAGTTCACA CGAGGGTGGTCTGGACAATG 35 78 44 24 236 20 58,440 60,392 35,800 28,200 5,951,431 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 11 164 AGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataAGCCATGGGAAGGTTAAGGG GAGGGTGGTCTGGACAATGG 11 77 72 20 235 20 59,369 60,035 39,500 31,600 0.666268 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 10 163 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA GAGGGTGGTCTGGACAATGG 10 77 73 20 235 20 59,371 60,035 42,000 31,600 0.664114 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 10 209 GCCATGGGAAGGTTAAGGGAGGCGGCAAACaataa GCCATGGGAAGGTTAAGGGA CTGCAGATCATCATACTCCTGGA 10 120 73 20 281 23 59,371 59,423 42,000 38,600 4,206,474 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 4 7 160 ATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaATGGGAAGGTTAAGGGAGGC GAGGGTGGTCTGGACAATGG 7 77 76 20 235 20 59,073 60,035 47,000 31,600 0.962085 A 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 7 67 240 TGGAGATTTAAACCTGAATCAAAGATGAATGAGAT TGGAGATTTAAACCTGAATCAAAGATG GCTTGAGAGAGACGAGGGTG 67 90 9 27 248 20 58,257 59,828 29,000 46,100 8,915,129 F 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 8 69 241 TTGGAGATTTAAACCTGAATCAAAGATGAATGAGA TTGGAGATTTAAACCTGAATCAAAGA GCTTGAGAGAGACGAGGGTG 69 90 8 26 248 20 57,295 59,828 25,200 46,100 8,877,201 F 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 8 69 242 TTGGAGATTTAAACCTGAATCAAAGATGAATGAGA TTGGAGATTTAAACCTGAATCAAAGA TGCTTGAGAGAGACGAGGGT 69 91 8 26 249 20 57,295 60,251 25,200 43,400 8,956,235 F 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 8 69 291 TTGGAGATTTAAACCTGAATCAAAGATGAATGAGA TTGGAGATTTAAACCTGAATCAAAGA AGTGATGAGTGAAATTACTGCAGA 69 136 8 26 298 24 57,295 58,202 25,200 42,600 14,502,980 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 8 68 290 TGGAGATTTAAACCTGAATCAAAGATGAATGAGAT TGGAGATTTAAACCTGAATCAAAGAT AGTGATGAGTGAAATTACTGCAGA 68 136 9 26 298 24 57,116 58,202 24,000 42,600 14,682,256 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr607_5 5 103 36 9 1 AAAT AATAAATAAATAAATAAATAAATAAATAAATAAATANO 0 0 8 67 290 TGGAGATTTAAACCTGAATCAAAGATGAATGAGAT TGGAGATTTAAACCTGAATCAAAGATG AGTGATGAGTGAAATTACTGCAGA 67 136 9 27 298 24 58,257 58,202 29,000 42,600 14,540,909 B 354 TGTACTATTGGAGATTTAAACCTGAATCAAAGATGAATGAGATTCATGGAGCTAATGAAAGTTCACAAAACAGCCATGGGAAGGTTAAGGGAGGCGGCAAACaataaataaataaataaataaataaataaataaataGGCTGCAAGAATTGTGGGAGTCATAAAACTGAACATAAAATTGCCCAAATGAGCTGAAGAGGAAATATTCACTTGTACCATTGTCCAGACCACCCTCGtctctctcAAGCATTAATTGANTCCAGGAGTATGATGATCTGCAGTAATTTCACTCATCACTTAAAAGTTGTGTACAAGTTTGTACCANNTCCTCCTTTTGAAATGTGCAGCTTTTCT

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 1 1 2 2 120 TTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTTCCACCAACTGCCATGTCC AGAGTACAAAGAGAAGCTAAGGG 54 2 49 20 168 23 60,539 57,331 40,200 39,500 6,208,603 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 86 244 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCA AATCTGGCCCGACAGTCTTC 86 98 18 19 261 20 60,153 59,749 53,600 28,700 1,403,415 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 85 244 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA AATCTGGCCCGACAGTCTTC 85 98 18 20 261 20 60,753 59,749 45,200 28,700 1,003,256 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 77 223 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA CCTCTTCCGCGGCTACATTT 85 77 18 20 240 20 60,753 60,462 45,200 23,200 1,214,790 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 54 192 TTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTTCCACCAACTGCCATGTCC CCTCTTCCGCGGCTACATTT 54 77 49 20 240 20 60,539 60,462 40,200 23,200 1,001,486 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 54 213 TTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTTCCACCAACTGCCATGTCC AATCTGGCCCGACAGTCTTC 54 98 49 20 261 20 60,539 59,749 40,200 28,700 0.789952 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 29 166 GCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTC GCCTGGGTCTTGGGATTCC CCTCTTCCGCGGCTACATTT 29 77 75 19 240 20 60,077 60,462 30,100 23,200 1,538,752 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 29 187 GCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTC GCCTGGGTCTTGGGATTCC AATCTGGCCCGACAGTCTTC 29 98 75 19 261 20 60,077 59,749 30,100 28,700 1,327,218 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 3 2 151 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA AGAGTACAAAGAGAAGCTAAGGG 85 2 18 20 168 23 60,753 57,331 45,200 39,500 6,421,907 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 4 85 245 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA AAATCTGGCCCGACAGTCTT 85 99 18 20 262 20 60,753 59,307 45,200 30,100 1,445,792 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 4 30 188 GGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTGGCCTGGGTCTTGGGATTC AATCTGGCCCGACAGTCTTC 30 98 74 19 261 20 60,077 59,749 25,200 28,700 1,327,218 F 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 7 127 TTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTTCCACCAACTGCCATGTCC ACCCATAAGAGTACAAAGAGAAGCT 54 7 49 20 175 25 60,539 59,514 40,200 37,400 6,025,146 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 5 7 158 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA ACCCATAAGAGTACAAAGAGAAGCT 85 7 18 20 175 25 60,753 59,514 45,200 37,400 6,238,451 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 8 127 TTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTTCCACCAACTGCCATGTCC ACCCATAAGAGTACAAAGAGAAGC 54 8 49 20 175 24 60,539 58,264 40,200 38,600 6,275,204 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr608_2 2 123 21 7 1 ACC ACCACCACCACCACCACCACC NO 0 0 6 8 158 GCCACAGCTGATATGGGCAATTGAATTTAAATTCCAGCCACAGCTGATATGGGCAA ACCCATAAGAGTACAAAGAGAAGC 85 8 18 20 175 24 60,753 58,264 45,200 38,600 6,488,509 A 272 AGAGTGCCACCCACTGAGCCACAGCTGATATGGGCAATTGAATTTAAATTCCACCAACTGCCATGTCCCCAGAGGCCTGGGTCTTGGGATTCCTAGTCTAATGACATTTCCATTACACCATTaccaccaccaccaccaccaccGCCCCTTAGCTTCTCTTTGTACTCTTATGGGTATCAACaaaaaCAAAATTCCAAAGGCAACTTATCTAACTAAATCAAAATGTAGCCGCGGAAGAGGGGAAGACTGTCGGGCCAGATTTATTTATGGCC

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 1 1 4 10 98 AGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggAGCTTGGTCAAAGAGGTGGA GCCTAGGCCCTAAGCTTTGA 10 27 64 20 161 20 58,860 59,453 40,200 26,900 1,686,910 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 10 99 AGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggAGCTTGGTCAAAGAGGTGGA TGCCTAGGCCCTAAGCTTTG 10 28 64 20 162 20 58,860 59,744 40,200 27,700 1,396,202 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 10 139 AGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggAGCTTGGTCAAAGAGGTGGA CTACTTGCTTCACTCCGCCA 10 68 64 20 202 20 58,860 60,037 40,200 56,900 1,177,637 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 10 140 AGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggAGCTTGGTCAAAGAGGTGGA CCTACTTGCTTCACTCCGCC 10 69 64 20 203 20 58,860 60,741 40,200 61,300 1,881,532 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 10 141 AGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggAGCTTGGTCAAAGAGGTGGA CCCTACTTGCTTCACTCCGC 10 70 64 20 204 20 58,860 60,741 40,200 55,400 1,881,532 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 5 10 140 AAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggagAAGCTTGGTCAAAGAGGTGGA CTACTTGCTTCACTCCGCCA 10 68 63 21 202 20 59,505 60,037 40,200 56,900 1,532,047 A 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 59 188 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG CTACTTGCTTCACTCCGCCA 59 68 15 20 202 20 60,545 60,037 31,100 56,900 0.582396 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 59 190 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG CCCTACTTGCTTCACTCCGC 59 70 15 20 204 20 60,545 60,741 31,100 55,400 1,286,291 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 59 191 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG TCCCTACTTGCTTCACTCCG 59 71 15 20 205 20 60,545 59,104 31,100 46,300 1,440,601 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 59 208 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG TCTGGCCCTTTGTACATTCCC 59 87 15 20 222 21 60,545 59,995 31,100 39,700 1,550,521 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 28 148 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG TGCCTAGGCCCTAAGCTTTG 59 28 15 20 162 20 60,545 59,744 31,100 27,700 0.800961 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr60_2 2 94 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 27 147 ATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGATTCAACCCAGGGCCAAAGG GCCTAGGCCCTAAGCTTTGA 59 27 15 20 161 20 60,545 59,453 31,100 26,900 1,091,669 F 241 AATTATCAGAGAAAATTCAACCCAGGGCCAAAGGGGAGGTGATATTAGGACAgggggACCAAAAGCTTGGTCAAAGAGGTGGATTTTAAGGAAaggaggaggaggaggaggaggAGATAGGTGGAGAGGTTTAAGGGAATGTCAAAGCTTAGGGCCTAGGCAGCTGGAGGCACGGCCACCCATGGCGGAGTGAAGCAAGTAGGGAATGTACAAAGGGCCAGAGTTGGTGGAATGTTGAATT

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 1 1 18 3 148 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGGA ACATTCCATTCCATTCCATCCA 3 67 32 21 179 22 59,430 57,731 34,100 34,100 5,838,853 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 19 4 153 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGG GGCATACATTCCATTCCATTCCA 4 71 32 20 184 23 57,924 59,103 35,100 35,300 5,973,095 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 19 3 153 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGGA GGCATACATTCCATTCCATTCCA 3 71 32 21 184 23 59,430 59,103 34,100 35,300 5,466,912 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 19.75 3 135 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGGA TTCCATCCATTCATCTTGGCA 3 55 32 21 166 21 59,430 57,615 34,100 49,200 4,955,338 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20‐May 4 138 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGG CCATTCCATCCATTCATCTTGGC 4 56 32 20 169 23 57,924 59,993 35,100 45,200 5,082,744 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr611_2 2 56 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20‐May 3 138 TGGAATGGATGCCAAGATGGATCGatggaatggaatggTGGAATGGATGCCAAGATGGA CCATTCCATCCATTCATCTTGGC 3 56 32 21 169 23 59,430 59,993 34,100 45,200 4,576,562 F 184 TGCCAAGATTTATGGATGGAATGAAATGTAATGGAATGGATGCCAAGATGGATCGatggaatggaatggaatggaatggaatggaatggaGTGGATGCCAAGATGNATGGATGGAATGNAANNGAATGNAATGGAATGGAATNAATGCCAAGATGAATGGatggaatggaatggaATGTATGCC

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 1 1 3 44 278 CCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACCGATTAAGCCGGTCCTCTT ACCACAGTGAGTCACAACCA 146 44 20 20 297 20 59,536 59,091 28,500 36,700 1,373,363 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 5 44 249 GCCAGCACGACAATATTGGGAATGTTTAAGAACTA GCCAGCACGACAATATTGGG ACCACAGTGAGTCACAACCA 117 44 49 20 297 20 59,618 59,091 41,200 36,700 1,290,711 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 5 18 154 TGGATTGAATTCTCTTATCCCTCAATTATAATTATCA TGGATTGAATTCTCTTATCCCTCA ACCACAGTGAGTCACAACCA 18 44 144 24 297 20 57,170 59,091 38,600 36,700 7,738,895 B 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 6 18 155 GTGGATTGAATTCTCTTATCCCTCAATTATAATTATCGTGGATTGAATTCTCTTATCCCTCA ACCACAGTGAGTCACAACCA 18 44 143 25 297 20 58,404 59,091 38,600 36,700 7,504,592 B 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 6 18 155 GTGGATTGAATTCTCTTATCCCTCAATTATAATTATCGTGGATTGAATTCTCTTATCCCTCA ACCACAGTGAGTCACAACCAA 18 43 143 25 297 21 58,404 59,719 38,600 36,700 7,876,392 B 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 7 18 156 tGTGGATTGAATTCTCTTATCCCTCAATTATAATTAT TGTGGATTGAATTCTCTTATCCCTCA ACCACAGTGAGTCACAACCAA 18 43 142 26 297 21 59,841 59,719 38,600 36,700 7,439,229 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 7 18 156 tGTGGATTGAATTCTCTTATCCCTCAATTATAATTAT TGTGGATTGAATTCTCTTATCCCTCA ACCACAGTGAGTCACAACCA 18 44 142 26 297 20 59,841 59,091 38,600 36,700 7,067,430 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 7 18 157 tGTGGATTGAATTCTCTTATCCCTCAATTATAATTAT TGTGGATTGAATTCTCTTATCCCTCA AACCACAGTGAGTCACAACCA 18 44 142 26 298 21 59,841 59,719 38,600 36,700 7,439,229 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr614_3 3 186 48 11 1.5 AAT ATTATTATTATTATCATTATTATTATTATTATTATTAT NO 0 0 8 44 255 TGTCATGCCAGCACGACAATATTGGGAATGTTTAAGTGTCATGCCAGCACGACAAT ACCACAGTGAGTCACAACCA 123 44 43 20 297 20 60,606 59,091 27,100 36,700 1,515,040 F 300 CTGGCTCCCTNGATTTAAACCGATTAAGCCGGTCCTCTTAGCTGTCATGCCAGCACGACAATATTGGGAATGTTTAAGAACTATAttttttAAAAGTACATTTCAAAGAGACTGAAAGTCATGATGACTTCGAAACAtttttGTGGATTGAATTCTCTTATCCCTCAATTATAATTATCATTATCattattattattATCattattattattattattattattattattattANNATCCCTGTGATTCTGTGGTTNNNNNNANNNNNNNATNNCTTTGGTTGTGACTCACTGTGGTTTG

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 1 1 3 51 240 CAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGCAGCAGTCACAAGCCACCG TACCTGGACCACTCTGGAGG 51 120 2 19 241 20 61,611 59,959 49,400 43,000 2,651,932 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 52 241 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTG ACAGCAGTCACAAGCCACC TACCTGGACCACTCTGGAGG 52 120 1 19 241 20 60,527 59,959 46,100 43,000 1,568,155 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 52 243 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTG ACAGCAGTCACAAGCCACC ACTACCTGGACCACTCTGGA 52 122 1 19 243 20 60,527 59,216 46,100 38,600 2,311,412 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 29 219 GACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACC GACAGCCTGGTTGGAAAGGA TACCTGGACCACTCTGGAGG 29 120 23 20 241 20 59,890 59,959 33,600 43,000 0.151724 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 28 218 ACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCT ACAGCCTGGTTGGAAAGGAG TACCTGGACCACTCTGGAGG 28 120 24 20 241 20 59,889 59,959 36,900 43,000 0.152491 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 27 148 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTG ACAGCAGTCACAAGCCACC ATGAAGGCACAGTCCTTGCA 52 27 1 19 148 20 60,527 59,889 46,100 40,800 1,637,978 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 27 217 CAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTC CAGCCTGGTTGGAAAGGAGT TACCTGGACCACTCTGGAGG 27 120 25 20 241 20 59,889 59,959 38,500 43,000 0.152491 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 26 123 CAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTC CAGCCTGGTTGGAAAGGAGT TGAAGGCACAGTCCTTGCAA 27 26 25 20 147 20 59,889 60,107 38,500 40,800 0.218022 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 26 125 GACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACC GACAGCCTGGTTGGAAAGGA TGAAGGCACAGTCCTTGCAA 29 26 23 20 147 20 59,890 60,107 33,600 40,800 0.217255 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 26 147 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTG ACAGCAGTCACAAGCCACC TGAAGGCACAGTCCTTGCAA 52 26 1 19 147 20 60,527 60,107 46,100 40,800 1,633,685 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 25 146 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTG ACAGCAGTCACAAGCCACC GAAGGCACAGTCCTTGCAAC 52 25 1 19 146 20 60,527 59,688 46,100 41,700 1,839,019 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr615_2 2 72 30 8 1.5 AGG CTCTCTTCCTCCTCCTCCTCCTCCTCCTCC NO 0 0 4 0 99 GACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACC GACAGCCTGGTTGGAAAGGA ATATGGCAAGCAGCTGAGCA 29 0 23 20 121 20 59,890 60,107 33,600 42,600 0.217354 B 249 ACAGCAGTCACAAGCCACCGCAGACAGCCTGGTTGGAAAGGAGTTGTGTTTNATACCTCCTCCCTTCCTGCctctcttcctcctcctcctcctcctcctccTGCTCAGCTGCTTGCCATATACCTGGTTGCAAGGACTGTGCCTTCATGATTGCAAGATTGTGCAGGATGTAGCATACAACGACGAATTGTGAGATGGATTCTGAAGTGTACTGNAGGGCTCCTCCAGAGTGGTCCAGGTAGTAGAAGC

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 1 1 19 ‐14 290 GGGTGggatggatggatggatGgagagaTAGTTAATATTAGGGTGGGATGGATGGATGG AGTGAATTCTCCACCCTCAGAC ‐14 118 134 19 333 22 59,538 59,431 35,100 35,100 4,031,439 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐15 238 GGGTGggatggatggatggatGgagagaTAGTTAATATTAGGGTGGGATGGATGGATGGA CTGCTACCCGGACCATAACC ‐15 68 134 20 281 20 61,068 59,894 34,100 28,500 1,173,912 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐15 270 GGGTGggatggatggatggatGgagagaTAGTTAATATTAGGGTGGGATGGATGGATGGA ACCACCATGCTCCCGGTATA ‐15 100 134 20 313 20 61,068 60,399 34,100 14,700 1,467,139 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐15 290 GGGTGggatggatggatggatGgagagaTAGTTAATATTAGGGTGGGATGGATGGATGGA AGTGAATTCTCCACCCTCAGA ‐15 119 134 20 333 21 61,068 58,092 34,100 32,700 3,975,654 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐15 290 GGGTGggatggatggatggatGgagagaTAGTTAATATTAGGGTGGGATGGATGGATGGA AGTGAATTCTCCACCCTCAGAC ‐15 118 134 20 333 22 61,068 59,431 34,100 35,100 3,637,167 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐16 237 GGTGggatggatggatggatGgagagaTAGTTAATATTAAGGTGGGATGGATGGATGGAT CTGCTACCCGGACCATAACC ‐16 68 135 20 281 20 58,921 59,894 34,100 28,500 1,185,104 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐16 269 GGTGggatggatggatggatGgagagaTAGTTAATATTAAGGTGGGATGGATGGATGGAT ACCACCATGCTCCCGGTATA ‐16 100 135 20 313 20 58,921 60,399 34,100 14,700 1,478,331 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐18 235 TGggatggatggatggatGgagagaTAGTTAATATTAATG TGGGATGGATGGATGGATGG CTGCTACCCGGACCATAACC ‐18 68 137 20 281 20 58,922 59,894 35,100 28,500 1,184,264 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr616_4 4 139 55 12 1.5 ATCC GGATGGATGGATGGATGGATGGATGGATGGATGGNO 0 0 20 ‐18 267 TGggatggatggatggatGgagagaTAGTTAATATTAATG TGGGATGGATGGATGGATGG ACCACCATGCTCCCGGTATA ‐18 100 137 20 313 20 58,922 60,399 35,100 14,700 1,477,491 F 340 GggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTGggatggatggatggatGgagagaTAGTTAATATTAATGGGNTGGGNtggatggatggatggaNNNNGNGATAGTTAATATTAATGGGGTGggatggatggatggatggatggatggatggatggatggatggatggatGgagagaTAGTTAATATTAATGGGGTgggggTCTGTAGCCAAAATCGCATTGTGCAATCCCATCTGATCTATTATGGTTATGGTCCGGGTAGCAGCGTTTGTAATAATATACCGGGAGCATGGTGGTCTGAGGGTGGAGAATTCACTATACACT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 1 1 2 78 290 ACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCACTTCATGGTCTCAGATCAATTCCT TGTTAAACGACGACCACAGAG 108 78 14 25 303 21 59,809 58,265 33,600 33,500 7,925,992 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 2 77 290 ACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCACTTCATGGTCTCAGATCAATTCC TGTTAAACGACGACCACAGAGG 109 77 14 24 303 22 58,565 60,544 30,100 36,900 7,979,568 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 2 77 290 ACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCACTTCATGGTCTCAGATCAATTCCT TGTTAAACGACGACCACAGAGG 108 77 14 25 303 22 59,809 60,544 33,600 36,900 7,735,600 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 Feb‐75 71 247 ATCTGTAGCCCAAGCACCACTCTTGGAACCATACTC ATCTGTAGCCCAAGCACCAC GTTAAACGACGACCACAGAGG 71 77 56 20 302 21 60,035 58,943 41,600 36,900 2,091,632 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 Feb‐75 30 199 ATCTGTAGCCCAAGCACCACTCTTGGAACCATACTC ATCTGTAGCCCAAGCACCAC AGCTTGATGGCTGTCTTCCT 71 30 56 20 254 20 60,035 59,010 41,600 33,600 1,025,430 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 4 67 243 GTAGCCCAAGCACCACTCTTGGAACCATACTCTCCA GTAGCCCAAGCACCACTCTT GTTAAACGACGACCACAGAGG 67 77 60 20 302 21 59,963 58,943 28,500 36,900 2,093,451 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 4 30 195 GTAGCCCAAGCACCACTCTTGGAACCATACTCTCCA GTAGCCCAAGCACCACTCTT AGCTTGATGGCTGTCTTCCT 67 30 60 20 254 20 59,963 59,010 28,500 33,600 1,027,249 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 6 66 242 TAGCCCAAGCACCACTCTTGGAACCATACTCTCCAG TAGCCCAAGCACCACTCTTG GTTAAACGACGACCACAGAGG 66 77 61 20 302 21 59,963 58,943 30,200 36,900 2,093,309 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 6 30 194 TAGCCCAAGCACCACTCTTGGAACCATACTCTCCAG TAGCCCAAGCACCACTCTTG AGCTTGATGGCTGTCTTCCT 66 30 61 20 254 20 59,963 59,010 30,200 33,600 1,027,106 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 6 25 153 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA AGCTTGATGGCTGTCTTCCT 25 30 102 20 254 20 59,968 59,010 26,900 33,600 1,022,777 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 6 25 153 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA AGCTTGATGGCTGTCTTCCTC 25 29 102 20 254 21 59,968 60,066 26,900 37,100 1,097,967 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 6 25 154 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA GAGCTTGATGGCTGTCTTCCT 25 30 102 20 255 21 59,968 60,066 26,900 33,600 1,097,967 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 8 14 137 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA TCCTCATCTCCTCCTCATCC 25 14 102 20 238 20 59,968 57,307 26,900 35,100 2,725,112 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 8 13 138 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA TTCCTCATCTCCTCCTCATCCT 25 13 102 20 239 22 59,968 59,478 26,900 32,400 2,554,245 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr61_2 2 147 58 9 2 AAG TAATAATAATAATAATCAAANGAAGAAGAAGAAGANO 0 0 9 13 137 GCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTGCAGCTGCACCACATTTGAA TCCTCATCTCCTCCTCATCCT 25 13 102 20 238 21 59,968 58,849 26,900 32,400 2,183,670 G 321 ATATTGAAATAATACTTCATGGTCTCAGATCAATTCCTTTATGTAAATGCTGAAAATCTGTAGCCCAAGCACCACTCTTGGAACCATACTCTCCAGNACTTGCAGCTGCACCACATTTGAATTCCGaaaaaaaGGATTAGTATCATtaataataataataaTCAAANgaagaagaagaagaagaagaagaagaaAaagaagaagGAGGGGAAGAAGTAGGATgaggaggagATGAGGAAGACAGCCATCAAGCTCTCATCAGGATACTGCGATTTATGTTACCTCTGTGGTCGTCGTTTAACaaaaaaCGACATAATAAAT

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 1 1 3 40 243 ACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAG ACCTGATGTTGGTAATAAGGCA TCTCCGTCTTTCTATCACGCT 40 139 27 22 269 21 57,415 58,633 47,500 50,700 6,951,172 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 3 40 245 ACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAG ACCTGATGTTGGTAATAAGGCA CCTCTCCGTCTTTCTATCACGC 40 140 27 22 271 22 57,415 60,542 47,500 53,400 7,126,638 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 40 244 ACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAG ACCTGATGTTGGTAATAAGGCA CTCTCCGTCTTTCTATCACGCT 40 139 27 22 270 22 57,415 59,644 47,500 50,700 6,941,020 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 136 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC CCCTACATTGCTCAGTGCCA 12 61 55 22 190 20 60,030 60,035 52,500 49,200 2,065,603 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 140 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC TCTGCCCTACATTGCTCAGT 12 65 55 22 194 20 60,030 58,721 52,500 34,100 3,309,948 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 140 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC TCTGCCCTACATTGCTCAGTG 12 64 55 22 194 21 60,030 60,066 52,500 36,600 3,096,378 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 143 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC TCATCTGCCCTACATTGCTCA 12 67 55 22 197 21 60,030 59,161 52,500 42,600 3,869,806 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 215 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC TCTCCGTCTTTCTATCACGCT 12 139 55 22 269 21 60,030 58,633 52,500 50,700 4,396,985 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 216 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC CTCTCCGTCTTTCTATCACGCT 12 139 55 22 270 22 60,030 59,644 52,500 50,700 4,386,833 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 12 217 AGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaAGCAAAGCTCAAGTAAAGCAGC CCTCTCCGTCTTTCTATCACGC 12 140 55 22 271 22 60,030 60,542 52,500 53,400 4,572,451 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 4 11 135 GCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaaGCAAAGCTCAAGTAAAGCAGCA CCCTACATTGCTCAGTGCCA 11 61 56 22 190 20 60,288 60,035 44,100 49,200 2,322,940 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr620_2 2 89 21 7 1 AAC AACAACAACAACAACAACAAC AAC_89_109 0 0 5 12 135 GCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaaGCAAAGCTCAAGTAAAGCAGC CCCTACATTGCTCAGTGCCA 12 61 56 21 190 20 58,677 60,035 52,500 49,200 2,358,211 F 278 CAGGATTATTAAATCCAATGTTTTGTACCTGATGTTGGTAATAAGGCAAATTTTAGCAAAGCTCAAGTAAAGCAGCAAAAGCAACAANaacaacaacaacaacaacaacTTGTTCTATGTAGCAACTTTAAACTAATAAAACAcccccAGCAGTGCTTTAAAATAAAAGTTGGCACTGAGCAATGTAGGGCAGATGATCAAAAGCTTGGTTAGACAGGTTGATTTTCAGGAGCTTCTTAAAAGAGGAAAGCGTGATAGAAAGACGGAGAGGCTTAGAG

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 1 1 4 12 139 GATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggt GATGTGGAGAAATCCCGCTC CACCCTCACAGAGACGCT 12 21 100 20 238 18 58,412 58,629 50,300 50,700 4,958,568 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 5 12 139 ATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggATGTGGAGAAATCCCGCTC TCACCCTCACAGAGACGCT 12 21 101 19 239 19 57,211 60,229 50,300 50,700 5,017,254 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 5 12 139 ATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggATGTGGAGAAATCCCGCTC TCACCCTCACAGAGACGC 12 22 101 19 239 18 57,211 58,633 50,300 51,900 7,155,301 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 47 235 AGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATAGCTTCCCGGACATTTCCTG AGTCAGTCAGAGTCCCGTCC 80 47 32 20 266 20 60,035 60,610 38,600 47,900 0.644737 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 47 236 CAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGACAGCTTCCCGGACATTTCCT AGTCAGTCAGAGTCCCGTCC 81 47 31 20 266 20 60,035 60,610 33,600 47,900 0.644737 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 47 239 CTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCCTCCAGCTTCCCGGACATTT AGTCAGTCAGAGTCCCGTCC 84 47 28 20 266 20 60,035 60,610 23,200 47,900 0.644737 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 47 245 TTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGTTGTTTCTCCAGCTTCCCGG AGTCAGTCAGAGTCCCGTCC 90 47 22 20 266 20 60,251 60,610 57,300 47,900 0.860408 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 47 257 TGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTGTTCGCCCACCTTGTTTCT AGTCAGTCAGAGTCCCGTCC 102 47 10 20 266 20 60,107 60,610 25,200 47,900 0.716599 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 13 168 TGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtgg TGATGTGGAGAAATCCCGCT AGTCAGTCAGAGTCCCGTCC 13 47 99 20 266 20 59,088 60,610 55,200 47,900 1,521,450 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 6 12 168 TGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtgg TGATGTGGAGAAATCCCGCTC AGTCAGTCAGAGTCCCGTCC 12 47 99 21 266 20 60,134 60,610 50,300 47,900 1,744,082 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 8 47 251 CCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACCCACCTTGTTTCTCCAGCT AGTCAGTCAGAGTCCCGTCC 96 47 16 20 266 20 59,889 60,610 42,400 47,900 0.720934 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr621_2 2 132 68 8 2 CCG TGGTGGTGGTGGTGGTGTTCCTCCTCCTCCNCCTCCNO 0 0 8 13 188 TGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtgg TGATGTGGAGAAATCCCGCT GACCGAGTCGAGTCAAGTGA 13 67 99 20 286 20 59,088 59,127 55,200 34,100 1,784,823 G 287 TCCCCTCGTTGTTCGCCCACCTTGTTTCTCCAGCTTCCCGGACATTTCCTGACGCCGGCCCGCGGATTTTCTTCTCTTTCTcccccccACCACCCCTTTGATGTGGAGAAATCCCGCTCNCACGGTCCCCAtggtggtggtggtggTGTtcctcctcctccNCCTCCTCTcccccccgccgccgccgccgccgccgccgACTCAGCCGTTACCGCCGGGCAGCGTCTCTGTGAGGGTGAGgggacgggacgggacTCTGACTGACTTCACTTGACTCGACTCGGTCT

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 1 1 4 87 265 GATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGttt GATGCTGCCTGACCTGAGTT GTCCTCAGGCTTGCTGGTAG 87 89 23 20 287 20 60,036 60,108 30,100 31,800 0.143575 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 4 87 272 GATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGttt GATGCTGCCTGACCTGAGTT TGTTCGTGTCCTCAGGCTTG 87 96 23 20 294 20 60,036 60,250 30,100 40,100 0.285498 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 4 87 274 GATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGttt GATGCTGCCTGACCTGAGTT GTTGTTCGTGTCCTCAGGCT 87 98 23 20 296 20 60,036 60,250 30,100 45,800 0.285540 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 5 99 291 TGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttC TGCTTCTCTCTCCATAGATGCTG AGTTGTTCGTGTCCTCAGGC 100 99 7 23 297 20 59,679 60,250 44,100 48,500 3,571,307 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 5 98 290 TGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttC TGCTTCTCTCTCCATAGATGCTG GTTGTTCGTGTCCTCAGGCT 100 98 7 23 296 20 59,679 60,250 44,100 45,800 3,571,307 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 15 187 ACGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACC GGCTTGCTGGTAGATTTGGC 15 82 94 21 280 20 59,248 59,543 38,500 45,200 2,209,941 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 15 194 ACGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACC GTCCTCAGGCTTGCTGGTAG 15 89 94 21 287 20 59,248 60,108 38,500 31,800 1,860,443 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 14 186 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA GGCTTGCTGGTAGATTTGGC 14 82 95 21 280 20 59,248 59,543 40,200 45,200 2,209,367 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 14 193 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA GTCCTCAGGCTTGCTGGTAG 14 89 95 21 287 20 59,248 60,108 40,200 31,800 1,859,869 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 14 200 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA TGTTCGTGTCCTCAGGCTTG 14 96 95 21 294 20 59,248 60,250 40,200 40,100 2,001,792 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 7 14 290 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA AGGTTAATGGCATCACCTTCGT 14 184 95 21 384 22 59,248 60,026 40,200 38,500 3,778,186 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 8 14 132 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA CTCTCCTTTAAGAATTTAAGTAGCGT 14 22 95 21 226 26 59,248 57,295 40,200 50,700 10,456,972 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 8 13 186 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCAA GGCTTGCTGGTAGATTTGGC 13 82 95 22 280 20 59,833 59,543 36,700 45,200 2,624,107 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 9 15 134 ACGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACC ACTCTCCTTTAAGAATTTAAGTAGCGT 15 22 94 21 227 27 59,248 58,687 38,500 50,700 10,065,062 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr625_4 4 130 49 7 1.5 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGGAGNO 0 0 9 14 133 CGGAAACCAAACCAAAGACCAAAACAAAGATGGAACGGAAACCAAACCAAAGACCA ACTCTCCTTTAAGAATTTAAGTAGCGT 14 22 95 21 227 27 59,248 58,687 40,200 50,700 10,064,488 F 386 TAACTCTGCTtctctctcCATAGATGCTGCCTGACCTGAGtttttCCAGTATTTTCTGtttttATATTGATGTAAGTCAGATTTAAATCATGTACGGAAACCAAACCAAAGACCAAAACAAAGATGGAAgagtgagtgagtgagtgagtgagtgagtGAGgagagaGTgagagagagaAGaaaaaGTAAAATTAAATTCAACGCTACTTAAATTCTTAAAGGAGAGTACTGTAATTTCCTGTCCTTACATCGATTTCAATGCCAAATCTACCAGCAAGCCTGAGGACACGAACAACTTTTGGATTTCCACATCTAACTACACTTGGGCAGACTCCAGAAGTTGCTGCCTGATTTATTCCATAACGAAGGTGATGCCATTAACCTCA

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 1 1 2 23 224 TGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCTGTCTCCAGTACACAACACAGT GCAGGAAAGCACTGGTCTTG 118 23 25 22 248 20 59,236 59,405 35,500 30,200 3,359,105 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 3 24 170 ACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACTGGCAATTTCCTGAAGCTG TGCAGGAAAGCACTGGTCTT 64 24 80 21 249 20 59,109 59,817 42,400 30,100 2,074,641 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 3 24 171 CACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACCACTGGCAATTTCCTGAAGCT TGCAGGAAAGCACTGGTCTT 65 24 79 21 249 20 59,109 59,817 37,400 30,100 2,074,641 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 3 24 172 TCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCATCACTGGCAATTTCCTGAAGC TGCAGGAAAGCACTGGTCTT 66 24 78 21 249 20 59,111 59,817 38,600 30,100 2,072,003 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 3 24 225 TGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCTGTCTCCAGTACACAACACAGT TGCAGGAAAGCACTGGTCTT 118 24 25 22 249 20 59,236 59,817 35,500 30,100 2,947,501 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 4 6 113 TCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcaTCAGAGATCAGCTTCTCACCAC TGCAGGAAAGCACTGGTCTT 6 24 137 22 249 20 59,505 59,817 41,600 30,100 2,678,761 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 5 38 239 TGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCTGTCTCCAGTACACAACACAGT GGGCATTGTTACAGTGCAGG 118 38 25 22 263 20 59,236 59,472 35,500 48,500 3,291,575 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 5 38 240 TTGTCTCCAGTACACAACACAGTATTTATTTTCTTGC TTGTCTCCAGTACACAACACAGT GGGCATTGTTACAGTGCAGG 118 38 24 23 263 20 59,803 59,472 35,500 48,500 3,724,465 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 5 38 254 TGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTGTGAGGGTTAAAGTTGTCTCCA GGGCATTGTTACAGTGCAGG 132 38 10 23 263 20 59,543 59,472 38,600 48,500 3,984,209 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 5 24 240 TGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTGTGAGGGTTAAAGTTGTCTCCA TGCAGGAAAGCACTGGTCTT 132 24 10 23 249 20 59,543 59,817 38,600 30,100 3,640,136 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 5 7 113 TCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcaTCAGAGATCAGCTTCTCACCA TGCAGGAAAGCACTGGTCTT 7 24 137 21 249 20 58,187 59,817 41,700 30,100 2,996,150 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr626_2 2 165 41 9 1.5 ATC TCATCATCATCATCATCATCATCATCATGATCATCAT NO 0 0 6 5 112 CAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatCAGAGATCAGCTTCTCACCACT TGCAGGAAAGCACTGGTCTT 5 24 138 22 249 20 59,503 59,817 40,000 30,100 2,680,363 B 263 GTCAAATATTGTGAGGGTTAAAGTTGTCTCCAGTACACAACACAGTATTTATTTTCTTGCCACTGATTCTTTCTCTTTCACTGGCAATTTCCTGAAGCTGAACCAGCTGATCACAACATTTTCTCTAGCATTGTATTCAGAGATCAGCTTCTCACCACTTTTCCtcatcatcatcatcatcatcatcatcaTGatcatcatcatcATTATCATGATCATAATAACATTCAAGACCAGTGCTTTCCTGCACTGTAACAATGCCC

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 1 1 4 33 155 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT AGGGAGGCGAGAACTGGAG 33 41 11 20 165 19 60,179 60,684 52,800 38,600 1,863,024 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 156 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT GAGGGAGGCGAGAACTGGAG 33 41 11 20 166 20 60,179 61,672 52,800 38,600 1,850,877 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 156 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT GAGGGAGGCGAGAACTGGA 33 42 11 20 166 19 60,179 60,683 52,800 38,600 1,861,660 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 231 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT CCTTGGTGGTGATCTCGGAG 33 116 11 20 241 20 60,179 59,823 52,800 46,300 0.355655 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 233 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT GTCCTTGGTGGTGATCTCGG 33 118 11 20 243 20 60,179 60,108 52,800 46,300 0.287113 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 288 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT CAGGTGCGTCTCTTCCATTCT 33 172 11 20 298 21 60,179 60,067 52,800 24,000 1,245,548 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 289 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT GCAGGTGCGTCTCTTCCATT 33 174 11 20 299 20 60,179 60,675 52,800 31,600 0.853870 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 293 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT ATTGGCAGGTGCGTCTCTTC 33 178 11 20 303 20 60,179 60,675 52,800 28,700 0.853870 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 300 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT CATTTCCATTGGCAGGTGCG 33 185 11 20 310 20 60,179 60,459 52,800 53,400 0.637865 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 5 32 232 CTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCT CTTTGCATTGTTCCCGGGTC GTCCTTGGTGGTGATCTCGG 32 118 12 20 243 20 59,756 60,108 44,600 46,300 0.351773 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 5 32 288 CTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCT CTTTGCATTGTTCCCGGGTC GCAGGTGCGTCTCTTCCATT 32 174 12 20 299 20 59,756 60,675 44,600 31,600 0.918530 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 5 32 299 CTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCT CTTTGCATTGTTCCCGGGTC CATTTCCATTGGCAGGTGCG 32 185 12 20 310 20 59,756 60,459 44,600 53,400 0.702525 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 4 124 CTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcc CTCGCTGCAGCCACCTTC AGGGAGGCGAGAACTGGAG 4 41 42 18 165 19 61,124 60,684 34,600 38,600 4,807,669 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 4 125 CTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcc CTCGCTGCAGCCACCTTC GAGGGAGGCGAGAACTGGA 4 42 42 18 166 19 61,124 60,683 34,600 38,600 4,806,305 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 6 4 125 CTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcc CTCGCTGCAGCCACCTTC GAGGGAGGCGAGAACTGGAG 4 41 42 18 166 20 61,124 61,672 34,600 38,600 4,795,522 B 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 Jun‐75 22 134 CTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCT CTTTGCATTGTTCCCGGGTC GCGAGGACTCTGGCGAGA 32 22 12 20 145 18 59,756 61,135 44,600 40,400 3,378,427 F 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 Jun‐75 22 135 TCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTTCTTTGCATTGTTCCCGGGT GCGAGGACTCTGGCGAGA 33 22 11 20 145 18 60,179 61,135 52,800 40,400 3,313,767 F 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr627_3 3 64 42 9 1.5 AGG CCCGCCCGCCCGCCGCCTCCTCCTCCTCCTCCTCCTC NO 0 0 Jun‐75 22 137 CATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCATCTTTGCATTGTTCCCGGG GCGAGGACTCTGGCGAGA 34 22 9 21 145 18 60,135 61,135 57,300 40,400 4,269,816 F 315 TGAAAAGCCATCTTTGCATTGTTCCCGGGTCCTGCTCCGCGCTCGCTGCAGCCACCTTCGCCTcccgcccgcccgCCGcctcctcctcctcctcctcctcctcctCCGCGGCGGCCTCCGGCAGctctctCGCCAGAGTCCTCGCNCTCCAGTTCTCGCCTCCCTCGCTGCAGCGCATCACCGGCGTGCCCCACCATGTCAGACGCGGCCGTGGACACCAGCTCCGAGATCACCACCAAGGACTTGAAGGAGAAGAAGGAAGTTGTGGAGGAGACAGAGAATGGAAGAGACGCACCTGCCAATGGAAATGCTAAT

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 3 39 254 GGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAAC GGCTTGTGGAGAACCTCATCA TGAACAGAAGACCCTCTGCG 39 153 12 21 265 20 59,996 59,682 30,700 51,800 1,322,021 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 43 160 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC CACTGTTGGCTTTGCTTGCA 43 56 9 20 168 20 60,322 60,179 38,500 40,800 0.501114 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 43 234 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC TGCAGCCTGTTGAGGTACAG 43 130 9 20 242 20 60,322 59,965 38,500 27,400 0.357325 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 43 237 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC CCATGCAGCCTGTTGAGGTA 43 133 9 20 245 20 60,322 60,035 38,500 30,800 0.357160 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 43 257 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC TGAACAGAAGACCCTCTGCG 43 153 9 20 265 20 60,322 59,682 38,500 51,800 0.640449 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 42 236 CTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAA CTGGCTTGTGGAGAACCTCA CCATGCAGCCTGTTGAGGTA 42 133 10 20 245 20 59,602 60,035 38,600 30,800 0.433092 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 42 256 CTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAA CTGGCTTGTGGAGAACCTCA TGAACAGAAGACCCTCTGCG 42 153 10 20 265 20 59,602 59,682 38,600 51,800 0.716381 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 32 135 CTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAA CTGGCTTGTGGAGAACCTCA GCAATTTGCCCTCAGGGTTG 42 32 10 20 144 20 59,602 60,037 38,600 37,700 0.434986 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 Mar‐25 32 136 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC GCAATTTGCCCTCAGGGTTG 43 32 9 20 144 20 60,322 60,037 38,500 37,700 0.359054 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 137 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC TGCAATTTGCCCTCAGGGTT 43 33 9 20 145 20 60,322 60,472 38,500 41,100 0.793599 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4‐May 43 159 CCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGA CCTGGCTTGTGGAGAACCTC ACTGTTGGCTTTGCTTGCAG 43 55 9 20 167 20 60,322 59,896 38,500 44,100 0.425580 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4‐May 42 158 CTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAA CTGGCTTGTGGAGAACCTCA ACTGTTGGCTTTGCTTGCAG 42 55 10 20 167 20 59,602 59,896 38,600 44,100 0.501513 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 7 9 295 aGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctc AGAAACCTTCGGCTTTCTTGC GTCCCTTCCACACCATCCTG 9 224 42 21 336 20 59,391 60,035 40,100 38,600 1,644,128 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 7 9 297 aGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctc AGAAACCTTCGGCTTTCTTGC CTGTCCCTTCCACACCATCC 9 226 42 21 338 20 59,391 60,035 40,100 35,100 1,644,128 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr631_4 4 72 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 7 9 298 aGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctc AGAAACCTTCGGCTTTCTTGC CCTGTCCCTTCCACACCATC 9 227 42 21 339 20 59,391 60,035 40,100 35,100 1,644,128 F 341 AGGTTTCCCCTGGCTTGTGGAGAACCTCATCAAGaaaaaaaaGAAACCTTCGGCTTTCTTGCCCGTAATTTctcctcctcctcctcctcctcCGTTCGGAGCTGTAGAAAcccccGCCTTTTCTCAACCCTGAGGGCAAATTGCACCCTGCAAGCAAAGCCAACAGTGGCCCAGGGAAATGAGTCACGGAGTGAGGATCAGTCCTACTGGATCNctctctACCTGTACCTCAACAGGCTGCATGGCGCAGAGGGTCTTCTGTTCACCTTCTGNANANAANCCCNGCNTTTNNNCAANCCNGANNNNANGAATTTCTCAGGATGGTGTGGAAGGGACAGGTC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 3 40 249 GGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGAC CCTCCGTTGTCCGCACATAT 40 148 29 20 277 20 60,110 60,179 33,600 17,800 0.288588 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 3 39 248 GTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGACC CCTCCGTTGTCCGCACATAT 39 148 30 20 277 20 60,110 60,179 38,500 17,800 0.288588 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 3 37 246 CAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGAT CAGTGTCGAGCTGAGACCAG CCTCCGTTGTCCGCACATAT 37 148 32 20 277 20 60,109 60,179 40,000 17,800 0.288449 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 40 184 GGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGAC TGCTGTAACTGCTGCAATGC 40 83 29 20 212 20 60,110 59,758 33,600 35,600 0.351253 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 39 183 GTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGACC TGCTGTAACTGCTGCAATGC 39 83 30 20 212 20 60,110 59,758 38,500 35,600 0.351253 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 37 181 CAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGAT CAGTGTCGAGCTGAGACCAG TGCTGTAACTGCTGCAATGC 37 83 32 20 212 20 60,109 59,758 40,000 35,600 0.351114 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 Apr‐75 0 98 CAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGAT CAGTGTCGAGCTGAGACCAG CTGCAACCTCTGAGGATCCC 37 0 32 20 129 20 60,109 59,820 40,000 38,500 0.289302 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 Apr‐75 0 100 GTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGACC CTGCAACCTCTGAGGATCCC 39 0 30 20 129 20 60,110 59,820 38,500 38,500 0.289441 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 Apr‐75 0 101 GGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGAC CTGCAACCTCTGAGGATCCC 40 0 29 20 129 20 60,110 59,820 33,600 38,500 0.289441 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 40 228 GGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGAC TGCTCATCGCCTCTGGAATC 40 127 29 20 256 20 60,110 59,894 33,600 25,200 0.215098 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 39 227 GTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGGTCAGTGTCGAGCTGAGACC TGCTCATCGCCTCTGGAATC 39 127 30 20 256 20 60,110 59,894 38,500 25,200 0.215098 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr633_2 2 89 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 37 225 CAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGAT CAGTGTCGAGCTGAGACCAG TGCTCATCGCCTCTGGAATC 37 127 32 20 256 20 60,109 59,894 40,000 25,200 0.214959 A 281 TCCTTGCATAATTATGTtctctcATCCAGGTCAGTGTCGAGCTGAGACCAGAAGATTTCCAGAGATGAGGAGACAATCCATTCACCTCggaggaggaggaggaggaggaGGGATCCTCAGAGGTTGCAGTGTCCCATCATACCCCTGCACCATCCACTAGCGCAAATANCTCTGCGGTTACCAGCGATATAGGCATTGCAGCAGTTACAGCAAAAGGTAATGGGGCATCTGGAAGAGATTCCAGAGGCGATGAGCACATATGTGCGGACAACGGAGGACNC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 1 1 17 1 169 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGA CCATACCATTCCATTCCTTGACA 90 1 20 20 188 23 58,715 58,464 34,100 35,800 5,821,060 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 18 6 175 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGA TCCAATCCATACCATTCCATTCCT 90 6 20 20 194 24 58,715 59,580 34,100 33,600 5,705,155 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 18 1 99 TGGAATGTCATGTGTTGGAGTGTAATGTTATGGAA TGGAATGTCATGTGTTGGAGTG TCCATACCATTCCATTCCTTGACA 17 1 91 22 189 24 58,852 59,771 35,100 35,800 7,377,765 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 18 1 170 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGA TCCATACCATTCCATTCCTTGACA 90 1 20 20 189 24 58,715 59,771 34,100 35,800 5,514,632 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 19 31 199 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGA CCACGACATTCCATTCTATGACA 90 31 20 20 218 23 58,715 58,558 34,100 35,800 5,727,072 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 31 200 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGAA TCCACGACATTCCATTCTATGACA 89 31 20 21 219 24 59,367 59,839 35,300 35,800 5,794,809 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 31 200 AGGGAACGGAATGTCATGGAATGTAATGTCATGGAAGGGAACGGAATGTCATGGA TCCACGACATTCCATTCTATGACA 90 31 20 20 219 24 58,715 59,839 34,100 35,800 5,446,657 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 17 129 TGGAATGTCATGTGTTGGAGTGTAATGTTATGGAA TGGAATGTCATGTGTTGGAGTG TCCACGACATTCCATTCTATGACA 17 31 91 22 219 24 58,852 59,839 35,100 35,800 7,309,789 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr634_2 2 130 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 20 16 128 GGAATGTCATGTGTTGGAGTGTAATGTTATGGAAA GGAATGTCATGTGTTGGAGTGT TCCACGACATTCCATTCTATGACA 16 31 92 22 219 24 58,851 59,839 35,500 35,800 7,310,573 A 226 TATCATAGAATGTCATGGTAGGGAACGGAATGTCATGGAATGTAATGTCATGGAATGGTTTGTAATATAATGTCATGGAATGGAATGTCATGGAATGTCATGTGTTGGAGTGTAATGTTATGGAAAGTCatggaatggaatggaatggaatggaatggaatggaATGTCAAGGAATGGAATGGTATGGATTGGAATGTCATAGAATGGAATGTCGTGGAANGGAAC

cons_gr636_3 3 29 70 15 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGCTG TGC_54_98 1 1 18 3 116 ctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctgctg CTGCTGATGTTGCTCCTGCT AGAAGCAGCAGGAGCAACG 4 3 5 20 120 19 60,677 60,670 42,400 41,000 2,347,504 F 141 gctgctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctgctgctgctgTtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGACGTTGCTCCTGCTGCTTctgctgctgCAGCAGATGTTGCT

cons_gr636_3 3 29 70 15 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGCTG TGC_54_98 0 0 18 3 119 ctgctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctg CTGCTGCTGATGTTGCTCCT AGAAGCAGCAGGAGCAACG 7 3 2 20 120 19 60,677 60,670 36,900 41,000 2,347,504 F 141 gctgctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctgctgctgctgTtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGACGTTGCTCCTGCTGCTTctgctgctgCAGCAGATGTTGCT

cons_gr636_3 3 29 70 15 1.5 AGC CTGCTGCTGCTGCTGCTGCTGCTGTTGCTGCTGCTG TGC_54_98 0 0 19 4 117 ctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctgctg CTGCTGATGTTGCTCCTGCT CAGAAGCAGCAGGAGCAAC 4 4 5 20 121 19 60,677 59,125 42,400 41,700 2,551,660 F 141 gctgctgctGATGTTGCTCCTGCTGCTTctgctgctgctgctgctgctgctgTtgctgctgctgctgctgctgctgctgctgctgctgctgctgctgcTGACGTTGCTCCTGCTGCTTctgctgctgCAGCAGATGTTGCT

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 7 37 191 GCACCATCTCCGGCGTCAGGACGCCCAGCTTggggg GCACCATCTCCGGCGTCA CAACCAGTCGCCCTTCTCG 37 96 129 18 319 19 62,451 60,738 43,500 40,400 6,189,249 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 35 190 CACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCACCATCTCCGGCGTCAGG CAACCAGTCGCCCTTCTCG 35 96 130 19 319 19 62,723 60,738 38,600 40,400 5,461,334 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 190 CACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCACCATCTCCGGCGTCAG CAACCAGTCGCCCTTCTCG 36 96 130 18 319 19 60,203 60,738 35,100 40,400 3,940,896 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 33 186 CATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGCATCTCCGGCGTCAGGAC AACCAGTCGCCCTTCTCG 33 96 133 18 318 18 59,895 59,343 38,500 40,400 4,762,365 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 33 187 CATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGCATCTCCGGCGTCAGGAC CAACCAGTCGCCCTTCTCG 33 96 133 18 319 19 59,895 60,738 38,500 40,400 3,843,227 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 23 177 GTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGGTCAGGACGCCCAGCTTG CAACCAGTCGCCCTTCTCG 23 96 143 18 319 19 60,744 60,738 40,100 40,400 4,482,027 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 2 92 CATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGCATCTCCGGCGTCAGGAC TCATCCAGCGGGCCTCTT 33 2 133 18 224 18 59,895 60,689 38,500 28,500 4,793,794 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 1 91 CATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGCATCTCCGGCGTCAGGAC CATCCAGCGGGCCTCTTG 33 1 133 18 223 18 59,895 60,516 38,500 30,200 4,620,651 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 184 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 1 94 CACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCACCATCTCCGGCGTCAG CATCCAGCGGGCCTCTTG 36 1 130 18 223 18 60,203 60,516 35,100 30,200 4,718,320 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 1 8 14 142 CACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGC CACGGTGAAGGTCAGGCTG CAAGCTGGGCGTCCTGAC 49 14 19 19 160 18 60,669 60,744 48,500 35,100 4,413,043 F 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 4 125 AAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGC AAGGTCAGGCTGGTCTGGAA GTCCTGACGCCGGAGATG 41 4 26 20 150 18 60,768 59,895 35,300 29,000 2,873,349 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 4 128 GTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGA GTGAAGGTCAGGCTGGTCTG GTCCTGACGCCGGAGATG 44 4 23 20 150 18 60,321 59,895 35,100 29,000 2,426,250 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 4 140 CTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAACTCATGGGCACGGTGAAGG GTCCTGACGCCGGAGATG 57 4 11 19 150 18 60,747 59,895 34,600 29,000 3,851,742 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 4 141 GCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAGCTCATGGGCACGGTGAAG GTCCTGACGCCGGAGATG 58 4 10 19 150 18 61,402 59,895 30,200 29,000 4,506,894 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 4 141 GCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAGCTCATGGGCACGGTGAA GTCCTGACGCCGGAGATG 59 4 10 18 150 18 60,360 59,895 31,800 29,000 4,464,978 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 42 9 1.5 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 8 1 125 GTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGA GTGAAGGTCAGGCTGGTCTG CTGACGCCGGAGATGGTG 44 1 23 20 147 18 60,321 60,203 35,100 41,700 2,523,919 B 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 1 4 1 198 AAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGC AAGGTCAGGCTGGTCTGGAA CATCCAGCGGGCCTCTTG 41 1 26 20 223 18 60,768 60,516 35,300 30,200 3,283,744 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 4 1 201 GTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGA GTGAAGGTCAGGCTGGTCTG CATCCAGCGGGCCTCTTG 44 1 23 20 223 18 60,321 60,516 35,100 30,200 2,836,645 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 5 2 202 GTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGA GTGAAGGTCAGGCTGGTCTG TCATCCAGCGGGCCTCTT 44 2 23 20 224 18 60,321 60,689 35,100 28,500 3,009,788 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 5 1 185 TCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTCTGGAAGGTGGGCTGGAT CATCCAGCGGGCCTCTTG 29 1 39 19 223 18 60,230 60,516 34,100 30,200 3,745,474 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 46 298 GGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGG GGTGAAGGTCAGGCTGGTC CAACCAGTCGCCCTTCTCG 46 96 22 19 319 19 60,003 60,738 40,200 40,400 2,741,333 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 44 297 GTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGA GTGAAGGTCAGGCTGGTCTG CAACCAGTCGCCCTTCTCG 44 96 23 20 319 19 60,321 60,738 35,100 40,400 2,059,221 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 41 294 AAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGC AAGGTCAGGCTGGTCTGGAA CAACCAGTCGCCCTTCTCG 41 96 26 20 319 19 60,768 60,738 35,300 40,400 2,506,320 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 37 289 CAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAG CAGGCTGGTCTGGAAGGTG CAACCAGTCGCCCTTCTCG 37 96 31 19 319 19 60,003 60,738 40,000 40,400 2,740,968 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 29 281 TCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTCTGGAAGGTGGGCTGGAT CAACCAGTCGCCCTTCTCG 29 96 39 19 319 19 60,230 60,738 34,100 40,400 2,968,050 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 28 280 CTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGT CTGGAAGGTGGGCTGGATG CAACCAGTCGCCCTTCTCG 28 96 40 19 319 19 60,077 60,738 35,100 40,400 2,815,312 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 2 185 CTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGT CTGGAAGGTGGGCTGGATG TCATCCAGCGGGCCTCTT 28 2 40 19 224 18 60,077 60,689 35,100 28,500 3,765,878 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr637_3 3 87 118 9 2 AGC GCTGCTGCTGCTGCTGCTGCTGCTGCTGGTGGTGG NO 0 0 7 1 184 CTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGT CTGGAAGGTGGGCTGGATG CATCCAGCGGGCCTCTTG 28 1 40 19 223 18 60,077 60,516 35,100 30,200 3,592,736 G 319 CTTGCCGGGGCTCATGGGCACGGTGAAGGTCAGGCTGGTCTGGAAGGTGGGCTGGATGCCGGAGGAGTGGCGTTCGCGCTGGTGCAgctgctgctgctgctgctgctgctgctggtggtggtggtggtGCACCATCTCCGGCGTCAGGACGCCCAGCTTgggggTGCTGGCGTGCCGGTGGCGggaggaggaggaggaggaggaGCAAGAGGCCCGCTGGATGACGGGCGAGGCGGTGATGGGGCTGAAGCTGGCCGGCCGGAAGCCGAAGAGGGGCGAGGGCGAGGGAGAGGGCGCAGGCGAGAAGGGCGACTGGTTG

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 1 1 2 104 276 CCTACACCACATGGACTGCAGCCGTTCATAAANGCACCTACACCACATGGACTGCA GTTTCGGAGCCCTGAGGAAG 104 108 110 20 385 20 59,675 60,392 44,100 34,600 0.716407 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 3 109 290 CGCTGTGGTTGTACCTACACCACATGGACTGCAGCCCGCTGTGGTTGTACCTACAC CGTTTCGGAGCCCTGAGGAA 117 109 97 20 386 20 58,575 62,167 29,000 33,600 3,592,810 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Mar‐25 18 187 CCTACACCACATGGACTGCAGCCGTTCATAAANGCACCTACACCACATGGACTGCA TCTGCTGCCACAGAATCAACT 104 18 110 20 296 21 59,675 59,927 44,100 31,600 1,397,420 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Mar‐25 18 199 GCTGTGGTTGTACCTACACCACATGGACTGCAGCCGGCTGTGGTTGTACCTACACCA TCTGCTGCCACAGAATCAACT 115 18 98 21 296 21 59,929 59,927 41,700 31,600 2,143,877 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Mar‐25 18 200 CGCTGTGGTTGTACCTACACCACATGGACTGCAGCCCGCTGTGGTTGTACCTACAC TCTGCTGCCACAGAATCAACT 117 18 97 20 296 21 58,575 59,927 29,000 31,600 2,498,219 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 4 112 290 GCTGTGGTTGTACCTACACCACATGGACTGCAGCCGGCTGTGGTTGTACCTACACCA GCGTTTCGGAGCCCTGAG 115 112 98 21 387 18 59,929 60,816 41,700 33,500 3,886,718 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 4 111 290 CGCTGTGGTTGTACCTACACCACATGGACTGCAGCCCGCTGTGGTTGTACCTACAC CGTTTCGGAGCCCTGAGG 117 111 97 20 386 18 58,575 60,126 29,000 38,600 3,550,924 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Apr‐25 19 199 GCTGTGGTTGTACCTACACCACATGGACTGCAGCCGGCTGTGGTTGTACCTACACCA TCTGCTGCCACAGAATCAAC 115 19 98 21 296 20 59,929 58,473 41,700 31,800 2,598,105 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Apr‐75 102 274 TACACCACATGGACTGCAGCCGTTCATAAANGCAG TACACCACATGGACTGCAGC GTTTCGGAGCCCTGAGGAAG 102 108 112 20 385 20 60,322 60,392 52,500 34,600 0.713357 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 Apr‐75 18 185 TACACCACATGGACTGCAGCCGTTCATAAANGCAG TACACCACATGGACTGCAGC TCTGCTGCCACAGAATCAACT 102 18 112 20 296 21 60,322 59,927 52,500 31,600 1,394,370 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 93 265 TGGACTGCAGCCGTTCATAAANGCAGCTCACCACC TGGACTGCAGCCGTTCATAA GTTTCGGAGCCCTGAGGAAG 93 108 121 20 385 20 59,677 60,392 19,000 34,600 0.715095 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 51 218 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG GGAGCCCTGAGGAAGAGTCA 51 103 163 20 380 20 60,605 60,616 40,000 34,100 1,220,891 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 51 222 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG TTTCGGAGCCCTGAGGAAGA 51 107 163 20 384 20 60,605 60,544 40,000 28,700 1,149,137 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 51 223 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG GTTTCGGAGCCCTGAGGAAG 51 108 163 20 385 20 60,605 60,392 40,000 34,600 0.996574 F 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 19 134 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG TCTGCTGCCACAGAATCAAC 51 19 163 20 296 20 60,605 58,473 40,000 31,800 2,131,815 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 18 133 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG CTGCTGCCACAGAATCAACT 51 18 163 20 295 20 60,605 58,469 40,000 31,600 2,136,203 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 18 134 CAAGGGCAGCTATCGATGGGNAATAAATGCTNACCCAAGGGCAGCTATCGATGGG TCTGCTGCCACAGAATCAACT 51 18 163 20 296 21 60,605 59,927 40,000 31,600 1,677,587 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr648_4 4 234 24 8 1 AAT ATAATAATAATAATAATAATAATA ATA_234_257 0 0 6 18 176 TGGACTGCAGCCGTTCATAAANGCAGCTCACCACC TGGACTGCAGCCGTTCATAA TCTGCTGCCACAGAATCAACT 93 18 121 20 296 21 59,677 59,927 19,000 31,600 1,396,108 B 388 ATTGgcgcgcACATGCCGNANNNTNANNNNNANANNNATANNNNTNANNTNANNNNNGNTNNNNNANATTNNNNNCNGNNGCANCNCCCCTAACCNCGCTGTGGTTGTACCTACACCACATGGACTGCAGCCGTTCATAAANGCAGCTCACCACCAGCTTCGCAAGGGCAGCTATCGATGGGNAATAAATGCTNACCAACCGATTGgcgcgcACATNCCGTAAATTNNNNNNNataataataataataataataataNTANTAATGATAATAAATAGTTGATTCTGTGGCAGCAGACNTANNGCNCTTNCTAAGAGAATCTGTGNAGAGaaaaaaaNNNAGTTAACGTTTCGAGTCCGTATGACTCTTCCTCAGGGCTCCGAAACGCC

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 1 1 8 42 269 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT GAGAGAGAAAGGGATCTAAACAGA 42 132 30 27 298 24 58,514 57,216 24,000 34,100 15,269,918 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 9 43 270 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTC AGAGAGAGAAAGGGATCTAAACAGA 43 132 30 26 299 25 57,337 58,501 21,700 34,100 15,161,319 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 9 42 270 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT AGAGAGAGAAAGGGATCTAAACAGA 42 132 30 27 299 25 58,514 58,501 24,000 34,100 14,984,747 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 Sep‐75 21 159 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT AGAAATAGTGGGATAGACACAGAGA 42 21 30 27 188 25 58,514 58,564 24,000 31,000 14,922,236 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 Sep‐75 21 159 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTC AGAAATAGTGGGATAGACACAGAGA 43 21 30 26 188 25 57,337 58,564 21,700 31,000 15,098,808 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 10 43 208 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTC TGGAGACATGCATAGAGAGAGA 43 73 30 26 237 22 57,337 57,824 21,700 31,000 12,838,901 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 10 42 208 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT TGGAGACATGCATAGAGAGAGA 42 73 30 27 237 22 58,514 57,824 24,000 31,000 12,662,330 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 10 21 158 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT GAAATAGTGGGATAGACACAGAGA 42 21 30 27 187 24 58,514 57,283 24,000 31,000 15,203,143 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr649_3 3 99 44 11 1 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_99_142 0 0 11 42 208 TGAAGTCTACATGGCTACATAAATTCTATCTATGTA TGAAGTCTACATGGCTACATAAATTCT TGGAGACATGCATAGAGAGAGAA 42 72 30 27 237 23 58,514 58,459 24,000 28,700 13,026,925 F 299 ATTaaaaaTATCTGTTTGTCAATCTGTTTTGAAGTCTACATGGCTACATAAATTCTATCTATGTATCTCTTATTTAACAATCTATCTACCTCTATGTTtatctatctatctatctatctatctatctatctatctatctatcTCCGTATCAATTATATCtttttCTCTGTGTCTATCCCACTATTTCttttttCGCTGGATGTATCTANatatattctctctcTATGCATGTCTCCATCTAttttttctctctGTGTCTGTTTCTANTCATCTATCTGTTTAGATCCCTTtctctctcT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 4 9 121 GCACAGCGAAGGGACATACAAATACAGGATCCTGAGCACAGCGAAGGGACATACA CTTCATCTGAGGCAAAGGGC 51 9 141 20 261 20 60,391 58,899 22,900 51,900 1,492,462 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 9 128 TAATACGGCACAGCGAAGGGACATACAAATACAGGTAATACGGCACAGCGAAGGG CTTCATCTGAGGCAAAGGGC 58 9 134 20 261 20 60,179 58,899 39,500 51,900 1,280,426 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 9 150 AGGATAATGGCTGCCTGCTGCCTAATACGGCACAG AGGATAATGGCTGCCTGCTG CTTCATCTGAGGCAAAGGGC 80 9 112 20 261 20 60,179 58,899 44,100 51,900 1,280,329 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 0 118 TAATACGGCACAGCGAAGGGACATACAAATACAGGTAATACGGCACAGCGAAGGG GGCAAAGGGCTCTTCGTCA 58 0 134 20 251 19 60,179 60,303 39,500 43,500 1,481,605 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 0 140 AGGATAATGGCTGCCTGCTGCCTAATACGGCACAG AGGATAATGGCTGCCTGCTG GGCAAAGGGCTCTTCGTCA 80 0 112 20 251 19 60,179 60,303 44,100 43,500 1,481,509 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 28 169 AGGATAATGGCTGCCTGCTGCCTAATACGGCACAG AGGATAATGGCTGCCTGCTG ACCATCCTCCTCCTCGGATC 80 28 112 20 280 20 60,179 60,179 44,100 33,600 0.357945 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 28 207 TGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATGGGAGGAGCATGGCAATAC ACCATCCTCCTCCTCGGATC 118 28 74 20 280 20 59,817 60,179 18,900 33,600 0.362438 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 28 255 CTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGAT CTCATCGAGCAGGCCTCTTA ACCATCCTCCTCCTCGGATC 166 28 26 20 280 20 58,964 60,179 21,000 33,600 1,214,869 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 139 GCACAGCGAAGGGACATACAAATACAGGATCCTGAGCACAGCGAAGGGACATACA CCATCCTCCTCCTCGGATCT 51 27 141 20 279 20 60,391 59,886 22,900 27,500 0.505298 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 146 TAATACGGCACAGCGAAGGGACATACAAATACAGGTAATACGGCACAGCGAAGGG CCATCCTCCTCCTCGGATCT 58 27 134 20 279 20 60,179 59,886 39,500 27,500 0.293262 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 168 AGGATAATGGCTGCCTGCTGCCTAATACGGCACAG AGGATAATGGCTGCCTGCTG CCATCCTCCTCCTCGGATCT 80 27 112 20 279 20 60,179 59,886 44,100 27,500 0.293166 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 206 TGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATGGGAGGAGCATGGCAATAC CCATCCTCCTCCTCGGATCT 118 27 74 20 279 20 59,817 59,886 18,900 27,500 0.297659 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 208 CTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGCTTGGGAGGAGCATGGCAAT CCATCCTCCTCCTCGGATCT 120 27 72 20 279 20 60,397 59,886 35,600 27,500 0.510863 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 247 AGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGAGCAGGCCTCTTAAAGATGCA CCATCCTCCTCCTCGGATCT 158 27 33 21 279 20 59,717 59,886 39,600 27,500 1,397,197 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 27 254 CTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGAT CTCATCGAGCAGGCCTCTTA CCATCCTCCTCCTCGGATCT 166 27 26 20 279 20 58,964 59,886 21,000 27,500 1,150,090 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 9 188 TGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATGGGAGGAGCATGGCAATAC CTTCATCTGAGGCAAAGGGC 118 9 74 20 261 20 59,817 58,899 18,900 51,900 1,284,823 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 9 190 CTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGCTTGGGAGGAGCATGGCAAT CTTCATCTGAGGCAAAGGGC 120 9 72 20 261 20 60,397 58,899 35,600 51,900 1,498,027 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 9 191 CTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGCTTGGGAGGAGCATGGCAAT TCTTCATCTGAGGCAAAGGGC 120 9 72 20 262 21 60,397 60,340 35,600 51,900 1,737,100 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 9 190 CTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGCTTGGGAGGAGCATGGCAA CTTCATCTGAGGCAAAGGGC 121 9 72 19 261 20 60,001 58,899 45,200 51,900 2,101,853 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 6 94 GGAGACCACTCACCAGAGGAAGAGGTggaggaggag GGAGACCACTCACCAGAGGA CCATCCTCCTCCTCGGATCT 6 27 186 20 279 20 60,252 59,886 37,100 27,500 0.366000 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 6 95 GGAGACCACTCACCAGAGGAAGAGGTggaggaggag GGAGACCACTCACCAGAGGA ACCATCCTCCTCCTCGGATC 6 28 186 20 280 20 60,252 60,179 37,100 33,600 0.430779 F 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 9 9 260 ACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGACCAGTCACCTTTGGACTAGG CTTCATCTGAGGCAAAGGGC 189 9 2 21 261 20 59,021 58,899 30,200 51,900 3,079,912 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 9 9 261 ACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGACCAGTCACCTTTGGACTAGG TCTTCATCTGAGGCAAAGGGC 189 9 2 21 262 21 59,021 60,340 30,200 51,900 3,318,985 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr650_2 2 212 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 9 0 250 ACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGACCAGTCACCTTTGGACTAGG GGCAAAGGGCTCTTCGTCA 189 0 2 21 251 19 59,021 60,303 30,200 43,500 3,281,091 A 286 CACCAGTCACCTTTGGACTAGGATGCTCATCGAGCAGGCCTCTTAAAGATGCACTTCTGATGCCTTGGCCGCTTGGGAGGAGCATGGCAATACTCAACTGCAAGGGTATCAAGGATAATGGCTGCCTGCTGCCTAATACGGCACAGCGAAGGGACATACAAATACAGGATCCTGAGCTCAATGAGGGAGACCACTCACCAGAGGAAGAGGTggaggaggaggaggaggaggaTGACGAAGAGCCCTTTGCCTCAGATGAAGATCCgaggaggagGATGGTGACAAT

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 1 1 3 4 183 CAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaac CAGTTGGGTAAGAGAAGTCACCA ACCAAGCCTTGAGTCATCTGA 4 108 62 23 244 21 59,929 59,019 41,700 32,700 5,051,788 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 3 4 185 CAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaac CAGTTGGGTAAGAGAAGTCACCA TGACCAAGCCTTGAGTCATCT 4 110 62 23 246 21 59,929 59,019 41,700 29,000 5,051,788 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 4 6 228 TCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaaca TCCAGTTGGGTAAGAGAAGTCAC CCCACCTCACTTTCCTCCTT 6 152 60 23 287 20 59,676 58,932 36,700 33,600 4,392,100 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 4 4 179 CAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaac CAGTTGGGTAAGAGAAGTCACCA AGCCTTGAGTCATCTGACCT 4 105 62 23 240 20 59,929 58,050 41,700 38,500 5,020,822 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 4 4 225 AGTTGGGTAAGAGAAGTCACCATCTTcaacaacaaca AGTTGGGTAAGAGAAGTCACCA CCCACCTCACTTTCCTCCTT 4 152 63 22 287 20 58,685 58,932 41,700 33,600 4,382,814 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 4 4 226 CAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaac CAGTTGGGTAAGAGAAGTCACCA CCCACCTCACTTTCCTCCTT 4 152 62 23 287 20 59,929 58,932 41,700 33,600 4,139,143 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 6 64 287 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGAAGAACAGAAATGTACACAGCTCT CCCACCTCACTTTCCTCCTT 64 152 1 24 287 20 58,385 58,932 40,900 33,600 6,683,409 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 6 6 121 TCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaaca TCCAGTTGGGTAAGAGAAGTCAC TAATGATCCCATGGAGCGCC 6 45 60 23 180 20 59,676 59,963 36,700 65,300 3,360,711 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 6 4 118 AGTTGGGTAAGAGAAGTCACCATCTTcaacaacaaca AGTTGGGTAAGAGAAGTCACCA TAATGATCCCATGGAGCGCC 4 45 63 22 180 20 58,685 59,963 41,700 65,300 3,351,425 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 6 4 119 CAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaac CAGTTGGGTAAGAGAAGTCACCA TAATGATCCCATGGAGCGCC 4 45 62 23 180 20 59,929 59,963 41,700 65,300 3,107,755 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 7 64 286 AGAACAGAAATGTACACAGCTCTATTTTGATCTTGT AGAACAGAAATGTACACAGCTCT CCCACCTCACTTTCCTCCTT 64 152 2 23 287 20 57,779 58,932 40,900 33,600 6,288,831 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr653_2 2 89 27 9 1 AAC CAACAACAACAACAACAACAACAACAA NO 0 0 7 64 286 AGAACAGAAATGTACACAGCTCTATTTTGATCTTGT AGAACAGAAATGTACACAGCTCT CCCACCTCACTTTCCTCCTTT 64 151 2 23 287 21 57,779 59,575 40,900 31,100 6,646,159 B 305 AAGAACAGAAATGTACACAGCTCTATTTTGATCTTGTAGTTAAGCAATAAAATATTGATTCCAGTTGGGTAAGAGAAGTCACCATCTTcaacaacaacaacaacaacaacaacaaAAACTTATATTtatataGCACCTGTAACATAATGAAATGTCCCAAGGCGCTCCATGGGATCATTATAAAATAAAAGTATGACCCTGAGACACAAAAGGAGATATTAGGTCAGATGACTCAAGGCTTGGTCAAagagagagATTTTAATGAGAAAGGAGGAAAGTGAGGTGGGGAGGAagagagCAATAGG

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 1 1 3 70 240 AGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATAAGTAGTGTGACTGATCTCTCCCT CTCTCCACAGATGCTGTCAGA 99 70 14 23 253 21 59,732 59,176 42,000 32,700 5,091,943 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 65 218 tctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAA TCTCCCTTAAGCCAGCCTGA ACAGATGCTGTCAGACCTGC 86 65 30 20 247 20 60,253 60,037 38,600 48,500 0.289273 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 65 219 ctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAACTCTCCCTTAAGCCAGCCTG ACAGATGCTGTCAGACCTGC 87 65 29 20 247 20 59,820 60,037 48,500 48,500 0.216513 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 65 220 tctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAA TCTCTCCCTTAAGCCAGCCT ACAGATGCTGTCAGACCTGC 88 65 28 20 247 20 59,957 60,037 45,800 48,500 0.079911 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 65 244 ATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCATTCTCTTGCAGTAGTGTGACT ACAGATGCTGTCAGACCTGC 110 65 4 22 247 20 57,119 60,037 34,100 48,500 4,917,595 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 25 157 CCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGCCTTGGCCACATCCTCAAGT ACAGATGCTGTCAGACCTGC 25 65 91 20 247 20 59,961 60,037 31,600 48,500 0.075321 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 73 240 AGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTAGTGTGACTGATCTCTCCCT TCTCTCTCCACAGATGCTGTC 99 73 17 20 256 21 57,082 58,901 42,000 35,100 5,016,327 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 25 155 CCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGCCTTGGCCACATCCTCAAGT AGATGCTGTCAGACCTGCTG 25 63 91 20 245 20 59,961 59,750 31,600 44,100 0.288421 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 25 156 CCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGCCTTGGCCACATCCTCAAGT CAGATGCTGTCAGACCTGCT 25 64 91 20 246 20 59,961 59,750 31,600 42,400 0.288421 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 15 107 CCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGCCTTGGCCACATCCTCAAGT TCAGATTTCCAGCATCTGCA 25 15 91 20 197 20 59,961 57,207 31,600 44,100 2,832,032 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 15 108 TCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCA TCCTTGGCCACATCCTCAAG TCAGATTTCCAGCATCTGCA 26 15 90 20 197 20 59,671 57,207 30,200 44,100 3,122,548 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr655_2 2 136 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 5 15 108 CCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGCCTTGGCCACATCCTCAAGT TTCAGATTTCCAGCATCTGCA 25 15 91 20 198 21 59,961 57,924 31,600 44,100 3,114,823 F 269 GATATTCTCTTGCAGTAGTGTGACTGAtctctcCCTTAAGCCAGCCTGATACCTTCATGATTAAAAGTTTACTTTCACTATTGCTATGATCCTTGGCCACATCCTCAAGTTGTTGGTGAGATCCAGTTTTGGACCaataataataataataataataataatATaaaaaCAAAATAATGCAGATGCTGGAAATCTGAAATaaaaaCAGAAAATGCTGGaaaaaCTCAGCAGGTCTGACAGCATCTGTGgagagagaAACAGAGTTAACA

cons_gr657_2 2 55 103 9 1.5 AGAT AGATAGATAGATAGATAGATAGACAGACAGACACANO 1 1 21 0 174 ACAGGtagatagatagaCAGACAGATAGATAGACAGA ACAGGTAGATAGATAGACAGACAGA ACCTATCTATTCGTCTATCTGTCTG 21 0 9 25 182 25 57,618 57,085 34,100 35,100 15,297,081 F 209 ATAGATAGACAGGtagatagatagaCAGACAGATAGATAGACAGATAGATAGACagatagatagatagatagatagacagacagacACacagacagacagacagacagatagatagatagGtagatagatagatagatagatagatagatagatagaCAGACAGATAGACGAATAGATAGGTAGATAGATAATTAACTTCTACCAGTCC

cons_gr657_2 2 55 103 9 1.5 AGAT AGATAGATAGATAGATAGATAGACAGACAGACACANO 0 0 21 0 176 AGACAGGtagatagatagaCAGACAGATAGATAGACA AGACAGGTAGATAGATAGACAGACA ACCTATCTATTCGTCTATCTGTCTG 23 0 7 25 182 25 57,618 57,085 34,100 35,100 15,297,081 F 209 ATAGATAGACAGGtagatagatagaCAGACAGATAGATAGACAGATAGATAGACagatagatagatagatagatagacagacagacACacagacagacagacagacagatagatagatagGtagatagatagatagatagatagatagatagatagaCAGACAGATAGACGAATAGATAGGTAGATAGATAATTAACTTCTACCAGTCC

cons_gr657_2 2 55 103 9 1.5 AGAT AGATAGATAGATAGATAGATAGACAGACAGACACANO 0 0 23 0 176 AGACAGGtagatagatagaCAGACAGATAGATAGACA AGACAGGTAGATAGATAGACAGACAGA ACCTATCTATTCGTCTATCTGTCTG 21 0 7 27 182 25 59,709 57,085 34,100 35,100 15,206,709 F 209 ATAGATAGACAGGtagatagatagaCAGACAGATAGATAGACAGATAGATAGACagatagatagatagatagatagacagacagacACacagacagacagacagacagatagatagatagGtagatagatagatagatagatagatagatagatagaCAGACAGATAGACGAATAGATAGGTAGATAGATAATTAACTTCTACCAGTCC

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 18.75 94 298 GAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGGAGGAAGCAGCTTTCGCAAC CTTAGAGCTCCAGCACCTCA 143 94 111 20 408 20 60,110 58,810 41,700 38,600 1,299,762 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 18.75 94 300 ATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNATGAGGAAGCAGCTTTCGCA CTTAGAGCTCCAGCACCTCA 145 94 109 20 408 20 60,322 58,810 51,000 38,600 1,511,672 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19.75 94 299 GAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGGAGGAAGCAGCTTTCGCAAC TCTTAGAGCTCCAGCACCTCA 143 94 111 20 409 21 60,110 60,273 41,700 38,600 1,382,714 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 21 56 261 GAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGGAGGAAGCAGCTTTCGCAAC CCTCTTGCTACACAACCTGGT 143 56 111 20 371 21 60,110 59,928 41,700 40,000 1,182,341 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 21 56 263 ATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNATGAGGAAGCAGCTTTCGCA CCTCTTGCTACACAACCTGGT 145 56 109 20 371 21 60,322 59,928 51,000 40,000 1,394,250 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr658_4 4 274 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 21 56 264 CATGAGGAAGCAGCTTTCGCAACCACTGATCAANN CATGAGGAAGCAGCTTTCGC CCTCTTGCTACACAACCTGGT 146 56 108 20 371 21 59,902 59,928 47,000 40,000 1,170,707 A 418 AAACAATGTAATAGTAGATTTAGAAATGATGTGGCCAACACATTTTCTTAGAGCTCCAGCACCTCNAAATTTCCCACTGCACCCCTCTTGCTACACAACCTGGTCATCATGAGGAAGCAGCTTTCGCAACCACTGATCAANNNNGNAGCNNNNGNNNNNNGNNNNGGANGNNGNNGANNNGGANNNGGNGNNGAGNNNANNNGNANNGCTGNNNNNTNNNNTTTCNNNNCNNGCNNGNNNNGAAANNNNANNNNNCAGCNNTNCNNNTTCCTTctcctcctcctcctcctcctcCNCNTCCTNCNNNNCNTANCTTNNTNNGTNNNTGNNNANNNNNCTNNCNNNTNATGACCAGGTTGTGTAGCAAGAGGGGTGCAGTGGGAAATTTTGAGGTGCTGGAGCTCTAAGAAAATGTGTT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 1 1 8 0 151 GGCCGACAGATAGACAGCTGCAAAGGCAGATNGA GGCCGACAGATAGACAGCTG TTATTCCTGTCAGCAGCCTG 35 0 23 20 173 20 60,249 57,592 42,400 48,500 2,657,509 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 0 0 10 24 198 GGCAGAAAGACAGACGGACAGGCCGACAGATAGAGGCAGAAAGACAGACGGACA AGCTCATTTATGTTAACCGCTGA 55 24 3 20 200 23 59,966 58,487 40,200 42,600 4,546,946 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 0 0 10 23 198 GGCAGAAAGACAGACGGACAGGCCGACAGATAGAGGCAGAAAGACAGACGGACA AGCTCATTTATGTTAACCGCTGAG 55 23 3 20 200 24 59,966 59,428 40,200 33,500 4,605,893 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 0 0 10 22 197 GGCAGAAAGACAGACGGACAGGCCGACAGATAGAGGCAGAAAGACAGACGGACA GCTCATTTATGTTAACCGCTGAGA 55 22 3 20 199 24 59,966 59,429 40,200 32,700 4,604,276 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 0 0 10 0 153 CAGGCCGACAGATAGACAGCTGCAAAGGCAGATN CAGGCCGACAGATAGACAGC TTATTCCTGTCAGCAGCCTG 37 0 21 20 173 20 60,249 57,592 44,000 48,500 2,657,509 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr661_2 2 78 76 19 1 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGANO 0 0 10 0 171 GGCAGAAAGACAGACGGACAGGCCGACAGATAGAGGCAGAAAGACAGACGGACA TTATTCCTGTCAGCAGCCTG 55 0 3 20 173 20 59,966 57,592 40,200 48,500 2,441,775 A 200 CAGGCAGAAAGACAGACGGACAGGCCGACAGATAGACAGCTGCAAAGGCAGATNGATACATAAACAAACATATAAGCagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatCAGGCTGCTGACAGGAATAAATTCTCAGCGGTTAACATAAATGAGCT

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 1 1 4 61 219 TCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGATCTCGGAAGGTTGTAGGGCT TTTGCCAGTAGCTCTCGTCG 94 61 52 20 270 20 60,252 60,109 51,900 51,200 0.361375 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 34 140 AGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTAGCCATATTGCTCACTGCCC GGTGAGACTTACTCCCGCAG 34 42 112 20 251 20 60,467 59,826 53,600 51,800 0.640630 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 34 159 AGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTAGCCATATTGCTCACTGCCC TTTGCCAGTAGCTCTCGTCG 34 61 112 20 270 20 60,467 60,109 53,600 51,200 0.576195 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 33 139 GCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTGCCATATTGCTCACTGCCCT GGTGAGACTTACTCCCGCAG 33 42 113 20 251 20 60,467 59,826 51,900 51,800 0.640630 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 33 158 GCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTGCCATATTGCTCACTGCCCT TTTGCCAGTAGCTCTCGTCG 33 61 113 20 270 20 60,467 60,109 51,900 51,200 0.576195 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC
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cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 32 138 CCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTA CCATATTGCTCACTGCCCTG GGTGAGACTTACTCCCGCAG 32 42 114 20 251 20 58,684 59,826 44,500 51,800 1,489,398 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 4 31 138 CCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTA CCATATTGCTCACTGCCCTGT GGTGAGACTTACTCCCGCAG 31 42 114 21 251 20 60,409 59,826 40,000 51,800 1,582,948 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 8 61 234 AGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGC AGAGGAGCACAAGCATCTCG TTTGCCAGTAGCTCTCGTCG 109 61 37 20 270 20 59,825 60,109 40,400 51,200 0.284574 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 8 42 215 AGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGC AGAGGAGCACAAGCATCTCG GGTGAGACTTACTCCCGCAG 109 42 37 20 251 20 59,825 59,826 40,400 51,800 0.349009 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 9 69 241 GGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGCACAAGCATCTCGGAA GCCAATCAGATTTGCCAGTAGC 106 69 40 20 280 22 60,392 60,224 43,000 35,800 2,615,325 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 9 69 243 GAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTAGAGGAGCACAAGCATCTCGG GCCAATCAGATTTGCCAGTAGC 108 69 38 20 280 22 60,809 60,224 46,300 35,800 3,032,906 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr662_2 2 166 24 8 1 AAC CAACAACAACAACAACAACAACAA NO 0 0 9 69 244 AGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGC AGAGGAGCACAAGCATCTCG GCCAATCAGATTTGCCAGTAGC 109 69 37 20 280 22 59,825 60,224 40,400 35,800 2,398,967 F 280 GTGATGAACCATCCTTGATTTTAAGAGGTCAGAATTAGAGGAGCACAAGCATCTCGGAAGGTTGTAGGGCTATAGGAGATTACAGAGATAAGGGGCTGGATTTTACAGGGGAGCCATATTGCTCACTGCCCTGttttttaaaaaaaaaaGTTAAAGGCCGCCCAGcaacaacaacaacaacaacaacaaTGCCATTGGCCTAAACAAACagagagTGGGACTTTTGCTCCTCTGCGGGAGTAAGTCTCACCGACGAGAGCTACTGGCAAATCTGATTGGC

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 1 1 3 89 248 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT CCAAACTGATGTCTATTCGACCT 89 91 5 21 252 23 58,767 58,240 35,500 38,500 6,993,053 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 3 89 249 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT ACCAAACTGATGTCTATTCGACC 89 92 5 21 253 23 58,767 58,495 35,500 47,900 6,738,129 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 4 89 249 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT ACCAAACTGATGTCTATTCGACCT 89 91 5 21 253 24 58,767 59,777 35,500 38,500 6,456,303 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 58 212 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT TTTGGCTGGCATCTTGCTTC 89 58 5 21 216 20 58,767 59,395 35,500 38,600 2,837,848 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 56 210 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT TGGCTGGCATCTTGCTTCAT 89 56 5 21 214 20 58,767 60,324 35,500 25,700 2,557,270 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 38 158 CCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTACCACAGAATGGCATCGTTGT TGGCTGGCATCTTGCTTCAT 38 56 57 20 214 20 58,832 60,324 33,200 25,700 1,491,850 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 5 24 145 TCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACT TCGTTGTACAAGTGTGCCTGT TGGCTGGCATCTTGCTTCAT 24 56 70 21 214 20 60,135 60,324 40,000 25,700 1,458,639 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 6 57 211 CCAAGTTTCAGGCATGACAGTACAAATAAGATCAA CCAAGTTTCAGGCATGACAGT TTGGCTGGCATCTTGCTTCA 89 57 5 21 215 20 58,767 60,540 35,500 30,200 2,773,403 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 6 24 139 CGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTG CGTTGTACAAGTGTGCCTGT GGCATCTTGCTTCATAACACTTC 24 48 71 20 209 23 58,704 58,334 40,000 30,100 5,962,028 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 6 24 139 CGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTG CGTTGTACAAGTGTGCCTGT GGCATCTTGCTTCATAACACTTCT 24 47 71 20 209 24 58,704 59,603 40,000 28,500 5,693,208 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 6 24 139 CGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTG CGTTGTACAAGTGTGCCTGT GGCATCTTGCTTCATAACACTT 24 49 71 20 209 22 58,704 57,291 40,000 31,600 6,004,517 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr663_2 2 115 24 8 1 AAC AACAACAACAACAACAACAACAAC NO 0 0 6 24 144 CGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTG CGTTGTACAAGTGTGCCTGT TGGCTGGCATCTTGCTTCAT 24 56 71 20 214 20 58,704 60,324 40,000 25,700 1,619,791 F 258 ACAGCCAAGTTTCAGGCATGACAGTACAAATAAGATCAAATTCCATTATGGCTGAGCCACAGAATGGCATCGTTGTACAAGTGTGCCTGTTAtttttCTCAGTTACTGAAGTGTaacaacaacaacaacaacaacaacTTGTATTTAAGTAGCACCTTTAACGTAATAAGACATCTCAAATTCACAGAAGTGTTATGAAGCAAGATGCCAGCCAAATCTATGTGATATTAGGTCGAATAGACATCAGTTTGGTTCAAG

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 1 1 6 7 91 GGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATGGTTACATTGTGTCAGCGCG ATTCCTGGCTCTGGGATCGG 20 7 96 20 186 20 60,179 61,414 68,600 41,800 1,593,286 F 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 135 AATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGAATGGGAGGGCGAGGGTC ATTCCTGGCTCTGGGATCGG 66 7 52 18 186 20 61,091 61,414 44,600 41,800 4,504,592 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 136 CAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTCAATGGGAGGGCGAGGGTC ATTCCTGGCTCTGGGATCGG 66 7 51 19 186 20 62,407 61,414 44,600 41,800 4,820,656 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 136 CAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTCAATGGGAGGGCGAGGGT ATTCCTGGCTCTGGGATCGG 67 7 51 18 186 20 61,412 61,414 43,400 41,800 4,825,577 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 148 GATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGATATAGCGGGCCAATGGGA ATTCCTGGCTCTGGGATCGG 77 7 39 20 186 20 59,382 61,414 43,700 41,800 2,032,518 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 149 GGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGATATAGCGGGCCAATGGG ATTCCTGGCTCTGGGATCGG 78 7 38 20 186 20 60,394 61,414 40,000 41,800 1,808,413 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 6 7 161 GACGCAGGTGCCGGATATAGCGGGCCAATGGGAG GACGCAGGTGCCGGATATAG ATTCCTGGCTCTGGGATCGG 90 7 26 20 186 20 60,389 61,414 13,100 41,800 1,802,710 B 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 7 7 90 GGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATGGTTACATTGTGTCAGCGCG TTCCTGGCTCTGGGATCGG 20 7 96 20 185 19 60,179 61,066 68,600 41,800 2,245,618 F 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr668_2 2 136 24 8 1 CCG GGCGGCGGCGGCGGCGGCGGCGGC NO 0 0 8 7 90 GTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTTACATTGTGTCAGCGCGC ATTCCTGGCTCTGGGATCGG 19 7 97 20 186 20 60,789 61,414 68,600 41,800 2,203,444 F 186 GCCGATGAGGTAATGCGAATGCGGTGACGCAGGTGCCGGATATAGCGGGCCAATGGGAGGGCGAGGGTCGGGGTCACGTGGCGTGGGCGGGGAGAGGTTACATTGTGTCAgcgcgcGGCTGCAGTGCAACATTGTggcggcggcggcggcggcggcggcCTGATCCCCGATCCCAGAGCCAGGAAT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 1 1 2 8 264 AATGCTTCAAAGTCATACATTGCTAGAACCAActcct AATGCTTCAAAGTCATACATTGCT ACTTGCATGACTGGACGCAT 8 191 7 24 270 20 57,723 60,322 39,100 47,300 6,598,751 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 8 102 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT AGCCTCCATCTCTCCTACCA 8 30 8 23 109 20 57,090 59,063 39,100 32,500 6,847,062 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 8 197 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT TGATTCACAGAAGTTACTCTCCAC 8 121 8 23 204 24 57,090 58,216 39,100 40,200 11,693,797 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 8 197 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT TGATTCACAGAAGTTACTCTCCACT 8 120 8 23 204 25 57,090 59,460 39,100 40,000 11,449,958 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 8 263 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT ACTTGCATGACTGGACGCAT 8 191 8 23 270 20 57,090 60,322 39,100 47,300 6,231,540 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 5 196 TGCTTCAAAGTCATACATTGCTAGAACCAActcctcct TGCTTCAAAGTCATACATTGCTAGA TGATTCACAGAAGTTACTCTCCACT 5 120 9 25 204 25 58,827 59,460 24,300 40,000 11,712,966 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 5 262 TGCTTCAAAGTCATACATTGCTAGAACCAActcctcct TGCTTCAAAGTCATACATTGCTAGA ACTTGCATGACTGGACGCAT 5 191 9 25 270 20 58,827 60,322 24,300 47,300 6,494,549 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 3 1 186 TCAAAGTCATACATTGCTAGAACCAActcctcctcctcct TCAAAGTCATACATTGCTAGAACCA ACAGAAGTTACTCTCCACTAAACAGT 1 113 13 25 198 26 58,528 59,676 36,700 35,500 12,796,270 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 8 101 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT GCCTCCATCTCTCCTACCAC 8 29 8 23 108 20 57,090 58,955 39,100 41,600 6,954,231 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 8 118 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT GCAGGATGTGTTTATAAGCCTCC 8 43 8 23 125 23 57,090 59,434 39,100 43,000 9,475,522 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 8 119 AATGCTTCAAAGTCATACATTGCTAGAACCAActcct AATGCTTCAAAGTCATACATTGCT GCAGGATGTGTTTATAAGCCTCC 8 43 7 24 125 23 57,723 59,434 39,100 43,000 9,842,734 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 8 141 TCTAATGCTTCAAAGTCATACATTGCTAGAACCAAc TCTAATGCTTCAAAGTCATACATTGCT ACAGCTACATAACAATCTAGCAGGA 8 60 4 27 144 25 59,662 59,636 39,100 38,600 12,701,558 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 5 117 TGCTTCAAAGTCATACATTGCTAGAACCAActcctcct TGCTTCAAAGTCATACATTGCTAGA GCAGGATGTGTTTATAAGCCTCC 5 43 9 25 125 23 58,827 59,434 24,300 43,000 9,738,531 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4 1 188 TCAAAGTCATACATTGCTAGAACCAActcctcctcctcct TCAAAGTCATACATTGCTAGAACCA TCACAGAAGTTACTCTCCACTAAACA 1 115 13 25 200 26 58,528 59,677 36,700 28,300 12,794,985 B 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 4‐May 8 100 ATGCTTCAAAGTCATACATTGCTAGAACCAActcctccATGCTTCAAAGTCATACATTGCT CCTCCATCTCTCCTACCACGA 8 27 8 23 107 21 57,090 60,134 39,100 43,500 7,043,382 F 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 May‐75 8 90 CTCTAATGCTTCAAAGTCATACATTGCTAGAACCAA CTCTAATGCTTCAAAGTCATACATTGC CCACGAAATGAAGATGAAGATGAGG 9 8 3 27 92 25 59,357 59,993 35,600 38,600 12,650,408 A 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 May‐75 8 92 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACC GTCTCTAATGCTTCAAAGTCATACA CCACGAAATGAAGATGAAGATGAGG 13 8 1 25 92 25 57,166 59,993 22,900 38,600 12,841,497 A 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr669_2 2 39 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC CTC_39_59 0 0 8 8 90 TCTAATGCTTCAAAGTCATACATTGCTAGAACCAAc TCTAATGCTTCAAAGTCATACATTGCT ACCACGAAATGAAGATGAAGATGA 8 10 4 27 93 24 59,662 58,509 39,100 29,200 12,828,759 A 270 GTCTCTAATGCTTCAAAGTCATACATTGCTAGAACCAActcctcctcctcctcctcctcNNNATCTTCCTCATCTTCATCTTCATTTCGTGGTAGgagagaTGGAGGCTTATAAACACATCCTGCTAGATTGTTATGTAGCTGTTAAATAGAATAAAGGGATAAGATAGACTACTGTTTAGTGGAGAGTAACTTCTGTGAATCAGATACTATCAAAATCAGGCTAAAATTACGAAATTAAACTGAGaaaaaTGCGTCCAGTCATGCAAGT

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 1 1 15 8 126 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA CCATACATCTTGGAATGCAAACC 8 37 1 23 126 23 57,046 58,314 32,800 32,700 10,640,077 B 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 15 8 126 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA CCATACATCTTGGAATGCAAACCA 8 36 1 23 126 24 57,046 59,840 32,800 36,700 10,114,219 B 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 15 8 127 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA TCCATACATCTTGGAATGCAAACC 8 37 1 23 127 24 57,046 59,598 32,800 32,700 10,356,309 B 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 17 8 110 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA GCAAACCATTCCATTCCATTCCA 8 21 1 23 110 23 57,046 60,055 32,800 35,300 9,009,393 F 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 17 8 111 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA TGCAAACCATTCCATTCCATTCC 8 22 1 23 111 23 57,046 60,055 32,800 30,100 9,009,393 F 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 18.75 8 140 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA CCATTCAATTTCATCCATACATCTTG 8 48 1 23 140 26 57,046 57,188 32,800 30,200 14,766,300 B 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 19.75 8 140 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA CCATTCAATTTCATCCATACATCTTGG 8 47 1 23 140 27 57,046 59,129 32,800 36,100 13,825,107 B 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr671_2 2 32 35 7 1 AATGG ATGGAATGGAATGGAATGGAATGGAATGGAATGGANO 0 0 21 8 106 AATGTAATGGAATGGATGCCAAAATGGATGGatggaAATGTAATGGAATGGATGCCAAA ACCATTCCATTCCATTCCATCCA 8 17 1 23 106 23 57,046 60,052 32,800 34,100 9,006,110 F 150 AATGTAATGGAATGGATGCCAAAATGGATGGatggaatggaatggaatggaatggaatggaatggaAAGGAAGCCAAGATNAATGGatggaatggaatggaATGGTTTGCATTCCAAGATGTATGGATGAAATTGAATGGNATGGAATGA

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 1 1 6 2 106 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CTCTCATTGCACCTAGGCCC 2 32 2 20 107 20 60,320 60,179 44,400 58,000 0.498934 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 107 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG ACTCTCATTGCACCTAGGCC 2 33 2 20 108 20 60,320 59,456 44,400 51,900 0.863649 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 130 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG GCCTCACTCCAGGTCTCTCT 2 56 2 20 131 20 60,320 60,324 44,400 31,000 0.644175 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 155 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG GTGTTCGGGCACTGCTAGG 2 82 2 20 156 19 60,320 60,742 44,400 30,200 2,061,670 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 156 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CGTGTTCGGGCACTGCTA 2 84 2 20 157 18 60,320 60,049 44,400 34,900 2,368,497 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 169 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CTTGGCAGGAACCCGTGTT 2 96 2 20 170 19 60,320 60,528 44,400 33,200 1,848,209 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 210 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG TCCCTGGATGTCCCTGCTTT 2 136 2 20 211 20 60,320 60,846 44,400 35,100 1,166,327 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 214 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CTTCTCCCTGGATGTCCCTG 2 140 2 20 215 20 60,320 59,164 44,400 44,500 1,155,840 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 215 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG TCTTCTCCCTGGATGTCCCT 2 141 2 20 216 20 60,320 59,281 44,400 42,000 1,038,915 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 283 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CCGGTCACTTTCCTCCAGTT 2 209 2 20 284 20 60,320 59,603 44,400 31,600 0.716711 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 284 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG TCCGGTCACTTTCCTCCAGT 2 210 2 20 285 20 60,320 60,471 44,400 40,000 0.791111 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr672_3 3 24 32 8 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCA CTCA_24_55 0 0 6 2 285 CACTCACACCCTCTCAACCGCCctcactcactcactcactc CACTCACACCCTCTCAACCG CTCCGGTCACTTTCCTCCAG 2 211 2 20 286 20 60,320 59,752 44,400 38,600 0.567636 F 301 TCACTCACACCCTCTCAACCGCCctcactcactcactcactcactcactcactcaCCCACCCACTGTATCAGCAGGGGCAGGATTgggggCCTAGGTGCAATGAGAGTGGAagagagACCTGGAGTGAGGCCTGAGGCCTAGCAGTGCCCGAACACGGGTTCCTGCCAAGGGGAAGGCTGAGAGCCTGGCAAAAGCAGGGACATCCAGGGAGAAGAgggggAGAACTTGCAAGGATGTGAGGAAAATTGGGGCGACTCGAGGAGAACTGGAGGAAAGTGACCGGAGCCGGGCCAAAGCAGC

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 1 1 18 9 139 AATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACAATTCGGGACTCCCTCTGGT GTGAGAGTGTGAGTGAGTGAGA 52 9 118 20 256 22 60,253 59,118 40,000 32,700 3,134,256 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 9 177 GCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGGCCATTCCCAGGACCTCTTC GTGAGAGTGTGAGTGAGTGAGA 90 9 80 20 256 22 60,107 59,118 28,700 32,700 2,988,480 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 9 222 CCTTCCACTCGGACACTGACGATGTCCCGGAGAggg CCTTCCACTCGGACACTGAC GTGAGAGTGTGAGTGAGTGAGA 135 9 35 20 256 22 60,038 59,118 35,100 32,700 2,919,672 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 9 256 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCATCCGGAGTGGCCTCTTCC GTGAGAGTGTGAGTGAGTGAGA 170 9 1 19 256 22 61,067 59,118 34,600 32,700 4,948,512 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 5 135 AATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACAATTCGGGACTCCCTCTGGT GAGTGTGAGTGAGTGAGAGTGA 52 5 118 20 252 22 60,253 59,118 40,000 34,100 3,134,256 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 5 173 GCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGGCCATTCCCAGGACCTCTTC GAGTGTGAGTGAGTGAGAGTGA 90 5 80 20 252 22 60,107 59,118 28,700 34,100 2,988,480 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 5 218 CCTTCCACTCGGACACTGACGATGTCCCGGAGAggg CCTTCCACTCGGACACTGAC GAGTGTGAGTGAGTGAGAGTGA 135 5 35 20 252 22 60,038 59,118 35,100 34,100 2,919,672 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 5 252 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCATCCGGAGTGGCCTCTTCC GAGTGTGAGTGAGTGAGAGTGA 170 5 1 19 252 22 61,067 59,118 34,600 34,100 4,948,512 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 18 4 134 AATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACAATTCGGGACTCCCTCTGGT AGTGTGAGTGAGTGAGAGTGAG 52 4 118 20 251 22 60,253 59,116 40,000 35,100 3,136,754 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 20 11 179 GCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGGCCATTCCCAGGACCTCTTC GAGTGAGAGTGTGAGTGAGTGA 90 11 80 20 258 22 60,107 59,118 28,700 34,100 2,988,480 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 20 11 224 CCTTCCACTCGGACACTGACGATGTCCCGGAGAggg CCTTCCACTCGGACACTGAC GAGTGAGAGTGTGAGTGAGTGA 135 11 35 20 258 22 60,038 59,118 35,100 34,100 2,919,672 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr673_4 4 190 36 9 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCA CTCA_190_225 0 0 20 11 258 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCATCCGGAGTGGCCTCTTCC GAGTGAGAGTGTGAGTGAGTGA 170 11 1 19 258 22 61,067 59,118 34,600 34,100 4,948,512 F 337 ATCCGGAGTGGCCTCTTCCCCGGGGCTCCCATCGCCTTCCACTCGGACACTGACGATGTCCCGGAGAgggggCTGCTCAGCCATTCCCAGGACCTCTTCGTCGAGCTGGTGTCCGAGAATTCGGGACTCCCTCTGGTGCTGGCCCTGCGATACGAAGGTAGGTTCAACTGGtcactcactcacTGCTCNctcactcactcactcactcactcactcactcactcaCTCNCTCACTctcactcactcaCACTCTCACTCTCACTctcactcactcactcactcactcactcaCTCTCACTCTCACTCAcactcactcactcactcactcactcactCA

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 1 1 2 20 116 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG TCGGCGCAGGGAAGATTAAG 20 35 100 20 215 20 59,829 60,179 27,400 18,500 0.350538 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 3 20 181 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG AATTAAACCCGCCTCCGCTT 20 100 100 20 280 20 59,829 60,323 27,400 46,800 0.494542 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 3 20 206 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG GCCGTTTGTCATTGAATTGCC 20 124 100 20 305 21 59,829 59,274 27,400 45,200 1,897,703 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 3 20 207 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG TGCCGTTTGTCATTGAATTGC 20 125 100 20 306 21 59,829 58,598 27,400 35,600 2,573,759 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 3 17 203 GTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCAC GTCCTGCGTGAGTACAGTCG GCCGTTTGTCATTGAATTGCC 17 124 103 20 305 21 60,455 59,274 41,800 45,200 2,180,869 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 3 9 90 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG TGGAACTCACCAAAGCTGCT 20 9 100 20 189 20 59,829 59,817 27,400 42,400 0.354946 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 4 100 279 TACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGTACATTTGGATGTGGCCGCA AATTAAACCCGCCTCCGCTT 118 100 2 20 280 20 60,323 60,323 56,900 46,800 0.645994 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 4 35 214 TACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGTACATTTGGATGTGGCCGCA TCGGCGCAGGGAAGATTAAG 118 35 2 20 215 20 60,323 60,179 56,900 18,500 0.501990 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 4 20 117 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG CTCGGCGCAGGGAAGATTAA 20 36 100 20 216 20 59,829 60,179 27,400 14,000 0.350538 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 67 246 TACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGTACATTTGGATGTGGCCGCA GCCAGGACACTAAGACCCAG 118 67 2 20 247 20 60,323 59,749 56,900 44,500 0.573420 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 66 245 TACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGTACATTTGGATGTGGCCGCA CCAGGACACTAAGACCCAGC 118 66 2 20 246 20 60,323 59,749 56,900 48,500 0.573420 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 186 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT CCAGGACACTAAGACCCAGC 59 66 61 20 246 20 59,966 59,749 32,700 48,500 0.284572 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 220 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT AATTAAACCCGCCTCCGCTT 59 100 61 20 280 20 59,966 60,323 32,700 46,800 0.357146 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 221 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT AAATTAAACCCGCCTCCGCT 59 101 61 20 281 20 59,966 60,323 32,700 55,200 0.357146 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 296 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT GGGAACTCGACTTTGGACAGA 59 175 61 20 356 21 59,966 59,657 32,700 34,100 1,377,524 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 297 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT TGGGAACTCGACTTTGGACAG 59 176 61 20 357 21 59,966 59,930 32,700 35,100 1,104,192 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 59 297 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT TGGGAACTCGACTTTGGACA 59 177 61 20 357 20 59,966 58,875 32,700 40,200 1,158,839 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 36 156 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT CTCGGCGCAGGGAAGATTAA 59 36 61 20 216 20 59,966 60,179 32,700 14,000 0.213142 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 35 155 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT TCGGCGCAGGGAAGATTAAG 59 35 61 20 215 20 59,966 60,179 32,700 18,500 0.213142 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 20 147 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG CCAGGACACTAAGACCCAGC 20 66 100 20 246 20 59,829 59,749 27,400 48,500 0.421968 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 20 148 GGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATGGAGTCCTGCGTGAGTACAG GCCAGGACACTAAGACCCAG 20 67 100 20 247 20 59,829 59,749 27,400 44,500 0.421968 A 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr677_2 2 140 21 7 1 AGC AGCAGCAGCAGCAGCAGCAGC AGC_140_160 0 0 6 9 129 CGCTGACAGACTCTGGGTTTcccccAATcccccATCGT CGCTGACAGACTCTGGGTTT TGGAACTCACCAAAGCTGCT 59 9 61 20 189 20 59,966 59,817 32,700 42,400 0.217550 F 384 TTACATTTGGATGTGGCCGCAGAAATGCTCCGCGTTGGCCAGGGTACCAGTGAATGGCGGCGCTGACAGACTCTGGGTTTcccccAATcccccATCGTGGGAGTCCTGCGTGAGTACAGTCGGCGCTGCCGGATCACTTagcagcagcagcagcagcagcANNNCTTTAAGCAGCTTTGGTGAGTTCCAAGTCCCCTTAATCTTCCCTGCGCCGAGTGTGCCTTCTGCTGGGTCTTAGTGTCCTGGCATCAGGATGCGCCAAGCGGAGGCGGGTTTAATTTTCTGGCAATTCAATGACAAACGGCAAAATTTAAAACAAACCAGtttttAGACAGTCTGTCCAAAGTCGAGTTCCCATCTGAAGTTGCTAAACGTGCAATTGTG

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 17 6 138 GTCCCAGACCACTCACCAAATCATGAGACCCTATTC GTCCCAGACCACTCACCAAA GTGGAGAGGAGGAGGAGGG 72 6 151 20 288 19 59,528 60,076 32,800 43,000 1,548,070 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 17 6 139 TGTCCCAGACCACTCACCAAATCATGAGACCCTATT TGTCCCAGACCACTCACCAA GTGGAGAGGAGGAGGAGGG 73 6 150 20 288 19 60,693 60,076 36,700 43,000 1,768,355 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 17 6 145 TTCTCCTGTCCCAGACCACTCACCAAATCATGAGAC TTCTCCTGTCCCAGACCACT GTGGAGAGGAGGAGGAGGG 79 6 144 20 288 19 59,809 60,076 40,000 43,000 1,266,664 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 17 6 217 GACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGC GACAAATGCAAGGGCTGAGG GTGGAGAGGAGGAGGAGGG 151 6 72 20 288 19 59,471 60,076 38,600 43,000 1,604,978 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 17 6 281 TAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAATAGCTCATCCATCCTGCAGC GTGGAGAGGAGGAGGAGGG 215 6 8 20 288 19 59,604 60,076 52,500 43,000 1,471,285 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐12 147 TTCTCCTGTCCCAGACCACTCACCAAATCATGAGAC TTCTCCTGTCCCAGACCACT GGGTGGAGAGGAGGAGGAG 79 ‐12 144 20 270 19 59,809 60,076 40,000 36,900 1,266,664 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐12 219 GACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGC GACAAATGCAAGGGCTGAGG GGGTGGAGAGGAGGAGGAG 151 ‐12 72 20 270 19 59,471 60,076 38,600 36,900 1,604,978 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐12 283 TAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAATAGCTCATCCATCCTGCAGC GGGTGGAGAGGAGGAGGAG 215 ‐12 8 20 270 19 59,604 60,076 52,500 36,900 1,471,285 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐12 290 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCT GGCCAGTTAGCTCATCCATCC GGGTGGAGAGGAGGAGGAG 221 ‐12 1 21 270 19 60,544 60,076 35,100 36,900 2,619,914 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐12 290 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCT GGCCAGTTAGCTCATCCATC GGGTGGAGAGGAGGAGGAG 222 ‐12 1 20 270 19 58,110 60,076 35,100 36,900 2,965,144 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐13 139 GTCCCAGACCACTCACCAAATCATGAGACCCTATTC GTCCCAGACCACTCACCAAA GGTGGAGAGGAGGAGGAGG 72 ‐13 151 20 269 19 59,528 60,076 32,800 43,000 1,548,070 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐13 146 TTCTCCTGTCCCAGACCACTCACCAAATCATGAGAC TTCTCCTGTCCCAGACCACT GGTGGAGAGGAGGAGGAGG 79 ‐13 144 20 269 19 59,809 60,076 40,000 43,000 1,266,664 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐13 218 GACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGC GACAAATGCAAGGGCTGAGG GGTGGAGAGGAGGAGGAGG 151 ‐13 72 20 269 19 59,471 60,076 38,600 43,000 1,604,978 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 19 ‐13 282 TAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAATAGCTCATCCATCCTGCAGC GGTGGAGAGGAGGAGGAGG 215 ‐13 8 20 269 19 59,604 60,076 52,500 43,000 1,471,285 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr678_2 2 243 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 20 ‐13 290 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCT GGCCAGTTAGCTCATCCATCC GGGTGGAGAGGAGGAGGAGG 221 ‐13 1 21 270 20 60,544 62,598 35,100 43,000 4,141,860 F 304 GGCCAGTTAGCTCATCCATCCTGCAGCCCCAACTCTCATCCAAACAAGCTGaaaaaaCCTCAAATCTGTTAGACAAATGCAAGGGCTGAGGCTCCTGCACTCCTGCCCACTGAATCTACTTACCTGCCTCACTCACATTCATATTCTCCTGTCCCAGACCACTCACCAAATCATGAGACCCTATTCTAANAGNTGTGNCGNCCTCCTGGTACTAAGAANCCAGGTANCTNCNcccccccccActcctcctcctcctcctcctcTCCAccccctcctcctccTCTCCAcccccAcctcctcctCT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 1 1 2 6 139 TCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTCTTCATCCGACTTGCCAAT GTGTTAGGGAACGGAGAATCT 51 6 92 20 230 21 57,213 57,110 31,600 24,000 6,676,993 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 2 6 139 TCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTCTTCATCCGACTTGCCAATA GTGTTAGGGAACGGAGAATCT 50 6 92 21 230 21 57,095 57,110 19,000 24,000 7,794,320 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 99 295 TCTGCTCTAACAATCActctctctTAACCTACCTAtctctc TCTGCTCTAACAATCACTCTCTCT GGTTCCTGCAGCTCCTTCTC 111 99 28 24 322 20 58,740 60,392 31,000 28,700 5,652,751 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 53 233 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA GGTTCCTGCAGCTCCTTCTC 53 99 90 20 322 20 58,734 60,392 49,200 28,700 1,658,505 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 53 243 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA CCTGTCTGCCGGTTCCTG 53 111 90 20 332 18 58,734 60,047 49,200 38,600 3,313,070 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 53 244 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA ACCTGTCTGCCGGTTCCT 53 112 90 20 333 18 58,734 60,527 49,200 33,600 3,793,051 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 52 243 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCAA CCTGTCTGCCGGTTCCTG 52 111 90 21 332 18 59,377 60,047 45,200 38,600 3,670,203 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 23 157 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA AAGCAGGAAACAGCAGGTGT 53 23 90 20 246 20 58,734 60,107 49,200 41,600 1,372,697 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 14 148 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA ACAGCAGGTGTTAGGGAACG 53 14 90 20 237 20 58,734 59,965 49,200 39,500 1,301,074 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 4 9 139 TTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTATTCATCCGACTTGCCAATAATTT AGGTGTTAGGGAACGGAGAA 46 9 94 23 232 20 57,087 57,980 18,200 28,700 7,932,944 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 Apr‐25 98 294 TCTGCTCTAACAATCActctctctTAACCTACCTAtctctc TCTGCTCTAACAATCACTCTCTC GTTCCTGCAGCTCCTTCTCC 112 98 28 23 321 20 57,425 60,392 32,000 37,100 5,967,218 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 Apr‐25 98 294 TCTGCTCTAACAATCActctctctTAACCTACCTAtctctc TCTGCTCTAACAATCACTCTCTCT GTTCCTGCAGCTCCTTCTCC 111 98 28 24 321 20 58,740 60,392 31,000 37,100 5,652,751 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 Apr‐25 53 232 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA GTTCCTGCAGCTCCTTCTCC 53 98 90 20 321 20 58,734 60,392 49,200 37,100 1,658,505 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 Apr‐25 52 232 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCAA GTTCCTGCAGCTCCTTCTCC 52 98 90 21 321 20 59,377 60,392 45,200 37,100 2,015,638 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr680_2 2 163 41 9 1.5 AAT ATTATTATTATTAATATTATTATTATTATTATTATTATTATTAT_177_203 0 0 6 27 161 TCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTATCTCTTCATCCGACTTGCCA CGGAAAGCAGGAAACAGCAG 53 27 90 20 250 20 58,734 59,761 49,200 42,400 1,505,525 F 333 CCTGGTAAAACAGTACTGTATCATTGATCTGCTCTAACAATCActctctctTAACCTACCTAtctctcTGCAAAGTATCTCCCCATCTATCTCTTCATCCGACTTGCCAATAAtttttCACTTGTTTAATTAATTCCACAAACTTTATATTAAATGAAAGGAattattattattAAtattattattattattattattattatTNNNGCAGATTCTCCGTTCCCTAACACCTGCTGTTTCCTGCTTTCCGCGAGTTTGTCGGCGGTGGCGCTTCTCCTTCTGGGGATGATCCTTGTGGCCGGGAGAAGGAGCTGCAGGAACCGGCAGACAGGT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 1 1 3 30 151 AAGTCTCCAAATATCACTGCTCTAtttttGTTATAACC AAGTCTCCAAATATCACTGCTCT GAAAGGGAGCTGTTGCATTGT 45 30 94 23 244 21 57,310 59,385 40,900 27,100 7,305,856 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 3 27 148 AAGTCTCCAAATATCACTGCTCTAtttttGTTATAACC AAGTCTCCAAATATCACTGCTCT AGGGAGCTGTTGCATTGTTTG 45 27 94 23 241 21 57,310 59,658 40,900 29,300 7,032,638 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 3 26 147 AAGTCTCCAAATATCACTGCTCTAtttttGTTATAACC AAGTCTCCAAATATCACTGCTCT GGGAGCTGTTGCATTGTTTGA 45 26 94 23 240 21 57,310 59,659 40,900 26,900 7,031,352 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 3 26 198 CCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTCCTTTCCTACCTCCACGTTGT GGGAGCTGTTGCATTGTTTGA 98 26 43 21 240 21 59,653 59,659 33,200 26,900 2,687,611 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 4 65 240 CCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTCCTTTCCTACCTCCACGTTGT TGCTAGGGCTGAATATATTTGGCT 98 65 43 21 282 24 59,653 59,957 33,200 47,500 5,390,032 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 66 243 TCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAG TCTCCTTTCCTACCTCCACGT TGCTAGGGCTGAATATATTTGGC 101 66 40 21 282 23 59,923 58,665 44,900 45,200 5,412,093 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 65 243 TCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAG TCTCCTTTCCTACCTCCACGT TGCTAGGGCTGAATATATTTGGCT 101 65 40 21 282 24 59,923 59,957 44,900 47,500 5,119,987 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 27 202 TCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAG TCTCCTTTCCTACCTCCACGT AGGGAGCTGTTGCATTGTTTG 101 27 40 21 241 21 59,923 59,658 44,900 29,300 2,418,851 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 26 201 TCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAG TCTCCTTTCCTACCTCCACGT GGGAGCTGTTGCATTGTTTGA 101 26 40 21 240 21 59,923 59,659 44,900 26,900 2,417,566 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 0 102 TTTGTCAAGAAATCTGCTCATCCatctatctatctatctat TTTGTCAAGAAATCTGCTCATCC GGGAGCTGTTGCATTGTTTGA 0 26 139 23 240 21 57,366 59,659 35,100 26,900 6,974,718 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 0 103 TTTGTCAAGAAATCTGCTCATCCatctatctatctatctat TTTGTCAAGAAATCTGCTCATCC AGGGAGCTGTTGCATTGTTTG 0 27 139 23 241 21 57,366 59,658 35,100 29,300 6,976,003 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 5 0 106 TTTGTCAAGAAATCTGCTCATCCatctatctatctatctat TTTGTCAAGAAATCTGCTCATCC GAAAGGGAGCTGTTGCATTGT 0 30 139 23 244 21 57,366 59,385 35,100 27,100 7,249,222 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 6 73 290 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTTGATCAAGAGAATATTCCTGTCCA AAAGGATATGCTAGGGCTGAATAT 137 73 1 24 290 24 57,187 57,351 40,200 12,800 13,462,334 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 6 73 290 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTTGATCAAGAGAATATTCCTGTCCAT AAAGGATATGCTAGGGCTGAATAT 136 73 1 25 290 24 57,615 57,351 34,100 12,800 14,033,565 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr68_3 3 162 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_162_193 0 0 6 72 290 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTTGATCAAGAGAATATTCCTGTCCA AAAGGATATGCTAGGGCTGAATATA 137 72 1 24 290 25 57,187 57,244 40,200 0.8600 14,568,958 F 302 TGATCAAGAGAATATTCCTGTCCATATTTCCAAATTTCCTCTCCTTTCCTACCTCCACgttgttgttTTCTCAGTATAGATTTGGaaaaaTTAAAGTCTCCAAATATCACTGCTCTAtttttGTTATAACCTTTGAAATTTGTCAAGAAATCTGCTCATCCatctatctatctatctatctatctatctatctCACtttttGGAAGTATATGaaaaaTTTCAAACAATGCAACAGCTCCCTTTCTTTTCCTGCATTTAAGCCAAatatatTCAGCCCTAGCATATCCtttttATTTAGAACT

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 1 1 3 83 252 CAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAAGGGCAACTAGGGACAGG CCTGGCAGAATGGGTGAGAT 102 83 41 20 292 20 60,035 59,450 40,000 27,500 0.585006 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 3‐May 89 258 CAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAAGGGCAACTAGGGACAGG ACTTACCCTGGCAGAATGGG 102 89 41 20 298 20 60,035 59,374 40,000 40,000 0.660905 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 89 291 GCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCA GCAGTTCAAGAAGGCAGCTC ACTTACCCTGGCAGAATGGG 135 89 8 20 298 20 59,479 59,374 40,900 40,000 1,146,696 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 83 280 TCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGC TCAAGAAGGCAGCTCACCAC CCTGGCAGAATGGGTGAGAT 130 83 13 20 292 20 60,250 59,450 41,600 27,500 0.800417 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 13 182 CAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAAGGGCAACTAGGGACAGG GTCATCCTCGATCCCAAGGG 102 13 41 20 222 20 60,035 59,605 40,000 39,500 0.429620 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 2 129 CGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCCGAAGCCCACATCCCGTG TCCCAAGGGACAGCAGAAGA 62 2 83 18 211 20 60,820 60,474 49,400 28,700 3,293,289 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 1 128 CGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCCGAAGCCCACATCCCGTG CCCAAGGGACAGCAGAAGAG 62 1 83 18 210 20 60,820 60,036 49,400 28,500 2,855,225 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 1 170 CAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAAGGGCAACTAGGGACAGG CCCAAGGGACAGCAGAAGAG 102 1 41 20 210 20 60,035 60,036 40,000 28,500 0.070685 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 1 198 TCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGC TCAAGAAGGCAGCTCACCAC CCCAAGGGACAGCAGAAGAG 130 1 13 20 210 20 60,250 60,036 41,600 28,500 0.286097 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 0 127 CGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCCGAAGCCCACATCCCGTG CCAAGGGACAGCAGAAGAGG 62 0 83 18 209 20 60,820 60,036 49,400 36,900 2,855,225 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 0 169 CAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAAGGGCAACTAGGGACAGG CCAAGGGACAGCAGAAGAGG 102 0 41 20 209 20 60,035 60,036 40,000 36,900 0.070685 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 0 197 TCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGC TCAAGAAGGCAGCTCACCAC CCAAGGGACAGCAGAAGAGG 130 0 13 20 209 20 60,250 60,036 41,600 36,900 0.286097 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 6 0 198 TTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGG TTCAAGAAGGCAGCTCACCA CCAAGGGACAGCAGAAGAGG 131 0 12 20 209 20 59,526 60,036 41,700 36,900 0.509384 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 8 89 298 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACGACTGCGGCAGTTCAAGAAG ACTTACCCTGGCAGAATGGG 142 89 1 20 298 20 59,485 59,374 28,500 40,000 1,140,540 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr691_3 3 163 27 9 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 8 83 292 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACGACTGCGGCAGTTCAAGAAG CCTGGCAGAATGGGTGAGAT 142 83 1 20 292 20 59,485 59,450 28,500 27,500 1,064,641 F 306 GACTGCGGCAGTTCAAGAAGGCAGCTCACCACNACNTTTTCAAGGGCAACTAGGGACAGGTAATAAATGCTTGCTCAGCCAGCGAAGCCCACATCCCGTGAATGAATTTTaaaaaaGCCTGATAGCATTAAATGACAAAACAGGCTCGAGGGGCTAAATGGCcttcttcttcttcttcttcttcttcttCCTCTTCTGCTGTCCCTTGGGATCGAGGATGACTTCCTTCCACTCCAGATCAATGGGTCTTCAGATGGCTAACCTCATGAATGATCTCACCCATTCTGCCAGGGTAAGTCACTCTTC

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 1 1 4 103 291 GGGAGGTTCAATCGAGGCAATCATGAGATGATTAT GGGAGGTTCAATCGAGGCAA CTCGCAAGCCACTCAGTTCA 124 103 22 20 312 20 60,035 60,601 45,200 31,800 0.636485 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4 102 290 GGGAGGTTCAATCGAGGCAATCATGAGATGATTAT GGGAGGTTCAATCGAGGCAA TCGCAAGCCACTCAGTTCAG 124 102 22 20 311 20 60,035 60,601 45,200 30,200 0.636485 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4 102 296 GGTGGAGGGAGGTTCAATCGAGGCAATCATGAGA GGTGGAGGGAGGTTCAATCG TCGCAAGCCACTCAGTTCAG 130 102 16 20 311 20 60,108 60,601 33,400 30,200 0.708701 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4 16 156 ATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGATGTGCAAGTGTACGGGAGC CACAGAAGGAGGCCATTCGG 76 16 70 20 225 20 60,674 60,746 47,000 43,000 1,419,489 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4 16 204 GGGAGGTTCAATCGAGGCAATCATGAGATGATTAT GGGAGGTTCAATCGAGGCAA CACAGAAGGAGGCCATTCGG 124 16 22 20 225 20 60,035 60,746 45,200 43,000 0.781284 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4 16 210 GGTGGAGGGAGGTTCAATCGAGGCAATCATGAGA GGTGGAGGGAGGTTCAATCG CACAGAAGGAGGCCATTCGG 130 16 16 20 225 20 60,108 60,746 33,400 43,000 0.853499 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 4‐May 16 120 GGAGACAGGGCAATGGCACTCNGTCATAATGCTCAGGAGACAGGGCAATGGCAC CACAGAAGGAGGCCATTCGG 41 16 106 19 225 20 61,049 60,746 50,100 43,000 2,794,448 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 95 283 GGGAGGTTCAATCGAGGCAATCATGAGATGATTAT GGGAGGTTCAATCGAGGCAA CCACTCAGTTCAGGGCGATT 124 95 22 20 304 20 60,035 60,036 45,200 33,400 0.071449 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 95 285 GAGGGAGGTTCAATCGAGGCAATCATGAGATGATTGAGGGAGGTTCAATCGAGGC CCACTCAGTTCAGGGCGATT 126 95 20 20 304 20 60,179 60,036 47,000 33,400 0.215080 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 95 289 GGTGGAGGGAGGTTCAATCGAGGCAATCATGAGA GGTGGAGGGAGGTTCAATCG CCACTCAGTTCAGGGCGATT 130 95 16 20 304 20 60,108 60,036 33,400 33,400 0.143664 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 76 235 ATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGATGTGCAAGTGTACGGGAGC CCACTCAGTTCAGGGCGATT 76 95 70 20 304 20 60,674 60,036 47,000 33,400 0.709654 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 19 122 GGAGACAGGGCAATGGCACTCNGTCATAATGCTCAGGAGACAGGGCAATGGCAC GGCACAGAAGGAGGCCATT 41 19 106 19 227 19 61,049 60,000 50,100 31,600 3,048,999 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 5 19 158 ATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGATGTGCAAGTGTACGGGAGC GGCACAGAAGGAGGCCATT 76 19 70 20 227 19 60,674 60,000 47,000 31,600 1,674,040 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 6 18 122 GGAGACAGGGCAATGGCACTCNGTCATAATGCTCAGGAGACAGGGCAATGGCAC GGCACAGAAGGAGGCCATTC 41 18 106 19 227 20 61,049 61,034 50,100 26,700 3,082,895 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr692_4 4 166 24 8 1 AAT TATTATTATTATTATTATTATTAT TAT_166_189 0 0 6 18 158 ATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGATGTGCAAGTGTACGGGAGC GGCACAGAAGGAGGCCATTC 76 18 70 20 227 20 60,674 61,034 47,000 26,700 1,707,936 A 368 CTGACCTGGGAGTGTGGTGGAGGGAGGTTCAATCGAGGCAATCATGAGATGATTATTTGAATAGAAACAATGTGCAAGTGTACGGGAGCAGGGCGAGGGANNGCTGGAGACAGGGCAATGGCACTCNGTCATAATGCTCATTTGGAGATGTCCTTTTAATCTGCAtattattattattattattattatCANCAGACNCGACGGGCCGAATGGCCTCCTTCTGTGCCNTTATGCTTCTGTGATGTGACCATCGCTGGCAAGGCCGCCATTTGTTGCCTATCCATAATCGCCCTGAACTGAGTGGCTTGCGAGCACATTTCAGGAGGGCANGTAAGAGTCAAACACATTCCTGTGGGGCTGGAGTCCCA

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 1 1 2 47 231 CCAGTCAGCGAAGTCCACATCCCGTGAACAACAaat CCAGTCAGCGAAGTCCACAT CCAGGAGCATCAGCAAGACA 47 85 21 20 251 20 60,037 60,036 32,100 34,100 0.072677 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 2 47 232 CCAGTCAGCGAAGTCCACATCCCGTGAACAACAaat CCAGTCAGCGAAGTCCACAT TCCAGGAGCATCAGCAAGAC 47 86 21 20 252 20 60,037 59,749 32,100 30,100 0.288306 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 2 45 229 AGTCAGCGAAGTCCACATCCCGTGAACAACAaataa AGTCAGCGAAGTCCACATCC CCAGGAGCATCAGCAAGACA 45 85 23 20 251 20 59,752 60,036 35,100 34,100 0.283461 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 2 6 137 ACATCCCGTGAACAACAaataataataatNataataataA ACATCCCGTGAACAACAAATAAT TGTTGTGAAGTGCGGTACAGA 28 6 37 23 173 21 57,024 59,863 12,800 34,100 7,112,976 G 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 61 245 CAACAAATGTCGGCCCAGTCAGCGAAGTCCACATC CAACAAATGTCGGCCCAGTC CCAGGAGCATCAGCAAGACA 61 85 7 20 251 20 59,759 60,036 35,100 34,100 0.276670 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 60 244 AACAAATGTCGGCCCAGTCAGCGAAGTCCACATCC AACAAATGTCGGCCCAGTCA CCAGGAGCATCAGCAAGACA 60 85 8 20 251 20 60,179 60,036 34,100 34,100 0.214729 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 60 245 AACAAATGTCGGCCCAGTCAGCGAAGTCCACATCC AACAAATGTCGGCCCAGTCA TCCAGGAGCATCAGCAAGAC 60 86 8 20 252 20 60,179 59,749 34,100 30,100 0.430357 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 12 158 CCAGTCAGCGAAGTCCACATCCCGTGAACAACAaat CCAGTCAGCGAAGTCCACAT GTGACTGTTGTGAAGTGCGG 47 12 21 20 178 20 60,037 59,695 32,100 56,900 0.341657 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 8 139 ACATCCCGTGAACAACAaataataataatNataataataA ACATCCCGTGAACAACAAATAAT ACTGTTGTGAAGTGCGGTACA 28 8 37 23 175 21 57,024 60,135 12,800 29,000 7,110,333 G 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 3 7 138 ACATCCCGTGAACAACAaataataataatNataataataA ACATCCCGTGAACAACAAATAAT CTGTTGTGAAGTGCGGTACAG 28 7 37 23 174 21 57,024 59,473 12,800 27,400 7,502,580 G 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 4 11 157 CCAGTCAGCGAAGTCCACATCCCGTGAACAACAaat CCAGTCAGCGAAGTCCACAT TGACTGTTGTGAAGTGCGGT 47 11 21 20 177 20 60,037 60,108 32,100 56,800 0.144849 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr693_3 3 88 59 7 2 AAT ATAATAATAATACTAATAATAATAATAATAATTATA NO 0 0 4 11 170 AACAAATGTCGGCCCAGTCAGCGAAGTCCACATCC AACAAATGTCGGCCCAGTCA TGACTGTTGTGAAGTGCGGT 60 11 8 20 177 20 60,179 60,108 34,100 56,800 0.286900 D 286 AACGGGCAACAAATGTCGGCCCAGTCAGCGAAGTCCACATCCCGTGAACAACAaataataataatNataataataACATTAATAATGataataataataCtaataataataataataaTTATAACaataataataataataataatAAAATATCTGTACCGCACTTCACAACAGTCACATCTTTGGACCTCAAGGTTTTGATCTCAAGCGCNAATACATAAATAAGGTATTTGTCTTGCTGATGCTCCTGGAGGATTTAATGATGTAtttttCCTTGGGCCGAGTG

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 1 1 3 46 207 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA GGCTACTTCTCTGATGAAGACCA 46 81 1 22 207 23 59,960 59,551 41,700 40,200 5,488,764 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 3 46 208 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA TGGCTACTTCTCTGATGAAGACC 46 82 1 22 208 23 59,960 59,551 41,700 38,500 5,488,764 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 3 43 204 ACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACTCACCCAGTATTCACCATGG GGCTACTTCTCTGATGAAGACCA 43 81 4 22 207 23 59,760 59,551 36,600 40,200 5,688,672 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 3 1 124 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA TCACATCCAGAGGTCACTGC 46 1 1 22 124 20 59,960 59,390 41,700 44,000 2,649,920 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 46 243 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA TCCTGAGAATTGTGCATATGTTCT 46 116 1 22 243 24 59,960 58,252 41,700 30,100 7,788,147 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 43 240 ACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACTCACCCAGTATTCACCATGG TCCTGAGAATTGTGCATATGTTCT 43 116 4 22 243 24 59,760 58,252 36,600 30,100 7,988,056 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 28 148 ACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACTCACCCAGTATTCACCATGG TGTCCCATGTGCACATCTCC 43 28 4 22 151 20 59,760 60,035 36,600 37,100 2,274,806 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 28 151 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA TGTCCCATGTGCACATCTCC 46 28 1 22 151 20 59,960 60,035 41,700 37,100 2,074,897 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 0 120 ACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACTCACCCAGTATTCACCATGG CACATCCAGAGGTCACTGCA 43 0 4 22 123 20 59,760 59,677 36,600 44,100 2,562,302 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 4 0 123 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA CACATCCAGAGGTCACTGCA 46 0 1 22 123 20 59,960 59,677 41,700 44,100 2,362,394 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 5 46 240 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA TGAGAATTGTGCATATGTTCTTCCT 46 112 1 22 240 25 59,960 58,817 41,700 33,600 8,222,373 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 5 46 250 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA CACAGTTTCCTGAGAATTGTGCA 46 124 1 22 250 23 59,960 59,684 41,700 45,700 5,355,774 F 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 5 46 251 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA ACACAGTTTCCTGAGAATTGTGC 46 125 1 22 251 23 59,960 59,684 41,700 45,700 5,356,054 F 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 5 43 247 ACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACTCACCCAGTATTCACCATGG CACAGTTTCCTGAGAATTGTGCA 43 124 4 22 250 23 59,760 59,684 36,600 45,700 5,555,683 F 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr695_2 2 69 35 7 1 AAATT AAATTAAATTAAATTAAATTAAATTAAATTAAATT NO 0 0 6 31 154 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAG CCAACTCACCCAGTATTCACCA GCATGTCCCATGTGCACATC 46 31 1 22 154 20 59,960 59,898 41,700 30,600 2,141,505 A 285 CCAACTCACCCAGTATTCACCATGGGTAGATCTTAGGACACATGCTGAGATTAAATAAAATAAAACTAaaattaaattaaattaaattaaattaaattaaattTGCAGTGACCTCTGGATGTGACATGCAAGGAGATGTGCACATGGGACATGCCTAAGAGTTGACATGTCTGTGGAGTTAAGATGGTCTTCATCAGAGAAGTAGCCAAGTAATAAGGAAGAACATATGCACAATTCTCAGGAAACtgtgtgAAGAAGTAATAATGTAGACTAAATGATATTTTA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 1 1 3 2 122 aGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTG AGCAATCCAACAAGGCTAACA TGCAAATGAAACAGCAGCTGG 54 2 125 21 246 21 58,125 60,270 24,100 48,500 4,145,179 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 3 2 209 GCGACTTAACCAAGGTGAGGACATTGTTTACCTAtt GCGACTTAACCAAGGTGAGGA TGCAAATGAAACAGCAGCTGG 141 2 38 21 246 21 59,998 60,270 37,100 48,500 2,271,516 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 121 aGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTG AGCAATCCAACAAGGCTAACA GCAAATGAAACAGCAGCTGGA 54 1 125 21 245 21 58,125 60,000 24,100 38,600 3,875,356 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 122 aaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCT AAGCAATCCAACAAGGCTAACA GCAAATGAAACAGCAGCTGGA 54 1 124 22 245 21 58,770 60,000 24,100 38,600 4,230,193 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 208 GCGACTTAACCAAGGTGAGGACATTGTTTACCTAtt GCGACTTAACCAAGGTGAGGA GCAAATGAAACAGCAGCTGGA 141 1 38 21 245 21 59,998 60,000 37,100 38,600 2,001,692 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 209 AGCGACTTAACCAAGGTGAGGACATTGTTTACCTAtAGCGACTTAACCAAGGTGAGG GCAAATGAAACAGCAGCTGGA 142 1 37 21 245 21 59,998 60,000 38,600 38,600 2,002,147 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 240 TGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCG TGTTCTAGTTTGGGCTCGAAT GCAAATGAAACAGCAGCTGGA 173 1 6 21 245 21 57,304 60,000 33,400 38,600 4,695,889 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 241 TTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGTTGTTCTAGTTTGGGCTCGAA GCAAATGAAACAGCAGCTGGA 174 1 5 21 245 21 57,521 60,000 37,100 38,600 4,478,916 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr697_2 2 200 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 1 242 ATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAG ATTGTTCTAGTTTGGGCTCGA GCAAATGAAACAGCAGCTGGA 175 1 4 21 245 21 57,304 60,000 40,400 38,600 4,695,889 F 286 ATTATTGTTCTAGTTTGGGCTCGAATAAAAGATAGAAGCGACTTAACCAAGGTGAGGACATTGTTTACCTAttttttttttCTCTGAAAATATTTCTGTTATTTCAATTTGTGTTTTCCaaaaaaGCAATCCAACAAGGCTAACATAAtttttaaaaaGCTGCTTCCCTTTGTATGAGCTTGTTGAAATATTATTGAAAtattattattattattattattatTTCCAGCTGCTGTTTCATTTGCAGCAAGCAAAATGGACAGGGGCTTAATTTTAAGCATTATCA

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 1 1 12 0 158 CATCCACCTGGCATTCATTCGattccattccattccattccaCATCCACCTGGCATTCATTCG GGATGCGTGGATGGATTGGA 0 77 1 21 158 20 59,664 60,179 33,400 35,300 1,514,831 B 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 0 0 12 0 158 ATCCACCTGGCATTCATTCGattccattccattccattccat ATCCACCTGGCATTCATTCG AGGATGCGTGGATGGATTGG 0 78 2 20 159 20 58,316 60,179 33,400 31,600 1,862,953 B 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 0 0 12 0 159 CATCCACCTGGCATTCATTCGattccattccattccattccaCATCCACCTGGCATTCATTCG AGGATGCGTGGATGGATTGG 0 78 1 21 159 20 59,664 60,179 33,400 31,600 1,514,819 B 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 0 0 14 0 91 ATCCACCTGGCATTCATTCGattccattccattccattccat ATCCACCTGGCATTCATTCG TGGAATGGAATGGATGCCAAGA 0 9 2 20 92 22 58,316 60,024 33,400 30,200 3,708,120 F 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 0 0 14 0 92 CATCCACCTGGCATTCATTCGattccattccattccattccaCATCCACCTGGCATTCATTCG TGGAATGGAATGGATGCCAAGA 0 9 1 21 92 22 59,664 60,024 33,400 30,200 3,359,987 F 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr699_2 2 22 40 8 1 AATGG ATTCCATTCCATTCCATTCCATTCCATTCCATTCCATTNO 0 0 15 0 92 CATCCACCTGGCATTCATTCGattccattccattccattccaCATCCACCTGGCATTCATTCG TGGAATGGAATGGATGCCAAG 0 10 1 21 92 21 59,664 58,609 33,400 36,100 3,726,506 F 189 CATCCACCTGGCATTCATTCGattccattccattccattccattccattccattccattccATCCATCCATCTTGGCAtccattccattccatTTCATTCCTttccattccattccattccaTTTCATTCAATTCCAATCCAATCCATCCACGCATCCTGCCATTCACTCCATTCAATTCCATTCAAAT

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 1 1 2 21 136 ACCGTTGTGGGATCTAATGAGGACATTGANCTTCA ACCGTTGTGGGATCTAATGAGG CCCTATTATAATGGATGTTTGTGCC 33 21 92 22 227 25 59,829 58,076 38,600 50,100 9,094,718 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 2 21 137 ACCGTTGTGGGATCTAATGAGGACATTGANCTTCA ACCGTTGTGGGATCTAATGAGG TCCCTATTATAATGGATGTTTGTGCC 33 21 92 22 228 26 59,829 59,281 38,600 50,100 8,889,977 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 2 20 136 ACCGTTGTGGGATCTAATGAGGACATTGANCTTCA ACCGTTGTGGGATCTAATGAGG CCCTATTATAATGGATGTTTGTGCCT 33 20 92 22 227 26 59,829 59,279 38,600 47,500 8,891,814 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 3 21 182 TCATACTGCGAATTGACTGCAATAATTAGTAAAATATCATACTGCGAATTGACTGCA CCCTATTATAATGGATGTTTGTGCC 80 21 46 21 227 25 58,029 58,076 44,100 50,100 9,895,418 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 3 21 183 TCATACTGCGAATTGACTGCAATAATTAGTAAAATATCATACTGCGAATTGACTGCA TCCCTATTATAATGGATGTTTGTGCC 80 21 46 21 228 26 58,029 59,281 44,100 50,100 9,690,677 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 3 20 182 TCATACTGCGAATTGACTGCAATAATTAGTAAAATATCATACTGCGAATTGACTGCA CCCTATTATAATGGATGTTTGTGCCT 80 20 46 21 227 26 58,029 59,279 44,100 47,500 9,692,514 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 4 21 194 TCTTTCCAGAATCATACTGCGAATTGACTGCAATAA TCTTTCCAGAATCATACTGCGA TCCCTATTATAATGGATGTTTGTGCC 90 21 35 22 228 26 57,264 59,281 51,000 50,100 11,455,496 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 4 20 193 TCTTTCCAGAATCATACTGCGAATTGACTGCAATAA TCTTTCCAGAATCATACTGCGA CCCTATTATAATGGATGTTTGTGCCT 90 20 35 22 227 26 57,264 59,279 51,000 47,500 11,457,333 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr69_2 2 147 35 7 1 AAGAG GAAGAGAAGAGAAGAGAAGAGAAGAGAAGAGAA NO 0 0 11 21 221 GCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAGCTGCAGCTTAAACTTTACATGT TCCCTATTATAATGGATGTTTGTGCC 116 21 8 23 228 26 58,201 59,281 32,100 50,100 11,517,944 A 294 ATTTCAAGCTGCAGCTTAAACTTTACATGTCCAATCTTTCCAGAATCATACTGCGAATTGACTGCAATAATTAGTAAAATATTTTAGTTTTACCGTTGTGGGATCTAATGAGGACATTGANCTTCATTTTATGAACAACTGCCAGGgaagagaagagaagagaagagaagagaagagaagaTATTTAGCTGCCGAACCAAAAGGCACAAACATCCATTATAATAGGGATATAATTAATCTTTCTTAGACAGCAGTTAATGCAAATCATTTGAAAATAATATTCAACATTAGTGA

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 1 1 3 101 290 TCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTTCACGGGCTATAGTGGTCAC CCCACCCTTTAGCCCGAAA 123 101 26 20 315 19 58,891 59,619 36,700 34,600 2,489,852 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 3 101 291 TTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTTCACGGGCTATAGTGGTCAC CCCACCCTTTAGCCCGAAA 123 101 25 21 315 19 59,521 59,619 36,700 34,600 2,860,398 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 4 101 284 GCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATGCTATAGTGGTCACCAGGCC CCCACCCTTTAGCCCGAAA 117 101 32 20 315 19 59,893 59,619 51,900 34,600 1,487,970 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 4 101 289 CACGGGCTATAGTGGTCACCAGGCCACCTAAAATTACACGGGCTATAGTGGTCACC CCCACCCTTTAGCCCGAAA 122 101 27 20 315 19 59,896 59,619 40,200 34,600 1,485,379 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 4 101 291 TTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTTCACGGGCTATAGTGGTCA CCCACCCTTTAGCCCGAAA 124 101 25 20 315 19 58,145 59,619 40,200 34,600 3,236,371 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 5 101 285 GGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCAGGCTATAGTGGTCACCAGGC CCCACCCTTTAGCCCGAAA 118 101 31 20 315 19 59,893 59,619 48,500 34,600 1,487,970 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 5 20 204 GCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATGCTATAGTGGTCACCAGGCC CGAACGAGGTGCATAGCATG 117 20 32 20 235 20 59,893 59,421 51,900 40,600 0.685578 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 5 20 205 GGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCAGGCTATAGTGGTCACCAGGC CGAACGAGGTGCATAGCATG 118 20 31 20 235 20 59,893 59,421 48,500 40,600 0.685578 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 5 20 209 CACGGGCTATAGTGGTCACCAGGCCACCTAAAATTACACGGGCTATAGTGGTCACC CGAACGAGGTGCATAGCATG 122 20 27 20 235 20 59,896 59,421 40,200 40,600 0.682987 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 8 0 182 GCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATGCTATAGTGGTCACCAGGCC GCTTGTGAGGGTGGCCAT 117 0 32 20 213 18 59,893 59,964 51,900 44,000 2,143,150 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 8 0 183 GGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCAGGCTATAGTGGTCACCAGGC GCTTGTGAGGGTGGCCAT 118 0 31 20 213 18 59,893 59,964 48,500 44,000 2,143,150 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr6_3 3 169 27 9 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGA AGA_169_195 0 0 8 0 187 CACGGGCTATAGTGGTCACCAGGCCACCTAAAATTACACGGGCTATAGTGGTCACC GCTTGTGAGGGTGGCCAT 122 0 27 20 213 18 59,896 59,964 40,200 44,000 2,140,559 F 401 CTTAGCTGCTAGGTTCTTTGTTAATTCACGGGCTATAGTGGTCACCAGGCCACCTAAAATTAGTCATCGCCCAAAATCTACCTTGAATAAAAGATANCNTANCANNNNNNNNNNNNCNTNNANNNNANCNNNNTANNNGNNNNNGaaaaaaaaaaaaaaCGaaaaaaCagaagaagaagaagaagaagaagaagaATGGCCACCCTCACAAGCGCCATGCTATGCACCTCGTTCGCTCCCAGGAAGACCGCCGTGACAAGCCTGCGGGCCATCCCGGCAAACATGGGGAAGGCTCTTTTCGGGCTAAAGGGTGGGGCTGGCCGCgggggCCGCATAAAGGCAATGGCAGCGTACAAGGTGAAGCTCCTAACCCCGGAGGGTGAGCAGGAGATCGAGGTCCC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 1 1 2 29 170 GGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCAGGGTTCATTGCTCTTGCTCTG TCTGCCAGAGTTCAGATGGG 79 29 99 21 268 20 59,528 59,093 33,500 40,000 2,379,170 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 2 29 210 TATCTTGGCTGGCGAACCTGGCATACAGCACCGGG TATCTTGGCTGGCGAACCTG TCTGCCAGAGTTCAGATGGG 120 29 59 20 268 20 60,108 59,093 40,000 40,000 1,015,189 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 2 29 211 CTATCTTGGCTGGCGAACCTGGCATACAGCACCGG CTATCTTGGCTGGCGAACCT TCTGCCAGAGTTCAGATGGG 121 29 58 20 268 20 59,821 59,093 35,000 40,000 1,086,486 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 2 29 226 CGGATGGATGGCAGCCTATCTTGGCTGGCGAACCT CGGATGGATGGCAGCCTATC TCTGCCAGAGTTCAGATGGG 136 29 43 20 268 20 60,392 59,093 20,800 40,000 1,299,679 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 2 29 268 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAAGGTTGCTGCTGTATTTGCC TCTGCCAGAGTTCAGATGGG 178 29 1 20 268 20 59,109 59,093 45,200 40,000 1,798,169 B 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 2 26 116 CGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCCGCCAATAGCCTGTCCCTAG TCTGCCAGAGTTCAGATGGG 26 29 153 20 268 20 59,966 59,093 30,200 40,000 0.941545 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 3 42 241 CGGATGGATGGCAGCCTATCTTGGCTGGCGAACCT CGGATGGATGGCAGCCTATC GCTCAAGTTGTAGTATCTGCCA 136 42 43 20 283 22 60,392 58,138 20,800 49,200 4,254,033 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 3 42 242 TCGGATGGATGGCAGCCTATCTTGGCTGGCGAACC TCGGATGGATGGCAGCCTAT GCTCAAGTTGTAGTATCTGCCA 137 42 42 20 283 22 60,838 58,138 25,700 49,200 4,699,531 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 41 241 CGGATGGATGGCAGCCTATCTTGGCTGGCGAACCT CGGATGGATGGCAGCCTATC GCTCAAGTTGTAGTATCTGCCAG 136 41 43 20 283 23 60,392 59,132 20,800 48,500 4,260,270 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 29 140 CCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCT CCATCATTGGCGGTAAGGTG ATCTGCCAGAGTTCAGATGGG 49 29 130 20 269 21 58,976 59,510 40,000 40,000 2,513,921 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 29 156 TGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTTGCTCTGTTTCAATTGGCCA TCTGCCAGAGTTCAGATGGG 66 29 113 20 268 20 58,298 59,093 53,600 40,000 2,609,668 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 29 240 atatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGATATGCCCAAGCCTCGGATG TCTGCCAGAGTTCAGATGGG 150 29 29 20 268 20 59,963 59,093 35,100 40,000 0.944789 F 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 29 241 atatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGATATGCCCAAGCCTCGGATG ATCTGCCAGAGTTCAGATGGG 150 29 29 20 269 21 59,963 59,510 35,100 40,000 1,526,953 F 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 29 267 GGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGGGTTGCTGCTGTATTTGCCA TCTGCCAGAGTTCAGATGGG 177 29 2 20 268 20 59,397 59,093 49,200 40,000 1,510,048 B 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 4 24 114 CCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGCCAATAGCCTGTCCCTAGCG TCTGCCAGAGTTCAGATGGG 24 29 155 20 268 20 59,966 59,093 42,600 40,000 0.941545 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 6 23 113 CAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGACAATAGCCTGTCCCTAGCGG TCTGCCAGAGTTCAGATGGG 23 29 156 20 268 20 59,966 59,093 55,200 40,000 0.941545 A 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr701_2 2 199 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG NO 0 0 8 29 264 TGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCT TGCTGCTGTATTTGCCAGTG TCTGCCAGAGTTCAGATGGG 174 29 5 20 268 20 59,117 59,093 36,600 40,000 1,790,639 B 283 AGGTTGCTGCTGTATTTGCCAGTGatatatatGCCCAAGCCTCGGATGGATGGCAGCCTATCTTGGCTGGCGAACCTGGCATACAGCACCGGGTGCTGGGGTTCATTGCTCTTGCTCTGTTTCAATTGGCCATCATTGGCGGTAAGGTGAGTCGCCAATAGCCTGTCCCTAGCGGTTGGGTCGTAATCAGATGAAAATgaggaggaggaggaggaggagGTGGTGCTAGATGAAAGGAAATAAGCTTCCCCATCTGAACTCTGGCAGATACTACAACTTGAGC

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 1 1 3 7 289 GCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNGCCTGGAAGTAAGTGTTACGT CTTTCGAAACACTCTGTCCTATTT 201 7 29 21 317 24 57,964 57,213 35,700 14,000 9,823,160 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 0 0 3 7 289 GCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNGCCTGGAAGTAAGTGTTACGTTT CTTTCGAAACACTCTGTCCTATTT 199 7 29 23 317 24 59,189 57,213 36,000 14,000 10,598,581 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 0 0 3 7 289 GCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNGCCTGGAAGTAAGTGTTACGTT CTTTCGAAACACTCTGTCCTATTT 200 7 29 22 317 24 58,603 57,213 39,900 14,000 10,183,645 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 0 0 4 20 299 AGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNAGCCTGGAAGTAAGTGTTACGT TCCCGAGTCCTTTCGAAACA 201 20 28 22 326 20 59,368 58,958 35,700 28,300 3,673,774 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 0 0 4 12 298 TGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCN TGCCAAGCCTGGAAGTAAGT GTCCTTTCGAAACACTCTGTCC 208 12 23 20 320 22 59,229 59,199 22,400 40,200 3,572,238 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr70_4 4 251 36 12 1 AAG AGAAGAAGAAGAAGAAGAAGAAGAAGAAGAAGA NO 0 0 4 11 297 TGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCN TGCCAAGCCTGGAAGTAAGT TCCTTTCGAAACACTCTGTCCT 208 11 23 20 319 22 59,229 59,301 22,400 38,500 3,469,924 A 330 NNNNNANNNNCTTGGAAATGCTTGCCAAGCCTGGAAGTAAGTGTTACGTTTTNNCCNTCNNNNNANNNNCNNAANNGNATTAANNNNAANNNGAANNANAANNNNNANNNNANNANNNNGNTNNNNNNGNAGNNNTNNANNNNNNNNNNCNNNNNGNNCANNANCNNNNNANNCNGCANGTNNNCNTGNGTNGNNNNNGNNNNNCNGNNNNNNATTNANCCNNNTNNAAANTTANNNAAANNANTTAAGGagaagaagaagaagaagaagaagaagaagaagaagaNNACACAAAATAGGACAGAGTGTTTCGAAAGGACTCGGGAACTA

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 1 1 3 75 247 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CTGCAAGATCCTCCATCTCCA 75 108 1 19 247 21 59,394 59,233 29,000 38,600 3,373,080 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 75 253 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CCTCTCCTGCAAGATCCTCC 75 115 1 19 253 20 59,394 59,242 29,000 43,000 2,364,115 F 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 75 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG ACCTCTCTCCTCTCCTGCAA 75 123 1 19 261 20 59,394 59,589 29,000 40,800 2,017,444 F 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 54 192 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG TCCCGTTAAGTGGTAGGTGT 75 54 1 19 192 20 59,394 57,986 29,000 41,600 3,620,001 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 53 192 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG TCCCGTTAAGTGGTAGGTGTC 75 53 1 19 192 21 59,394 59,105 29,000 36,700 3,501,123 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 52 191 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CCCGTTAAGTGGTAGGTGTCA 75 52 1 19 191 21 59,394 59,380 29,000 35,800 3,225,819 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 13 151 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CCTGTGGAGTGCCTTGGAAT 75 13 1 19 151 20 59,394 59,961 29,000 30,100 1,644,736 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 75 252 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CTCTCCTGCAAGATCCTCCA 75 114 1 19 252 20 59,394 58,506 29,000 38,600 3,099,853 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 16 153 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CTCCTGTGGAGTGCCTTGG 75 16 1 19 153 19 59,394 60,003 29,000 36,100 2,608,860 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 14 152 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG TCCTGTGGAGTGCCTTGGAA 75 14 1 19 152 20 59,394 61,060 29,000 35,300 2,665,576 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 13 133 GCAATTTGTAAATATTTAGGCATCCAGcaacaacaaA GCAATTTGTAAATATTTAGGCATCCA CCTGTGGAGTGCCTTGGAAT 50 13 19 26 151 20 57,115 59,961 34,100 30,100 8,924,238 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 13 134 TGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATGCAATTTGTAAATATTTAGGCATCC CCTGTGGAGTGCCTTGGAAT 51 13 18 26 151 20 57,115 59,961 35,100 30,100 8,924,238 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 5 75 248 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTT TGCCAGGGAGCAGAAGATG CCTGCAAGATCCTCCATCTCC 75 109 1 19 248 21 59,394 59,928 29,000 37,100 2,678,006 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 5 13 134 TGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATGCAATTTGTAAATATTTAGGCATCCA CCTGTGGAGTGCCTTGGAAT 50 13 18 27 151 20 58,519 59,961 34,100 30,100 8,520,059 B 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 7 16 116 GCATCCAGcaacaacaaATTGCATTtatataTCATTAAA GCATCCAGCAACAACAAATTG CTCCTGTGGAGTGCCTTGG 36 16 38 21 153 19 57,201 60,003 23,200 36,100 4,802,005 F 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 7 14 115 GCATCCAGcaacaacaaATTGCATTtatataTCATTAAA GCATCCAGCAACAACAAATTG TCCTGTGGAGTGCCTTGGAA 36 14 38 21 152 20 57,201 61,060 23,200 35,300 4,858,721 F 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr711_4 4 95 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 7 13 114 GCATCCAGcaacaacaaATTGCATTtatataTCATTAAA GCATCCAGCAACAACAAATTG CCTGTGGAGTGCCTTGGAAT 36 13 38 21 151 20 57,201 59,961 23,200 30,100 3,837,882 F 261 TGCCAGGGAGCAGAAGATGCAATTTGTAAATATTTAGGCATCCAGcaacaacaaATTGCATTtatataTCATTAAAGATGCTAAATAAATGCAAgttgttgttgttgttgttgttgttTAATATGTAAGAAATTCCAAGGCACTCCACAGGAGCATAATCAGGCAAAATCTGACACCTACCACTTAACGGGATATTAGGACCAGTGTCCAAAAGCTTGGTCAAAGATGGAGATGGAGGATCTTGCAGGAGAGgagagaGGT

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 3 2 97 AAACACAGGACTTGCCACCACTAACTTTGCGAACACAAACACAGGACTTGCCACCA TGAATGCCCGGGTTCTAAACA 24 2 93 20 189 21 60,034 59,926 41,700 28,300 1,107,684 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 2 94 CACAGGACTTGCCACCACTAACTTTGCGAACACCTC CACAGGACTTGCCACCACTA TGAATGCCCGGGTTCTAAACA 21 2 96 20 189 21 59,604 59,926 27,400 28,300 1,470,519 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 2 96 AACACAGGACTTGCCACCACTAACTTTGCGAACACCAACACAGGACTTGCCACCAC TGAATGCCCGGGTTCTAAACA 23 2 94 20 189 21 60,752 59,926 41,600 28,300 1,825,726 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 2 149 CTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCAC CTAGGTTTGCCGTGGTTTGC TGAATGCCCGGGTTCTAAACA 76 2 41 20 189 21 60,040 59,926 36,800 28,300 1,113,611 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 2 150 GCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCAGCTAGGTTTGCCGTGGTTTG TGAATGCCCGGGTTCTAAACA 77 2 40 20 189 21 60,040 59,926 29,300 28,300 1,113,611 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 2 183 GCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCT GCTTTGTCCCTTCCGAGGAA TGAATGCCCGGGTTCTAAACA 110 2 7 20 189 21 59,964 59,926 33,600 28,300 1,110,389 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 6 191 ACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTACGCAGCTTTGTCCCTTCC CAATGAATGCCCGGGTTCTA 116 6 2 19 192 20 60,601 57,949 34,600 21,000 3,652,250 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 6 192 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGGACGCAGCTTTGTCCCTTCC CAATGAATGCCCGGGTTCTA 116 6 1 20 192 20 61,578 57,949 34,600 21,000 3,629,540 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr712_2 2 137 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 2 190 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGGACGCAGCTTTGTCCCTTCC ATGAATGCCCGGGTTCTAAACA 116 2 1 20 190 22 61,578 60,291 34,600 28,300 3,869,487 A 231 GACGCAGCTTTGTCCCTTCCGAGGAAGCCTCCTGAGTTCGCTAGGTTTGCCGTGGTTTGCGCTGTGCATCTTGCACAGGCTGGCCGCCATGAAAACACAGGACTTGCCACCACTAACTTTGCGAACACCTCAAGAAgaggaggaggaggaggaggaggaggaggagGATGTTTAGAACCCGGGCATTCATTGCAAAACAGTCCTACACCATTCCATTTACACATACTGACC

cons_gr714_3 3 174 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NO 1 1 8 18 115 CCCTCCTCTCCTTCTCCCTCTCGTCCTTCATTTGCTCC CCCTCCTCTCCTTCTCCCTC GTACAGACCGGCGAAGATCC 18 30 136 20 250 20 60,106 60,249 43,000 33,600 0.354658 F 268 cccccaaaaaaaaTGAAAGAGTGAACAAAatatatatatatatTTTTAACAATCtgtgtggggggggTGGGATaaaaaCACCGaaaaaaCAGGAGAAtttttttttttGCTGTCTTTCTAcccccccccTCCCTCCCCTCCTCTCCTTCTCCCTCTCGTCCTTCATTTGCTCCgaagaagaagaagaagaagaagaagaaCaaaaaTGATAATAAAATAGaaaaaGGGTTGGATCTTCGCCGGTCTGTACCTTTGTATAACTGGGCGA

cons_gr714_3 3 174 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NO 0 0 8 18 116 CCCTCCTCTCCTTCTCCCTCTCGTCCTTCATTTGCTCC CCCTCCTCTCCTTCTCCCTC GGTACAGACCGGCGAAGATC 18 31 136 20 251 20 60,106 60,249 43,000 27,500 0.354658 F 268 cccccaaaaaaaaTGAAAGAGTGAACAAAatatatatatatatTTTTAACAATCtgtgtggggggggTGGGATaaaaaCACCGaaaaaaCAGGAGAAtttttttttttGCTGTCTTTCTAcccccccccTCCCTCCCCTCCTCTCCTTCTCCCTCTCGTCCTTCATTTGCTCCgaagaagaagaagaagaagaagaagaaCaaaaaTGATAATAAAATAGaaaaaGGGTTGGATCTTCGCCGGTCTGTACCTTTGTATAACTGGGCGA

cons_gr714_3 3 174 27 9 1 AAG GAAGAAGAAGAAGAAGAAGAAGAAGAA NO 0 0 8 12 109 TCTCCTTCTCCCTCTCGTCCTTCATTTGCTCCgaagaagTCTCCTTCTCCCTCTCGTCC GTACAGACCGGCGAAGATCC 12 30 142 20 250 20 59,744 60,249 47,900 33,600 0.505413 F 268 cccccaaaaaaaaTGAAAGAGTGAACAAAatatatatatatatTTTTAACAATCtgtgtggggggggTGGGATaaaaaCACCGaaaaaaCAGGAGAAtttttttttttGCTGTCTTTCTAcccccccccTCCCTCCCCTCCTCTCCTTCTCCCTCTCGTCCTTCATTTGCTCCgaagaagaagaagaagaagaagaagaaCaaaaaTGATAATAAAATAGaaaaaGGGTTGGATCTTCGCCGGTCTGTACCTTTGTATAACTGGGCGA

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 1 1 2 110 299 ACCACATTTCCTACCTAATGGAGAACCTCCTAAGCA ACCACATTTCCTACCTAATGGAGA GTCTCAATTGGCCTGTGGGT 124 110 5 24 303 20 58,963 60,251 37,100 45,100 5,288,258 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 2 109 298 ACCACATTTCCTACCTAATGGAGAACCTCCTAAGCA ACCACATTTCCTACCTAATGGAGA TCTCAATTGGCCTGTGGGTG 124 109 5 24 302 20 58,963 60,251 37,100 46,100 5,288,214 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 2 109 298 ACCACATTTCCTACCTAATGGAGAACCTCCTAAGCA ACCACATTTCCTACCTAATGGAG TCTCAATTGGCCTGTGGGTG 125 109 5 23 302 20 57,626 60,251 38,600 46,100 5,625,109 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 3 77 247 CTGCACAATGCTACTGACGCTAGCCCCAGAACTATACTGCACAATGCTACTGACGC TCTCAATTGGCCTGTGGGTG 77 109 56 20 302 20 59,904 60,251 51,900 46,100 0.347232 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 3 52 190 CTGCACAATGCTACTGACGCTAGCCCCAGAACTATACTGCACAATGCTACTGACGC TGCACAGCATCAGAAAGGCA 77 52 56 20 245 20 59,904 60,538 51,900 47,500 0.633763 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 3 46 184 CTGCACAATGCTACTGACGCTAGCCCCAGAACTATACTGCACAATGCTACTGACGC GCATCAGAAAGGCAACAGGC 77 46 56 20 239 20 59,904 60,109 51,900 48,500 0.204880 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 77 251 CTGCACAATGCTACTGACGCTAGCCCCAGAACTATACTGCACAATGCTACTGACGC AGGGTCTCAATTGGCCTGTG 77 113 56 20 306 20 59,904 59,961 51,900 36,600 0.134679 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 71 245 AATGCTACTGACGCTAGCCCCAGAACTATATGTTGGAATGCTACTGACGCTAGCCC AGGGTCTCAATTGGCCTGTG 71 113 62 20 306 20 59,895 59,961 51,900 36,600 0.143784 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 Apr‐75 16 148 AATGCTACTGACGCTAGCCCCAGAACTATATGTTGGAATGCTACTGACGCTAGCCC TCACCTTCCCTCACAATCGC 71 16 62 20 209 20 59,895 60,036 51,900 45,800 0.141428 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 Apr‐75 16 154 CTGCACAATGCTACTGACGCTAGCCCCAGAACTATACTGCACAATGCTACTGACGC TCACCTTCCCTCACAATCGC 77 16 56 20 209 20 59,904 60,036 51,900 45,800 0.132323 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 5 38 208 TGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGTGGGTCACTGCACTAAAGGG TCTCAATTGGCCTGTGGGTG 38 109 95 20 302 20 59,600 60,251 39,500 46,100 0.651510 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 5 38 212 TGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGTGGGTCACTGCACTAAAGGG AGGGTCTCAATTGGCCTGTG 38 113 95 20 306 20 59,600 59,961 39,500 36,600 0.438957 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 5 25 124 TGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGTGGGTCACTGCACTAAAGGG TTCCACCTCTCACCTTCCCT 38 25 95 20 218 20 59,600 59,806 39,500 42,000 0.593787 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 5 21 120 TGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGTGGGTCACTGCACTAAAGGG ACCTCTCACCTTCCCTCACA 38 21 95 20 214 20 59,600 59,809 39,500 35,800 0.591277 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr716_2 2 153 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 5 16 115 TGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGTGGGTCACTGCACTAAAGGG TCACCTTCCCTCACAATCGC 38 16 95 20 209 20 59,600 60,036 39,500 45,800 0.436601 F 307 CAGTACCACATTTCCTACCTAATGGAGAACCTCCTAAGCACTGACATTTTCAACACTGCACAATGCTACTGACGCTAGCCCCAGAACTATATGTTGGGTCACTGCACTAAAGGGGTGGAATTTAATGAGGCCCTTGGGAACAAGTTGCGAGCtggtggtggtggtggtggtggNAgggggAGGTGGTTGGCGATTGTGAGGGAAGGTGAGAGGTGGAATGCCTGTTGCCTTTCTGATGCTGTGCAANTATCTTAGCAGTGGGGAAGGTCGAGACGGCCGTCCCACCCACAGGCCAATTGAGACCCTT

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 1 1 3 79 265 GCCATTTAGACCACTGGACCAAGATAGGTCAGGAT GCCATTTAGACCACTGGACCA GTGCCCTGTAGAGGATGCTG 79 86 33 21 297 20 59,996 60,179 40,200 44,100 1,183,339 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 3 0 182 GCCATTTAGACCACTGGACCAAGATAGGTCAGGAT GCCATTTAGACCACTGGACCA AATCATGTACTCACCAGGAAGTT 79 0 33 21 214 23 59,996 57,495 40,200 26,600 6,509,458 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 86 296 TGGTAACCCACTGCATCCAGATTTATCTCCAGCCAT TGGTAACCCACTGCATCCAG GTGCCCTGTAGAGGATGCTG 111 86 2 20 297 20 59,672 60,179 38,600 44,100 0.506986 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 86 297 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCA CTGGTAACCCACTGCATCCA GTGCCCTGTAGAGGATGCTG 112 86 1 20 297 20 59,672 60,179 34,100 44,100 0.506986 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 85 295 TGGTAACCCACTGCATCCAGATTTATCTCCAGCCAT TGGTAACCCACTGCATCCAG TGCCCTGTAGAGGATGCTGA 111 85 2 20 296 20 59,672 60,326 38,600 42,600 0.653502 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 79 262 GCCATTTAGACCACTGGACCAAGATAGGTCAGGAT GCCATTTAGACCACTGGACCA CCCTGTAGAGGATGCTGAGC 79 83 33 21 294 20 59,996 59,608 40,200 42,600 1,396,613 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 79 264 GCCATTTAGACCACTGGACCAAGATAGGTCAGGAT GCCATTTAGACCACTGGACCA TGCCCTGTAGAGGATGCTGA 79 85 33 21 296 20 59,996 60,326 40,200 42,600 1,329,855 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 1 183 GCCATTTAGACCACTGGACCAAGATAGGTCAGGAT GCCATTTAGACCACTGGACCA AAATCATGTACTCACCAGGAAGT 79 1 33 21 215 23 59,996 57,495 40,200 30,100 6,509,458 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 1 214 TGGTAACCCACTGCATCCAGATTTATCTCCAGCCAT TGGTAACCCACTGCATCCAG AAATCATGTACTCACCAGGAAGT 111 1 2 20 215 23 59,672 57,495 38,600 30,100 5,833,105 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 104 TGAATTCATGGGCAAGTCATGTtcatcatcatcatcatca TGAATTCATGGGCAAGTCATGT AATCATGTACTCACCAGGAAGTT 0 0 111 22 214 23 58,567 57,495 32,100 26,600 8,938,524 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 105 TGAATTCATGGGCAAGTCATGTtcatcatcatcatcatca TGAATTCATGGGCAAGTCATGT AAATCATGTACTCACCAGGAAGT 0 1 111 22 215 23 58,567 57,495 32,100 30,100 8,938,524 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 184 TGAATTCATGGGCAAGTCATGTtcatcatcatcatcatca TGAATTCATGGGCAAGTCATGT CCCTGTAGAGGATGCTGAGC 0 83 111 22 294 20 58,567 59,608 32,100 42,600 3,825,679 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 186 TGAATTCATGGGCAAGTCATGTtcatcatcatcatcatca TGAATTCATGGGCAAGTCATGT TGCCCTGTAGAGGATGCTGA 0 85 111 22 296 20 58,567 60,326 32,100 42,600 3,758,920 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 187 TGAATTCATGGGCAAGTCATGTtcatcatcatcatcatca TGAATTCATGGGCAAGTCATGT GTGCCCTGTAGAGGATGCTG 0 86 111 22 297 20 58,567 60,179 32,100 44,100 3,612,405 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 213 TGGTAACCCACTGCATCCAGATTTATCTCCAGCCAT TGGTAACCCACTGCATCCAG AATCATGTACTCACCAGGAAGTT 111 0 2 20 214 23 59,672 57,495 38,600 26,600 5,833,105 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 4 0 214 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCA CTGGTAACCCACTGCATCCA AATCATGTACTCACCAGGAAGTT 112 0 1 20 214 23 59,672 57,495 34,100 26,600 5,833,105 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 5 27 212 ACATAGTGCAATTCTCCCTCACTATAATTGAATTCATACATAGTGCAATTCTCCCTCACT CCCTGTAGAGGATGCTGAGC 27 83 83 23 294 20 59,479 59,608 34,100 42,600 3,913,462 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 5 27 214 ACATAGTGCAATTCTCCCTCACTATAATTGAATTCATACATAGTGCAATTCTCCCTCACT TGCCCTGTAGAGGATGCTGA 27 85 83 23 296 20 59,479 60,326 34,100 42,600 3,846,704 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 5 27 215 ACATAGTGCAATTCTCCCTCACTATAATTGAATTCATACATAGTGCAATTCTCCCTCACT GTGCCCTGTAGAGGATGCTG 27 86 83 23 297 20 59,479 60,179 34,100 44,100 3,700,188 G 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 5 0 132 ACATAGTGCAATTCTCCCTCACTATAATTGAATTCATACATAGTGCAATTCTCCCTCACT AATCATGTACTCACCAGGAAGTT 27 0 83 23 214 23 59,479 57,495 34,100 26,600 9,026,307 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr718_2 2 133 59 8 2 ATC TCATCATCATCATCATCATCATCATCGTCATTGTCAT NO 0 0 5 0 185 CCAGCCATTTAGACCACTGGACCAAGATAGGTCAG CCAGCCATTTAGACCACTGGA AATCATGTACTCACCAGGAAGTT 82 0 30 21 214 23 59,718 57,495 38,600 26,600 6,787,048 D 343 CTGGTAACCCACTGCATCCAGATTTATCTCCAGCCATTTAGACCACTGGACCAAGATAGGTCAGGATgagagaGTGAGACTAACATAGTGCAATTCTCCCTCACTATAATTGAATTCATGGGCAAGTCATGTtcatcatcatcatcatcatcatcaTCGTCATTGTCATCATAatcatcatcatcatcatcAACTTCCTGGTGAGTACATGATTTATAGaaaaaGACCAAAGTACTTTATACATTAGATCCAGAGGAATCTAAATGTCCAAAATGCTCAGCATCCTCTACAGGGCACCCAGGATCtgtgtgAACAGGATAAGAAATTTGTATTTCCTAAACCA

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 1 1 8 30 185 CAGGGACAGAGAACGAGACGGGgagagaGGgagagaCAGGGACAGAGAACGAGACG CCCTCTTCATCTGCTCATCTCT 69 30 134 20 318 22 59,831 59,033 41,800 31,000 3,136,431 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 186 GCAGGGACAGAGAACGAGACGGGgagagaGGgaga GCAGGGACAGAGAACGAGAC CCCTCTTCATCTGCTCATCTCT 70 30 133 20 318 22 60,109 59,033 33,600 31,000 3,076,240 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 188 GTGCAGGGACAGAGAACGAGACGGGgagagaGGgaGTGCAGGGACAGAGAACGAG CCCTCTTCATCTGCTCATCTCT 72 30 131 20 318 22 60,389 59,033 41,800 31,000 3,356,367 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 190 GAGTGCAGGGACAGAGAACGAGACGGGgagagaGGGAGTGCAGGGACAGAGAACG CCCTCTTCATCTGCTCATCTCT 74 30 129 20 318 22 60,389 59,033 39,500 31,000 3,356,367 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 191 CGAGTGCAGGGACAGAGAACGAGACGGGgagagaGCGAGTGCAGGGACAGAGAAC CCCTCTTCATCTGCTCATCTCT 75 30 128 20 318 22 60,389 59,033 30,100 31,000 3,356,367 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 237 CCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCCTTACGTACTCGAGAGGCG CCCTCTTCATCTGCTCATCTCT 121 30 82 20 318 22 59,696 59,033 55,200 31,000 3,271,299 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 263 ACTGCAGCCTGTCGATCATGGAATCACCTTACGTACACTGCAGCCTGTCGATCATG CCCTCTTCATCTGCTCATCTCT 147 30 56 20 318 22 60,462 59,033 30,700 31,000 3,428,717 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 264 CACTGCAGCCTGTCGATCATGGAATCACCTTACGTACACTGCAGCCTGTCGATCAT CCCTCTTCATCTGCTCATCTCT 148 30 55 20 318 22 60,462 59,033 24,500 31,000 3,428,717 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 285 TCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCG TCACCTTTGCCTTCCCAGTG CCCTCTTCATCTGCTCATCTCT 169 30 34 20 318 22 60,179 59,033 36,600 31,000 3,146,193 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 293 ACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCA ACCTCCAATCACCTTTGCCTT CCCTCTTCATCTGCTCATCTCT 176 30 26 21 318 22 59,852 59,033 43,500 31,000 4,115,018 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 293 ACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCA ACCTCCAATCACCTTTGCCT CCCTCTTCATCTGCTCATCTCT 177 30 26 20 318 22 59,220 59,033 47,500 31,000 3,747,198 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT
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cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 8 30 294 CACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCACACCTCCAATCACCTTTGCC CCCTCTTCATCTGCTCATCTCT 178 30 25 20 318 22 59,109 59,033 45,200 31,000 3,857,884 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 13 1 138 GGgagagaGGgagagagggggAAATGGATCTGTAGGT GGGAGAGAGGGAGAGAGGG TCTCTCTCACTCTCTCTAGCTTTG 50 1 154 19 291 24 59,458 58,815 43,000 27,700 6,727,126 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 13 0 136 GGgagagaGGgagagagggggAAATGGATCTGTAGGT GGGAGAGAGGGAGAGAGGG TCTCTCACTCTCTCTAGCTTTGT 50 0 154 19 289 23 59,458 58,083 43,000 28,300 6,459,057 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr71_2 2 223 44 8 1.5 ACAG AGAGAGAGAGAGACAGACAGACAGACAGACAGACNO 0 0 13 0 137 GGgagagaGGgagagagggggAAATGGATCTGTAGGT GGGAGAGAGGGAGAGAGGG CTCTCTCACTCTCTCTAGCTTTGT 50 0 154 19 290 24 59,458 59,056 43,000 28,300 6,485,377 F 330 ACAGaaaaaaaTAAGAATTaaaaaCACCTCCAATCACCTTTGCCTTCCCAGTGGCACTGCAGCCTGTCGATCATGGAATCACCTTACGTACTCGAGAGGCGATCATACCTCGAAAATCTCTGCCCTCCGAGTGCAGGGACAGAGAACGAGACGGGgagagaGGgagagagggggAAATGGATCTGTAGGTagagagATATGGAGAGGGATagagagACAAACagagagagagagacagacagacagacagacagacagacagacagACAAAGCTagagagagTgagagagaTGAGAAGAGATGAGCAGATGAAGAGGGGAACGGAGAATT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 1 1 3 13 195 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCTT TGTGTCCTCCTTTGCAACAGA 13 119 18 21 212 21 58,467 59,788 43,500 34,100 3,744,546 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 14 187 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT CCTTTGCAACAGAATGCTGAGT 14 110 18 20 204 22 57,773 59,705 47,500 34,100 4,522,312 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 14 188 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT TCCTTTGCAACAGAATGCTGAG 14 111 18 20 205 22 57,773 59,445 47,500 33,500 4,782,287 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 14 189 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT CTCCTTTGCAACAGAATGCTGA 14 112 18 20 206 22 57,773 59,445 47,500 42,600 4,782,287 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 14 195 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT TGTGTCCTCCTTTGCAACAGA 14 119 18 20 212 21 57,773 59,788 47,500 34,100 3,438,665 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 4 14 195 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT TGTGTCCTCCTTTGCAACAG 14 120 18 20 212 20 57,773 58,321 47,500 31,600 3,906,101 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 14 135 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT CACAAATGCCGTAATTAATGATCGC 14 55 18 20 152 25 57,773 59,885 47,500 45,800 7,342,434 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 6 14 134 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT ACAAATGCCGTAATTAATGATCGC 14 55 18 20 151 24 57,773 58,788 47,500 45,800 7,439,156 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr723_2 2 52 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 8 14 133 AGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAga AGCATGTTCTGGAAATGCCT CAAATGCCGTAATTAATGATCGCA 14 54 18 20 150 24 57,773 58,789 47,500 51,000 7,438,416 A 229 GTTGATTTGTTCTAACTAGCATGTTCTGGAAATGCCTTTAATTGGTTAGAAgatgatgatgatgatgatgatGAAGATGATGAGGATGATGCAGATTATAGCAATTTACAGCTATTGAATTTGTAATGCGATCATTAATTACGGCATTTGTGATGAGATAAAGTTCAACTGAACGAAATGTAACTCAGCATTCTGTTGCAAAGGAGGACACAAtttttttGGAGCGTTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 1 1 3 24 240 ACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA CATCTTTCCAGCTGTTCAGCA 24 154 13 20 252 21 58,928 58,843 47,500 44,100 3,229,183 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 24 241 CACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA CATCTTTCCAGCTGTTCAGCA 24 154 12 21 252 21 60,272 58,843 47,500 44,100 3,428,789 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 24 241 ACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA ACATCTTTCCAGCTGTTCAGC 24 155 13 20 253 21 58,928 58,842 47,500 42,600 3,230,003 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 2 90 ACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA TGTCCTAACATTGGTCATTGTCG 24 2 13 20 102 23 58,928 59,000 47,500 43,500 5,072,591 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 2 91 CACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA TGTCCTAACATTGGTCATTGTCG 24 2 12 21 102 23 60,272 59,000 47,500 43,500 5,272,197 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 2 92 ACACTGGAATTGTGGGTAGCCAATTTacacacAGCAAACACTGGAATTGTGGGTAGCC TGTCCTAACATTGGTCATTGTCG 25 2 11 21 102 23 60,272 59,000 39,300 43,500 5,272,252 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 0 216 acacacAGCAACCAAACAGCgatgatgatgatgatgatgat ACACACAGCAACCAAACAGC CATCTTTCCAGCTGTTCAGCA 0 154 37 20 252 21 59,827 58,843 44,000 44,100 2,330,172 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 0 217 acacacAGCAACCAAACAGCgatgatgatgatgatgatgat ACACACAGCAACCAAACAGC ACATCTTTCCAGCTGTTCAGCA 0 154 37 20 253 22 59,827 60,488 44,000 44,100 2,661,060 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 3 0 217 acacacAGCAACCAAACAGCgatgatgatgatgatgatgat ACACACAGCAACCAAACAGC ACATCTTTCCAGCTGTTCAGC 0 155 37 20 253 21 59,827 58,842 44,000 42,600 2,330,992 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 24 151 ACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA GCTTTGCAAACAATCCTAAACTGT 24 62 13 20 163 24 58,928 58,950 47,500 35,500 6,122,094 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 24 152 ACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA TGCTTTGCAAACAATCCTAAACTG 24 63 13 20 164 24 58,928 58,951 47,500 31,600 6,121,433 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 24 153 CACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCACTGGAATTGTGGGTAGCCA TGCTTTGCAAACAATCCTAAACTG 24 63 12 21 164 24 60,272 58,951 47,500 31,600 6,321,039 B 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 0 127 acacacAGCAACCAAACAGCgatgatgatgatgatgatgat ACACACAGCAACCAAACAGC GCTTTGCAAACAATCCTAAACTGT 0 62 37 20 163 24 59,827 58,950 44,000 35,500 5,223,083 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr727_2 2 57 21 7 1 ATC GATGATGATGATGATGATGAT NO 0 0 5 0 128 acacacAGCAACCAAACAGCgatgatgatgatgatgatgat ACACACAGCAACCAAACAGC TGCTTTGCAAACAATCCTAAACTG 0 63 37 20 164 24 59,827 58,951 44,000 31,600 5,222,422 F 274 GTCACTCGTAACACTGGAATTGTGGGTAGCCAATTTacacacAGCAACCAAACAGCgatgatgatgatgatgatgatGACGACAATGACCAATGTTAGGACATATGAAAACTACTCTGCTTTGGATATTANATTTATCTACAGTTTAGGATTGTTTGCAAAGCAAATCtttttGAGGTGGTTGATATTATGAGTTCTCATTTTAGGCATTTGTCAATAAACACCATAGTAATGCTGAACAGCTGGAAAGATGTTACAACATCATTGGCTTGCTT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 1 1 3 33 269 AGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTAGTCTCAAAGATGGCCGCC GCAGAGCCATCCGACCTC 178 33 3 19 271 18 60,078 59,892 61,300 38,500 3,186,097 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 4 33 207 CTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggCTGCCAGCACCCGAGGAC GCAGAGCCATCCGACCTC 117 33 65 18 271 18 62,767 59,892 38,500 38,500 6,875,208 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 5 33 153 CAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTT GCAGAGCCATCCGACCTC 62 33 119 19 271 18 60,894 59,892 33,200 38,500 4,001,761 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 5 33 250 cccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGCCCTCAGCAGTCACACCTG GCAGAGCCATCCGACCTC 159 33 22 19 271 18 60,004 59,892 40,000 38,500 3,112,033 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 33 153 CAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTTC GCAGAGCCATCCGACCTC 61 33 119 20 271 18 61,846 59,892 31,800 38,500 3,953,763 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 9 129 CAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTTC CCCAACTCCTCGCTTCCC 61 9 119 20 247 18 61,846 59,731 31,800 39,700 4,115,050 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 9 129 CAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTT CCCAACTCCTCGCTTCCC 62 9 119 19 247 18 60,894 59,731 33,200 39,700 4,163,048 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 9 226 cccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGCCCTCAGCAGTCACACCT CCCAACTCCTCGCTTCCC 160 9 22 18 247 18 58,524 59,731 40,000 39,700 5,745,627 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 9 226 cccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGCCCTCAGCAGTCACACCTG CCCAACTCCTCGCTTCCC 159 9 22 19 247 18 60,004 59,731 40,000 39,700 3,273,320 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 6 9 245 AGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTAGTCTCAAAGATGGCCGCC CCCAACTCCTCGCTTCCC 178 9 3 19 247 18 60,078 59,731 61,300 39,700 3,347,384 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 7 33 152 AGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTTC GCAGAGCCATCCGACCTC 61 33 120 19 271 18 60,598 59,892 31,800 38,500 3,706,084 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr730_2 2 200 21 7 1 AGG GAGGAGGAGGAGGAGGAGGAG GAG_200_220 0 0 7 9 128 AGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCAGCCAGAACGCCTGTGTTC CCCAACTCCTCGCTTCCC 61 9 120 19 247 18 60,598 59,731 31,800 39,700 3,867,371 F 275 CCAGTCTCAAAGATGGCCGcccccTCAGCAGTCACACCTGCGCCCGAACGCATGCGGGCACCTGCTGCCAGCACCCGAGGACCCCAGCAGCGTCATggggggggggCGCagagagGCCCAGCCAGAACGCCTGTGTTcccccAAATTAAACAGTCCCTTTCTcccccGCCGGGCTTGGGAGGGGAACGGAGCTCGGCGAgaggaggaggaggaggaggagGNNNGTggggggAAGCGAGGAGTTGGGGTTGCGGAGGTCGGATGGCTCTGCGCCT

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 1 1 13 6 117 TCGATCCCAGTCTGTTCCCATCTAATCCACATAACAaTCGATCCCAGTCTGTTCCCA TGGATGGTTGGATGGATGAGA 42 6 93 20 209 21 60,252 58,509 43,700 32,700 2,743,018 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 13 6 123 CCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACACCCTGTTCGATCCCAGTCTG TGGATGGTTGGATGGATGAGA 48 6 87 20 209 21 59,823 58,509 35,100 32,700 2,667,641 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 13 6 124 TCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCAC TCCCTGTTCGATCCCAGTCT TGGATGGTTGGATGGATGAGA 49 6 86 20 209 21 59,959 58,509 32,400 32,700 2,532,199 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 13 6 149 TGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATTGATCCCAGCCCTATCCCAA TGGATGGTTGGATGGATGAGA 74 6 61 20 209 21 60,029 58,509 41,200 32,700 2,520,124 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 13 6 151 TCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGTCTGATCCCAGCCCTATCCC TGGATGGTTGGATGGATGAGA 76 6 59 20 209 21 60,179 58,509 38,500 32,700 2,669,852 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 13 6 157 CTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCCTCAACTCTGATCCCAGCCC TGGATGGTTGGATGGATGAGA 82 6 53 20 209 21 59,820 58,509 51,900 32,700 2,670,897 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 16 6 208 AGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAAT AGCCCTATCCCAGTCTGACC TGGATGGTTGGATGGATGAGA 133 6 2 20 209 21 60,399 58,509 40,200 32,700 2,890,194 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 16 6 209 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAA CAGCCCTATCCCAGTCTGAC TGGATGGTTGGATGGATGAGA 134 6 1 20 209 21 59,244 58,509 35,100 32,700 3,246,647 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr731_2 2 155 28 7 1 ATCC CCATCCATCCATCCATCCATCCATCCAT NO 0 0 16 5 208 AGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAAT AGCCCTATCCCAGTCTGACC TGGATGGTTGGATGGATGAGAA 133 5 2 20 209 22 60,399 59,148 40,200 28,700 3,251,055 B 211 CAGCCCTATCCCAGTCTGACCCCAGCTCAATTCTAATCTGATCCCACCACTACTCAACTCTGATCCCAGCCCTATCCCAATCTGATCCCTGTTCGATCCCAGTCTGTTCCCATCTAATCCACATAACAatccatccatccatccAACCACATAAccatccatccatccatccatccatccatCCACATTCTCATCCATCCAACCATCCATC

cons_gr738_2 2 47 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 1 1 18 16 95 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA TGATGGTGCTGATGCTGCTT 18 16 9 20 103 20 59,963 60,323 44,100 39,100 0.359677 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 18 15 94 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA GATGGTGCTGATGCTGCTTC 18 15 9 20 102 20 59,963 59,619 44,100 38,600 0.417678 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 18 14 93 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA ATGGTGCTGATGCTGCTTCT 18 14 9 20 101 20 59,963 60,034 44,100 28,500 0.070970 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 1 14 20 97 GCACCATCACTAGAAGCAGCATCAGCACCATCACCAGCACCATCACTAGAAGCAGC AACGTGCTGATGCTGAAGCT 20 22 71 20 167 20 58,987 60,605 52,500 37,400 1,617,621 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 15 20 98 AGCACCATCACTAGAAGCAGCATCAGCACCATCAC AGCACCATCACTAGAAGCAGC AACGTGCTGATGCTGAAGCT 20 22 70 21 167 20 60,407 60,605 52,500 37,400 2,011,394 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 15 19 93 GCACCATCACTAGAAGCAGCATCAGCACCATCACCAGCACCATCACTAGAAGCAGC TGCTGATGCTGAAGCTGCT 20 19 71 20 163 19 58,987 60,003 52,500 42,400 2,015,342 A 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 9 90 AGAAGCAGCATCAGCACCATCACCANCAAcagcagc AGAAGCAGCATCAGCACCAT TGGTAACGTGCTGATGCTGA 9 26 82 20 171 20 60,034 59,680 35,500 42,600 0.354431 F 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 9 91 AGAAGCAGCATCAGCACCATCACCANCAAcagcagc AGAAGCAGCATCAGCACCAT CTGGTAACGTGCTGATGCTG 9 27 82 20 172 20 60,034 59,277 35,500 44,100 0.757794 F 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 9 94 AGAAGCAGCATCAGCACCATCACCANCAAcagcagc AGAAGCAGCATCAGCACCAT CTGCTGGTAACGTGCTGATG 9 30 82 20 175 20 60,034 59,277 35,500 30,700 0.757794 F 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 9 145 AGAAGCAGCATCAGCACCATCACCANCAAcagcagc AGAAGCAGCATCAGCACCAT TTGCTGGTGATGGTGCTCAT 9 81 82 20 226 20 60,034 59,961 35,500 29,000 0.072980 B 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 8 144 GAAGCAGCATCAGCACCATCACCANCAAcagcagcagGAAGCAGCATCAGCACCATC TTGCTGGTGATGGTGCTCAT 8 81 83 20 226 20 59,619 59,961 35,100 29,000 0.419688 B 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 7 143 AAGCAGCATCAGCACCATCACCANCAAcagcagcagc AAGCAGCATCAGCACCATCA TTGCTGGTGATGGTGCTCAT 7 81 84 20 226 20 60,323 59,961 30,700 29,000 0.361687 B 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 18 4 139 CAGCATCAGCACCATCACCANCAAcagcagcagcagca CAGCATCAGCACCATCACCA TGCTGGTGATGGTGCTCATG 4 80 87 20 225 20 60,679 60,679 41,700 30,700 1,357,368 B 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 111 15 5 1 AGC CAGCAGCAGCAGCAG NO 0 0 20 6 163 agcagcaTCAGCACCATCACTAGAAGCAGCATCAGCAAGCAGCATCAGCACCATCAC CTGGTGATGGTGCTCATGCT 6 78 85 20 223 20 61,030 60,394 30,600 37,900 1,424,432 B 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 1 Oct‐75 18 163 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA TGGTAACGTGCTGATGCTGA 18 26 9 20 171 20 59,963 59,680 44,100 42,600 0.356640 G 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 Oct‐75 18 164 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA CTGGTAACGTGCTGATGCTG 18 27 9 20 172 20 59,963 59,277 44,100 44,100 0.760004 G 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 11 18 158 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA ACGTGCTGATGCTGAAGCT 18 22 9 20 166 19 59,963 60,004 44,100 37,400 1,040,669 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 12 18 159 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA AACGTGCTGATGCTGAAGCT 18 22 9 20 167 20 59,963 60,605 44,100 37,400 0.641370 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 Dec‐75 3 137 AGTGCCATCAACAGCAGCANCAGAAGCAGNATCACAGTGCCATCAACAGCAGCA CTGCCGGTGATGGTGCTG 18 3 10 19 146 18 60,228 61,130 44,100 44,100 4,357,838 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 Dec‐75 3 138 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA CTGCCGGTGATGGTGCTG 18 3 9 20 146 18 59,963 61,130 44,100 44,100 3,166,091 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 Dec‐75 3 139 ATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA CTGCCGGTGATGGTGCTG 18 3 8 21 146 18 60,340 61,130 44,100 44,100 4,469,809 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 15 18 155 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA TGCTGATGCTGAAGCTGCT 18 19 9 20 163 19 59,963 60,003 44,100 42,400 1,039,091 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 16 21 241 GCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNGCAATAGTGCCATCAACAGCA GATGGTGCTGCTGCTGCT 21 102 5 21 245 18 59,526 60,751 44,100 42,400 4,224,314 G 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 16 21 242 GCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNGCAATAGTGCCATCAACAGCA TGATGGTGCTGCTGCTGC 21 103 5 21 246 18 59,526 61,060 44,100 52,500 4,533,677 G 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 16.75 18 215 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA CTGGTGATGGTGCTCATGCT 18 78 9 20 223 20 59,963 60,394 44,100 37,900 0.430534 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 16.75 18 217 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA TGCTGGTGATGGTGCTCATG 18 80 9 20 225 20 59,963 60,679 44,100 30,700 0.715274 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 16.75 18 218 TAGTGCCATCAACAGCAGCANCAGAAGCAGNATCATAGTGCCATCAACAGCAGCA TTGCTGGTGATGGTGCTCAT 18 81 9 20 226 20 59,963 59,961 44,100 29,000 0.075189 D 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr738_2 2 47 79 7 2 AGC GCAGCAGCAGCAGCAGCAGCATCAGCACCATCACT NO 0 0 17 21 241 GCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNGCAATAGTGCCATCAACAGCA GATGGTGCTGCTGCTGCTG 21 101 5 21 245 19 59,526 62,053 44,100 44,100 4,526,297 G 246 AGCAGCAATAGTGCCATCAACAGCAGCANCAGAAGCAGNATCACCGgcagcagcagcagcagcagcaTCAGCACCATCACTAGAAGCAGCATCAGCACCATCACCANCAAcagcagcagcagcagCCGCAGCACCATCACCGGCAGCAGCTTCAGCATCAGCACGTTACcagcagcagcagCATCAGCANTATCTCCAGAAGNAGCATGAGCACCATCACCAGCAAcagcagcagcagCACCATCA

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 1 1 2 101 276 CACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACA GTGCGGTTTGCTGGTTCATT 114 101 58 20 333 20 60,250 59,968 35,800 25,700 0.281862 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 2 51 226 CACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACA GGCTCTTCGCTCATGATGGA 114 51 58 20 283 20 60,250 59,894 35,800 34,100 0.355462 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 2 4 116 ACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctc ACTGTGCAACACCATTCCCT GGCTCTTCGCTCATGATGGA 4 51 168 20 283 20 59,814 59,894 42,000 34,100 0.291494 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 2 4 146 ACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctc ACTGTGCAACACCATTCCCT TGTTGTGGAGTCGCTTCCTG 4 81 168 20 313 20 59,814 60,250 42,000 38,600 0.435769 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 2 4 147 ACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctc ACTGTGCAACACCATTCCCT TTGTTGTGGAGTCGCTTCCT 4 82 168 20 314 20 59,814 59,532 42,000 33,600 0.654127 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 2 4 166 ACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctc ACTGTGCAACACCATTCCCT GTGCGGTTTGCTGGTTCATT 4 101 168 20 333 20 59,814 59,968 42,000 25,700 0.217894 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 Feb‐75 36 148 caGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGCAGGAGTTAGAGGGCTGCTG GGCTCTTCGCTCATGATGGA 36 51 136 20 283 20 59,822 59,894 44,100 34,100 0.283198 F 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 Feb‐75 36 198 caGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGCAGGAGTTAGAGGGCTGCTG GTGCGGTTTGCTGGTTCATT 36 101 136 20 333 20 59,822 59,968 44,100 25,700 0.209598 F 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 3 39 151 cagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAA CAGCAGGAGTTAGAGGGCTG GGCTCTTCGCTCATGATGGA 39 51 133 20 283 20 59,822 59,894 48,500 34,100 0.283198 F 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 3 39 201 cagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAA CAGCAGGAGTTAGAGGGCTG GTGCGGTTTGCTGGTTCATT 39 101 133 20 333 20 59,822 59,968 48,500 25,700 0.209598 F 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 3 5 117 AACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcct AACTGTGCAACACCATTCCC GGCTCTTCGCTCATGATGGA 5 51 167 20 283 20 58,960 59,894 39,700 34,100 1,145,450 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 3 4 117 ACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctc ACTGTGCAACACCATTCCCT GGGCTCTTCGCTCATGATGG 4 52 168 20 284 20 59,814 60,884 42,000 35,100 1,069,715 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 4 101 275 ACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACAG GTGCGGTTTGCTGGTTCATT 113 101 59 20 333 20 59,966 59,968 35,100 25,700 0.066052 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 4 81 255 ACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACAG TGTTGTGGAGTCGCTTCCTG 113 81 59 20 313 20 59,966 60,250 35,100 38,600 0.283927 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 4 51 224 CGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACAGA GGCTCTTCGCTCATGATGGA 112 51 60 20 283 20 59,682 59,894 34,100 34,100 0.424034 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 4 51 225 ACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCACGAGCCTCCAGTTTGACAG GGCTCTTCGCTCATGATGGA 113 51 59 20 283 20 59,966 59,894 35,100 34,100 0.139652 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 Apr‐75 34 194 GGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGT GGAGTTAGAGGGCTGCTGTT GCGGTTTGCTGGTTCATTTG 34 99 138 20 331 20 59,384 58,861 31,600 23,200 1,755,013 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 Apr‐75 34 195 GGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGT GGAGTTAGAGGGCTGCTGTT TGCGGTTTGCTGGTTCATTT 34 100 138 20 332 20 59,384 59,250 31,600 23,200 1,365,499 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 Apr‐75 34 196 GGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGT GGAGTTAGAGGGCTGCTGTT GTGCGGTTTGCTGGTTCATT 34 101 138 20 333 20 59,384 59,968 31,600 25,700 0.647844 A 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 5 82 294 TGCAATGCACTATTGTCACTGACTTATTAAAAGCTA TGCAATGCACTATTGTCACTGAC TTGTTGTGGAGTCGCTTCCT 148 82 21 23 314 20 59,811 59,532 35,100 33,600 3,657,306 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 5 81 293 TGCAATGCACTATTGTCACTGACTTATTAAAAGCTA TGCAATGCACTATTGTCACTGAC TGTTGTGGAGTCGCTTCCTG 148 81 21 23 313 20 59,811 60,250 35,100 38,600 3,438,949 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr73_5 5 192 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC TCC_192_212 0 0 5 81 300 ACCCAAATGCAATGCACTATTGTCACTGACTTATTA ACCCAAATGCAATGCACTATTGT TGTTGTGGAGTCGCTTCCTG 155 81 14 23 313 20 59,739 60,250 27,100 38,600 3,511,258 B 338 GTTAAAGGTGATAACCCAAATGCAATGCACTATTGTCACTGACTTATTAAAAGCTACCACGAGCCTCCAGTTTGACAGATAAATGCTGACTTTCAGTTTCACTGGTACCTGTCAATTCACCACTTGCTgcagcagcaGGAGTTAGAGGGCTGCTGTTAATACAGTCAACTGTGCAACACCATTCCCTTTCNtcctcctcctcctcctcctccTNNNNNNNNTNCNNNNNCTCNNCNNCNNCCTCNNCCTGNAANTCATTAAACTCCATCATGAGCGAAGAGCCCGAGACATCGCAGGAAGCGACTCCACAACAAATGAACCAGCAAACCGCACGGGGT

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 1 1 Dec‐75 16 188 GGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGGGCTGGTCTGGACTCAACTG ACAGCAGAGAACGACGTCAG 16 92 34 20 221 20 60,321 60,040 31,600 35,100 0.361100 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 16 206 GGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGGGCTGGTCTGGACTCAACTG TAACGCTGAGACCCTGCAAC 16 110 34 20 239 20 60,321 60,320 31,600 41,700 0.641543 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 16 247 GGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGGGCTGGTCTGGACTCAACTG GCTCCTTCATCCTCTCTGCC 16 151 34 20 280 20 60,321 59,893 31,600 48,500 0.427643 F 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 15 139 GCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAGCTGGTCTGGACTCAACTGG ATGTCCTGCCTGGTCCAATC 15 44 35 20 173 20 60,321 59,743 40,000 26,700 0.578161 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 15 187 GCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAGCTGGTCTGGACTCAACTGG ACAGCAGAGAACGACGTCAG 15 92 35 20 221 20 60,321 60,040 40,000 35,100 0.361100 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 15 205 GCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAGCTGGTCTGGACTCAACTGG TAACGCTGAGACCCTGCAAC 15 110 35 20 239 20 60,321 60,320 40,000 41,700 0.641543 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 15 246 GCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAGCTGGTCTGGACTCAACTGG GCTCCTTCATCCTCTCTGCC 15 151 35 20 280 20 60,321 59,893 40,000 48,500 0.427643 F 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 11 135 GTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctggGTCTGGACTCAACTGGGCTG ATGTCCTGCCTGGTCCAATC 11 44 39 20 173 20 60,321 59,743 48,500 26,700 0.578161 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 11 136 GTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctggGTCTGGACTCAACTGGGCTG GATGTCCTGCCTGGTCCAAT 11 45 39 20 174 20 60,321 59,743 48,500 31,600 0.578161 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 11 183 GTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctggGTCTGGACTCAACTGGGCTG ACAGCAGAGAACGACGTCAG 11 92 39 20 221 20 60,321 60,040 48,500 35,100 0.361100 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 11 201 GTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctggGTCTGGACTCAACTGGGCTG TAACGCTGAGACCCTGCAAC 11 110 39 20 239 20 60,321 60,320 48,500 41,700 0.641543 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 Dec‐75 11 242 GTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctggGTCTGGACTCAACTGGGCTG GCTCCTTCATCCTCTCTGCC 11 151 39 20 280 20 60,321 59,893 48,500 48,500 0.427643 F 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 16 51 240 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGACTGGTCTGGGCTG ATAACGCTGAGACCCTGCAA 51 111 1 18 240 20 59,333 59,387 48,500 40,800 3,280,678 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 16 51 242 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGACTGGTCTGGGCTG GTATAACGCTGAGACCCTGCA 51 112 1 18 242 21 59,333 59,864 48,500 44,100 3,803,722 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr743_2 2 70 40 8 1 AGCCC GCTGGGCTGGGCTGGGCTGGGCTGGGCTGGGCTG NO 0 0 17 50 240 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGACTGGTCTGGGCTGG ATAACGCTGAGACCCTGCAA 50 111 1 19 240 20 61,964 59,387 48,500 40,800 3,577,570 A 294 CTGGACTGGTCTGGGCTGGGCTGGTCTGGTCTGGGCTGGTCTGGACTCAACTGGGCTGGNCTGGGCTGAgctgggctgggctgggctgggctgggctgggctgggctggTCTGTACTGGGCTGGGCTGGTCTGGTCTGGGCTGGGCTGGCCTGGATTGGACCAGGCAGGACATCTCCTCTATTGGGATAGTGCCTGGTGCTCTGACGTCGTTCTCTGCTGTTGCAGGGTCTCAGCGTTATACAAAGGCAATGAAGATGAAGGCagagagGATGAAGGAGCTGACTGCTCGGCAA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 1 1 3 9 292 CTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCA CTAGTCAGGCAGGACCCAGC GCTGAATTGGGAGAGAAGGCT 215 9 7 20 298 21 61,966 60,065 48,500 45,800 3,030,586 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 12 190 TGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGTGGGACACCAACTTCCTCCT TGAGCTGAATTGGGAGAGAAG 110 12 112 20 301 21 60,401 57,376 36,900 28,500 4,025,302 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 11 190 TGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGTGGGACACCAACTTCCTCC TGAGCTGAATTGGGAGAGAAGG 111 11 112 19 301 22 58,849 59,762 43,000 34,600 4,389,513 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 11 190 TGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGTGGGACACCAACTTCCTCCT TGAGCTGAATTGGGAGAGAAGG 110 11 112 20 301 22 60,401 59,762 36,900 34,600 2,639,539 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 10 293 CTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCA CTAGTCAGGCAGGACCCAGC AGCTGAATTGGGAGAGAAGGC 215 10 7 20 299 21 61,966 60,065 48,500 43,500 3,030,586 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 9 293 GCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGC GCTAGTCAGGCAGGACCCAG GCTGAATTGGGAGAGAAGGCT 216 9 6 20 298 21 61,966 60,065 44,500 45,800 3,030,586 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 0 90 CCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGG CCCTGCCCTTGACTGAATCA GAGAGAAGGCTGGGAGGTTG 23 0 199 20 288 20 59,671 59,748 25,700 37,700 0.580895 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 0 176 GGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGAGGGACACCAACTTCCTCCTG GAGAGAAGGCTGGGAGGTTG 109 0 113 20 288 20 59,963 59,748 38,600 37,700 0.288509 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 4 0 246 ATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAATTGCTCAGGGAGGTTGAGG GAGAGAAGGCTGGGAGGTTG 179 0 43 20 288 20 59,377 59,748 38,600 37,700 0.874299 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 6 6 252 ATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAATTGCTCAGGGAGGTTGAGG AATTGGGAGAGAAGGCTGGG 179 6 43 20 294 20 59,377 59,372 38,600 44,500 1,250,650 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 6 0 102 TTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAATTTCTCAACCTTCCCTGCCC GAGAGAAGGCTGGGAGGTTG 35 0 187 20 288 20 59,888 59,748 53,600 37,700 0.364047 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 8 5 107 TTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAATTTCTCAACCTTCCCTGCCC ATTGGGAGAGAAGGCTGGGA 35 5 187 20 293 20 59,888 60,253 53,600 43,700 0.365760 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 8 5 174 CAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGC CAACTTCCTCCTGAGCCCAG ATTGGGAGAGAAGGCTGGGA 102 5 120 20 293 20 60,036 60,253 44,500 43,700 0.288977 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 8 5 251 ATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAATTGCTCAGGGAGGTTGAGG ATTGGGAGAGAAGGCTGGGA 179 5 43 20 293 20 59,377 60,253 38,600 43,700 0.876012 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr744_2 2 242 27 9 1 ACC CACCACCACCACCACCACCACCACCAC NO 0 0 8 0 169 CAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGC CAACTTCCTCCTGAGCCCAG GAGAGAAGGCTGGGAGGTTG 102 0 120 20 288 20 60,036 59,748 44,500 37,700 0.287264 F 301 CCAGGGCTAGTCAGGCAGGACCCAGCGAGGGGTTGGGGCATAATTGCTCAGGGAGGTTGAgggggggTAGTTGTTTCCAggggggTAACCCTTGCCATTgggggCCCTCCGTGGGACACCAACTTCCTCCTGAGCCCAGAGGGAGGATGCTAGCTTTGGCTTAAGAGCCTCAATTGAGTTAGGTCCTTTCTCAACCTTCCCTGCCCTTGACTGAATcacacaAAGTCGAGAAGGCAACAGGcaccaccaccaccaccaccaccaccacCAACCTCCCAGCCTtctctcCCAATTCAGCTCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 1 1 3 14 146 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG GGCATGATGGACTGAATGGC 14 62 104 23 249 20 58,130 59,328 44,500 44,000 5,542,706 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 3 14 195 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG AGAGTGAGGAAGCAGACAAGC 14 110 104 23 298 21 58,130 59,998 44,500 40,100 5,872,223 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 57 240 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC GGGAAAGAGTGAGGAAGCAG 57 116 64 20 303 20 58,902 57,894 50,100 42,400 3,204,527 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 57 300 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC AAAGGGTGGGTGGAAGCAAA 57 176 64 20 363 20 58,902 60,032 50,100 36,800 1,129,666 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 52 176 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC ACTGAATGGCTTCCTGTGCT 57 52 64 20 239 20 58,902 59,597 50,100 44,000 1,501,321 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 52 177 aGGGAATCTGACACATGCACCATTTATATTTTAATA AGGGAATCTGACACATGCACC ACTGAATGGCTTCCTGTGCT 57 52 63 21 239 20 60,340 59,597 50,100 44,000 1,743,676 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 48 172 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC AATGGCTTCCTGTGCTGCAT 57 48 64 20 235 20 58,902 60,614 50,100 39,600 1,711,903 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 14 132 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG AATGGCTTCCTGTGCTGCAT 14 48 104 23 235 20 58,130 60,614 44,500 39,600 5,484,216 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 14 136 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG ACTGAATGGCTTCCTGTGCT 14 52 104 23 239 20 58,130 59,597 44,500 44,000 5,273,634 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 14 137 tCATTTGTAACACAAGAACCTGGGGTGTTGGATTCATCATTTGTAACACAAGAACCTGGG ACTGAATGGCTTCCTGTGCT 14 52 103 24 239 20 59,417 59,597 44,500 44,000 4,985,927 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 4 14 260 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG AAAGGGTGGGTGGAAGCAAA 14 176 104 23 363 20 58,130 60,032 44,500 36,800 4,901,979 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 5 57 240 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC GGGAAAGAGTGAGGAAGCAGA 57 115 64 20 303 21 58,902 59,374 50,100 42,600 2,723,868 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 5 57 241 aGGGAATCTGACACATGCACCATTTATATTTTAATA AGGGAATCTGACACATGCACC GGGAAAGAGTGAGGAAGCAGA 57 115 63 21 303 21 60,340 59,374 50,100 42,600 2,966,223 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 57 230 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC GAGGAAGCAGACAAGCTGGA 57 106 64 20 293 20 58,902 59,677 50,100 38,600 1,421,025 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 57 231 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC TGAGGAAGCAGACAAGCTGG 57 107 64 20 294 20 58,902 59,964 50,100 48,500 1,133,931 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 57 232 aGGGAATCTGACACATGCACCATTTATATTTTAATA AGGGAATCTGACACATGCACC TGAGGAAGCAGACAAGCTGG 57 107 63 21 294 20 60,340 59,964 50,100 48,500 1,376,286 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 57 298 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC AGGGTGGGTGGAAGCAAATC 57 174 64 20 361 20 58,902 60,252 50,100 21,700 1,349,837 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 57 299 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC AAGGGTGGGTGGAAGCAAAT 57 175 64 20 362 20 58,902 59,809 50,100 23,200 1,288,865 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 137 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG GACTGAATGGCTTCCTGTGC 14 53 104 23 240 20 58,130 59,193 44,500 45,700 5,677,859 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 155 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG GCAGGAACAGGCATGATGGA 14 71 104 23 258 20 58,130 60,395 44,500 34,100 5,265,125 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 156 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG TGCAGGAACAGGCATGATGG 14 72 104 23 259 20 58,130 60,682 44,500 35,100 5,552,250 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 190 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG GAGGAAGCAGACAAGCTGGA 14 106 104 23 293 20 58,130 59,677 44,500 38,600 5,193,338 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 191 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG TGAGGAAGCAGACAAGCTGG 14 107 104 23 294 20 58,130 59,964 44,500 48,500 4,906,244 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 258 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG AGGGTGGGTGGAAGCAAATC 14 174 104 23 361 20 58,130 60,252 44,500 21,700 5,122,150 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 6 14 259 CATTTGTAACACAAGAACCTGGGGTGTTGGATTCAACATTTGTAACACAAGAACCTGGG AAGGGTGGGTGGAAGCAAAT 14 175 104 23 362 20 58,130 59,809 44,500 23,200 5,061,178 B 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 7 0 127 GGGAATCTGACACATGCACCATTTATATTTTAATAtt GGGAATCTGACACATGCACC TGCACACACGCATTGATATAACA 57 0 64 20 190 23 58,902 59,313 50,100 24,100 4,784,776 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr746_2 2 141 27 9 1 AAT TATTATTATTATTATTATTATTATTAT NO 0 0 7 0 128 aGGGAATCTGACACATGCACCATTTATATTTTAATA AGGGAATCTGACACATGCACC TGCACACACGCATTGATATAACA 57 0 63 21 190 23 60,340 59,313 50,100 24,100 5,027,131 F 379 TAGGTTTATTTACTTCTGGATACTTTTCCATGGTGTTAACTTAtttttGATAAGGCACaaaaaGGGAATCTGACACATGCACCATTTATATTTTAATAtttttCATTTGTAACACAAGAACCTGGGGTGTTGGATTCAAAtattattattattattattattattatTGTTATATCAATGCgtgtgtGCATCTATTATCATAGAATCATTGAATGATGCAGCACAGGAAGCCATTCAGTCCATCATGCCTGTTCCTGCATTTTGGTAAAGCTATCCAGCTTGTCTGCTTCCTCACTCTTTCCCCATAGTCCTGTAAATGTTTTCTCTTTTGTAAGTTGTTGGATTTGCTTCCACCCACCCTTTCAGGCAACATATTCCA

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 1 1 3 19 144 ACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTAT ACATTGTAAAGTCCCAGTCTGGT TGGTCTCCTCTGCTGAACAC 19 28 147 23 290 20 59,605 59,318 40,000 33,200 4,076,340 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 3 15 140 TGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGtttttTGTAAAGTCCCAGTCTGGTTTGT TGGTCTCCTCTGCTGAACAC 15 28 151 23 290 20 59,799 59,318 28,300 33,200 3,882,999 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 3 15 141 TGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGtttttTGTAAAGTCCCAGTCTGGTTTGT TTGGTCTCCTCTGCTGAACAC 15 28 151 23 291 21 59,799 59,929 28,300 33,200 4,272,024 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 7 239 AGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAG AGTGTGGCAGGGTAGTTATTAC CATCTCTCGAAGCGACAGGA 136 7 31 22 269 20 57,517 59,265 18,900 38,600 5,218,422 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 5 112 AGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatga AGTCCCAGTCTGGTTTGTAGA TCTCTCGAAGCGACAGGAGA 12 5 156 21 267 20 58,028 60,036 25,900 37,100 3,008,642 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 5 112 AGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatga AGTCCCAGTCTGGTTTGTAGAA TCTCTCGAAGCGACAGGAGA 11 5 156 22 267 20 58,685 60,036 21,000 37,100 3,350,987 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 5 117 TGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGtttttTGTAAAGTCCCAGTCTGGTTTGT TCTCTCGAAGCGACAGGAGA 15 5 151 23 267 20 59,799 60,036 28,300 37,100 3,237,560 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 5 219 TTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTACCTGCTACCTGAAGACAAA TCTCTCGAAGCGACAGGAGA 118 5 49 22 267 20 57,033 60,036 28,300 37,100 5,003,378 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 4 5 237 AGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAG AGTGTGGCAGGGTAGTTATTAC TCTCTCGAAGCGACAGGAGA 136 5 31 22 267 20 57,517 60,036 18,900 37,100 4,519,245 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 5 59 299 AGAGATATAGTGTGGCAGGGTAGTTATTACCTGCT AGAGATATAGTGTGGCAGGGT TGAGACGACATCAGCCTAGA 145 59 23 21 321 20 57,663 57,580 43,400 24,300 5,756,568 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 5 58 299 AGAGATATAGTGTGGCAGGGTAGTTATTACCTGCT AGAGATATAGTGTGGCAGGGT TGAGACGACATCAGCCTAGAT 145 58 23 21 321 21 57,663 58,062 43,400 19,800 6,274,029 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 5 28 268 AGAGATATAGTGTGGCAGGGTAGTTATTACCTGCT AGAGATATAGTGTGGCAGGGT TGGTCTCCTCTGCTGAACAC 145 28 23 21 290 20 57,663 59,318 43,400 33,200 4,018,243 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 5 5 245 AGAGATATAGTGTGGCAGGGTAGTTATTACCTGCT AGAGATATAGTGTGGCAGGGT TCTCTCGAAGCGACAGGAGA 145 5 23 21 267 20 57,663 60,036 43,400 37,100 3,372,803 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 6 59 300 AAGAGATATAGTGTGGCAGGGTAGTTATTACCTGC AAGAGATATAGTGTGGCAGGGT TGAGACGACATCAGCCTAGA 145 59 22 22 321 20 58,341 57,580 43,400 24,300 6,078,783 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr748_3 3 189 54 7 2 ATC TGATGATGATGATGATGATGATGGATGATTGATTG TGA_222_242 0 0 6 5 246 AAGAGATATAGTGTGGCAGGGTAGTTATTACCTGC AAGAGATATAGTGTGGCAGGGT TCTCTCGAAGCGACAGGAGA 145 5 22 22 267 20 58,341 60,036 43,400 37,100 3,695,019 G 336 CTGCTTCATTGTTTATAGCTTAAGAGATATAGTGTGGCAGGGTAGTTATTACCTGCTACCTGAAGACAAAAGGATTCATGTCACTTTCAGTAACAAGGATTTCTGTACAATTCTTGCACAATATTGCAAAacacacATtgtgtgTCACATTGTAAAGTCCCAGTCTGGTTTGTAGAAATTATGttttttgatgatgatgatgatgatgaTGGATGATTGATtgatgatgatgatgatgatgaAGAATTCTCCTGTCGCTTCgagagaTGAGTGTTCAGCAGAGGAGACCAAtttttCACCATCTAGGCTGATGTCGTCTCATATGTGATGCTAAAC

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 1 1 2 15 155 CTAAGACATGGGTGGCCTGGAATAGAATATGGCTGCTAAGACATGGGTGGCCTGG GTTTGCGTAGGGTCCTGACA 63 15 40 20 194 20 60,107 59,966 44,500 35,800 0.141354 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 2 15 156 CCTAAGACATGGGTGGCCTGGAATAGAATATGGCT CCTAAGACATGGGTGGCCTG GTTTGCGTAGGGTCCTGACA 64 15 39 20 194 20 60,107 59,966 48,500 35,800 0.141354 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 2 7 99 CAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggCAAGCAAGACAAGCTGCCAG GTTTGCGTAGGGTCCTGACA 7 15 96 20 194 20 60,039 59,966 48,500 35,800 0.073774 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 2 5 97 AGCAAGACAAGCTGCCAGAAGAGGAaggaggaggag AGCAAGACAAGCTGCCAGAA GTTTGCGTAGGGTCCTGACA 5 15 98 20 194 20 60,179 59,966 30,200 35,800 0.213346 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 3 16 156 CTAAGACATGGGTGGCCTGGAATAGAATATGGCTGCTAAGACATGGGTGGCCTGG TGTTTGCGTAGGGTCCTGAC 63 16 40 20 195 20 60,107 59,966 44,500 35,100 0.141354 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 3 7 100 CAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggCAAGCAAGACAAGCTGCCAG TGTTTGCGTAGGGTCCTGAC 7 16 96 20 195 20 60,039 59,966 48,500 35,100 0.073774 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 4 54 194 CTAAGACATGGGTGGCCTGGAATAGAATATGGCTGCTAAGACATGGGTGGCCTGG GGTGGAGTTGAGCTCAGTGG 63 54 40 20 233 20 60,107 60,321 44,500 40,000 0.428139 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 4 54 195 CCTAAGACATGGGTGGCCTGGAATAGAATATGGCT CCTAAGACATGGGTGGCCTG GGTGGAGTTGAGCTCAGTGG 64 54 39 20 233 20 60,107 60,321 48,500 40,000 0.428139 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 4 54 196 TCCTAAGACATGGGTGGCCTGGAATAGAATATGGC TCCTAAGACATGGGTGGCCT GGTGGAGTTGAGCTCAGTGG 65 54 38 20 233 20 60,253 60,321 51,900 40,000 0.574282 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 5 81 256 TGATGCTACTGTTATCTCCTTCACAAATTATTTTCCT TGATGCTACTGTTATCTCCTTCACA GGGAGTAGCAATGCTGTTGA 93 81 5 25 260 20 59,578 57,886 35,800 31,800 7,535,872 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 5 80 256 TGATGCTACTGTTATCTCCTTCACAAATTATTTTCCT TGATGCTACTGTTATCTCCTTCACA GGGAGTAGCAATGCTGTTGAG 93 80 5 25 260 21 59,578 58,987 35,800 30,200 7,434,685 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr754_3 3 123 37 10 1.5 AGG AGGAGGAGGAGGAGGAGGAGGAGGAGGAGGAA AGG_123_152 0 0 5 80 259 CAGTGATGCTACTGTTATCTCCTTCACAAATTATTTT CAGTGATGCTACTGTTATCTCCT GGGAGTAGCAATGCTGTTGAG 98 80 2 23 260 21 57,472 58,987 36,900 30,200 7,540,716 B 276 GCAGTGATGCTACTGTTATCTCCTTCACAAATTATTTTCCTAAGACATGGGTGGCCTGGAATAGAATATGGCTGGGAGCATAAAGGAAGATACCACAAGCAAGACAAGCTGCCAGAAGAGGAaggaggaggaggaggaggaggaggaggaggAagagagATGGCAGCCGGTATCTGTCAGGACCCTACGCAAACAGCTTATTGAGGAGTGTTTCCACTGAGCTCAACTCCACCTATCCNCTCAACAGCATTGCTACTCCCCTTACCTTTCCttttt

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 1 1 3 17 191 ACACATGTCTGGGctctctGAATTATAGTGAGGTATC ACACATGTCTGGGCTCTCTG GGGCATTCAATGAGCTGTGA 17 94 40 20 230 20 59,388 58,533 33,500 35,800 2,079,085 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 3 15 189 ACATGTCTGGGctctctGAATTATAGTGAGGTATCtca ACATGTCTGGGCTCTCTGAA GGGCATTCAATGAGCTGTGA 15 94 42 20 230 20 58,351 58,533 30,200 35,800 3,116,178 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 4 55 229 TCTGACGTGTCCTCTGATGATCAAATTATTGAATGG TCTGACGTGTCCTCTGATGA GGGCATTCAATGAGCTGTGA 55 94 2 20 230 20 57,800 58,533 29,200 35,800 3,667,229 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 4 18 192 GACACATGTCTGGGctctctGAATTATAGTGAGGTAT GACACATGTCTGGGCTCTCT GGGCATTCAATGAGCTGTGA 18 94 39 20 230 20 59,099 58,533 31,000 35,800 2,367,980 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 4 16 190 CACATGTCTGGGctctctGAATTATAGTGAGGTATCtcCACATGTCTGGGCTCTCTGA GGGCATTCAATGAGCTGTGA 16 94 41 20 230 20 59,100 58,533 32,700 35,800 2,367,278 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 55 230 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATG GTCTGACGTGTCCTCTGATGA GGGCATTCAATGAGCTGTGA 55 94 1 21 230 20 59,187 58,533 29,200 35,800 3,280,034 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 55 230 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATG GTCTGACGTGTCCTCTGATGA GGGCATTCAATGAGCTGTGAA 55 93 1 21 230 21 59,187 59,179 29,200 31,800 3,633,697 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 20 156 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATG GTCTGACGTGTCCTCTGATGA TGTGAAATGCCTTGGGATGG 55 20 1 21 156 20 59,187 58,441 29,200 35,100 3,372,546 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 19 134 CAAATTATTGAATGGAGACACATGTCTGGGctctctG CAAATTATTGAATGGAGACACATGTC TGTGAAATGCCTTGGGATGGT 28 19 23 26 156 21 57,375 60,203 30,600 35,500 9,827,863 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 19 135 TCAAATTATTGAATGGAGACACATGTCTGGGctctct TCAAATTATTGAATGGAGACACATGTC TGTGAAATGCCTTGGGATGGT 28 19 22 27 156 21 58,539 60,203 30,600 35,500 9,664,383 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 19 135 TCAAATTATTGAATGGAGACACATGTCTGGGctctct TCAAATTATTGAATGGAGACACATGT TGTGAAATGCCTTGGGATGGT 29 19 22 26 156 21 57,648 60,203 32,100 35,500 9,555,299 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 19 155 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATG GTCTGACGTGTCCTCTGATGA GTGAAATGCCTTGGGATGGT 55 19 1 21 155 20 59,187 58,439 29,200 35,500 3,373,683 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 19 156 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATG GTCTGACGTGTCCTCTGATGA TGTGAAATGCCTTGGGATGGT 55 19 1 21 156 21 59,187 60,203 29,200 35,500 3,016,340 B 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 18 118 GACACATGTCTGGGctctctGAATTATAGTGAGGTAT GACACATGTCTGGGCTCTCT TGTGAAATGCCTTGGGATGGT 18 19 39 20 156 21 59,099 60,203 31,000 35,500 2,104,286 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 17 117 ACACATGTCTGGGctctctGAATTATAGTGAGGTATC ACACATGTCTGGGCTCTCTG TGTGAAATGCCTTGGGATGGT 17 19 40 20 156 21 59,388 60,203 33,500 35,500 1,815,391 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr756_2 2 77 40 7 1.5 ACAT TCATCATCAACCACATACATACATACATACATACATANO 0 0 5 16 116 CACATGTCTGGGctctctGAATTATAGTGAGGTATCtcCACATGTCTGGGCTCTCTGA TGTGAAATGCCTTGGGATGGT 16 19 41 20 156 21 59,100 60,203 32,700 35,500 2,103,583 F 241 GTCTGACGTGTCCTCTGATGATCAAATTATTGAATGGAGACACATGTCTGGGctctctGAATTATAGTGAGGTATCtcatcatcaACCacatacatacatacatacatacatacatAACACCACCAGCATAGAAAACCATCCCAAGGCATTTCACATTAGTAACTTTAGAATAAACAGAAAGGATTCCTTACCTCTCAGGATTTGTGACTTCACAGCTCATTGAATGCCCCTaaaaaGCAA

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 1 1 4 72 278 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA TGTTTCATGGCCATTATTTGACTT 72 128 2 20 279 24 59,524 57,642 41,700 30,100 6,833,917 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 68 214 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA TGCTGGGATTCGAAGATGGG 72 68 2 20 215 20 59,524 59,819 41,700 40,000 0.657452 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 64 210 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA GGGATTCGAAGATGGGTGCA 72 64 2 20 211 20 59,524 60,107 41,700 45,700 0.583552 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 11 149 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG GGGATTCGAAGATGGGTGCA 11 64 63 20 211 20 58,679 60,107 44,500 45,700 1,428,688 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 11 153 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG TGCTGGGATTCGAAGATGGG 11 68 63 20 215 20 58,679 59,819 44,500 40,000 1,502,588 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 9 95 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG CCACCAACAATACCACTACGC 11 9 63 20 157 21 58,679 59,264 44,500 44,200 3,057,045 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 8 94 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG CACCAACAATACCACTACGCC 11 8 63 20 156 21 58,679 59,264 44,500 56,800 3,057,045 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 7 93 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG ACCAACAATACCACTACGCCA 11 7 63 20 155 21 58,679 59,652 44,500 56,900 2,669,840 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 7 154 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA ACCAACAATACCACTACGCCA 72 7 2 20 155 21 59,524 59,652 41,700 56,900 1,824,704 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 1 147 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA ATACCACTACGCCATCACCA 72 1 2 20 148 20 59,524 58,508 41,700 41,700 1,968,007 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 4 0 146 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA TACCACTACGCCATCACCAT 72 0 2 20 147 20 59,524 58,508 41,700 35,500 1,968,007 B 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 5 72 278 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA TGTTTCATGGCCATTATTTGACT 72 129 2 20 279 23 59,524 57,001 41,700 34,100 6,475,543 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 5 71 277 TGAAGCCAACTAGCCACCATTTATCCACATTAGGTA TGAAGCCAACTAGCCACCAT TGTTTCATGGCCATTATTTGACT 71 129 3 20 279 23 59,302 57,001 35,500 34,100 6,697,442 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 5 65 211 TTGAAGCCAACTAGCCACCATTTATCCACATTAGGT TTGAAGCCAACTAGCCACCA TGGGATTCGAAGATGGGTGC 72 65 2 20 212 20 59,524 60,107 41,700 50,100 0.583552 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr758_2 2 94 34 7 1.5 AGG GGAGGAGGAGGATGAGGAGGAGGAGGAGGAGGANO 0 0 5 11 150 TGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggagTGAAAGCTTTGCAGTCTGGG TGGGATTCGAAGATGGGTGC 11 65 63 20 212 20 58,679 60,107 44,500 50,100 1,428,688 F 280 TTTGAAGCCAACTAGCCACCATTTATCCACATTAGGTACAGAATGTATATGAAAATTAATCATGAAAGCTTTGCAGTCTGGGGCGGGGAGGAGggaggaggaggaTgaggaggaggaggaggaggagATGGTGATGGCGTAGTGGTATTGTTGGTGGACTAATAATCCAGAGACCCAgggggAATGCTCCGTGCACCCATCTTCGAATCCCAGCATGGGATTCATTAATTGAATTCAATaaaaaaaCAGAATTAAAAGTCAAATAATGGCCATGAAACAT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 1 1 3 88 238 ATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGATTGGACAGGCACAGACTGC TGGAGGACTCTCTAAGCAGCT 88 88 7 20 244 21 60,607 59,993 44,000 42,400 1,614,008 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 34 190 ATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGATTGGACAGGCACAGACTGC GCTGAGGTAATCTATACATTGATGACG 88 34 7 20 196 27 60,607 59,726 44,000 43,500 7,881,957 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 78 228 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TGGAGGACTCTCTAAGCAGCT 78 88 17 20 244 21 59,893 59,993 41,100 42,400 1,113,975 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 78 228 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TGGAGGACTCTCTAAGCAGC 78 89 17 20 244 20 59,893 58,520 41,100 52,500 1,587,165 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 78 266 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TTCTCATCTGCCCACCACAA 78 127 17 20 282 20 59,893 59,230 41,100 33,300 0.877955 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 78 267 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TTTCTCATCTGCCCACCACA 78 128 17 20 283 20 59,893 59,230 41,100 41,700 0.877955 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 78 300 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT GACTGCTAACTGGCTGCTATCT 78 159 17 20 316 22 59,893 59,898 41,100 19,800 2,209,708 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 20 159 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT ATGACGAACATCACCAGGTT 78 20 17 20 175 20 59,893 57,141 41,100 35,000 2,966,621 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 18 158 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TGACGAACATCACCAGGTTAC 78 18 17 20 174 21 59,893 57,965 41,100 25,000 3,142,176 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 17 158 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TGACGAACATCACCAGGTTACT 78 17 17 20 174 22 59,893 59,369 41,100 22,400 2,738,518 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 9 91 TGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcaTGAGAGCCTTAATTCCCAAGGG TGACGAACATCACCAGGTTACT 9 17 84 22 174 22 59,758 59,369 39,500 22,400 4,873,258 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 5 76 300 ACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTTAG GGACTGCTAACTGGCTGCTA 76 162 18 21 317 20 59,379 59,463 23,400 34,900 2,158,007 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 5 75 299 CAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCCAGACTGCTCAGTGGGTTAGT GGACTGCTAACTGGCTGCTA 75 162 19 21 317 20 59,379 59,463 22,400 34,900 2,158,007 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 6 78 265 CACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACACAGACTGCTCAGTGGGTT TCTCATCTGCCCACCACAAA 78 126 17 20 281 20 59,893 59,230 41,100 28,300 0.877955 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 6 22 174 AGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGG AGTGGTGAAATGTTGAGAGCCT TGGAGGACTCTCTAAGCAGCT 22 88 71 22 244 21 59,893 59,993 45,800 42,400 3,113,723 F 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 6 20 105 AGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGG AGTGGTGAAATGTTGAGAGCCT ATGACGAACATCACCAGGTT 22 20 71 22 175 20 59,893 57,141 45,800 35,000 4,966,369 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 6 17 104 AGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGG AGTGGTGAAATGTTGAGAGCCT TGACGAACATCACCAGGTTACT 22 17 71 22 174 22 59,893 59,369 45,800 22,400 4,738,266 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 7 34 194 CCAAATTGGACAGGCACAGACTGCTCAGTGGGTTA CCAAATTGGACAGGCACAGAC GCTGAGGTAATCTATACATTGATGACG 91 34 3 21 196 27 59,729 59,726 35,100 43,500 8,545,018 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr759_2 2 115 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 8 34 195 TCCAAATTGGACAGGCACAGACTGCTCAGTGGGTT TCCAAATTGGACAGGCACAGA GCTGAGGTAATCTATACATTGATGACG 92 34 2 21 196 27 59,855 59,726 34,100 43,500 8,419,176 A 360 ATCCAAATTGGACAGGCACAGACTGCTCAGTGGGTTAGTAGACAGAGGATACCTTGCAAATCATCCCATAAGTGGTGAAATGTTGAGAGCCTTAATTCCCAAGGGTCTAATGCTgcagcagcagcagcagcagcaTACTTAATGAGTTACAAAGTAACCTGGTGATGTTCGTCATCAATGTATAGATTACCTCAGCAAATCTGTCATTCATTTTAATGGTCTGAGCTGCTTagagagTCCTCCAtttttGGAGGCCAAAtttttGTGGTGGGCAGATGAGAAACTTCTTTATAAAGATAGCAGCCAGTTAGCAGTCCAATGAATGTTCTTTCAAAGTGTGGGCTTCACAATAAAGACCTT

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 Feb‐75 15 242 GAACACCAGCGCACCCACAAGGAACTGCGATGTCT GAACACCAGCGCACCCAC ACCCGGAACTCTCCAGATGA 159 15 7 18 248 20 61,660 59,959 46,100 29,200 3,701,349 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 3 15 245 CAGGAACACCAGCGCACCCACAAGGAACTGCGATGCAGGAACACCAGCGCACC ACCCGGAACTCTCCAGATGA 162 15 4 18 248 20 61,357 59,959 50,100 29,200 3,398,317 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 20 140 CCCTCAGACAACGAGACAGAGGGAGGCCAGGCGC CCCTCAGACAACGAGACAGAG GGGACCCGGAACTCTCCA 51 20 112 21 251 18 59,799 60,284 33,500 38,600 3,485,585 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 20 140 CCCTCAGACAACGAGACAGAGGGAGGCCAGGCGC CCCTCAGACAACGAGACAGA GGGACCCGGAACTCTCCA 52 20 112 20 251 18 58,752 60,284 34,100 38,600 3,532,891 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 19 140 CCCTCAGACAACGAGACAGAGGGAGGCCAGGCGC CCCTCAGACAACGAGACAGAG GGGACCCGGAACTCTCCAG 51 19 112 21 251 19 59,799 61,360 33,500 38,600 3,561,148 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 15 223 AGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCAGGAACTGCGATGTCTGCAA ACCCGGAACTCTCCAGATGA 138 15 26 20 248 20 59,965 59,959 40,800 29,200 0.076555 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐25 5 213 AGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCAGGAACTGCGATGTCTGCAA CTCCAGATGAAGCCTCCAGC 138 5 26 20 238 20 59,965 60,179 40,800 48,500 0.214368 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 16 132 GACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTGACAACGAGACAGAGGGAGG GACCCGGAACTCTCCAGATG 46 16 118 20 249 20 59,472 59,538 43,000 29,000 0.990431 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 15 131 GACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTGACAACGAGACAGAGGGAGG ACCCGGAACTCTCCAGATGA 46 15 118 20 248 20 59,472 59,959 43,000 29,200 0.569708 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 Apr‐75 5 121 GACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTGACAACGAGACAGAGGGAGG CTCCAGATGAAGCCTCCAGC 46 5 118 20 238 20 59,472 60,179 43,000 48,500 0.707521 A 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 15 224 AAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGAAGGAACTGCGATGTCTGCA ACCCGGAACTCTCCAGATGA 139 15 25 20 248 20 59,965 59,959 44,100 29,200 0.076555 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 64 292 CAGGAACACCAGCGCACCCACAAGGAACTGCGATGCAGGAACACCAGCGCACC CCAGGATGTCGTCGGCGG 162 64 4 18 295 18 61,357 62,873 50,100 61,300 8,230,208 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 64 293 GCAGGAACACCAGCGCACCCACAAGGAACTGCGATGCAGGAACACCAGCGCAC CCAGGATGTCGTCGGCGG 163 64 3 18 295 18 62,030 62,873 53,400 61,300 8,903,580 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 64 295 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGCTGCAGGAACACCAGCGC CCAGGATGTCGTCGGCGG 165 64 1 18 295 18 61,731 62,873 59,200 61,300 8,603,890 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr760_2 2 184 30 10 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 6 15 248 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGCTGCAGGAACACCAGCGC ACCCGGAACTCTCCAGATGA 165 15 1 18 248 20 61,731 59,959 59,200 29,200 3,771,999 F 296 CTGCAGGAACACCAGCGCACCCACAAGGAACTGCGATGTCTGCAAGACATGCTGGGCAGCGGCAGTGGCACggggggAGAAGCTGACCACAGCCTGCCCCNTCCGCATGGCCCCTCAGACAACGAGACAGAGGGAGGCCAGGCGCCAGCGTTCAGCTTCGGGGAGCCAGGGCACGAGGAGNACgaggaggaggaggaggaggaggaggaggagNNNGAGCTGGAGGCTTCATCTGGAGAGTTCCGGGTCCCGGACTCCCGGCCGAGCAAAGCTgccgccgccGACGACATCCTGGC

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 1 1 2 0 239 TCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcaTCATGTGTGAATGGTTAATGGAAG TGGCCTAGTAAGGGACACTAT 0 164 25 24 263 21 57,486 57,299 34,600 21,200 10,214,668 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 16 130 AGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGT GCACAGGCCAAAGAGACATG 16 40 9 24 138 20 59,342 59,475 37,200 32,100 5,182,367 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 16 256 AGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGT ATGGCCTAGTAAGGGACACT 16 166 9 24 264 20 59,342 57,430 37,200 35,500 7,227,890 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 14 128 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA GCACAGGCCAAAGAGACATG 14 40 11 24 138 20 59,590 59,475 35,800 32,100 4,934,763 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 14 189 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA ATATTGATGCTGGACAACTTGAAA 14 97 11 24 199 24 59,590 57,161 35,800 26,900 11,249,025 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 14 194 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA AGAGAATATTGATGCTGGACAACT 14 102 11 24 204 24 59,590 58,001 35,800 31,600 10,408,945 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 14 254 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA ATGGCCTAGTAAGGGACACT 14 166 11 24 264 20 59,590 57,430 35,800 35,500 6,980,287 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 4 14 255 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA AATGGCCTAGTAAGGGACACT 14 166 11 24 265 21 59,590 58,153 35,800 35,500 7,256,850 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 5 15 128 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTG GCACAGGCCAAAGAGACATG 15 40 11 23 138 20 58,289 59,475 38,200 32,100 5,236,262 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 5 15 189 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTG ATATTGATGCTGGACAACTTGAAA 15 97 11 23 199 24 58,289 57,161 38,200 26,900 11,550,523 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 5 14 188 CCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtCCACCTCATCATATCATGTGTGA ATATTGATGCTGGACAACTTGAAA 14 97 12 23 199 24 58,035 57,161 35,800 26,900 11,803,717 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr762_2 2 49 30 7 1.5 ATC TCATCATCATCATCATCATCATTATGTGTG NO 0 0 5 14 192 ACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGACCACCTCATCATATCATGTGTGA AGAATATTGATGCTGGACAACTTGA 14 99 11 24 202 25 59,590 58,817 35,800 30,200 10,592,528 F 265 TAACAATGAGACCACCTCATCATATCAtgtgtgAATGGTTAATGGAAGtcatcatcatcatcatcatcaTTAtgtgtgTTCTGCCCGAAGGCAGATCCTTGNCCCATAGTCttttttCCATGTCTCTTTGGCCTGTGCCAGttttttttttCATTTTCCAATAACTTCTTTCAATTTTCAAGTTGTCCAGCATCAATATTCTCTTTTGTTCTCTTCCTCTTTTCTCTTGAAATTTTCCGTCTATAGTGTCCCTTACTAGGCCATT

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 3 21 115 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA CGGAATGCGTGTTGGTAAACA 21 31 40 21 154 21 57,743 59,735 28,300 28,300 4,522,026 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 21 177 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA GGAGACTATGAACCAACCGCA 21 93 40 21 216 21 57,743 60,066 28,300 56,900 4,323,899 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 21 179 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA TGGGAGACTATGAACCAACCG 21 95 40 21 218 21 57,743 59,447 28,300 44,400 4,810,717 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 21 203 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA AACTTTCTCGTGCTCCCTCC 21 120 40 21 242 20 57,743 59,678 28,300 43,000 3,579,465 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 21 256 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA TGGAAGGAGCTGGCATTCAA 21 173 40 21 295 20 57,743 59,595 28,300 26,900 3,662,667 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 21 257 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA TTGGAAGGAGCTGGCATTCA 21 174 40 21 296 20 57,743 59,595 28,300 25,700 3,662,667 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 3 7 91 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA TGGGAGATTTGTCGTGACTCG 21 7 40 21 130 21 57,743 60,068 28,300 41,800 4,325,315 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 21 178 TTGCAGCAAATTTCACCAAACATATTTCATATTCCACTTGCAGCAAATTTCACCAAACA GGAGACTATGAACCAACCGCA 21 93 39 22 216 21 58,396 60,066 28,300 56,900 4,669,962 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 21 204 TTGCAGCAAATTTCACCAAACATATTTCATATTCCACTTGCAGCAAATTTCACCAAACA AACTTTCTCGTGCTCCCTCC 21 120 39 22 242 20 58,396 59,678 28,300 43,000 3,925,528 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 21 251 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA GGAGCTGGCATTCAAATGGG 21 168 40 21 290 20 57,743 59,537 28,300 40,000 3,720,258 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 20 203 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACAT AACTTTCTCGTGCTCCCTCC 20 120 40 22 242 20 58,194 59,678 27,100 43,000 4,128,376 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr764_3 3 82 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 6 21 109 TGCAGCAAATTTCACCAAACATATTTCATATTCCACCTGCAGCAAATTTCACCAAACA GCGTGTTGGTAAACAGACTGG 21 25 40 21 148 21 57,743 59,737 28,300 40,000 4,520,686 A 310 AAGAGACTGAATCATAAAACAAGTGAAAAGCTTAACTTTTGCAGCAAATTTCACCAAACATATTTCATATTCCACCCCTCCccaccaccaccaccaccaccaAACGCCCCGAGTCACGACAAATCTCCCAGTCTGTTTACCAACACGCATTCCGTTTAGAATACTAGATTACACGTTGTGATCTTAATTATCTAGTGCGGTTGGTTCATAGTCTCCCATCTGGGAGGGAGCACGAGAAAGTTAAATCTAAGTGAAGATGATATCCCGAGTCCCATTTGAATGCCAGCTCCTTCCAACCTGATATTTCCAC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 1 1 2 12 97 TTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTc TTGACAGCAAATCCCAGCCC CCCTATCGTGCTTCCGGTTT 15 12 91 20 187 20 60,900 60,108 51,900 32,700 1,007,565 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 2 12 186 ACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGT ACTCAATGTCCAGTGCCTCC CCCTATCGTGCTTCCGGTTT 104 12 2 20 187 20 59,674 60,108 43,000 32,700 0.434112 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 2 8 90 CAAATCCCAGCCCTGCAAATTCTACCCTccaccaccac CAAATCCCAGCCCTGCAAAT CCCTATCGTGCTTCCGGTTT 8 12 98 20 187 20 59,093 60,108 23,200 32,700 1,014,624 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 Feb‐75 16 190 ACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGT ACTCAATGTCCAGTGCCTCC ATGTCCCTATCGTGCTTCCG 104 16 2 20 191 20 59,674 59,611 43,000 43,000 0.715654 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 Feb‐75 5 91 ATCCCAGCCCTGCAAATTCTACCCTccaccaccaccacc ATCCCAGCCCTGCAAATTCT ATGTCCCTATCGTGCTTCCG 5 16 101 20 191 20 59,663 59,611 24,000 43,000 0.726818 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 3 16 191 ACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGT ACTCAATGTCCAGTGCCTCC AATGTCCCTATCGTGCTTCCG 104 16 2 20 192 21 59,674 60,203 43,000 43,000 1,528,797 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 4 16 190 CTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTG CTCAATGTCCAGTGCCTCCA AATGTCCCTATCGTGCTTCCG 103 16 3 20 192 21 59,674 60,203 38,600 43,000 1,528,466 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 4 12 181 ATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTG ATGTCCAGTGCCTCCATCAC CCCTATCGTGCTTCCGGTTT 99 12 7 20 187 20 59,746 60,108 30,600 32,700 0.362026 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr765_2 2 126 30 10 1 ACC CCACCACCACCACCACCACCACCACCACCA NO 0 0 4 12 185 CTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTG CTCAATGTCCAGTGCCTCCA CCCTATCGTGCTTCCGGTTT 103 12 3 20 187 20 59,674 60,108 38,600 32,700 0.433781 A 244 AACTCAATGTCCAGTGCCTCCATCACCCACGCTCTGTGGCTGCACAGGTATTAGCTACAGAATAAACTGTAACAACATGCCAAGCTTACTTTGACAGCAAATCCCAGCCCTGCAAATTCTACCCTccaccaccaccaccaccaccaccaccaccaGCTTCAGGGACAAAACCGGAAGCACGATAGGGACATTATCACCTCCAAGTcacacaCTATTCTTACNTGCGATGTACTANTGTTTCCTC

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 1 1 8 1 135 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT AGCCCATGCATTGCTTCAAA 1 70 10 20 144 20 58,265 59,022 43,400 26,900 2,712,805 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 136 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT AAGCCCATGCATTGCTTCAA 1 71 10 20 145 20 58,265 59,022 43,400 26,900 2,712,805 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 137 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT AAAGCCCATGCATTGCTTCA 1 72 10 20 146 20 58,265 59,022 43,400 30,200 2,712,805 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 161 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT CCTCACTTCCCAAACTCTCAGT 1 94 10 20 170 22 58,265 59,630 43,400 34,100 4,104,844 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 162 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT TCCTCACTTCCCAAACTCTCA 1 96 10 20 171 21 58,265 58,310 43,400 32,700 4,424,313 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 162 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT TCCTCACTTCCCAAACTCTCAG 1 95 10 20 171 22 58,265 59,365 43,400 33,500 4,369,594 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 192 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT CCCTCACTTCACAACAGTTTGA 1 125 10 20 201 22 58,265 58,721 43,400 26,900 5,013,229 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 193 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT ACCCTCACTTCACAACAGTTTGA 1 125 10 20 202 23 58,265 60,308 43,400 26,900 5,042,771 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 1 193 ACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtACATTCAGACTGTGGAGGGT ACCCTCACTTCACAACAGTTTG 1 126 10 20 202 22 58,265 58,983 43,400 29,300 4,751,391 F 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 10 1 90 TTACATTCAGACTGTGGAGGGTAtggtggtggtggtggt TTACATTCAGACTGTGGAGGGT AAACTCTCACTCCATAAAGAGTATGA 1 17 8 22 97 26 58,752 57,632 43,400 21,500 11,615,684 A 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 11 1 90 TTTACATTCAGACTGTGGAGGGTAtggtggtggtggtgg TTTACATTCAGACTGTGGAGGGT AACTCTCACTCCATAAAGAGTATGA 1 17 7 23 96 25 59,349 57,037 43,400 21,500 11,613,937 A 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr766_2 2 31 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 11 1 90 TTTACATTCAGACTGTGGAGGGTAtggtggtggtggtgg TTTACATTCAGACTGTGGAGGGT AACTCTCACTCCATAAAGAGTATGAA 1 16 7 23 96 26 59,349 57,632 43,400 25,700 12,018,602 A 202 GAGACCTTTACATTCAGACTGTGGAGGGTAtggtggtggtggtggtggtggtggGGGTGAGGTTTCTATATTCATACTCTTTATGGAGTGAGAGTTTTATATTCAGATTATTgggggAGTGAGGTTTGAAGCAATGCATGGGCTTTATACTGAGAGTTTGGGAAGTGAGGATGTTGTATTCAAACTGTTGTGAAGTGAGGGT

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 1 1 4 72 269 TGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTGGACAGCCATTAGACTGTAGT CCTGAAGGATGGCCCACTTA 123 72 8 22 276 20 58,559 59,081 27,300 22,400 4,360,084 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 4 72 271 ACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGACTGGACAGCCATTAGACTGTA CCTGAAGGATGGCCCACTTA 125 72 6 22 276 20 58,559 59,081 27,400 22,400 4,360,084 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 4 72 272 AACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAAACTGGACAGCCATTAGACTG CCTGAAGGATGGCCCACTTA 127 72 5 21 276 20 57,659 59,081 35,100 22,400 4,259,797 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 98 298 TGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTGGACAGCCATTAGACTGTAGT GCTTCAGCCCAATGTCATTTACA 123 98 8 22 305 23 58,559 59,807 27,300 24,100 6,634,368 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 98 299 CTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGACTGGACAGCCATTAGACTGTAGT GCTTCAGCCCAATGTCATTTACA 123 98 7 23 305 23 59,551 59,807 27,300 24,100 6,642,285 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 98 300 ACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGACTGGACAGCCATTAGACTGTA GCTTCAGCCCAATGTCATTTACA 125 98 6 22 305 23 58,559 59,807 27,400 24,100 6,634,368 F 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 20 128 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGC GCACATGAAGTAAAGTTTATTGCCA 20 30 112 21 239 25 58,779 58,844 42,600 49,200 8,376,996 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 20 165 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGC CCTGAAGGATGGCCCACTTA 20 72 112 21 276 20 58,779 59,081 42,600 22,400 3,140,153 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 7 20 212 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGC ACCTGAAGTTGTGCTAAGGCT 20 118 112 21 323 21 58,779 59,578 42,600 45,800 3,642,815 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 128 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT GCACATGAAGTAAAGTTTATTGCCA 19 30 112 22 239 25 60,159 58,844 42,400 49,200 8,314,596 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 129 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT TGCACATGAAGTAAAGTTTATTGCC 19 31 112 22 240 25 60,159 58,844 42,400 45,200 8,314,596 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 165 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT CCTGAAGGATGGCCCACTTA 19 72 112 22 276 20 60,159 59,081 42,400 22,400 3,077,753 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 173 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT CATTGCCACCTGAAGGATGG 19 80 112 22 284 20 60,159 58,891 42,400 35,100 3,267,546 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 206 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT AGTTGTGCTAAGGCTTCAGC 19 113 112 22 317 20 60,159 58,472 42,400 42,600 3,686,898 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr768_3 3 153 32 8 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCT ATCT_153_184 0 0 8 19 212 TGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTGTCTGGTGTTTGATGTCTGCT ACCTGAAGTTGTGCTAAGGCT 19 118 112 22 323 21 60,159 59,578 42,400 45,800 3,580,415 B 328 CCTAAACTGGACAGCCATTAGACTGTAGTAATTGGTTTTAGANTCCCGGTNAATGATTGCtttttCCttttttAAGGTTGTTTTGTATGTCATAACAAATATAATGTGTATTGTCTGGTGTTTGATGTCTGCTTATTGCAAATCTATCTATCatctatctatctatctatctatctatctatctATGTGCATTtatataGATACATGATAAATATGGCAATAAACTTTACTTCATGTGCATAGCACTCAACCATTATAAGTGGGCCATCCTTCAGGTGGCAATGTAAATGACATTGGGCTGAAGCCTTAGCACAACTTCAGGTATATC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 1 1 Feb‐75 8 127 GGGACGCAGAGGCTAATGATGTCCCCATGAACAGCGGGACGCAGAGGCTAATGAT CAGCCCTCACTCTCAAGGTT 58 8 45 20 171 20 59,605 59,310 24,500 35,000 1,084,188 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 3 58 248 GGGACGCAGAGGCTAATGATGTCCCCATGAACAGCGGGACGCAGAGGCTAATGAT GGCCTGGAAGCAATGGTTCT 58 129 45 20 292 20 59,605 60,613 24,500 30,100 1,007,576 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 3 58 256 GGGACGCAGAGGCTAATGATGTCCCCATGAACAGCGGGACGCAGAGGCTAATGAT ACAATTAGGGCCTGGAAGCA 58 137 45 20 300 20 59,605 59,296 24,500 39,100 1,098,640 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 58 215 GGGACGCAGAGGCTAATGATGTCCCCATGAACAGCGGGACGCAGAGGCTAATGAT CTCCGGATGAGTCCTTCTGC 58 96 45 20 259 20 59,605 59,896 24,500 42,600 0.498502 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 15 100 AATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcct AATGTGAATGTGCCAGCTGC TATCACCATAAGGGCCCAGC 15 24 88 20 187 20 59,754 59,229 52,500 48,500 1,016,666 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 15 170 AATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcct AATGTGAATGTGCCAGCTGC CCGGATGAGTCCTTCTGCAT 15 94 88 20 257 20 59,754 59,533 52,500 39,600 0.712923 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 15 172 AATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcct AATGTGAATGTGCCAGCTGC CTCCGGATGAGTCCTTCTGC 15 96 88 20 259 20 59,754 59,896 52,500 42,600 0.349477 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 98 295 GGCACGAAACTGTTGAATAATGGGGATCTGGAGCTGGCACGAAACTGTTGAATAATGG TTAGGGCCTGGAAGCAATGG 98 133 2 23 296 20 58,834 60,033 31,600 31,600 4,198,987 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 98 296 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCAGGCACGAAACTGTTGAATAATGG TTAGGGCCTGGAAGCAATGG 98 133 1 24 296 20 60,083 60,033 31,600 31,600 4,115,995 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 97 294 GCACGAAACTGTTGAATAATGGGGATCTGGAGCTT GCACGAAACTGTTGAATAATGGG TTAGGGCCTGGAAGCAATGG 97 133 3 23 296 20 58,834 60,033 40,000 31,600 4,198,987 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 58 252 GGGACGCAGAGGCTAATGATGTCCCCATGAACAGCGGGACGCAGAGGCTAATGAT TTAGGGCCTGGAAGCAATGG 58 133 45 20 296 20 59,605 60,033 24,500 31,600 0.427773 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 27 184 CAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCCAGCCCGTCTGGAATGTGAA CTCCGGATGAGTCCTTCTGC 27 96 76 20 259 20 60,322 59,896 31,800 42,600 0.425501 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 27 221 CAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCCAGCCCGTCTGGAATGTGAA TTAGGGCCTGGAAGCAATGG 27 133 76 20 296 20 60,322 60,033 31,800 31,600 0.354772 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 15 209 AATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcct AATGTGAATGTGCCAGCTGC TTAGGGCCTGGAAGCAATGG 15 133 88 20 296 20 59,754 60,033 52,500 31,600 0.278747 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr769_2 2 123 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 8 96 CAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCCAGCCCGTCTGGAATGTGAA CAGCCCTCACTCTCAAGGTT 27 8 76 20 171 20 60,322 59,310 31,800 35,000 1,011,187 B 316 AGGCACGAAACTGTTGAATAATGGGGATCTGGAGCTTCTTTCAGGGGACGCAGAGGCTAATGATGTCCCCATGAACAGCCCGTCTGGAATGTGAATGTGCCAGCTGCCTCCTtctctcCTCTtcctcctcctcctcctcctccAGTCACCTAACCTTGAGAGTGAGGGCTGGGCCCTTATGGTGATATTGTGGAGGATTCAACGCATCACCATGAATTGGAACTTCCACTCAAGCATATGCAGAAGGACTCATCCGGAGANATAGGGGCAGAAGAACCATTGCTTCCAGGCCCTAATTGTCTACTTGATGACATTC

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 1 1 2 22 256 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG GTGTGCAGGCAGAGGAAATG 22 173 91 20 346 20 59,379 59,475 41,700 23,200 1,145,418 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 3 22 157 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG GCTTTGCCTGGTGTTTGGTT 22 74 91 20 247 20 59,379 59,822 41,700 36,700 0.798392 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 3 22 158 AAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAAAAAGTACAGATGGCCCTGGTG GCTTTGCCTGGTGTTTGGTT 22 74 90 21 247 20 59,995 59,822 41,700 36,700 1,182,581 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 3 22 159 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG ATGCTTTGCCTGGTGTTTGG 22 76 91 20 249 20 59,379 59,606 41,700 32,800 1,014,375 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 3 22 255 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG TGTGCAGGCAGAGGAAATGT 22 172 91 20 345 20 59,379 59,889 41,700 27,100 0.731617 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 3 22 256 AAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAAAAAGTACAGATGGCCCTGGTG TGTGCAGGCAGAGGAAATGT 22 172 90 21 345 20 59,995 59,889 41,700 27,100 1,115,806 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 4 92 290 ACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAA ACAAAGAGGTGTTGAAGGTGGT GCAAGCCTCCAACTGGGTC 92 136 19 22 308 19 60,025 60,974 41,600 44,600 3,999,133 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 4 92 291 ACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAA ACAAAGAGGTGTTGAAGGTGGT TGCAAGCCTCCAACTGGG 92 138 19 22 309 18 60,025 59,884 41,600 44,500 4,141,231 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 5 92 292 ACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAA ACAAAGAGGTGTTGAAGGTGGT CTGCAAGCCTCCAACTGGG 92 138 19 22 310 19 60,025 60,975 41,600 44,500 4,000,728 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 74 225 AGAGGTGTTGAAGGTGGTGATATTATCTAAAGATA AGAGGTGTTGAAGGTGGTGA GCTTTGCCTGGTGTTTGGTT 90 74 23 20 247 20 58,493 59,822 40,200 36,700 1,684,976 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 53 204 AGAGGTGTTGAAGGTGGTGATATTATCTAAAGATA AGAGGTGTTGAAGGTGGTGA AGTCTATGGGATGCTGCTGC 90 53 23 20 226 20 58,493 59,892 40,200 52,500 1,615,347 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 50 201 AGAGGTGTTGAAGGTGGTGATATTATCTAAAGATA AGAGGTGTTGAAGGTGGTGA CTATGGGATGCTGCTGCCTT 90 50 23 20 223 20 58,493 60,179 40,200 43,500 1,686,138 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 22 130 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG TGGGATGCTGCTGCCTTAAT 22 47 91 20 220 20 59,379 59,740 41,700 14,000 0.880202 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 22 133 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG CTATGGGATGCTGCTGCCTT 22 50 91 20 223 20 59,379 60,179 41,700 43,500 0.799554 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA

cons_gr76_2 2 133 21 7 1 ACT ACTACTACTACTACTACTACT NO 0 0 6 22 136 AAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAAGTACAGATGGCCCTGGTG AGTCTATGGGATGCTGCTGC 22 53 91 20 226 20 59,379 59,892 41,700 52,500 0.728763 F 351 GAAGTCACAGAGAAAAGAACAAAGAGGTGTTGAAGGTGGTGATATTATCTAAAGATATGTGCTAATTAATGGTCAAAGGCAAGACAATAAAAGTACAGATGGCCCTGGTgggggTGGGGTCGAAATAGGCTCactactactactactactactATCATTACTACTATCAAAACTTTTAACAACTTCCCAAACTAATCTCCATTAAGgcagcagcaTCCCATAGACTTAACCAAACACCAGGCAAAGCATTTTCACCTTACGAATTCAAAATGAGGTTCTTTTCACTGTGGACCCAGTTGGAGGCTTGCAGCTGCCTTTTGATCTTACATTTCCTCTGCCTGCACACCCACA
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cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 1 1 3 11 121 cagcagcCTATGACAATGGCATACTGGTTTTGTGTCa CAGCAGCCTATGACAATGGC AAGACCCATTAATCCCGACTTT 47 11 114 20 234 22 59,333 57,414 44,000 26,600 5,253,219 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 3 11 122 gcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaGCAGCAGCCTATGACAATGG AAGACCCATTAATCCCGACTTT 48 11 113 20 234 22 59,333 57,414 31,600 26,600 5,253,219 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 3 11 234 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAAGCTGGATTCACTCTAACTGT AAGACCCATTAATCCCGACTTT 158 11 1 22 234 22 57,101 57,414 35,500 26,600 9,485,658 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 35 147 cagcagcCTATGACAATGGCATACTGGTTTTGTGTCa CAGCAGCCTATGACAATGGC ACTAGTTACATCTTTCCAACCTGA 47 35 114 20 260 24 59,333 57,318 44,000 38,600 7,348,642 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 35 148 gcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaGCAGCAGCCTATGACAATGG ACTAGTTACATCTTTCCAACCTGA 48 35 113 20 260 24 59,333 57,318 31,600 38,600 7,348,642 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 35 250 CACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCCACTCTAACTGTAGTACTTGTGGCT ACTAGTTACATCTTTCCAACCTGA 145 35 11 25 260 24 60,048 57,318 47,500 38,600 11,729,672 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 35 259 AGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAAGCTGGATTCACTCTAACTGTAGT ACTAGTTACATCTTTCCAACCTGA 155 35 2 24 260 24 58,980 57,318 27,300 38,600 11,701,861 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 35 260 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAAGCTGGATTCACTCTAACTGT ACTAGTTACATCTTTCCAACCTGA 158 35 1 22 260 24 57,101 57,318 35,500 38,600 11,581,081 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 34 147 cagcagcCTATGACAATGGCATACTGGTTTTGTGTCa CAGCAGCCTATGACAATGGC ACTAGTTACATCTTTCCAACCTGAA 47 34 114 20 260 25 59,333 57,925 44,000 30,200 7,741,567 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 12 122 cagcagcCTATGACAATGGCATACTGGTTTTGTGTCa CAGCAGCCTATGACAATGGC AAAGACCCATTAATCCCGACTT 47 12 114 20 235 22 59,333 57,414 44,000 30,100 5,253,219 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 12 235 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAAGCTGGATTCACTCTAACTGT AAAGACCCATTAATCCCGACTT 158 12 1 22 235 22 57,101 57,414 35,500 30,100 9,485,658 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr770_3 3 181 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 11 233 AGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAAGCTGGATTCACTCTAACTGTAGT AAGACCCATTAATCCCGACTTT 155 11 2 24 234 22 58,980 57,414 27,300 26,600 9,606,438 F 262 AAGCTGGATTCACTCTAACTGTAGTACTTGTGGCTAAGTATTCATTCTAACCACCCTCATTGAAAATGCCTTTGAGaaaaaCTTTAAGACAGGTGTTGTATTTCTTTATTTagcagcagcCTATGACAATGGCATACTGGTTTTGTGTCaaaaaTATGGACAATCCTGCCATACTGAACCattattattattattattattACAGAAGACaaaaaGTCGGGATTAATGGGTCtttttCAGGTTGGAAAGATGTAACTAGTAG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 1 1 2 16 179 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC GCCCTTGGGACCAGGTAGAT 45 16 2 18 180 20 60,126 60,989 55,400 19,800 3,114,351 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 2 16 180 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCGTAAGCGCTCCTTGTCGGC GCCCTTGGGACCAGGTAGAT 45 16 1 19 180 20 61,454 60,989 55,400 19,800 3,442,316 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 2 15 178 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC CCCTTGGGACCAGGTAGATC 45 15 2 18 179 20 60,126 58,868 55,400 27,500 3,258,173 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 3 45 229 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC GCTTGATTGACAGGCTTGGC 45 66 2 18 230 20 60,126 60,109 55,400 45,200 2,234,618 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 3 45 230 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCGTAAGCGCTCCTTGTCGGC GCTTGATTGACAGGCTTGGC 45 66 1 19 230 20 61,454 60,109 55,400 45,200 2,562,583 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 3 45 241 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC GCCCGGAAGTCAGCTTGAT 45 79 2 18 242 19 60,126 60,078 55,400 25,700 3,203,816 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 45 241 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC GCCCGGAAGTCAGCTTGATT 45 78 2 18 242 20 60,126 60,678 55,400 25,700 2,803,721 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 45 242 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCGTAAGCGCTCCTTGTCGGC GCCCGGAAGTCAGCTTGATT 45 78 1 19 242 20 61,454 60,678 55,400 25,700 3,131,686 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 35 221 CCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAG CCTTGTCGGCCAGAAGAAGA GCTTGATTGACAGGCTTGGC 35 66 10 20 230 20 59,678 60,109 28,700 45,200 0.430616 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 32 218 TGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCC TGTCGGCCAGAAGAAGAAGG GCTTGATTGACAGGCTTGGC 32 66 13 20 230 20 59,678 60,109 34,600 45,200 0.430616 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 16 168 TGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCC TGTCGGCCAGAAGAAGAAGG GCCCTTGGGACCAGGTAGAT 32 16 13 20 180 20 59,678 60,989 34,600 19,800 1,310,349 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 4 16 171 CCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAG CCTTGTCGGCCAGAAGAAGA GCCCTTGGGACCAGGTAGAT 35 16 10 20 180 20 59,678 60,989 28,700 19,800 1,310,349 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 6 36 222 TCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGTCCTTGTCGGCCAGAAGAAG GCTTGATTGACAGGCTTGGC 36 66 9 20 230 20 59,678 60,109 28,500 45,200 0.430616 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 6 16 172 TCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGTCCTTGTCGGCCAGAAGAAG GCCCTTGGGACCAGGTAGAT 36 16 9 20 180 20 59,678 60,989 28,500 19,800 1,310,349 F 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr771_2 2 65 80 16 1 ACTCC CACTCCACTCCACTCCACTCCACTCCACTCCACTCCA NO 0 0 7 45 224 TAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCT TAAGCGCTCCTTGTCGGC ATTGACAGGCTTGGCTTCCA 45 61 2 18 225 20 60,126 59,887 55,400 35,300 2,238,668 B 276 GTAAGCGCTCCTTGTCGGCCagaagaagaAGGAATTCTTCCTCAAGCCCcacacaTCAGAAGCTcactccactccactccactccactccactccactccactccactccactccactccactccactccactccactccactcCAGGGTCAGAGTTCTGATCTACCTGGTCCCAAGGGCTGCTTTGGCATGCTCCCTGTCCAGCTGGAAGCCAAGCCTGTCAATCAAGCTGACTTCCGGGCAGGGGACCCATCATAGCGAAAAGTCACAGGCTGG

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 1 1 3 2 162 GGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGA GGCTAAGACCTCGTCCCATG GCGTCCTGATCCAAGAAATATG 97 2 55 20 216 22 59,895 57,261 36,600 17,800 4,844,085 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 2 210 CAGAAATTGCTAACCACTACTAGTGGGGTATTATTCCAGAAATTGCTAACCACTACTAGTG GCGTCCTGATCCAAGAAATATG 140 2 7 25 216 22 57,704 57,261 27,400 17,800 12,034,998 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 1 93 AGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCAGGAGAGACAGTCCATGAGTCT GCGTCCTGATCCAAGAAATATGT 26 1 124 22 216 23 59,688 58,870 32,400 22,900 6,441,660 F 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 1 100 CAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGC CAGACAAAGGAGAGACAGTCCA GCGTCCTGATCCAAGAAATATGT 33 1 117 22 216 23 59,370 58,870 40,200 22,900 6,760,216 F 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 1 101 ACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAG ACAGACAAAGGAGAGACAGTCC GCGTCCTGATCCAAGAAATATGT 34 1 116 22 216 23 59,369 58,870 38,500 22,900 6,760,698 F 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 1 162 GGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGA GGCTAAGACCTCGTCCCATG GCGTCCTGATCCAAGAAATATGT 97 1 55 20 216 23 59,895 58,870 36,600 22,900 4,235,157 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 1 210 CAGAAATTGCTAACCACTACTAGTGGGGTATTATTCCAGAAATTGCTAACCACTACTAGTG GCGTCCTGATCCAAGAAATATGT 140 1 7 25 216 23 57,704 58,870 27,400 22,900 11,426,070 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 0 162 GGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGA GGCTAAGACCTCGTCCCATG GCGTCCTGATCCAAGAAATATGTT 97 0 55 20 216 24 59,895 59,424 36,600 27,100 4,681,502 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 3 0 210 CAGAAATTGCTAACCACTACTAGTGGGGTATTATTCCAGAAATTGCTAACCACTACTAGTG GCGTCCTGATCCAAGAAATATGTT 140 0 7 25 216 24 57,704 59,424 27,400 27,100 11,872,415 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 4 1 115 AGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCAGGGAGAACAAGTTACAGACAAAG GCGTCCTGATCCAAGAAATATGT 46 1 102 24 216 23 58,631 58,870 27,700 22,900 9,499,106 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 5 1 115 AGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCAGGGAGAACAAGTTACAGACAAA GCGTCCTGATCCAAGAAATATGT 47 1 102 23 216 23 57,632 58,870 28,300 22,900 9,498,063 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr779_2 2 172 21 7 1 ATC ATCATCATCATCATCATCATC NO 0 0 6 1 116 AAGGGAGAACAAGTTACAGACAAAGgagagaCAGT AAGGGAGAACAAGTTACAGACAA GCGTCCTGATCCAAGAAATATGT 48 1 101 23 216 23 57,632 58,870 31,800 22,900 9,498,063 B 216 AGGTAGCAGAAATTGCTAACCACTACTAGTGGGGTATTATTCAGTGTGATCAGGGGCTAAGACCTCGTCCCATGATCATGGTTTTCTTGACATTTCTAGTAAGGGAGAACAAGTTACAGACAAAGgagagaCAGTCCATGAGTCTTCGTAGCTGAATTTCtgtgtgGGAGAatcatcatcatcatcatcatcAACATATTTCTTGGATCAGGACGC

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 1 1 4 55 240 tttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGTTTCATTGCGAGAGACAACCTA AATTTCCAGAAGTAAATCCTGTTGACA 104 55 120 22 359 27 57,734 59,494 30,800 35,800 11,771,489 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 44 221 ttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTG TTCATTGCGAGAGACAACCT CTGTTGACACAGGCAGGGTT 105 44 121 20 341 20 57,161 60,466 35,000 41,100 3,305,675 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 34 211 ttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTG TTCATTGCGAGAGACAACCT AGGCAGGGTTGGAGAGAGTA 105 34 121 20 331 20 57,161 59,586 35,000 25,900 3,253,318 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 28 144 GGGAAAGACACAGGCTCCACCTGGGGAGTGAGAA GGGAAAGACACAGGCTCCAC CTGTTGACACAGGCAGGGTT 28 44 198 20 341 20 60,607 60,466 40,200 41,100 1,072,862 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 27 133 GGAAAGACACAGGCTCCACCTGGGGAGTGAGAAA GGAAAGACACAGGCTCCACC AGGCAGGGTTGGAGAGAGTA 27 34 199 20 331 20 60,607 59,586 46,100 25,900 1,020,505 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 27 142 GGAAAGACACAGGCTCCACCTGGGGAGTGAGAAA GGAAAGACACAGGCTCCACC TGTTGACACAGGCAGGGTTG 27 43 199 20 340 20 60,607 60,751 46,100 37,700 1,357,949 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 27 143 GGAAAGACACAGGCTCCACCTGGGGAGTGAGAAA GGAAAGACACAGGCTCCACC CTGTTGACACAGGCAGGGTT 27 44 199 20 341 20 60,607 60,466 46,100 41,100 1,072,862 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 5 111 GGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcct GGGAGTGAGAAACTGGTCCC AGGCAGGGTTGGAGAGAGTA 5 34 221 20 331 20 59,675 59,586 44,600 25,900 0.739105 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 5 120 GGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcct GGGAGTGAGAAACTGGTCCC TGTTGACACAGGCAGGGTTG 5 43 221 20 340 20 59,675 60,751 44,600 37,700 1,076,549 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 5 121 GGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcct GGGAGTGAGAAACTGGTCCC CTGTTGACACAGGCAGGGTT 5 44 221 20 341 20 59,675 60,466 44,600 41,100 0.791462 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 4 5 121 GGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcct GGGAGTGAGAAACTGGTCCC CTGTTGACACAGGCAGGGT 5 45 221 20 341 19 59,675 59,851 44,600 43,400 1,474,447 B 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 5 56 240 tttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGTTTCATTGCGAGAGACAACCT AATTTCCAGAAGTAAATCCTGTTGAC 105 56 120 21 359 26 57,874 58,114 35,000 31,800 11,012,339 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 5 55 240 tttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGTTTCATTGCGAGAGACAACCT AATTTCCAGAAGTAAATCCTGTTGACA 105 55 120 21 359 27 57,874 59,494 35,000 35,800 10,631,586 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr77_2 2 246 32 7 1.5 AGG CTCCTCCTCCTCCTCCTCCTCTGCCTCCTCCT NO 0 0 5 34 212 tttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGTTTCATTGCGAGAGACAACCT AGGCAGGGTTGGAGAGAGTA 105 34 120 21 331 20 57,874 59,586 35,000 25,900 3,539,833 F 395 GGTGTGGGGTTAACTGGATGAGGGGATAACTGTggggggTAACTGGATGATGGGGTAACtgtgtgGGGGCTAACTAGATGAgggggTAACTGGGTAGAGGGGTAATTAGGTAgggggtttttCATTGCgagagaCAACCTATAGGTGTGAGTGAGTGGTTTTGGGGTAAGTGCACTTTCACTGAgggggTGAGCATGGGGAAAGACACAGGCTCCACCTGGGGAGTGAGAAACTGGTCCCAGCCTctcctcctcctcctcctcctcTGcctcctcctCCATCACAATATCCTCTGCTTTACTCAGCTCTGATActctctCCAACCCTGCCTGTGTCAACAGGATTTACTTCTGGAAATTATTGAAAATATgagagagagagaCCGGGGTTGTTTT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 1 1 4 61 294 GTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACAGTGCCTCCCTCTTAAGCTCT ACTGGGCTCCTTACTGTATGA 147 61 18 20 311 21 58,800 57,884 40,900 21,500 4,315,712 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 28 159 CATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTACATTCATGGAATTGAGAGGCAGA AATCAACCAGCATTGTGCCG 43 28 119 23 277 20 58,795 59,756 42,600 56,900 4,449,248 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 28 160 TCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGT TCATTCATGGAATTGAGAGGCAGA AATCAACCAGCATTGTGCCG 43 28 118 24 277 20 60,080 59,756 42,600 56,900 4,324,636 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 28 269 TAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGTAGCCAAATGTGCCTCCCTC AATCAACCAGCATTGTGCCG 156 28 9 20 277 20 59,744 59,756 43,000 56,900 0.500340 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 28 270 CTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCT CTAGCCAAATGTGCCTCCCT AATCAACCAGCATTGTGCCG 157 28 8 20 277 20 59,743 59,756 42,000 56,900 0.501489 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 28 271 ACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCACTAGCCAAATGTGCCTCCC AATCAACCAGCATTGTGCCG 158 28 7 20 277 20 60,034 59,756 43,000 56,900 0.278538 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 9 139 TCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATGGAATTGAGAGGCAGAAA CCGTCTGAAAGTCAAATTGGAG 41 9 122 22 260 22 57,694 57,590 25,200 38,600 8,716,031 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 4 8 139 TCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATGGAATTGAGAGGCAGAAA CCGTCTGAAAGTCAAATTGGAGA 41 8 122 22 260 23 57,694 58,935 25,200 37,100 8,370,627 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 5 61 295 TGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTAC TGTGCCTCCCTCTTAAGCTC ACTGGGCTCCTTACTGTATGA 148 61 17 20 311 21 59,095 57,884 40,900 21,500 4,021,453 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 5 61 296 TGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTAC TGTGCCTCCCTCTTAAGCTC AACTGGGCTCCTTACTGTATGA 148 61 17 20 312 22 59,095 58,549 40,900 21,500 4,356,261 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 5 28 160 TCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGT TCATTCATGGAATTGAGAGGCAG AATCAACCAGCATTGTGCCG 44 28 118 23 277 20 58,795 59,756 48,500 56,900 4,449,248 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 5 4 139 CATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTACATTCATGGAATTGAGAGGCAGA TCTGAAAGTCAAATTGGAGAAGCC 43 4 119 23 257 24 58,795 59,480 42,600 43,500 8,725,291 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 6 28 216 CCCATTTGCTGTGCGAAATAGAATACAATGTCAATT CCCATTTGCTGTGCGAAATAGA AATCAACCAGCATTGTGCCG 101 28 62 22 277 20 59,577 59,756 19,800 56,900 2,667,634 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 6 21 209 CCCATTTGCTGTGCGAAATAGAATACAATGTCAATT CCCATTTGCTGTGCGAAATAGA CAGCATTGTGCCGTCTGAAA 101 21 62 22 270 20 59,577 59,407 19,800 26,900 3,015,822 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr780_2 2 185 45 10 1.5 AGG TTCTTCTTCTTCTTCCTCCTCCTCCTCCTCCTCCTCCTCNO 0 0 6 19 207 CCCATTTGCTGTGCGAAATAGAATACAATGTCAATT CCCATTTGCTGTGCGAAATAGA GCATTGTGCCGTCTGAAAGT 101 19 62 22 268 20 59,577 59,407 19,800 26,600 3,016,312 F 379 AGCTCAACTAGCCAAATGTGCCTCCCTCTTAAGCTCTTTCTCCTGATGGTTACATAAGCTCCCCATTTGCTGTGCGAAATAGAATACAATGTCAATTAACATTCCTATAATTATTGTTCATTCATGGAATTGAGAGGCAGaaaaaaCGTAGGTATATTCATTTCAGNTANCAAATGTACTTTGAttcttcttcttcttcctcctcctcctcctcctcctcctcctcctcTATTGGCTTCTCCAATTTGACTTTCAGACGGCACAATGCTGGTTGATTACCCTTCTCTATATCATACAGTAAGGAGCCCAGTTTAtttttttAATACAGCTGCAGTTAAGTCTTTCACCACTGAATTTTCCATCTGATCTTAGGCCTTCT

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 1 1 3 8 243 ACTCTTTATGGTCATGGATGTGGATTTTCACAATCC ACTCTTTATGGTCATGGATGTGGA AGTGATGATGGCAGTTCTGAGA 165 8 32 24 274 22 59,525 59,164 40,200 32,700 7,311,023 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 113 ttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTC TTGTTTCCAGCGCATGTTAAA GGCAGTTCTGAGAACTTGTCG 47 0 153 21 265 21 57,283 59,205 15,200 43,500 5,512,686 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 114 tttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCT TTTGTTTCCAGCGCATGTTAAA GGCAGTTCTGAGAACTTGTCG 47 0 152 22 265 21 57,953 59,205 15,200 43,500 5,842,224 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 114 tttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCT TTTGTTTCCAGCGCATGTTAA GGCAGTTCTGAGAACTTGTCG 48 0 152 21 265 21 57,283 59,205 20,100 43,500 5,512,686 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 178 ACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaa ACAAGTGAAGATTCAGTAGCTTAGT GGCAGTTCTGAGAACTTGTCG 108 0 88 25 265 21 58,001 59,205 22,400 43,500 8,794,088 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 178 ACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaa ACAAGTGAAGATTCAGTAGCTTAGTT GGCAGTTCTGAGAACTTGTCG 107 0 88 26 265 21 58,554 59,205 22,400 43,500 9,241,231 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 233 CTCTTTATGGTCATGGATGTGGATTTTCACAATCCA CTCTTTATGGTCATGGATGTGGA GGCAGTTCTGAGAACTTGTCG 165 0 33 23 265 21 57,960 59,205 40,200 43,500 6,835,206 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 234 ACTCTTTATGGTCATGGATGTGGATTTTCACAATCC ACTCTTTATGGTCATGGATGTGGA GGCAGTTCTGAGAACTTGTCG 165 0 32 24 265 21 59,525 59,205 40,200 43,500 6,269,937 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 3 0 234 ACTCTTTATGGTCATGGATGTGGATTTTCACAATCC ACTCTTTATGGTCATGGATGTGG GGCAGTTCTGAGAACTTGTCG 166 0 32 23 265 21 58,215 59,205 41,700 43,500 6,580,587 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 4 15 250 ACTCTTTATGGTCATGGATGTGGATTTTCACAATCC ACTCTTTATGGTCATGGATGTGG AGAGGAAAGTGATGATGGCAGT 166 15 32 23 281 22 58,215 59,425 41,700 44,000 7,360,579 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 4 15 250 ACTCTTTATGGTCATGGATGTGGATTTTCACAATCC ACTCTTTATGGTCATGGATGTGGA AGAGGAAAGTGATGATGGCAGT 165 15 32 24 281 22 59,525 59,425 40,200 44,000 7,049,930 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 5 0 175 AGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaAGTGAAGATTCAGTAGCTTAGTTCA GGCAGTTCTGAGAACTTGTCG 105 0 91 25 265 21 57,767 59,205 31,800 43,500 9,028,675 F 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 10 15 106 TCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCCAAGTTCATCCTCATCATAATCCT AGAGGAAAGTGATGATGGCAGT 19 15 176 26 281 22 59,669 59,425 32,400 44,000 8,906,321 A 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 10 0 90 TCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCCAAGTTCATCCTCATCATAATCCT GGCAGTTCTGAGAACTTGTCG 19 0 176 26 265 21 59,669 59,205 32,400 43,500 8,126,329 A 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr783_2 2 221 24 8 1 ATC ATCATCATCATCATCATCATCATC NO 0 0 11 0 90 TCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCCAAGTTCATCCTCATCATAATCC GGCAGTTCTGAGAACTTGTCG 20 0 176 25 265 21 58,463 59,205 30,100 43,500 8,332,641 A 290 CTGCACATCAGATTATAATTGTACTAATGCTACTCTTTATGGTCATGGATGTGGATTTTCACAATCCAATGACACTAGAAGTTAATTACAAGTGAAGATTCAGTAGCTTAGTTCAATGTaaaaaaaaCTTTACCTGCTTTTCTGAAttttttttGTTTCCAGCGCATGTTaaaaaTCCAAGTTCATCCTCATCATAATCCTCTAGAGGTTCTTCTATAGAatcatcatcatcatcatcatcatcCGACAAGTTCTCAGAACTGCCATCATCACTTTCCTCTTCCTCAATC

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 1 1 2 4 159 GGGTGTTGAAAGGCGAGGTATGAGACTGAACGAA GGGTGTTGAAAGGCGAGGTA ACAATGGACCGAGCATTAGACA 92 4 100 20 258 22 59,964 59,764 30,800 34,100 2,271,886 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 4 205 TGAGATCCACAATTGACGAGCATTGTTAGGGGACA TGAGATCCACAATTGACGAGCA ACAATGGACCGAGCATTAGACA 136 4 54 22 258 22 60,028 59,764 42,600 34,100 4,264,349 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 1 155 GGGTGTTGAAAGGCGAGGTATGAGACTGAACGAA GGGTGTTGAAAGGCGAGGTA TGGACCGAGCATTAGACAAGA 92 1 100 20 254 21 59,964 58,824 30,800 30,200 2,211,784 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 1 170 GACAGCTGAGACACTGGGTGTTGAAAGGCGAGGT GACAGCTGAGACACTGGGTG TGGACCGAGCATTAGACAAGA 107 1 85 20 254 21 60,320 58,824 46,100 30,200 2,496,292 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 1 201 TGAGATCCACAATTGACGAGCATTGTTAGGGGACA TGAGATCCACAATTGACGAGCA TGGACCGAGCATTAGACAAGA 136 1 54 22 254 21 60,028 58,824 42,600 30,200 4,204,248 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 1 204 TGCTGAGATCCACAATTGACGAGCATTGTTAGGGG TGCTGAGATCCACAATTGACGA TGGACCGAGCATTAGACAAGA 139 1 51 22 254 21 60,028 58,824 42,000 30,200 4,204,248 B 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 11 90 TTTGACTTCACCAACCGGCTTGGATTCTACTAACAC TTTGACTTCACCAACCGGCT AACAATAACAATGGACCGAGCA 16 11 176 20 265 22 60,107 58,583 55,200 42,600 3,524,019 A 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 10 90 TTTGACTTCACCAACCGGCTTGGATTCTACTAACAC TTTGACTTCACCAACCGGCT AACAATAACAATGGACCGAGCAT 16 10 176 20 265 23 60,107 58,984 55,200 37,900 4,123,362 A 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 12 92 TTGACTTCACCAACCGGCTTGGATTCTACTAACACa TTGACTTCACCAACCGGCTT CCTAACAATAACAATGGACCGAGC 15 12 177 20 268 24 60,107 59,965 43,500 50,300 4,142,125 F 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr787_2 2 212 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 9 90 TTTGACTTCACCAACCGGCTTGGATTCTACTAACAC TTTGACTTCACCAACCGGCT AACAATAACAATGGACCGAGCATT 16 9 176 20 265 24 60,107 59,538 55,200 35,600 4,569,401 A 278 AGTTTAATGTTTAAATAAAGGGGAATCTGTTAATAGTATGTTAATTAAATTGCTGAGATCCACAATTGACGAGCATTGTTAGGGGACAGCTGAGACACTGGGTGTTGAAAGGCGAGGTATGAGACTGAACGAAGTCAAGGATCTCTTCCAGTAAATAAAAGctctctGTCTTGGTTTTGACTTCACCAACCGGCTTGGATTCTACTAACACaataataataataataataatTTCTTGTCTAATGCTCGGTCCATTGTTATTGTTAgggggCCTATAA

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 1 1 4 16 99 GGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAGGCCTTGAACCTCTCCTGAC TGATTGACACAGCCCTTCCC 16 16 54 20 152 20 60,036 59,962 35,100 39,700 0.074081 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 16 199 GGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAGGCCTTGAACCTCTCCTGAC TCGCGCGTCCCTAGCAAC 16 118 54 20 252 18 60,036 62,789 35,100 41,700 4,824,991 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 16 200 GGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAGGCCTTGAACCTCTCCTGAC CTCGCGCGTCCCTAGCAA 16 119 54 20 253 18 60,036 62,492 35,100 39,100 4,528,075 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 15 98 GCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAg GCCTTGAACCTCTCCTGACT TGATTGACACAGCCCTTCCC 15 16 55 20 152 20 59,020 59,962 34,100 39,700 1,018,589 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 15 199 GCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAg GCCTTGAACCTCTCCTGACT CTCGCGCGTCCCTAGCAA 15 119 55 20 253 18 59,020 62,492 34,100 39,100 5,472,583 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 1 185 CTGACTGAACATCGGCCCAAAgaggaggaggaggagga CTGACTGAACATCGGCCCAA CTCGCGCGTCCCTAGCAA 1 119 69 20 253 18 60,322 62,492 41,200 39,100 4,813,724 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 4 0 184 TGACTGAACATCGGCCCAAAgaggaggaggaggaggag TGACTGAACATCGGCCCAAA CTCGCGCGTCCCTAGCAA 0 119 70 20 253 18 59,890 62,492 32,800 39,100 4,601,692 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 71 252 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGG AAGCCCAGGAAGCCCGAG TCGCGCGTCCCTAGCAAC 71 118 1 18 252 18 61,722 62,789 46,300 41,700 8,510,782 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 71 253 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGG AAGCCCAGGAAGCCCGAG CTCGCGCGTCCCTAGCAA 71 119 1 18 253 18 61,722 62,492 46,300 39,100 8,213,866 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 16 100 CGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAACGGCCTTGAACCTCTCCTG TGATTGACACAGCCCTTCCC 18 16 53 19 152 20 60,079 59,962 38,600 39,700 1,117,014 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr788_2 2 90 27 9 1 AGG GAGGAGGAGGAGGAGGAGGAGGAGGAG NO 0 0 5 16 152 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGG AAGCCCAGGAAGCCCGAG TGATTGACACAGCCCTTCCC 71 16 1 18 152 20 61,722 59,962 46,300 39,700 3,759,872 F 265 AAGCCCAGGAAGCCCGAGGCCACCCCGGCCGCGGcccccGCCAGCAAGCCCACGGCCTTGAACCTCTCCTGACTGAACATCGGCCCAAAgaggaggaggaggaggaggaggaggagGGGGAggggggAgggggggAAGGGCTGTGTCAATCACGCCNTTGGCTGCGGGCCCGCTccccccccAACCACCGCCGGCCGGAGCCGACTGACCGCCCGTCACGTGACGACCCGCCCCGTTGCTAGGGAcgcgcgAGCGGGAGACAGCC

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 1 1 4 78 291 GAGGAACACGGAGCTGGATCAAGCTGCAAGGACT GAGGAACACGGAGCTGGATC CAGACTGCAGGTTAGTGCCA 78 142 55 20 345 20 60,179 59,965 33,600 49,200 0.214414 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 4 76 269 GGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGGAACACGGAGCTGGATCAA GCACATCTGGACAGACACCA 76 122 57 20 325 20 60,036 59,965 25,700 41,700 0.071705 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 4 76 289 GGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGGAACACGGAGCTGGATCAA CAGACTGCAGGTTAGTGCCA 76 142 57 20 345 20 60,036 59,965 25,700 49,200 0.071705 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 4 18 165 GGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGGAACACGGAGCTGGATCAA GCAGAGCCATCACAGCAATG 76 18 57 20 221 20 60,036 59,899 25,700 28,200 0.137070 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 83 296 GAACAGAGGAACACGGAGCTGGATCAAGCTGCAA GAACAGAGGAACACGGAGCT CAGACTGCAGGTTAGTGCCA 83 142 50 20 345 20 59,681 59,965 40,900 49,200 0.354079 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 82 275 AACAGAGGAACACGGAGCTGGATCAAGCTGCAAG AACAGAGGAACACGGAGCTG GCACATCTGGACAGACACCA 82 122 51 20 325 20 59,966 59,965 42,400 41,700 0.069376 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 82 295 AACAGAGGAACACGGAGCTGGATCAAGCTGCAAG AACAGAGGAACACGGAGCTG CAGACTGCAGGTTAGTGCCA 82 142 51 20 345 20 59,966 59,965 42,400 49,200 0.069376 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 57 223 AGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCAAGCTGCAAGGACTCACGATC CCAGCCACTAACCACAAGCT 57 95 76 20 298 20 60,108 60,251 36,900 37,400 0.359326 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 56 222 GCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATGCTGCAAGGACTCACGATCT CCAGCCACTAACCACAAGCT 56 95 77 20 298 20 60,108 60,251 27,500 37,400 0.359326 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 19 139 GGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCGGACTCACGATCTGGCTTGT TGCAGAGCCATCACAGCAAT 49 19 84 20 222 20 59,752 60,323 31,600 35,600 0.570823 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 18 138 GGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCGGACTCACGATCTGGCTTGT GCAGAGCCATCACAGCAATG 49 18 84 20 221 20 59,752 59,899 31,600 28,200 0.348418 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 18 139 AGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCAGGACTCACGATCTGGCTTG GCAGAGCCATCACAGCAATG 50 18 83 20 221 20 59,466 59,899 40,100 28,200 0.635094 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 18 145 GCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATGCTGCAAGGACTCACGATCT GCAGAGCCATCACAGCAATG 56 18 77 20 221 20 60,108 59,899 27,500 28,200 0.209106 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 18 171 AACAGAGGAACACGGAGCTGGATCAAGCTGCAAG AACAGAGGAACACGGAGCTG GCAGAGCCATCACAGCAATG 82 18 51 20 221 20 59,966 59,899 42,400 28,200 0.134741 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr793_2 2 153 31 7 1.5 ATC CTCCTCCTCCTCATCATCATCATCATCATCA NO 0 0 6 18 211 AGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGAGAAAGCCAGAGATGCAGGG GCAGAGCCATCACAGCAATG 122 18 11 20 221 20 59,745 59,899 44,500 28,200 0.356000 F 407 CGTGGGAGTGAGAAAGCCAGAGATGCAgggggTGAGACTGAGGGGATTGGAACAGAGGAACACGGAGCTGGATCAAGCTGCAAGGACTCACGATCTGGCTTGTTCTCGTCATCCTCTTCCtcatcatcaTAATCTATGAGGAAGCATAGTTTctcctcctcCtcatcatcatcatcatcatcaTCGTCATCCTCTGGcccccATTGCTGTGATGGCTCTGCAAGAAAACAAGATAAGCTCANGATCTCTAAACATAACAACCAAGGGGTCAAGGAGTCAGCTTGTGGTTAGTGGCTGGGATACTATGGTGTCTGTCCAGATGTGCTGGCACTAACCTGCAGTCTGCACTGTTACACCTATTTCTCCATCTGCCACCACGGCGAGACCGCATTGCCTGCCCAGCAGCT

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 1 1 4 55 195 TTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGC TTCGTCCCATAACCTGAGCC CTACAAGTCCTCAAGCGGCA 79 55 134 20 328 20 59,460 60,037 47,000 56,900 0.577311 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 55 294 CTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTCTCTGCAGGGTGGTGTCATT CTACAAGTCCTCAAGCGGCA 178 55 35 20 328 20 59,963 60,037 25,700 56,900 0.074629 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 54 194 TTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGC TTCGTCCCATAACCTGAGCC TACAAGTCCTCAAGCGGCAG 79 54 134 20 327 20 59,460 60,037 47,000 48,500 0.577311 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 54 293 CTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTCTCTGCAGGGTGGTGTCATT TACAAGTCCTCAAGCGGCAG 178 54 35 20 327 20 59,963 60,037 25,700 48,500 0.074629 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 34 298 CTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTCTGTCTGCTCTCCTCCAAGC CGTCAGAGGATTGAGCGGAA 203 34 10 20 307 20 60,108 59,827 40,100 43,000 0.281714 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 25 264 CTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTCTCTGCAGGGTGGTGTCATT ATTGAGCGGAATGGGAAGCA 178 25 35 20 298 20 59,963 60,034 25,700 39,100 0.071489 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 9 228 TTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGTTGAGGGAGAGGGCTGTTGA AGCAGATTATCCTCCGCACG 158 9 55 20 282 20 60,474 59,967 31,800 53,400 0.506371 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 9 248 CTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTCTCTGCAGGGTGGTGTCATT AGCAGATTATCCTCCGCACG 178 9 35 20 282 20 59,963 59,967 25,700 53,400 0.069981 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 4 9 273 CTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTCTGTCTGCTCTCCTCCAAGC AGCAGATTATCCTCCGCACG 203 9 10 20 282 20 60,108 59,967 40,100 53,400 0.140911 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 54 200 CCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCCCCGAATTCGTCCCATAACCT TACAAGTCCTCAAGCGGCAG 84 54 128 21 327 20 59,860 60,037 35,000 48,500 1,177,578 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 48 163 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT TACAAGTCCTCAAGCGGCAG 48 54 165 20 327 20 60,249 60,037 30,600 48,500 0.286815 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 48 164 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT CTACAAGTCCTCAAGCGGCA 48 55 165 20 328 20 60,249 60,037 30,600 56,900 0.286815 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 34 143 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT CGTCAGAGGATTGAGCGGAA 48 34 165 20 307 20 60,249 59,827 30,600 43,000 0.422970 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 25 134 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT ATTGAGCGGAATGGGAAGCA 48 25 165 20 298 20 60,249 60,034 30,600 39,100 0.283675 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 22 131 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT GAGCGGAATGGGAAGCAGAT 48 22 165 20 295 20 60,249 60,179 30,600 29,000 0.428523 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 9 118 GTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACGTGCCGCTATTCTCCGTGAT AGCAGATTATCCTCCGCACG 48 9 165 20 282 20 60,249 59,967 30,600 53,400 0.282166 A 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr794_5 5 233 21 7 1 AGC CTGCTGCTGCTGCTGCTGCTG NO 0 0 5 9 229 TTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGTTTGAGGGAGAGGGCTGTTG AGCAGATTATCCTCCGCACG 159 9 54 20 282 20 59,598 59,967 33,300 53,400 0.434416 F 363 CCCCTTGATCTGTCTGCTCTCCTCCAAGCGGACACTCTGCAGGGTGGTGTCATTTTGAGGGAGAGGGCTGTTGAGGTCAATGTTAGTGGATTTCTGGATTAGcccccccGAGAAGCCGCTGCTANACCCCGAATTCGTCCCATAACCTGAGCCCCTGAGGAGCGGTGCCGCTATTCTCCGTGATTGACTTAGGATCAAACTCTGTGCTTTCCCCGGTGTGGGGAAGGCACTCctgctgctgctgctgctgctgCTCATAATCCGTGCGGAGGATAATCTGCTTCCCATTCCGCTCAATCCTCTGACGCTGCCGCTTGAGGACTTGTAGGAGTAACTCGAAGAAGTCATGTTGAGGTTGTTTGA

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 1 1 13 58 240 TGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGC TGATAGGGTTAGATGAAGTAAGGTGG ATCCCTCATTCCATCCATCCC 99 58 12 26 251 21 59,673 59,001 46,100 38,500 8,325,126 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 14 56 190 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG TCCCTCATTCCATCCATCCC 56 58 61 20 250 20 59,893 58,551 31,600 38,500 1,556,727 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 14 0 132 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG CTTCCCTCACACCATCCCTC 56 0 61 20 192 20 59,893 59,456 31,600 43,000 0.651205 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 15 57 191 AACACCAGCAGAGACCAGTTGGGGCATATGACCCAAACACCAGCAGAGACCAGTT TCCCTCATTCCATCCATCCCT 57 57 60 20 250 21 59,160 60,060 31,600 42,000 1,900,270 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 15 57 240 TTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGG TTGATAGGGTTAGATGAAGTAAGGTGG TCCCTCATTCCATCCATCCCT 99 57 11 27 250 21 60,148 60,060 46,100 42,000 8,207,873 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 15 57 242 TGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGTGTTGATAGGGTTAGATGAAGTAAGGT TCCCTCATTCCATCCATCCCT 101 57 9 27 250 21 59,598 60,060 35,000 42,000 8,462,394 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 15 56 190 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG TCCCTCATTCCATCCATCCCT 56 57 61 20 250 21 59,893 60,060 31,600 42,000 1,167,779 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 16 71 240 AGTAAGGTGGGAGTAGGCTCACATGGGGTATAAA AGTAAGGTGGGAGTAGGCTCA ATCACTCACTCACTCTATCCCTCA 88 71 28 21 267 24 59,638 60,080 42,600 38,600 5,441,044 F 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 16 6 137 CACCAGCAGAGACCAGTTGGGGCATATGACCCATT CACCAGCAGAGACCAGTTGG TCCATCCTTCCCTCACACCA 55 6 62 20 198 20 60,605 60,179 37,700 41,700 0.783657 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 16 6 138 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG TCCATCCTTCCCTCACACCA 56 6 61 20 198 20 59,893 60,179 31,600 41,700 0.286332 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 16 6 140 AAACACCAGCAGAGACCAGTTGGGGCATATGACCCAAACACCAGCAGAGACCAGT TCCATCCTTCCCTCACACCA 58 6 59 20 198 20 59,160 60,179 40,000 41,700 1,018,823 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 17 71 240 AAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAAAAGTAAGGTGGGAGTAGGCTCA TCACTCACTCACTCTATCCCTCA 88 71 27 22 266 23 60,226 59,733 42,600 38,600 5,492,578 F 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 17 71 242 TGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATATGAAGTAAGGTGGGAGTAGGC TCACTCACTCACTCTATCCCTCA 91 71 25 21 266 23 58,815 59,733 39,300 38,600 5,452,419 F 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 17 7 140 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG CATCCATCCTTCCCTCACACC 56 7 61 20 200 21 59,893 60,134 31,600 41,600 1,241,432 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

cons_gr795_2 2 137 36 9 1 ACTC GAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGANO 0 0 19 11 144 ACACCAGCAGAGACCAGTTGGGGCATATGACCCAT ACACCAGCAGAGACCAGTTG ACTCCATCCATCCTTCCCTCA 56 11 61 20 204 21 59,893 59,990 31,600 38,600 1,117,502 A 279 GAAGTATATGTTGATAGGGTTAGATGAAGTAAGGTGGGAGTAGGCTCACATGGGGTATAAACACCAGCAGAGACCAGTTGGGGCATATGACCCATTTCTGTGATGTAAATTCTCCAAGCAGATGAAGAGAAAGATGgagtgagtgagtgagtgagtgagtgagtgagtgagtGAGGGATGGTGTGAGGGAAGGATGGATGGAGTAAGGGAAGGATGGATGGAGTAAAGGAGGGATGGATGGAATGAGGGATAgagtgagtgagtGATAGATGGACAGAC

Ctaur13 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 1 1 4 58 218 TGTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGC CACCGAGGTGCCAGTATCTG 58 84 26 20 243 20 59,192 60,179 61,300 29,000 0.987225 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 4 58 246 TGTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGC CCGGGACACTAGCCAAAGAT 58 112 26 20 271 20 59,192 59,458 61,300 24,000 1,349,988 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 4 18 152 TGTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGC AACTTCATGGCCCTCAGGTG 58 18 26 20 177 20 59,192 59,961 61,300 40,000 0.846869 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 4 12 106 CTTCCTTTCGGCATCATCGGCGCACGGCCGGGagca CTTCCTTTCGGCATCATCGG AACTTCATGGCCCTCAGGTG 12 18 72 20 177 20 59,060 59,961 41,800 40,000 0.978870 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 4 11 105 TTCCTTTCGGCATCATCGGCGCACGGCCGGGagcag TTCCTTTCGGCATCATCGGC AACTTCATGGCCCTCAGGTG 11 18 73 20 177 20 61,095 59,961 55,400 40,000 1,133,972 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 57 217 GTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGCA CACCGAGGTGCCAGTATCTG 57 84 27 20 243 20 59,192 60,179 56,900 29,000 0.987225 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 57 245 GTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGCA CCGGGACACTAGCCAAAGAT 57 112 27 20 271 20 59,192 59,458 56,900 24,000 1,349,988 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 56 216 TACATTGACATTGCCCGCAGGCTAACTGATCGAATTTACATTGACATTGCCCGCAG CACCGAGGTGCCAGTATCTG 56 84 28 20 243 20 58,906 60,179 51,800 29,000 1,273,072 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 56 244 TACATTGACATTGCCCGCAGGCTAACTGATCGAATTTACATTGACATTGCCCGCAG CCGGGACACTAGCCAAAGAT 56 112 28 20 271 20 58,906 59,458 51,800 24,000 1,635,835 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 19 152 GTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGCA CAACTTCATGGCCCTCAGGT 57 19 27 20 178 20 59,192 59,961 56,900 40,000 0.846869 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 18 151 GTACATTGACATTGCCCGCAGGCTAACTGATCGAATGTACATTGACATTGCCCGCA AACTTCATGGCCCTCAGGTG 57 18 27 20 177 20 59,192 59,961 56,900 40,000 0.846869 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr798_3 3 104 36 12 1 AGC AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA AGC_104_139 0 0 6 12 107 CTTCCTTTCGGCATCATCGGCGCACGGCCGGGagca CTTCCTTTCGGCATCATCGG CAACTTCATGGCCCTCAGGT 12 19 72 20 178 20 59,060 59,961 41,800 40,000 0.978870 A 279 CGCTTGATGATCTAGGGGATAGGAATGTACATTGACATTGCCCGCAGGCTAACTGATCGAATTTCCTTACTCTTCCTTTCGGCATCATCGGCGCACGGCCGGGagcagcagcagcagcagcagcagcagcagcagcagcANNAGGGGCCTCCTCTGACACCTGAGGGCCATGAAGTTGCACCAGCAGAAATGTCACACCATCCCTGCCAGGCAGGCACCAGCGCAGATACTGGCACCTCGGTGGGCATCAGATCTTTGGCTAGTGTCCCGGNNGCANCA

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 1 1 4 30 190 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG TCCCTGAACTAAACACTTCAGC 30 95 4 22 193 22 59,901 58,260 41,700 42,600 5,839,213 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 253 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG GCCCAAGAGTGTGGTTTCTG 30 160 4 22 256 20 59,901 59,046 41,700 30,200 3,053,551 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 254 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG AGCCCAAGAGTGTGGTTTCT 30 161 4 22 257 20 59,901 59,153 41,700 25,200 2,945,792 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 258 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG ACATAGCCCAAGAGTGTGGT 30 165 4 22 261 20 59,901 58,638 41,700 41,600 3,461,323 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 292 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG ACATGCTCTGTTCAATCTTTCACT 30 195 4 22 295 24 59,901 58,931 41,700 34,100 7,167,734 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 292 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG ACATGCTCTGTTCAATCTTTCACTG 30 194 4 22 295 25 59,901 60,049 41,700 36,600 7,148,020 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 30 293 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG CACATGCTCTGTTCAATCTTTCACT 30 195 4 22 296 25 59,901 60,049 41,700 34,100 7,148,020 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 9 102 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG AGTCTCTTTGCCCTGTCACC 30 9 4 22 105 20 59,901 59,602 41,700 40,200 2,497,416 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 8 101 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG GTCTCTTTGCCCTGTCACCT 30 8 4 22 104 20 59,901 59,602 41,700 40,000 2,497,416 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 4 7 100 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG TCTCTTTGCCCTGTCACCTG 30 7 4 22 103 20 59,901 59,602 41,700 40,000 2,497,039 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 5 30 190 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG TCCCTGAACTAAACACTTCAGCT 30 94 4 22 193 23 59,901 59,609 41,700 42,400 5,490,395 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 May‐75 30 160 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG CCTCCATTCTCCTTTCCTGAACA 30 64 4 22 163 23 59,901 59,991 41,700 31,800 5,108,572 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 30 176 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG ACTTCAGCTTCATTCTCCTCCA 30 81 4 22 179 22 59,901 59,091 41,700 38,600 5,008,104 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 6 22 237 TCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTCCAGACTGTGTGGTAACTTGA GTGTGGTTTCTGAATGAGCTGT 22 150 12 22 248 22 58,965 59,119 30,200 44,000 5,916,253 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr7_2 2 56 21 7 1 AGG AGGAGGAGGAGGAGGAGGAGG NO 0 0 Aug‐75 30 162 GGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGA GGTTTGTTTCCAGACTGTGTGG CTCCTCCATTCTCCTTTCCTGA 30 67 4 22 165 22 59,901 58,889 41,700 38,600 5,209,803 F 296 CCTGGTTTGTTTCCAGACtgtgtgGTAACTTGATCANNGATTNATGAGTTGAGACaggaggaggaggaggaggaggAGCAGTCCAGGTGACAGGGCAAAGAGACTGAAGTGCAATTAGCTGAATCAATCTTTGATAAGATTGTTCAGGAAAGGAGAATGGAGGAGAATGAAGCTGAAGTGTTTAGTTCAGGGAAACTGTGANCCaaaaaTAAATCAGTTATACCAAACAGCTCATTCAGAAACCACACTCTTGGGCTATGTATCAAAGTTCAGTGAAAGATTGAACAGAGCATGTG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 1 1 20 ‐12 196 gggATTGAgagggagggaggGGGGATTGAgagggagggaGGGATTGAGAGGGAGGGAGG AACCTTTCCCAACACCCACC ‐12 98 47 20 200 20 60,766 60,398 43,000 46,100 1,164,245 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐12 241 gggATTGAgagggagggaggGGGGATTGAgagggagggaGGGATTGAGAGGGAGGGAGG AACACACGCACTTCTCTCCC ‐12 143 47 20 245 20 60,766 60,250 43,000 43,000 1,016,199 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐12 241 gggATTGAgagggagggaggGGGGATTGAgagggagggaGGGATTGAGAGGGAGGGAGG AACACACGCACTTCTCTCCC ‐12 143 47 20 245 20 60,766 60,250 43,000 43,000 1,016,199 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 191 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG TTTCCCAACACCCACCCTAC ‐13 94 48 20 196 20 60,766 59,521 43,000 31,800 1,245,666 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 195 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG AACCTTTCCCAACACCCACC ‐13 98 48 20 200 20 60,766 60,398 43,000 46,100 1,164,245 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 195 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG AACCTTTCCCAACACCCACC ‐13 98 48 20 200 20 60,766 60,398 43,000 46,100 1,164,245 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 240 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG AACACACGCACTTCTCTCCC ‐13 143 48 20 245 20 60,766 60,250 43,000 43,000 1,016,199 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 240 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG AACACACGCACTTCTCTCCC ‐13 143 48 20 245 20 60,766 60,250 43,000 43,000 1,016,199 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr800_2 2 55 28 7 1 AGGG GAGGGAGGGAGGGAGGGAGGGAGGGAGG NO 0 0 20 ‐13 245 ggATTGAgagggagggaggGGGGATTGAgagggagggagGGATTGAGAGGGAGGGAGGG CCCTCAACACACGCACTTCT ‐13 148 48 20 250 20 60,766 60,533 43,000 28,500 1,299,150 F 253 AggggggATTGAgagggagggaggGGGGATTGAgagggagggaggGGGGATTGAgagggagggagggagggagggagggaggGGGGANTGAgagggagggaggggggggNGAgagggagggaggggggggggggggNGGGNGGGNGGGAGNNAAANaaaaaaaaaCAAAATNGAGGGTAGGGTGGGTGTTGGGAAAGGTTGAGGTGAGGATGTTGTgggggTTGCGGgagagaAGTGCgtgtgtTGAGGGTGG

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 1 1 2 13 111 TTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgct TTCTGCAGCTTTCCCAACCA AGTTGTGGAGCAGTGCAGAG 13 31 39 20 149 20 60,106 60,250 36,700 33,500 0.356477 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 19 117 GCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCGCACACTTCTGCAGCTTTCC AGTTGTGGAGCAGTGCAGAG 19 31 33 20 149 20 60,040 60,250 31,300 33,500 0.289917 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 5 17 115 ACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTC ACACTTCTGCAGCTTTCCCA AGTTGTGGAGCAGTGCAGAG 17 31 35 20 149 20 59,817 60,250 43,700 33,500 0.433701 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 28 190 GGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAG GGTCCACTCGCACACTTCTG GTGTACGATAAAGGGAGATGGCT 28 92 24 20 213 23 60,946 59,930 30,200 47,500 4,015,950 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 28 190 GGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAG GGTCCACTCGCACACTTCTG GTGTACGATAAAGGGAGATGGC 28 93 24 20 213 22 60,946 58,609 30,200 44,000 4,337,271 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 28 191 GGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAG GGTCCACTCGCACACTTCTG AGTGTACGATAAAGGGAGATGGC 28 93 24 20 214 23 60,946 59,930 30,200 44,000 4,015,950 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 19 162 GCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCGCACACTTCTGCAGCTTTCC GGCTCCAGTGGGACTCATTC 19 76 33 20 194 20 60,040 60,107 31,300 26,700 0.147167 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 17 160 ACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTC ACACTTCTGCAGCTTTCCCA GGCTCCAGTGGGACTCATTC 17 76 35 20 194 20 59,817 60,107 43,700 26,700 0.290951 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr804_2 2 72 27 9 1 AGC TGCTGCTGCTGCTGCTGCTGCTGCTGC NO 0 0 6 13 156 TTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgct TTCTGCAGCTTTCCCAACCA GGCTCCAGTGGGACTCATTC 13 76 39 20 194 20 60,106 60,107 36,700 26,700 0.213727 A 214 TCTTGAGATGCAATCCTGCTGCCGGTCCACTCGCACACTTCTGCAGCTTTCCCAACCAGAGGCTGGTCTCTtgctgctgctgctgctgctgctgctgcACAGCTGCCTCTGGCAGTTGGCCCTCCTTCCCTCTGCACTGCTCCACAACTGCACAGGGGTCCAAGAGGACTGAATGAATGAGTCCCACTGGAGCCATCTCCCTTTATCGTACACT

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 1 1 3 70 290 CCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGCCAGCCGTTGTCAGTCTTGA GGAAGATCGGAGGATGCACG 70 159 13 20 302 20 60,250 60,599 30,200 53,400 0.848549 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 4 71 291 TCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGG TCCAGCCGTTGTCAGTCTTG GGAAGATCGGAGGATGCACG 71 159 12 20 302 20 60,250 60,599 30,200 53,400 0.848549 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 4 70 286 CCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGCCAGCCGTTGTCAGTCTTGA GATCGGAGGATGCACGCTTA 70 155 13 20 298 20 60,250 59,968 30,200 30,900 0.281998 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 4 70 291 CCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGCCAGCCGTTGTCAGTCTTGA AGGAAGATCGGAGGATGCAC 70 160 13 20 303 20 60,250 59,244 30,200 45,700 1,005,554 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 6 10 127 CGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctCGGCATCTTCAGAACAAGGA TTCTGCAACAGCACCTGAGG 10 56 73 20 199 20 57,901 60,536 33,600 38,600 2,634,921 A 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 6 10 128 aCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctg ACGGCATCTTCAGAACAAGGA TTCTGCAACAGCACCTGAGG 10 56 72 21 199 20 59,652 60,536 33,600 38,600 1,883,487 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 59 190 CCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGCCAGCCGTTGTCAGTCTTGA CCTTTCTGCAACAGCACCTG 70 59 13 20 202 20 60,250 59,687 30,200 40,000 0.562911 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 59 191 TCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGG TCCAGCCGTTGTCAGTCTTG CCTTTCTGCAACAGCACCTG 71 59 12 20 202 20 60,250 59,687 30,200 40,000 0.562911 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 59 192 TTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGTTCCAGCCGTTGTCAGTCTT CCTTTCTGCAACAGCACCTG 72 59 11 20 202 20 59,532 59,687 30,100 40,000 0.781269 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 11 131 aCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctg ACGGCATCTTCAGAACAAGG CCTTTCTGCAACAGCACCTG 11 59 72 20 202 20 58,186 59,687 36,100 40,000 2,126,556 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 10 130 CGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctCGGCATCTTCAGAACAAGGA CCTTTCTGCAACAGCACCTG 10 59 73 20 202 20 57,901 59,687 33,600 40,000 2,412,184 A 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 10 131 aCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctg ACGGCATCTTCAGAACAAGGA CCTTTCTGCAACAGCACCTG 10 59 72 21 202 20 59,652 59,687 33,600 40,000 1,660,750 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 Jun‐25 8 130 CGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctCGGCATCTTCAGAACAAGGAAC CCTTTCTGCAACAGCACCTG 8 59 73 22 202 20 59,840 59,687 36,200 40,000 2,473,460 A 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 7 53 173 TGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACTGATCCAACTCTGTCCGGGA CCTTTCTGCAACAGCACCTG 53 59 30 20 202 20 60,252 59,687 51,400 40,000 0.565100 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 7 51 168 ATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCATCCAACTCTGTCCGGGAGA TTCTGCAACAGCACCTGAGG 51 56 32 20 199 20 59,959 60,536 37,100 38,600 0.577018 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 7 51 171 ATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCATCCAACTCTGTCCGGGAGA CCTTTCTGCAACAGCACCTG 51 59 32 20 202 20 59,959 59,687 37,100 40,000 0.354281 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 7 51 266 ATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCATCCAACTCTGTCCGGGAGA ATCGGAGGATGCACGCTTAG 51 154 32 20 297 20 59,959 59,967 37,100 21,800 0.073915 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

cons_gr805_2 2 103 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC TGC_103_123 0 0 7 51 267 ATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCATCCAACTCTGTCCGGGAGA GATCGGAGGATGCACGCTTA 51 155 32 20 298 20 59,959 59,968 37,100 30,900 0.073368 F 351 GTTGGATCTTTTCCAGCCGTTGTCAGTCTTGATCCAACTCTGTCCGGGAGACCTCCAGTCCTGACCCaaaaaCGGCATCTTCAGAACAAGGAACAAAGTCGGtgctgctgctgctgctgctgcNNNGTCTTGTTGAGAATAAAATAGCGATAACGTCACTTTCAGAACTTTAGTCCCCACCTCAGGTGCTGTTGCAGAAAGGGGTGGGTgggggAAAGAGATATTTAATTCACTCCTTTGAGCCGAGATTCTCGTTTTGttttttttAGCAGAGATGCTAAGCGTGCATCCTCCGATCTTCCTCtttttGTGTTCTGCTGCAAAATTGctctctCCGCTTTTATTcccccc

Ctaur2 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 1 1 6 26 176 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC TTAGGCACCAAATAGATAGGGTT 26 29 2 18 177 23 60,050 57,013 40,100 41,100 8,037,096 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 177 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC TTTAGGCACCAAATAGATAGGGT 26 30 2 18 178 23 60,050 57,013 40,100 43,400 8,037,096 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 225 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC GGTAGAACGATAACCGCTGT 26 81 2 18 226 20 60,050 57,426 40,100 44,000 4,624,018 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 226 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC AGGTAGAACGATAACCGCTGT 26 81 2 18 227 21 60,050 58,902 40,100 44,000 4,147,901 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 226 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC AGGTAGAACGATAACCGCTGTT 26 80 2 18 227 22 60,050 59,505 40,100 31,600 4,544,947 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 240 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC AGAATGCAGGAGATAGGTAGAACG 26 92 2 18 241 24 60,050 59,720 40,100 39,500 6,329,748 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 256 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC TTGAAACAATCAGGGCAGAATG 26 110 2 18 257 22 60,050 57,476 40,100 26,700 6,574,393 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 6 26 257 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC TTTGAAACAATCAGGGCAGAATG 26 110 2 18 258 23 60,050 58,115 40,100 26,700 6,935,489 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr806_3 3 46 80 20 1 AGAT TCTATCTATCTATCTATCTATCTATCTATCTATCTATC TCTA_46_125 0 0 11 0 147 GCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTAGCCAGGCAACGTTCTTGC AGATATACAGACAGAGGGACAGA 26 0 2 18 148 23 60,050 57,345 40,100 34,100 7,704,978 A 275 TGCCAGGCAACGTTCTTGCNTNTTGTCTGTTTNNCTATCTNCNTNtctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctaTCTGTCCCTCTGTCTGTATATCTATCTATAACCCTATCTATTTGGTGCCTAAATCTGAAAATAACATATTTCAGCGAGAAAACAGCGGTTATCGTTCTACCTATCTCCTGCATTCTGCCCTGATTGTTTCAAAATCCCCATTTACTTTAC

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 1 1 8 3 103 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC TGCGTGGAGAGATGTGAGTG 3 12 1 20 103 20 59,826 59,755 38,600 35,100 0.418429 F 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 8 3 107 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC TGAGTGCGTGGAGAGATGTG 3 16 1 20 107 20 59,826 59,755 38,600 32,100 0.418429 F 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 119 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GAGTGGAACGAGTGAGTGCG 3 28 1 20 119 20 59,826 61,004 38,600 53,400 1,177,985 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 120 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC TGAGTGGAACGAGTGAGTGC 3 29 1 20 120 20 59,826 59,968 38,600 44,000 0.205838 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 142 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GGATCGAGTGAGTGAGGTCAAG 3 49 1 20 142 22 59,826 60,159 38,600 30,200 2,333,018 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 143 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GGGATCGAGTGAGTGAGGTC 3 52 1 20 143 20 59,826 59,258 38,600 38,500 0.915623 F 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 144 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC TGGGATCGAGTGAGTGAGGT 3 53 1 20 144 20 59,826 59,960 38,600 38,500 0.213472 F 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 3 145 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GTGGGATCGAGTGAGTGAGG 3 54 1 20 145 20 59,826 59,542 38,600 38,600 0.631559 F 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 10 2 119 CGACCTGACTACCTGCTTCAATctcactcactcactcactc CGACCTGACTACCTGCTTCA TGAGTGGAACGAGTGAGTGC 2 29 2 20 120 20 59,111 59,968 30,200 44,000 0.920749 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 11 3 142 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GGATCGAGTGAGTGAGGTCAA 3 50 1 20 142 21 59,826 59,181 38,600 31,800 1,992,996 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 12 3 142 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC GGATCGAGTGAGTGAGGTCA 3 51 1 20 142 20 59,826 58,535 38,600 40,200 1,638,441 B 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 12 0 90 CGACCTGACTACCTGCTTCAATctcactcactcactcactc CGACCTGACTACCTGCTTCAA TGTGAGTGGAGTGAGTGAGG 1 0 2 21 91 20 59,728 58,668 26,900 38,600 2,604,685 A 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 12 0 90 CGACCTGACTACCTGCTTCAATctcactcactcactcactc CGACCTGACTACCTGCTTCA TGTGAGTGGAGTGAGTGAGG 2 0 2 20 91 20 59,111 58,668 30,200 38,600 2,220,813 A 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr808_2 2 24 48 12 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC NO 0 0 12 0 91 CCGACCTGACTACCTGCTTCAATctcactcactcactcactCCGACCTGACTACCTGCTTC TGTGAGTGGAGTGAGTGAGG 3 0 1 20 91 20 59,826 58,668 38,600 38,600 1,505,902 A 185 CCGACCTGACTACCTGCTTCAATctcactcactcactcactcactcactcactcactcactcactcactcaCCTCACTCACTCCACTCACAtctctcCACGCACTCACTCGTTCCACTCACTTGACCTCACTCACTCGATCCcactcactcactCATTTCATTAACTCAATCACNCCTGTTCACT

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 1 1 2 8 140 ATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGgATAACTAGAGATAGGGTGGAGAGGA TTTGGTCGCCCACTGCCT 8 58 50 25 189 18 59,142 61,885 37,100 47,500 9,743,182 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 2 7 140 ATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGgATAACTAGAGATAGGGTGGAGAGGAG TTTGGTCGCCCACTGCCT 7 58 50 26 189 18 60,012 61,885 36,900 47,500 9,896,755 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 4 5 124 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG CCCACTGCCTGGAACTGTTT 5 48 58 20 181 20 60,179 60,468 50,300 28,300 0.647004 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 4 5 154 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG ACAGTCGGAATGGACAACCC 5 78 58 20 211 20 60,179 59,964 50,300 41,100 0.215281 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 4 5 158 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG GCAGACAGTCGGAATGGACA 5 82 58 20 215 20 60,179 60,037 50,300 40,200 0.216301 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 4 5 168 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG ACAAAGGTGGGCAGACAGTC 5 92 58 20 225 20 60,179 60,179 50,300 35,100 0.357993 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 4 5 193 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG GCTCCCTCTCCAAGAACACC 5 117 58 20 250 20 60,179 60,036 50,300 41,600 0.214891 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 5 5 90 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG CAGCCCAGAAGCAGGTTCA 5 15 58 20 147 19 60,179 59,926 50,300 31,800 1,252,698 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 6 5 118 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG GCCTGGAACTGTTTATGGCC 5 42 58 20 175 20 60,179 59,182 50,300 53,600 0.996629 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 6 5 199 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG CCACATGCTCCCTCTCCAAG 5 123 58 20 256 20 60,179 60,107 50,300 36,100 0.286288 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 6 5 203 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG GACACCACATGCTCCCTCTC 5 127 58 20 260 20 60,179 60,108 50,300 32,000 0.286920 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 6 5 250 AGATAGGGTGGAGAGGAGCGGGGAGggaggaggag AGATAGGGTGGAGAGGAGCG GTCCCTGCAGTGCCCACT 5 176 58 20 307 18 60,179 61,959 50,300 40,000 4,137,836 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 9 33 159 AGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAAGTTTCATTGGTTCAATCAATAAGAGT CCCACTGCCTGGAACTGTTT 33 48 23 27 181 20 57,918 60,468 32,400 28,300 9,550,341 B 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 10 6 240 AGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggAGAGATAGGGTGGAGAGGAGC CCCACTGGGCATGGAAGG 6 164 56 21 295 18 59,853 60,044 47,000 34,600 3,190,634 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr809_3 3 83 31 7 1.5 AGG GGAGGAGGAGGAGGAGGAGGAGGGAGGAGGA NO 0 0 10 6 241 TAGAGATAGGGTGGAGAGGAGCGGGGAGggaggagTAGAGATAGGGTGGAGAGGAGC CCCACTGGGCATGGAAGG 6 164 55 22 295 18 59,623 60,044 47,000 34,600 4,420,844 F 358 TTGCCCCTCATTATGTTAATTTAGTTTCATTGGTTCAATCAATAAGAGTATAACTAGAGATAGGGTGGAGAGGAGCGGGGAGggaggaggaggaggaggaggaGggaggaggaCGGAGGACCTCCTCGTGAACCTGCTTCTGGGCTGGCCAAAGTGGCCATAAACAGTTCCAGGCAGTGGGCGACCAAAgggggTTGTCCATTCCGACTGTCTGCCCACCTTTGTGGCCGGGTGTTCTTGGAGAGGGAGCATGTGGTGTCCACTGGCACGATCGAGGCCTTCCATGCCCAGTGGGCACTGCAGGGACCGGGGTGTTTTATTGATTCCTTTAATCACATTTTATTTTGAATTTTGTAAG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 1 1 Mar‐75 34 181 CATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGCATTGACCACCCTGGCGA GACCTCCAGGAAGCAGCAG 34 89 11 18 191 19 59,649 60,079 55,400 42,400 3,429,462 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 Mar‐75 33 180 ATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTATTGACCACCCTGGCGAC GACCTCCAGGAAGCAGCAG 33 89 12 18 191 19 59,649 60,079 51,900 42,400 3,429,843 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 Mar‐75 33 181 CATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGCATTGACCACCCTGGCGAC GACCTCCAGGAAGCAGCAG 33 89 11 19 191 19 61,041 60,079 51,900 42,400 3,119,111 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 5 97 ATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTATTGACCACCCTGGCGAC GGAGGTCCTCTTTCCCAAGG 33 5 12 18 108 20 59,649 59,379 51,900 36,100 2,972,357 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 5 98 CATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGCATTGACCACCCTGGCGAC GGAGGTCCTCTTTCCCAAGG 33 5 11 19 108 20 61,041 59,379 51,900 36,100 2,661,626 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr80_2 2 63 21 7 1 AGG CCTCCTCCTCCTCCTCCTCCT NO 0 0 5 5 98 CATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGCATTGACCACCCTGGCGA GGAGGTCCTCTTTCCCAAGG 34 5 11 18 108 20 59,649 59,379 55,400 36,100 2,971,976 A 215 ACAGATGTGGCATTGACCACCCTGGCGACCTCCTCCCAGGCAGGCGTGGTGCAACAGCCGGGcctcctcctcctcctcctcctCCCATCCTTGGGAAAGAGGACCTCCCTTCTGTNCTCCACGGCCTGCAGGTCAGTCTCCAGNGNGACATCGTTGAAGCGTGGGCCGGTGCCTGCTGCTTCCTGGAGGTCNTCCTGTCTTTCAGAGACCTTGTG

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 1 1 2 48 240 TTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTATTTCTTGGACTGTCCCAAAGCA AATGTTTGGCTTGTGCGTGC 48 126 127 22 366 20 60,358 60,875 39,100 53,400 3,233,147 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 2 45 235 TGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACT TGGACTGTCCCAAAGCACTC AATGTTTGGCTTGTGCGTGC 45 126 132 20 366 20 59,891 60,875 35,100 53,400 0.984058 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 2 13 125 GGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTT GGACTGTCCCAAAGCACTCT TGTCAGACCATAATAACATCAGGA 44 13 133 20 257 24 59,602 57,193 32,400 38,600 7,204,986 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 2 13 126 TGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACT TGGACTGTCCCAAAGCACTC TGTCAGACCATAATAACATCAGGA 45 13 132 20 257 24 59,891 57,193 35,100 38,600 6,915,252 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 3 49 240 TTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTATTTCTTGGACTGTCCCAAAGC AATGTTTGGCTTGTGCGTGC 49 126 127 21 366 20 58,693 60,875 35,100 53,400 3,182,321 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 3 49 241 ATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTATTTCTTGGACTGTCCCAAAGC AATGTTTGGCTTGTGCGTGC 49 126 126 22 366 20 59,107 60,875 35,100 53,400 3,768,962 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 3 12 126 TGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACT TGGACTGTCCCAAAGCACTC TGTCAGACCATAATAACATCAGGAA 45 12 132 20 257 25 59,891 57,806 35,100 33,600 7,302,697 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 4 104 292 ACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGACAATTAGAACGCCTGAGGG TGCAAACAGTAAGCGATGCTG 123 104 54 20 345 21 57,597 59,803 43,000 44,100 3,600,744 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 5 109 297 ACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGACAATTAGAACGCCTGAGGG GTGCATGCAAACAGTAAGCGA 123 109 54 20 350 21 57,597 60,069 43,000 49,300 3,472,547 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 113 300 ACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGACAATTAGAACGCCTGAGGG TGCGTGCATGCAAACAGTAA 123 113 54 20 353 20 57,597 59,335 43,000 22,400 3,068,549 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 45 222 TGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACT TGGACTGTCCCAAAGCACTC TGCGTGCATGCAAACAGTAA 45 113 132 20 353 20 59,891 59,335 35,100 22,400 0.773882 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 7 181 ACCCACAGCTTGAGATCTGCCTAATTCaataataataa ACCCACAGCTTGAGATCTGC GTGCATGCAAACAGTAAGCGA 7 109 170 20 350 21 60,036 60,069 42,600 49,300 1,104,925 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 7 184 ACCCACAGCTTGAGATCTGCCTAATTCaataataataa ACCCACAGCTTGAGATCTGC TGCGTGCATGCAAACAGTAA 7 113 170 20 353 20 60,036 59,335 42,600 22,400 0.700927 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 7 197 ACCCACAGCTTGAGATCTGCCTAATTCaataataataa ACCCACAGCTTGAGATCTGC AATGTTTGGCTTGTGCGTGC 7 126 170 20 366 20 60,036 60,875 42,600 53,400 0.911103 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr814_2 2 197 24 8 1 AAT AATAATAATAATAATAATAATAAT AAT_197_220 0 0 6 5 182 CCACAGCTTGAGATCTGCCTAATTCaataataataataa CCACAGCTTGAGATCTGCCT TGCGTGCATGCAAACAGTAA 5 113 172 20 353 20 59,748 59,335 47,500 22,400 0.917777 A 366 TAAGGTTATGGGTAACAACTAACAGGTTGGGGACTGGGTAACCAGAACAATAAACAATTAGAACGCCTGAGGGCTCTTTGATACTTTTGTAACTACATAAACTTTAAGTGGTGCCTTTACCTATAATTTCTTGGACTGTCCCAAAGCACTCTATGCTTGCTTAAACTTCACCCACAGCTTGAGATCTGCCTAATTCaataataataataataataataatNNNNNNGTGATTTTCCTGATGTTATTATGGTCTGACATTTGTTATTTTCCAGTGGTCATATAAGTTAAATTCAGTTTATATTGGAGACTAGTTACAACTGATATCAGCATCGCTTACTGTTTGCATGCACGCACAAGCCAAACATT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 1 1 2 37 225 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG GACAATCCAGGGACCGGAAG 37 127 16 20 240 20 59,475 60,108 37,700 34,600 0.632517 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 2 37 230 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG CTTCCGACAATCCAGGGACC 37 132 16 20 245 20 59,475 60,108 37,700 44,600 0.632517 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 37 249 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG TGCCCACTGGAAATTGAAACT 37 150 16 20 264 21 59,475 58,323 37,700 26,600 3,201,610 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 37 290 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG AGTCCGAGACAATTGTGGAGG 37 191 16 20 305 21 59,475 59,724 37,700 43,000 1,801,284 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 3 35 247 TCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCATCCTGTGAAGCATGTTGGGA TGCCCACTGGAAATTGAAACT 35 150 18 20 264 21 59,230 58,323 43,700 26,600 3,447,247 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 38 290 AAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGAAGCTCCTGTGAAGCATGTTG TCCGAGACAATTGTGGAGGG 38 190 14 21 303 20 59,115 59,387 33,300 43,000 2,497,839 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 182 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG AGGCCATCTCTTCAGTGCTG 37 84 16 20 197 20 59,475 59,748 37,700 44,100 0.777341 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 183 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG CAGGCCATCTCTTCAGTGCT 37 85 16 20 198 20 59,475 59,748 37,700 44,000 0.777341 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 213 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG ACCGGAAGATTTGGCCCATT 37 115 16 20 228 20 59,475 59,959 37,700 31,600 0.565952 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 249 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG TGCCCACTGGAAATTGAAACTT 37 149 16 20 264 22 59,475 58,962 37,700 26,600 3,562,412 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 287 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG CCGAGACAATTGTGGAGGGT 37 189 16 20 302 20 59,475 59,675 37,700 43,400 0.849805 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 37 293 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG CAGAGTCCGAGACAATTGTGGA 37 193 16 20 308 22 59,475 60,029 37,700 40,200 2,553,882 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 4 1 100 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG AGCCACCATTGTATCAATCGA 37 1 16 20 115 21 59,475 57,441 37,700 35,900 4,083,794 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 0 98 TCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCATCCTGTGAAGCATGTTGGGA AGCCACCATTGTATCAATCGAC 35 0 18 20 115 22 59,230 58,794 43,700 42,000 3,976,650 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 5 0 100 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG AGCCACCATTGTATCAATCGAC 37 0 16 20 115 22 59,475 58,794 37,700 42,000 3,731,013 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 37 181 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG GGCCATCTCTTCAGTGCTGT 37 83 16 20 196 20 59,475 60,036 37,700 44,000 0.560492 A 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 37 279 GCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTGCTCCTGTGAAGCATGTTGG ATTGTGGAGGGTAGCAGGGA 37 181 16 20 294 20 59,475 60,253 37,700 42,000 0.778023 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr816_3 3 73 21 7 1 AAC GTTGTTGTTGTTGTTGTTGTT NO 0 0 6 35 277 TCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCATCCTGTGAAGCATGTTGGGA ATTGTGGAGGGTAGCAGGGA 35 181 18 20 294 20 59,230 60,253 43,700 42,000 1,023,659 F 350 TCATTGTTTCTATAAGCTCCTGTGAAGCATGTTGGGATGGTTTATAATGTTCAAAGCACTATTCAAATATAAgttgttgttgttgttgttgttGTCGATTGATACAATGGTGGCTTTTACATCTACCTGAAAAGACAAGTTTAACGTTTCATCCTAAAGAATGCATCTCTGACAGTACAGCACTGAAGAGATGGCCTGGTTTGCCATTAATGGGCCAAATCTTCCGGTCCCTGGATTGTCGGAAGTTTCAATTTCCAGTGGGCAATcccccTGCTCCCTGCTACCCTCCACAATTGTCTCGGACTCTGAATTAGAGTCGGAAACTTTTGACAGTTCCACGCTACTTACCT

cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 1 1 20 6 329 TGGACCTCTGGTACGGAACAAGAGGAGCAGCNNC TGGACCTCTGGTACGGAACA CACATCTCACCCACCAGGAA 45 6 268 20 379 20 60,179 59,308 31,800 33,600 0.871431 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG

cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 20 6 334 CAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCAGCTTGGACCTCTGGTACG CACATCTCACCCACCAGGAA 50 6 263 20 379 20 60,109 59,308 36,700 33,600 0.801090 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG

cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 20 6 358 CACTAGGCATGGGAGCAGTTTATGCAGCTTGGACC CACTAGGCATGGGAGCAGTT CACATCTCACCCACCAGGAA 74 6 239 20 379 20 59,746 59,308 31,600 33,600 0.946654 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG

cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 20 6 362 CCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGCCTTCACTAGGCATGGGAGC CACATCTCACCCACCAGGAA 78 6 235 20 379 20 60,179 59,308 47,000 33,600 0.871510 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG
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cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 20 5 333 CAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCAGCTTGGACCTCTGGTACG ACATCTCACCCACCAGGAAC 50 5 263 20 378 20 60,109 59,307 36,700 36,200 0.801663 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG

cons_gr817_4 4 333 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 20 5 361 CCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGCCTTCACTAGGCATGGGAGC ACATCTCACCCACCAGGAAC 78 5 235 20 378 20 60,179 59,307 47,000 36,200 0.872083 B 379 TACTTCCCTACTTTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGAGCAGCNNCNGNNNACCNNNANCANNAGNNGCNNNNCNNNNNNCAGCANNNNNNNNNNNAGNNNNNNTTCNNNNCTTNNCNNCNGNTNNNNNNCNNNTNNCAANNNNNNNNNNTNGNCNNNGANATCNNNCNNCNNGNNNNNNANTTNCCNACNNTAAACCTTCACTAGGCATGGGAGCAGTTTATGCAGCTTGGACCTCTGGTACGGAACAAGAGGagcagcagcAGAACACCAACAGCATCAGGAGCAACACCAAcagcagcagcagcagcagcagCAACAGTTCCTGGTGGGTGAGATGTG

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 1 1 3 37 290 ATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTATCTAGAACTAGAAAGCAGTCTCAGG GGATGTCGCTGGCTAGGC 188 37 8 26 297 18 59,679 60,280 38,600 39,300 8,601,637 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 3 37 296 TGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGTGGGAAATCTAGAACTAGAAAGCAGT GGATGTCGCTGGCTAGGC 194 37 2 26 297 18 59,786 60,280 44,000 39,300 8,494,056 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 3 14 110 TGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcTGGAGATAGGCTGCAGAGGT GGATGTCGCTGGCTAGGC 14 37 188 20 297 18 60,032 60,280 38,500 39,300 2,312,173 A 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 3 7 103 AGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccAGGCTGCAGAGGTTCAAGAA GGATGTCGCTGGCTAGGC 7 37 195 20 297 18 59,233 60,280 25,200 39,300 3,047,831 A 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 4 37 290 TCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCTCTAGAACTAGAAAGCAGTCTCAGG TGGATGTCGCTGGCTAGGC 188 37 9 25 298 19 59,350 62,094 38,600 39,300 8,744,329 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 4 14 111 TGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcTGGAGATAGGCTGCAGAGGT TGGATGTCGCTGGCTAGGC 14 37 188 20 298 19 60,032 62,094 38,500 39,300 3,125,779 A 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 8 251 AAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGAAAGCAGTCTCAGGACGAGG TTGCCCATCCCTAATTGCCC 182 8 20 20 270 20 59,394 60,398 46,300 53,600 1,003,970 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 6 248 AAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGAAAGCAGTCTCAGGACGAGGG GCCCATCCCTAATTGCCCTT 181 6 21 20 268 20 61,254 60,106 43,000 39,500 1,359,788 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 8 6 249 AAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGAAAGCAGTCTCAGGACGAGG GCCCATCCCTAATTGCCCTT 182 6 20 20 268 20 59,394 60,106 46,300 39,500 0.711093 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 9 8 191 GAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGAAGGGCTGTGGATCTTTGGA TTGCCCATCCCTAATTGCCC 121 8 80 21 270 20 59,995 60,398 35,300 53,600 1,403,125 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 9 6 154 AGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGAGGGTTGTGGATACTTGGCTG GCCCATCCCTAATTGCCCTT 86 6 115 21 268 20 59,995 60,106 48,500 39,500 1,110,249 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 9 6 156 TGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGAGGGTTGTGGATACTTGGC GCCCATCCCTAATTGCCCTT 88 6 113 21 268 20 59,996 60,106 45,200 39,500 1,109,781 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 9 6 189 GAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGAAGGGCTGTGGATCTTTGGA GCCCATCCCTAATTGCCCTT 121 6 80 21 268 20 59,995 60,106 35,300 39,500 1,110,249 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 9 6 190 TGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGTGAAGGGCTGTGGATCTTTGG GCCCATCCCTAATTGCCCTT 122 6 79 21 268 20 60,272 60,106 32,800 39,500 1,377,596 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr819_3 3 222 21 7 1 ACC CACCACCACCACCACCACCAC NO 0 0 10 8 190 AAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGAAGGGCTGTGGATCTTTGGA TTGCCCATCCCTAATTGCCC 121 8 81 20 270 20 58,924 60,398 35,300 53,600 1,473,982 F 298 CTGGGAAATCTAGAACTAGAAAGCAGTCTCAGGACGAGGGGTCAGCTAGTTAGGACTGAGATGAGAAATTTCTTCATTTGAAGGGCTGTGGATCTTTGGAATTCTCCATACCTGAGGGTTGTGGATACTTGGCTGTTGAGTATATTCATGACTGAGATCGATAGAtttttAAGGGAATTAAAGTATATGGAGATAGGCTGCAGAGGTTCAAGAAAGCAGCTcaccaccaccaccaccaccacTACCTCAAGGGCAATTAGGGATGGGCAATAAATGCTGGCCTAGCCAGCGACATCCA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 1 1 4 47 205 aaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGAATGGCTACCTGCTAGGGTG ACCTGGTAAAGAGAAATGTTCAAAGA 47 51 32 20 236 26 59,160 58,940 46,100 25,200 7,900,367 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 4 42 200 CTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCCTACCTGCTAGGGTGGCTCA ACCTGGTAAAGAGAAATGTTCAAAGA 42 51 37 20 236 26 60,688 58,940 42,600 25,200 7,748,178 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 5 42 200 CTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCCTACCTGCTAGGGTGGCTCA ACCTGGTAAAGAGAAATGTTCAAAG 42 52 37 20 236 25 60,688 57,723 42,600 27,700 7,964,931 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 5 18 175 CTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATC CTGGAGTGGCCTGGTACCT ACCTGGTAAAGAGAAATGTTCAAAGA 18 51 62 19 236 26 60,614 58,940 30,800 25,200 8,674,051 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 5 17 174 TGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCT TGGAGTGGCCTGGTACCTC ACCTGGTAAAGAGAAATGTTCAAAGA 17 51 63 19 236 26 60,612 58,940 38,500 25,200 8,672,863 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr820_2 2 99 61 10 1.5 ACAG TCTATCTATCTATCTGTCTGTCTGTCTGTCTGTCTGT NO 0 0 5 15 172 GAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGt GAGTGGCCTGGTACCTCCA ACCTGGTAAAGAGAAATGTTCAAAGA 15 51 65 19 236 26 60,612 58,940 38,600 25,200 8,672,863 F 257 AATCCCTGGTTCTGCaaaaaTGACCTTTaaaaaTGGCTACCTGCTAGGGTGGCTCACCCTCCTGGAGTGGCCTGGTACCTCCAGGGATTGAAGATCTGtctatctatctatctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTTCtgtgtgCAACCCTGGAGaaaaaTCATTAGGACATTaaaaaaGATTCTGTTGTAATTTTCTTTGAACATTTCTCTTTACCAGGTATaaaaaTATTGAAAATGGTA

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 4 58 203 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA CACCCAGAGGAAAGCGGTC 58 85 23 20 225 19 59,887 60,376 26,900 47,900 1,489,032 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 58 207 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA CCAGCACCCAGAGGAAAGC 58 89 23 20 229 19 59,887 60,677 26,900 35,100 1,789,962 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 58 208 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA GCCAGCACCCAGAGGAAAG 58 90 23 20 230 19 59,887 60,677 26,900 26,200 1,789,962 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 58 244 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA ACTCTCTACCGGCAGCCA 58 127 23 20 266 18 59,887 59,963 26,900 47,500 2,150,362 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 37 156 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA TTTCCAGGCCTACAGCAGAC 58 37 23 20 178 20 59,887 59,675 26,900 35,100 0.437938 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 24 143 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA AGCAGACGGATGTGTGATGG 58 24 23 20 165 20 59,887 60,108 26,900 35,100 0.220988 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 24 151 CGCAGAATATGAAGGGCAGCCTGTGAAACCGAccc CGCAGAATATGAAGGGCAGC AGCAGACGGATGTGTGATGG 66 24 15 20 165 20 59,410 60,108 52,500 35,100 0.698188 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 58 245 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA GACTCTCTACCGGCAGCCA 58 127 23 20 267 19 59,887 61,053 26,900 47,500 2,165,685 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 58 245 ATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCC ATGAAGGGCAGCCTGTGAAA GACTCTCTACCGGCAGCCAG 58 126 23 20 267 20 59,887 62,011 26,900 48,500 2,123,577 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 9 24 109 CCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaT CCGCTACACAAACTCGTCCA AGCAGACGGATGTGTGATGG 24 24 57 20 165 20 60,319 60,108 40,200 35,100 0.427204 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 9 24 122 CCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaT CCGCTACACAAACTCGTCCA TTTCCAGGCCTACAGCAGAC 24 37 57 20 178 20 60,319 59,675 40,200 35,100 0.644154 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr822_3 3 101 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 10 23 108 CGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTA CGCTACACAAACTCGTCCAC AGCAGACGGATGTGTGATGG 23 24 58 20 165 20 59,218 60,108 40,200 35,100 0.890377 F 288 ACGAGTTtatataACGCAGAATATGAAGGGCAGCCTGTGAAACCGAcccccAGTCCCCGCTACACAAACTCGTCCACATTTCAGTTTaaaaaTAAATCATggaggaggaggaggaggaggagggggggggggaaaaaaaaaacccccATcacacaTCCGTCTGCTGTAGGCCTGGAAAGCAGCGGGCCTCGAGTTACGATGGCGCCGACCGCTTTCCTCTGGGTGCTGGCCGAggccggccggccGGCTGGCTGCCGGTagagagTCCGCGGAGGGAGGGCCNGTCAC

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 1 1 4 0 139 CCCTCTAACCCTATCACACTGACTAATCCAGTTAATGCCCTCTAACCCTATCACACTGAC TGGAGTTGAAAGATACTTCACCA 72 0 83 23 221 23 59,615 57,439 35,100 41,700 8,945,833 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 4 0 139 CCCTCTAACCCTATCACACTGACTAATCCAGTTAATGCCCTCTAACCCTATCACACTGA TGGAGTTGAAAGATACTTCACCA 73 0 83 22 221 23 58,357 57,439 34,100 41,700 9,203,960 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 5 83 235 AACTCTGCTCCCTCTAACCCTATCACACTGACTAATCAACTCTGCTCCCTCTAACCCT ACACAATGATTCAGATGGTGGC 83 88 74 21 308 22 59,920 59,243 43,400 50,100 3,836,418 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 5 83 248 AACTCTGCTCCCTCTAACCCTATCACACTGACTAATCAACTCTGCTCCCTCTAACCCT AGGGAGAAAGGTGACACAATGA 83 101 74 21 321 22 59,920 59,289 43,400 25,700 3,790,666 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 5 0 138 CCTCTAACCCTATCACACTGACTAATCCAGTTAATGTCCTCTAACCCTATCACACTGACT TGGAGTTGAAAGATACTTCACCA 71 0 84 23 221 23 58,718 57,439 34,100 41,700 9,843,219 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 83 233 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT CACAATGATTCAGATGGTGGCT 83 87 75 20 307 22 59,286 58,978 43,400 47,500 3,735,274 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 83 234 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT ACACAATGATTCAGATGGTGGC 83 88 75 20 308 22 59,286 59,243 43,400 50,100 3,470,340 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 83 247 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT AGGGAGAAAGGTGACACAATGA 83 101 75 20 321 22 59,286 59,289 43,400 25,700 3,424,588 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 83 248 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT AAGGGAGAAAGGTGACACAATGA 83 101 75 20 322 23 59,286 59,862 43,400 25,700 3,851,862 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 6 155 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT ACAGAGGATGGAGTTGAAAGATACT 83 6 75 20 229 25 59,286 59,276 43,400 21,200 6,437,466 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 1 150 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT GGATGGAGTTGAAAGATACTTCACC 83 1 75 20 224 25 59,286 59,413 43,400 40,200 6,300,222 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr823_3 3 178 21 7 1 AAT ATTATTATTATTATTATTATT NO 0 0 6 0 147 ACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCACTCTGCTCCCTCTAACCCT TGGAGTTGAAAGATACTTCACCA 83 0 75 20 221 23 59,286 57,439 43,400 41,700 6,274,302 F 323 GTCCANNACNNCCNNNTNTNTNNTANNNNNTTNNNNGTACTTTCTTaaaaaGCTCTCCTGGATGCATATTAAGAACTCTGCTCCCTCTAACCCTATCACACTGACTAATCCAGTTAATGTTGGGGAAGTTGAAATcccccACTATTACTACCTATTATTTATTATATGGTTTGGTGAattattattattattattattTGGTGAAGTATCTTTCAACTCCATCCTCTGTNANNNTNNNNNNNAANCNNNNATNTTTNNNTNNATNNNANNCNTNNNNNNNATCAAAGCCACCATCTGAATCATTGTGTCACCTTTCTCCCTTT

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 1 1 3 47 173 AACCTCGGAAGATGACCACCAATGTATCCACTATTT AACCTCGGAAGATGACCACC TTGATGGGATTGAAGGCCGA 47 56 42 20 214 20 59,386 59,377 46,100 55,400 1,236,971 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 3 47 237 AACCTCGGAAGATGACCACCAATGTATCCACTATTT AACCTCGGAAGATGACCACC AGGGTTTAGTGAGAGGGAGGA 47 119 42 20 278 21 59,386 59,277 46,100 37,100 2,336,628 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 3 47 241 AACCTCGGAAGATGACCACCAATGTATCCACTATTT AACCTCGGAAGATGACCACC ACACAGGGTTTAGTGAGAGGG 47 123 42 20 282 21 59,386 59,021 46,100 43,000 2,592,357 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 3 5 135 AGGGCCACTTCTATAGTACTCTGTATTANtattattatt AGGGCCACTTCTATAGTACTCTGT TTGATGGGATTGAAGGCCGA 5 56 80 24 214 20 60,079 59,377 34,100 55,400 4,702,289 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 47 240 AACCTCGGAAGATGACCACCAATGTATCCACTATTT AACCTCGGAAGATGACCACC CACAGGGTTTAGTGAGAGGGAG 47 121 42 20 281 22 59,386 59,765 46,100 43,000 2,848,685 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 46 172 ACCTCGGAAGATGACCACCAATGTATCCACTATTTC ACCTCGGAAGATGACCACCA TTGATGGGATTGAAGGCCGA 46 56 43 20 214 20 60,544 59,377 41,700 55,400 1,167,551 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 46 236 ACCTCGGAAGATGACCACCAATGTATCCACTATTTC ACCTCGGAAGATGACCACCA AGGGTTTAGTGAGAGGGAGGA 46 119 43 20 278 21 60,544 59,277 41,700 37,100 2,267,208 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 46 240 ACCTCGGAAGATGACCACCAATGTATCCACTATTTC ACCTCGGAAGATGACCACCA ACACAGGGTTTAGTGAGAGGG 46 123 43 20 282 21 60,544 59,021 41,700 43,000 2,522,937 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 46 292 ACCTCGGAAGATGACCACCAATGTATCCACTATTTC ACCTCGGAAGATGACCACCA GGTTCTGTCTTCACAAAGGAGGA 46 173 43 20 334 23 60,544 60,181 41,700 37,100 3,725,811 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 4 46 292 ACCTCGGAAGATGACCACCAATGTATCCACTATTTC ACCTCGGAAGATGACCACCA GGTTCTGTCTTCACAAAGGAGG 46 174 43 20 334 22 60,544 58,858 41,700 43,000 3,686,531 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 5 45 171 CCTCGGAAGATGACCACCAATGTATCCACTATTTCT CCTCGGAAGATGACCACCAA TTGATGGGATTGAAGGCCGA 45 56 44 20 214 20 59,387 59,377 36,700 55,400 1,236,454 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 5 45 235 CCTCGGAAGATGACCACCAATGTATCCACTATTTCT CCTCGGAAGATGACCACCAA AGGGTTTAGTGAGAGGGAGGA 45 119 44 20 278 21 59,387 59,277 36,700 37,100 2,336,112 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 5 45 291 CCTCGGAAGATGACCACCAATGTATCCACTATTTCT CCTCGGAAGATGACCACCAA GGTTCTGTCTTCACAAAGGAGG 45 174 44 20 334 22 59,387 58,858 36,700 43,000 3,755,434 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 6 24 139 TCGGAAGATGACCACCAATGTATCCACTATTTCTAG TCGGAAGATGACCACCAATGT GGGCCTGATAATCTACATCCCA 42 24 46 21 184 22 59,372 59,087 27,100 43,700 4,541,296 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr826_2 2 109 30 7 1.5 AAT TATTATTATTATTATTATTATATTATTATT TAT_109_129 0 0 6 23 139 TCGGAAGATGACCACCAATGTATCCACTATTTCTAG TCGGAAGATGACCACCAATGT GGGCCTGATAATCTACATCCCAG 42 23 46 21 184 23 59,372 60,055 27,100 44,500 4,683,142 B 349 AGCTACCCTCCAATCTGTAGGAACTGTTCCAAAGTCTATAGAACCTCGGAAGATGACCACCAATGTATCCACTATTTCTAGGGCCACTTCTATAGTACTCTGTATTANtattattattattattattatattattattATAGTATTCTATAGTACAGTACTCTGGGATGTAGATTATCAGGCCCTGGGGATTTATCGGCCTTCAATCCCATCAATTTCCCCAACACCATTTCCCTACTAATACTGATTTGTTTCAGTTCCTCCCTCTCACTAAACCCTGTGTTCCCCAACATTTCTGCTATGTTATTTGTGTCCTCCTTTGTGAAGACAGAACCAAAGTATGTATTTAG

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 1 1 4 70 264 TCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTTCCTTCTGGGTGAGTGGGAA GAGCACCCTAACCAGCGATT 133 70 59 20 322 20 60,105 60,108 39,700 33,400 0.212327 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 69 263 TCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTTCCTTCTGGGTGAGTGGGAA AGCACCCTAACCAGCGATTC 133 69 59 20 321 20 60,105 60,108 39,700 25,200 0.212327 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 68 262 TCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTTCCTTCTGGGTGAGTGGGAA GCACCCTAACCAGCGATTCT 133 68 59 20 320 20 60,105 60,108 39,700 24,000 0.212327 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 33 162 CCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttG CCAAAGTTCTGGCAGTAGGC GCACCCTAACCAGCGATTCT 33 68 159 20 320 20 58,831 60,108 39,300 24,000 1,276,368 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 33 163 CCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttG CCAAAGTTCTGGCAGTAGGC AGCACCCTAACCAGCGATTC 33 69 159 20 321 20 58,831 60,108 39,300 25,200 1,276,368 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 33 164 CCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttG CCAAAGTTCTGGCAGTAGGC GAGCACCCTAACCAGCGATT 33 70 159 20 322 20 58,831 60,108 39,300 33,400 1,276,368 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 0 129 tttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAATTTGGTCCAGGACGTTACAG GCACCCTAACCAGCGATTCT 0 68 192 20 320 20 57,463 60,108 27,400 24,000 2,644,415 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 0 130 tttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAATTTGGTCCAGGACGTTACAG AGCACCCTAACCAGCGATTC 0 69 192 20 321 20 57,463 60,108 27,400 25,200 2,644,415 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 0 131 tttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAATTTGGTCCAGGACGTTACAG GAGCACCCTAACCAGCGATT 0 70 192 20 322 20 57,463 60,108 27,400 33,400 2,644,415 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 70 224 AGTTGCCCAACACATCAGAGTTTGAGAGTAGATGA AGTTGCCCAACACATCAGAGT GAGCACCCTAACCAGCGATT 92 70 99 21 322 20 59,856 60,108 32,400 33,400 1,251,339 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 69 223 AGTTGCCCAACACATCAGAGTTTGAGAGTAGATGA AGTTGCCCAACACATCAGAGT AGCACCCTAACCAGCGATTC 92 69 99 21 321 20 59,856 60,108 32,400 25,200 1,251,339 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 5 68 222 AGTTGCCCAACACATCAGAGTTTGAGAGTAGATGA AGTTGCCCAACACATCAGAGT GCACCCTAACCAGCGATTCT 92 68 99 21 320 20 59,856 60,108 32,400 24,000 1,251,339 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 113 300 GGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGGGGTGAGTGGGAAATCAGGT AAATGGAAAGCCTGCACTGC 126 113 66 20 365 20 59,301 59,681 40,000 44,000 1,018,223 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 8 104 298 TCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTTCCTTCTGGGTGAGTGGGAA GCCTGCACTGCTCCACATAT 133 104 59 20 356 20 60,105 60,465 39,700 17,800 0.569769 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr828_5 5 212 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 8 104 299 ATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTATCCTTCTGGGTGAGTGGGA GCCTGCACTGCTCCACATAT 134 104 58 20 356 20 59,881 60,465 43,700 17,800 0.584252 F 412 CCTTAAAATGGAACACCGCTAAAACTGGGAAATAAGATTACTGATCGGAACTGCTTTATCCTTCTGGGTGAGTGGGAAATCAGGTGACTCTTTTGATAAGTTGCCCAACACATCAGAGTTTGAGAGTAGATGAAGTGATCTCAGGTgggggTACATCCCCAAAGTTCTGGCAGTAGGCCAGAGTTTTACtttttGGTCCAGGACGTTACAGtcctcctcctcctcctcctccAAACCCTACCGAAAAGGAAATTAACATTTCCCAGGGCATTTTGTGAGCGGCCTCCAGTGGTCCATTTAAGAATCGCTGGTTAGGGTGCTCATTGCTCAGTACAAATATGTGGAGCAGTGCAGGCTTTCCATTTGTACCATAGAATTCCAACTGGGGTCCTATGTAAATCAGGGGATCCAC

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 1 1 5 63 243 CAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCAGGAACAGGTCTGGTGGAC CTGAGTGCTGCCTCGTCTAC 80 63 23 20 265 20 59,965 60,179 40,200 25,900 0.214608 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 5 63 247 ATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTATCCCAGGAACAGGTCTGGT CTGAGTGCTGCCTCGTCTAC 84 63 19 20 265 20 60,179 60,179 40,000 25,900 0.358012 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 5 0 163 ACAGTACTCCAGGTGCCTCTctcactcactcactcactcac ACAGTACTCCAGGTGCCTCT CTGAGTGCTGCCTCGTCTAC 0 63 103 20 265 20 59,885 60,179 36,900 25,900 0.294500 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 6 33 213 CAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCAGGAACAGGTCTGGTGGAC CTGCTTCAGGTGCACAGAGT 80 33 23 20 235 20 59,965 60,250 40,200 32,400 0.285667 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 6 0 133 ACAGTACTCCAGGTGCCTCTctcactcactcactcactcac ACAGTACTCCAGGTGCCTCT CTGCTTCAGGTGCACAGAGT 0 33 103 20 235 20 59,885 60,250 36,900 32,400 0.365559 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 57 237 CAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCAGGAACAGGTCTGGTGGAC GCTGCCTCGTCTACACTGAG 80 57 23 20 259 20 59,965 60,179 40,200 33,500 0.214608 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 57 241 ATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTATCCCAGGAACAGGTCTGGT GCTGCCTCGTCTACACTGAG 84 57 19 20 259 20 60,179 60,179 40,000 33,500 0.358012 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 38 218 CAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCAGGAACAGGTCTGGTGGAC GAATGCTGCTTCAGGTGCAC 80 38 23 20 240 20 59,965 60,109 40,200 45,700 0.144869 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 1 139 CACAGTACTCCAGGTGCCTCTctcactcactcactcactca CACAGTACTCCAGGTGCCTC GAATGCTGCTTCAGGTGCAC 1 38 102 20 240 20 59,752 60,109 47,000 45,700 0.357148 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 1 158 CACAGTACTCCAGGTGCCTCTctcactcactcactcactca CACAGTACTCCAGGTGCCTC GCTGCCTCGTCTACACTGAG 1 57 102 20 259 20 59,752 60,179 47,000 33,500 0.426886 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 0 138 ACAGTACTCCAGGTGCCTCTctcactcactcactcactcac ACAGTACTCCAGGTGCCTCT GAATGCTGCTTCAGGTGCAC 0 38 103 20 240 20 59,885 60,109 36,900 45,700 0.224761 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr829_2 2 123 60 15 1 ACTC CTCACTCACTCACTCACTCACTCACTCACTCACTCAC CTCA_123_182 0 0 8 0 157 ACAGTACTCCAGGTGCCTCTctcactcactcactcactcac ACAGTACTCCAGGTGCCTCT GCTGCCTCGTCTACACTGAG 0 57 103 20 259 20 59,885 60,179 36,900 33,500 0.294500 A 331 TCACAGGACAGTCCCTACATCCCAGGAACAGGTCTGGTGGACCTTCGTTGCACTCCCTCTATGGCAATAATATCCTTCCTAAGCTAAGGACCAAAACTGAACACAGTACTCCAGGTGCCTCTctcactcactcactcactcactcactcactcactcactcactcactcactcactcactcaCNNNNNNNNNNNNNNNNCAAACTCCCACTTTACACTCTGTGCACCTGAAGCAGCATTCTCAGTGTAGACGAGGCAGCACTCAGGAAGGCCTGtttttATACTCCCTGaaaaaCAACTGATTCAAGCTTTTGAAAACCAGTTTAGACTAG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 1 1 4 51 202 GCACGCACAGTCTAGACCTTCGACTTTAGAGTgagg GCACGCACAGTCTAGACCTT CGGCAATTTGACATCGGAGG 51 90 39 20 240 20 60,038 59,622 35,000 43,000 0.416416 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 51 203 GCACGCACAGTCTAGACCTTCGACTTTAGAGTgagg GCACGCACAGTCTAGACCTT CCGGCAATTTGACATCGGAG 51 91 39 20 241 20 60,038 59,622 35,000 46,300 0.416416 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 51 204 GCACGCACAGTCTAGACCTTCGACTTTAGAGTgagg GCACGCACAGTCTAGACCTT TCCGGCAATTTGACATCGGA 51 92 39 20 242 20 60,038 60,036 35,000 45,500 0.074074 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 49 189 ACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggACGCACAGTCTAGACCTTCG CATCGGAGGAGCAGCTGC 49 81 41 20 229 18 59,478 60,588 37,900 52,500 3,110,495 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 48 188 CGCACAGTCTAGACCTTCGACTTTAGAGTgaggagga CGCACAGTCTAGACCTTCGA CATCGGAGGAGCAGCTGC 48 81 42 20 229 18 59,197 60,588 37,100 52,500 3,391,431 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 24 177 AGAGTgaggaggagCCATGAATCCctctctCCTCTCAGC AGAGTGAGGAGGAGCCATGA TCCGGCAATTTGACATCGGA 24 92 66 20 242 20 59,662 60,036 30,700 45,500 0.373689 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 18 99 aggaggagCCATGAATCCctctctCCTCTCAGCTTCTAct AGGAGGAGCCATGAATCCCT GAGAGAGAAGATGATCTCCGGG 18 18 72 20 170 22 60,029 59,180 42,000 57,300 2,848,875 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 18 100 aggaggagCCATGAATCCctctctCCTCTCAGCTTCTAct AGGAGGAGCCATGAATCCCT GGAGAGAGAAGATGATCTCCGG 18 19 72 20 171 22 60,029 59,180 42,000 51,400 2,848,875 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 18 132 GCACGCACAGTCTAGACCTTCGACTTTAGAGTgagg GCACGCACAGTCTAGACCTT GAGAGAGAAGATGATCTCCGGG 51 18 39 20 170 22 60,038 59,180 35,000 57,300 2,857,767 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 18 169 aggaggagCCATGAATCCctctctCCTCTCAGCTTCTAct AGGAGGAGCCATGAATCCCT CGGCAATTTGACATCGGAGG 18 90 72 20 240 20 60,029 59,622 42,000 43,000 0.407524 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 4 18 171 aggaggagCCATGAATCCctctctCCTCTCAGCTTCTAct AGGAGGAGCCATGAATCCCT TCCGGCAATTTGACATCGGA 18 92 72 20 242 20 60,029 60,036 42,000 45,500 0.065182 F 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 5 46 189 GCACAGTCTAGACCTTCGACTTTAGAGTgaggaggag GCACAGTCTAGACCTTCGACT GACATCGGAGGAGCAGCTG 46 82 43 21 231 19 59,186 60,227 41,800 42,400 3,040,990 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 7 84 242 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCCTGTGTTTCCTCTTGTATCTTCCT TCCGGCAATTTGACATCGGA 84 92 1 25 242 20 60,280 60,036 33,600 45,500 5,316,130 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 8 85 240 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCCTGTGTTTCCTCTTGTATCTTCC CGGCAATTTGACATCGGAGG 85 90 1 24 240 20 59,062 59,622 34,600 43,000 5,316,483 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr830_2 2 110 21 7 1 AAG CTTCTTCTTCTTCTTCTTCTT NO 0 0 8 85 242 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCCTGTGTTTCCTCTTGTATCTTCC TCCGGCAATTTGACATCGGA 85 92 1 24 242 20 59,062 60,036 34,600 45,500 4,974,141 B 255 CCTGTGTTTCCTCTTGTATCTTCCTAAACGACGCTGTCGCACGCACAGTCTAGACCTTCGACTTTAGAGTgaggaggagCCATGAATCCctctctCCTCTCAGCTTCTActtcttcttcttcttcttcttTCATCCCTCTGTTCCATCCCCGGAGATCATCTtctctctcCTTCGCTNACCGGCGGCGTCGAATCAAAATCGCCTGTCCCCGCAGCTGCTCCTCCGATGTCAAATTGCCGGAGGATGGCCCGCCG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 1 1 4 28 226 GGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAGT ACGGTAATTGCCACTCCTCG 28 134 21 20 246 20 60,896 60,108 22,400 46,300 1,003,888 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 4 28 275 GGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAGT GGGTCAGAAATGTGGAGCCA 28 183 21 20 295 20 60,896 59,962 22,400 47,500 0.933725 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 48 246 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTAGAATCACATCAGCATGGCT ACGGTAATTGCCACTCCTCG 48 134 1 20 246 20 57,269 60,108 47,500 46,300 2,839,263 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 36 240 ATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGATGGCTGGTGCTTTGGCT GCAGAGTGACGGTAATTGCC 36 142 15 18 254 20 59,881 59,273 47,500 45,200 2,846,349 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 30 147 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA CAATGCATCCTGTGAGCTGC 30 53 19 20 165 20 60,895 59,899 26,900 52,500 0.995782 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 30 228 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA ACGGTAATTGCCACTCCTCG 30 134 19 20 246 20 60,895 60,108 26,900 46,300 1,003,429 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 30 240 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA AGGAGCAGAGTGACGGTAAT 30 146 19 20 258 20 60,895 58,146 26,900 18,900 2,749,063 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 30 277 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA GGGTCAGAAATGTGGAGCCA 30 183 19 20 295 20 60,895 59,962 26,900 47,500 0.933266 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 29 146 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG CAATGCATCCTGTGAGCTGC 29 53 20 20 165 20 60,895 59,899 21,800 52,500 0.995782 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 29 147 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG GCAATGCATCCTGTGAGCTG 29 54 20 20 166 20 60,895 59,899 21,800 42,400 0.995782 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 29 227 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG ACGGTAATTGCCACTCCTCG 29 134 20 20 246 20 60,895 60,108 21,800 46,300 1,003,429 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 29 276 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG GGGTCAGAAATGTGGAGCCA 29 183 20 20 295 20 60,895 59,962 21,800 47,500 0.933266 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 26 118 GGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAGT TGTGCTCCACTCTCAGATGC 28 26 21 20 138 20 60,896 59,751 22,400 39,100 1,144,124 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 26 119 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG TGTGCTCCACTCTCAGATGC 29 26 20 20 138 20 60,895 59,751 21,800 39,100 1,143,665 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 6 26 120 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA TGTGCTCCACTCTCAGATGC 30 26 19 20 138 20 60,895 59,751 26,900 39,100 1,143,665 A 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 8 30 296 CTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACACTGGTGCTTTGGCTGCCTTA AAGCCCGGTTTAGAAGTCCG 30 202 19 20 314 20 60,895 60,037 26,900 47,900 0.931771 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 8 29 295 TGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAG AAGCCCGGTTTAGAAGTCCG 29 202 20 20 314 20 60,895 60,037 21,800 47,900 0.931771 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr832_3 3 69 24 8 1 AGC CAGCAGCAGCAGCAGCAGCAGCAG NO 0 0 8 28 294 GGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGGTGCTTTGGCTGCCTTAGT AAGCCCGGTTTAGAAGTCCG 28 202 21 20 314 20 60,896 60,037 22,400 47,900 0.932230 F 338 AGAATCACATCAGCATGGCTGGTGCTTTGGCTGCCTTAGTTTGAAGCTTGGACAATGAGCAAAGTGATcagcagcagcagcagcagcagcagCCTACTGCTCAGAGACCTGCAGCTGGGCATCTGAGAGTGGAGCACAAGTGGGTGCAGCTCACAGGATGCATTGCCCACAGCACAGGGCGTACAGGCAGAGACTGAGTTTTCTTGACATATTGGGCCAAATCTTCCGAGGAGTGGCAATTACCGTCACTCTGCTCCTAttttttAACACAGCCGTGGCTCCACATTTCTGACCCGGACTTCTAAACCGGGCTTCCTCAGAAATGCGAAGTGTACCTG

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 1 1 1 2 139 GTCGAACAGCATCTGTGgagagaAAGACAGAGTTAAGTCGAACAGCATCTGTGGAGA CGAAGCCCACATCCCAGAAT 68 2 85 21 223 20 60,068 60,107 37,100 24,000 1,174,582 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 2 2 104 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTT CGAAGCCCACATCCCAGAAT 32 2 120 22 223 20 57,499 60,107 30,100 24,000 4,607,620 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 2 2 138 TCGAACAGCATCTGTGgagagaAAGACAGAGTTAAC TCGAACAGCATCTGTGGAGAG CGAAGCCCACATCCCAGAAT 67 2 86 21 223 20 59,797 60,107 32,000 24,000 1,310,304 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 85 291 CAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTG CAGGGCCTGCGAACTGTAG GACTGCAGCGGTTCAAGGA 140 85 15 19 305 19 60,449 60,302 27,400 33,600 2,750,256 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 84 291 CAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTG CAGGGCCTGCGAACTGTAG GACTGCAGCGGTTCAAGGAG 140 84 15 19 305 20 60,449 61,295 27,400 36,900 2,743,200 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 57 194 GTCGAACAGCATCTGTGgagagaAAGACAGAGTTAAGTCGAACAGCATCTGTGGAGA ACCACCACTTTCTCAAGGGC 68 57 85 21 278 20 60,068 60,179 37,100 51,900 1,246,555 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 57 244 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA ACCACCACTTTCTCAAGGGC 119 57 35 20 278 20 60,739 60,179 31,800 51,900 0.918452 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 2 104 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTTC CGAAGCCCACATCCCAGAAT 31 2 120 23 223 20 58,526 60,107 30,100 24,000 4,581,130 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 2 104 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTTCT CGAAGCCCACATCCCAGAAT 30 2 120 24 223 20 59,784 60,107 28,500 24,000 4,322,844 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 2 137 CGAACAGCATCTGTGgagagaAAGACAGAGTTAACGCGAACAGCATCTGTGGAGAGA CGAAGCCCACATCCCAGAAT 66 2 87 21 223 20 59,797 60,107 31,000 24,000 1,310,304 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 3 2 189 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA CGAAGCCCACATCCCAGAAT 119 2 35 20 223 20 60,739 60,107 31,800 24,000 0.846479 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 Mar‐75 84 290 CAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTG CAGGGCCTGCGAACTGTAG ACTGCAGCGGTTCAAGGAG 140 84 15 19 304 19 60,449 60,302 27,400 36,900 2,750,573 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 64 251 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA GCAGCTCACCACCACTTTCT 119 64 35 20 285 20 60,739 60,536 31,800 25,200 1,275,468 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 56 243 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA CCACCACTTTCTCAAGGGCA 119 56 35 20 277 20 60,739 60,179 31,800 53,600 0.918455 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 44 181 GTCGAACAGCATCTGTGgagagaAAGACAGAGTTAAGTCGAACAGCATCTGTGGAGA CAAGGGCAACTAGGGATGGG 68 44 85 21 265 20 60,068 60,107 37,100 40,000 1,174,084 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 44 231 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA CAAGGGCAACTAGGGATGGG 119 44 35 20 265 20 60,739 60,107 31,800 40,000 0.845981 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 40 177 GTCGAACAGCATCTGTGgagagaAAGACAGAGTTAAGTCGAACAGCATCTGTGGAGA GGCAACTAGGGATGGGCAAT 68 40 85 21 261 20 60,068 60,106 37,100 35,600 1,173,580 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 40 227 CGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTG CGCATCGGCTAACTGGTTCA GGCAACTAGGGATGGGCAAT 119 40 35 20 261 20 60,739 60,106 31,800 35,600 0.845477 F 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 31 142 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTTC GGCAACTAGGGATGGGCAAT 31 40 120 23 261 20 58,526 60,106 30,100 35,600 4,580,128 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 30 142 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTTCT GGCAACTAGGGATGGGCAAT 30 40 120 24 261 20 59,784 60,106 28,500 35,600 4,321,842 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 4 30 146 ACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTACGTTTCGACTCTGTATGACTTCT CAAGGGCAACTAGGGATGGG 30 44 120 24 265 20 59,784 60,107 28,500 40,000 4,322,346 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 5 42 196 AGACAGAGTTAACGTTTCGACTCTGTATGACTTCTT AGACAGAGTTAACGTTTCGACTC ACTGCAGCGGTTCAAGGAG 42 84 109 23 304 19 58,465 60,302 33,600 36,900 5,837,149 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 5 42 197 AGACAGAGTTAACGTTTCGACTCTGTATGACTTCTT AGACAGAGTTAACGTTTCGACTC GACTGCAGCGGTTCAAGGAG 42 84 109 23 305 20 58,465 61,295 33,600 36,900 5,829,776 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr834_2 2 174 28 7 1 AAAT TTATTTATTTATTTATTTATTTATTTAT NO 0 0 5 42 197 AGACAGAGTTAACGTTTCGACTCTGTATGACTTCTT AGACAGAGTTAACGTTTCGACTC GACTGCAGCGGTTCAAGGA 42 85 109 23 305 19 58,465 60,302 33,600 33,600 5,836,832 B 369 AGGCCACtttttttCAGGGCCTGCGAACTGTAGCCGCATCGGCTAACTGGTTCaaaaaCTGAAAATGCTGTaaaaaCTCAGCANGTCGAACAGCATCTGTGgagagaAAGACAGAGTTAACGTTTCGACTCTGTATGACTTCTTCagagagTCACTTATTGCACAAAAGGAGAttatttatttatttatttatttatttatTCATTCTGGGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCCTTGAGAAAgtggtggtgAGCTGCCTCCTTGAACCGCTGCAGTCCCCTGTAGCATAGGTCATCAATAATGTTTTGAAATATTTCCTGTAAAGACATTACATTGAAAGA

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 1 1 16 3 100 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC TTTCATGGAATGGAATGGAATTGA 3 28 79 20 178 24 60,972 57,129 45,200 25,700 7,842,853 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 0 0 16 3 110 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC TGGAATTGAATTTCATGGAATGGA 3 38 79 20 188 24 60,972 57,129 45,200 34,100 7,842,853 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 0 0 18 3 113 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC GGATGGAATTGAATTTCATGGAATGG 3 39 79 20 191 26 60,972 59,291 45,200 31,600 7,680,908 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 0 0 19 3 149 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC GGAAAGGAATGGAATGGAATGCA 3 78 79 20 227 23 60,972 59,548 45,200 39,600 4,423,860 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 0 0 19 3 150 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC TGGAAAGGAATGGAATGGAATGC 3 79 79 20 228 23 60,972 59,548 45,200 35,600 4,423,860 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr840_2 2 102 25 5 1 AATGG CATTCCATTCCATTCCATTCCATTC NO 0 0 21 3 159 TTCCATCCATGCACCTTGGCATTcattccattccattccat TTCCATCCATGCACCTTGGC TGGATGGAATGGAAAGGAATGGA 3 88 79 20 237 23 60,972 59,728 45,200 34,100 4,243,713 F 244 CGTTCATCTTGCCAtccattccattccattccattccattccattccatCCATCCATATTGNCATCCATTCCATNCCATTCCATCCATGCACCTTGGCATTcattccattccattccattccattcCATTTCATTCCCTCCatatatCTTNNTATCAattccattccattccATGAAATTCAATTCCATCCATACAtttttGAATGcattccattccattcCTTTCCATTCCATCCATTCATCT

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 1 1 9 3 140 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctg CATCTCCCTCTATCTGCCTGTC GTGATAAGTAGATAGATAGATGGCAAC 32 3 1 22 140 27 59,438 57,204 35,100 41,700 12,358,418 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 0 0 11 4 139 TCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTTCTCCCTCTATCTGCCTGTC AGTGATAAGTAGATAGATAGATGGCAA 32 4 3 20 141 27 57,627 57,239 35,100 45,200 12,134,261 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 0 0 11 4 139 TCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTTCTCCCTCTATCTGCCTGTCT AGTGATAAGTAGATAGATAGATGGCAA 31 4 3 21 141 27 59,144 57,239 34,100 45,200 11,617,186 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 0 0 11 4 140 ATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgt ATCTCCCTCTATCTGCCTGTCT AGTGATAAGTAGATAGATAGATGGCAA 31 4 2 22 141 27 59,549 57,239 34,100 45,200 12,211,427 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 0 0 11 4 141 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctg CATCTCCCTCTATCTGCCTGTC AGTGATAAGTAGATAGATAGATGGCAA 32 4 1 22 141 27 59,438 57,239 35,100 45,200 12,323,224 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr841_2 2 55 56 10 1.5 ACAG TGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCT NO 0 0 11 3 138 TCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTTCTCCCTCTATCTGCCTGTCT GTGATAAGTAGATAGATAGATGGCAAC 31 3 3 21 140 27 59,144 57,204 34,100 41,700 11,652,379 F 213 CATCTCCCTCTATCTGCCTGTCTACATTTAtgtctgtctgtcTCTCTGTATTTTtgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatcTATGTTGCCatctatctatctACTTATCACTATCtttttGTATAtctctctctctctcTAtctctcActctctATTTCTTTCTGCTtctctcCCCCTCCCACG

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 1 1 7 50 190 AGGTAATGGACAGGTTCTCACCGATATCAACCTCCGAGGTAATGGACAGGTTCTCACC TGGAGAACTTTGTCAACTTTCGC 56 50 2 22 191 23 59,428 59,935 40,200 47,000 5,636,924 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 7 50 191 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCCAGGTAATGGACAGGTTCTCAC TGGAGAACTTTGTCAACTTTCGC 57 50 1 22 191 23 58,400 59,935 35,100 47,000 6,665,208 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 7 49 190 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCCAGGTAATGGACAGGTTCTCAC GGAGAACTTTGTCAACTTTCGCA 57 49 1 22 190 23 58,400 59,935 35,100 51,000 6,665,208 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 30 146 CGATATCAACCTCCGGCGAATGTAGAGATATAACTGCGATATCAACCTCCGGCGAA AGTTGGCGCCAATGACGTAA 37 30 23 20 168 20 59,968 60,604 47,000 31,800 0.635828 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 29 137 ACCTCCGGCGAATGTAGAGATATAACTGGCTTCAG ACCTCCGGCGAATGTAGAGA GTTGGCGCCAATGACGTAAA 29 29 31 20 167 20 60,395 59,761 31,000 20,100 0.634128 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 29 138 AACCTCCGGCGAATGTAGAGATATAACTGGCTTCA AACCTCCGGCGAATGTAGAG GTTGGCGCCAATGACGTAAA 30 29 30 20 167 20 59,540 59,761 24,300 20,100 0.699128 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 29 139 CAACCTCCGGCGAATGTAGAGATATAACTGGCTTCACAACCTCCGGCGAATGTAGA GTTGGCGCCAATGACGTAAA 31 29 29 20 167 20 59,825 59,761 25,900 20,100 0.413662 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 29 140 TCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCTCAACCTCCGGCGAATGTAG GTTGGCGCCAATGACGTAAA 32 29 28 20 167 20 59,825 59,761 27,400 20,100 0.413662 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr843_4 4 80 39 13 1 AAT AATAATAATAATAATAATAATAATAATAATAATAAT NO 0 0 8 29 145 CGATATCAACCTCCGGCGAATGTAGAGATATAACTGCGATATCAACCTCCGGCGAA GTTGGCGCCAATGACGTAAA 37 29 23 20 167 20 59,968 59,761 47,000 20,100 0.270403 A 229 CAGGTAATGGACAGGTTCTCACCGATATCAACCTCCGGCGAATGTAGAGATATAACTGGCTTCAGAGCCTCTGGAACGAaataataataataataataataataataataataataatGTTGCTGAATGTTCTCTAAATTCTAAATATTTACGTCATTGGCGCCAACTGCGAAAGTTGACAAAGTTCTCCAACTTTTGCAACCGGGTTCCGCATTTTAACGAGTAAAAC

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 1 1 2 58 240 ATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCG ATTGCCTGCTGAGCCACC TTTGCGAAGGAATACATTGAAGTCA 58 67 2 18 241 25 60,362 59,528 46,100 34,100 7,833,916 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 2 22 204 CGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACCGAACCCTGGCAGACGTTAT TGCGAAGGAATACATTGAAGTCAA 22 66 36 20 239 24 60,108 58,999 18,900 31,800 5,108,920 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 3 58 240 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaC GATTGCCTGCTGAGCCACC TTGCGAAGGAATACATTGAAGTCA 58 67 1 19 240 24 61,413 58,999 46,100 34,100 7,413,733 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 3 57 240 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaC GATTGCCTGCTGAGCCACCT TTGCGAAGGAATACATTGAAGTCA 57 67 1 20 240 24 62,834 58,999 40,000 34,100 7,834,195 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 3 22 204 CGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACCGAACCCTGGCAGACGTTAT TGCGAAGGAATACATTGAAGTCA 22 67 36 20 239 23 60,108 58,425 18,900 34,100 4,683,221 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 Mar‐75 22 181 CGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACCGAACCCTGGCAGACGTTAT ACCTTTGTACAATCCTTTCACTCAC 22 42 36 20 216 25 60,108 59,469 18,900 35,100 5,639,616 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 4 48 230 CTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCTGAGCCACCTGAGGAACAA TGCGAAGGAATACATTGAAGTCA 48 67 10 20 239 23 59,602 58,425 28,300 34,100 4,972,832 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 4 22 181 CGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACCGAACCCTGGCAGACGTTAT ACCTTTGTACAATCCTTTCACTCA 22 43 36 20 216 24 60,108 58,309 18,900 34,100 5,799,194 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr846_2 2 78 72 12 2 ATC TGATGATGATGATGATGATGATGATGATGATGATG NO 0 0 4 22 189 CGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACCGAACCCTGGCAGACGTTAT TGAAGTCAACCTTTGTACAATCCT 22 51 36 20 224 24 60,108 58,309 18,900 32,400 5,799,194 G 268 GATTGCCTGCTGAGCCACCTGAGGAACAATaaaaaCGAACCCTGGCAGACGTTATTTCCGTTTCGAGGAACTGAAATtgatgatgatgatgatgatgatgatgatgatgatgaTAATGAtggtggtggtgatgatgatgatgatgatgaCGANgacgacgacGATAATGANATGTTTATaaaaaaaaTCAAGTGAGTGAAAGGATTGTACAAAGGTTGACTTCAATGTATTCCTTCGCAAAATAACTTTCTTTATTTCACCTTGAGGA

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 1 1 2 100 290 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG GCTTGAAAGTGAATCTGTATCAGA 100 110 82 20 371 24 60,107 57,025 56,900 32,700 7,081,849 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 3 100 291 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG AGCTTGAAAGTGAATCTGTATCAGA 100 110 82 20 372 25 60,107 58,295 56,900 32,700 6,812,220 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 3 100 291 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG AGCTTGAAAGTGAATCTGTATCAG 100 111 82 20 372 24 60,107 57,018 56,900 29,000 7,088,680 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 3 16 192 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG AGTGAAATGGCCCAAGATGC 100 16 82 20 273 20 60,107 58,811 56,900 39,100 1,295,780 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 3 7 183 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG GCCCAAGATGCTTCACAGGA 100 7 82 20 264 20 60,107 60,323 56,900 38,600 0.429734 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 3 7 234 CCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCCCTTAAACCTCACCGCCTGT GCCCAAGATGCTTCACAGGA 151 7 31 20 264 20 59,964 60,323 40,000 38,600 0.359122 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 78 259 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG TGGTAAATTTGTTCTTCAGCATGGT 100 78 82 20 340 25 60,107 59,696 56,900 35,500 5,411,019 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 15 191 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG GTGAAATGGCCCAAGATGCT 100 15 82 20 272 20 60,107 58,811 56,900 37,900 1,295,780 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 15 192 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG AGTGAAATGGCCCAAGATGCT 100 15 82 20 273 21 60,107 60,273 56,900 37,900 1,379,790 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 186 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG ATGGCCCAAGATGCTTCACA 100 10 82 20 267 20 60,107 59,960 56,900 35,800 0.146975 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 230 CCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTT CCTCACCGCCTGTCTACATC ATGGCCCAAGATGCTTCACA 144 10 38 20 267 20 59,897 59,960 30,600 35,800 0.143265 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 237 CCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCCCTTAAACCTCACCGCCTGT ATGGCCCAAGATGCTTCACA 151 10 31 20 267 20 59,964 59,960 40,000 35,800 0.076363 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 240 CCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCCTCCTTAAACCTCACCGCC ATGGCCCAAGATGCTTCACA 154 10 28 20 267 20 60,393 59,960 61,300 35,800 0.432652 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 241 CCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTT CCCTCCTTAAACCTCACCGC ATGGCCCAAGATGCTTCACA 155 10 27 20 267 20 60,393 59,960 56,800 35,800 0.432652 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 4 10 265 ACCATGGCCCTAAACTCTGGAATACCCTCCTTAAAC ACCATGGCCCTAAACTCTGG ATGGCCCAAGATGCTTCACA 179 10 3 20 267 20 59,374 59,960 38,600 35,800 0.665906 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 5 10 107 GGATGTCCTAAGATCATGAAAGGCACTACATAAAT GGATGTCCTAAGATCATGAAAGGC ATGGCCCAAGATGCTTCACA 17 10 161 24 267 20 59,241 59,960 43,500 35,800 4,799,241 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 5 9 185 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG TGGCCCAAGATGCTTCACAG 100 9 82 20 266 20 60,107 60,610 56,900 36,600 0.716874 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 7 66 247 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG TCTTCAGCATGGTACAGTACTGAAT 100 66 82 20 328 25 60,107 59,812 56,900 25,700 5,294,690 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 7 66 291 CCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTT CCTCACCGCCTGTCTACATC TCTTCAGCATGGTACAGTACTGAAT 144 66 38 20 328 25 59,897 59,812 30,600 25,700 5,290,979 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 7 66 298 CCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCCCTTAAACCTCACCGCCTGT TCTTCAGCATGGTACAGTACTGAAT 151 66 31 20 328 25 59,964 59,812 40,000 25,700 5,224,077 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 7 10 104 TGTCCTAAGATCATGAAAGGCACTACATAAATACAATGTCCTAAGATCATGAAAGGCAC ATGGCCCAAGATGCTTCACA 15 10 164 23 267 20 58,483 59,960 50,100 35,800 4,557,343 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 7 7 101 TGTCCTAAGATCATGAAAGGCACTACATAAATACAATGTCCTAAGATCATGAAAGGCAC GCCCAAGATGCTTCACAGGA 15 7 164 23 264 20 58,483 60,323 50,100 38,600 4,840,101 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 8 66 246 AGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGT AGACTCTCCTACCTCTGCGG CTTCAGCATGGTACAGTACTGAAT 100 66 82 20 327 24 60,107 58,577 56,900 25,700 5,529,933 A 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr847_2 2 202 36 9 1 AAAG CTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTT NO 0 0 8 66 297 CCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCCCTTAAACCTCACCGCCTGT CTTCAGCATGGTACAGTACTGAAT 151 66 31 20 327 24 59,964 58,577 40,000 25,700 5,459,321 F 375 CTACCATGGCCCTAAACTCTGGAATACCCTCCTTAAACCTCACCGCCTGTCTACAtctctctcTTTTCTCttttttCTTTAAGACTCTCCTACCTCTGCGGCCAAGTGTTNACCTGTCCTAATATCTCCCTATGTACTTCATTGATTGTAAACCACTTTAGGATGTCCTAAGATCATGAAAGGCACTACATAAATACAAGCctttctttctttctttctttctttctttctttctttCTTATGTTCCTGTGAAGCATCTTGGGCCATTTCACTATGTTAACGGCACTATAGAATTGCTGAATGATTCAGTACTGTACCATGCTGAAGAACAAATTTACCAATTAACTTCTGATACAGATTCACTTTCAAGCTTTT

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 1 1 4 68 240 TCGGCCCATCATATCTATGTAAGCATTGTGCAAAGATCGGCCCATCATATCTATGTAAGC CAAGTTCTGCCCTTGCCCT 108 68 15 24 254 19 60,142 60,229 30,900 51,900 5,370,612 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 67 240 TCGGCCCATCATATCTATGTAAGCATTGTGCAAAGATCGGCCCATCATATCTATGTAAGC CAAGTTCTGCCCTTGCCCTT 108 67 15 24 254 20 60,142 60,829 30,900 39,500 4,971,118 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 67 218 GCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctct GCATTGTGCAAAGAGCTTTCC CAAGTTCTGCCCTTGCCCTT 89 67 37 21 254 20 58,936 60,829 31,300 39,500 2,893,195 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 66 217 GCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctct GCATTGTGCAAAGAGCTTTCC AAGTTCTGCCCTTGCCCTTG 89 66 37 21 253 20 58,936 60,829 31,300 36,100 2,893,195 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 66 242 AATTCGGCCCATCATATCTATGTAAGCATTGTGCAA AATTCGGCCCATCATATCTATGT AAGTTCTGCCCTTGCCCTTG 112 66 12 23 253 20 57,558 60,829 22,900 36,100 6,270,900 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 9 162 GCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctct GCATTGTGCAAAGAGCTTTCC TGCATGGACACTGCATACTTCT 89 9 37 21 198 22 58,936 60,027 31,300 28,500 4,090,928 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 8 161 GCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctct GCATTGTGCAAAGAGCTTTCC GCATGGACACTGCATACTTCTG 89 8 37 21 197 22 58,936 59,646 31,300 30,200 4,417,902 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 9 118 AACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA TGCATGGACACTGCATACTTCT 44 9 81 22 198 22 58,024 60,027 32,700 28,500 6,002,929 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 44 172 ACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA AAGTTCTGCCCTTGCCCTTG 44 66 82 21 253 20 57,337 60,829 32,700 36,100 4,491,941 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 44 173 ACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA CAAGTTCTGCCCTTGCCCTT 44 67 82 21 254 20 57,337 60,829 32,700 39,500 4,491,941 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 9 117 ACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA TGCATGGACACTGCATACTTCT 44 9 82 21 198 22 57,337 60,027 32,700 28,500 5,689,674 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 7 8 116 ACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA GCATGGACACTGCATACTTCTG 44 8 82 21 197 22 57,337 59,646 32,700 30,200 6,016,648 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 8 59 210 GCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctct GCATTGTGCAAAGAGCTTTCC GCCCTTGCCCTTGACATCAT 89 59 37 21 246 20 58,936 60,685 31,300 24,500 2,749,471 B 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr851_2 2 147 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 8 44 165 ACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAAACCTTGTTTGTTTCCCTCTCA GCCCTTGCCCTTGACATCAT 44 59 82 21 246 20 57,337 60,685 32,700 24,500 4,348,217 A 257 TCGAAGATGAAAATTCGGCCCATCATATCTATGTAAGCATTGTGCAAAGAGCTTTCCAATTTCTTTCCctctctctCAATAACCTTGTTTGTTTCCCTCTCATTCAAGTCTTTGTCCAATTCCCCTTTGTAAACTCTGAGTTAAAAaataataataataataataatATTATTGACAGAAGTATGCAGTGTCCATGCATAGTATGTGAAAATTAACAAACATGAAGATGATGTCAAGGGCAAGGGCAGAACTTGCAG

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 3 29 137 TTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCC TTCAGAGTTCGCAGGTGCTG GTGTGTCTCTCCAGCCAGC 29 48 53 20 189 19 60,601 60,375 44,100 48,500 1,976,314 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 30 189 GTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCC GTTCAGAGTTCGCAGGTGCT CCTGGGTTTCTTGGCCTTCT 30 98 52 20 240 20 60,601 59,887 44,000 28,500 0.714501 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 29 188 TTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCC TTCAGAGTTCGCAGGTGCTG CCTGGGTTTCTTGGCCTTCT 29 98 53 20 240 20 60,601 59,887 44,100 28,500 0.714236 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 30 139 GTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCC GTTCAGAGTTCGCAGGTGCT GGTGTGTCTCTCCAGCCAG 30 49 52 20 190 19 60,601 59,705 44,000 48,500 1,896,091 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 5 29 138 TTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCC TTCAGAGTTCGCAGGTGCTG GGTGTGTCTCTCCAGCCAG 29 49 53 20 190 19 60,601 59,705 44,100 48,500 1,895,826 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 189 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA TTTCTTGGCCTTCTGCAGGG 36 92 46 20 234 20 60,039 60,540 51,000 44,500 0.579802 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 195 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA CCTGGGTTTCTTGGCCTTCT 36 98 46 20 240 20 60,039 59,887 51,000 28,500 0.152627 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 238 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA ACTGTCTGCTGTCTGTCTGC 36 141 46 20 283 20 60,039 59,967 51,000 42,600 0.072665 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 240 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA GCACTGTCTGCTGTCTGTCT 36 143 46 20 285 20 60,039 59,967 51,000 34,100 0.072665 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 286 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA ACAGGAAGTTGGTGGACGAG 36 189 46 20 331 20 60,039 59,607 51,000 41,800 0.432514 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 287 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA GACAGGAAGTTGGTGGACGA 36 190 46 20 332 20 60,039 59,608 51,000 42,000 0.431034 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 36 296 GTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCT GTCGGAGTTCAGAGTTCGCA CTGATGGGCGACAGGAAGTT 36 199 46 20 341 20 60,039 60,036 51,000 26,600 0.075447 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 35 237 TCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTG TCGGAGTTCAGAGTTCGCAG ACTGTCTGCTGTCTGTCTGC 35 141 47 20 283 20 59,759 59,967 51,800 42,600 0.274441 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 35 295 TCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTG TCGGAGTTCAGAGTTCGCAG CTGATGGGCGACAGGAAGTT 35 199 47 20 341 20 59,759 60,036 51,800 26,600 0.277223 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr854_2 2 102 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 8 33 293 GGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGGAGTTCAGAGTTCGCAGGT CTGATGGGCGACAGGAAGTT 33 199 49 20 341 20 59,681 60,036 40,000 26,600 0.354772 F 374 GATGGCCAGGCGCTGGGGCCGGTGGAGGGCGAGGGAGGGGCCGAGGTCGGAGTTCAGAGTTCGCAGGTGCTGGTGCTGCTGGAGCCCTCGCCCCGGGACCCggaggaggaggaggaggaggaAGAgggggACGAGTCGCGACTGACCACCGCGGTGACCTCGGAGACGCCGCTGGCTGgagagaCACACCAGGCCCTGGCATTGGCCAGCCGGACCCTGCAGAAGGCCAAGAAACCCAGGGCCCTGGAGCTGAGCTCCTCGGGGCAGACAGACAGCAGACAGTGCCCATCCCCGGATAGGTTCCACCCCAGCTCGTCCACCAACTTCCTGTCGCCCATCAGCGccaccaccacccccAGCTCACTGACACCCAC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 1 1 3 43 250 TGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTTGGAATTTCAAGGACAGCCCA TCTTTGGGAGAAACGTGCCC 145 43 10 21 259 20 59,853 60,536 53,600 53,600 1,683,234 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 3 36 141 TGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaTGTGACTTGGCTGTCCAACTT TCTTTGGGAGAAACGTGCCC 36 43 119 21 259 20 60,065 60,536 26,600 53,600 1,601,218 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 43 244 TTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACTTCAAGGACAGCCCAGTCTG TCTTTGGGAGAAACGTGCCC 140 43 16 20 259 20 59,602 60,536 35,100 53,600 0.934400 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 43 245 TTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCATTTCAAGGACAGCCCAGTCT TCTTTGGGAGAAACGTGCCC 141 43 15 20 259 20 58,860 60,536 32,400 53,600 1,676,771 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 40 144 TGATGTGACTTGGCTGTCCAACTTGGACCGAGAGT TGATGTGACTTGGCTGTCCA TCTTTGGGAGAAACGTGCCC 40 43 116 20 259 20 59,236 60,536 40,200 53,600 1,300,731 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 38 239 TTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACTTCAAGGACAGCCCAGTCTG GGGAGAAACGTGCCCAAATT 140 38 16 20 254 20 59,602 59,034 35,100 18,200 1,364,120 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 37 141 TGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaTGTGACTTGGCTGTCCAACT TCTTTGGGAGAAACGTGCCC 37 43 119 20 259 20 59,454 60,536 31,600 53,600 1,082,582 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 34 138 GACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGGACTTGGCTGTCCAACTTGG TCTTTGGGAGAAACGTGCCC 34 43 122 20 259 20 59,046 60,536 36,100 53,600 1,490,912 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 5 43 233 CCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGT CCCAGTCTGCGTCTGTGTT TCTTTGGGAGAAACGTGCCC 130 43 27 19 259 20 59,930 60,536 33,200 53,600 1,606,225 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 6 43 233 CCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGT CCCAGTCTGCGTCTGTGTTC TCTTTGGGAGAAACGTGCCC 129 43 27 20 259 20 60,946 60,536 31,800 53,600 1,482,681 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 6 33 137 ACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGC ACTTGGCTGTCCAACTTGGA TCTTTGGGAGAAACGTGCCC 33 43 123 20 259 20 59,449 60,536 35,300 53,600 1,087,373 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

cons_gr857_2 2 176 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 6 24 128 TCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCCAACTTGGACCGAGAGTC TCTTTGGGAGAAACGTGCCC 24 43 132 20 259 20 59,033 60,536 33,600 53,600 1,503,380 F 277 CTCCACAAATGGAATTTCAAGGACAGCCCAGTCTGCGTCTGTGTTCGCCACATTGCGAATGTGGTCTACaaaaaTTTGCATCATAATTCAATGCAATCCATCTAACAATACACTGTGATGTGACTTGGCTGTCCAACTTGGACCGAGAGTCaaaaaGCTGCAAGATGTCATACGCaagaagaagaagaagaagaagTGCATCTGAGCAATAACAAATTACTTGCCCCTAtttttAATTTGGGCACGTTTCTCCCAAAGAAATTAGAAAGTGAACTTC

Ctaur14 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 1 1 10 50 210 TGCATGCATCTACACATTCAAACAATCATCCATCAA TGCATGCATCTACACATTCAAACA GTGGATGGCTGCAATGTTGG 68 50 17 24 226 20 59,782 60,109 28,300 37,700 4,326,503 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 10 50 213 TCATGCATGCATCTACACATTCAAACAATCATCCATCTCATGCATGCATCTACACATTCA GTGGATGGCTGCAATGTTGG 72 50 14 23 226 20 58,799 60,109 25,700 37,700 4,309,394 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 12 49 212 TCATGCATGCATCTACACATTCAAACAATCATCCATCTCATGCATGCATCTACACATTCA TGGATGGCTGCAATGTTGGA 72 49 14 23 225 20 58,799 60,252 25,700 35,300 4,452,571 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 12 27 168 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCA TGGATGGCTGCAATGTTGGA 27 49 58 24 225 20 57,808 60,252 34,100 35,300 6,443,355 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 12 27 169 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCA GTGGATGGCTGCAATGTTGG 27 50 58 24 226 20 57,808 60,109 34,100 37,700 6,300,177 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 12 14 136 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCA TGGAAAGTTTGATGAATGGGTGT 27 14 58 24 193 23 57,808 58,778 34,100 41,600 10,413,994 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 12 1 124 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCA TGAATGGGTGTAAGACTGTATCGA 27 1 58 24 181 24 57,808 59,292 34,100 35,900 10,899,592 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 13 26 169 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCAT GTGGATGGCTGCAATGTTGG 26 50 58 25 226 20 58,213 60,109 34,100 37,700 6,895,689 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 13 14 136 ACAAGATATACAAGCATCCATCCATTcatccatccatcc ACAAGATATACAAGCATCCATCCAT TGGAAAGTTTGATGAATGGGTGT 26 14 58 25 193 23 58,213 58,778 34,100 41,600 11,009,506 B 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 15 0 139 catccatccatcAATCCAGCTatccatccatccatccatccatccCATCCATCCATCAATCCAGCT GTGGATGGCTGCAATGTTGG 0 50 88 21 226 20 57,844 60,109 42,400 37,700 3,264,807 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 16 0 139 ccatccatccatcAATCCAGCTatccatccatccatccatccatcCCATCCATCCATCAATCCAGCT TGGATGGCTGCAATGTTGGA 0 49 87 22 225 20 60,225 60,252 42,400 35,300 2,476,739 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 16 0 140 ccatccatccatcAATCCAGCTatccatccatccatccatccatcCCATCCATCCATCAATCCAGCT GTGGATGGCTGCAATGTTGG 0 50 87 22 226 20 60,225 60,109 42,400 37,700 2,333,561 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 17 1 139 ccatccatccatcAATCCAGCTatccatccatccatccatccatcCCATCCATCCATCAATCCAGC TGGATGGCTGCAATGTTGGA 1 49 87 21 225 20 58,832 60,252 48,500 35,300 2,420,193 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 17 1 140 ccatccatccatcAATCCAGCTatccatccatccatccatccatcCCATCCATCCATCAATCCAGC GTGGATGGCTGCAATGTTGG 1 50 87 21 226 20 58,832 60,109 48,500 37,700 2,277,015 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr862_3 3 109 48 12 1 ATCC ATCCATCCATCCATCCATCCATCCATCCATCCATCCA TCCA_114_157 0 0 18 1 141 tccatccatccatcAATCCAGCTatccatccatccatccatccat TCCATCCATCCATCAATCCAGC GTGGATGGCTGCAATGTTGG 1 50 86 22 226 20 60,225 60,109 48,500 37,700 2,333,461 F 235 ATAATCAATGCATTCATGCATGCATCTACACATTCAAACAATCATCCATCAAGCTATACAAGATATACAAGCATCCATCCATTcatccatccatccatcAATCCAGCTatccatccatccatccatccatccatccatccatccatccatccatccATCGATACAGTCTTACACCCATTCATCAAACTTTCCATCTATTCATTCATCCAACATTGCAGCCATCCACNCATACAGG

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 1 1 2 11 189 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG CCTCCTGTCCATAACACCTCA 11 116 60 20 248 21 60,108 58,812 43,000 38,600 2,295,612 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 2 11 189 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG CCTCCTGTCCATAACACCTCAG 11 115 60 20 248 22 60,108 59,831 43,000 33,500 2,277,006 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 3 71 246 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGTGTGGATCCAGCATTGG TCCTGTCCATAACACCTCAGA 71 114 1 19 246 21 58,503 57,816 31,600 32,700 5,681,325 B 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 3 23 199 TCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGTCCAGGGTGGATGGAAGTCA TCCTGTCCATAACACCTCAGA 23 114 48 20 246 21 60,179 57,816 34,100 32,700 3,363,259 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 3 11 187 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG TCCTGTCCATAACACCTCAGA 11 114 60 20 246 21 60,108 57,816 43,000 32,700 3,292,037 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 3 10 189 GAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaag GAAGTCATCCCTGGTTCCGA CCCTCCTGTCCATAACACCTC 10 117 61 20 249 21 59,097 59,513 45,500 38,500 2,389,257 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 71 246 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGTGTGGATCCAGCATTGG TCCTGTCCATAACACCTCAGAA 71 113 1 19 246 22 58,503 58,483 31,600 30,200 6,013,529 B 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 48 291 TGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGA TGTTGGTCACCTCAGGACAC ACCTTCCGTTTACAGACAGGT 48 181 23 20 313 21 59,532 58,955 36,700 40,000 2,512,984 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 47 290 GTTGGTCACCTCAGGacacacAGCTCCAGGGTGGAT GTTGGTCACCTCAGGACACA ACCTTCCGTTTACAGACAGGT 47 181 24 20 313 21 59,532 58,955 37,200 40,000 2,512,984 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 41 249 CACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCACCTCAGGACACACAGCTC AGTGCTGTTTGGACTGACCC 41 147 30 20 278 20 60,320 60,179 40,900 44,600 0.499264 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 38 246 CTCAGGacacacAGCTCCAGGGTGGATGGAAGTCAT CTCAGGACACACAGCTCCAG AGTGCTGTTTGGACTGACCC 38 147 33 20 278 20 60,038 60,179 38,600 44,600 0.216529 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 31 133 CTCAGGacacacAGCTCCAGGGTGGATGGAAGTCAT CTCAGGACACACAGCTCCAG TGATTTCTGTGTTGATGGGTTGA 38 31 33 20 165 23 60,038 58,531 38,600 31,800 4,506,224 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 23 118 TCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGTCCAGGGTGGATGGAAGTCA TGATTTCTGTGTTGATGGGTTGA 23 31 48 20 165 23 60,179 58,531 34,100 31,800 4,647,589 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 23 199 TCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGTCCAGGGTGGATGGAAGTCA TCCTGTCCATAACACCTCAGAA 23 113 48 20 246 22 60,179 58,483 34,100 30,200 3,695,463 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 23 231 TCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGTCCAGGGTGGATGGAAGTCA AGTGCTGTTTGGACTGACCC 23 147 48 20 278 20 60,179 60,179 34,100 44,600 0.357894 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 11 106 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG TGATTTCTGTGTTGATGGGTTGA 11 31 60 20 165 23 60,108 58,531 43,000 31,800 4,576,367 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 11 106 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG TGATTTCTGTGTTGATGGGTTG 11 32 60 20 165 22 60,108 57,148 43,000 37,700 4,959,789 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 11 187 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG TCCTGTCCATAACACCTCAGAA 11 113 60 20 246 22 60,108 58,483 43,000 30,200 3,624,241 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 11 219 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG AGTGCTGTTTGGACTGACCC 11 147 60 20 278 20 60,108 60,179 43,000 44,600 0.286672 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 4 10 218 GAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaag GAAGTCATCCCTGGTTCCGA AGTGCTGTTTGGACTGACCC 10 147 61 20 278 20 59,097 60,179 45,500 44,600 1,081,549 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 5 71 246 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGTGTGGATCCAGCATTGG TCCTGTCCATAACACCTCAGAAA 71 112 1 19 246 23 58,503 59,093 31,600 25,200 6,404,417 B 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 5 57 297 GCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCGCATTGGACTTGTTGGTCACC TCCGTTTACAGACAGGTGGT 57 178 13 21 309 20 60,000 58,584 40,200 41,600 2,416,517 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 5 23 199 TCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGTCCAGGGTGGATGGAAGTCA TCCTGTCCATAACACCTCAGAAA 23 112 48 20 246 23 60,179 59,093 34,100 25,200 4,086,351 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 5 11 187 GGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaa GGAAGTCATCCCTGGTTCCG TCCTGTCCATAACACCTCAGAAA 11 112 60 20 246 23 60,108 59,093 43,000 25,200 4,015,128 A 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 6 44 252 GGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAGGTCACCTCAGGACACACAG AGTGCTGTTTGGACTGACCC 44 147 27 20 278 20 59,966 60,179 36,600 44,600 0.213076 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr864_3 3 91 21 7 1 AAG AAGAAGAAGAAGAAGAAGAAG NO 0 0 6 31 139 GGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAGGTCACCTCAGGACACACAG TGATTTCTGTGTTGATGGGTTGA 44 31 27 20 165 23 59,966 58,531 36,600 31,800 4,502,771 F 333 GGTGTGGATCCAGCATTGGACTTGTTGGTCACCTCAGGacacacAGCTCCAGGGTGGATGGAAGTCATCCCTGGTTCCGAGGGACTGCCTaagaagaagaagaagaagaagATTATTTATATTCTGGTGCACTACTTTATTTTCAACCCATCAACACAGAAATCAATTGATCTTTGGCTATTTAGTCACCAGAGTTATGTCTTTTGCTTTAATTTCCTGAGGTTTTCTGAGGTGTTATGGACAGGAgggggggTGGTGGGGTCAGTCCAAACAGCACTGTTTTCCTCTTACCACCTGTCTGTAAACGGAAGGTGTTTTGAATTAGTTTGTTTT

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 1 1 16 1 98 GGAGCAGCAGGAGCAACAAcagcagcagcagcagcagc GGAGCAGCAGGAGCAACA TCTGCTGATGTTGCTCCTGC 1 5 22 18 119 20 59,967 60,676 33,300 48,500 2,708,977 B 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 0 0 16 0 98 GGAGCAGCAGGAGCAACAAcagcagcagcagcagcagc GGAGCAGCAGGAGCAACAA TCTGCTGATGTTGCTCCTGC 0 5 22 19 119 20 60,602 60,676 28,300 48,500 2,277,595 B 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 0 0 17 8 121 CAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAACAGCAGAAGCAGCAGC GCTTCTGCTGATGTTGCTCC 20 8 2 19 122 20 60,081 59,549 52,500 47,000 1,532,358 F 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 0 0 17 5 118 CAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAACAGCAGAAGCAGCAGC TCTGCTGATGTTGCTCCTGC 20 5 2 19 119 20 60,081 60,676 52,500 48,500 1,757,212 F 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 0 0 17 0 113 CAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAACAGCAGAAGCAGCAGC TGATGTTGCTCCTGCTGCTT 20 0 2 19 114 20 60,081 60,251 52,500 39,100 1,332,408 F 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr866_3 3 41 54 11 1.5 AGC CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC CAG_41_73 0 0 18 1 97 GGAGCAGCAGGAGCAACAAcagcagcagcagcagcagc GGAGCAGCAGGAGCAACA CTGCTGATGTTGCTCCTGCT 1 4 22 18 118 20 59,967 60,677 33,300 42,400 2,710,239 B 153 ACAACAGCAGAagcagcagcAGGAGCAGCAGGAGCAACAAcagcagcagcagcagcagcagcagcagcagcagCAAcagcagcagcagcagcagAAGCAGCAGGAGCAACATCAGCAGAagcagcagcAGAAGCAGCAGGGGCAACAATAGCA

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 1 1 6 7 93 ctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTCTCACCTCAGCCGAATTCCC GAATAGAAGCGCGGTCTCGA 25 7 169 20 261 20 60,463 59,971 39,700 40,400 0.491794 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 94 tctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgc TCTCACCTCAGCCGAATTCC GAATAGAAGCGCGGTCTCGA 26 7 168 20 261 20 59,463 59,971 30,100 40,400 0.566223 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 135 CGGTCCGGctctctCATAGACAGACTGACTGACGGGCCGGTCCGGCTCTCTCATAGA GAATAGAAGCGCGGTCTCGA 67 7 127 20 261 20 60,535 59,971 19,800 40,400 0.564362 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 167 GGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCG GGAGAAATGGCAGGAGGCTT GAATAGAAGCGCGGTCTCGA 99 7 95 20 261 20 60,034 59,971 43,500 40,400 0.062733 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 170 GAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCGAGGGAGAAATGGCAGGAGG GAATAGAAGCGCGGTCTCGA 102 7 92 20 261 20 59,818 59,971 43,000 40,400 0.211333 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 177 ATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGATTGCGGGAGGGAGAAATGG GAATAGAAGCGCGGTCTCGA 109 7 85 20 261 20 60,107 59,971 31,600 40,400 0.135554 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 7 195 ACGTTAAcagcagcagGGATTGCGGGAGGGAGAAAT ACGTTAACAGCAGCAGGGAT GAATAGAAGCGCGGTCTCGA 127 7 67 20 261 20 59,675 59,971 38,500 40,400 0.353978 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 6 6 194 ACGTTAAcagcagcagGGATTGCGGGAGGGAGAAAT ACGTTAACAGCAGCAGGGAT AATAGAAGCGCGGTCTCGAC 127 6 67 20 260 20 59,675 60,249 38,500 42,000 0.573482 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr868_3 3 214 21 7 1 CCG GCCGCCGCCGCCGCCGCCGCC NO 0 0 7 8 196 ACGTTAAcagcagcagGGATTGCGGGAGGGAGAAAT ACGTTAACAGCAGCAGGGAT TGAATAGAAGCGCGGTCTCG 127 8 67 20 262 20 59,675 60,248 38,500 40,400 0.573441 F 312 ACAAgcgcgcgcgcgcTGCTGCCTTGCGAAGGGAgcgcgcTCCATGGCCGCGGGCGCAAGCCGGGTACGTTAAcagcagcagGGATTGCGGGAGGGAGAAATGGCAGGAGGCTTGTGGGGCGATCCCGGTCCGGctctctCATAGACAGACTGACTGACGGGCGctctctCACCTCAGCCGAATTcccccGCAGTACCGAgcgcgcTTCCACAgccgccgccgccgccgccgccGACGCTGTCGAGACCGCGCTTCTATTCAAAcccccGCCCCGCTAGCCCGCTCTGCCGTCCCAGCAGCGGCACCGACCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 1 1 4 29 147 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG AGAGCCAGCACAGACATGAG 29 37 27 22 173 20 59,247 59,750 52,800 29,000 3,002,579 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 29 148 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG AAGAGCCAGCACAGACATGA 29 38 27 22 174 20 59,247 59,311 52,800 30,700 3,441,957 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 29 151 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG TGAAAGAGCCAGCACAGACA 29 41 27 22 177 20 59,247 59,531 52,800 34,100 3,222,396 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 29 190 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG GGGAAAGAGCATGGGAGTGC 29 80 27 22 216 20 59,247 61,034 52,800 44,000 3,787,194 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 12 122 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG TGGTCTCGTATTGTGCTGCA 29 12 27 22 148 20 59,247 59,680 52,800 44,100 3,072,953 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 9 119 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG TCTCGTATTGTGCTGCACCC 29 9 27 22 145 20 59,247 60,391 52,800 46,100 3,144,033 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 4 8 118 CCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatg CCAATTGAAGAGGGTAAACGGG CTCGTATTGTGCTGCACCCT 29 8 27 22 144 20 59,247 60,392 52,800 43,400 3,144,563 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 5 30 191 ACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatACCAATTGAAGAGGGTAAACGG GGGAAAGAGCATGGGAGTGC 30 80 26 22 216 20 58,582 61,034 44,400 44,000 4,452,339 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr870_2 2 78 39 8 1.5 ACT TACTACTACTACTACTACTACTACAACAACAACAACANO 0 0 5 29 191 ACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatACCAATTGAAGAGGGTAAACGGG GGGAAAGAGCATGGGAGTGC 29 80 26 23 216 20 60,813 61,034 52,800 44,000 4,847,174 B 216 ATTCAATGGATaaaaaaTGTTAGAAACCAATTGAAGAGGGTAAACGGGGCTAGTAGGAatgatgatgatgATCATAAtactactactactactactactacaacaacaacaacaacAAGGGGTTAGGGTGCAGCACAATACGAGACCATTCAGCTCATGTCTGTGCTGGCTCTTTCAAAGAGCTATCCAATTAATCGCACTCCCATGCTCTTTCCC

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 1 1 2 18 155 TCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCAC ATGGCTCAGTTGCACTAGGG 18 69 100 20 254 20 59,891 59,746 50,100 35,300 0.362763 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 3 5 91 TCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCAC CAAAGCTGCGTCGTATGAGC 18 5 100 20 190 20 59,891 59,974 50,100 42,600 0.134097 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 4 20 240 CCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCCCTCAGTTTGGTCTCTGGCC CCCACCCAACTGAGAAGAAACA 20 150 98 20 337 22 60,322 60,423 53,600 28,300 2,744,811 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 4 10 144 GTCTCTGGCCACAATGGGAATAAACCTTTGatgaatg GTCTCTGGCCACAATGGGAA GCTCAGTTGCACTAGGGTGA 10 66 108 20 251 20 59,962 59,678 39,700 40,200 0.359836 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 4 10 147 GTCTCTGGCCACAATGGGAATAAACCTTTGatgaatg GTCTCTGGCCACAATGGGAA ATGGCTCAGTTGCACTAGGG 10 69 108 20 254 20 59,962 59,746 39,700 35,300 0.292344 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 4 5 90 CAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCACA CAAAGCTGCGTCGTATGAGC 17 5 101 20 190 20 60,179 59,974 41,700 42,600 0.204533 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 4 4 90 TCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCAC AAAGCTGCGTCGTATGAGCT 18 4 100 20 189 20 59,891 60,109 50,100 40,900 0.217199 A 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 5 22 242 TGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAATGCCTCAGTTTGGTCTCTGG CCCACCCAACTGAGAAGAAAC 22 151 96 20 337 21 59,602 58,769 38,600 27,800 2,628,600 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 5 20 240 CCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCCCTCAGTTTGGTCTCTGGCC CCCACCCAACTGAGAAGAAAC 20 151 98 20 337 21 60,322 58,769 53,600 27,800 2,552,668 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 5 18 238 TCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCAC CCCACCCAACTGAGAAGAAAC 18 151 100 20 337 21 59,891 58,769 50,100 27,800 2,339,245 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 5 17 237 CAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCACA CCCACCCAACTGAGAAGAAAC 17 151 101 20 337 21 60,179 58,769 41,700 27,800 2,409,680 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 5 10 230 GTCTCTGGCCACAATGGGAATAAACCTTTGatgaatg GTCTCTGGCCACAATGGGAA CCCACCCAACTGAGAAGAAAC 10 151 108 20 337 21 59,962 58,769 39,700 27,800 2,268,826 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 7 20 296 CCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCCCTCAGTTTGGTCTCTGGCC TGCTGTCCTTGAAAGCATACA 20 207 98 20 393 21 60,322 57,861 53,600 22,900 3,460,893 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA
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cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 7 18 294 TCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCAC TGCTGTCCTTGAAAGCATACA 18 207 100 20 393 21 59,891 57,861 50,100 22,900 3,247,469 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr871_3 3 138 28 7 1 AATG ATGAATGAATGAATGAATGAATGAATGA NO 0 0 7 17 293 CAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTCAGTTTGGTCTCTGGCCACA TGCTGTCCTTGAAAGCATACA 17 207 101 20 393 21 60,179 57,861 41,700 22,900 3,317,905 F 397 CCAGTGAATTTTCACCTGAACtttttGCtttttttGCTTTTCTTTCTACTAttttttGTATCTTTCTAtttttttttATTGTTTTGCATTTTACTTGCCTCAGTTTGGTCTCTGGCCACAATGGGAATAAACCTTTGatgaatgaatgaatgaatgaatgaatgaTGGCAGCTCATACGACGCAGCTTTGAAATGTCAACCTGGATGAAGTCTTGAAGTGAAGCTTCAAGATCACCCTAGTGCAACTGAGCCATGCTAACACTAAATGAAATTCTAAGATCCAATCTATAATTTAtttttATGTAACTTCCATTGTGTTTCTTCTCAGTTGGGTGGGGAATTCATGCTGGATTAACTTaaaaaTAAATAAAATGTATGCTTTCAAGGACAGCAAATA

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 1 1 3 60 215 GAGTGGGAGCGTTAAGGAGGTggggggAAATAAGG GAGTGGGAGCGTTAAGGAGG TTGCTTACAGACAGAGGCAA 83 60 21 20 235 20 59,824 57,071 43,000 45,200 3,104,790 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 3 2 134 GCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttaGCCCTAGCTGGAAGATGGAG TTGCTTACAGACAGAGGCAA 2 60 102 20 235 20 59,604 57,071 38,600 45,200 3,324,861 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 59 214 GAGTGGGAGCGTTAAGGAGGTggggggAAATAAGG GAGTGGGAGCGTTAAGGAGG TGCTTACAGACAGAGGCAAA 83 59 21 20 234 20 59,824 57,071 43,000 36,800 3,104,790 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 59 223 GCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggGCATGATTTGAGTGGGAGCG TGCTTACAGACAGAGGCAAA 92 59 12 20 234 20 59,620 57,071 50,300 36,800 3,308,470 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 36 167 GGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGG GGAGAAGCACGAGAGCTCAT TGCTTACAGACAGAGGCAAA 36 59 68 20 234 20 59,541 57,071 29,000 36,800 3,388,289 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 11 142 CTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttattt CTTTCTTGGGCCCTAGCTGG TGCTTACAGACAGAGGCAAA 11 59 93 20 234 20 60,395 57,071 48,500 36,800 3,323,700 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 11 143 CTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttattt CTTTCTTGGGCCCTAGCTGG TTGCTTACAGACAGAGGCAA 11 60 93 20 235 20 60,395 57,071 48,500 45,200 3,323,700 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 6 137 TTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatt TTGGGCCCTAGCTGGAAGAT TGCTTACAGACAGAGGCAAA 6 59 98 20 234 20 60,625 57,071 24,000 36,800 3,553,301 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 4 2 133 GCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttaGCCCTAGCTGGAAGATGGAG TGCTTACAGACAGAGGCAAA 2 59 102 20 234 20 59,604 57,071 38,600 36,800 3,324,861 A 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 5 67 240 aaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGAAGAATGCATGATTTGAGTGGGA TTGCGATGTATTGCTTACAGACA 95 67 6 23 245 23 58,653 58,750 43,700 34,100 8,596,391 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 6 67 240 aaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAG AAAGAATGCATGATTTGAGTGGGA TGCGATGTATTGCTTACAGACA 95 67 5 24 244 22 59,226 58,144 43,700 34,100 8,629,532 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr874_3 3 124 32 8 1 AAAT TTTATTTATTTATTTATTTATTTATTTATTTA TTTA_124_155 0 0 6 66 240 aaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAG AAAGAATGCATGATTTGAGTGGGA TGCGATGTATTGCTTACAGACAG 95 66 5 24 244 23 59,226 59,135 43,700 35,100 8,638,838 F 283 AGaaaaaGAATGCATGATTTGAGTGGGAGCGTTAAGGAGGTggggggAAATAAGGGGCCCAGaaaaaGGAGAAGCACGAGAGCTCATGATTTCTTTCTTGGGCCCTAGCTGGAAGATGGAGTTtttatttatttatttatttatttatttatttaGTTATTTATTAATAGAATTTTAATTCTAGATAAAATAGAATTTCTTGAGATCTAAGGATTTTGCCTCTGTCTGTAAGCAATACATCGCaaaaaCTAATGGATGAATTTCAACAAAACTCAGTGCATAG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 1 1 6 2 125 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC TCTTCAGTGGCAATGCAGGA 2 62 2 20 126 20 59,743 59,599 46,100 38,600 0.658395 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 129 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC GGCATCTTCAGTGGCAATGC 2 66 2 20 130 20 59,743 60,179 46,100 35,600 0.436158 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 130 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC GGGCATCTTCAGTGGCAATG 2 67 2 20 131 20 59,743 59,541 46,100 28,200 0.715708 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 164 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC ACGTCTGGTCATCCTCTTCA 2 101 2 20 165 20 59,743 58,075 46,100 30,200 2,181,771 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 170 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC GCTCATACGTCTGGTCATCCT 2 106 2 20 171 21 59,743 59,316 46,100 32,400 1,940,957 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 171 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC AGCTCATACGTCTGGTCATCC 2 107 2 20 172 21 59,743 59,316 46,100 35,100 1,940,957 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 220 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC TCCTTTACAACTACATCCCTCTTT 2 153 2 20 221 24 59,743 57,302 46,100 25,200 6,954,681 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 221 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC TTCCTTTACAACTACATCCCTCTT 2 154 2 20 222 24 59,743 57,302 46,100 28,500 6,954,681 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 224 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC TCTTTCCTTTACAACTACATCCCTCT 2 155 2 20 225 26 59,743 59,499 46,100 36,900 6,757,790 B 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 263 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC GAGCTGTCCACCAGACTCAC 2 200 2 20 264 20 59,743 60,038 46,100 35,100 0.294829 F 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 264 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC AGAGCTGTCCACCAGACTCA 2 201 2 20 265 20 59,743 60,179 46,100 34,100 0.435989 F 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr875_2 2 24 21 7 1 ATC TCATCATCATCATCATCATCA NO 0 0 6 2 265 ATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcaATGAGGATGAAGGTGCCACC CAGAGCTGTCCACCAGACTC 2 202 2 20 266 20 59,743 59,754 46,100 33,600 0.503126 F 280 GATGAGGATGAAGGTGCCACCCTtcatcatcatcatcatcatcaGCCTTCTTGGGCCCACTGTTGGAGGGATCATTTATACATCAGGACtatataATGGAGGCTGCTCCTGCATTGCCACTGAAGATGCCCCACTGGTACCTCCATGAAGAGGATGACCAGACGTATGAGCTTTCATTATTTAATAGCAAAACTTGAAAAGAGGGATGTAGTTGTAAAGGAAAGAAAGATCTTTGAAgggggAAGTGAGTCTGGTGGACAGCTCTGCATTACTATTGTTG

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 1 1 2 20 116 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT ACCTGGCCTTGGCTTCTTTA 29 20 202 20 317 20 59,961 59,223 34,100 18,500 0.816191 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 2 20 146 GCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAGCTCTGTGTCATAGTTTGTTTCA ACCTGGCCTTGGCTTCTTTA 56 20 172 23 317 20 57,327 59,223 26,900 18,500 6,450,783 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 3 29 218 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT ATGCACGCAGAAACTTTGGC 29 122 202 20 419 20 59,961 60,319 34,100 45,200 0.357699 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 68 251 CCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGC CCTTGTGTGGCTCTGTGTCA GCAGAAACTTTGGCGACCAC 68 116 163 20 413 20 60,179 60,318 35,800 41,600 0.496902 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 68 257 CCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGC CCTTGTGTGGCTCTGTGTCA ATGCACGCAGAAACTTTGGC 68 122 163 20 419 20 60,179 60,319 35,800 45,200 0.498003 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 29 165 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT ACCTGTGAGCAAAGGGAGAC 29 69 202 20 366 20 59,961 59,602 34,100 33,600 0.437062 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 29 166 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT GACCTGTGAGCAAAGGGAGA 29 70 202 20 367 20 59,961 59,313 34,100 37,100 0.726098 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 29 167 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT TGACCTGTGAGCAAAGGGAG 29 71 202 20 368 20 59,961 59,602 34,100 43,000 0.436685 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 29 212 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT GCAGAAACTTTGGCGACCAC 29 116 202 20 413 20 59,961 60,318 34,100 41,600 0.356599 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 22 118 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT TTACCTGGCCTTGGCTTCTT 29 22 202 20 319 20 59,961 59,223 34,100 25,200 0.816191 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 22 148 GCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAGCTCTGTGTCATAGTTTGTTTCA TTACCTGGCCTTGGCTTCTT 56 22 172 23 319 20 57,327 59,223 26,900 25,200 6,450,783 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 22 275 TGCCTAGACACCACAAACCCGGGACAAAATACACC TGCCTAGACACCACAAACCC TTACCTGGCCTTGGCTTCTT 186 22 45 20 319 20 59,890 59,223 41,100 25,200 0.887169 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 22 293 CCGCAAACACAAGCTACGTGCCTAGACACCACAAA CCGCAAACACAAGCTACGTG TTACCTGGCCTTGGCTTCTT 204 22 27 20 319 20 60,384 59,223 44,900 25,200 1,161,676 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 21 117 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT TACCTGGCCTTGGCTTCTTT 29 21 202 20 318 20 59,961 59,223 34,100 25,200 0.816191 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 21 147 GCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAGCTCTGTGTCATAGTTTGTTTCA TACCTGGCCTTGGCTTCTTT 56 21 172 23 318 20 57,327 59,223 26,900 25,200 6,450,783 A 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 21 274 TGCCTAGACACCACAAACCCGGGACAAAATACACC TGCCTAGACACCACAAACCC TACCTGGCCTTGGCTTCTTT 186 21 45 20 318 20 59,890 59,223 41,100 25,200 0.887169 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 21 292 CCGCAAACACAAGCTACGTGCCTAGACACCACAAA CCGCAAACACAAGCTACGTG TACCTGGCCTTGGCTTCTTT 204 21 27 20 318 20 60,384 59,223 44,900 25,200 1,161,676 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 20 273 TGCCTAGACACCACAAACCCGGGACAAAATACACC TGCCTAGACACCACAAACCC ACCTGGCCTTGGCTTCTTTA 186 20 45 20 317 20 59,890 59,223 41,100 18,500 0.887169 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 4 20 291 CCGCAAACACAAGCTACGTGCCTAGACACCACAAA CCGCAAACACAAGCTACGTG ACCTGGCCTTGGCTTCTTTA 204 20 27 20 317 20 60,384 59,223 44,900 18,500 1,161,676 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 7 68 247 CCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGC CCTTGTGTGGCTCTGTGTCA AAACTTTGGCGACCACTTGC 68 112 163 20 409 20 60,179 59,898 35,800 40,100 0.281349 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 7 29 208 CCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAACCTGTGAAGCACCCTTGGAT AAACTTTGGCGACCACTTGC 29 112 202 20 409 20 59,961 59,898 34,100 40,100 0.141045 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 22 194 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG TTACCTGGCCTTGGCTTCTT 105 22 126 20 319 20 61,032 59,223 38,600 25,200 1,809,560 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 21 193 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG TACCTGGCCTTGGCTTCTTT 105 21 126 20 318 20 61,032 59,223 38,600 25,200 1,809,560 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 20 192 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG ACCTGGCCTTGGCTTCTTTA 105 20 126 20 317 20 61,032 59,223 38,600 18,500 1,809,560 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 20 300 cccTGATACCCGCAAACACAAGCTACGTGCCTAGAC CCCTGATACCCGCAAACACA ACCTGGCCTTGGCTTCTTTA 213 20 18 20 317 20 60,322 59,223 37,200 18,500 1,099,544 F 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 16 189 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG TGGCCTTGGCTTCTTTATCCC 105 16 126 20 314 21 61,032 60,342 38,600 38,500 2,374,090 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 15 188 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG GGCCTTGGCTTCTTTATCCCA 105 15 126 20 313 21 61,032 60,342 38,600 43,700 2,374,090 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr876_2 2 251 27 9 1 AAC TGTTGTTGTTGTTGTTGTTGTTGTTGT NO 0 0 8 3 175 GGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCC GGCGGTCCTGGAAATTCCTG TTATCCCATGTGTCCCACGT 105 3 126 20 300 20 61,032 58,719 38,600 44,900 2,313,533 B 431 GTTCTGATGCTGACAcccccTGATACCCGCAAACACAAGCTACGTGCCTAGACACCACAAACCCGGGACAAAATACACCCCGGGAAGGCCCGGCCTGGGACGCAGGTCAAAAGGCCAAATTACGGGGCGGTCCTGGAAATTCCTGGACAGTTGGTCACCCTGCCTtgtgtgGCTCTGTGTCATAGTTTGTTTCATAATGCTCCTGTGAAGCACCCTTGGATATTTCTTTATGTTAAAAGTGCTAAGTTGCtgttgttgttgttgttgttgttgttgtTGCACGTGGGACACATGGGATAAAGAAGCCAAGGCCAGGTAAAAGATCTGGATCTCCaaaaaGAAATCAGTCTCCCTTTGCTCACAGGTCAATCAGAGCAATGGCAGAGTTGGCAAGTGGTCGCCAAAGTTTCTGCGTGCATCAGGCAAGTAGT

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 1 1 4 12 140 AGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGGCCAACGGTAACAGTGAG GGTTGTGTGGAGGTGCTGTC 67 12 126 20 265 20 59,965 61,167 35,100 35,100 1,201,427 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 4 12 207 CTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCTCATGAAGGGAGCCGAGTG GGTTGTGTGGAGGTGCTGTC 134 12 59 20 265 20 60,179 61,167 35,100 35,100 1,345,620 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 102 GTCTACGGATCCGGCATCTGGATCGCAGGTGGATT GTCTACGGATCCGGCATCTG GGTTGTGTGGAGGTGCTGT 29 13 164 20 265 19 60,039 60,153 29,000 44,000 1,192,037 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 109 GCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGCACAGAGTCTACGGATCCG GGTTGTGTGGAGGTGCTGT 36 13 157 20 265 19 59,970 60,153 41,800 44,000 1,182,530 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 135 AACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTAACGGTAACAGTGAGCTCGG GGTTGTGTGGAGGTGCTGT 62 13 131 20 265 19 60,039 60,153 46,300 44,000 1,191,490 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 140 AGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGGCCAACGGTAACAGTGAG GGTTGTGTGGAGGTGCTGT 67 13 126 20 265 19 59,965 60,153 35,100 44,000 1,187,859 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 141 CAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGGCCAACGGTAACAGTGA GGTTGTGTGGAGGTGCTGT 68 13 125 20 265 19 60,250 60,153 34,100 44,000 1,403,087 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 13 207 CTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCTCATGAAGGGAGCCGAGTG GGTTGTGTGGAGGTGCTGT 134 13 59 20 265 19 60,179 60,153 35,100 44,000 1,332,052 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr87_2 2 213 21 7 1 ACC CCACCACCACCACCACCACCA NO 0 0 5 11 205 CTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCTCATGAAGGGAGCCGAGTG TTGTGTGGAGGTGCTGTCG 134 11 59 20 263 19 60,179 60,228 35,100 43,500 1,406,616 F 268 GGGCGGGGTAgggggAGGGGCAACTATTAGGTAGGGGTTGTTggggggAAGGGTTGCGCTCATGAAGGGAGCCGAGTGTGGGTTTTGGAATGGCACTGACCTTGCTCCTTTCCTCCAGTCCGCCCAGGCCAACGGTAACAGTGAGCTCGGCACCAAGCACAGAGTCTACGGATCCGGCATCTGGATCGCAGGTGGATTCAACgggggACACTccaccaccaccaccaccaccaCCGCCTGCACTCGACAGCACCTCcacacaAccccc

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 1 1 14 0 157 CATCCACCCATCCATCCGTCCGTCCACCCTCCATNCACATCCACCCATCCATCCGTC TAGATGGAGGGTTGGATGGA 29 0 18 20 174 20 60,250 57,113 47,900 34,100 3,137,921 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 0 0 14 0 159 CATCCACCCATCCATCCGTCCGTCCACCCTCCATNCACATCCACCCATCCATCCGTC GATAGATGGAGGGTTGGATGGA 29 0 18 20 176 22 60,250 58,749 47,900 34,100 3,501,951 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 0 0 14 0 160 CATCCACCCATCCATCCGTCCGTCCACCCTCCATNCACATCCACCCATCCATCCGTC AGATAGATGGAGGGTTGGATGGA 29 0 18 20 177 23 60,250 60,116 47,900 34,100 3,366,666 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 0 0 17 13 190 CTACCTATCTATCCATCCACCCATCCATCCGTCCGTC CTACCTATCTATCCATCCACCCA ACACTTGAACGATAGATAGATAGATGG 39 13 5 23 194 27 58,052 58,265 45,100 35,100 13,683,198 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 0 0 18 13 191 TCTACCTATCTATCCATCCACCCATCCATCCGTCCGT TCTACCTATCTATCCATCCACCCA ACACTTGAACGATAGATAGATAGATGG 39 13 4 24 194 27 59,389 58,265 45,100 35,100 13,346,018 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr880_2 2 67 88 9 1.5 ACAG TCTATCTATCTATCTATCTATCTATCTATCTNTCTGTCTCTA_67_94 0 0 18 12 190 TCTACCTATCTATCCATCCACCCATCCATCCGTCCGT TCTACCTATCTATCCATCCACCCA CACTTGAACGATAGATAGATAGATGGA 39 12 4 24 193 27 59,389 58,049 45,100 34,100 13,561,946 F 195 CTATCTACCTATCTATCCATCCACCCATCCATCCGTCCGTCCACCCTCCATNCATCTATCCATCNGtctatctatctatctatctatctatctaTCTNtctgtctgtctgtctgtctgtctgtctgtctgtctgtctatctatctatctatctaTCCATCCAACCCTCCatctatctatctATCGTTCAAGTGTG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 1 1 3 27 139 AATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCAATGCTAACTAGGCTGCGGC GCACTGGTGTTGCTGTTCG 41 27 85 20 223 19 60,816 60,010 65,300 39,500 1,825,290 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 4 42 169 CTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCCTGGAGGCAGTGTGAATGCT TGCATTGTCAGTTCAGGCAC 55 42 71 20 239 20 60,322 59,046 37,900 50,100 1,276,004 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 4 42 171 AGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGAGCTGGAGGCAGTGTGAATG TGCATTGTCAGTTCAGGCAC 57 42 69 20 239 20 60,322 59,046 26,700 50,100 1,276,004 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 5 26 138 AATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCAATGCTAACTAGGCTGCGGC CACTGGTGTTGCTGTTCGC 41 26 85 20 222 19 60,816 60,010 65,300 47,000 1,825,290 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 5 25 137 AATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCAATGCTAACTAGGCTGCGGC ACTGGTGTTGCTGTTCGCT 41 25 85 20 221 19 60,816 60,153 65,300 49,300 1,968,783 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 6 50 190 CAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACAAGTGAATGCAGCTGGAGG CCCTCTGATGCATTGTCAGT 68 50 58 20 247 20 59,191 57,585 43,000 34,100 3,224,379 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 6 42 172 CAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGCAGCTGGAGGCAGTGTGAAT TGCATTGTCAGTTCAGGCAC 58 42 68 20 239 20 60,322 59,046 25,700 50,100 1,276,004 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 7 49 190 CAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACAAGTGAATGCAGCTGGAGG CCCTCTGATGCATTGTCAGTT 68 49 58 20 247 21 59,191 58,280 43,000 31,600 3,529,124 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr881_2 2 146 32 7 1.5 AAG CCTCCTCCTCTGAAGAAGAAGAAGAAGAAGAA NO 0 0 8 48 190 CAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACAAGTGAATGCAGCTGGAGG CCCTCTGATGCATTGTCAGTTC 68 48 58 20 247 22 59,191 59,318 43,000 30,100 3,491,233 F 247 TGAGGTAAACAGAAACAAAAGCTGTGTTTAATGATGctctctGCCCCTTTGTTATTTCAAGTGAATGCAGCTGGAGGCAGTGTGAATGCTAACTAGGCTGCGGCCAACGTGAGGCGACCTCCCTcccccTGACTGATTTGAGCAGcctcctcctCTgaagaagaagaagaagaagaaGATTCGATGCGGCCCAACGTGAGGCAGCGAACAGCAACACCAGTGCCTGAACTGACAATGCATCAGAGGG

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 1 1 3 71 225 ACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCAACGATTACAGAGCTCCCAGC ACCCAACTTGCTCCCATTGC 71 93 38 20 262 20 59,538 61,188 48,500 35,600 1,649,528 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 3 39 171 ACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCAACGATTACAGAGCTCCCAGC CTGCAGCAGGTCTCTGACTC 71 39 38 20 208 20 59,538 60,109 48,500 33,600 0.570670 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 70 204 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA CCCTTTAAGAAGCAGCAGCA 70 73 39 20 242 20 59,538 58,462 44,100 44,100 1,999,595 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 70 224 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA ACCCAACTTGCTCCCATTGC 70 93 39 20 262 20 59,538 61,188 44,100 35,600 1,649,115 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 51 182 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA TAGATCCTGTCCCTGCAGCA 70 51 39 20 220 20 59,538 60,326 44,100 44,100 0.787125 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 39 170 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA CTGCAGCAGGTCTCTGACTC 70 39 39 20 208 20 59,538 60,109 44,100 33,600 0.570257 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 0 131 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA CCTTCACTCCTCCTCAACGC 70 0 39 20 169 20 59,538 60,390 44,100 48,400 0.852019 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 4 0 132 ACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCAACGATTACAGAGCTCCCAGC CCTTCACTCCTCCTCAACGC 71 0 38 20 169 20 59,538 60,390 48,500 48,400 0.852433 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 Apr‐75 1 132 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA GCCTTCACTCCTCCTCAACG 70 1 39 20 170 20 59,538 60,390 44,100 41,000 0.852019 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 6 71 250 ACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCAACGATTACAGAGCTCCCAGC CCCATGTCTGCCAGTCATCA 71 118 38 20 287 20 59,538 59,746 48,500 30,700 0.715855 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 6 70 249 CGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATCGATTACAGAGCTCCCAGCA CCCATGTCTGCCAGTCATCA 70 118 39 20 287 20 59,538 59,746 44,100 30,700 0.715442 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr883_2 2 129 21 7 1 ACC TGGTGGTGGTGGTGGTGGTGG NO 0 0 6 68 247 ATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGATTACAGAGCTCCCAGCAGG CCCATGTCTGCCAGTCATCA 68 118 41 20 287 20 59,164 59,746 48,500 30,700 1,089,835 F 291 ATTAATCATAATCACTTTGATCATAAAGCCCATCTCTACGATTACAGAGCTCCCAGCAGGGAGCAGAGCTCATAGAAACTCATCCGAGGGGAAGCGGGAAGTgggggAGGGTGAAgtgtgtgtAGGGAtggtggtggtggtggtggtggGCGTTgaggaggagTGAAGGCTGGGAAATATCTGGAAAGGAGTCAGAGACCTGCTGCAGGGACAGGATCTAAAtgctgctgcTTCTTAAAGGGGCAATGGGAGCAAGTTGGGTAANAATGATGACTGGCAGACATGGGGAAA

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 1 1 3 24 198 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC TGTAGTTGCTGCACACTGCT 24 106 16 20 213 20 59,129 60,179 45,800 42,400 1,050,105 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 3 13 105 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC TGTCCTGGATGGTGTTGAGC 24 13 16 20 120 20 59,129 59,963 45,800 42,600 0.907789 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 25 241 CAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGACAGCAAATGAGGAGGCTATCG GTGCTGTTGAAGAAGCCTCG 25 147 14 21 254 20 58,858 59,485 29,200 46,300 2,656,208 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 25 242 TCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGTCAGCAAATGAGGAGGCTATCG GTGCTGTTGAAGAAGCCTCG 25 147 13 22 254 20 60,224 59,485 29,200 46,300 2,738,828 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 148 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC ATGTTGAAGGTGGTGGATGGG 24 55 16 20 163 21 59,129 60,273 45,800 40,000 2,143,705 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 170 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC GCTTTGGTGGTGGAGGGAAT 24 78 16 20 185 20 59,129 60,252 45,800 30,100 1,122,844 F 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 175 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC ACTGTGCTTTGGTGGTGGAG 24 83 16 20 190 20 59,129 60,466 45,800 38,600 1,337,246 F 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 197 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC GTAGTTGCTGCACACTGCTG 24 105 16 20 212 20 59,129 59,763 45,800 44,100 1,107,768 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 223 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC CTCGGTGAGTTGCTGCAATG 24 131 16 20 238 20 59,129 59,833 45,800 28,200 1,038,527 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 24 240 AGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATAGCAAATGAGGAGGCTATCGC GTGCTGTTGAAGAAGCCTCG 24 147 15 21 254 20 60,542 59,485 45,800 46,300 2,056,799 B 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 18 110 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC TGCTTTGTCCTGGATGGTGT 24 18 16 20 125 20 59,129 59,522 45,800 41,600 1,349,129 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 4 12 104 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC GTCCTGGATGGTGTTGAGCT 24 12 16 20 119 20 59,129 59,674 45,800 40,900 1,197,321 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 5 24 147 GCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTGCAAATGAGGAGGCTATCGC TGTTGAAGGTGGTGGATGGG 24 55 16 20 162 20 59,129 59,888 45,800 40,000 0.983276 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr885_3 3 60 28 7 1 AAAT TAAATAAATAAATAAATAAATAAATAAA TAAA_60_87 0 0 5 24 148 AGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATAGCAAATGAGGAGGCTATCGC TGTTGAAGGTGGTGGATGGG 24 55 15 21 162 20 60,542 59,888 45,800 40,000 1,654,327 A 274 ATCACCTCAAACTCAGCAAATGAGGAGGCTATCGCCTGGCTTCGGGGATTTGCATTTGTtaaataaataaataaataaataaataaaTAACACTCAAGAAGCTCAACACCATCCAGGACAAAGCAGCCCACTTGATTGGCACCCCATCCACCACCTTCAACATTCATTCCCTccaccaccaAAGCACAGTGGCAGCAGTGTGCAGCAACTACAAGATGCATTGCAGCAACTCACCGAGGCTTCTTCAACAGCACTTTCTAAACACGTGACCTCT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 1 1 3 78 292 CCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgt CCAAGAATTACGGCCCTGGT TCAACATCAATCCAAGTTCGACA 153 78 37 20 328 23 60,034 58,615 40,000 43,500 4,419,417 F 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 4 78 291 CCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgt CCAAGAATTACGGCCCTGGT CAACATCAATCCAAGTTCGACA 153 78 37 20 327 22 60,034 57,252 40,000 43,500 4,782,017 F 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 4 77 292 CCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgt CCAAGAATTACGGCCCTGGT TCAACATCAATCCAAGTTCGACAA 153 77 37 20 328 24 60,034 59,181 40,000 31,800 4,853,565 F 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 180 GGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGGACTCATGTGCTGCAGACA ACATTGTCCTAGAGCTCATCCA 82 38 108 20 287 22 60,321 58,621 34,100 34,100 3,699,546 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 181 TGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGGACTCATGTGCTGCAGAC ACATTGTCCTAGAGCTCATCCA 83 38 107 20 287 22 60,321 58,621 35,100 34,100 3,699,546 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 204 CCGCATGGGTTGATCAGGAAGTATGGACTCATGTG CCGCATGGGTTGATCAGGAA ACATTGTCCTAGAGCTCATCCA 106 38 84 20 287 22 60,394 58,621 33,600 34,100 3,772,728 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 206 ATCCGCATGGGTTGATCAGGAAGTATGGACTCATG ATCCGCATGGGTTGATCAGG ACATTGTCCTAGAGCTCATCCA 108 38 82 20 287 22 60,179 58,621 38,600 34,100 3,557,521 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 210 GGGAATCCGCATGGGTTGATCAGGAAGTATGGACTGGGAATCCGCATGGGTTGAT ACATTGTCCTAGAGCTCATCCA 112 38 78 20 287 22 60,468 58,621 25,700 34,100 3,846,541 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 222 TGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGA TGTCGTGTGTGTGGGAATCC ACATTGTCCTAGAGCTCATCCA 124 38 66 20 287 22 60,250 58,621 30,100 34,100 3,628,636 F 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 248 AGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgt AGAATTACGGCCCTGGTTCC ACATTGTCCTAGAGCTCATCCA 150 38 40 20 287 22 59,745 58,621 36,200 34,100 3,633,545 B 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 251 CCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgt CCAAGAATTACGGCCCTGGT ACATTGTCCTAGAGCTCATCCA 153 38 37 20 287 22 60,034 58,621 40,000 34,100 3,412,989 B 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 38 285 GCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCGCGATGGGTCACTCTAACGT ACATTGTCCTAGAGCTCATCCA 187 38 3 20 287 22 59,827 58,621 39,900 34,100 3,551,315 B 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 34 133 TGGCTTCATTAAGTACCGCTGAATGATATCCATATG TGGCTTCATTAAGTACCGCTG ACATTGTCCTAGAGCTCATCCA 34 38 155 21 287 22 58,372 58,621 51,800 34,100 6,006,457 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 33 133 TGGCTTCATTAAGTACCGCTGAATGATATCCATATG TGGCTTCATTAAGTACCGCTGA ACATTGTCCTAGAGCTCATCCAA 33 37 155 22 287 23 59,765 59,223 42,600 35,300 6,012,124 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 5 33 133 TGGCTTCATTAAGTACCGCTGAATGATATCCATATG TGGCTTCATTAAGTACCGCTGA ACATTGTCCTAGAGCTCATCCA 33 38 155 22 287 22 59,765 58,621 42,600 34,100 5,613,667 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 6 38 224 CCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAG CCTGTCGTGTGTGTGGGAAT ACATTGTCCTAGAGCTCATCCA 126 38 64 20 287 22 60,250 58,621 30,100 34,100 3,628,807 F 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr887_2 2 210 18 6 1 ACC GTGGTGGTGGTGGTGGTG GTG_210_227 0 0 10 38 155 TCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTTCCGTAGCAATGCCAAGGAA ACATTGTCCTAGAGCTCATCCA 57 38 133 20 287 22 59,673 58,621 33,600 34,100 3,705,107 A 334 GAGCGATGGGTCACTCTAACGTCTGGAACTCTCACCCCAAGAATTACGGCCCTGGTTCCCGTGCCTGTCgtgtgtgtGGGAATCCGCATGGGTTGATCAGGAAGTATGGACTCATGTGCTGCAGACAATGCTTCCGTAGCAATGCCAAGGAAATTGGCTTCATTAAGTACCGCTGAATGATATCCATATGGNCCAGGAAGGTGAGGCCTgtggtggtggtggtggtgGTNNNGCGTGTTTGATTTCGGNAGTGGTTTCCCTCTTTTGGATGAGCTCTAGGACAATGTTCtttttACTTAATGAATTGTCGAACTTGGATTGATGTTGAACAAAT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 1 1 2 25 172 GCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGGCCCTCGTTGGTTAGTTCCA AGCAGTCTTAGCAATTCTCTTGT 65 25 76 20 247 23 59,964 58,096 35,300 31,600 4,939,980 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 3 23 171 GCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGGCCCTCGTTGGTTAGTTCCA GCAGTCTTAGCAATTCTCTTGTCA 65 23 76 20 246 24 59,964 59,307 35,300 35,800 4,728,364 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 3 23 172 TGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCA TGCCCTCGTTGGTTAGTTCC GCAGTCTTAGCAATTCTCTTGTCA 66 23 75 20 246 24 59,964 59,307 36,200 35,800 4,728,364 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 64 212 GCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGGCCCTCGTTGGTTAGTTCCA CCCATTTCTATCAGTACAGTGGAC 65 64 76 20 287 24 59,964 58,639 35,300 40,200 5,396,331 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 64 247 TCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCTCACAATTACTAATGTAAGCCAGAAA CCCATTTCTATCAGTACAGTGGAC 94 64 41 26 287 24 57,144 58,639 25,200 40,200 14,216,744 F 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 63 212 GCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGGCCCTCGTTGGTTAGTTCCA CCCATTTCTATCAGTACAGTGGACA 65 63 76 20 287 25 59,964 60,105 35,300 40,200 5,140,681 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 63 213 TGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCA TGCCCTCGTTGGTTAGTTCC CCCATTTCTATCAGTACAGTGGACA 66 63 75 20 287 25 59,964 60,105 36,200 40,200 5,140,681 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 63 247 TCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCTCACAATTACTAATGTAAGCCAGAAA CCCATTTCTATCAGTACAGTGGACA 94 63 41 26 287 25 57,144 60,105 25,200 40,200 13,961,095 F 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 63 252 TGAAATCACAATTACTAATGTAAGCCAGaaaaaTAA TGAAATCACAATTACTAATGTAAGCCA CCCATTTCTATCAGTACAGTGGACA 98 63 36 27 287 25 57,763 60,105 47,500 40,200 14,342,128 F 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 25 137 GTTTGGCCAATTCAAACTCCTATTATTCTACTATTTC GTTTGGCCAATTCAAACTCCT AGCAGTCTTAGCAATTCTCTTGT 29 25 111 21 247 23 57,249 58,096 36,900 31,600 8,655,719 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 24 137 GTTTGGCCAATTCAAACTCCTATTATTCTACTATTTC GTTTGGCCAATTCAAACTCCT AGCAGTCTTAGCAATTCTCTTGTC 29 24 111 21 247 24 57,249 59,065 36,900 31,800 8,686,081 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr888_2 2 161 39 13 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATTATTA_161_199 0 0 4 23 136 GTTTGGCCAATTCAAACTCCTATTATTCTACTATTTC GTTTGGCCAATTCAAACTCCT GCAGTCTTAGCAATTCTCTTGTCA 29 23 111 21 246 24 57,249 59,307 36,900 35,800 8,444,103 A 308 CAAGTAATATTCTTAAAGGTACATTacacacTAAATGAAATCACAATTACTAATGTAAGCCAGaaaaaTAAATATGCCCTCGTTGGTTAGTTCCAAAGATTAATAGGTCAGTTTGGCCAATTCAAACTCCTATTATTCTACTATTTCAGTGATTTCCCTNttattattattattattattattattattattattattaTNNNNNNCGGACTACTTGTCTCTTGACAAGAGAATTGCTAAGACTGCTTATCAAGTAAACAATTGTCCACTGTACTGATAGAAATGGGGTAAATAATGCAAAGCCTATT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 1 1 5 0 145 GGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGGGGATAGTGACAGGAGCAGC CTGTATGAGCGGCCTCCATA 75 0 32 20 176 20 59,894 59,031 52,500 27,400 1,074,927 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 9 90 ATTCGGGTGGGTACAAGAGCCAAGGTGGAtactact ATTCGGGTGGGTACAAGAGC AGTCATAGTCCCTGTATGAGCG 9 9 98 20 187 22 59,748 59,112 40,900 50,300 3,139,980 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 9 91 ATTCGGGTGGGTACAAGAGCCAAGGTGGAtactact ATTCGGGTGGGTACAAGAGC CAGTCATAGTCCCTGTATGAGCG 9 9 98 20 188 23 59,748 60,305 40,900 50,300 3,557,193 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 6 0 143 GATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGATAGTGACAGGAGCAGCGG CTGTATGAGCGGCCTCCATA 73 0 34 20 176 20 60,249 59,031 55,200 27,400 1,218,387 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 7 8 90 TATTCGGGTGGGTACAAGAGCCAAGGTGGAtactac TATTCGGGTGGGTACAAGAGC GTCATAGTCCCTGTATGAGCGG 9 8 97 21 186 22 59,517 60,030 40,900 55,200 3,513,244 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 8 7 152 GGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGGGGATAGTGACAGGAGCAGC ATAGTCCCTGTATGAGCGGC 75 7 32 20 183 20 59,894 59,030 52,500 65,300 1,075,672 B 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 9 7 161 gcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCTACTGGGATAGTGAC ATAGTCCCTGTATGAGCGGC 84 7 23 20 183 20 59,968 59,030 36,700 65,300 1,002,160 F 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr889_2 2 127 30 7 1.5 ACC TACTACTACGGTGGTGGTGGTGGTGGTGGT NO 0 0 9 0 154 gcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCTACTGGGATAGTGAC CTGTATGAGCGGCCTCCATA 84 0 23 20 176 20 59,968 59,031 36,700 27,400 1,001,416 F 195 AGTAGCCGCAGGAGAGGAggcggcggcTACTGGGATAGTGACAGGAGCAGCGGCTATAGCGGCGGAGGCCGGTACGATACGGGAGACCGGGAAAACTATTCGGGTGGGTACAAGAGCCAAGGTGGAtactactacggtggtggtggtggtggtggtTATGGAGGCCGCTCATACAGGGACTATGACTGATCAAAT

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 1 1 14.75 6 135 GAAACGCCAGCAGTAACACGGGAAACGCCGGCAG GAAACGCCAGCAGTAACACG CCCTGCTGTTACTGCTGGTG 68 6 9 20 143 20 60,111 60,957 44,900 41,700 1,068,217 B 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 14.75 5 134 GAAACGCCAGCAGTAACACGGGAAACGCCGGCAG GAAACGCCAGCAGTAACACG CCTGCTGTTACTGCTGGTGT 68 5 9 20 142 20 60,111 60,250 44,900 41,600 0.361290 B 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 14.75 5 135 GGAAACGCCAGCAGTAACACGGGAAACGCCGGCA GGAAACGCCAGCAGTAACAC CCTGCTGTTACTGCTGGTGT 69 5 8 20 142 20 59,763 60,250 33,200 41,600 0.487965 B 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 36 165 GAAACGCCAGCAGTAACACGGGAAACGCCGGCAG GAAACGCCAGCAGTAACACG TGCTGGTGTTACTCCTGCTG 68 36 9 20 173 20 60,111 59,965 44,900 44,100 0.146139 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 33 162 GAAACGCCAGCAGTAACACGGGAAACGCCGGCAG GAAACGCCAGCAGTAACACG TGGTGTTACTCCTGCTGCTG 68 33 9 20 170 20 60,111 59,965 44,900 44,100 0.146139 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 30 159 GAAACGCCAGCAGTAACACGGGAAACGCCGGCAG GAAACGCCAGCAGTAACACG TGTTACTCCTGCTGCTGGTG 68 30 9 20 167 20 60,111 59,965 44,900 41,700 0.146139 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 5 102 GAAACACcagcagcagGAGAAACANcagcagcagcagcaGAAACACCAGCAGCAGGAGA TGCTGGTGTTACTCCTGCTG 5 36 72 20 173 20 60,250 59,965 37,100 44,100 0.285784 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 4 101 AAACACcagcagcagGAGAAACANcagcagcagcagcag AAACACCAGCAGCAGGAGAA TGCTGGTGTTACTCCTGCTG 4 36 73 20 173 20 59,817 59,965 28,700 44,100 0.218808 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr88_2 2 97 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG CAG_97_117 0 0 18 3 100 AACACcagcagcagGAGAAACANcagcagcagcagcagcaAACACCAGCAGCAGGAGAAA TGCTGGTGTTACTCCTGCTG 3 36 74 20 173 20 59,817 59,965 25,200 44,100 0.218808 F 178 CAGAAGGGGAAACGCCAGCAGTAACACGGGAAACGCCGGCAGAAACAGGGGAAACACNAGCAGTAACAGGGGAAACACcagcagcagGAGAAACANcagcagcagcagcagcagcagGAGAAACACCAGCAGTAACAGCAGGGGAAACACcagcagcagGAGTAACACcagcagcagC

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 1 1 6 0 110 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA CCAGCTGAGGCCTAACCAAT 0 39 2 18 111 20 57,193 59,743 33,300 31,600 5,063,976 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 111 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA TCCAGCTGAGGCCTAACCAA 0 40 2 18 112 20 57,193 60,840 33,300 36,700 5,647,224 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 114 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA CACTCCAGCTGAGGCCTAAC 0 43 2 18 115 20 57,193 60,108 33,300 23,400 4,914,881 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 162 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA TGGCCTTGACATCCTCCCTA 0 91 2 18 163 20 57,193 59,956 33,300 35,300 4,851,028 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 177 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA TCTGCACCCTATTTCTGGCC 0 106 2 18 178 20 57,193 59,744 33,300 53,600 5,062,827 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 214 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA AGATCCTTCAGTGCTGGCAC 0 143 2 18 215 20 57,193 60,036 33,300 50,100 4,842,566 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 215 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA CAGATCCTTCAGTGCTGGCA 0 144 2 18 216 20 57,193 60,036 33,300 49,200 4,842,661 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 216 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA ACAGATCCTTCAGTGCTGGC 0 145 2 18 217 20 57,193 60,036 33,300 48,500 4,842,566 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 240 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA GTTTCTCTAGTCTCTGCACGT 0 168 2 18 241 21 57,193 57,437 33,300 44,900 8,369,504 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 241 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA AGTTTCTCTAGTCTCTGCACG 0 169 2 18 242 21 57,193 57,159 33,300 53,400 8,647,827 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 6 0 241 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA AGTTTCTCTAGTCTCTGCACGT 0 168 2 18 242 22 57,193 58,849 33,300 44,900 7,957,703 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr890_2 2 20 33 7 1.5 ATC ATGATGATGATGATGATGATGATAATGATGATG NO 0 0 8 0 176 CCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgA CCTTCAGGCAGAGCACAA CTGCACCCTATTTCTGGCCT 0 105 2 18 177 20 57,193 59,743 33,300 51,900 5,063,976 B 284 GCCTTCAGGCAGAGCACAAatgatgatgatgatgatgatgATAatgatgatgATAAGAGTACAAGGAAGTTATGCCAAGCCTTTATAAAATATTGGTTAGGCCTCAGCTGGAGTGCTGTGTTCAATTCTGAGCAAGACAGAATTAGGGAGGATGTCAAGGCCAGAAATAGGGTGCAGAAGAGATTTACTAGAATGGTGCCAGCACTGAAGGATCTGTGTTACGTGCAGAGACTAGAGAAACTATGGTTGTTTTCCTCAGAACACTAAAGGTTAAGAGGAAATTT

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 1 1 17 38 222 CGGTGAAAGGGAGACGGATTTATAacacacacTCTAaCGGTGAAAGGGAGACGGATT GGTTTAGGGTTAGGGCTAGGG 101 38 44 20 265 21 59,751 59,227 30,100 35,300 2,022,450 F 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 38 248 CTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGCTGACATGTTTCGCAGCGTC GGTTTAGGGTTAGGGCTAGGG 127 38 18 20 265 21 60,179 59,227 51,900 35,300 1,952,292 F 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 33 217 CGGTGAAAGGGAGACGGATTTATAacacacacTCTAaCGGTGAAAGGGAGACGGATT AGGGTTAGGGCTAGGGTTAGA 101 33 44 20 260 21 59,751 59,058 30,100 21,000 2,191,805 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 33 243 CTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGCTGACATGTTTCGCAGCGTC AGGGTTAGGGCTAGGGTTAGA 127 33 18 20 260 21 60,179 59,058 51,900 21,000 2,121,647 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 32 242 CTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGCTGACATGTTTCGCAGCGTC GGGTTAGGGCTAGGGTTAGAG 127 32 18 20 259 21 60,179 58,673 51,900 24,300 2,506,613 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 25 141 TTGAAAGGCAGCATTGACCGAATGTTTGACAAGAA TTGAAAGGCAGCATTGACCG AGGGTTAGGGCTAGGGTTAGA 25 33 120 20 260 21 59,402 59,058 47,900 21,000 2,539,975 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 24 140 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA AGGGTTAGGGCTAGGGTTAGA 24 33 121 20 260 21 60,251 59,058 46,900 21,000 2,193,090 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 24 145 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA GGTTTAGGGTTAGGGCTAGGG 24 38 121 20 265 21 60,251 59,227 46,900 35,300 2,023,736 F 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 20 136 AGGCAGCATTGACCGAATGTTTGACAAGAACCCTA AGGCAGCATTGACCGAATGT AGGGTTAGGGCTAGGGTTAGA 20 33 125 20 260 21 60,323 59,058 27,100 21,000 2,265,223 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 17 20 141 AGGCAGCATTGACCGAATGTTTGACAAGAACCCTA AGGCAGCATTGACCGAATGT GGTTTAGGGTTAGGGCTAGGG 20 38 125 20 265 21 60,323 59,227 27,100 35,300 2,095,868 F 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 32 217 CGGTGAAAGGGAGACGGATTTATAacacacacTCTAaCGGTGAAAGGGAGACGGATT AGGGTTAGGGCTAGGGTTAGAG 101 32 44 20 260 22 59,751 60,091 30,100 24,300 2,340,061 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 32 243 CTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGCTGACATGTTTCGCAGCGTC AGGGTTAGGGCTAGGGTTAGAG 127 32 18 20 260 22 60,179 60,091 51,900 24,300 2,269,903 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 24 140 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA AGGGTTAGGGCTAGGGTTAGAG 24 32 121 20 260 22 60,251 60,091 46,900 24,300 2,341,346 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 1 105 AGGCAGCATTGACCGAATGTTTGACAAGAACCCTA AGGCAGCATTGACCGAATGT GGGTTATGGTTAGGTTTCGGGT 20 1 125 20 229 22 60,323 60,026 27,100 52,800 2,348,797 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 1 109 TGAAAGGCAGCATTGACCGAATGTTTGACAAGAAC TGAAAGGCAGCATTGACCGA GGGTTATGGTTAGGTTTCGGGT 24 1 121 20 229 22 60,251 60,026 46,900 52,800 2,276,665 A 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 1 186 CGGTGAAAGGGAGACGGATTTATAacacacacTCTAaCGGTGAAAGGGAGACGGATT GGGTTATGGTTAGGTTTCGGGT 101 1 44 20 229 22 59,751 60,026 30,100 52,800 2,275,379 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr892_2 2 165 42 7 1 AACCCT AACCCTAACCCTAACCCTAACCCTAACCCTAACCCTANO 0 0 18 1 212 CTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGCTGACATGTTTCGCAGCGTC GGGTTATGGTTAGGTTTCGGGT 127 1 18 20 229 22 60,179 60,026 51,900 52,800 2,205,221 B 283 AGCTATTTAGGAAGAAGCTGACATGTTTCGCAGCGTCGGCGGGCGGTGAAAGGGAGACGGATTTATAacacacacTCTAaaagaaagaaagAGGCGGCCCGAACATGGGTCTGAAAATCTTGAAAGGCAGCATTGACCGAATGTTTGACAAGAACCCTAACCCGaaccctaaccctaaccctaaccctaaccctaaccctaaccctAACCCGAAACCTAACCATAACCCTAAACCTAACTCTAACCCTAGCCCTAACCCTAAAcctaaccctaaccctaacCC

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 1 1 11 8 293 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC CATGAAGCAGCCCAACAGC 191 8 68 18 360 19 62,083 59,785 44,000 44,000 5,297,112 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 0 0 11 7 292 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC ATGAAGCAGCCCAACAGCC 191 7 68 18 359 19 62,083 60,981 44,000 48,500 6,063,295 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 0 0 11 7 293 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC CATGAAGCAGCCCAACAGCC 191 7 68 18 360 20 62,083 62,222 44,000 48,500 6,304,429 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 0 0 11 2 286 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC CAGCCCAACAGCCGAAAG 191 2 68 18 353 18 62,083 59,043 44,000 26,200 7,039,510 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 0 0 11 1 285 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC AGCCCAACAGCCGAAAGC 191 1 68 18 352 18 62,083 60,986 44,000 35,100 7,068,370 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr893_4 4 277 57 7 2 AGG CCTCCTCCTCCTCCTCCTCCTCCAGCTCCACCAGCAC NO 0 0 11 1 286 TACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcct TACCTGCCGCCAGACTGC CAGCCCAACAGCCGAAAGC 191 1 68 18 353 19 62,083 62,273 44,000 35,100 7,355,603 D 360 CCCACGGTGGCAGAAGGCCGCATCGGGCTAAAGCTGGACTGGTTAAagagagGGAGGGCTCGTTNNNTACCTGCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCNNNAGCTCNNCCNGNNCCNANNNNGCNGCNNNNNNCGNNNNCNNNNNNNCGGCNTGTTGNNNNGNANNNNNGNNCNNNNGGTGNNNNNANGCCGCNTCGNGNNNNNNCNNNANNNNTTAANNAGAGGGNNNGGCNCGNNNNNNACNNCNNCCGCCAGACTGCCTCcctcctcctcctcctcctcctCCAGCTCCACCAGCACCGATAccgccgccgccgccgGGCTTTCGGCTGTTGGGCTGCTTCATG

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 1 1 7 2 124 CGAGGAGAGGAATAGCGAGCTTGAGATAGACGGACGAGGAGAGGAATAGCGAGC TGGATAGATATTCGATAGGGAGATGG 32 2 76 20 199 26 59,760 58,993 50,300 35,100 7,246,994 A 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 7 2 126 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA TGGATAGATATTCGATAGGGAGATGG 34 2 74 20 199 26 59,817 58,993 49,300 35,100 7,190,129 A 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 8 1 126 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA TGGATAGATATTCGATAGGGAGATGGA 34 1 74 20 199 27 59,817 60,147 49,300 34,100 7,330,136 A 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 14 34 168 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA TGGAGAAATAGATAGAGATGGAGAGA 34 44 74 20 241 26 59,817 58,005 49,300 31,000 8,177,553 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 14 32 166 CGAGGAGAGGAATAGCGAGCTTGAGATAGACGGACGAGGAGAGGAATAGCGAGC TGGAGAAATAGATAGAGATGGAGAGA 32 44 76 20 241 26 59,760 58,005 50,300 31,000 8,234,418 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 15 34 171 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA ACATGGAGAAATAGATAGAGATGGAGA 34 46 74 20 244 27 59,817 58,824 49,300 37,100 8,359,119 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 19 34 203 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA ACAGACAGACAAACAGATAGATAGA 34 80 74 20 276 25 59,817 57,054 49,300 19,800 8,129,394 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 19 32 201 CGAGGAGAGGAATAGCGAGCTTGAGATAGACGGACGAGGAGAGGAATAGCGAGC ACAGACAGACAAACAGATAGATAGA 32 80 76 20 276 25 59,760 57,054 50,300 19,800 8,186,260 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr894_2 2 128 44 11 1 AGAT ATCTATCTATCTATCTATCTATCTATCTATCTATCTATNO 0 0 20 34 204 ACCGAGGAGAGGAATAGCGAGCTTGAGATAGACG ACCGAGGAGAGGAATAGCGA GACAGACAGACAAACAGATAGATAGA 34 80 74 20 277 26 59,817 58,009 49,300 19,800 8,173,930 F 277 tagatagatagatagatagaTAAatagatagatagatagatagatagatagatagatagatagatagatagATACCGAGGAGAGGAATAGCGAGCTTGAGATAGACGGAATTCGCCAGTATTCTGAGatctatctatctatctatctatctatctatctatctatctatctCTCCATCTCCCTATCGAATATCTATCCATCTAtctctcCCCTTTtctctcCATCTCTATCTATTTCTCCATGTTtatctatctatctatcTGTTtgtctgtctgtc

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 1 1 6 5 90 gggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccGGGCCAGTGGAGCTACGG TCAGCTGCTGCCGACACC 28 5 176 18 265 18 62,163 62,687 40,200 41,600 8,849,905 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 6 5 191 GACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTC GACGCAGGGTCCGACTCC TCAGCTGCTGCCGACACC 129 5 75 18 265 18 62,131 62,687 38,500 41,600 8,818,303 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 90 ggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTGGCCAGTGGAGCTACGGC GTCAGCTGCTGCCGACAC 27 6 177 18 266 18 62,840 61,418 56,800 36,700 8,258,073 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 91 gggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccGGGCCAGTGGAGCTACGG GTCAGCTGCTGCCGACAC 28 6 176 18 266 18 62,163 61,418 40,200 36,700 7,580,758 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 173 GCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGGCCTCTCGCTGGACTCCA GTCAGCTGCTGCCGACAC 110 6 94 18 266 18 61,071 61,418 38,600 36,700 6,489,274 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 174 GGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGGCCTCTCGCTGGACTCC GTCAGCTGCTGCCGACAC 111 6 93 18 266 18 61,844 61,418 38,500 36,700 7,262,158 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 175 CGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCCGGCCTCTCGCTGGACTC GTCAGCTGCTGCCGACAC 112 6 92 18 266 18 62,200 61,418 33,600 36,700 7,618,351 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 192 GACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTC GACGCAGGGTCCGACTCC GTCAGCTGCTGCCGACAC 129 6 75 18 266 18 62,131 61,418 38,500 36,700 7,549,156 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 234 CTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGCTGATGGAGCGGCCCGAG GTCAGCTGCTGCCGACAC 171 6 33 18 266 18 62,599 61,418 46,300 36,700 8,016,962 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 247 ACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCG ACTGGAGGACCGGCTGAT GTCAGCTGCTGCCGACAC 184 6 20 18 266 18 59,960 61,418 29,000 36,700 5,457,692 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 247 ACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCG ACTGGAGGACCGGCTGATG GTCAGCTGCTGCCGACAC 183 6 20 19 266 18 61,362 61,418 30,700 36,700 5,780,437 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr897_3 3 222 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 8 6 248 CACTGGAGGACCGGCTGATGGAGCGGCCCGAGCC CACTGGAGGACCGGCTGAT GTCAGCTGCTGCCGACAC 184 6 19 19 266 18 61,362 61,418 29,000 36,700 5,780,437 F 270 TGGGGAGCTGTGCCCTGCCACTGGAGGACCGGCTGATGGAGCGGCCCGAGCCGGGGTTCCACAAGCGGCGCGAGGACGCAGGGTCCGACTCCGGCCTCTCGCTGGACTCCAGCCCCAACGCCGGCTCGGAGGGCTGCGAGCCACCGGGGTGGGGAGCTGTGCTCGGCTTGCgggggggCCAGTGGAGCTAcggcggcggGCTGGCCTGccccccTCTGCCTcagcagcagcagcagcagcagCGCCCGGTGTCGGCAGCAGCTGACCCTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 1 1 5 6 172 CTGGATGCTCCTGGTGAGGAGCACCgggagggaggga CTGGATGCTCCTGGTGAGG CTGACCAGGATTGACAAACACT 6 97 6 19 177 22 59,474 58,520 38,600 35,500 5,006,393 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 124 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CCACAGGCTGCTGATTTCTTG 7 49 5 19 128 21 60,153 59,798 35,100 30,200 2,354,855 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 125 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CCCACAGGCTGCTGATTTCT 7 51 5 19 129 20 60,153 60,323 35,100 25,200 1,476,386 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 172 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG TGACCAGGATTGACAAACACT 7 97 5 19 176 21 60,153 57,424 35,100 35,500 4,729,287 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 173 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CTGACCAGGATTGACAAACACT 7 97 5 19 177 22 60,153 58,520 35,100 35,500 4,633,679 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 209 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CATCACCATTGGGCTCCTCC 7 135 5 19 213 20 60,153 60,467 35,100 43,000 1,620,131 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 210 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CCATCACCATTGGGCTCCTC 7 136 5 19 214 20 60,153 60,467 35,100 37,100 1,620,131 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 7 230 GCTGGATGCTCCTGGTGAGGAGCACCgggagggagggGCTGGATGCTCCTGGTGAG CACAGCTTCTGGTGAGCTCC 7 156 5 19 234 20 60,153 60,673 35,100 47,000 1,826,230 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr8_2 2 31 28 7 1 AGGG GGGAGGGAGGGAGGGAGGGAGGGAGGGA NO 0 0 6 6 124 CTGGATGCTCCTGGTGAGGAGCACCgggagggaggga CTGGATGCTCCTGGTGAGG CCCACAGGCTGCTGATTTCT 6 51 6 19 129 20 59,474 60,323 38,600 25,200 1,849,101 A 234 CATAGCTGGATGCTCCTGGTGAGGAGCACCgggagggagggagggagggagggagggaGGAGGAAGGGAAATTGTGGATTCACAGACTAGATTCTCCTTTGAGTAATCAAGAAATCAGCAGCCTGTGGGCCTGCAGTTTCCTGATCTGTTTGTTAAGTGTTTGTCAATCCTGGTCAGGAATGTACAAATTGTGGGAGGAGCCCAATGGTGATGGGGAGCTCACCAGAAGCTGTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 1 1 2 21 116 TACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGTACAAATGAGGCTGACCCGG ATCCCAAAGTGGTAGTGGCC 21 34 189 20 304 20 59,748 59,668 57,300 53,600 0.583532 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 34 229 GTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCGTCATCAGGAAAGCAGCAACT ATCCCAAAGTGGTAGTGGCC 133 34 76 21 304 20 58,842 59,668 31,600 53,600 2,489,354 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 21 115 ACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGAACAAATGAGGCTGACCCGG ATCCCAAAGTGGTAGTGGCC 21 34 190 19 304 20 60,002 59,668 57,300 53,600 1,333,750 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 3 21 117 ATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGATACAAATGAGGCTGACCCGG ATCCCAAAGTGGTAGTGGCC 21 34 188 21 304 20 60,134 59,668 57,300 53,600 1,465,714 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 34 157 GCAGCACAATCACACTCCAAAATTCCACTTACCCAC GCAGCACAATCACACTCCAA ATCCCAAAGTGGTAGTGGCC 62 34 148 20 304 20 59,046 59,668 35,300 53,600 1,285,343 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 34 158 TGCAGCACAATCACACTCCAAAATTCCACTTACCCA TGCAGCACAATCACACTCCA ATCCCAAAGTGGTAGTGGCC 63 34 147 20 304 20 60,179 59,668 38,600 53,600 0.510639 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 34 230 TGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATTGTCATCAGGAAAGCAGCAA ATCCCAAAGTGGTAGTGGCC 135 34 75 20 304 20 57,725 59,668 39,100 53,600 2,606,750 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 4 15 283 ACCATATCATGCTGGAAGTTGGATCAATGATTGTTCACCATATCATGCTGGAAGTTGGA CCCACTCTGTTGCTGAAAGT 204 15 3 23 285 20 59,797 58,027 35,300 26,600 5,175,690 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 34 230 TGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATTGTCATCAGGAAAGCAGCAAC ATCCCAAAGTGGTAGTGGCC 134 34 75 21 304 20 59,118 59,668 41,700 53,600 2,213,589 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 34 293 TGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTC TGCTGGAAGTTGGATCAATGA ATCCCAAAGTGGTAGTGGCC 197 34 12 21 304 20 57,562 59,668 25,700 53,600 3,769,832 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 34 296 TCATGCTGGAAGTTGGATCAATGATTGTTCTAGATT TCATGCTGGAAGTTGGATCAA ATCCCAAAGTGGTAGTGGCC 200 34 9 21 304 20 57,562 59,668 25,700 53,600 3,769,832 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 34 297 ATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATATCATGCTGGAAGTTGGATCA ATCCCAAAGTGGTAGTGGCC 201 34 8 21 304 20 57,343 59,668 29,200 53,600 3,989,014 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 15 274 TGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTC TGCTGGAAGTTGGATCAATGA CCCACTCTGTTGCTGAAAGT 197 15 12 21 285 20 57,562 58,027 25,700 26,600 5,411,088 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 5 15 277 TCATGCTGGAAGTTGGATCAATGATTGTTCTAGATT TCATGCTGGAAGTTGGATCAA CCCACTCTGTTGCTGAAAGT 200 15 9 21 285 20 57,562 58,027 25,700 26,600 5,411,088 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr902_2 2 230 21 7 1 AGC CAGCAGCAGCAGCAGCAGCAG NO 0 0 6 34 159 TTGCAGCACAATCACACTCCAAAATTCCACTTACCCATTGCAGCACAATCACACTCC ATCCCAAAGTGGTAGTGGCC 64 34 146 20 304 20 59,046 59,668 38,500 53,600 1,285,343 A 392 GGACCATATCATGCTGGAAGTTGGATCAATGATTGTTCTAGATTCTCAATTACAATGGATCATTGTCAATTGATTGTCATCAGGAAAGCAGCAACTTGATTCTGTGTTATCCTTCTATATTTTCAGACATCTTGAGCCCTTAAAATTGCAGCACAATCACACTCCAAAATTCCACTTACCCACTTCCATACAAATGAGGCTGACCCGGCAAGCTGGTATGGGGACAGATcagcagcagcagcagcagcagACTAGCGATCAAGAAACTTTCAGCAACAGAGTGGGGCCACTACCACTTTGGGATTTTGTAGATTTTGGGGAAACAAATATTCAGCAAATTGCTAATTATCAATCAAGATTGTGTTTCTAGTGTAATGTTGTTAAGACTTTTG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 1 1 3 37 203 AACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTG AACGGTGGGCTGTGTTTCC GCAGGTCCAAACTGGGATGA 37 82 4 19 206 20 60,826 59,962 31,300 29,200 1,864,653 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 4 38 171 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC GGCTGTGAGCACCTCTACAA 38 49 3 19 173 20 59,641 59,678 27,800 24,100 1,680,430 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 4 38 204 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC GCAGGTCCAAACTGGGATGA 38 82 3 19 206 20 59,641 59,962 27,800 29,200 1,396,925 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 4 38 210 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC GAGGAGGCAGGTCCAAACTG 38 88 3 19 212 20 59,641 60,322 27,800 31,600 1,680,768 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 4 7 128 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC GGACGGACGATTTCTGCCA 38 7 3 19 130 19 59,641 60,079 27,800 49,200 2,438,164 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 4 6 128 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC GGACGGACGATTTCTGCCAG 38 6 3 19 130 20 59,641 61,084 27,800 48,500 2,443,129 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 6 33 154 AACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTG AACGGTGGGCTGTGTTTCC ACAAGTACCTGCTCCATGGC 37 33 4 19 157 20 60,826 60,035 31,300 44,000 1,861,543 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 6 33 155 CAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGCAACGGTGGGCTGTGTTTC ACAAGTACCTGCTCCATGGC 38 33 3 19 157 20 59,641 60,035 27,800 44,000 1,393,815 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr905_2 2 60 45 15 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTATT NO 0 0 6 16 132 CCCTCGGACGTTGGGAACCTCATTATAATATTTTtta CCCTCGGACGTTGGGAAC ACAAGTACCTGCTCCATGGC 16 33 26 18 157 20 60,048 60,035 36,200 44,000 2,082,616 A 216 TCCAACGGTGGGCTGTGTTTCCCCGCCCTCGGACGTTGGGAACCTCATTATAATATTTTttattattattattattattattattattattattattattattaGGCCAGCTGGCAGAAATCGTCCGTCCCCTGCTGGCCATGGAGCAGGTACTTGTAGAGGTGCTCACAGCCCCTTGCAATGTCATCATCCCAGTTTGGACCTGCCTCCTCCATG

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 1 1 3 4 157 aCCCTACAAAGCcacacaAGTGCTAaataataataataat ACCCTACAAAGCCACACAAGT TCACCTATCCCACGATCTCCT 4 90 11 21 167 21 59,786 59,501 31,600 36,900 2,713,862 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 2 107 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC GATAACACTCTTGTGAGGCCC 2 42 13 21 119 21 60,001 58,367 44,000 58,000 3,634,865 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 2 155 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC TCACCTATCCCACGATCTCCT 2 90 13 21 167 21 60,001 59,501 44,000 36,900 2,500,816 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 2 155 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC TCACCTATCCCACGATCTCC 2 91 13 21 167 20 60,001 58,003 44,000 37,100 2,998,176 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 3 2 269 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC CTTCAGCTGCCAAGTCCCTA 2 205 13 21 281 20 60,001 59,385 44,000 35,300 1,616,709 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 4 110 aCCCTACAAAGCcacacaAGTGCTAaataataataataat ACCCTACAAAGCCACACAAGT TGATAACACTCTTGTGAGGCCC 4 42 11 21 120 22 59,786 60,027 31,600 58,000 3,241,616 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 4 280 aCCCTACAAAGCcacacaAGTGCTAaataataataataat ACCCTACAAAGCCACACAAGT ATTCTGTCCCTTCAGCTGCC 4 214 11 21 290 20 59,786 60,035 31,600 48,500 1,249,094 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 2 108 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC TGATAACACTCTTGTGAGGCCC 2 42 13 21 120 22 60,001 60,027 44,000 58,000 3,028,570 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 2 227 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC TCTCTCTGCCTCTCTACTTCCC 2 161 13 21 239 22 60,001 60,092 44,000 39,700 3,093,481 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 2 278 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC ATTCTGTCCCTTCAGCTGCC 2 214 13 21 290 20 60,001 60,035 44,000 48,500 1,036,048 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 2 225 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC TCTCTGCCTCTCTACTTCCCT 2 160 13 21 237 21 60,001 59,073 44,000 42,000 2,928,042 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr906_2 2 36 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 2 226 CCTACAAAGCcacacaAGTGCTAaataataataataataa CCTACAAAGCCACACAAGTGC CTCTCTGCCTCTCTACTTCCCT 2 160 13 21 238 22 60,001 60,092 44,000 42,000 3,093,262 F 291 TGATaaaaaaaCCCTACAAAGCcacacaAGTGCTAaataataataataataataatATGCATTTATGCAGTACTTTCAGCATAGTTAAACATGCTGAGGGGCCTCACAAGAGTGTTATCAAATGGAACTTGACACCAAGTCACTTAAGGAGATCGTGGGATAGGTGATCAAATGCTNGGCCGAAGGTAGGTTTTAAGGAGTGTTTGAAAGGAGGAAAGGGAAGTagagagGCagagagATTTAAGGATGAAGTCCAGGATTTAGGGACTTGGCAGCTGAAGGGACAGAATA

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 1 1 3 30 242 TCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGATCTTCTAGACGGCAAAGTGGAC GGAAACCACAGTATCCTTCTCT 144 30 8 22 249 22 60,029 57,172 40,200 31,000 6,857,362 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 3 20 219 AAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGAAGTGGACGGGAGCAGAAAG AGTATCCTTCTCTTCACTCTGCA 132 20 22 20 240 23 59,965 58,652 26,200 44,100 4,383,943 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 21 129 GCACAGGACAGATGAGTGTGACATACATTGACAGCGCACAGGACAGATGAGTGTGA ACAGTATCCTTCTCTTCACTCTGC 39 21 114 21 242 24 59,999 59,840 35,800 42,600 5,160,800 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 21 161 TGCAGTTGAGCCACAATGGATGAGTGAGGATTGCATGCAGTTGAGCCACAATGGA ACAGTATCCTTCTCTTCACTCTGC 72 21 82 20 242 24 60,179 59,840 34,100 42,600 4,338,502 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 21 221 AAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGAAGTGGACGGGAGCAGAAAG ACAGTATCCTTCTCTTCACTCTGC 132 21 22 20 242 24 59,965 59,840 26,200 42,600 4,194,964 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 20 128 GCACAGGACAGATGAGTGTGACATACATTGACAGCGCACAGGACAGATGAGTGTGA CAGTATCCTTCTCTTCACTCTGCA 39 20 114 21 241 24 59,999 59,841 35,800 44,100 5,160,614 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 20 137 GTGAGGATTGCACAGGACAGATGAGTGTGACATACGTGAGGATTGCACAGGACAGA CAGTATCCTTCTCTTCACTCTGCA 48 20 105 21 241 24 59,998 59,841 34,100 44,100 5,161,750 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 20 160 TGCAGTTGAGCCACAATGGATGAGTGAGGATTGCATGCAGTTGAGCCACAATGGA CAGTATCCTTCTCTTCACTCTGCA 72 20 82 20 241 24 60,179 59,841 34,100 44,100 4,338,316 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 20 177 AGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGAGACGTCACAGAGTGGTTGC CAGTATCCTTCTCTTCACTCTGCA 89 20 65 20 241 24 60,249 59,841 41,700 44,100 4,408,810 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 4 20 220 AAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGAAGTGGACGGGAGCAGAAAG CAGTATCCTTCTCTTCACTCTGCA 132 20 22 20 241 24 59,965 59,841 26,200 44,100 4,194,778 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 5 25 240 TCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAATCTCTTCTAGACGGCAAAGTGG ACCACAGTATCCTTCTCTTCACT 146 25 6 22 245 23 59,769 58,579 40,000 34,100 6,652,608 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr908_3 3 174 24 8 1 AGC AGCAGCAGCAGCAGCAGCAGCAGC NO 0 0 5 24 240 TCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAATCTCTTCTAGACGGCAAAGTGG ACCACAGTATCCTTCTCTTCACTC 146 24 6 22 245 24 59,769 59,535 40,000 35,100 6,696,075 A 264 AGAGATCTCTTCTAGACGGCAAAGTGGACGGGAGCAGAAAGAGGGGTCGATCTAGCTGGATGACAGACGTCACAGAGTGGTTGCAGTTGAGCCACAATGGATGAGTGAGGATTGCACAGGACAGATGAGTGTGACATACATTGACAGCATATCTTCTGGTAGGAGTAGCTAGAagcagcagcagcagcagcagcagcAGTGGTAGATGGGGCTGTTTTGCAGAGTGAAGAGAAGGATACTGTGGTTTCCCCTAAGGTTTGTATT

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 1 1 3 6 99 CTGAAAGTACAGTTGCAGTAATGCAATAAGTttatta CTGAAAGTACAGTTGCAGTAATGCA CTTCTGTGTTGACCACTATAATAAACT 6 10 145 25 243 27 60,049 57,563 39,600 26,600 14,486,432 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 4 10 167 TTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGTTGTGGGTTCGGAATGTGCT CTTCTGTGTTGACCACTATAATAAACT 79 10 77 20 243 27 60,179 57,563 44,000 26,600 9,615,961 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 4 10 212 CCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGCCAACAACGATGAAGGTACGC CTTCTGTGTTGACCACTATAATAAACT 123 10 32 21 243 27 59,872 57,563 44,200 26,600 10,564,908 F 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 4 6 98 TGAAAGTACAGTTGCAGTAATGCAATAAGTttattatt TGAAAGTACAGTTGCAGTAATGCA CTTCTGTGTTGACCACTATAATAAACT 6 10 146 24 243 27 59,181 57,563 39,600 26,600 14,256,045 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 5 10 211 CAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGCAACAACGATGAAGGTACGCC CTTCTGTGTTGACCACTATAATAAACT 122 10 33 21 243 27 59,872 57,563 56,800 26,600 10,564,908 F 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 5 10 213 GCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGCCAACAACGATGAAGGTACG CTTCTGTGTTGACCACTATAATAAACT 124 10 31 21 243 27 59,872 57,563 36,700 26,600 10,564,908 F 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 5 6 97 TGAAAGTACAGTTGCAGTAATGCAATAAGTttattatt TGAAAGTACAGTTGCAGTAATGCA TTCTGTGTTGACCACTATAATAAACTT 6 9 146 24 242 27 59,181 57,213 39,600 26,600 14,606,522 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 Jun‐75 10 163 GGGTTCGGAATGTGCTGTTGAATNATATTGTGGTG GGGTTCGGAATGTGCTGTTG CTTCTGTGTTGACCACTATAATAAACT 75 10 81 20 243 27 59,759 57,563 33,300 26,600 9,677,903 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr90_2 2 176 31 7 1.5 AAT TTATTATTACTATTATTATTATTATTATTAT NO 0 0 Jun‐75 10 164 TGGGTTCGGAATGTGCTGTTGAATNATATTGTGGT TGGGTTCGGAATGTGCTGTT CTTCTGTGTTGACCACTATAATAAACT 76 10 80 20 243 27 60,179 57,563 31,600 26,600 9,615,961 B 243 AACAGATACACTCGAGTGCACCCtttttGAGCCAACAACGATGAAGGTACGCCttttttCTTCTGGGCGGTAGTGNTTGTGGGTTCGGAATGTGCTGTTGAATNATATTGTGGTGAATGGANAGCTGAAGNCCGGAGTTGGAANCTGAAAGTACAGTTGCAGTAATGCAATAAGTttattattaCtattattattattattattatTACTAGAATAAGTTTATTATAGTGGTCAACACAGAAG

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 1 1 4 16 176 gaACGACGCCGAGAAAGAGATAGAGCGGGACAGT GAACGACGCCGAGAAAGAGA AAGTTGTGTCCAATTCGCGC 16 64 24 20 199 20 60,110 60,040 31,000 68,600 0.150298 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 16 201 gaACGACGCCGAGAAAGAGATAGAGCGGGACAGT GAACGACGCCGAGAAAGAGA TGCTTCAAACTTCTCGCAGC 16 89 24 20 224 20 60,110 59,412 31,000 52,500 0.698125 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 19 179 agagaACGACGCCGAGAAAGAGATAGAGCGGGACAAGAGAACGACGCCGAGAAAG AAGTTGTGTCCAATTCGCGC 19 64 21 20 199 20 60,110 60,040 26,200 68,600 0.150114 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 19 204 agagaACGACGCCGAGAAAGAGATAGAGCGGGACAAGAGAACGACGCCGAGAAAG TGCTTCAAACTTCTCGCAGC 19 89 21 20 224 20 60,110 59,412 26,200 52,500 0.697941 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 19 242 agagaACGACGCCGAGAAAGAGATAGAGCGGGACAAGAGAACGACGCCGAGAAAG ACCTTGATTCATTTATTTGCTATACCA 19 120 21 20 262 27 60,110 57,580 26,200 32,500 9,529,807 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 18 241 gagaACGACGCCGAGAAAGAGATAGAGCGGGACAGGAGAACGACGCCGAGAAAGA ACCTTGATTCATTTATTTGCTATACCA 18 120 22 20 262 27 60,110 57,580 25,200 32,500 9,529,991 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 17 177 agaACGACGCCGAGAAAGAGATAGAGCGGGACAG AGAACGACGCCGAGAAAGAG AAGTTGTGTCCAATTCGCGC 17 64 23 20 199 20 60,110 60,040 28,500 68,600 0.150114 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 17 202 agaACGACGCCGAGAAAGAGATAGAGCGGGACAG AGAACGACGCCGAGAAAGAG TGCTTCAAACTTCTCGCAGC 17 89 23 20 224 20 60,110 59,412 28,500 52,500 0.697941 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 6 17 240 agaACGACGCCGAGAAAGAGATAGAGCGGGACAG AGAACGACGCCGAGAAAGAG ACCTTGATTCATTTATTTGCTATACCA 17 120 23 20 262 27 60,110 57,580 28,500 32,500 9,529,807 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 10 8 120 gaACGACGCCGAGAAAGAGATAGAGCGGGACAGT GAACGACGCCGAGAAAGAGA CCTCTCACTCTGTCTCTCGC 16 8 24 20 143 20 60,110 59,267 31,000 50,300 0.842444 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 10 8 121 agaACGACGCCGAGAAAGAGATAGAGCGGGACAG AGAACGACGCCGAGAAAGAG CCTCTCACTCTGTCTCTCGC 17 8 23 20 143 20 60,110 59,267 28,500 50,300 0.842260 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr911_2 2 60 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 10 8 123 agagaACGACGCCGAGAAAGAGATAGAGCGGGACAAGAGAACGACGCCGAGAAAG CCTCTCACTCTGTCTCTCGC 19 8 21 20 143 20 60,110 59,267 26,200 50,300 0.842260 F 264 TAAAAGATATTGAGAGGgagagagaACGACGCCGAGAAAGAGATAGAGCGGGACAGTGTgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAGATAGAGCgagagaCAGAGTGAGAGGGATagagagAAGCAGAAATAAATCTAtttttATATTGCGCGAATTGGACACAACTTAGGAAGCTGCGAGAAGTTTGAAGCAGTAACACTGTTTGGTATAGCAAATAAATGAATCAAGGTTA

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 1 1 4 59 193 ATGTACGCTGCCATAAGCCAGTCTGGACCCAAACG ATGTACGCTGCCATAAGCCA ATGCTGGACTTGAGGTTCCG 59 73 58 20 250 20 59,820 60,036 47,500 43,000 0.216181 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 4 58 192 TGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTTGTACGCTGCCATAAGCCAG ATGCTGGACTTGAGGTTCCG 58 73 59 20 250 20 60,462 60,036 48,500 43,000 0.497880 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 4 56 190 TACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATACGCTGCCATAAGCCAGTC ATGCTGGACTTGAGGTTCCG 56 73 61 20 250 20 60,179 60,036 35,100 43,000 0.215094 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 4 49 183 CCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCCCATAAGCCAGTCTGGACCC ATGCTGGACTTGAGGTTCCG 49 73 68 20 250 20 59,819 60,036 44,600 43,000 0.217360 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 4 45 179 AAGCCAGTCTGGACCCAAACGTTCATAGATGCAAG AAGCCAGTCTGGACCCAAAC ATGCTGGACTTGAGGTTCCG 45 73 72 20 250 20 60,179 60,036 29,300 43,000 0.215000 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 6 45 291 AAGCCAGTCTGGACCCAAACGTTCATAGATGCAAG AAGCCAGTCTGGACCCAAAC CTACCCACAGAGGCCATGTC 45 185 72 20 362 20 60,179 59,821 29,300 30,600 0.357989 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 6 42 176 CCAGTCTGGACCCAAACGTTCATAGATGCAAGATTACCAGTCTGGACCCAAACGTT ATGCTGGACTTGAGGTTCCG 42 73 75 20 250 20 60,179 60,036 39,900 43,000 0.215039 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 10 59 299 ATGTACGCTGCCATAAGCCAGTCTGGACCCAAACG ATGTACGCTGCCATAAGCCA ACAGAGGCCATGTCTGATGC 59 179 58 20 356 20 59,820 60,107 47,500 39,100 0.287484 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 10 56 296 TACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATACGCTGCCATAAGCCAGTC ACAGAGGCCATGTCTGATGC 56 179 61 20 356 20 60,179 60,107 35,100 39,100 0.286396 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 10 49 289 CCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCCCATAAGCCAGTCTGGACCC ACAGAGGCCATGTCTGATGC 49 179 68 20 356 20 59,819 60,107 44,600 39,100 0.288663 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 10 45 285 AAGCCAGTCTGGACCCAAACGTTCATAGATGCAAG AAGCCAGTCTGGACCCAAAC ACAGAGGCCATGTCTGATGC 45 179 72 20 356 20 60,179 60,107 29,300 39,100 0.286302 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 10 42 282 CCAGTCTGGACCCAAACGTTCATAGATGCAAGATTACCAGTCTGGACCCAAACGTT ACAGAGGCCATGTCTGATGC 42 179 75 20 356 20 60,179 60,107 39,900 39,100 0.286341 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 12 15 118 CCAGTCTGGACCCAAACGTTCATAGATGCAAGATTACCAGTCTGGACCCAAACGTT AGGCCCTCATAGCTGCTAGA 42 15 75 20 192 20 60,179 59,810 39,900 24,300 0.368603 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 12 15 121 AAGCCAGTCTGGACCCAAACGTTCATAGATGCAAG AAGCCAGTCTGGACCCAAAC AGGCCCTCATAGCTGCTAGA 45 15 72 20 192 20 60,179 59,810 29,300 24,300 0.368564 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr912_4 4 137 21 7 1 ACG GTCGTCGTCGTCGTCGTCGTC GTC_137_157 0 0 12 15 132 TACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATACGCTGCCATAAGCCAGTC AGGCCCTCATAGCTGCTAGA 56 15 61 20 192 20 60,179 59,810 35,100 24,300 0.368658 A 393 GAGCAACTATTAGGGCCTCCACTGCATCTCCATGACAGGAGCATTATCACAGAGGGTATGTACGCTGCCATAAGCCAGTCTGGACCCAAACGTTCATAGATGCAAGATTAGGGTCCATGGTGTGCCCTCGCTGCATgtcgtcgtcgtcgtcgtcgtcNNNATCATCCACAAATCTAGCAGCTATGAGGGCCTCCCGAGCGCACCTGCCTCGTCTGGCCAGTGCCAGGCACCGGAACCTCAAGTCCAGCATCCTGATAGTTTGCTCCACCAAGTTGCAAGTTGCAGCATGAGCTTCATTATACCTTTGCTGTGTTGCTGTCTGAGGCTGCTGCAAGGGCATCAGACATGGCCTCTGTGGGTAGCCCTTGTcccccAGGAGCCAACCCTGCAGCC

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 1 1 4 29 196 TGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAA TGATCCAGAGGTGTGCAAACA GGGATTCACCACGCCTTCAT 92 29 90 21 285 20 59,857 60,394 28,300 25,700 1,537,019 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 4 25 139 AGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAGCAACATCACTGTTTGAGACA TTCACCACGCCTTCATTGCT 38 25 143 22 281 20 58,455 60,537 34,100 39,100 4,081,827 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 5 29 193 TCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAAC TCCAGAGGTGTGCAAACATCA GGGATTCACCACGCCTTCAT 89 29 93 21 285 20 59,857 60,394 30,700 25,700 1,537,019 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 5 25 189 TCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAAC TCCAGAGGTGTGCAAACATCA TTCACCACGCCTTCATTGCT 89 25 93 21 281 20 59,857 60,537 30,700 39,100 1,679,810 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 6 46 296 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAATCA ACTTTGGATGAGTAGGGTGGG 173 46 8 22 303 21 60,357 59,084 25,700 46,100 4,273,232 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 6 20 134 AGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAGCAACATCACTGTTTGAGACA CACGCCTTCATTGCTGTTGA 38 20 143 22 276 20 58,455 59,407 34,100 31,800 4,137,321 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 7 46 296 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAATC ACTTTGGATGAGTAGGGTGGG 174 46 8 21 303 21 58,699 59,084 21,700 46,100 4,217,527 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 7 29 278 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAATC GGGATTCACCACGCCTTCAT 174 29 8 21 285 20 58,699 60,394 21,700 25,700 2,695,698 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 46 296 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAAT ACTTTGGATGAGTAGGGTGGG 175 46 8 20 303 21 57,558 59,084 23,200 46,100 4,358,418 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 135 AGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAGCAACATCACTGTTTGAGACA CCACGCCTTCATTGCTGTTG 38 21 143 22 277 20 58,455 60,388 34,100 33,300 3,932,306 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 185 TCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAAC TCCAGAGGTGTGCAAACATCA CCACGCCTTCATTGCTGTTG 89 21 93 21 277 20 59,857 60,388 30,700 33,300 1,530,289 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 188 TGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAA TGATCCAGAGGTGTGCAAACA CCACGCCTTCATTGCTGTTG 92 21 90 21 277 20 59,857 60,388 28,300 33,300 1,530,289 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 219 TGGGCAGCAAGAATGAATGGATGGAAACTGATGA TGGGCAGCAAGAATGAATGG CCACGCCTTCATTGCTGTTG 124 21 59 20 277 20 58,812 60,388 31,600 33,300 1,575,596 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 270 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAATCA CCACGCCTTCATTGCTGTTG 173 21 8 22 277 20 60,357 60,388 25,700 33,300 2,744,672 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr915_3 3 203 34 7 1.5 ACTC AGTGAGTGAGTGAGTGAGTGAGTGAGTGTGTGTG NO 0 0 8 21 270 CCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACCCATCCTGTACTGGCAAATC CCACGCCTTCATTGCTGTTG 174 21 8 21 277 20 58,699 60,388 21,700 33,300 2,688,968 B 403 AACATACCCCATCCTGTACTGGCAAATCAAGTCAGTCACTGAACTTATGACTGCATAATGGGCAGCAAGAATGAATGGATGGAAACTGATGATCCAGAGGTGTGCAAACATCAtgtgtgATGTCAAAACAGCATGTAAAATAAGCAACATCACTGTTTGAGACAGCATATTTGGAAAGAAACCTCAAAGTGGAAACGATAATagtgagtgagtgagtgagtgagtgagtgtgtgtgACGACACATTTTAATTACTCTCAACAGCAATGAAGGCGTGGTGAATCCCACCCTACTCATCCAAAGTATGGtatataTTTAGatatatTTACCTTTAAATTTACTTTTAATATTTTCTAATATAGGATTAGAAAAGGGAACTTaaaaaaaaTAGGCtttttCTTCAA

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 1 1 4 18 272 TTCAACGAGCGACAGGGTCGCACCTACCTGCGCTA TTCAACGAGCGACAGGGTC GCGCCTTTCTTGTGGGATTG 122 18 3 19 274 20 60,007 60,109 44,600 26,700 1,115,704 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 4 18 273 GTTCAACGAGCGACAGGGTCGCACCTACCTGCGCT GTTCAACGAGCGACAGGGTC GCGCCTTTCTTGTGGGATTG 122 18 2 20 274 20 61,283 60,109 44,600 26,700 1,392,062 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 18 176 GGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGGCTCCTTCAAGGTCACCAA GCGCCTTTCTTGTGGGATTG 25 18 99 20 274 20 59,890 60,109 36,700 26,700 0.219618 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 18 180 GAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGAGAACGGCTCCTTCAAGGTCA GCGCCTTTCTTGTGGGATTG 29 18 95 20 274 20 59,965 60,109 40,200 26,700 0.144028 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 18 205 TGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTC TGAACCAGGTGAAGGGCAAG GCGCCTTTCTTGTGGGATTG 54 18 70 20 274 20 60,179 60,109 40,100 26,700 0.288125 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 18 220 TCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGTCCTCAATGGCACCCTGAAC GCGCCTTTCTTGTGGGATTG 69 18 55 20 274 20 59,962 60,109 31,800 26,700 0.147298 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 18 221 GTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGTCCTCAATGGCACCCTGAA GCGCCTTTCTTGTGGGATTG 70 18 54 20 274 20 59,962 60,109 30,200 26,700 0.147298 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 9 171 GAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGAGAACGGCTCCTTCAAGGTCA TTGTGGGATTGTTTCGCTGC 29 9 95 20 265 20 59,965 59,686 40,200 52,500 0.348568 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr916_2 2 144 93 8 2 CCG AAGAAGAAGAAGAAGAAGANNNAATCCTCCAGCNGGC_213_236 0 0 6 9 263 TTCAACGAGCGACAGGGTCGCACCTACCTGCGCTA TTCAACGAGCGACAGGGTC TTGTGGGATTGTTTCGCTGC 122 9 3 19 265 20 60,007 59,686 44,600 52,500 1,320,243 D 281 GGTTCAACGAGCGACAGGGTCGCACCTACCTGCGCTACGCCCTGCGAGCCCTGGTCCTCAATGGCACCCTGAACCAGGTGAAGGGCAAGGGAGCGAACGGCTCCTTCAAGGTCACCAAGAAGGTGGAGACCGGGCAGGCGGCCaagaagaagaagaagaagANNNAATCCTCCAGCNCGggcggcggcggcggcggcagcagcagcagcagcggcggcggcggcggcggcggcggcNNNAGCAACGCAGCGAAACAATCCCACAAGAAAGGCGCCTCCAGC

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 1 1 3 22 172 AGTTCATTCATATCATCTAGAGCTGGTAATCANCAT AGTTCATTCATATCATCTAGAGCTGGT CCCGGAATGAAAGCAAGTCA 34 22 106 27 277 20 59,765 58,466 40,000 34,100 8,768,819 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 175 ACGAGTTCATTCATATCATCTAGAGCTGGTAATCANACGAGTTCATTCATATCATCTAGAGC CCCGGAATGAAAGCAAGTCA 38 22 103 26 277 20 58,688 58,466 40,900 34,100 8,845,779 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 175 ACGAGTTCATTCATATCATCTAGAGCTGGTAATCANACGAGTTCATTCATATCATCTAGAGCT CCCGGAATGAAAGCAAGTCA 37 22 103 27 277 20 59,823 58,466 40,900 34,100 8,710,140 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 210 AAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAA AAGCAGCATTGATCCCAGAT CCCGGAATGAAAGCAAGTCA 79 22 68 20 277 20 57,250 58,466 29,000 34,100 4,283,766 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 211 AAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTA AAAGCAGCATTGATCCCAGA CCCGGAATGAAAGCAAGTCA 80 22 67 20 277 20 57,480 58,466 38,600 34,100 4,053,396 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG
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cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 247 TCCGCAGTTAGatatatCAGAAACTTTGAGGATTATA TCCGCAGTTAGATATATCAGAAACT CCCGGAATGAAAGCAAGTCA 111 22 31 25 277 20 57,474 58,466 26,600 34,100 9,059,767 G 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 247 TCCGCAGTTAGatatatCAGAAACTTTGAGGATTATA TCCGCAGTTAGATATATCAGAAACTT CCCGGAATGAAAGCAAGTCA 110 22 31 26 277 20 58,047 58,466 26,600 34,100 9,486,296 G 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 3 22 248 TTCCGCAGTTAGatatatCAGAAACTTTGAGGATTAT TTCCGCAGTTAGATATATCAGAAACT CCCGGAATGAAAGCAAGTCA 111 22 30 26 277 20 58,047 58,466 26,600 34,100 9,486,296 G 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 4 22 209 AGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAA AGCAGCATTGATCCCAGATT CCCGGAATGAAAGCAAGTCA 78 22 69 20 277 20 57,250 58,466 24,000 34,100 4,283,766 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 5 40 241 ACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTACTTTGAGGATTATAAAGCAGCATTGA CCTCAGGACCCACAACCC 87 40 53 27 293 18 59,660 59,243 25,700 41,100 10,097,309 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 5 40 243 AAACTTTGAGGATTATAAAGCAGCATTGATCCCAGAAAACTTTGAGGATTATAAAGCAGCA CCTCAGGACCCACAACCC 91 40 51 25 293 18 57,533 59,243 44,100 41,100 10,223,823 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr917_2 2 167 69 10 2 AAG ATCATCATCCTCTTCTTCTTCTTCTTCTTCTTCTTCTTCNO 0 0 5 40 245 AGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAAGAAACTTTGAGGATTATAAAGCAGCA CCTCAGGACCCACAACCC 91 40 49 27 293 18 59,606 59,243 44,100 41,100 10,151,436 D 293 CATGTCGTATTCGAATTCATGGATTAATTTTCCGCAGTTAGatatatCAGAAACTTTGAGGATTATAAAGCAGCATTGATCCCAGATTAGAGTAAAAGCTAAACGAGTTCATTCATATCATCTAGAGCTGGTAATCANCATCNTCATCGTNNNNNNGACATTCATTatcatcatcCtcttcttcttcttcttcttcttcttcttctTCCCcttcttcttTttcttcttcttcttcTATTTCTCCTCAGGACTGGGGATGACTTGCTTTCATTCCGGGGTTGTGGGTCCTGAGG

cons_gr922_3 3 59 88 22 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATGATA_59_146 1 1 22 6 152 TGGATGGATAGATGGATAGATGGATAGATGgatagaTGGATGGATAGATGGATAGATGGA TCCAGAACTGAAATGTCATTGTCA 6 10 29 24 180 24 57,891 58,624 34,100 35,800 11,484,755 A 200 TAGATGGATAGATAGATGGATAGATAGATGGATGGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataAATACATACATGACAATGACATTTCAGTTCTGGAGAAAACTTGCAACATTCGAG

cons_gr922_3 3 59 88 22 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATGATA_59_146 0 0 22 6 153 TGGATGGATAGATGGATAGATGGATAGATGgatagaTGGATGGATAGATGGATAGATGGA CTCCAGAACTGAAATGTCATTGTCA 6 10 29 24 181 25 57,891 59,529 34,100 35,800 11,580,099 A 200 TAGATGGATAGATAGATGGATAGATAGATGGATGGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataAATACATACATGACAATGACATTTCAGTTCTGGAGAAAACTTGCAACATTCGAG

cons_gr922_3 3 59 88 22 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATGATA_59_146 0 0 22 6 154 TGGATGGATAGATGGATAGATGGATAGATGgatagaTGGATGGATAGATGGATAGATGGA TCTCCAGAACTGAAATGTCATTGT 6 12 29 24 182 24 57,891 58,376 34,100 27,100 11,733,142 A 200 TAGATGGATAGATAGATGGATAGATAGATGGATGGATAGATGGATAGATGGATAGATGgatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagatagataAATACATACATGACAATGACATTTCAGTTCTGGAGAAAACTTGCAACATTCGAG

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 1 1 4 105 293 TCTGCACATAATACAAGacacacTCAATGGTATTTTG TCTGCACATAATACAAGACACACT GCCTGGACTGCTCTGGAAG 105 124 13 24 305 19 58,206 60,079 35,500 34,600 6,872,384 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 103 291 TGCACATAATACAAGacacacTCAATGGTATTTTGCA TGCACATAATACAAGACACACTCA GCCTGGACTGCTCTGGAAG 103 124 15 24 305 19 58,453 60,079 34,100 34,600 6,625,093 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 103 292 CTGCACATAATACAAGacacacTCAATGGTATTTTGC CTGCACATAATACAAGACACACTCA GCCTGGACTGCTCTGGAAG 103 124 14 25 305 19 59,361 60,079 34,100 34,600 6,717,649 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 65 203 TCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGAT TCCGCCAATTCTTCCCTCAC CTCCAGGATAGTTGGCTGCC 65 77 57 20 259 20 60,035 60,179 35,100 48,500 0.214473 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 65 265 TCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGAT TCCGCCAATTCTTCCCTCAC AAGATGTGCTTTCGGTGCCT 65 139 57 20 321 20 60,035 60,251 35,100 47,500 0.286340 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 65 266 TCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGAT TCCGCCAATTCTTCCCTCAC GAAGATGTGCTTTCGGTGCC 65 140 57 20 322 20 60,035 59,831 35,100 50,100 0.204448 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 63 264 CGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCGCCAATTCTTCCCTCACCA GAAGATGTGCTTTCGGTGCC 63 140 59 20 322 20 60,322 59,831 41,700 50,100 0.491465 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 24 162 CATCCTCTGACTCCACTGGCATTTCTTTGACCTCCttt CATCCTCTGACTCCACTGGC CTCCAGGATAGTTGGCTGCC 24 77 98 20 259 20 59,822 60,179 48,500 48,500 0.356639 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 7 92 CATCCTCTGACTCCACTGGCATTTCTTTGACCTCCttt CATCCTCTGACTCCACTGGC TGCAGATACCAAGGAAGGGC 24 7 98 20 189 20 59,822 59,744 48,500 51,900 0.433495 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 4 7 133 TCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGAT TCCGCCAATTCTTCCCTCAC TGCAGATACCAAGGAAGGGC 65 7 57 20 189 20 60,035 59,744 35,100 51,900 0.291329 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 29 167 TGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTGGCTCATCCTCTGACTCCA CTCCAGGATAGTTGGCTGCC 29 77 93 20 259 20 59,958 60,179 38,600 48,500 0.220718 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 29 229 TGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTGGCTCATCCTCTGACTCCA AAGATGTGCTTTCGGTGCCT 29 139 93 20 321 20 59,958 60,251 38,600 47,500 0.292585 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 29 230 TGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTGGCTCATCCTCTGACTCCA GAAGATGTGCTTTCGGTGCC 29 140 93 20 322 20 59,958 59,831 38,600 50,100 0.210693 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 22 160 TCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttt TCCTCTGACTCCACTGGCAT CTCCAGGATAGTTGGCTGCC 22 77 100 20 259 20 60,252 60,179 44,000 48,500 0.431455 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr923_3 3 142 21 7 1 AGG TCCTCCTCCTCCTCCTCCTCC NO 0 0 6 7 97 TGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTGGCTCATCCTCTGACTCCA TGCAGATACCAAGGAAGGGC 29 7 93 20 189 20 59,958 59,744 38,600 51,900 0.297574 F 330 ACATTGTGAGATTCTGCACATAATACAAGacacacTCAATGGTATTTTGCATGGCATCCGCCAATTCTTCCCTCACCACCCTCCACTTTTGATGGCTCATCCTCTGACTCCACTGGCATTTCTTTGACCTCCtttttttCTtcctcctcctcctcctcctccAACATAGGCCCTTCCTTGGTATCTGCACCCTAAAGGTGCATGCCCCTTTTATGCACCACATTGCGCAGGATGCAGCAGGCAGCCAACTATCCTGGAGACCCTGGCAGGTGAATATTGCAGGGTGCTTCCAGAGCAGTCCAGGCACCGAAAGCACATCTTCAATAGCCC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 1 1 3 70 260 GCAGACTGATGGCGCTGTAATTGGATTTGTCCAGC GCAGACTGATGGCGCTGTAA GTGCCTGCCAGTCTTCAGAG 123 70 101 20 360 20 60,741 60,673 24,100 33,500 1,413,890 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 68 254 ACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTT ACTGATGGCGCTGTAATTGGA GCCTGCCAGTCTTCAGAGAA 118 68 105 21 358 20 60,065 59,677 35,300 28,700 1,388,466 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 68 258 GCAGACTGATGGCGCTGTAATTGGATTTGTCCAGC GCAGACTGATGGCGCTGTAA GCCTGCCAGTCTTCAGAGAA 123 68 101 20 358 20 60,741 59,677 24,100 28,700 1,063,843 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 3 11 146 GGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataaGGCTACAGGTGCAGCTAGTT GCCTGCCAGTCTTCAGAGAA 11 68 213 20 358 20 59,749 59,677 22,400 28,700 0.573488 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 18 208 GCAGACTGATGGCGCTGTAATTGGATTTGTCCAGC GCAGACTGATGGCGCTGTAA ACAGTAATGGCTGTGGGACC 123 18 101 20 308 20 60,741 59,672 24,100 44,600 1,069,126 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 14 149 CTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAa CTTGGCTACAGGTGCAGCTA GCCTGCCAGTCTTCAGAGAA 14 68 210 20 358 20 59,750 59,677 33,200 28,700 0.573209 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 13 148 TTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaat TTGGCTACAGGTGCAGCTAG GCCTGCCAGTCTTCAGAGAA 13 68 211 20 358 20 59,750 59,677 34,200 28,700 0.573209 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 3 138 GTGCAGCTAGTTCTGGAGCACAAaataataataataataGTGCAGCTAGTTCTGGAGCA GCCTGCCAGTCTTCAGAGAA 3 68 221 20 358 20 60,037 59,677 42,600 28,700 0.359927 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 2 137 TGCAGCTAGTTCTGGAGCACAAaataataataataataa TGCAGCTAGTTCTGGAGCAC GCCTGCCAGTCTTCAGAGAA 2 68 222 20 358 20 60,037 59,677 44,000 28,700 0.359927 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 4 1 136 GCAGCTAGTTCTGGAGCACAAaataataataataataat GCAGCTAGTTCTGGAGCACA GCCTGCCAGTCTTCAGAGAA 1 68 223 20 358 20 60,037 59,677 45,700 28,700 0.359927 A 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 6 11 201 GCAGACTGATGGCGCTGTAATTGGATTTGTCCAGC GCAGACTGATGGCGCTGTAA TGGCTGTGGGACCTATCAAC 123 11 101 20 301 20 60,741 59,382 24,100 31,800 1,359,326 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 6 11 299 ACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGAACCCAAACTGGACATTGGTGA TGGCTGTGGGACCTATCAAC 220 11 3 21 301 20 59,783 59,382 40,200 31,800 1,835,136 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 6 10 200 GCAGACTGATGGCGCTGTAATTGGATTTGTCCAGC GCAGACTGATGGCGCTGTAA GGCTGTGGGACCTATCAACA 123 10 101 20 300 20 60,741 59,382 24,100 33,300 1,359,326 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 6 10 298 ACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGAACCCAAACTGGACATTGGTGA GGCTGTGGGACCTATCAACA 220 10 3 21 300 20 59,783 59,382 40,200 33,300 1,835,136 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr924_2 2 244 27 9 1 AAT AATAATAATAATAATAATAATAATAAT NO 0 0 6 10 298 ACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGAACCCAAACTGGACATTGGTG GGCTGTGGGACCTATCAACA 221 10 3 20 300 20 58,297 59,382 41,700 33,300 2,321,868 B 363 GAACCCAAACTGGACATTGGTGAGTAGTTTGTTGCTGACTAAAAGCCACTTTATAGCAGTGTCGATGACACCTTTCATCAATTCACTGATGATTAAAACAGCAGACTGATGGCGCTGTAATTGGATTTGTCCAGCGTTTTGTGGACAGGCCATATGGGTAATTTTCCATTTGTCAGATAGAtgtgtgtgTTGTAGTTGTTCTGAAAGAGCTTGGCTACAGGTGCAGCTAGTTCTGGAGCACAAaataataataataataataataataatACAGCCAGGATGTTGATAGGTCCCACAGCCATTACTGTATCAATTGATACGACATGGAGTAAATTTAATTCTCTGAAGACTGGCAGGCACCTC

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 1 1 2 14 148 CCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAACCCAGCAAGCCATTCAGTTG AGGAGGACTTTGCAGGGTTG 73 14 111 20 258 20 59,754 59,889 31,600 37,700 0.356793 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 13 147 CCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAACCCAGCAAGCCATTCAGTTG GGAGGACTTTGCAGGGTTGA 73 13 111 20 257 20 59,754 59,890 31,600 31,800 0.356025 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 13 197 CTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATCTCCAGGCTCACAGCAAAGT GGAGGACTTTGCAGGGTTGA 123 13 61 20 257 20 60,251 59,890 26,600 31,800 0.361126 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 13 198 ACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAAACTCCAGGCTCACAGCAAAG GGAGGACTTTGCAGGGTTGA 124 13 60 20 257 20 60,251 59,890 27,700 31,800 0.361126 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 13 199 GACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAGACTCCAGGCTCACAGCAAA GGAGGACTTTGCAGGGTTGA 125 13 59 20 257 20 60,250 59,890 36,800 31,800 0.360953 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 13 248 TGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTG TGCTCTTTAGGGAAGGAAATCTGT GGAGGACTTTGCAGGGTTGA 170 13 10 24 257 20 59,710 59,890 34,100 31,800 4,400,158 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 1 135 CCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAACCCAGCAAGCCATTCAGTTG AGGGTTGACAGGGCTGAGAT 73 1 111 20 245 20 59,754 60,549 31,600 27,500 0.794222 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 0 134 CCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAACCCAGCAAGCCATTCAGTTG GGGTTGACAGGGCTGAGATT 73 0 111 20 244 20 59,754 59,670 31,600 24,000 0.575135 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 4 0 186 GACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAGACTCCAGGCTCACAGCAAA GGGTTGACAGGGCTGAGATT 125 0 59 20 244 20 60,250 59,670 36,800 24,000 0.580063 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 5 27 240 TTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGC TTATCCTTTCCTGGTCTGGCC CCCAGATGTCAGTAAGGAGGA 150 27 33 21 272 21 59,436 58,248 53,600 37,100 4,316,378 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 5 26 240 TTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGC TTATCCTTTCCTGGTCTGGCC CCCAGATGTCAGTAAGGAGGAC 150 26 33 21 272 22 59,436 59,567 53,600 38,500 3,996,858 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr928_3 3 204 21 7 1 AAC AACAACAACAACAACAACAAC NO 0 0 5 3 136 CCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAACCCAGCAAGCCATTCAGTTG CAGGGTTGACAGGGCTGAG 73 3 111 20 246 19 59,754 60,003 31,600 33,500 1,248,408 F 280 GTTCACTAATGCTCTTTAGGGAAGGAAATCTGTTATCCTTTCCTGGTCTGGCCGACGTGACTCCAGGCTCACAGCAAAGTAGTTGACTCATAAAATGCCCTCTGAAATGGCCCAGCAAGCCATTCAGTTGTATCAAACTGCTACAATGTCACCaaaaaGGGATAAAACTGTACGGACCACCCGGCCTCGACCTGGACACCAGAaacaacaacaacaacaacaacAATCTCAGCCCTGTCAACCCTGCAAAGTCCTCCTTACTGACATCTgggggCTAGTA

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 1 1 2 0 98 TGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCA TGGCTTTGAACTTCCACCCA CCAGTCAGGGAGTCTCAGGA 37 0 71 20 168 20 59,740 59,960 45,100 38,600 0.300582 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 2 0 139 GGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGGGAAATGCCTGACACTCCGA CCAGTCAGGGAGTCTCAGGA 78 0 30 20 168 20 60,036 59,960 45,500 38,600 0.076740 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 2 0 141 TGGGAAATGCCTGACACTCCGATGCCTCATTCTTGC TGGGAAATGCCTGACACTCC CCAGTCAGGGAGTCTCAGGA 80 0 28 20 168 20 59,962 59,960 38,500 38,600 0.078517 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 2 0 147 TTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTTGCAGTGGGAAATGCCTGA CCAGTCAGGGAGTCTCAGGA 86 0 22 20 168 20 60,179 59,960 38,600 38,600 0.219318 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 2 0 148 TTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTTGCAGTGGGAAATGCCTG CCAGTCAGGGAGTCTCAGGA 87 0 21 20 168 20 59,319 59,960 48,500 38,600 0.720969 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr932_2 2 128 21 7 1 AGC TGCTGCTGCTGCTGCTGCTGC NO 0 0 3 0 124 TCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAA TCCGATGCCTCATTCTTGCA CCAGTCAGGGAGTCTCAGGA 63 0 45 20 168 20 59,747 59,960 40,800 38,600 0.293113 A 183 GACCCTGTTTGTGTacacacTTTGCAGTGGGAAATGCCTGACACTCCGATGCCTCATTCTTGCAGTCACTTGGCTTTGAACTTCCACCCAAATATGGAGCTGTTCACCTGGTACACGACGTTCTTCAtgctgctgctgctgctgctgcTCCTGAGACTCCCTGACTGGGAGGTGACCTGGTGC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 1 1 10 9 199 aaTATTCGTGACAAGTCATGGCATGACAATAAATTT AATATTCGTGACAAGTCATGGC GTGTCATGTCGTCTTGGACTG 112 9 50 22 248 21 57,117 58,938 44,000 35,100 6,944,444 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 10 8 198 aaTATTCGTGACAAGTCATGGCATGACAATAAATTT AATATTCGTGACAAGTCATGGC TGTCATGTCGTCTTGGACTGA 112 8 50 22 247 21 57,117 59,039 44,000 34,100 6,843,360 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 10 8 199 aaTATTCGTGACAAGTCATGGCATGACAATAAATTT AATATTCGTGACAAGTCATGGC GTGTCATGTCGTCTTGGACTGA 112 8 50 22 248 22 57,117 60,288 44,000 34,100 7,170,884 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 14 9 100 ttCGGGACATGACATGACCTGACaaaaatttttAGtgac TTCGGGACATGACATGACCT GTGTCATGTCGTCTTGGACTG 15 9 149 20 248 21 58,724 58,938 38,500 35,100 3,337,439 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 14 9 165 TTTCGGAACATGGCATGACATGACATAGTTTATTTC TTTCGGAACATGGCATGACA GTGTCATGTCGTCTTGGACTG 80 9 84 20 248 21 58,097 58,938 35,800 35,100 3,964,711 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 14 8 99 ttCGGGACATGACATGACCTGACaaaaatttttAGtgac TTCGGGACATGACATGACCT TGTCATGTCGTCTTGGACTGA 15 8 149 20 247 21 58,724 59,039 38,500 34,100 3,236,355 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 14 8 163 TTCGGAACATGGCATGACATGACATAGTTTATTTCT TTCGGAACATGGCATGACAT TGTCATGTCGTCTTGGACTGA 79 8 85 20 247 21 57,873 59,039 30,600 34,100 4,087,960 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 14 8 164 TTTCGGAACATGGCATGACATGACATAGTTTATTTC TTTCGGAACATGGCATGACA TGTCATGTCGTCTTGGACTGA 80 8 84 20 247 21 58,097 59,039 35,800 34,100 3,863,627 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr933_2 2 184 35 7 1 ACATG TGACATGACATGACATGACATGACATGACATGACA NO 0 0 17 8 96 GGGACATGACATGACCTGACaaaaatttttAGtgacatg GGGACATGACATGACCTGACA TGTCATGTCGTCTTGGACTGA 11 8 152 21 247 21 59,721 59,039 35,800 34,100 3,239,674 F 248 ATAGCATCACCTGCCATAAttttttCCGGAANTGACATGACATGAGaaaaaTATTCGTGACAAGTCATGGCATGACAATAAATTTTCGGAACATGGCATGACATGACATAGTTTATTTCTGGAAATGAAATGACATGTTAAAGAAtttttCGGGACATGACATGACCTGACaaaaatttttAGtgacatgacatgacatgacatgacatgacatgacaAATAtttttCAGTCCAAGACGACATGACAC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 1 1 3‐May 12 180 TCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgTCCTTTGCACTTCCTCTCGC TAAGGAACACGCATCTGGCA 12 72 48 20 227 20 60,321 59,677 50,300 49,200 0.644072 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 4 12 188 TCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgTCCTTTGCACTTCCTCTCGC CCTGCACATAAGGAACACGC 12 80 48 20 235 20 60,321 59,552 50,300 53,400 0.768572 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 4 11 179 CCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgt CCTTTGCACTTCCTCTCGCT TAAGGAACACGCATCTGGCA 11 72 49 20 227 20 60,321 59,677 49,300 49,200 0.644424 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 6‐May 28 290 TTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTTTACGCCTGTCTTGCTTTCCT ACCTCTGCATATCATTATAACACTGC 28 159 31 21 320 26 59,928 59,348 33,600 44,000 7,724,180 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 29 290 TTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTTTACGCCTGTCTTGCTTTCC ACCTCTGCATATCATTATAACACTGC 29 159 31 20 320 26 58,481 59,348 31,300 44,000 8,171,889 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 28 290 TACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCT TACGCCTGTCTTGCTTTCCT TACCTCTGCATATCATTATAACACTGC 28 159 32 20 321 27 59,315 59,181 33,600 44,000 8,504,512 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 192 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT GGAACACGCATCTGGCAGAT 27 69 33 20 224 20 60,179 60,746 33,600 29,000 0.924863 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 195 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT TAAGGAACACGCATCTGGCA 27 72 33 20 227 20 60,179 59,677 33,600 49,200 0.502319 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 203 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT CCTGCACATAAGGAACACGC 27 80 33 20 235 20 60,179 59,552 33,600 53,400 0.626819 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 265 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT TGCACACCAGCATCTTCCAT 27 142 33 20 297 20 60,179 59,961 33,600 34,100 0.217617 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 269 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT ACACTGCACACCAGCATCTT 27 146 33 20 301 20 60,179 60,179 33,600 24,000 0.358027 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 7‐May 27 270 ACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTC ACGCCTGTCTTGCTTTCCTT AACACTGCACACCAGCATCT 27 147 33 20 302 20 60,179 60,179 33,600 29,000 0.358027 B 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 9 51 290 tgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTT TGTGTGCATATGTCTGTGTGT TGCACACCAGCATCTTCCAT 51 142 8 21 297 20 57,875 59,961 37,200 34,100 3,163,178 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 10 50 290 tgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTT TGTGTGCATATGTCTGTGTGTC TGCACACCAGCATCTTCCAT 50 142 8 22 297 20 58,934 59,961 36,700 34,100 3,104,979 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 10 50 294 tgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTT TGTGTGCATATGTCTGTGTGTC ACACTGCACACCAGCATCTT 50 146 8 22 301 20 58,934 60,179 36,700 24,000 3,245,389 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 11 12 126 TCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgTCCTTTGCACTTCCTCTCGC GATAGAGAGAGGAAGGCAGGC 12 17 48 20 173 21 60,321 59,382 50,300 48,500 1,939,114 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 11 11 125 CCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgt CCTTTGCACTTCCTCTCGCT GATAGAGAGAGGAAGGCAGGC 11 17 49 20 173 21 60,321 59,382 49,300 48,500 1,939,465 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr934_4 4 80 56 14 1 ACAG TCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGT TCTG_80_135 0 0 12 12 125 TCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgTCCTTTGCACTTCCTCTCGC ATAGAGAGAGGAAGGCAGGC 12 17 48 20 172 20 60,321 58,284 50,300 48,500 2,036,556 F 333 TTCAATAtgtgtgCATATGTCtgtgtgTCTTTACGCCTGTCTTGCTTTCCTTTGCACTTCCTCTCGCTCTATCTGCATTtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgtctgTCCATCTGtctctcTNNGCCTGCCTTCctctctctATCTATTtatctatctatcTCTGTCTTTTAGTACATCTGCCAGATGCGTGTTCCTTATGTGCAGGTGTGAAACATGTCATTGAGATAGACTGGATGGTCCAGTGTTCATGGAAGATGCTGGTGTGCAGTGTTATAATGATATGCAGAGGTATTAAAATGAATC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 1 1 3 11 122 AGCTTGTCTTTCCAGTCTCCAAACTACATACCataata AGCTTGTCTTTCCAGTCTCCA GCAGGCTCCTCCCATCAAAT 11 43 13 21 134 20 58,950 60,106 38,600 23,200 2,156,463 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 5 18 129 GCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATAGCCAAACAGCTTGTCTTTCCA GCAGGCTCCTCCCATCAAAT 18 43 6 21 134 20 59,591 60,106 35,300 23,200 1,515,020 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 5 18 154 GCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATAGCCAAACAGCTTGTCTTTCCA TGTTGTGCATGTCCGTCTGT 18 68 6 21 159 20 59,591 60,179 35,300 34,100 1,587,761 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 5 18 243 GCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATAGCCAAACAGCTTGTCTTTCCA GCCTTACTTTCACAACCATAGG 18 155 6 21 248 22 59,591 57,035 35,300 25,700 6,373,822 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 5 18 243 GCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATAGCCAAACAGCTTGTCTTTCCA GCCTTACTTTCACAACCATAGGA 18 154 6 21 248 23 59,591 58,414 35,300 29,400 5,994,581 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 6 18 153 GCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATAGCCAAACAGCTTGTCTTTCCA GTTGTGCATGTCCGTCTGTG 18 67 6 21 158 20 59,591 59,764 35,300 36,600 1,644,367 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 7 19 130 AGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACA AGCCAAACAGCTTGTCTTTCC GCAGGCTCCTCCCATCAAAT 19 43 5 21 134 20 59,317 60,106 31,300 23,200 1,789,704 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 7 19 155 AGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACA AGCCAAACAGCTTGTCTTTCC TGTTGTGCATGTCCGTCTGT 19 68 5 21 159 20 59,317 60,179 31,300 34,100 1,862,445 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 7 19 244 AGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACA AGCCAAACAGCTTGTCTTTCC GCCTTACTTTCACAACCATAGGA 19 154 5 21 248 23 59,317 58,414 31,300 29,400 6,269,264 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 8 23 191 ATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTAATCAGCCAAACAGCTTGTCT TTTGCAGTGGACTCACCTGA 23 101 2 20 192 20 57,717 59,163 34,100 38,600 3,119,751 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 8 23 192 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAAC GATCAGCCAAACAGCTTGTCT TTTGCAGTGGACTCACCTGA 23 101 1 21 192 20 58,842 59,163 34,100 38,600 2,994,344 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr936_2 2 45 27 9 1 AAT ATAATAATAATAATAATAATAATAATA NO 0 0 8 22 190 TCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTA TCAGCCAAACAGCTTGTCTT TTTGCAGTGGACTCACCTGA 22 101 3 20 192 20 57,943 59,163 30,100 38,600 2,893,743 F 248 GATCAGCCAAACAGCTTGTCTTTCCAGTCTCCAAACTACATACCataataataataataataataataataTAGtttttGTCTGTCCACACTATTTTGATTGGGCAGTGGATTAATTTGATGGGAGGAGCCTGCCACGCACAGACGGACATGCACAACATATCTATTCATTATCAGGTGAGTCCACTGCAAAAGAACCTCATTGGCTGTAAAGTGCTTTGAGACATCCTATGGTTGTGAAAGTAAGGC

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 1 1 3 0 130 CCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCG CCCATGGTGGTTGACAGGG GGGACCCTATCATGGTTCTG 55 0 145 19 274 20 60,304 57,061 44,500 30,200 4,243,337 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 3 0 131 ACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCC ACCCATGGTGGTTGACAGG GGGACCCTATCATGGTTCTG 56 0 144 19 274 20 59,540 57,061 40,000 30,200 4,399,211 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 3 0 255 TGTTAGTGGCAAAGATTCGCTAATTATAACATCTGATGTTAGTGGCAAAGATTCGCT GGGACCCTATCATGGTTCTG 178 0 20 21 274 20 58,222 57,061 49,300 30,200 5,717,254 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 3 0 256 GTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGGTGTTAGTGGCAAAGATTCGCT GGGACCCTATCATGGTTCTG 178 0 19 22 274 20 59,516 57,061 49,300 30,200 5,423,219 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 4 0 257 TGTGTTAGTGGCAAAGATTCGCTAATTATAACATCT TGTGTTAGTGGCAAAGATTCGC GGGACCCTATCATGGTTCTG 179 0 18 22 274 20 59,775 57,061 47,000 30,200 5,164,446 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 5 0 174 TTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGTTGGTTAGGAGGGTGGTAGCT GGGACCCTATCATGGTTCTG 97 0 101 21 274 20 60,203 57,061 33,200 30,200 4,142,345 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 6 0 173 TGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTGGTTAGGAGGGTGGTAGCT GGGACCCTATCATGGTTCTG 97 0 102 20 274 20 59,584 57,061 33,200 30,200 3,355,186 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 6 0 174 TTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGTTGGTTAGGAGGGTGGTAGC GGGACCCTATCATGGTTCTG 98 0 101 20 274 20 58,718 57,061 35,800 30,200 4,221,338 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr937_4 4 219 36 9 1 AGGG CTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCCCTCC CTCC_219_254 0 0 7 0 121 GTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCGTTGACAGGGCCCTCAACC GGGACCCTATCATGGTTCTG 46 0 154 19 274 20 60,604 57,061 37,700 30,200 4,542,695 F 289 TCGCCTTTTCTCTATGATGTGTTAGTGGCAAAGATTCGCTAATTATAACATCTGAGCANAAAATTTGCTGAGcccccTTTGTTTTATAACTGCTTGTGTTTTGGTTAGGAGGGTGGTAGCTATATTCTATATTCAGGTTTTCCACCCATGGTGGTTGACAGGGCCCTCAACCGTGTCCGGCCCATCTCCCGCACATCCGCCCTCACACCTTCCTCTCNctccctccctccctccctccctccctccctccctccCAGAACCATGATAGGGTcccccTTGTCCTCACTTA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 1 1 3 34 166 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT GGCACAGGAACTCAAAGGACT 34 35 12 20 177 21 57,867 60,203 34,100 38,500 3,336,100 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 3 34 167 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT AGGCACAGGAACTCAAAGGA 34 37 12 20 178 20 57,867 58,860 34,100 33,600 3,273,593 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 3 31 161 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT AGGAACTCAAAGGACTCGCA 34 31 12 20 172 20 57,867 58,951 34,100 51,000 3,181,882 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 3 16 139 GCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAGCTAATGAGTAAATTAACGCACCAA GACTCGCAATCCAAGAGTTTATT 19 16 22 25 160 23 58,452 57,197 36,700 14,000 12,351,191 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 36 240 AGAATTGCATTGCTGGCTAATGAGTAAATTAACGCAAGAATTGCATTGCTGGCTAATGA TCACAGGGAGGATAGCAGGA 36 105 7 23 246 20 59,297 59,363 25,700 38,600 4,339,196 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 34 203 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT TACATGGCCCTGCAGAATCC 34 73 12 20 214 20 57,867 59,817 34,100 30,100 2,316,773 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 34 211 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT CGATGGTCTACATGGCCCTG 34 81 12 20 222 20 57,867 60,250 34,100 44,500 2,383,320 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 16 139 GCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAGCTAATGAGTAAATTAACGCACCA GACTCGCAATCCAAGAGTTTATT 20 16 22 24 160 23 57,886 57,197 41,700 14,000 11,917,241 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 4 15 139 GCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAGCTAATGAGTAAATTAACGCACCA GACTCGCAATCCAAGAGTTTATTT 20 15 22 24 160 24 57,886 57,817 41,700 14,000 12,297,530 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 5 39 241 CAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCCAGAATTGCATTGCTGGCTAA TCACAGGGAGGATAGCAGGA 39 105 6 21 246 20 57,486 59,363 30,900 38,600 4,150,328 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 5 37 241 CAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCCAGAATTGCATTGCTGGCTAATG TCACAGGGAGGATAGCAGGA 37 105 6 23 246 20 59,198 59,363 19,000 38,600 4,438,787 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr938_2 2 66 56 14 1 AGAT GATAGATAGATAGATAGATAGATAGATAGATAGATNO 0 0 8 34 206 TGCATTGCTGGCTAATGAGTAAATTAACGCACCaaa TGCATTGCTGGCTAATGAGT GTCTACATGGCCCTGCAGAA 34 76 12 20 217 20 57,867 59,747 34,100 30,200 2,386,325 F 271 GGCGGCAGAATTGCATTGCTGGCTAATGAGTAAATTAACGCACCaaaaaaaaaCATAAATAAATGgatagatagatagatagatagatagatagatagatagatagatagatagatagataGAAAGAAAAGTGAATAAATAAACTCTTGGATTGCGAGTCCTTTGAGTTCCTGTGCCtttttCCAATGACATGGGGATTCTGCAGGGCCATGTAGACCATCGGGAATCCTGCTATCCTCCCTGTGAGTGATGAAACTATACATTCACATCA

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 1 1 14.75 4 189 TGAGGGAGAAACATGTGCAGATAGGGAAAGTTTG TGAGGGAGAAACATGTGCAGA CCTCTTTCTCTCTATCTCTCTTTCTT 53 4 84 21 272 26 59,301 57,475 42,600 25,200 10,224,373 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 189 TGAGGGAGAAACATGTGCAGATAGGGAAAGTTTG TGAGGGAGAAACATGTGCAG CCTCTTTCTCTCTATCTCTCTTTCTT 54 4 84 20 272 26 57,810 57,475 44,100 25,200 10,714,884 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 215 ATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCGAG CCTCTTTCTCTCTATCTCTCTTTCTT 80 4 58 20 272 26 59,466 57,475 50,300 25,200 9,059,702 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 216 GATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCGA CCTCTTTCTCTCTATCTCTCTTTCTT 81 4 57 20 272 26 59,467 57,475 49,300 25,200 9,057,864 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 217 AGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCG CCTCTTTCTCTCTATCTCTCTTTCTT 82 4 56 20 272 26 59,466 57,475 51,800 25,200 9,059,702 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 240 agGGAGGATagagagagTGAGACAGATGGAGAAGGAAGGGAGGATAGAGAGAGTGAGAC CCTCTTTCTCTCTATCTCTCTTTCTT 102 4 33 23 272 26 59,605 57,475 33,600 25,200 11,919,897 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 241 gagGGAGGATagagagagTGAGACAGATGGAGAAGGGAGGGAGGATAGAGAGAGTGAGA CCTCTTTCTCTCTATCTCTCTTTCTT 103 4 32 23 272 26 59,349 57,475 32,700 25,200 12,176,232 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 4 243 gagagGGAGGATagagagagTGAGACAGATGGAGAA GAGAGGGAGGATAGAGAGAGTGA CCTCTTTCTCTCTATCTCTCTTTCTT 105 4 30 23 272 26 59,349 57,475 34,100 25,200 12,176,232 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 14.75 0 139 TTTGACATTCACATGGAGATGAAGagatagatagatag TTTGACATTCACATGGAGATGAAG CCTCTTTCTCTCTATCTCTCTTTCTT 0 4 134 24 272 26 57,495 57,475 30,200 25,200 15,030,334 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 15.75 3 189 TGAGGGAGAAACATGTGCAGATAGGGAAAGTTTG TGAGGGAGAAACATGTGCAGA CCTCTTTCTCTCTATCTCTCTTTCTTT 53 3 84 21 272 27 59,301 58,029 42,600 25,200 10,670,156 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 15.75 0 139 TTTGACATTCACATGGAGATGAAGagatagatagatag TTTGACATTCACATGGAGATGAAG CCTCTTTCTCTCTATCTCTCTTTCTTT 0 3 134 24 272 27 57,495 58,029 30,200 25,200 15,476,117 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 85 13 1.5 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 17 1 139 ACTTTGACATTCACATGGAGATGAAGagatagatagat ACTTTGACATTCACATGGAGATGA TCTTTCTCTCTATCTCTCTTTCTTTCT 2 1 132 24 270 27 58,436 57,246 29,200 25,200 15,317,266 F 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 1 11 0 185 AGATGGAAGGATGGACTTTGACATTCACATGGAGAAGATGGAAGGATGGACTTTGACA TCTCTCCCTCTGTCCCACAC 17 0 118 23 302 20 59,411 60,252 35,800 38,200 3,840,674 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 186 AGATGGAAGGATGGACTTTGACATTCACATGGAGAAGATGGAAGGATGGACTTTGACA CTCTCTCCCTCTGTCCCACA 17 1 118 23 303 20 59,411 59,960 35,800 41,700 3,629,193 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 188 TGAGATGGAAGGATGGACTTTGACATTCACATGGA TGAGATGGAAGGATGGACTTTGA CTCTCTCCCTCTGTCCCACA 19 1 116 23 303 20 59,154 59,960 26,900 41,700 3,886,344 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 231 GCGAGTGTGAGTGAGGGAGAAACATGTGCAGATA GCGAGTGTGAGTGAGGGAG CTCTCTCCCTCTGTCCCACA 66 1 73 19 303 20 59,786 59,960 43,000 41,700 1,254,414 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 232 AGCGAGTGTGAGTGAGGGAGAAACATGTGCAGAT AGCGAGTGTGAGTGAGGGA CTCTCTCCCTCTGTCCCACA 67 1 72 19 303 20 60,229 59,960 42,000 41,700 1,268,934 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 233 CAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGA CAGCGAGTGTGAGTGAGGG CTCTCTCCCTCTGTCCCACA 68 1 71 19 303 20 60,080 59,960 43,000 41,700 1,120,581 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 246 ATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCGAG CTCTCTCCCTCTGTCCCACA 80 1 58 20 303 20 59,466 59,960 50,300 41,700 0.574764 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 247 GATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCGA CTCTCTCCCTCTGTCCCACA 81 1 57 20 303 20 59,467 59,960 49,300 41,700 0.572925 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr942_3 3 158 125 13 2 AGAT AGATAGATAGATAGATAGATAGATAGATAGATAGAAGAT_158_209 0 0 12 1 248 AGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGATGGAGAAGGACACAGCG CTCTCTCCCTCTGTCCCACA 82 1 56 20 303 20 59,466 59,960 51,800 41,700 0.574764 G 303 AGGgagagagagagagaGNGAGACATagagagagGGAGGATagagagagTGAGACAGATGGAGAAGGACACAGCGAGTGTGAGTGAGGGAGAAACATGTGCAGATAGGGAAAGTTTGAGATGGAAGGATGGACTTTGACATTCACATGGAGATGAAGagatagatagatagatagatagatagatagatagatagatagatagatagatTgatagatagatagatagatagatagatagataGAGAAAGAAagagagATagagagAAAGAGGgagagagagaGTGTGGGACAGAGGgagagaG

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 1 1 2 52 294 ACGAACTCAACTGAGAAATGGATAAATATTTGAAA ACGAACTCAACTGAGAAATGGA TTGAATGGTGGAGCAGGCTG 172 52 10 22 303 20 57,663 60,610 34,100 48,500 4,946,845 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 2 18 190 TTCTATGGTAAGGCTGACACATGAGCTGAATCATTGTTCTATGGTAAGGCTGACACATGA AGGCAGGAAAGTAGAGTTGAGG 18 98 162 24 351 22 59,530 59,431 30,700 38,600 7,038,990 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 3 95 298 ACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAA ACATTTGCAGGGTTAGAAGGG CAGGAAAGTAGAGTTGAGGCCA 132 95 51 21 348 22 58,192 59,697 39,500 53,600 5,110,698 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 79 228 TTCCAAAGAGCCAGCACAGATACGATCAGCTGCAA TTCCAAAGAGCCAGCACAGA AGGCCACTTTCAGATCAGCC 79 81 105 20 332 20 59,526 60,035 34,100 48,500 0.508425 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 59 208 TACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTACGATCAGCTGCAAAGCCT AGGCCACTTTCAGATCAGCC 59 81 125 20 332 20 59,750 60,035 45,800 48,500 0.284904 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 53 180 TACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTACGATCAGCTGCAAAGCCT ATTGAATGGTGGAGCAGGCT 59 53 125 20 304 20 59,750 59,666 45,800 45,800 0.584227 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 53 295 ACGAACTCAACTGAGAAATGGATAAATATTTGAAA ACGAACTCAACTGAGAAATGGA ATTGAATGGTGGAGCAGGCT 172 53 10 22 304 20 57,663 59,666 34,100 45,800 4,670,882 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 21 190 AGATTCTATGGTAAGGCTGACACATGAGCTGAATC AGATTCTATGGTAAGGCTGACACA CAGGAAAGTAGAGTTGAGGCCA 21 95 159 24 348 22 59,283 59,697 37,200 53,600 7,019,806 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 21 191 AGATTCTATGGTAAGGCTGACACATGAGCTGAATC AGATTCTATGGTAAGGCTGACACA GCAGGAAAGTAGAGTTGAGGC 21 97 159 24 349 21 59,283 58,649 37,200 47,000 7,068,238 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 13 134 AAGGCTGACACATGAGCTGAATCATTGGTTGCCgtg AAGGCTGACACATGAGCTGA ATTGAATGGTGGAGCAGGCT 13 53 171 20 304 20 59,311 59,666 42,600 45,800 1,023,048 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 13 162 AAGGCTGACACATGAGCTGAATCATTGGTTGCCgtg AAGGCTGACACATGAGCTGA AGGCCACTTTCAGATCAGCC 13 81 171 20 332 20 59,311 60,035 42,600 48,500 0.723725 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 12 132 AGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgAGGCTGACACATGAGCTGAA TTGAATGGTGGAGCAGGCTG 12 52 172 20 303 20 59,311 60,610 30,200 48,500 1,299,011 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 12 133 AGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgAGGCTGACACATGAGCTGAA ATTGAATGGTGGAGCAGGCT 12 53 172 20 304 20 59,311 59,666 30,200 45,800 1,023,048 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 12 160 AGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgAGGCTGACACATGAGCTGAA GGCCACTTTCAGATCAGCCA 12 80 172 20 331 20 59,311 60,323 30,200 47,500 1,011,871 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 4 12 161 AGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgAGGCTGACACATGAGCTGAA AGGCCACTTTCAGATCAGCC 12 81 172 20 332 20 59,311 60,035 30,200 48,500 0.723725 B 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 6 81 253 TCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCATCTTCCAAAGAGCCAGCACA GGGCAGGCAGGAAAGTAGAG 81 104 103 20 355 20 59,526 60,107 45,700 24,300 0.581214 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 6 79 251 TTCCAAAGAGCCAGCACAGATACGATCAGCTGCAA TTCCAAAGAGCCAGCACAGA GGGCAGGCAGGAAAGTAGAG 79 104 105 20 355 20 59,526 60,107 34,100 24,300 0.581214 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 6 78 250 TCCAAAGAGCCAGCACAGATACGATCAGCTGCAAA TCCAAAGAGCCAGCACAGAT GGGCAGGCAGGAAAGTAGAG 78 104 106 20 355 20 59,305 60,107 29,000 24,300 0.802231 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr948_3 3 204 28 7 1.5 ATC GTGTGTACATCATCATCATCATCATCAT NO 0 0 6 59 231 TACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTACGATCAGCTGCAAAGCCT GGGCAGGCAGGAAAGTAGAG 59 104 125 20 355 20 59,750 60,107 45,800 24,300 0.357693 F 396 AGATTTAATACGAACTCAACTGAGAAATGGATAAATATTTGAAACAGAAAACATTTGCAGGGTTAGAAGGGGATGAGTAGAGAAGTGAGATTAATTGGATACTCTTCCAAAGAGCCAGCACAGATACGATCAGCTGCAAAGCCTCtttttGTACACTAAGATTCTATGGTAAGGCTGACACATGAGCTGAATCATTGGTTGCCgtgtgtAcatcatcatcatcatcatcatTTCTTTGTAGCTAACTTAGGAAATAAGAACAGGAATAGGCCATTCAGCCCTCCAGCCTGCTCCACCATTCAATAAGATCATGGCTGATCTGAAAGTGGCCTCAACTCTACTTTCCTGCCTGcccccTGTAACCCGTGACTCCCCTGTAGATCAAAACTCTGTCTC

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 1 1 3 84 231 GGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGCTCCAACCACACTCAAGA AGGATTTGCTGTCCTTGTCCT 85 84 44 20 274 21 59,891 59,293 30,200 38,500 1,816,012 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 84 240 AGATGAGTCGGCTCCAACCACACTCAAGAAGCTTG AGATGAGTCGGCTCCAACCA AGGATTTGCTGTCCTTGTCCT 94 84 35 20 274 21 60,905 59,293 36,700 38,500 2,612,292 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 84 244 GCTTAGATGAGTCGGCTCCAACCACACTCAAGAAG GCTTAGATGAGTCGGCTCCA AGGATTTGCTGTCCTTGTCCT 98 84 31 20 274 21 59,253 59,293 38,600 38,500 2,454,682 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 84 245 TGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGTGCTTAGATGAGTCGGCTCC AGGATTTGCTGTCCTTGTCCT 99 84 30 20 274 21 59,253 59,293 47,000 38,500 2,454,682 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 65 211 AGCTTGACACCATCCAGGACAAAGCAGCCCACTTG AGCTTGACACCATCCAGGAC AGGATTTGCTGTCCTTGTCCT 65 84 64 20 274 21 59,674 59,293 38,500 38,500 2,033,691 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 64 210 GCTTGACACCATCCAGGACAAAGCAGCCCACTTGA GCTTGACACCATCCAGGACA AGGATTTGCTGTCCTTGTCCT 64 84 65 20 274 21 59,963 59,293 40,200 38,500 1,744,159 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 16 120 AGCAGCCCACTTGATCAGAACTTAATCCATCACTTA AGCAGCCCACTTGATCAGAA TGGTGAATTGCTGTTGTGCA 43 16 86 20 205 20 59,305 58,890 30,200 45,700 1,804,380 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 16 141 GCTTGACACCATCCAGGACAAAGCAGCCCACTTGA GCTTGACACCATCCAGGACA TGGTGAATTGCTGTTGTGCA 64 16 65 20 205 20 59,963 58,890 40,200 45,700 1,146,341 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 16 142 AGCTTGACACCATCCAGGACAAAGCAGCCCACTTG AGCTTGACACCATCCAGGAC TGGTGAATTGCTGTTGTGCA 65 16 64 20 205 20 59,674 58,890 38,500 45,700 1,435,872 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 3 16 162 GGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGCTCCAACCACACTCAAGA TGGTGAATTGCTGTTGTGCA 85 16 44 20 205 20 59,891 58,890 30,200 45,700 1,218,194 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 16 134 ACCATCCAGGACAAAGCAGCCCACTTGATCAGAAC ACCATCCAGGACAAAGCAGC TGGTGAATTGCTGTTGTGCA 57 16 72 20 205 20 60,610 58,890 52,500 45,700 1,719,841 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr949_2 2 149 21 7 1 AGC GCAGCAGCAGCAGCAGCAGCA NO 0 0 4 16 136 ACACCATCCAGGACAAAGCAGCCCACTTGATCAGA ACACCATCCAGGACAAAGCA TGGTGAATTGCTGTTGTGCA 59 16 70 20 205 20 59,522 58,890 39,100 45,700 1,587,681 A 277 GTCAGGAGTCTAATGGAATACTCGCCATTTGCTTAGATGAGTCGGCTCCAACCACACTCAAGAAGCTTGACACCATCCAGGACAAAGCAGCCCACTTGATCAGAACTTAATCCATCACTTAAACGTTCACTTCCTCCACCAGCTGCGGgcagcagcagcagcagcagcaTGTACCGTCTACAAGATGCACAACAGCAATTCACCAAGTCTGCTTCAGCAGTACATTCTAAACCCAGGATCTCTACCATCTTGAAGGACAAGGACAGCAAATCCTTGG

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 1 1 5 16 137 CTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTACTCCCTCCACAGAGAGCTCT TACAGCTATCAATGGCCCATT 45 16 123 20 259 21 60,033 57,118 40,900 31,600 3,915,309 F 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 5 15 136 CTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTACTCCCTCCACAGAGAGCTCT ACAGCTATCAATGGCCCATTA 45 15 123 20 258 21 60,033 57,118 40,900 19,000 3,915,309 F 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 136 CTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTACTCCCTCCACAGAGAGCTCT ACAGCTATCAATGGCCCATT 45 16 123 20 258 20 60,033 57,238 40,900 31,600 2,794,994 F 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 147 GAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAAT GAAGTTTGCTGCTCCCTCCA ACAGCTATCAATGGCCCATT 56 16 112 20 258 20 60,251 57,238 38,600 31,600 3,012,688 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 149 TGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAATGGAAGTTTGCTGCTCCCTC ACAGCTATCAATGGCCCATT 58 16 110 20 258 20 60,251 57,238 43,000 31,600 3,012,688 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 167 CAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCAGGGAGTGGTGGGTGAATG ACAGCTATCAATGGCCCATT 76 16 92 20 258 20 60,323 57,238 26,700 31,600 3,084,602 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 220 TTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCATTCATGCCTGATCGGGTTGG ACAGCTATCAATGGCCCATT 129 16 39 20 258 20 60,394 57,238 37,700 31,600 3,156,002 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 228 CGCGCAATTTCATGCCTGATCGGGTTGGGCACATG CGCGCAATTTCATGCCTGAT ACAGCTATCAATGGCCCATT 137 16 31 20 258 20 60,249 57,238 29,000 31,600 3,010,530 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 238 TGCATCATCACGCGCAATTTCATGCCTGATCGGGTT TGCATCATCACGCGCAATTT ACAGCTATCAATGGCCCATT 147 16 21 20 258 20 59,829 57,238 18,200 31,600 2,932,571 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 240 AGTGCATCATCACGCGCAATTTCATGCCTGATCGGGAGTGCATCATCACGCGCAAT ACAGCTATCAATGGCCCATT 149 16 19 20 258 20 61,371 57,238 35,600 31,600 4,133,123 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 6 16 244 TAACAGTGCATCATCACGCGCAATTTCATGCCTGAT TAACAGTGCATCATCACGCG ACAGCTATCAATGGCCCATT 153 16 15 20 258 20 59,001 57,238 60,100 31,600 3,760,455 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 7 16 245 CTAACAGTGCATCATCACGCGCAATTTCATGCCTGA CTAACAGTGCATCATCACGCG ACAGCTATCAATGGCCCATT 153 16 14 21 258 20 60,006 57,238 60,100 31,600 3,767,448 B 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 19 16 119 TCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCA TCTGGAAATGCTGTGTTTCTAACA ACAGCTATCAATGGCCCATT 24 16 140 24 258 20 58,870 57,238 24,100 31,600 7,891,421 A 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 21 16 117 TGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGTGGAAATGCTGTGTTTCTAACAGT ACAGCTATCAATGGCCCATT 22 16 142 24 258 20 59,113 57,238 35,500 31,600 7,648,858 A 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr950_3 3 188 35 7 1 AATAT TATAATATAATATAATATAATATAATATAATATAA NO 0 0 21 16 118 CTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAG CTGGAAATGCTGTGTTTCTAACAGT ACAGCTATCAATGGCCCATT 22 16 141 25 258 20 59,991 57,238 35,500 31,600 7,770,797 A 259 AAATGCTGTGTTTCTAACAGTGCATCATCACGCGCAATTTCATGCCTGATCGGGTTGGGCACATGCTGCCCGCAGGATGTAAAATCCTGCCCAGGGAGTGGTGGGTGAATGGAAGTTTGCTGCTCCCTCCACagagagCTCTGGAAATGCTGTGTTTCTAACAGTGTATTATTCAGGACCATATTTTtataatataatataatataatataatataatataaCACAATATAATCTTATAATGGGCCATTGATAGCTGTA

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 1 1 3 4 137 ACTTTGTGAAGCGTACCGGAAAGGggaggaggaggag ACTTTGTGAAGCGTACCGGA TCAGTGCCACTCTGCCATTT 4 72 175 20 311 20 59,610 59,889 51,400 23,200 0.501185 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 3 4 138 ACTTTGTGAAGCGTACCGGAAAGGggaggaggaggag ACTTTGTGAAGCGTACCGGA TTCAGTGCCACTCTGCCATT 4 73 175 20 312 20 59,610 59,889 51,400 31,600 0.501185 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 47 249 tttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTG TTTCCTGGCCAAGCTACAGC CCGAACTTCAGACGGGATCC 47 141 132 20 380 20 60,609 60,179 44,000 33,600 0.788239 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 41 243 GGCCAAGCTACAGCCTATGGGATGGTGCTGACCTC GGCCAAGCTACAGCCTATGG CCGAACTTCAGACGGGATCC 41 141 138 20 380 20 60,536 60,179 27,400 33,600 0.715114 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 40 242 GCCAAGCTACAGCCTATGGGATGGTGCTGACCTCC GCCAAGCTACAGCCTATGGG CCGAACTTCAGACGGGATCC 40 141 139 20 380 20 60,536 60,179 40,000 33,600 0.715114 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 28 230 CCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCCCTATGGGATGGTGCTGACC CCGAACTTCAGACGGGATCC 28 141 151 20 380 20 59,891 60,179 40,200 33,600 0.288450 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 17 219 GTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGTGCTGACCTCCCACTTTGT CCGAACTTCAGACGGGATCC 17 141 162 20 380 20 60,179 60,179 28,300 33,600 0.358126 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 15 143 GCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGG GCTGACCTCCCACTTTGTGA GCCACTCTGCCATTTGCTTC 15 67 164 20 306 20 59,891 60,109 35,800 38,600 0.217530 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 15 217 GCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGG GCTGACCTCCCACTTTGTGA CCGAACTTCAGACGGGATCC 15 141 164 20 380 20 59,891 60,179 35,800 33,600 0.287693 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 4 4 132 ACTTTGTGAAGCGTACCGGAAAGGggaggaggaggag ACTTTGTGAAGCGTACCGGA GCCACTCTGCCATTTGCTTC 4 67 175 20 306 20 59,610 60,109 51,400 38,600 0.499069 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 56 294 GTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAG GTCTGATGTGCTTAAAGGTGCT ATTTGCTTCTCCTCCTGCCG 175 56 2 22 295 20 58,923 60,394 44,000 56,900 3,470,896 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 56 295 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAA AGTCTGATGTGCTTAAAGGTGCT ATTTGCTTCTCCTCCTGCCG 175 56 1 23 295 20 60,245 60,394 44,000 56,900 3,638,238 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 6 56 295 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAA AGTCTGATGTGCTTAAAGGTGC ATTTGCTTCTCCTCCTGCCG 176 56 1 22 295 20 58,923 60,394 50,100 56,900 3,470,896 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 28 181 CCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCCCTATGGGATGGTGCTGACC TGGTTGGGCAGTGGCATTAT 28 92 151 20 331 20 59,891 59,959 40,200 12,800 0.150284 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr951_2 2 199 21 7 1 AGG GGAGGAGGAGGAGGAGGAGGA NO 0 0 7 15 168 GCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGG GCTGACCTCCCACTTTGTGA TGGTTGGGCAGTGGCATTAT 15 92 164 20 331 20 59,891 59,959 35,800 12,800 0.149526 F 419 AGTCTGATGTGCTTAAAGGTGCTATAGAAATGCAAGTCTTACTTTCTTTGTCACTAACAGCCTTTATTTTGTTTGTTGTACTCTTGACTTGTTCTTACAACCTTTGCTCTTCTTTCTTAATGCCATCtttttttCCTGGCCAAGCTACAGCCTATGGGATGGTGCTGACCTCCCACTTTGTGAAGCGTACCGGAAAGGggaggaggaggaggaggaggagggggCATTTACACCCGAAGAAGAGANGGTGACAGAGATGGCCGGGCCTGCAGCGACGGCAGGAGGAGAAGCAAATGGCAGAGTGGCACTGAATAATGCCACTGCCCAACCACAGGTGAACGAACACGGTGCAGGGAGCACGGATCCCGTCTGAAGTTCGGGGCGGACTGGGGCCGGGCAGGAAATGAccccccccAACC

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 1 1 4 16 134 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG AAGTCAGTGACGCCATGGAG 16 56 1 18 134 20 62,760 60,037 44,500 38,600 4,796,999 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 137 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG AGGAAGTCAGTGACGCCATG 16 59 1 18 137 20 62,760 60,037 44,500 36,600 4,796,999 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 140 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG ACAAGGAAGTCAGTGACGCC 16 62 1 18 140 20 62,760 60,250 44,500 56,800 5,009,958 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 171 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG ACGGTCCACATGCAGCTAC 16 94 1 18 171 19 62,760 60,079 44,500 35,800 5,839,174 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 172 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG CACGGTCCACATGCAGCTA 16 95 1 18 172 19 62,760 60,079 44,500 33,200 5,839,244 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 197 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG AGGACATCACGCTGAGTCAG 16 119 1 18 197 20 62,760 59,470 44,500 35,100 5,289,880 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 232 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG GCAGGTGGCTATCGTGTTCA 16 154 1 18 232 20 62,760 60,391 44,500 31,800 5,151,177 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 256 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG CTTCTCCCAGGCTGACGTC 16 179 1 18 256 19 62,760 59,783 44,500 43,400 5,976,757 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 4 16 260 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG GGTCCTTCTCCCAGGCTGA 16 183 1 18 260 19 62,760 60,614 44,500 42,600 6,373,677 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 5 16 259 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG GTCCTTCTCCCAGGCTGAC 16 182 1 18 259 19 62,760 59,400 44,500 35,100 6,359,623 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 6 16 131 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG TCAGTGACGCCATGGAGTTC 16 53 1 18 131 20 62,760 60,037 44,500 30,100 4,797,372 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr952_2 2 35 24 8 1 ACC TGGTGGTGGTGGTGGTGGTGGTGG NO 0 0 8 16 207 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtgCGAGAACCCACCGCCAGG CCGCCCTACAAGGACATCAC 16 129 1 18 207 20 62,760 60,462 44,500 30,600 5,222,094 F 269 CGAGAACCCACCGCCAGGCgggggAGAGGGCGGTtggtggtggtggtggtggtggtggGGGTCACGGGGCAGCGAGAGGCTCCGCATACCTTTGTCGTCCGGGAGGTACTGGAACTCCATGGCGTCACTGACTTCCTTGTCGGAGGGGCGGCGTAGCTGCATGTGGACCGTGACGGGCTGACTCAGCGTGATGTCCTTGTAGGGCGGCGTCTTGAACACGATAGCCACCTGCCGGTGGACGTCAGCCTGGGAGAAGGACCCCTTCCCTT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 1 1 Jan‐75 61 254 AGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAAAGACAGTAAGAGCTTCTACAAGTGT CACCCACTATCTCTGCAGCC 61 102 25 25 278 20 59,463 60,179 35,500 48,500 5,715,978 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 2 10 198 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA CACCCACTATCTCTGCAGCC 10 102 81 20 278 20 58,976 60,179 43,700 48,500 1,202,781 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 3 10 189 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA TCTCTGCAGCCACTCCTCTT 10 93 81 20 269 20 58,976 60,544 43,700 28,500 1,567,602 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 61 246 AGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAAAGACAGTAAGAGCTTCTACAAGTGT ATCTCTGCAGCCACTCCTCT 61 94 25 25 270 20 59,463 60,325 35,500 36,900 5,862,400 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 61 252 AGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAAAGACAGTAAGAGCTTCTACAAGTGT CCCACTATCTCTGCAGCCAC 61 100 25 25 276 20 59,463 60,179 35,500 50,100 5,715,978 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 10 186 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA CTGCAGCCACTCCTCTTGTC 10 90 81 20 266 20 58,976 60,673 43,700 31,800 1,696,741 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 10 188 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA CTCTGCAGCCACTCCTCTTG 10 92 81 20 268 20 58,976 60,391 43,700 30,200 1,415,114 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 10 190 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA ATCTCTGCAGCCACTCCTCT 10 94 81 20 270 20 58,976 60,325 43,700 36,900 1,349,203 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 4 10 196 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA CCCACTATCTCTGCAGCCAC 10 100 81 20 276 20 58,976 60,179 43,700 50,100 1,202,781 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 5 11 139 TTGGTCCCTTAGAGGATGGGATTAAATACTAatatat TTGGTCCCTTAGAGGATGGG TTTGGTGTCTTCTACTGTGAAGA 11 39 80 20 218 23 58,107 57,392 40,000 28,700 7,501,254 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 5 10 138 TGGTCCCTTAGAGGATGGGATTAAATACTAatatata TGGTCCCTTAGAGGATGGGA TTTGGTGTCTTCTACTGTGAAGA 10 39 81 20 218 23 58,976 57,392 43,700 28,700 6,631,658 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr953_3 3 111 46 10 1.5 AAAG ATATATAGAAAGAAAGAAAGAAAGAAAGAAAGAA AGAA_117_156 0 0 5 10 139 TTGGTCCCTTAGAGGATGGGATTAAATACTAatatat TTGGTCCCTTAGAGGATGGGA TTTGGTGTCTTCTACTGTGAAGA 10 39 80 21 218 23 59,632 57,392 43,700 28,700 6,976,142 B 293 TAAACTAGCAGGGAATATAAAATCAGACAGTAAGAGCTTCTACAAGTGTACAAAAGGAACAGAGTAGTTAAAGTAAATGTTGGTCCCTTAGAGGATGGGATTAAATACTAatatatagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaANANNNNNANNANTAATGGGAACAAGTATTTTGTAAAAGTCTTCACAGTAGAAGACACCAAAACATCCCAACAATAGTAGAAAATCAAAGGACAAGAGGAGTGGCTGCAGAGATAGTGGGTGCATTGGTTGTAATCT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 1 1 2 93 300 CGACCACGTACATCTTGGACAACAGTTCGATGGATACGACCACGTACATCTTGGAC ATCCAGCCGGTGTGGTATTT 93 149 62 20 361 20 58,374 59,376 40,200 14,000 2,249,339 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 2 92 300 CGACCACGTACATCTTGGACAACAGTTCGATGGATACGACCACGTACATCTTGGACA ATCCAGCCGGTGTGGTATTT 92 149 62 21 361 20 60,068 59,376 40,200 14,000 1,691,848 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 2 16 180 AATAATGCGGCGACCACGTACATCTTGGACAACAG AATAATGCGGCGACCACGTA TCGTAAATGCTAGCTGTTTCTGC 103 16 52 20 231 23 60,179 59,629 35,700 42,600 3,550,083 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 94 300 GCGACCACGTACATCTTGGACAACAGTTCGATGGA GCGACCACGTACATCTTGGA TCCAGCCGGTGTGGTATTT 94 149 61 20 360 19 60,109 58,928 35,300 14,000 2,180,494 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 34 242 GCGTTGATCATTTCCAGACGAATGCAATTGGGAATTGCGTTGATCATTTCCAGACGA ATCCAGCCGGTGTGGTATTT 34 149 120 21 361 20 59,000 59,376 42,000 14,000 2,623,458 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 34 243 AGCGTTGATCATTTCCAGACGAATGCAATTGGGAA AGCGTTGATCATTTCCAGACGA ATCCAGCCGGTGTGGTATTT 34 149 119 22 361 20 60,354 59,376 42,000 14,000 2,977,427 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 23 230 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGG ATCCAGCCGGTGTGGTATTT 23 149 132 20 361 20 58,537 59,376 41,200 14,000 2,086,339 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 16 171 GCGACCACGTACATCTTGGACAACAGTTCGATGGA GCGACCACGTACATCTTGGA TCGTAAATGCTAGCTGTTTCTGC 94 16 61 20 231 23 60,109 59,629 35,300 42,600 3,479,970 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 4 15 170 GCGACCACGTACATCTTGGACAACAGTTCGATGGA GCGACCACGTACATCTTGGA CGTAAATGCTAGCTGTTTCTGCT 94 15 61 20 230 23 60,109 59,628 35,300 42,400 3,481,198 F 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 35 243 AGCGTTGATCATTTCCAGACGAATGCAATTGGGAA AGCGTTGATCATTTCCAGACG ATCCAGCCGGTGTGGTATTT 35 149 119 21 361 20 58,997 59,376 41,800 14,000 2,626,309 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 22 170 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA ACGTTGTTCCTAACTACCCATCT 22 86 132 21 301 23 59,996 59,163 43,700 29,000 4,840,722 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 22 188 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA TGGTGCAATACATCACATACGTTG 22 103 132 21 319 24 59,996 59,906 43,700 41,000 5,098,306 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 22 188 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA TGGTGCAATACATCACATACGT 22 105 132 21 319 22 59,996 58,132 43,700 35,700 4,872,018 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 22 229 CCAGACGAATGCAATTGGGAATTACTGAGTTTATAACCAGACGAATGCAATTGGGA ATCCAGCCGGTGTGGTATTT 22 149 133 20 361 20 58,537 59,376 43,700 14,000 2,086,339 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 22 230 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA ATCCAGCCGGTGTGGTATTT 22 149 132 21 361 20 59,996 59,376 43,700 14,000 1,627,884 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 16 99 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA CGTAAATGCTAGCTGTTTCTGC 22 16 132 21 230 22 59,996 58,326 43,700 42,600 4,678,583 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 16 100 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA TCGTAAATGCTAGCTGTTTCTGC 22 16 132 21 231 23 59,996 59,629 43,700 42,600 4,375,139 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr954_9 9 175 18 6 1 AAT ATAATAATAATAATAATA ATA_175_192 0 0 5 15 99 TCCAGACGAATGCAATTGGGAATTACTGAGTTTATATCCAGACGAATGCAATTGGGA CGTAAATGCTAGCTGTTTCTGCT 22 15 132 21 230 23 59,996 59,628 43,700 42,400 4,376,366 A 361 CATACGCATCCACTTTTAAACATGGATACTAGTGATTCTGTATTCGCGTAAAATAATGCGGCGACCACGTACATCTTGGACAACAGTTCGATGGATACAAAATGGAttttttttCCAAAGCGTTGATCATTTCCAGACGAATGCAATTGGGAATTACTGAGTTTATAATTATTGataataataataataataANAATACAAATAATAAGCAGAAACAGCTAGCATTTACGAAATACACATTATGCTCGCAAAACATCAGGATACATTGAAAGGTGGATAGATGGGTAGTTAGGAACAACGTATGTGATGTATTGCACCATTCAAAATAACAATATTCCACAAAATACCACACCGGCTGGAT

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 1 1 3 83 264 CCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTACCTACCTCCTGACCCAAGCT TGCCCTCACCACTCTTCATG 117 83 36 20 299 20 60,619 59,674 37,400 30,700 0.944900 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 3 81 262 CCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTACCTACCTCCTGACCCAAGCT CCCTCACCACTCTTCATGGC 117 81 36 20 297 20 60,619 60,394 37,400 44,000 1,012,505 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 102 297 GATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTT GATGCTCCTTAGGGCCTACC TGTCCCAGATTTAGCGGCTT 131 102 22 20 318 20 59,312 59,382 31,800 43,500 1,306,378 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 101 296 GATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTT GATGCTCCTTAGGGCCTACC GTCCCAGATTTAGCGGCTTG 131 101 22 20 317 20 59,312 58,983 31,800 40,100 1,705,307 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 100 295 GATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTT GATGCTCCTTAGGGCCTACC TCCCAGATTTAGCGGCTTGC 131 100 22 20 316 20 59,312 60,748 31,800 40,100 1,435,925 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 78 259 CCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTACCTACCTCCTGACCCAAGCT TCACCACTCTTCATGGCTGG 117 78 36 20 294 20 60,619 59,674 37,400 48,500 0.944900 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 29 130 GAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCGAAGCTCCCTGGGACTTGTT TCAAAGAGAACGGTCATTGCC 29 36 124 20 253 21 59,598 58,849 28,300 45,200 2,553,323 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 4 29 195 GAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCGAAGCTCCCTGGGACTTGTT TGTCCCAGATTTAGCGGCTT 29 102 124 20 318 20 59,598 59,382 28,300 43,500 1,020,578 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 6 30 131 AGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGAGAAGCTCCCTGGGACTTGT TCAAAGAGAACGGTCATTGCC 30 36 123 20 253 21 60,475 58,849 31,600 45,200 2,625,862 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 134 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT TCAAAGAGAACGGTCATTGCC 33 36 120 20 253 21 60,179 58,849 38,500 45,200 2,330,093 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 175 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT TCACCACTCTTCATGGCTGG 33 78 120 20 294 20 60,179 59,674 38,500 48,500 0.504824 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 178 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT CCCTCACCACTCTTCATGGC 33 81 120 20 297 20 60,179 60,394 38,500 44,000 0.572429 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 180 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT TGCCCTCACCACTCTTCATG 33 83 120 20 299 20 60,179 59,674 38,500 30,700 0.504824 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 197 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT TCCCAGATTTAGCGGCTTGC 33 100 120 20 316 20 60,179 60,748 38,500 40,100 0.926896 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr956_2 2 173 24 8 1 AAC GTTGTTGTTGTTGTTGTTGTTGTT NO 0 0 8 33 199 TCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGTCAAGAAGCTCCCTGGGACT TGTCCCAGATTTAGCGGCTT 33 102 120 20 318 20 60,179 59,382 38,500 43,500 0.797349 F 318 CCCctctctctCCTCCTTTAAGATGCTCCTTAGGGCCTACCTCCTGACCCAAGCTTTTGGTCATCTGTCCTAATGTCTCCtttttGTGGTTCAGTGTCAAATTTTATCTGATAGTGGTTTCAAGAAGCTCCCTGGGACTTGTTACAGCTTTAAAGGTGCtatataAATGCCAgttgttgttgttgttgttgttgttggggggCAGTTCCAGGGGCATTCACTGCTACCTCACGGCAATGACCGTTCTCTTTGATTATGGACATCGGCAGATTGGCCAGCCATGAAGAGTGGTGAGGGCAAGCCGCTAAATCTGGGACA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 1 1 2 27 192 TCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGTCATTCAGAAGCCAGATGGTGA AGGATTTACAGCTGGAGGGAAC 27 76 59 22 250 22 59,427 59,760 40,200 36,200 4,812,916 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 2 27 192 TCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGTCATTCAGAAGCCAGATGGTGA AGGATTTACAGCTGGAGGGA 27 78 59 22 250 20 59,427 57,730 40,200 42,000 4,843,443 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 29 194 ACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAACTCATTCAGAAGCCAGATGGT AGGATTTACAGCTGGAGGGAAC 29 76 57 22 250 22 59,425 59,760 35,500 36,200 4,815,186 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 24 180 TCAGAAGCCAGATGGTGAAGTAGGAAACAAGACA TCAGAAGCCAGATGGTGAAGT CAGCTGGAGGGAACTGATTGA 24 69 63 21 242 21 59,019 59,720 30,100 25,700 3,260,898 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 24 181 TCAGAAGCCAGATGGTGAAGTAGGAAACAAGACA TCAGAAGCCAGATGGTGAAGT ACAGCTGGAGGGAACTGATTG 24 70 63 21 243 21 59,019 59,996 30,100 26,700 2,984,809 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 20 176 AGCCAGATGGTGAAGTAGGAAACAAGACACTAATCAGCCAGATGGTGAAGTAGGA ACAGCTGGAGGGAACTGATTG 20 70 68 20 243 21 57,746 59,996 29,400 26,700 3,258,196 B 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 16 122 AGCCAGATGGTGAAGTAGGAAACAAGACACTAATCAGCCAGATGGTGAAGTAGGA TCTGGGACACTGTTTGTTGGT 20 16 68 20 189 21 57,746 59,716 29,400 36,700 3,537,765 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 16 127 TCAGAAGCCAGATGGTGAAGTAGGAAACAAGACA TCAGAAGCCAGATGGTGAAGT TCTGGGACACTGTTTGTTGGT 24 16 63 21 189 21 59,019 59,716 30,100 36,700 3,264,378 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 16 128 TTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACATTCAGAAGCCAGATGGTGAAGT TCTGGGACACTGTTTGTTGGT 24 16 62 22 189 21 59,627 59,716 30,100 36,700 3,656,782 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 16 162 TGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCTGCTAACAGTAACTCAGTCCACT TCTGGGACACTGTTTGTTGGT 57 16 28 23 189 21 59,104 59,716 40,000 36,700 5,179,269 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 3 16 162 TGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCTGCTAACAGTAACTCAGTCCAC TCTGGGACACTGTTTGTTGGT 58 16 28 22 189 21 57,747 59,716 40,200 36,700 5,536,584 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr957_3 3 108 45 9 1 AACAT ACATAACATAACATAACATAACATAACATAACATAANO 0 0 4 16 161 TGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCTGCTAACAGTAACTCAGTCCACT CTGGGACACTGTTTGTTGGT 57 16 28 23 188 20 59,104 58,237 40,000 36,700 5,658,363 A 264 CAATTGACTTAGTTTCCCTTTTATAGATGCTAACAGTAACTCAGTCCACTATGTTAACTCATTCAGAAGCCAGATGGTGAAGTAGGAAACAAGACACTAATCATTTCacataacataacataacataacataacataacataacataacataTGTCTGCCTATCCCTAACCAACAAACAGTGTCCCAGAAGtctctcTTTATATGTGCTCAAGGTACTTGATCAATCAGTTCCCTCCAGCTGTAAATCCTTATCTTTTGCAATA

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 2 12 96 TCCTGAACAACGTGGACAGATATAAACTCCTGCTAATCCTGAACAACGTGGACAGA GGTAATGCAGAGTAGAACAAGC 21 12 156 20 251 22 58,884 57,133 34,100 40,100 5,982,990 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 2 11 96 TCCTGAACAACGTGGACAGATATAAACTCCTGCTAATCCTGAACAACGTGGACAGA GGTAATGCAGAGTAGAACAAGCT 21 11 156 20 251 23 58,884 58,491 34,100 37,400 5,624,970 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 2 11 97 TTCCTGAACAACGTGGACAGATATAAACTCCTGCTATTCCTGAACAACGTGGACAGA GGTAATGCAGAGTAGAACAAGCT 21 11 155 21 251 23 59,517 58,491 34,100 37,400 5,991,666 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 3 11 188 GCAGCAGGTGACAGATTTCAGTGAGGACCTCCATA GCAGCAGGTGACAGATTTCAG GGTAATGCAGAGTAGAACAAGCT 112 11 64 21 251 23 59,532 58,491 30,200 37,400 5,976,396 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 3 11 189 TGCAGCAGGTGACAGATTTCAGTGAGGACCTCCAT TGCAGCAGGTGACAGATTTCA GGTAATGCAGAGTAGAACAAGCT 113 11 63 21 251 23 60,203 58,491 26,900 37,400 5,711,457 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 3 11 247 CCACCATCACTGCACTGAGAATGTGATTCCTGCCCT CCACCATCACTGCACTGAGAA GGTAATGCAGAGTAGAACAAGCT 171 11 5 21 251 23 60,271 58,491 28,700 37,400 5,779,663 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 12 227 ATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGATGTGATTCCTGCCCTGCTC GGTAATGCAGAGTAGAACAAGC 152 12 25 20 251 22 60,107 57,133 42,600 40,100 4,973,501 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 12 247 CCACCATCACTGCACTGAGAATGTGATTCCTGCCCT CCACCATCACTGCACTGAGA GGTAATGCAGAGTAGAACAAGC 172 12 5 20 251 22 59,677 57,133 32,700 40,100 5,189,330 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 11 188 GCAGCAGGTGACAGATTTCAGTGAGGACCTCCATA GCAGCAGGTGACAGATTTCA GGTAATGCAGAGTAGAACAAGCT 113 11 64 20 251 23 58,473 58,491 26,900 37,400 6,035,697 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 11 227 ATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGATGTGATTCCTGCCCTGCTC GGTAATGCAGAGTAGAACAAGCT 152 11 25 20 251 23 60,107 58,491 42,600 37,400 4,615,481 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 11 228 AATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCAATGTGATTCCTGCCCTGCT GGTAATGCAGAGTAGAACAAGCT 153 11 24 20 251 23 59,666 58,491 42,400 37,400 4,842,656 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr959_2 2 197 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 11 247 CCACCATCACTGCACTGAGAATGTGATTCCTGCCCT CCACCATCACTGCACTGAGA GGTAATGCAGAGTAGAACAAGCT 172 11 5 20 251 23 59,677 58,491 32,700 37,400 4,831,310 A 251 AGGGCCACCATCACTGCACTGAGAATGTGATTCCTGCCCTGCTCTGTGGTTGGAGGTGCGGTTGCAGCAGGTGACAGATTTCAGTGAGGACCTCCATAGTGAAGTTCAACATCTCAAATGCCAGTCATCACTGATATTCAAGTTGGAGAATTTCTTCCTGAACAACGTGGACAGATATAAACTCCTGCTAAGAGCTctcctcctcctcctcctcctcCCTTTTCCAGTAGCTTGTTCTACTCTGCATTACC

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 1 1 2 65 263 GCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCGCATCTTAGGGACAGCTGCT CCTGGAATGTGCTGTGTGTG 65 118 14 20 276 20 59,820 59,405 42,400 38,200 0.774538 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 4 66 263 AGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGAGCATCTTAGGGACAGCTGC CTGGAATGTGCTGTGTGTGG 66 117 13 20 275 20 59,820 59,405 52,500 41,700 0.774538 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 4 65 262 GCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCGCATCTTAGGGACAGCTGCT CTGGAATGTGCTGTGTGTGG 65 117 14 20 275 20 59,820 59,405 42,400 41,700 0.774538 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 4 2 136 CTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAG CTGAAGGAAGCTGTGGCAGG GCCAAATATCATGTTCAATTATAGTCG 47 2 32 20 167 27 60,959 57,453 48,500 41,800 10,506,280 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 4 2 137 GCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGA GCTGAAGGAAGCTGTGGCAG GCCAAATATCATGTTCAATTATAGTCG 48 2 31 20 167 27 61,584 57,453 48,500 41,800 11,131,289 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 5 2 135 TGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGC TGAAGGAAGCTGTGGCAGG GCCAAATATCATGTTCAATTATAGTCG 47 2 33 19 167 27 59,926 57,453 48,500 41,800 10,620,631 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 51 188 GGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACC GGGACAGCTGCTGAAGGAAG CTTCCAGAAGCATGCTCCCT 57 51 22 20 209 20 60,676 59,745 34,600 42,000 0.931469 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 51 196 GCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCGCATCTTAGGGACAGCTGCT CTTCCAGAAGCATGCTCCCT 65 51 14 20 209 20 59,820 59,745 42,400 42,000 0.435254 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 50 187 GGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACC GGGACAGCTGCTGAAGGAAG TTCCAGAAGCATGCTCCCTG 57 50 22 20 208 20 60,676 60,035 34,600 44,500 0.710918 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 50 189 TAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCA TAGGGACAGCTGCTGAAGGA TTCCAGAAGCATGCTCCCTG 59 50 20 20 208 20 60,252 60,035 33,600 44,500 0.287006 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 50 195 GCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCGCATCTTAGGGACAGCTGCT TTCCAGAAGCATGCTCCCTG 65 50 14 20 208 20 59,820 60,035 42,400 44,500 0.214703 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr95_2 2 99 40 10 1 AATC ATCAATCAATCAATCAATCAATCAATCAATCAATCA NO 0 0 6 50 196 AGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGAGCATCTTAGGGACAGCTGC TTCCAGAAGCATGCTCCCTG 66 50 13 20 208 20 59,820 60,035 52,500 44,500 0.214703 F 292 CAGAGACTTAAAAGCATCTTAGGGACAGCTGCTGAAGGAAGCTGTGGCAGGCACCCAGGTGGGAGCCTCAGcccccTCACAGTCCTATTTTCAGCCACatcaatcaatcaatcaatcaatcaatcaatcaatcaatcaATCGACTATAATTGAACATGATATTTGGCaaaaaGAACACAGCTCCCCTGCAGGGAGCATGCTTCTGGAAGCTTGCAGTGGAAAGGTATCTATCTGCCTAGCTAGCCAAGTGGCTGGCcacacacaGCACATTCCAGGCTGCTCAGGGGTTGAG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 1 1 2 53 296 GCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTT GCTCTGCTCTGTCATTTGCAC AGTATAGCCCTCACCCTGCA 174 53 47 21 342 20 60,136 60,031 45,700 44,100 1,166,857 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 4 53 175 CCACACCACCTTCAGCCTTATTCTCGGCAAAGATTA CCACACCACCTTCAGCCTTA AGTATAGCCCTCACCCTGCA 54 53 168 20 342 20 59,600 60,031 26,900 44,100 0.431324 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 4 52 174 CCACACCACCTTCAGCCTTATTCTCGGCAAAGATTA CCACACCACCTTCAGCCTTA GTATAGCCCTCACCCTGCAG 54 52 168 20 341 20 59,600 59,605 26,900 44,100 0.794778 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 4 34 286 GGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTGGAGTGTGTTGCTCTGCTCT GCCTCTTCCCTTGCCTGAG 185 34 37 20 322 19 59,965 60,078 40,900 33,500 1,112,475 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 4 34 287 AGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTAGGAGTGTGTTGCTCTGCTC GCCTCTTCCCTTGCCTGAG 186 34 36 20 322 19 59,965 60,078 42,600 33,500 1,112,475 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 5 54 178 CCACACCACCTTCAGCCTTATTCTCGGCAAAGATTA CCACACCACCTTCAGCCTTA CCCAGTATAGCCCTCACCCT 54 56 168 20 345 20 59,600 60,105 26,900 43,400 0.505147 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 5 45 297 GGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTGGAGTGTGTTGCTCTGCTCT CTCACCCTGCAGCCTCTTC 185 45 37 20 333 19 59,965 60,079 40,900 28,700 1,113,183 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 5 45 298 AGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTAGGAGTGTGTTGCTCTGCTC CTCACCCTGCAGCCTCTTC 186 45 36 20 333 19 59,965 60,079 42,600 28,700 1,113,183 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 5 36 288 GGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTGGAGTGTGTTGCTCTGCTCT CAGCCTCTTCCCTTGCCTG 185 36 37 20 324 19 59,965 60,378 40,900 48,500 1,412,866 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 56 220 TCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCTCTCCCTTGCCTTGTGACAG CCCAGTATAGCCCTCACCCT 96 56 126 20 345 20 59,602 60,105 35,100 43,400 0.502875 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 53 217 TCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCTCTCCCTTGCCTTGTGACAG AGTATAGCCCTCACCCTGCA 96 53 126 20 342 20 59,602 60,031 35,100 44,100 0.429052 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 52 216 TCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCTCTCCCTTGCCTTGTGACAG GTATAGCCCTCACCCTGCAG 96 52 126 20 341 20 59,602 59,605 35,100 44,100 0.792505 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 23 135 CCTTCAGCCTTATTCTCGGCAAAGATTAACAAATAT CCTTCAGCCTTATTCTCGGC GCCTGAGGCCACTTCTCC 46 23 176 20 310 18 58,412 59,729 55,400 37,100 3,858,074 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 23 136 ACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATA ACCTTCAGCCTTATTCTCGGC GCCTGAGGCCACTTCTCC 46 23 175 21 310 18 60,134 59,729 55,400 37,100 3,404,898 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr960_3 3 242 28 7 1 ATCC TGGATGGATGGATGGATGGATGGATGGA NO 0 0 6 22 135 ACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATA ACCTTCAGCCTTATTCTCGGC CCTGAGGCCACTTCTCCC 46 22 175 21 309 18 60,134 59,006 55,400 43,000 4,128,223 F 361 GATTAAAGTCCTCAGTTGAGCCAAAATTCAGGCCAAGGAgtgtgtTGCTCTGCTCTGTCATTTGCACATGTGTTTTGTGCTTTTCTATTGGATGTCCTTTCATTTCTTCTTAGCCTGATATTTGTTCTCCCTTGCCTTGTGACAGCCACTGCCCTCCTACCCCTTCCCCACACCACCTTCAGCCTTATTCTCGGCAAAGATTAACAAATATCTAAATTTTGTTTTGAGACTTTATGAAACTtggatggatggatggatggatggatggaATCATCCACTCCTgggggACgggggAGAAGTGGCCTCAGGCAAGGGAAGAGGCTGCAGGGTGAGGGCTATACTGGGGAAgggggTATCCTTG

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 1 1 24 2 142 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTCT GGGAGAAAGAAAGAAAGAAAGGGA 5 2 98 27 199 24 58,850 58,614 31,000 42,000 13,536,356 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 0 0 25 2 143 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTC AGGGAGAAAGAAAGAAAGAAAGGGA 6 2 98 26 200 25 57,690 59,865 28,700 42,000 13,444,915 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 0 0 25 2 143 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTCT AGGGAGAAAGAAAGAAAGAAAGGGA 5 2 98 27 200 25 58,850 59,865 31,000 42,000 13,284,805 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 0 0 25 2 143 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTCT AGGGAGAAAGAAAGAAAGAAAGGGA 5 2 98 27 200 25 58,850 59,865 31,000 42,000 13,284,805 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 0 0 25 2 143 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTCT AGGGAGAAAGAAAGAAAGAAAGGGA 5 2 98 27 200 25 58,850 59,865 31,000 42,000 13,284,805 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 130 44 11 1 AAAG TCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTNO 0 0 25 2 143 CCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctt CCTTTCTTTCTCTTTCTCTCTTTCTC AGGGAGAAAGAAAGAAAGAAAGGGA 6 2 98 26 200 25 57,690 59,865 28,700 42,000 13,444,915 F 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 1 24 2 202 CGAGTGCTTGAACAGATTGGTTTTCCATTATTAAAT CGAGTGCTTGAACAGATTGGT GGGAGAAAGAAAGAAAGAAAGGGA 25 2 38 21 199 24 58,854 58,614 36,700 42,000 7,532,403 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 0 25 2 203 CGAGTGCTTGAACAGATTGGTTTTCCATTATTAAAT CGAGTGCTTGAACAGATTGGT AGGGAGAAAGAAAGAAAGAAAGGGA 25 2 38 21 200 25 58,854 59,865 36,700 42,000 7,280,851 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 0 25 2 204 TCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAA TCGAGTGCTTGAACAGATTGGT AGGGAGAAAGAAAGAAAGAAAGGGA 25 2 37 22 200 25 60,224 59,865 36,700 42,000 7,358,790 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 0 25 2 203 CGAGTGCTTGAACAGATTGGTTTTCCATTATTAAAT CGAGTGCTTGAACAGATTGGT AGGGAGAAAGAAAGAAAGAAAGGGA 25 2 38 21 200 25 58,854 59,865 36,700 42,000 7,280,851 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 0 25 2 203 CGAGTGCTTGAACAGATTGGTTTTCCATTATTAAAT CGAGTGCTTGAACAGATTGGT AGGGAGAAAGAAAGAAAGAAAGGGA 25 2 38 21 200 25 58,854 59,865 36,700 42,000 7,280,851 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr963_3 3 84 90 11 2 AAAG CTCTCTCTCTCTCTCCTTTCTTTCTCTTTCTCTCTTTCT NO 0 0 25 2 204 TCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAA TCGAGTGCTTGAACAGATTGGT AGGGAGAAAGAAAGAAAGAAAGGGA 25 2 37 22 200 25 60,224 59,865 36,700 42,000 7,358,790 G 246 AATGAAATTAGATTGTACTGTATATTAATGATTAGTTCGAGTGCTTGAACAGATTGGTTTTCCATTATTAAATATTGTAGTTCctctctctctctctCCTTTCTTTCTCTTtctctcTTTCTCTTTCTCtctttctttctttctttctttctttctttctttctttctttcttTCTCCctttctttctttctttCTCCctttctttctttctttCTCCctttctttctttctttCTCCCTTTCTTT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 1 1 3 12 141 tGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTTGTTGTGAGTATTGTACAGTGAGT TCTTTGTTGGCCATGAAGCG 12 53 15 24 155 20 57,843 59,402 34,100 46,800 6,754,316 F 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 4 11 140 GTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGT GTTGTGAGTATTGTACAGTGAGTG TCTTTGTTGGCCATGAAGCG 11 53 16 24 155 20 57,546 59,402 35,100 46,800 7,051,211 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 4 11 141 tGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTTGTTGTGAGTATTGTACAGTGAGTG TCTTTGTTGGCCATGAAGCG 11 53 15 25 155 20 59,017 59,402 35,100 46,800 6,580,686 F 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 5 10 140 GTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGT GTTGTGAGTATTGTACAGTGAGTGT TCTTTGTTGGCCATGAAGCG 10 53 16 25 155 20 59,016 59,402 35,500 46,800 6,581,288 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 5 10 141 GTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGT GTTGTGAGTATTGTACAGTGAGTGT TTCTTTGTTGGCCATGAAGCG 10 53 16 25 156 21 59,016 60,000 35,500 46,800 6,984,105 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT
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cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 9 0 124 ACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaaga ACAGTGAGTGTTGAGAGCAGT TTTGTTGGCCATGAAGCGC 0 52 30 21 153 19 59,241 60,006 44,000 59,200 2,765,782 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 9 0 126 ACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaaga ACAGTGAGTGTTGAGAGCAGT TCTTTGTTGGCCATGAAGCG 0 53 30 21 155 20 59,241 59,402 44,000 46,800 2,357,013 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr964_2 2 51 32 8 1 AAAG AAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGA NO 0 0 9 0 127 ACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaaga ACAGTGAGTGTTGAGAGCAGT TTCTTTGTTGGCCATGAAGCG 0 53 30 21 156 21 59,241 60,000 44,000 46,800 2,759,830 A 158 CAGTATACAGtttttGTTGTGAGTATTGTACAGTGAGTGTTGAGAGCAGTaagaaagaaagaaagaaagaaagaaagaaagaGGAAAACCTTGCATTTATAAAATGCCTTTCATGACTTCAGATTATCCCAAAAGCGCTTCATGGCCAACAAAGAATT

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 1 1 3 79 241 TGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAATGAAGCACAATTTCGTACTTGG TCAAAGATGATTCCATGGCTGT 79 90 14 22 254 22 57,518 58,028 36,100 44,000 8,454,063 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 3 78 241 TGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAATGAAGCACAATTTCGTACTTGGA TCAAAGATGATTCCATGGCTGT 78 90 14 23 254 22 58,869 58,028 35,300 44,000 8,102,989 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 3 78 241 TGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAATGAAGCACAATTTCGTACTTGGA TCAAAGATGATTCCATGGCTGTT 78 89 14 23 254 23 58,869 58,653 35,300 31,600 8,477,587 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 3 44 193 CTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAGT TCCATGGCTGTTTAAACTGTGTG 44 78 51 20 243 23 58,691 59,682 31,600 38,200 4,626,709 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 5 45 193 ACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAG CCATGGCTGTTTAAACTGTGTGA 45 77 50 20 242 23 58,691 59,682 36,100 35,800 4,626,709 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 5 44 192 CTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAGT CCATGGCTGTTTAAACTGTGTGA 44 77 51 20 242 23 58,691 59,682 31,600 35,800 4,626,709 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 12 25 140 AAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGAAACTTCCTTGTCGTTGCCAAG ACACTTCCTTCCTCCCTCCC 45 25 48 22 187 20 59,901 60,548 36,100 43,000 2,647,053 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 12 25 140 AAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGAAACTTCCTTGTCGTTGCCA ACACTTCCTTCCTCCCTCCC 47 25 48 20 187 20 58,242 60,548 49,200 43,000 2,305,637 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 12 25 140 AAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGAAACTTCCTTGTCGTTGCCAA ACACTTCCTTCCTCCCTCCC 46 25 48 21 187 20 58,904 60,548 45,200 43,000 2,644,202 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 14 24 136 CTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAGT CACTTCCTTCCTCCCTCCCT 44 24 51 20 186 20 58,691 60,253 31,600 42,000 1,561,926 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 14 24 137 ACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAGT CACTTCCTTCCTCCCTCCCT 44 24 50 21 186 20 60,408 60,253 31,600 42,000 1,661,193 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr966_2 2 115 28 7 1 AGGG GGAGGGAGGGAGGGAGGGAGGGAGGGAG NO 0 0 14 24 137 ACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGACTTCCTTGTCGTTGCCAAG CACTTCCTTCCTCCCTCCCT 45 24 50 20 186 20 58,691 60,253 36,100 42,000 1,561,926 F 263 CACTTAGTAAGTATGAAGCACAATTTCGTACTTGGAAAACGTTCTGAAAACTTCCTTGTCGTTGCCAAGTTATTagagagGGAGGGAAagagagaaaaaaaGAAATAAAGGAACggagggagggagggagggagggagggagGAAAGAANNAGNNNNGGGGNNGGNAGGGAGGGAGGAAGGAAGTGTATTTCTAAAACTTCTTTTCATACCTTAGGTTTTcacacaGTTTAAACAGCCATGGAATCATCTTTGAAGAGTAGAG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 1 1 2 68 244 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACA CGCGTGGAAACCATAGCAAC 111 68 1 24 244 20 57,198 60,179 35,800 41,700 6,980,739 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 2 67 243 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACA GCGTGGAAACCATAGCAACC 111 67 1 24 243 20 57,198 59,830 35,800 37,700 6,971,878 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 3 68 243 AAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGAAGCGATTGAGTTTCTAATCACAT CGCGTGGAAACCATAGCAAC 110 68 2 24 244 20 57,008 60,179 32,100 41,700 7,171,262 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 3 68 244 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACAT CGCGTGGAAACCATAGCAAC 110 68 1 25 244 20 57,617 60,179 32,100 41,700 7,562,301 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 3 65 241 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACA GTGGAAACCATAGCAACCGC 111 65 1 24 241 20 57,198 59,830 35,800 56,800 6,971,878 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 4 47 176 TGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGG TGCGCTTTACTGACTTCCCG CGCGTGGAAACCATAGCAAC 47 68 69 20 244 20 60,669 60,179 51,400 41,700 0.848518 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 43 150 TGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGG TGCGCTTTACTGACTTCCCG ACACTTTACAGCGGCCTGG 47 43 69 20 218 19 60,669 60,303 51,400 44,500 1,971,829 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 43 217 AAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGAAGCGATTGAGTTTCTAATCACAT ACACTTTACAGCGGCCTGG 110 43 2 24 218 19 57,008 60,303 32,100 44,500 8,294,574 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 43 218 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACA ACACTTTACAGCGGCCTGG 111 43 1 24 218 19 57,198 60,303 35,800 44,500 8,104,050 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 43 218 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAAT AAAGCGATTGAGTTTCTAATCACAT ACACTTTACAGCGGCCTGG 110 43 1 25 218 19 57,617 60,303 32,100 44,500 8,685,613 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 40 143 TACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACTACTGACTTCCCGCTTCTGG ACACTTTACAGCGGCCTGG 40 43 76 20 218 19 59,104 60,303 38,600 44,500 2,198,041 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 12 114 GAATCACGACAGGCGGTGTCCNCACCATCATggcgg GAATCACGACAGGCGGTGT ACACTTTACAGCGGCCTGG 12 43 105 19 218 19 60,374 60,303 41,600 44,500 2,676,763 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 12 137 GAATCACGACAGGCGGTGTCCNCACCATCATggcgg GAATCACGACAGGCGGTGT GTGGAAACCATAGCAACCGC 12 65 105 19 241 20 60,374 59,830 41,600 56,800 1,544,590 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 5 12 139 GAATCACGACAGGCGGTGTCCNCACCATCATggcgg GAATCACGACAGGCGGTGT GCGTGGAAACCATAGCAACC 12 67 105 19 243 20 60,374 59,830 41,600 37,700 1,544,590 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 171 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT GTGGAAACCATAGCAACCGC 45 65 71 20 241 20 60,390 59,830 55,200 56,800 0.560286 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 173 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT GCGTGGAAACCATAGCAACC 45 67 71 20 243 20 60,390 59,830 55,200 37,700 0.560286 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 174 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT CGCGTGGAAACCATAGCAAC 45 68 71 20 244 20 60,390 60,179 55,200 41,700 0.569147 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 191 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT GGCCCACACTCACCGACC 45 87 71 20 261 18 60,390 62,700 55,200 47,900 5,089,469 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 192 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT GGGCCCACACTCACCGAC 45 88 71 20 262 18 60,390 62,700 55,200 47,900 5,089,469 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 45 210 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT CACCGTCACCTCCTGCCG 45 106 71 20 280 18 60,390 62,742 55,200 56,900 5,132,149 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 6 43 148 CGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGACGCTTTACTGACTTCCCGCT ACACTTTACAGCGGCCTGG 45 43 71 20 218 19 60,390 60,303 55,200 44,500 1,692,459 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 7 20 122 GCTGACGGGAATCACGACAGGCGGTGTCCNCACCAGCTGACGGGAATCACGACA ACACTTTACAGCGGCCTGG 20 43 97 19 218 19 60,080 60,303 43,500 44,500 2,382,604 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 8 18 121 CTGACGGGAATCACGACAGGCGGTGTCCNCACCATCTGACGGGAATCACGACAGG ACACTTTACAGCGGCCTGG 18 43 98 20 218 19 60,459 60,303 40,000 44,500 1,761,054 A 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 8 18 131 CTGACGGGAATCACGACAGGCGGTGTCCNCACCATCTGACGGGAATCACGACAGG CAACCGCGCGACACTTTAC 18 53 98 20 228 19 60,459 60,155 40,000 20,100 1,613,270 F 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr96_2 2 136 21 7 1 CCG GGCGGCGGCGGCGGCGGCGGC GGC_136_156 0 0 8 18 147 CTGACGGGAATCACGACAGGCGGTGTCCNCACCATCTGACGGGAATCACGACAGG CGCGTGGAAACCATAGCAAC 18 68 98 20 244 20 60,459 60,179 40,000 41,700 0.637743 B 280 AAAGCGATTGAGTTTCTAATCACATAAGTTTAAAATGTCTCTTTTGAAGGAAAACAAATAAACGCGAATGCGCTTTACTGACTTCCCGCTTCTGGCGCTGACGGGAATCACGACAGGCGGTGTCCNCACCATCATggcggcggcggcggcggcggcGNNNGCACCGTCACGTGACGGCAGCCGCCGTGAAGTGAANTGGCCAGGCCGCTGTAAAGTGTcgcgcgGTTGCTATGGTTTCCACGCGGTCGGTGAGTGTGGGCCCCGGCAGGAGGTGACGGTG

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 1 1 2 44 189 AGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTG AGGCTAGAGGACCGTCTGTT AGAGTTCACGTAACGATGATGT 73 44 35 20 223 22 59,960 57,564 31,600 30,600 4,476,153 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 2 44 190 AAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCT AAGGCTAGAGGACCGTCTGT AGAGTTCACGTAACGATGATGT 74 44 34 20 223 22 59,960 57,564 34,100 30,600 4,476,153 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 2 44 213 gggAATCGGCATTGACAGGTGAAAAGGCTAGAGGAGGGAATCGGCATTGACAGGT AGAGTTCACGTAACGATGATGT 97 44 11 20 223 22 60,394 57,564 40,000 30,600 4,830,594 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 3 41 187 AGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTG AGGCTAGAGGACCGTCTGTT AGTTCACGTAACGATGATGTTGA 73 41 35 20 221 23 59,960 58,448 31,600 31,800 4,592,266 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 3 41 188 AAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCT AAGGCTAGAGGACCGTCTGT AGTTCACGTAACGATGATGTTGA 74 41 34 20 221 23 59,960 58,448 34,100 31,800 4,592,266 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 3 41 188 AGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTG AGGCTAGAGGACCGTCTGTT GAGTTCACGTAACGATGATGTTGA 73 41 35 20 222 24 59,960 59,380 31,600 31,800 4,659,671 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 3 41 190 AAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCC AAAGGCTAGAGGACCGTCTGT GAGTTCACGTAACGATGATGTTGA 74 41 33 21 222 24 60,550 59,380 34,100 31,800 6,170,169 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 42 190 AAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCC AAAGGCTAGAGGACCGTCTG GAGTTCACGTAACGATGATGTTG 75 42 33 20 222 23 58,813 58,129 35,100 33,300 6,058,309 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 42 190 AAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCT AAGGCTAGAGGACCGTCTGT AGAGTTCACGTAACGATGATGTTG 74 42 34 20 223 24 59,960 59,379 34,100 33,300 4,661,371 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 41 190 AAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCC AAAGGCTAGAGGACCGTCTG GAGTTCACGTAACGATGATGTTGA 75 41 33 20 222 24 58,813 59,380 35,100 31,800 5,806,847 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 40 156 TGAGCCACGTAACGCATCATCTGCATGTACGAAGCATGAGCCACGTAACGCATCAT AGAGTTCACGTAACGATGATGT 40 44 68 20 223 22 60,108 57,564 24,500 30,600 4,544,619 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 24 138 TCATCTGCATGTACGAAGCAAAATAAATCTGAATCTTCATCTGCATGTACGAAGCA AGTTCACGTAACGATGATGTTGA 24 41 84 20 221 23 57,329 58,448 39,100 31,800 7,223,485 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 4 24 139 TCATCTGCATGTACGAAGCAAAATAAATCTGAATCTTCATCTGCATGTACGAAGCA GAGTTCACGTAACGATGATGTTGA 24 41 84 20 222 24 57,329 59,380 39,100 31,800 7,290,890 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 8 23 135 AGCCACGTAACGCATCATCTGCATGTACGAAGCAA AGCCACGTAACGCATCATCT TGTTGAAGATTGTGATGGTGATGA 38 23 70 20 204 24 59,824 58,685 29,000 29,200 5,491,108 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 8 23 137 TGAGCCACGTAACGCATCATCTGCATGTACGAAGCATGAGCCACGTAACGCATCAT TGTTGAAGATTGTGATGGTGATGA 40 23 68 20 204 24 60,108 58,685 24,500 29,200 5,423,724 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 10 26 138 AGCCACGTAACGCATCATCTGCATGTACGAAGCAA AGCCACGTAACGCATCATCT TGATGTTGAAGATTGTGATGGTGA 38 26 70 20 207 24 59,824 58,685 29,000 40,200 5,491,108 F 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr974_2 2 128 30 10 1 AAT TAATAATAATAATAATAATAATAATAATAA NO 0 0 12 28 139 GCCACGTAACGCATCATCTGCATGTACGAAGCAAA GCCACGTAACGCATCATCTG GATGATGTTGAAGATTGTGATGGT 37 28 71 20 209 24 59,698 57,553 29,000 35,500 6,748,469 B 274 ATCTCCTTgggggAATCGGCATTGACAGGTGAAAAGGCTAGAGGACCGTCTGTTAAAGATTACGTCCTGAGCCACGTAACGCATCATCTGCATGTACGAAGCAAAATAAATCTGAATCTGCAATAAGtaataataataataataataataataataaCAACAGCAACACAACATTAatcatcatcACCATCACAATCTTCAACATCATCGTTACGTGAACTCtttttGTAAGTAACGAAACATGTTTTCAGTTGGGCCAAAATGCtttttCAAA

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 1 1 6 41 237 ACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTA ACTGCAGCTACCTCTGGTCT ACCATCCTCCACTGTTTGCC 58 41 30 20 266 20 60,252 60,251 38,500 45,200 0.503354 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 6 41 240 CAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAA CAAACTGCAGCTACCTCTGGT ACCATCCTCCACTGTTTGCC 60 41 27 21 266 20 60,271 60,251 40,000 45,200 1,522,396 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 6 41 241 TCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAATCAAACTGCAGCTACCTCTGG ACCATCCTCCACTGTTTGCC 61 41 26 21 266 20 59,998 60,251 38,600 45,200 1,253,771 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 6 11 190 GAAGGACCTTCACGGGTAGGCAGAGACAGTAtatct GAAGGACCTTCACGGGTAGG ACCATCCTCCACTGTTTGCC 11 41 77 20 266 20 59,464 60,251 31,800 45,200 0.787139 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 6 4 183 CTTCACGGGTAGGCAGAGACAGTAtatctatctatctat CTTCACGGGTAGGCAGAGAC ACCATCCTCCACTGTTTGCC 4 41 84 20 266 20 59,826 60,251 33,600 45,200 0.425049 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 8 40 236 ACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTA ACTGCAGCTACCTCTGGTCT CCATCCTCCACTGTTTGCCA 58 40 30 20 265 20 60,252 60,251 38,500 49,200 0.503309 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 8 40 240 TCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAATCAAACTGCAGCTACCTCTGG CCATCCTCCACTGTTTGCCA 61 40 26 21 265 20 59,998 60,251 38,600 49,200 1,253,727 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 8 4 182 CTTCACGGGTAGGCAGAGACAGTAtatctatctatctat CTTCACGGGTAGGCAGAGAC CCATCCTCCACTGTTTGCCA 4 40 84 20 265 20 59,826 60,251 33,600 49,200 0.425005 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr975_3 3 108 98 19 1.5 AGAT TATCTATCTATCTATCTATCTATCTATCTATCTATCTA TATC_108_171 0 0 8 0 178 ACGGGTAGGCAGAGACAGTAtatctatctatctatctatctACGGGTAGGCAGAGACAGTA CCATCCTCCACTGTTTGCCA 0 40 88 20 265 20 59,669 60,251 27,400 49,200 0.581901 B 272 TGGCCTAAGTGCATGCATATGTAAATCAAACTGCAGCTACCTCTGGTCTTTCCCAAATTAAAGTATTTAAAATTATGAAGGACCTTCACGGGTAGGCAGAGACAGTAtatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatctatatatatatatatatatataTCATGGAGTAACATTTCACAATTTGCCAAACTTGGAAGTATGGCAAACAGTGGAGGATGGTATGAAT

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 1 1 2 57 238 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG TGTGTTCTAGACTGTGTTAACCA 57 114 38 20 275 23 60,035 57,398 40,000 36,700 5,636,735 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 2 57 240 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG AATGTGTTCTAGACTGTGTTAACCA 57 114 38 20 277 25 60,035 58,412 40,000 36,700 6,623,355 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 2 45 191 TGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTGCAAGTCTTTCCTTCTTAAATCTGG CAAATTATGCTGTCCTGAGGCC 74 45 15 26 205 22 59,793 59,640 38,600 51,900 8,567,583 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 2 44 165 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG ATTATGCTGTCCTGAGGCCA 57 44 38 20 202 20 60,035 58,784 40,000 53,600 1,251,216 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 2 44 190 TGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTGCAAGTCTTTCCTTCTTAAATCTGG AAATTATGCTGTCCTGAGGCCA 74 44 15 26 204 22 59,793 60,025 38,600 53,600 8,232,454 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 2 43 164 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG TTATGCTGTCCTGAGGCCAT 57 43 38 20 201 20 60,035 58,784 40,000 44,000 1,251,216 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 3 57 245 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG TCAGTAATGTGTTCTAGACTGTGT 57 120 38 20 282 24 60,035 57,350 40,000 37,200 6,685,578 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 3 44 190 ATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGATGCAAGTCTTTCCTTCTTAAATCTGG AATTATGCTGTCCTGAGGCCA 74 44 14 27 203 21 60,094 59,434 38,600 53,600 8,659,791 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 3 41 162 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG ATGCTGTCCTGAGGCCATAG 57 41 38 20 199 20 60,035 59,236 40,000 22,300 0.798804 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 3 0 122 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG TCCACTCATTAGTATGCGCAG 57 0 38 20 159 21 60,035 57,902 40,000 51,800 3,133,028 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 4 57 246 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG CTCAGTAATGTGTTCTAGACTGTGT 57 120 38 20 283 25 60,035 58,317 40,000 37,200 6,717,898 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 4 1 124 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG GTTCCACTCATTAGTATGCGCA 57 1 38 20 161 22 60,035 58,805 40,000 60,900 3,230,013 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 4 1 125 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG AGTTCCACTCATTAGTATGCGCA 57 1 38 20 162 23 60,035 60,119 40,000 60,900 3,153,926 A 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 6 57 230 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG AGACTGTGTTAACCAATTCACACA 57 105 38 20 267 24 60,035 58,810 40,000 37,200 5,225,080 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr977_2 2 115 24 8 1 AAT ATAATAATAATAATAATAATAATA NO 0 0 7 57 229 TGGACTTGCCATGCTACCAGCAAAGTAACAAATGA TGGACTTGCCATGCTACCAG GACTGTGTTAACCAATTCACACA 57 105 38 20 266 23 60,035 57,507 40,000 37,200 5,528,284 F 283 AGGTGCtatataAATGCAAGTCTTTCCTTCTTAAATCTGGACTTGCCATGCTACCAGCAAAGTAACAAATGATTGCTTCCAGGAGAAATTTCACCTGGAAAACTGTTTTCTTTGataataataataataataataataCTGCGCATACTAATGAGTGGAACTTTCTCNAAAGAATAAGCCTATGGCCTCAGGACAGCATAATTTGTGTTATGATGAttttttttttCTGAAACTTACCACAAAtgtgtgAATTGGTTAACACAGTCTAGAACACATTACTGAG

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 1 1 3 34 212 GGTGCCAATCTGCCCGATATggacggacggacGTCGGGGGTGCCAATCTGCCCGATAT CCAGTTCCACTCCAGGCAG 118 34 21 20 232 19 60,251 60,003 16,300 48,500 1,253,770 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 116 294 TGCCAATCTGCCCGATATggacggacggacGTCGGGGATGCCAATCTGCCCGATATGG CGAGCAGGATGGAACGCA 116 119 23 20 316 18 60,251 60,126 27,400 52,400 2,376,410 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 115 289 GCCAATCTGCCCGATATggacggacggacGTCGGGGA GCCAATCTGCCCGATATGGA CAGGATGGAACGCAGCCC 115 115 24 20 312 18 59,963 60,826 34,100 51,900 2,862,569 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 115 293 GCCAATCTGCCCGATATggacggacggacGTCGGGGA GCCAATCTGCCCGATATGGA CGAGCAGGATGGAACGCA 115 119 24 20 316 18 59,963 60,126 34,100 52,400 2,162,284 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 115 293 GCCAATCTGCCCGATATggacggacggacGTCGGGGA GCCAATCTGCCCGATATGGA CGAGCAGGATGGAACGCAG 115 118 24 20 316 19 59,963 61,170 34,100 51,800 2,206,521 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 34 209 GCCAATCTGCCCGATATggacggacggacGTCGGGGA GCCAATCTGCCCGATATGGA CCAGTTCCACTCCAGGCAG 115 34 24 20 232 19 59,963 60,003 34,100 48,500 1,039,600 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 34 210 TGCCAATCTGCCCGATATggacggacggacGTCGGGGATGCCAATCTGCCCGATATGG CCAGTTCCACTCCAGGCAG 116 34 23 20 232 19 60,251 60,003 27,400 48,500 1,253,726 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 33 126 CGGATGGCTGCTGTGAGAGCggggggCCCgggggtttt CGGATGGCTGCTGTGAGAG CCAGTTCCACTCCAGGCAG 33 34 107 19 232 19 60,521 60,003 32,000 48,500 2,523,879 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 5 33 132 CGGATGGCTGCTGTGAGAGCggggggCCCgggggtttt CGGATGGCTGCTGTGAGAG CATGGCCCAGTTCCACTCC 33 40 107 19 238 19 60,521 60,379 32,000 38,500 2,900,054 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 105 282 CGATATggacggacggacGTCGGGGAGCGGGCGGTGGCGATATGGACGGACGGACG CGAGCAGGATGGAACGCAG 105 118 35 19 316 19 60,082 61,170 47,900 51,800 3,252,090 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 105 282 CGATATggacggacggacGTCGGGGAGCGGGCGGTGGCGATATGGACGGACGGACG CGAGCAGGATGGAACGCA 105 119 35 19 316 18 60,082 60,126 47,900 52,400 3,207,853 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 2 94 CGGATGGCTGCTGTGAGAGCggggggCCCgggggtttt CGGATGGCTGCTGTGAGAG CAGTCCGGTCCGCCATATC 33 2 107 19 200 19 60,521 60,006 32,000 16,300 2,527,112 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 2 177 GCCAATCTGCCCGATATggacggacggacGTCGGGGA GCCAATCTGCCCGATATGGA CAGTCCGGTCCGCCATATC 115 2 24 20 200 19 59,963 60,006 34,100 16,300 1,042,834 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 2 178 TGCCAATCTGCCCGATATggacggacggacGTCGGGGATGCCAATCTGCCCGATATGG CAGTCCGGTCCGCCATATC 116 2 23 20 200 19 60,251 60,006 27,400 16,300 1,256,960 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr983_2 2 159 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 7 2 180 GGTGCCAATCTGCCCGATATggacggacggacGTCGGGGGTGCCAATCTGCCCGATAT CAGTCCGGTCCGCCATATC 118 2 21 20 200 19 60,251 60,006 16,300 16,300 1,257,003 F 351 GCACACTTCCCTCAAATTACGGTGCCAATCTGCCCGATATggacggacggacGTCGGGGAGCGGGCGGTGGGGAGGAGATGGCTCCGATTCGGGCACTcgcgcgGGCGGATGGCTGCTGTGAGAGCggggggCCCgggggtttttATTACATGTCAGTgtggtggtggtggtggtggtgGGGATATGGCGGACCGGACTGAGTCTgcgcgcGGCTGCCTGGAGTGGAACTGGGCCATGCGCTTGGGCCCATGGGGTGGGTGCGGGGAGGCTGCCGGGCTCGCGATCGGAGTCCCGGGCTGCGTTCCATCCTGCTCGCCCGGGGAAAGCCGTGCAGTCCCCAGCTCTTTCCC

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 1 1 3 15 180 CACTTTGAAGCTTGCATCATGGAGAAACTTTAACAACACTTTGAAGCTTGCATCATGGA ATGCACCCGAATCTGTCTCC 94 15 77 23 256 20 60,057 59,821 34,100 37,100 3,236,104 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 3 15 212 GGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACT GGAGTGTCTCACTTGCTAATTCTG ATGCACCCGAATCTGTCTCC 125 15 45 24 256 20 59,371 59,821 30,200 37,100 4,808,200 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 3 15 213 AGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCAC AGGAGTGTCTCACTTGCTAATTCT ATGCACCCGAATCTGTCTCC 126 15 44 24 256 20 59,470 59,821 24,000 37,100 4,709,161 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 3 15 215 AAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTC AAAGGAGTGTCTCACTTGCTAA ATGCACCCGAATCTGTCTCC 130 15 42 22 256 20 57,310 59,821 30,900 37,100 4,868,612 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 3 4 92 TGCCTTTAAACATCGGTGGGAATTTtttatttatttattta TGCCTTTAAACATCGGTGGGA CCAAATGCACCCGAATCTGTC 4 18 169 21 260 21 59,926 59,867 43,700 35,100 2,207,108 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 4 15 255 GGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGGTTAGTGTTCCCAATATAAGGGT ATGCACCCGAATCTGTCTCC 168 15 2 24 256 20 57,990 59,821 43,400 37,100 6,188,908 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 4 5 93 TGCCTTTAAACATCGGTGGGAATTTtttatttatttattta TGCCTTTAAACATCGGTGGG CCCAAATGCACCCGAATCTG 5 20 169 20 261 20 58,460 59,543 46,100 29,000 1,997,302 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 4 4 93 TGCCTTTAAACATCGGTGGGAATTTtttatttatttattta TGCCTTTAAACATCGGTGGGA CCCAAATGCACCCGAATCTG 4 20 169 21 261 20 59,926 59,543 43,700 29,000 1,531,119 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 5 20 261 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGGTTAGTGTTCCCAATATAAGGGT CCCAAATGCACCCGAATCTG 168 20 1 25 261 20 59,265 59,543 43,400 29,000 6,191,670 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 5 15 181 TCACTTTGAAGCTTGCATCATGGAGAAACTTTAACA TCACTTTGAAGCTTGCATCATGG ATGCACCCGAATCTGTCTCC 95 15 76 23 256 20 60,057 59,821 36,600 37,100 3,236,104 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 5 15 256 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGGTTAGTGTTCCCAATATAAGGGT ATGCACCCGAATCTGTCTCC 168 15 1 25 256 20 59,265 59,821 43,400 37,100 5,913,634 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr984_2 2 194 28 7 1 AAAT TTTATTTATTTATTTATTTATTTATTTA NO 0 0 6 15 175 TGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGAAGCTTGCATCATGGAGA ATGCACCCGAATCTGTCTCC 92 15 82 20 256 20 57,207 59,821 37,100 37,100 2,972,288 F 297 AGGTTAGTGTTCCCAATATAAGGGTAATTCACAACAAGTTAAAAGGAGTGTCTCACTTGCTAATTCTGAAGTACTTCACTTTGAAGCTTGCATCATGGAGAAACTTTAACAAGTATTTGACTAAAAGGTGTTCAGCTATAAGGTCTTCCAGTTCTTGTGAAATGTCATTGCCTTTAAACATCGGTGGGAATTTtttatttatttatttatttatttatttatttttACAGGCAAAGGGAGACAGATTCGGGTGCATTTGGGGAGTTAAGTCCCCTAAAAGTGAGGTAAGTTTGGGTT

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 1 1 6 18 240 TTTCATTAGCCTATTGATAAATGGTGATATTAATGA TTTCATTAGCCTATTGATAAATGGTGA GGGAGCTCCAGGATGTTGAC 18 139 8 27 247 20 57,360 60,107 40,200 31,800 9,747,023 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 18 241 TTTCATTAGCCTATTGATAAATGGTGATATTAATGA TTTCATTAGCCTATTGATAAATGGTGA AGGGAGCTCCAGGATGTTGA 18 140 8 27 248 20 57,360 60,253 40,200 31,800 9,892,444 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 18 251 TTTCATTAGCCTATTGATAAATGGTGATATTAATGA TTTCATTAGCCTATTGATAAATGGTGA GCTGTTAGGAAGGGAGCTCC 18 150 8 27 258 20 57,360 59,821 40,200 47,000 9,818,797 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 1 95 AATGGTGATATTAATGATGTGCTGTTttattattattatt AATGGTGATATTAATGATGTGCTGT TGCGCCCAATATCTCTGACA 1 13 27 25 121 20 57,171 59,170 44,000 35,800 8,658,498 A 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 1 174 AATGGTGATATTAATGATGTGCTGTTttattattattatt AATGGTGATATTAATGATGTGCTGT ATTTCCAGGGCAGGATGGTG 1 92 27 25 200 20 57,171 60,033 44,000 41,700 7,861,321 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 6 1 221 AATGGTGATATTAATGATGTGCTGTTttattattattatt AATGGTGATATTAATGATGTGCTGT GGGAGCTCCAGGATGTTGAC 1 139 27 25 247 20 57,171 60,107 44,000 31,800 7,935,967 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 7 0 94 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT TGCGCCCAATATCTCTGACA 0 13 28 25 121 20 57,171 59,170 31,600 35,800 8,658,498 A 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 7 0 95 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT TTGCGCCCAATATCTCTGACA 0 13 28 25 122 21 57,171 59,791 31,600 35,800 9,037,769 A 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 7 0 173 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT ATTTCCAGGGCAGGATGGTG 0 92 28 25 200 20 57,171 60,033 31,600 41,700 7,861,321 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 7 0 220 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT GGGAGCTCCAGGATGTTGAC 0 139 28 25 247 20 57,171 60,107 31,600 31,800 7,935,967 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 7 0 231 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT GCTGTTAGGAAGGGAGCTCC 0 150 28 25 258 20 57,171 59,821 31,600 47,000 8,007,741 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr985_2 2 53 36 12 1 AAT TTATTATTATTATTATTATTATTATTATTATTATTA NO 0 0 8 0 165 ATGGTGATATTAATGATGTGCTGTTttattattattattatATGGTGATATTAATGATGTGCTGTT GGCAGGATGGTGAGTGACTT 0 84 28 25 192 20 57,171 59,674 31,600 30,100 8,154,771 F 259 TATGGGTTTTCATTAGCCTATTGATAAATGGTGATATTAATGATGTGCTGTTttattattattattattattattattattattattaATAATAATTGTTGTGTCAGAGATATTGGGCGCAATTTTATgggggAGGAAAGTCGGCCAGCAGCCAAAACACCATaaaaaCTCCAAGTCACTCACCATCCTGCCCTGGAAatatatCGCTGTTCCTTCACTGTAACTGAGTCAACATCCTGGAGCTCCCTTCCTAACAGCA

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 1 1 4 0 188 AATCCAATTCCctctctGTCTGtctctctcActctctctctcac AATCCAATTCCCTCTCTGTCTG CCAGATCGTAACCTGCTGCT 0 91 34 22 221 20 57,500 59,823 35,100 42,400 4,677,178 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 4 0 189 AATCCAATTCCctctctGTCTGtctctctcActctctctctcac AATCCAATTCCCTCTCTGTCTG TCCAGATCGTAACCTGCTGC 0 92 34 22 222 20 57,500 59,824 35,100 52,500 4,676,259 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 7 28 216 ATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATT ATCAAAGCAGCCAGACTAGCT TCCAGATCGTAACCTGCTGC 28 92 7 21 222 20 59,441 59,824 33,200 52,500 1,734,516 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 7 28 258 ATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATT ATCAAAGCAGCCAGACTAGCT CCTCTTGAAAGTTACTATTCCACATCT 28 127 7 21 264 27 59,441 58,956 33,200 29,000 9,602,467 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 8 28 177 TCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTC TCAAAGCAGCCAGACTAGCT AAACTCGGTGTCATGAAGAGAT 28 52 8 20 184 22 59,020 57,456 33,200 27,500 5,523,255 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 8 28 214 TCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTC TCAAAGCAGCCAGACTAGCT CCAGATCGTAACCTGCTGCT 28 91 8 20 221 20 59,020 59,823 33,200 42,400 1,156,344 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 8 28 215 TCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTC TCAAAGCAGCCAGACTAGCT TCCAGATCGTAACCTGCTGC 28 92 8 20 222 20 59,020 59,824 33,200 52,500 1,155,425 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 8 28 257 TCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTC TCAAAGCAGCCAGACTAGCT CCTCTTGAAAGTTACTATTCCACATC 28 128 8 20 264 26 59,020 57,797 33,200 30,600 9,182,410 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr986_2 2 56 55 9 1.5 ACTC TCTCTCTCACTCTCTCTCTCACTCACTCACTCACTCACNO 0 0 8 28 257 TCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTC TCAAAGCAGCCAGACTAGCT CCTCTTGAAAGTTACTATTCCACATCT 28 127 8 20 264 27 59,020 58,956 33,200 29,000 9,023,375 F 264 CCATACATCAAAGCAGCCAGACTAGCTGTCTTTAATCCAATTCCctctctGTCTGtctctctcActctctctctcactcactcactcactcactcactcactcactcactCACCTACACTTCCAATTTaaaaaTAATTTCCAATAACATTATACACATTAATATCTCTTCATGACACCGAGTTTTGCGGAAAGAtttttAAAGCAGCAGGTTACGATCTGGAGTACATTGCCTGAAAAGATGTGGAATAGTAACTTTCAAGAGG

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 1 1 2 48 189 GTGCCTGAACTGTCTCACCTGCACAGGAATGATGA GTGCCTGAACTGTCTCACCT CGGAGGTCAGTGCACAGTAA 73 48 58 20 246 20 59,605 59,683 40,000 22,400 0.711725 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 2 48 190 TGTGCCTGAACTGTCTCACCTGCACAGGAATGATGATGTGCCTGAACTGTCTCACC CGGAGGTCAGTGCACAGTAA 74 48 57 20 246 20 59,893 59,683 40,200 22,400 0.423868 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 2 48 192 GCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGCTGTGCCTGAACTGTCTCA CGGAGGTCAGTGCACAGTAA 76 48 55 20 246 20 60,250 59,683 32,700 22,400 0.567198 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 2 48 246 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACGTTGCTTGAGTGGACAGAT CGGAGGTCAGTGCACAGTAA 130 48 1 20 246 20 58,199 59,683 29,000 22,400 2,117,965 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 3 48 186 CCTGAACTGTCTCACCTGCACAGGAATGATGACTTT CCTGAACTGTCTCACCTGCA CGGAGGTCAGTGCACAGTAA 70 48 61 20 246 20 59,606 59,683 44,100 22,400 0.711352 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 3 48 188 TGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTGCCTGAACTGTCTCACCTG CGGAGGTCAGTGCACAGTAA 72 48 59 20 246 20 59,606 59,683 40,000 22,400 0.711352 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 4 49 247 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACGTTGCTTGAGTGGACAGAT TCGGAGGTCAGTGCACAGTA 130 49 1 20 247 20 58,199 60,539 29,000 27,400 2,339,552 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 4 48 227 TAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGTAAGCTGGAGGCCCAACTTC CGGAGGTCAGTGCACAGTAA 111 48 20 20 246 20 59,672 59,683 30,100 22,400 0.645418 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 4 30 134 ACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGcc ACATTGTGTCCCTAATGCATGG CAGTAACGTTATGGAGTGCTCG 30 32 99 22 232 22 58,974 59,148 36,600 50,300 5,878,391 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 Apr‐75 30 136 CATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccCATTGTGTCCCTAATGCATGG GCACAGTAACGTTATGGAGTGC 30 35 100 21 235 22 57,279 59,906 36,600 44,000 5,814,732 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 Apr‐75 30 137 ACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGcc ACATTGTGTCCCTAATGCATGG GCACAGTAACGTTATGGAGTGC 30 35 99 22 235 22 58,974 59,906 36,600 44,000 5,119,760 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr987_2 2 151 28 7 1 CCCG CCCGCCCGCCCGCCCGCCCGCCCGCCCG NO 0 0 6 53 251 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACGTTGCTTGAGTGGACAGAT GAACTCGGAGGTCAGTGCAC 130 53 1 20 251 20 58,199 60,668 29,000 45,700 2,468,597 F 268 CGTTGCTTGAGTGGACAGATAAGCTGGAGGCCCAACTTCAATCATATCTATGTGGCTGTGCCTGAACTGTCTCACCTGCACAGGAATGATGACTTTGTACATTGTGTCCCTAATGCATGGNCGCTNCCCTCGccccccNNNNNNNccccccccgcccgcccgcccgcccgcccgcccgCAACAACCTCAGAGTCCAAAAGGTGTCTCTGNCGAGCACTCCATAACGTTACTGTGCACTGACCTCCGAGTTCCCCTCAAAGTGCAGCCT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 1 1 4 28 229 CCAGACAGGTAAACGCCAGATATTGATAGCATGAA CCAGACAGGTAAACGCCAGA ACTTTCAGGCAGCGTCGATT 28 125 29 20 257 20 59,680 60,321 38,600 33,400 0.641144 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 4 28 230 CCAGACAGGTAAACGCCAGATATTGATAGCATGAA CCAGACAGGTAAACGCCAGA AACTTTCAGGCAGCGTCGAT 28 126 29 20 258 20 59,680 60,321 38,600 35,900 0.641144 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 4 28 231 CCAGACAGGTAAACGCCAGATATTGATAGCATGAA CCAGACAGGTAAACGCCAGA TAACTTTCAGGCAGCGTCGA 28 127 29 20 259 20 59,680 59,684 38,600 42,000 0.636260 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 4 9 117 CCAGACAGGTAAACGCCAGATATTGATAGCATGAA CCAGACAGGTAAACGCCAGA CCTTGGGCAGATAAAGAGTAAACA 28 9 29 20 145 24 59,680 58,747 38,600 28,300 5,573,704 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 4 9 120 AAGCCAGACAGGTAAACGCCAGATATTGATAGCAT AAGCCAGACAGGTAAACGCC CCTTGGGCAGATAAAGAGTAAACA 31 9 26 20 145 24 60,606 58,747 56,800 28,300 5,858,920 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 4 8 117 CCAGACAGGTAAACGCCAGATATTGATAGCATGAA CCAGACAGGTAAACGCCAGA CCTTGGGCAGATAAAGAGTAAACAA 28 8 29 20 145 25 59,680 59,290 38,600 28,300 6,030,473 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 5 54 255 GGGCTAAGCACTGAAGGACATAAAAGCCAGACAG GGGCTAAGCACTGAAGGACA ACTTTCAGGCAGCGTCGATT 54 125 3 20 257 20 59,675 60,321 40,200 33,400 0.645713 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 5 54 256 GGGCTAAGCACTGAAGGACATAAAAGCCAGACAG GGGCTAAGCACTGAAGGACA AACTTTCAGGCAGCGTCGAT 54 126 3 20 258 20 59,675 60,321 40,200 35,900 0.645713 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 5 54 257 GGGCTAAGCACTGAAGGACATAAAAGCCAGACAG GGGCTAAGCACTGAAGGACA TAACTTTCAGGCAGCGTCGA 54 127 3 20 259 20 59,675 59,684 40,200 42,000 0.640829 F 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 5 9 143 GGGCTAAGCACTGAAGGACATAAAAGCCAGACAG GGGCTAAGCACTGAAGGACA CCTTGGGCAGATAAAGAGTAAACA 54 9 3 20 145 24 59,675 58,747 40,200 28,300 5,578,273 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 5 8 143 GGGCTAAGCACTGAAGGACATAAAAGCCAGACAG GGGCTAAGCACTGAAGGACA CCTTGGGCAGATAAAGAGTAAACAA 54 8 3 20 145 25 59,675 59,290 40,200 28,300 6,035,042 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr988_2 2 77 36 8 1.5 AAT TAATAATAATAATAATAATAATAACAACAACAACAANO 0 0 6 9 144 AGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGAGGGCTAAGCACTGAAGGAC CCTTGGGCAGATAAAGAGTAAACA 55 9 2 20 145 24 59,384 58,747 38,500 28,300 5,869,181 B 266 AAGGGCTAAGCACTGAAGGACATAAAAGCCAGACAGGTAAACGCCAGATATTGATAGCATGAACTCAAGTTATATCtaataataataataataataataacaacaacaacaaAAATAACATTGTTTACTCTTTATCTGCCCAAGGCATATGtttttttttAAAAGTGTTGTTCAATTATTGTGTCACTATCTCATTTGTCTAAAGCTCTTGATTTCAATAAATTCAATTAAACTTTAAATCGACGCTGCCTGAAAGTTATTAAAGT

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 1 1 3 1 109 ATTCGGTGAGGGTGAATGGTAAAATTAACGGAATAATTCGGTGAGGGTGAATGGT CGTAATGAAATCTGCAGGCACC 39 1 49 20 157 22 59,008 60,223 35,500 50,100 3,215,260 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 3 0 106 ATTCGGTGAGGGTGAATGGTAAAATTAACGGAATAATTCGGTGAGGGTGAATGGT AATGAAATCTGCAGGCACCA 39 0 49 20 154 20 59,008 58,073 35,500 41,700 2,919,407 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 3 0 107 CATTCGGTGAGGGTGAATGGTAAAATTAACGGAATCATTCGGTGAGGGTGAATGGT AATGAAATCTGCAGGCACCA 39 0 48 21 154 20 60,340 58,073 35,500 41,700 3,267,504 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 4 39 296 ATTCGGTGAGGGTGAATGGTAAAATTAACGGAATAATTCGGTGAGGGTGAATGGT ACAGCAGCACACAAGTCAGT 39 190 49 20 344 20 59,008 60,108 35,500 34,100 1,099,428 F 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 86 289 TTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGT GTTCGTATGCTGCTGAAACCA 86 135 2 20 290 21 59,891 59,196 40,000 36,700 1,913,304 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 86 294 TTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGT TGGATGTTCGTATGCTGCTGA 86 140 2 20 295 21 59,891 59,793 40,000 42,600 1,316,002 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 85 239 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT TGGTTGTATGTCAATGCGTGT 85 86 3 20 241 21 59,891 58,501 35,000 44,900 2,608,350 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 85 288 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT GTTCGTATGCTGCTGAAACCA 85 135 3 20 290 21 59,891 59,196 35,000 36,700 1,913,304 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 85 289 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT TGTTCGTATGCTGCTGAAACC 85 136 3 20 291 21 59,891 59,196 35,000 32,700 1,913,304 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 85 293 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT TGGATGTTCGTATGCTGCTGA 85 140 3 20 295 21 59,891 59,793 35,000 42,600 1,316,002 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 85 293 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT TGGATGTTCGTATGCTGCTG 85 141 3 20 295 20 59,891 58,345 35,000 44,100 1,764,636 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 37 191 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT ACAGGACTTCAACCTTCTGTGT 85 37 3 20 193 22 59,891 59,494 35,000 37,200 2,614,972 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 37 192 TTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGT ACAGGACTTCAACCTTCTGTGT 86 37 2 20 193 22 59,891 59,494 40,000 37,200 2,614,972 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 1 155 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT CGTAATGAAATCTGCAGGCACC 85 1 3 20 157 22 59,891 60,223 35,000 50,100 2,332,493 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 0 152 TGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGTT AATGAAATCTGCAGGCACCA 85 0 3 20 154 20 59,891 58,073 35,000 41,700 2,036,640 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr989_3 3 108 27 9 1 ATC TGATGATGATGATGATGATGATGATGA NO 0 0 6 0 153 TTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTTGTGACTGAGCATGCAGGT AATGAAATCTGCAGGCACCA 86 0 2 20 154 20 59,891 58,073 40,000 41,700 2,036,640 A 350 ATTGTGACTGAGCATGCAGGTTATGCATGTGCACTTCTGCAATTGCACATTCGGTGAGGGTGAATGGTAAAATTAACGGAATATAGAATTCAGACATTCAAAAGAATtgatgatgatgatgatgatgatgatgaTGGTGCCTGCAGATTTCATTACGTTGTCACTATGGTGACACAGAAGGTTGAAGTCCTGTACCAGCTTCATGAAACAGAAGTTGAAAACACGCATTGACATACAACCATTTGATGTGAAAAGCCTAATGTTAAGAATGGTTTCAGCAGCATACGAACATCCATTGAAGGCTGGGAAGTAGTTAATAAAAGTACTGACTtgtgtgCTGCTGTACTGTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 1 1 3 20 218 TCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAATCAAAGTTGTTCCGGTTGCC GAACCCTACGAAGAAGCCACA 136 20 66 20 283 21 59,258 59,998 45,200 41,700 1,743,548 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 3 19 240 aCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTC ACGGCCATGCAGTACTCTTC ACCCTACGAAGAAGCCACAG 160 19 42 20 281 20 60,108 59,391 28,700 36,600 0.716777 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 113 TCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCT TCTCGGCTTGTTCAGAGCAC GGAACCCTACGAAGAAGCCA 30 22 172 20 284 20 60,320 59,388 44,000 47,500 0.931614 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 147 TACCAGCGGGAGATCATTGCTCGGCACGGCCCCGT TACCAGCGGGAGATCATTGC GGAACCCTACGAAGAAGCCA 64 22 138 20 284 20 59,893 59,388 35,600 47,500 0.718422 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 175 GGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGCACACTTCCCTTCAGTCA GGAACCCTACGAAGAAGCCA 92 22 110 20 284 20 59,891 59,388 34,100 47,500 0.720299 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 219 TCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAATCAAAGTTGTTCCGGTTGCC GGAACCCTACGAAGAAGCCA 136 22 66 20 284 20 59,258 59,388 45,200 47,500 1,353,629 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 242 CGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCC CGGCCATGCAGTACTCTTCT GGAACCCTACGAAGAAGCCA 159 22 43 20 284 20 59,823 59,388 28,500 47,500 0.788394 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 273 GCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCC GCTGCTGTTGTAGGAATGGC GGAACCCTACGAAGAAGCCA 190 22 12 20 284 20 59,547 59,388 44,000 47,500 1,065,104 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 22 281 GGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCca GGGTACTGGCTGCTGTTGTA GGAACCCTACGAAGAAGCCA 198 22 4 20 284 20 59,676 59,388 24,100 47,500 0.935343 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 4 13 96 CACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtCACACCTCTCGAACCACCTC GGAACCCTACGAAGAAGCCA 13 22 189 20 284 20 60,038 59,388 38,500 47,500 0.649873 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 23 148 TACCAGCGGGAGATCATTGCTCGGCACGGCCCCGT TACCAGCGGGAGATCATTGC AGGAACCCTACGAAGAAGCC 64 23 138 20 285 20 59,893 59,097 35,600 43,500 1,009,944 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 23 220 TCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAATCAAAGTTGTTCCGGTTGCC AGGAACCCTACGAAGAAGCC 136 23 66 20 285 20 59,258 59,097 45,200 43,500 1,645,151 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 12 95 ACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtgACACCTCTCGAACCACCTCT GGAACCCTACGAAGAAGCCA 12 22 190 20 284 20 60,179 59,388 36,900 47,500 0.790672 B 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 6 131 TACCAGCGGGAGATCATTGCTCGGCACGGCCCCGT TACCAGCGGGAGATCATTGC GCCACAGAGAGAACCACCAG 64 6 138 20 268 20 59,893 60,321 35,600 40,000 0.427830 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 6 159 GGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGCACACTTCCCTTCAGTCA GCCACAGAGAGAACCACCAG 92 6 110 20 268 20 59,891 60,321 34,100 40,000 0.429707 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 6 227 aCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTC ACGGCCATGCAGTACTCTTC GCCACAGAGAGAACCACCAG 160 6 42 20 268 20 60,108 60,321 28,700 40,000 0.429260 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 6 265 GGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCca GGGTACTGGCTGCTGTTGTA GCCACAGAGAGAACCACCAG 198 6 4 20 268 20 59,676 60,321 24,100 40,000 0.644751 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 5 130 TACCAGCGGGAGATCATTGCTCGGCACGGCCCCGT TACCAGCGGGAGATCATTGC CCACAGAGAGAACCACCAGC 64 5 138 20 267 20 59,893 60,321 35,600 48,500 0.427830 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 5 158 GGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGCACACTTCCCTTCAGTCA CCACAGAGAGAACCACCAGC 92 5 110 20 267 20 59,891 60,321 34,100 48,500 0.429707 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 5 225 CGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCC CGGCCATGCAGTACTCTTCT CCACAGAGAGAACCACCAGC 159 5 43 20 267 20 59,823 60,321 28,500 48,500 0.497802 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 5 226 aCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTC ACGGCCATGCAGTACTCTTC CCACAGAGAGAACCACCAGC 160 5 42 20 267 20 60,108 60,321 28,700 48,500 0.429260 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 5 264 GGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCca GGGTACTGGCTGCTGTTGTA CCACAGAGAGAACCACCAGC 198 5 4 20 267 20 59,676 60,321 24,100 48,500 0.644751 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 4 129 TACCAGCGGGAGATCATTGCTCGGCACGGCCCCGT TACCAGCGGGAGATCATTGC CACAGAGAGAACCACCAGCA 64 4 138 20 266 20 59,893 59,606 35,600 44,100 0.500900 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr990_3 3 222 21 7 1 ACC GTGGTGGTGGTGGTGGTGGTG NO 0 0 6 4 157 GGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGCACACTTCCCTTCAGTCA CACAGAGAGAACCACCAGCA 92 4 110 20 266 20 59,891 59,606 34,100 44,100 0.502777 F 286 CAGGGGTACTGGCTGCTGTTGTAGGAATGGCGCTGCcacacaCGGCCATGCAGTACTCTTCTGTGTCAAAGTTGTTCCGGTTGCCGCCACATCCGCCGTAAAAGAATGGGGCACACTTCCCTTCAGTCACATCAAAGTACCAGCGGGAGATCATTGCTCGGCACGGCCCCGTCTCGGCTTGTTCAGAGCACACCTCTCGAACCACCTCTTCCACAGACTCTgtggtggtggtggtggtggtgGCAATGCTGGTGGTtctctcTGTGGCTTCTTCGTAGGGTTCCTC

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 1 1 2 11 141 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA ACCTGTCGCTAGCGCTTAAG 11 69 36 20 176 20 60,108 60,179 24,100 18,500 0.287368 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 2 7 137 GCGTCGGGTATTAACATGGCCTTTGAAaataataataaGCGTCGGGTATTAACATGGC ACCTGTCGCTAGCGCTTAAG 7 69 40 20 176 20 59,415 60,179 44,000 18,500 0.764011 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 11 142 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA AACCTGTCGCTAGCGCTTAA 11 70 36 20 177 20 60,108 59,754 24,100 18,500 0.353773 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 11 211 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA CATTTCAGATTTCCATTAGCTGCA 11 135 36 20 246 24 60,108 58,102 24,100 44,100 6,006,407 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 4 7 138 GCGTCGGGTATTAACATGGCCTTTGAAaataataataaGCGTCGGGTATTAACATGGC AACCTGTCGCTAGCGCTTAA 7 70 40 20 177 20 59,415 59,754 44,000 18,500 0.830415 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 12 213 AGTGGGCGTCGGGTATTAACATGGCCTTTGAAaata AGTGGGCGTCGGGTATTAAC TCATTTCAGATTTCCATTAGCTGCA 12 135 35 20 247 25 59,824 59,347 20,100 44,100 5,829,779 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 5 11 212 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA TCATTTCAGATTTCCATTAGCTGCA 11 135 36 20 247 25 60,108 59,347 24,100 44,100 5,761,563 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 11 143 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA GAACCTGTCGCTAGCGCTTA 11 71 36 20 178 20 60,108 60,179 24,100 30,900 0.287378 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 6 7 139 GCGTCGGGTATTAACATGGCCTTTGAAaataataataaGCGTCGGGTATTAACATGGC GAACCTGTCGCTAGCGCTTA 7 71 40 20 178 20 59,415 60,179 44,000 30,900 0.764021 A 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 10 12 246 AGTGGGCGTCGGGTATTAACATGGCCTTTGAAaata AGTGGGCGTCGGGTATTAAC ATTCTCTGTCATATCAGATTTGCTTT 12 167 35 20 280 26 59,824 57,251 20,100 35,100 8,925,475 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 10 11 245 GTGGGCGTCGGGTATTAACATGGCCTTTGAAaataa GTGGGCGTCGGGTATTAACA ATTCTCTGTCATATCAGATTTGCTTT 11 167 36 20 280 26 60,108 57,251 24,100 35,100 8,857,259 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr991_2 2 67 21 7 1 AAT AATAATAATAATAATAATAAT NO 0 0 10 7 241 GCGTCGGGTATTAACATGGCCTTTGAAaataataataaGCGTCGGGTATTAACATGGC ATTCTCTGTCATATCAGATTTGCTTT 7 167 40 20 280 26 59,415 57,251 44,000 35,100 9,333,902 F 290 ATGAAGTACATCTGTCTCCTTCAGATCTTCTGNAAGTGGGCGTCGGGTATTAACATGGCCTTTGAAaataataataataataataatAAACTGCATGCTTGACAGCTAATCGAGAACCTGAGTTAAAAGCTTAGTTCTGTAACAAGTATCCAGCCGCTTAAGCGCTAGCGACAGGTTCTgggggTCAGATACCTCATAACACTATAATAGGGNAGGAAATATTGCAGCTAATGGAAATCTGAAATGAAAGCAGAAAAGCAAATCTGATATGACAGAGAATAATaaaaaTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 1 1 2 60 257 TTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGT TTTGTGCTGGTAGGCTTGGG CAGTGCCTGGACAGATCTGG 136 60 38 20 294 20 60,539 60,108 41,200 38,600 0.647238 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 2 35 241 TGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGC TGGGACTACTTTGTGCTGGT CCTTCAGTCGGCATCAGCAA 145 35 29 20 269 20 58,863 60,675 40,000 39,100 1,811,410 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 3 34 155 CTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCCTGTGCGTCCCTGACAGTTT CAGTGCCTGGACAGATCTGG 34 60 140 20 294 20 60,533 60,108 26,600 38,600 0.640662 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 3 34 240 TGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGC TGGGACTACTTTGTGCTGGT CTTCAGTCGGCATCAGCAAG 145 34 29 20 268 20 58,863 59,274 40,000 40,100 1,862,515 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 94 291 TTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGT TTTGTGCTGGTAGGCTTGGG TGAGCAGGCTATTGGGATGC 136 94 38 20 328 20 60,539 60,179 41,200 39,100 0.718448 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 94 292 CTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGCTTTGTGCTGGTAGGCTTGG TGAGCAGGCTATTGGGATGC 137 94 37 20 328 20 59,116 60,179 36,100 39,100 1,062,843 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 92 290 CTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGCTTTGTGCTGGTAGGCTTGG AGCAGGCTATTGGGATGCTG 137 92 37 20 326 20 59,116 60,179 36,100 44,100 1,062,831 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 78 230 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT GCAGGCTATTGGGATGCTGA 78 91 96 20 325 20 59,820 60,179 33,200 42,600 0.358946 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 78 231 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT AGCAGGCTATTGGGATGCTG 78 92 96 20 326 20 59,820 60,179 33,200 44,100 0.358934 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 60 199 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT CAGTGCCTGGACAGATCTGG 78 60 96 20 294 20 59,820 60,108 33,200 38,600 0.287736 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 35 174 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT CCTTCAGTCGGCATCAGCAA 78 35 96 20 269 20 59,820 60,675 33,200 39,100 0.854518 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 172 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT TTCAGTCGGCATCAGCAAGG 78 33 96 20 267 20 59,820 60,675 33,200 36,100 0.854518 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 230 TTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGT TTTGTGCTGGTAGGCTTGGG TTCAGTCGGCATCAGCAAGG 136 33 38 20 267 20 60,539 60,675 41,200 36,100 1,214,020 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 33 240 TTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGG TTGGGACTACTTTGTGCTGGT TTCAGTCGGCATCAGCAAGG 145 33 28 21 267 20 59,507 60,675 40,000 36,100 2,167,604 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 25 120 CTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCCTGTGCGTCCCTGACAGTTT GCATCAGCAAGGTGTCCAGA 34 25 140 20 259 20 60,533 60,322 26,600 38,600 0.854781 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 25 164 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT GCATCAGCAAGGTGTCCAGA 78 25 96 20 259 20 59,820 60,322 33,200 38,600 0.501856 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 25 222 TTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGT TTTGTGCTGGTAGGCTTGGG GCATCAGCAAGGTGTCCAGA 136 25 38 20 259 20 60,539 60,322 41,200 38,600 0.861358 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 4 25 223 CTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGCTTTGTGCTGGTAGGCTTGG GCATCAGCAAGGTGTCCAGA 137 25 37 20 259 20 59,116 60,322 36,100 38,600 1,205,753 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 78 243 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT GAGTGGTCATTGAGCAGGCT 78 104 96 20 338 20 59,820 60,036 33,200 45,800 0.215566 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 78 244 GGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAGGCACTGCCTCAGATTAGCT AGAGTGGTCATTGAGCAGGC 78 105 96 20 339 20 59,820 60,036 33,200 48,500 0.215566 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 6 92 GCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcc GCTGCAGCTACTCTGGTCAC GCATCAGCAAGGTGTCCAGA 6 25 168 20 259 20 60,739 60,322 36,700 38,600 1,061,031 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 6 127 GCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcc GCTGCAGCTACTCTGGTCAC CAGTGCCTGGACAGATCTGG 6 60 168 20 294 20 60,739 60,108 36,700 38,600 0.846912 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 5 91 CTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctc CTGCAGCTACTCTGGTCACA GCATCAGCAAGGTGTCCAGA 5 25 169 20 259 20 59,395 60,322 35,800 38,600 0.927002 A 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 5 126 CTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctc CTGCAGCTACTCTGGTCACA CAGTGCCTGGACAGATCTGG 5 60 169 20 294 20 59,395 60,108 35,800 38,600 0.712883 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr992_3 3 194 21 7 1 AGG CTCCTCCTCCTCCTCCTCCTC NO 0 0 6 5 170 CTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctc CTGCAGCTACTCTGGTCACA GAGTGGTCATTGAGCAGGCT 5 104 169 20 338 20 59,395 60,036 35,800 45,800 0.640713 F 341 GTATCACAGAGGGATGAGtttttGACTTTGGGACTACTTTGTGCTGGTAGGCTTGGGGTTGGCAAAGTGAGTTCAGAATAGCTGTGCCAGATGGTGGCACTGCCTCAGATTAGCTGATGCTTGCCTGAATAAGTCTACCCTGTGCGTCCCTGACAGTTTAGTTTGTGGCTGCAGCTACTCTGGTCACATCAGGctcctcctcctcctcctcctcCAAAGGCTCATCACACCACTATCAATCTGGACACCTTGCTGATGCCGACTGAAGGGTcccccAGATCTGTCCAGGCACTGGAATCACATCTTCAGCATCCCAATAGCCTGCTCAATGACCACTCTTA

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 1 1 3 27 280 CCCTGAACTGCTActctctGCTTTCATTCAATTAACCAACCCTGAACTGCTACTCTCTGC TGCACCACATTTGAATTCCCA 175 27 4 21 283 21 60,135 58,676 42,600 43,700 3,458,447 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 3 27 281 CCCTGAACTGCTActctctGCTTTCATTCAATTAACCAACCCTGAACTGCTACTCTCTGC CTGCACCACATTTGAATTCCCA 175 27 4 21 284 22 60,135 59,700 42,600 43,700 3,434,429 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 29 161 TCGTAGAGCTAACATCAGCCCCAGTATNCAGATGA TCGTAGAGCTAACATCAGCCC AGCTGCACCACATTTGAATTCC 53 29 126 21 286 22 59,318 60,029 51,900 30,100 3,710,542 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 29 264 GCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCGCTTTCATTCAATTAACCAATTCTGCA AGCTGCACCACATTTGAATTCC 150 29 23 27 286 22 59,882 60,029 44,100 30,100 9,146,849 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 29 283 CCCTGAACTGCTActctctGCTTTCATTCAATTAACCAACCCTGAACTGCTACTCTCTGC AGCTGCACCACATTTGAATTCC 175 29 4 21 286 22 60,135 60,029 42,600 30,100 3,163,596 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 27 158 TCGTAGAGCTAACATCAGCCCCAGTATNCAGATGA TCGTAGAGCTAACATCAGCCC TGCACCACATTTGAATTCCCA 53 27 126 21 283 21 59,318 58,676 51,900 43,700 4,005,392 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 27 159 TCGTAGAGCTAACATCAGCCCCAGTATNCAGATGA TCGTAGAGCTAACATCAGCCC CTGCACCACATTTGAATTCCCA 53 27 126 21 284 22 59,318 59,700 51,900 43,700 3,981,375 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 27 261 GCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCGCTTTCATTCAATTAACCAATTCTGCA TGCACCACATTTGAATTCCCA 150 27 23 27 283 21 59,882 58,676 44,100 43,700 9,441,699 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 4 27 262 GCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCGCTTTCATTCAATTAACCAATTCTGCA CTGCACCACATTTGAATTCCCA 150 27 23 27 284 22 59,882 59,700 44,100 43,700 9,417,682 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 Apr‐75 29 233 TGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTGCTGCCCATGTCAGTGAAA AGCTGCACCACATTTGAATTCC 126 29 54 20 286 22 60,179 60,029 26,900 30,100 2,207,744 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 Apr‐75 29 234 ATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGATGCTGCCCATGTCAGTGAA AGCTGCACCACATTTGAATTCC 127 29 53 20 286 22 59,961 60,029 31,800 30,100 2,067,348 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 Apr‐75 27 232 ATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGATGCTGCCCATGTCAGTGAA CTGCACCACATTTGAATTCCCA 127 27 53 20 284 22 59,961 59,700 31,800 43,700 2,338,181 B 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 14 10 117 CTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttctt CTCCTTCTGCTCCTCCTCCT AGCTGCACCACATTTGAATTCC 10 29 170 20 286 22 60,032 60,029 36,900 30,100 2,060,965 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 14 9 116 TCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttct TCCTTCTGCTCCTCCTCCTC AGCTGCACCACATTTGAATTCC 9 29 171 20 286 22 60,033 60,029 37,100 30,100 2,061,363 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr994_2 2 200 36 12 1 AAG CTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTT NO 0 0 14.75 13 120 CTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttct CTCCTCCTTCTGCTCCTCCT AGCTGCACCACATTTGAATTCC 13 29 167 20 286 22 60,032 60,029 36,900 30,100 2,060,965 F 286 CAACCCTGAACTGCTActctctGCTTTCATTCAATTAACCAATTCTGCATTTATGCTGCCCATGTCAGTGAAATTCAGTGAGCACCAGTTTTCAAATTATTTTGTCGATTTCTGTTANANGACGATCGTAGAGCTAACATCAGCCCCAGTATNCAGATGANANCTTCTCCTCCTTCTGctcctcctcctcNTTCTCCTCcttcttcttcttcttcttcttcttcttcttcttcttGTTATTAATATTGTANTTTCTTAATGTTGGGAATTCAAATGTGGTGCAGCT

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 1 1 2 15 159 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA CTGTGGCAAAGCACCAACAT 15 80 10 20 168 20 59,815 59,610 43,700 27,100 0.575057 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 2 15 167 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA TTCCTACCCTGTGGCAAAGC 15 88 10 20 176 20 59,815 60,251 43,700 35,100 0.436098 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 2 15 254 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA GAATAGCTGAATGACGCGCG 15 175 10 20 263 20 59,815 60,112 43,700 68,600 0.296463 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 Feb‐75 15 126 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA TCCCAGCAGAGAATAGGAATGT 15 45 10 20 135 22 59,815 58,612 43,700 27,100 3,572,895 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 4 16 127 TCCCTGGAACAACAGTTGGGATATACCGAAACTGT TCCCTGGAACAACAGTTGGG TCCCAGCAGAGAATAGGAATGT 16 45 9 20 135 22 59,815 58,612 41,200 27,100 3,572,895 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 4 16 168 TCCCTGGAACAACAGTTGGGATATACCGAAACTGT TCCCTGGAACAACAGTTGGG TTCCTACCCTGTGGCAAAGC 16 88 9 20 176 20 59,815 60,251 41,200 35,100 0.436098 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 4 15 130 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA ACATTCCCAGCAGAGAATAGGA 15 49 10 20 139 22 59,815 58,612 43,700 29,400 3,572,895 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 18 140 AAATTTCCCTGGAACAACAGTTGGGATATACCGAAAAAATTTCCCTGGAACAACAGTTG CTAAACATTCCCAGCAGAGAATAGG 18 50 4 23 143 25 57,978 59,238 31,600 25,700 10,784,500 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 17 140 AAATTTCCCTGGAACAACAGTTGGGATATACCGAAAAAATTTCCCTGGAACAACAGTTGG CTAAACATTCCCAGCAGAGAATAGG 17 50 4 24 143 25 60,142 59,238 37,700 25,700 9,903,951 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 5 17 140 AAATTTCCCTGGAACAACAGTTGGGATATACCGAAAAAATTTCCCTGGAACAACAGTTGG CTAAACATTCCCAGCAGAGAATAGGA 17 49 4 24 143 26 60,142 60,409 37,700 29,400 10,550,281 A 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 6 16 269 TCCCTGGAACAACAGTTGGGATATACCGAAACTGT TCCCTGGAACAACAGTTGGG ACACCCGCCGAACTGAATAG 16 189 9 20 277 20 59,815 60,108 41,200 17,300 0.293262 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 6 15 229 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA ATTGGGACGCATGCCTGAAG 15 150 10 20 238 20 59,815 61,034 43,700 30,200 1,218,680 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 6 15 268 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA ACACCCGCCGAACTGAATAG 15 189 10 20 277 20 59,815 60,108 43,700 17,300 0.293262 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 7 16 230 TCCCTGGAACAACAGTTGGGATATACCGAAACTGT TCCCTGGAACAACAGTTGGG ATTGGGACGCATGCCTGAA 16 151 9 20 238 19 59,815 60,001 41,200 30,200 1,185,954 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

cons_gr998_2 2 45 24 8 1 AAT TATTATTATTATTATTATTATTAT NO 0 0 7 15 229 CCCTGGAACAACAGTTGGGATATACCGAAACTGTG CCCTGGAACAACAGTTGGGA ATTGGGACGCATGCCTGAA 15 151 10 20 238 19 59,815 60,001 43,700 30,200 1,185,954 F 289 GTAAAATTTCCCTGGAACAACAGTTGGGATATACCGAAACTGTGtattattattattattattattatATTATTCAGCTAATTTATAGTATGTTTCATGATGGGTGTCATAATACATTCCTATTCTCTGCTGGGAATGTTTAGaaaaaaTGTTGGTGCTTTGCCACAGGGTAGGAAAATTGTGACCAAGGGCAGAATCTNCAGGTCGGCGAGCAGGGGCTTCAGGCATGCGTCCCAATGTCACcgcgcgTCATTCAGCTATTCAGTTCGGCGGGTGTGCACTGGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15422:1661 1 143 45 5 2 AC TGTGTGTGTGATTTGTGTGTGTATGTGTGTTTATTTGNA 1 1 25 5 127 tgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTGTGTGTGTTTATTTGTGTGTGT ACACACTAATAAACACACATACACACA 13 5 107 23 219 27 57,622 59,504 37,200 37,200 12,874,555 G 231 NGTGAGTGCCTGCGTGTAtgtgtgtgtgtgTTTGTTAGTGAGTGCATGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTAgtgtgtgtGATTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:15422:1661 1 143 45 5 2 AC TGTGTGTGTGATTTGTGTGTGTATGTGTGTTTATTTGNA 0 0 25 4 126 tgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTGTGTGTGTTTATTTGTGTGTGT CACACTAATAAACACACATACACACAC 13 4 107 23 218 27 57,622 59,203 37,200 38,200 13,174,952 G 231 NGTGAGTGCCTGCGTGTAtgtgtgtgtgtgTTTGTTAGTGAGTGCATGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTAgtgtgtgtGATTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:15422:1661 1 143 45 5 2 AC TGTGTGTGTGATTTGTGTGTGTATGTGTGTTTATTTGNA 0 0 25 3 125 tgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTGTGTGTGTTTATTTGTGTGTGT ACACTAATAAACACACATACACACACA 13 3 107 23 217 27 57,622 59,504 37,200 37,200 12,874,555 G 231 NGTGAGTGCCTGCGTGTAtgtgtgtgtgtgTTTGTTAGTGAGTGCATGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTATTtgtgtgtgTTTATTtgtgtgtgTTtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTtgtgtgtgtgATTtgtgtgtgTAtgtgtgTTTATTAgtgtgtgtGATTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 1 1 6 9 241 AGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTAGATAATCTTGATGGTGTGCATGTG TCAGACAAATCACATGCACACT 135 9 4 25 244 22 59,701 58,521 32,100 35,500 8,778,016 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 6 8 241 AGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTAGATAATCTTGATGGTGTGCATGTG TCAGACAAATCACATGCACACTC 135 8 4 25 244 23 59,701 59,500 32,100 35,100 8,798,064 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 6 7 240 AGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTAGATAATCTTGATGGTGTGCATGTG CAGACAAATCACATGCACACTCT 135 7 4 25 243 23 59,701 59,499 32,100 32,400 8,799,589 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 14 0 176 GCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATT GCCTTCGGCTCATTCGTTTG ACATGCACACTCTCAGATGC 86 0 58 20 233 20 60,179 58,265 29,300 39,100 1,914,576 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 14 0 202 TTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCT TTCATCCTTCCTGTGGGTGC ACATGCACACTCTCAGATGC 112 0 32 20 233 20 59,962 58,265 50,100 39,100 1,773,552 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 15 0 176 CCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTC CCTTCGGCTCATTCGTTTGTG CACATGCACACTCTCAGATGC 84 0 59 21 234 21 60,136 59,603 33,300 39,100 2,533,316 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 15 0 177 GCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATT GCCTTCGGCTCATTCGTTTG CACATGCACACTCTCAGATGC 86 0 58 20 234 21 60,179 59,603 29,300 39,100 1,576,533 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 15 0 197 CTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGCTTCCTGTGGGTGCCTGAAG CACATGCACACTCTCAGATGC 106 0 38 20 234 21 60,607 59,603 30,200 39,100 2,004,832 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 164 50 5 2 AC GTGTGTGTGTGAGTGTGTGTGTGCGTGTGTGCATC NA 0 0 15 0 203 TTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCT TTCATCCTTCCTGTGGGTGC CACATGCACACTCTCAGATGC 112 0 32 20 234 21 59,962 59,603 50,100 39,100 1,435,509 D 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 10 5 1 AC GTGTGTGTGT NA 1 1 6 16 90 AAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCAAACTTATGTGTCTGCATGTGTCA AGAATTACTCATGTGCAGCTACA 16 17 25 24 114 23 59,179 57,910 35,800 27,400 9,911,230 A 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 10 5 1 AC GTGTGTGTGT NA 0 0 7 16 90 AACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTAACTTATGTGTCTGCATGTGTCA AAGAATTACTCATGTGCAGCTACA 16 17 26 23 115 24 58,612 58,509 35,800 27,400 9,879,556 A 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 10 5 1 AC GTGTGTGTGT NA 0 0 8 16 90 ACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGACTTATGTGTCTGCATGTGTCA AAAGAATTACTCATGTGCAGCTACA 16 17 27 22 116 25 57,993 59,060 35,800 27,400 9,946,663 A 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 1 1 8 10 100 ACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGACAATGCGAGGGAGACAGTG TCTGTCCCTCTGTTCTCTAGACT 37 10 99 20 198 23 60,037 59,410 36,600 32,400 3,626,687 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 8 8 97 CAATGCGAGGGAGACAGTGACAGAGAAAGAGGGACAATGCGAGGGAGACAGTGA TGTCCCTCTGTTCTCTAGACTCT 36 8 100 20 196 23 59,753 59,410 34,100 32,400 3,837,195 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 8 8 98 ACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGACAATGCGAGGGAGACAGTG TGTCCCTCTGTTCTCTAGACTCT 37 8 99 20 196 23 60,037 59,410 36,600 32,400 3,626,687 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 12 16 193 AGCAGACAGAGGGAGATAGACaaaaaTATTGACAG AGCAGACAGAGGGAGATAGACA TCTCTTTCTGTCCCTCTGTTCTC 122 16 12 22 204 23 59,757 59,170 34,100 28,700 6,073,080 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 12 15 191 AGCAGACAGAGGGAGATAGACaaaaaTATTGACAG AGCAGACAGAGGGAGATAGACA TCTTTCTGTCCCTCTGTTCTCT 122 15 12 22 202 22 59,757 58,149 34,100 31,000 6,094,230 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 12 15 192 AGCAGACAGAGGGAGATAGACaaaaaTATTGACAG AGCAGACAGAGGGAGATAGACA CTCTTTCTGTCCCTCTGTTCTCT 122 15 12 22 203 23 59,757 59,168 34,100 31,000 6,075,389 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 14 10 155 CAGGGACagagagACAGGGATATAAagagagACaaaa CAGGGACAGAGAGACAGGGA TCTGTCCCTCTGTTCTCTAGACT 92 10 44 20 198 23 59,960 59,410 42,000 32,400 3,630,086 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 14 8 153 CAGGGACagagagACAGGGATATAAagagagACaaaa CAGGGACAGAGAGACAGGGA TGTCCCTCTGTTCTCTAGACTCT 92 8 44 20 196 23 59,960 59,410 42,000 32,400 3,630,086 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:19410:30263 1 156 10 5 1 AG AGAGAGAGAG NA 0 0 14 8 154 ACAGGGACagagagACAGGGATATAAagagagACaaa ACAGGGACAGAGAGACAGGG TGTCCCTCTGTTCTCTAGACTCT 93 8 43 20 196 23 60,252 59,410 44,500 32,400 3,841,747 F 255 ACAATTATAGAAGCAGACAGAGGGAGATAGACaaaaaTATTGACAGGGACagagagACAGGGATATAAagagagACaaaaaTTCTTAGAGCAAGAAAGACAATGCGAGGGAGACAGTGACAGAGAAAGAGGGAGAAagagagTGACAGAAGAGAAagagagagagACAGaaaaaGAGTCTAGAGAACAGAGGGACAGAAAGAGAAagagagACAGAGGgagagagagagagagagagagagagagagagagagaC

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 1 12 20 140 CGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGCGCGAGAGAGTGTGTGCG CACTCGCTCTATAACGCATGC 71 20 117 18 256 21 61,169 59,546 53,400 40,600 4,622,128 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 12 20 141 GCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGCGCGAGAGAGTGTGTGC CACTCGCTCTATAACGCATGC 72 20 116 18 256 21 61,474 59,546 45,700 40,600 4,927,558 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 12 19 140 GCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGCGCGAGAGAGTGTGTGC ACTCGCTCTATAACGCATGCA 72 19 116 18 255 21 61,474 59,933 45,700 39,600 4,541,094 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 13 11 123 gagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGGAGTGTGTGCGTGCAAGTG ATAACGCATGCACACTCCCT 63 11 124 19 246 20 60,011 59,747 31,600 42,000 1,263,841 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 14 11 126 agagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGA AGAGAGTGTGTGCGTGCAAG ATAACGCATGCACACTCCCT 65 11 121 20 246 20 60,878 59,747 40,100 42,000 1,130,693 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 14 11 127 gagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGAGAGTGTGTGCGTGCAA ATAACGCATGCACACTCCCT 66 11 120 20 246 20 60,876 59,747 40,800 42,000 1,128,952 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 16 11 96 CGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCGTACGGGAGAGTGTGCG ATAACGCATGCACACTCCCT 37 11 151 18 246 20 60,202 59,747 53,400 42,000 2,455,484 B 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 16 10 95 CGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCGTACGGGAGAGTGTGCG TAACGCATGCACACTCCCTC 37 10 151 18 245 20 60,202 60,391 53,400 43,000 2,593,570 B 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 206 10 5 1 AG GAGAGAGAGA NA 0 0 18 11 98 CGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgt CGCGTACGGGAGAGTGTG ATAACGCATGCACACTCCCT 21 11 167 18 246 20 60,202 59,747 38,200 42,000 2,455,484 B 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 10 5 1 AC GTGTGTGTGT NA 0 1 12 1 90 TTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGTTGACCTGTACTCCAATGAGAGTG ACTCTCATCGGGTACATGTCT 34 1 20 24 109 21 60,021 57,980 35,100 34,100 7,040,903 A 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 10 5 1 AC GTGTGTGTGT NA 0 0 12 0 90 TTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGTTGACCTGTACTCCAATGAGAGTG ACTCTCATCGGGTACATGTCTC 34 0 20 24 109 22 60,021 59,047 35,100 33,600 6,974,083 A 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 10 5 1 AC GTGTGTGTGT NA 0 0 14 0 93 TGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTTGTTTGACCTGTACTCCAATGAGA ACTCTCATCGGGTACATGTCTC 37 0 17 24 109 22 59,653 59,047 32,700 33,600 7,299,687 A 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 1 1 4 20 90 GTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGTACTGAACCCGAGATGCTGT GTGCCGCTGACACGCATG 21 20 28 21 117 18 59,795 62,450 44,000 40,600 5,655,063 B 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 0 0 4 20 98 CGCCAATAGTACTGAACCCGAGATGCTGTGTAAGT CGCCAATAGTACTGAACCCGA GTGCCGCTGACACGCATG 29 20 20 21 117 18 59,864 62,450 51,400 40,600 5,585,649 B 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 0 0 4 20 100 AGCGCCAATAGTACTGAACCCGAGATGCTGTGTAA AGCGCCAATAGTACTGAACCC GTGCCGCTGACACGCATG 31 20 18 21 117 18 60,134 62,450 41,100 40,600 5,584,613 B 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 0 0 6 20 103 ACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAACTGAACCCGAGATGCTGTG CACACAAAGACACACGTGCC 20 33 30 20 132 20 60,037 60,248 36,600 50,100 0.285006 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 0 0 6 19 102 CTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCTGAACCCGAGATGCTGTGT CACACAAAGACACACGTGCC 19 33 31 20 132 20 60,037 60,248 37,200 50,100 0.285006 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 10 5 1 AC TGTGTGTGTG NA 0 0 12 7 90 TGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGCTGTGTAAGTGCCTGTGT CACACAAAGACACACGTGCC 7 33 43 20 132 20 59,820 60,248 37,200 50,100 0.428225 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 28 5 1.5 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGA NA 0 1 10 8 102 tgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgt TGAGAGAGCATGCGTGTCAG GCACACGTTACACACACTCG 26 8 92 20 193 20 60,109 59,771 35,100 41,800 0.337687 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 28 5 1.5 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGA NA 0 0 10 8 103 gtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgGTGAGAGAGCATGCGTGTCA GCACACGTTACACACACTCG 27 8 91 20 193 20 60,389 59,771 35,800 41,800 0.617778 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 28 5 1.5 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGA NA 0 0 12 8 104 tgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgt TGTGAGAGAGCATGCGTGTC GCACACGTTACACACACTCG 28 8 90 20 193 20 60,389 59,771 36,700 41,800 0.617778 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 1 6 8 163 CTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCTGAACCCGAGATGCTGTGT GCACACGTTACACACACTCG 19 8 31 20 193 20 60,037 59,771 37,200 41,800 0.265694 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 6 8 164 ACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAACTGAACCCGAGATGCTGTG GCACACGTTACACACACTCG 20 8 30 20 193 20 60,037 59,771 36,600 41,800 0.265694 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 6 8 192 GGTTTAAAGCAGAATTAGCGCCAATAGTACTGAAC GGTTTAAAGCAGAATTAGCGCCA GCACACGTTACACACACTCG 45 8 2 23 193 20 60,120 59,771 56,900 41,800 3,348,379 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 6 8 192 GGTTTAAAGCAGAATTAGCGCCAATAGTACTGAAC GGTTTAAAGCAGAATTAGCGCC GCACACGTTACACACACTCG 46 8 2 22 193 20 58,564 59,771 65,300 41,800 3,664,308 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 6 8 193 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAA GGGTTTAAAGCAGAATTAGCGC GCACACGTTACACACACTCG 47 8 1 22 193 20 58,564 59,771 59,200 41,800 3,664,308 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 8 0 139 AAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtg AAGTGCCTGTGTGAGAGCC ACGTTACACACACTCGTTCTCT 0 2 51 19 189 22 59,928 59,643 47,000 31,000 3,429,168 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 8 0 139 TAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgt TAAGTGCCTGTGTGAGAGCC CGTTACACACACTCGTTCTCTT 0 1 50 20 188 22 59,678 58,631 47,000 28,500 3,691,056 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 9 0 139 TAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgt TAAGTGCCTGTGTGAGAGCC CGTTACACACACTCGTTCTCT 0 2 50 20 188 21 59,678 58,004 47,000 31,000 3,317,826 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 96 5 2 AC TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 12 7 151 TGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGCTGTGTAAGTGCCTGTGT GCACACGTTACACACACTCG 7 8 43 20 193 20 59,820 59,771 37,200 41,800 0.408913 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 1 10 0 137 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC AATACAGGGATGAGTCGGAAC 0 84 76 22 212 21 57,832 57,179 50,300 36,200 7,988,975 A 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 0 10 0 138 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC AAATACAGGGATGAGTCGGAAC 0 84 76 22 213 22 57,832 57,862 50,300 36,200 8,306,040 F 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 0 10 0 139 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC GAAATACAGGGATGAGTCGGAAC 0 84 76 22 214 23 57,832 58,879 50,300 36,200 8,288,143 F 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 0 10 0 170 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC GCTCCGTGTCGTGTTAGGAA 0 118 76 22 245 20 57,832 60,039 50,300 33,600 4,206,446 B 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 0 10 0 172 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC GAGCTCCGTGTCGTGTTAGG 0 120 76 22 247 20 57,832 60,456 50,300 26,900 4,623,866 B 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 98 10 5 1 AC TGTGTGTGTG NA 0 0 10 0 173 TCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTTCTCTTTCTGTCTCTTTCGCTC GGAGCTCCGTGTCGTGTTAG 0 121 76 22 248 20 57,832 60,456 50,300 23,400 4,623,866 B 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 1 1 10 4 103 CGCTTTCTCTTCTCTGTcacacaAATacacacATacacac CGCTTTCTCTTCTCTGTCACAC TGTGTACAGGTGTGCATTCA 4 39 6 22 108 20 59,271 57,371 38,200 25,700 5,358,175 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 0 0 11 5 104 TCGCTTTCTCTTCTCTGTcacacaAATacacacATacaca TCGCTTTCTCTTCTCTGTCACA TGTGTACAGGTGTGCATTCATG 5 37 5 22 108 22 59,377 59,187 35,800 30,700 5,436,587 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 0 0 11 5 104 TCGCTTTCTCTTCTCTGTcacacaAATacacacATacaca TCGCTTTCTCTTCTCTGTCACA TGTGTACAGGTGTGCATTCA 5 39 5 22 108 20 59,377 57,371 35,800 25,700 5,252,752 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 0 0 12 5 162 TCGCTTTCTCTTCTCTGTcacacaAATacacacATacaca TCGCTTTCTCTTCTCTGTCACA TGTGTGAGTGTGTGTGAGCC 5 97 5 22 166 20 59,377 60,462 35,800 47,000 3,085,286 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 0 0 12 5 163 TCGCTTTCTCTTCTCTGTcacacaAATacacacATacaca TCGCTTTCTCTTCTCTGTCACA GTGTGTGAGTGTGTGTGAGC 5 98 5 22 167 20 59,377 59,347 35,800 42,600 3,276,008 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:18061:61362 1 32 18 5 1.5 AC ACACACATACACACACAC NA 0 0 12 4 161 CGCTTTCTCTTCTCTGTcacacaAATacacacATacacac CGCTTTCTCTTCTCTGTCACAC TGTGTGAGTGTGTGTGAGCC 4 97 6 22 166 20 59,271 60,462 38,200 47,000 3,190,709 F 268 TCACTCGCTTTCTCTTCTCTGTcacacaAATacacacATacacacacacaaaaaCATACTCACAAAAGCACTTGTAAGCACATTTACATGAATGCACACCTGTACACATATGTTCATTCACTCACCCTTaaaaaGAAGcacacaCCGGCTcacacacaCTcacacacaGTCACAAAATGGGAAGCAAACACATAAacacacacactctctctctctctctctctctctctctctctctctctctctcTAtctctctcTTTTCTCTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 1 1 7 2 141 TcacacaAGCAGGGATACTCATGcacacacacaAGTTCTTCACACAAGCAGGGATACTCA TGAGAGAGGGAGAGTCGTGT 2 88 36 21 176 20 58,744 59,306 34,100 44,900 2,949,928 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA

ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 0 0 8 3 125 ACTcacacaAGCAGGGATACTCATGcacacacacaAGT ACTCACACAAGCAGGGATACTC GTCTGTGCGCCTGCTTTATG 3 70 34 22 158 20 59,765 59,902 25,900 19,000 2,332,582 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA

ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 0 0 8 3 143 ACTcacacaAGCAGGGATACTCATGcacacacacaAGT ACTCACACAAGCAGGGATACTC TGAGAGAGGGAGAGTCGTGT 3 88 34 22 176 20 59,765 59,306 25,900 44,900 2,928,530 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA
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ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 0 0 8 2 107 CTcacacaAGCAGGGATACTCATGcacacacacaAGTTCCTCACACAAGCAGGGATACTCA ATGTGCTTTGCTGTTTGCGT 2 53 35 22 141 20 59,765 59,897 34,100 52,400 2,337,505 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA

ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 0 0 8 2 124 CTcacacaAGCAGGGATACTCATGcacacacacaAGTTCCTCACACAAGCAGGGATACTCA GTCTGTGCGCCTGCTTTATG 2 70 35 22 158 20 59,765 59,902 34,100 19,000 2,332,335 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA

ST‐E00142:460:H2K7HCCXY:6:2118:21146:62206 1 59 10 5 1 AC CACACACACA NA 0 0 8 2 142 CTcacacaAGCAGGGATACTCATGcacacacacaAGTTCCTCACACAAGCAGGGATACTCA TGAGAGAGGGAGAGTCGTGT 2 88 35 22 176 20 59,765 59,306 34,100 44,900 2,928,283 F 266 GTAGATAAAGGGTGcacacaTGCTCACaaaaaTACTcacacaAGCAGGGATACTCATGcacacacacaAGTTCTCACAAACAcccccTGACACATAAAATCCCAGAAAAGCACAcgcgcgCACGCAAACAGCAAAGCACATAAAGCAGGCGCACAGACACGACTCTCCctctctCActctctTGCAAacacacacacATTTATGGacacacacacGCAAAAacacacacacacacacacacacacacacacacacacacAAACACA

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 189 10 5 1 AG GAGAGAGAGA NA 1 1 8 15 90 TGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGATGCTGAAGACAGTTTGTGAGA CACAAACTTGTTCCTTCTCTCTGT 20 15 148 21 237 24 57,458 59,122 32,700 34,100 8,420,392 F 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 189 10 5 1 AG GAGAGAGAGA NA 0 0 8 15 90 TGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGATGCTGAAGACAGTTTGTGAGAT CACAAACTTGTTCCTTCTCTCTGT 19 15 148 22 237 24 57,923 59,122 27,500 34,100 8,955,697 F 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 189 10 5 1 AG GAGAGAGAGA NA 0 0 9 14 90 TGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGATGCTGAAGACAGTTTGTGAGA CACAAACTTGTTCCTTCTCTCTGTC 20 14 148 21 237 25 57,458 59,993 32,700 35,100 8,549,132 F 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 26 5 1.5 AG CTCTCTCTATCTCTCTCTCACTCTCT NA 1 1 10 11 122 ATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAATTCTCTTTGGTCGCCCGTT GAGGGAAAGACTGAGTGGCA 11 45 3 20 124 20 59,964 59,313 44,400 49,200 0.723660 F 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 26 5 1.5 AG CTCTCTCTATCTCTCTCTCACTCTCT NA 0 0 10 10 121 TTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAt TTCTCTTTGGTCGCCCGTTT GAGGGAAAGACTGAGTGGCA 10 45 4 20 124 20 60,179 59,313 36,000 49,200 0.866394 F 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 26 5 1.5 AG CTCTCTCTATCTCTCTCTCACTCTCT NA 0 0 10 7 118 TCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctct TCTTTGGTCGCCCGTTTCTT GAGGGAAAGACTGAGTGGCA 7 45 7 20 124 20 60,179 59,313 25,200 49,200 0.866394 F 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 166 10 5 1 AC CACACACACA NA 0 1 8 12 97 AGGCAAGCATacacacacCTTATCTTACACTGTCAATCAGGCAAGCATACACACACCT CAAGCGCTTGTGATTGTGCC 35 12 111 20 207 20 59,598 61,005 40,000 50,100 1,407,032 F 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 166 10 5 1 AC CACACACACA NA 0 0 8 7 92 AGGCAAGCATacacacacCTTATCTTACACTGTCAATCAGGCAAGCATACACACACCTT GCTTGTGATTGTGCCTGCAT 34 7 111 21 202 20 60,203 59,754 35,000 39,600 1,448,467 F 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 166 10 5 1 AC CACACACACA NA 0 0 8 7 92 AGGCAAGCATacacacacCTTATCTTACACTGTCAATCAGGCAAGCATACACACACCT GCTTGTGATTGTGCCTGCAT 35 7 111 20 202 20 59,598 59,754 40,000 39,600 0.647277 F 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 1 10 7 93 CTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgACTGAGAGTGTGAGTGTGCGT ACACACTCACTCATCACAGACA 26 7 133 20 225 22 59,969 59,305 52,400 34,100 2,726,460 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 0 10 5 91 CTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgACTGAGAGTGTGAGTGTGCGT ACACTCACTCATCACAGACACA 26 5 133 20 223 22 59,969 59,305 52,400 37,200 2,726,460 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 0 11 0 90 TCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgt TCTCTGAGAGTGTGAGTGTGC TCACTCATCACAGACACATACAT 28 0 130 21 219 23 59,389 57,334 45,700 22,900 7,276,922 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 0 12 5 92 TCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgTCTGAGAGTGTGAGTGTGCG ACACTCACTCATCACAGACACA 27 5 132 20 223 22 59,688 59,305 53,400 37,200 3,007,249 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 0 12 0 91 GTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgt GTCTCTGAGAGTGTGAGTGTGC TCACTCATCACAGACACATACAT 28 0 129 22 219 23 60,607 57,334 45,700 22,900 8,272,710 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 179 18 5 1.5 AC GAGAGAGAGTGTGTGTGT NA 0 0 12 0 92 AGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtg AGTCTCTGAGAGTGTGAGTGTG TCACTCATCACAGACACATACAT 29 0 128 22 219 23 59,116 57,334 38,200 22,900 8,549,927 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 10 5 1 AG TCTCTCTCTC NA 1 1 12 9 90 ATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTC ATCCCTCTCTGCCTCTCTTTCT GATGGTGGGAGAGGGAGACA 9 29 2 22 91 20 60,023 60,326 25,200 34,100 2,348,784 F 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 10 5 1 AG TCTCTCTCTC NA 0 0 13 9 90 TCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCT TCCCTCTCTGCCTCTCTTTCT GGATGGTGGGAGAGGGAGAC 9 30 3 21 92 20 59,639 61,052 25,200 33,600 2,412,408 F 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 10 5 1 AG TCTCTCTCTC NA 0 0 13 9 93 TCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCT TCCCTCTCTGCCTCTCTTTCT TAGGGATGGTGGGAGAGGGA 9 33 3 21 95 20 59,639 60,934 25,200 42,000 2,295,153 F 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 1 1 8 22 94 GATGGAGATGGAGAGTGCGGAATGTgagagaGTGA GATGGAGATGGAGAGTGCGG TTGTCCCACGGTCTCTCTCT 22 22 52 20 145 20 59,967 59,887 56,900 31,000 0.145834 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 0 0 8 21 93 ATGGAGATGGAGAGTGCGGAATGTgagagaGTGAC ATGGAGATGGAGAGTGCGGA TTGTCCCACGGTCTCTCTCT 21 22 53 20 145 20 60,398 59,887 55,400 31,000 0.510281 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 0 0 8 20 92 TGGAGATGGAGAGTGCGGAATGTgagagaGTGACA TGGAGATGGAGAGTGCGGAA TTGTCCCACGGTCTCTCTCT 20 22 54 20 145 20 60,615 59,887 43,000 31,000 0.727303 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 0 0 10 22 141 CagagagagGGAGATACATGGgagagaGTTagagagagACAGAGAGAGGGAGATACATGGG TTGTCCCACGGTCTCTCTCT 67 22 5 22 145 20 58,836 59,887 40,000 31,000 3,276,875 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 0 0 11 22 140 agagagagGGAGATACATGGgagagaGTTagagagagA AGAGAGAGGGAGATACATGGGAG TTGTCCCACGGTCTCTCTCT 65 22 6 23 145 20 59,924 59,887 43,000 31,000 3,188,488 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 10 5 1 AG AGAGAGAGAG NA 0 0 12 22 140 agagagagGGAGATACATGGgagagaGTTagagagagA AGAGAGAGGGAGATACATGGGA TTGTCCCACGGTCTCTCTCT 66 22 6 22 145 20 58,933 59,887 43,700 31,000 3,180,077 F 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 1 1 12 25 157 TCCctctctCGGTCTcacacactctctCAGTCACACTCTCC TCCCTCTCTCGGTCTCACAC TTGGGACGAATCGGCATGAT 25 82 55 20 211 20 60,323 59,820 38,200 24,500 0.502807 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 0 0 12 25 158 TCCctctctCGGTCTcacacactctctCAGTCACACTCTCC TCCCTCTCTCGGTCTCACAC TTTGGGACGAATCGGCATGA 25 83 55 20 212 20 60,323 60,036 38,200 30,700 0.358551 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 0 0 12 25 159 TCCctctctCGGTCTcacacactctctCAGTCACACTCTCC TCCCTCTCTCGGTCTCACAC GTTTGGGACGAATCGGCATG 25 84 55 20 213 20 60,323 59,901 38,200 40,600 0.421364 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 0 0 12 22 97 TCCctctctCGGTCTcacacactctctCAGTCACACTCTCC TCCCTCTCTCGGTCTCACAC CACCCGCTACTGCACTTAGT 25 22 55 20 151 20 60,323 59,753 38,200 22,400 0.569271 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 0 0 12 21 94 CctctctCGGTCTcacacactctctCAGTCACACTCTCCCT CCTCTCTCGGTCTCACACAC ACCCGCTACTGCACTTAGTG 23 21 57 20 150 20 59,476 59,753 38,200 27,400 0.770601 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2119:9069:38122 1 100 10 5 1 AC CACACACACA NA 0 0 12 21 96 TCCctctctCGGTCTcacacactctctCAGTCACACTCTCC TCCCTCTCTCGGTCTCACAC ACCCGCTACTGCACTTAGTG 25 21 55 20 150 20 60,323 59,753 38,200 27,400 0.569271 F 228 CTCTCACTCTCCACATATacacacacacacacacacacacacacacacacacacTCCctctctCGGTCTcacacactctctCAGTCACACTCTCCCTCTcacacacacaCGGCGAATCATCCCAGATTAGCACTAAGTGCAGTAGCGGGTGGGaaaaaCGACATTTTACACTCCAGCTGCAATGGCGTCTTATCATGCCGATTCGTCCCAAACCAGCTGCACTAATTA

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 1 12 7 92 CTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtg CTGTATGTGTCTGTGCATGTGT ATTACGGCAGTGAAGCTCGC 33 7 7 22 98 20 58,931 61,084 37,200 50,300 4,153,659 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 0 13 8 90 TGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTA TGTGTCTGTGCATGTGTTTGC TTTATTACGGCAGTGAAGCTCG 29 8 12 21 101 22 60,202 59,073 36,800 50,300 4,129,756 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 0 13 7 91 TGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgt TGTATGTGTCTGTGCATGTGT ATTACGGCAGTGAAGCTCGC 33 7 8 21 98 20 57,875 61,084 37,200 50,300 4,208,948 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 0 14 7 97 tgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATGTGTCTGTATGTGTCTGTGCA ATTACGGCAGTGAAGCTCGC 38 7 2 22 98 20 59,898 61,084 45,700 50,300 3,186,622 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 0 14 1 91 tgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATGTGTCTGTATGTGTCTGTGCA GCAGTGAAGCTCGCTCACAA 38 1 2 22 92 20 59,898 61,224 45,700 33,300 3,326,321 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 10 5 1 AC TGTGTGTGTG NA 0 0 14 0 90 tgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATGTGTCTGTATGTGTCTGTGCA CAGTGAAGCTCGCTCACAAA 38 0 2 22 91 20 59,898 58,779 45,700 28,300 3,322,782 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 1 1 11 43 200 gTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGTGAGAGAGAAGGAGGTACGG TGTGTCTCTAGTTTCGCTCGT 43 95 46 21 245 21 58,981 59,122 40,200 41,800 3,896,603 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 11 42 199 TgagagagaAGGAGGTACGGAGATAGACAAAGTGAGTGAGAGAGAAGGAGGTACGGA TGTGTCTCTAGTTTCGCTCGT 42 95 47 21 245 21 59,086 59,122 46,900 41,800 3,792,196 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 13 51 208 GGCagagagTgagagagaAGGAGGTACGGAGATAGACGGCAGAGAGTGAGAGAGAAGG TGTGTCTCTAGTTTCGCTCGT 51 95 38 21 245 21 59,249 59,122 34,600 41,800 3,628,866 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 14 6 136 GGGAGAGTGAGAGGGAGAGGGAGAAGgagagaga GGGAGAGTGAGAGGGAGAGG CTCCCTCTCCCTCTCTGTCA 6 70 84 20 219 20 60,106 59,371 36,900 35,800 0.734739 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 14 6 140 GGGAGAGTGAGAGGGAGAGGGAGAAGgagagaga GGGAGAGTGAGAGGGAGAGG TTCTCTCCCTCTCCCTCTCTG 6 73 84 20 223 21 60,106 59,431 36,900 33,500 1,674,815 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 16 11 141 TGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGga TGAGAGGGAGAGTGAGAGGG CTCCCTCTCCCTCTCTGTCA 11 70 79 20 219 20 59,371 59,371 43,000 35,800 1,257,044 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 16 10 140 GAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgag GAGAGGGAGAGTGAGAGGGA CTCCCTCTCCCTCTCTGTCA 10 70 80 20 219 20 59,077 59,371 42,000 35,800 1,551,879 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 16 6 137 GGGAGAGTGAGAGGGAGAGGGAGAAGgagagaga GGGAGAGTGAGAGGGAGAGG TCTCCCTCTCCCTCTCTGTC 6 71 84 20 220 20 60,106 59,077 36,900 35,100 1,029,575 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:15463:51412 1 110 20 5 1.5 AG GAGAGAGAGAGGGAGAGAGA NA 0 0 17 5 113 GGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGAGAGTGAGAGGGAGAGGG CACTCTCTGCCTCTCTCTCCT 5 47 85 20 197 21 60,106 60,064 43,000 36,900 1,170,680 F 252 AGGgagagagagagagagagagagagagagagagagaGGCagagagTgagagagaAGGAGGTACGGAGATAGACAAAGTGAGAGGGAGAGTGAGAGGGAGAGGGAGAAGgagagagagaGGgagagagaggggggTAGTGAGGGATAGAAACAGGGACATAAGCATGAGACAGAGAAGgagagagaGGCagagagTGAATGACagagagGGAGAGGgagagaAAACGAGCGAAACTAGAGACACAAAGAGCG

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 1 1 14 1 116 TTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACTTGCCCTCTCCAGTCATCCT ACAGAGCGACAGGAGAAAGC 1 65 78 20 193 20 60,253 60,038 32,400 35,100 0.290671 B 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 0 0 14 0 114 TGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGCCCTCTCCAGTCATCCTT CAGAGCGACAGGAGAAAGCA 0 64 79 20 192 20 60,253 60,038 33,600 39,100 0.290763 B 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 0 0 14 0 115 TGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGCCCTCTCCAGTCATCCTT ACAGAGCGACAGGAGAAAGC 0 65 79 20 193 20 60,253 60,038 33,600 35,100 0.290671 B 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 0 0 16 1 141 TTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACTTGCCCTCTCCAGTCATCCT ACAGGAGGAAGCAACACACA 1 90 78 20 218 20 60,253 59,454 32,400 37,200 0.799003 F 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 0 0 16 0 140 TGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGCCCTCTCCAGTCATCCTT ACAGGAGGAAGCAACACACA 0 90 79 20 218 20 60,253 59,454 33,600 37,200 0.799003 F 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:22150:28224 1 99 10 5 1 AC TGTGTGTGTG NA 0 0 16 0 142 TGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGCCCTCTCCAGTCATCCTT TGACAGGAGGAAGCAACACA 0 92 79 20 220 20 60,253 59,163 33,600 37,200 1,089,487 F 276 TGCTGTCATTCTGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTGCCCTCTCCAGTCATCCTTtgtgtgtgtgTAGCTCTACCTGTCACTCtgtgtgtgCTTGTGTTGctctctCCAGTCACTCtgtgtgCgtgtgtTGCTTTCTCCTGTCGCTCTGTGTTtgtgtgtgTTGCTTCCTCCTGTCATtgtgtgTTtgtgtgtgTTGctctctCCTGTCTCTGCgtgtgtgtgtgtTGCTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 17 5 1.5 AC TCTCTCCCACACACACA NA 1 1 13 12 90 cccTTTcacacacactctctctCACACGCACACTCTTtctctc CCCTTTCACACACACTCTCTC AGGGAGTATAAGTGTGAGAGTGTG 16 12 23 21 112 24 58,240 59,293 32,000 38,200 7,467,822 F 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 17 5 1.5 AC TCTCTCCCACACACACA NA 0 0 14 13 90 cccTTTcacacacactctctctCACACGCACACTCTTtctctc CCCTTTCACACACACTCTCTCT AGGGAGTATAAGTGTGAGAGTGT 15 13 23 22 112 23 59,633 58,063 31,000 35,500 7,303,718 F 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 17 5 1.5 AC TCTCTCCCACACACACA NA 0 0 14 12 90 cccTTTcacacacactctctctCACACGCACACTCTTtctctc CCCTTTCACACACACTCTCTCT AGGGAGTATAAGTGTGAGAGTGTG 15 12 23 22 112 24 59,633 59,293 31,000 38,200 7,074,363 F 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 1 1 14 27 127 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA CTGGGCATTTGTGTGTGTCTG 27 49 80 20 206 21 60,108 60,001 37,200 35,100 1,109,425 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 0 0 14 27 129 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA GTCTGGGCATTTGTGTGTGTC 27 51 80 20 208 21 60,108 60,001 37,200 36,700 1,109,754 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 0 0 14 27 133 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA CTGTGTCTGGGCATTTGTGTG 27 55 80 20 212 21 60,108 60,001 37,200 38,200 1,109,425 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 0 0 14 27 140 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA TCCATTACTGTGTCTGGGCA 27 63 80 20 219 20 60,108 58,643 37,200 53,600 1,465,514 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 0 0 14 27 141 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA CTCCATTACTGTGTCTGGGCA 27 63 80 20 220 21 60,108 59,721 37,200 53,600 1,387,362 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:5162:69572 1 127 10 5 1 AC ACACACACAC NA 0 0 14 27 142 aaCACACTCACGCTcacacaCTCACATaaaaaCACTGT AACACACTCACGCTCACACA CCTCCATTACTGTGTCTGGGC 27 64 80 20 221 21 60,108 60,407 37,200 53,600 1,515,814 F 227 ACGCTcacacacacacacacacacacacacacacacacacacaAacacacCTACTCTcacacacacacaAacacacaaaaaCACACTCACGCTcacacaCTCACATaaaaaCACTGTCACATTCAAacacacacacGCAAACACATACACATAGACATATacacacacATacacacacATGAACACAGacacacacAAATGCCCAGACACAGTAATGGAGGATAGAA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 51 5 3 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 1 13 1 114 AacacacacTCATACAGGTGTACACCAATTTACAGAC AACACACACTCATACAGGTGT TGTTATCGTTATGAGTGTGTGCC 18 1 17 21 130 23 57,162 59,070 41,600 50,100 7,768,472 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 51 5 3 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 0 17 1 113 acacacacTCATACAGGTGTACACCAATTTACAGACA ACACACACTCATACAGGTGTACA TGTTATCGTTATGAGTGTGTGCC 15 1 18 23 130 23 59,360 59,070 29,000 50,100 7,569,790 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 51 5 3 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 0 17 0 112 acacacacTCATACAGGTGTACACCAATTTACAGACA ACACACACTCATACAGGTGTACA GTTATCGTTATGAGTGTGTGCCT 15 0 18 23 129 23 59,360 58,818 29,000 47,500 7,821,139 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2121:11880:16938 1 94 20 5 1.5 AG TCTCTCTCTCTAACACACAC NA 1 1 15 12 90 CACTCTGACATGTGTTGGCACTCTCACATGCATACA CACTCTGACATGTGTTGGCAC TGTGTGGGTGTGTTTCTGTGA 16 12 57 21 146 21 59,735 59,996 50,100 35,800 2,268,791 F 171 CTCTCACATACACATAAacacacacacacacacacacacacacacacacacTGTCACACTCTGACATGTGTTGGCACTCTCACATGCATACATtctctctctcTAacacacacCCATTAtctctctcACAGAAacacacCcacacaGATGTATTCTTTCTCATACATGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:11880:16938 1 94 20 5 1.5 AG TCTCTCTCTCTAACACACAC NA 0 0 15 12 91 ACACTCTGACATGTGTTGGCACTCTCACATGCATAC ACACTCTGACATGTGTTGGCA TGTGTGGGTGTGTTTCTGTGA 17 12 56 21 146 21 60,134 59,996 49,200 35,800 2,137,824 F 171 CTCTCACATACACATAAacacacacacacacacacacacacacacacacacTGTCACACTCTGACATGTGTTGGCACTCTCACATGCATACATtctctctctcTAacacacacCCATTAtctctctcACAGAAacacacCcacacaGATGTATTCTTTCTCATACATGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:11880:16938 1 94 20 5 1.5 AG TCTCTCTCTCTAACACACAC NA 0 0 15 12 92 CACACTCTGACATGTGTTGGCACTCTCACATGCATA CACACTCTGACATGTGTTGGC TGTGTGGGTGTGTTTCTGTGA 18 12 55 21 146 21 59,735 59,996 45,200 35,800 2,268,791 F 171 CTCTCACATACACATAAacacacacacacacacacacacacacacacacacTGTCACACTCTGACATGTGTTGGCACTCTCACATGCATACATtctctctctcTAacacacacCCATTAtctctctcACAGAAacacacCcacacaGATGTATTCTTTCTCATACATGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 140 10 5 1 AC GTGTGTGTGT NA 0 1 10 14 108 TTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtg TTGACCGTGCATTTGTGAGT AAAGGCACACGGACACAAAC 14 44 106 20 213 20 58,326 59,546 34,100 29,300 2,128,556 B 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 140 10 5 1 AC GTGTGTGTGT NA 0 0 10 13 106 TGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgt TGACCGTGCATTTGTGAGTT AAGGCACACGGACACAAACA 13 43 107 20 212 20 58,326 60,678 30,100 28,300 2,352,725 B 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 140 10 5 1 AC GTGTGTGTGT NA 0 0 10 13 107 TGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgt TGACCGTGCATTTGTGAGTT AAAGGCACACGGACACAAAC 13 44 107 20 213 20 58,326 59,546 30,100 29,300 2,128,556 B 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 1 1 10 15 159 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC AGGATGAAAGGCAGATAGGGTG 15 90 40 22 198 22 60,096 59,559 37,700 46,100 4,536,920 B 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 10 8 152 GTCACGTAAACAACCACTCACCTTGTTTCCctctctctc GTCACGTAAACAACCACTCACC AGGATGAAAGGCAGATAGGGTG 8 90 47 22 198 22 59,714 59,559 40,200 46,100 4,727,026 B 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 10 7 151 TCACGTAAACAACCACTCACCTTGTTTCCctctctctctCTCACGTAAACAACCACTCACCT AGGATGAAAGGCAGATAGGGTG 7 90 48 22 198 22 59,831 59,559 40,000 46,100 4,609,937 B 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 120 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC GGCAGAGAGGGTGAGAGAGA 15 23 40 22 129 20 60,096 60,034 37,700 31,000 2,129,520 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 115 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC AGAGGGTGAGAGAGAGCAGG 15 18 40 22 124 20 60,096 60,033 37,700 48,500 2,129,127 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 120 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC GGCAGAGAGGGTGAGAGAGA 15 23 40 22 129 20 60,096 60,034 37,700 31,000 2,129,520 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 142 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC GGGTGAGAGAGAGCAGGTGA 15 15 40 22 121 20 60,096 60,613 37,700 40,200 2,709,210 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 143 GCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCGCTCCATGTCACGTAAACAACC AGGGTGAGAGAGAGCAGGTG 15 16 40 22 122 20 60,096 60,614 37,700 40,000 2,710,334 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:19583:39633 1 77 10 5 1 AG CTCTCTCTCT NA 0 0 20 15 147 GTCATGCTCCATGTCACGTAAACAACCACTCACCTT GTCATGCTCCATGTCACGTA GGGTGAGAGAGAGCAGGTGA 22 15 35 20 121 20 57,706 60,613 35,700 40,200 2,906,969 F 200 ctctctctctctctctctctctctctctctctctGTCATGCTCCATGTCACGTAAACAACCACTCACCTTGTTTCCctctctctctCACCctctctCCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCctctctGCCCATCACCTGctctctctCACCCTATCTGCCTTTCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 170 10 5 1 AC ACACACACAC NA 0 1 10 4 90 AGATACATACACAGACACATGTACAATCAGacacacaAGATACATACACAGACACATGTACAA ATGTGTGCATGTGTGAGCATC 4 29 140 26 229 21 58,163 59,529 24,100 39,100 9,308,129 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 170 10 5 1 AC ACACACACAC NA 0 0 11 5 90 AGATACATACACAGACACATGTACAATCAGacacacaAGATACATACACAGACACATGTACA ATGTGTGCATGTGTGAGCATC 5 29 140 25 229 21 57,595 59,529 29,000 39,100 8,875,958 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 170 10 5 1 AC ACACACACAC NA 0 0 11 5 90 AGATACATACACAGACACATGTACAATCAGacacacaAGATACATACACAGACACATGTACA ATGTGTGCATGTGTGAGCAT 5 30 140 25 229 20 57,595 58,459 29,000 37,900 8,946,050 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 1 1 10 14 140 ACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTaca ACGAATTTGCCCTCTGCTGT TCTGAGAGTATCGGGCAGAG 14 67 47 20 186 20 60,251 58,026 44,000 33,500 2,225,166 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 0 0 10 14 140 TACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTac TACGAATTTGCCCTCTGCTGT CTGAGAGTATCGGGCAGAGG 14 66 46 21 185 20 59,997 59,042 44,000 36,900 1,961,209 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 0 0 11 14 140 ACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTaca ACGAATTTGCCCTCTGCTGT TCTGAGAGTATCGGGCAGAGG 14 66 47 20 186 21 60,251 60,478 44,000 36,900 1,728,642 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 0 0 12 9 132 TTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTTTGCCCTCTGCTGTTCACT GAGAGTATCGGGCAGAGGGT 9 64 52 20 183 20 59,817 60,468 34,100 43,400 0.651891 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 0 0 12 9 133 TTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTTTGCCCTCTGCTGTTCACT TGAGAGTATCGGGCAGAGGG 9 65 52 20 184 20 59,817 60,468 34,100 43,000 0.651706 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:25672:50674 1 81 19 5 1.5 AC ACACACACACTCACACACA NA 0 0 12 8 132 TTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTTTGCCCTCTGCTGTTCACTC TGAGAGTATCGGGCAGAGGG 8 65 53 20 184 20 60,250 60,468 35,100 43,000 0.718681 B 213 acacacacacacacacacacacacacacacacacacacacacCTTTACGAATTTGCCCTCTGCTGTTCACTCTGCTAATTacacacacacTcacacacaCCTTTACCGCTCTACCCTCTGCTGGACAATCTCATAATTacacacGCACACCTTTTATCTTATTACCCTCTGCCCGATACTCTCAGATTTACTGTGAATTTTCAGGGCATTGGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 1 1 8 8 109 AGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgt AGGGAGTGTTTGAGAGTAAGAGTG TGCACAATTTCATGCACCC 8 48 104 24 212 19 59,718 57,089 35,100 46,100 8,193,011 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 8 8 156 AGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgt AGGGAGTGTTTGAGAGTAAGAGTG CCCTCCTCACCTGATTGTAACA 8 92 104 24 259 22 59,718 59,428 35,100 24,100 6,853,848 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 9 9 109 AGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgt AGGGAGTGTTTGAGAGTAAGAGT TGCACAATTTCATGCACCC 9 48 104 23 212 19 58,515 57,089 32,400 46,100 8,395,729 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 9 9 156 AGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgt AGGGAGTGTTTGAGAGTAAGAGT CCCTCCTCACCTGATTGTAACA 9 92 104 23 259 22 58,515 59,428 32,400 24,100 7,056,565 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 10 7 108 GGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtGGGAGTGTTTGAGAGTAAGAGTGA TGCACAATTTCATGCACCC 7 48 105 24 212 19 59,719 57,089 34,100 46,100 8,191,998 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 10 7 155 GGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtGGGAGTGTTTGAGAGTAAGAGTGA CCCTCCTCACCTGATTGTAACA 7 92 105 24 259 22 59,719 59,428 34,100 24,100 6,852,835 B 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 14 8 137 AGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgt AGGGAGTGTTTGAGAGTAAGAGTG ACACTCACACACAGACACAA 8 75 104 24 240 20 59,718 57,239 35,100 33,300 7,042,829 F 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 14 7 136 GGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtGGGAGTGTTTGAGAGTAAGAGTGA ACACTCACACACAGACACAA 7 75 105 24 240 20 59,719 57,239 34,100 33,300 7,041,816 F 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:31091:67656 1 136 10 5 1 AC TGTGTGTGTG NA 0 0 14 7 137 GGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtGGGAGTGTTTGAGAGTAAGAGTGA AACACTCACACACAGACACA 7 76 105 24 241 20 59,719 57,239 34,100 37,200 7,041,816 F 272 AGTATATGTGAGTGATAGTCAATATGtatataTGTGAATGAGAgtgtgtgtgtTTGAGAGTACGGAAAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGTGTTTGAGAGTAAGAGTGAGTGAGATtgtgtgtgtgATAGTGTATGTAGTGTATGCCTGTGTTCATATGTGAAAGTAtgtgtgGGGGTGCATGAAATTGTGCAATGATAATTTGTGTCtgtgtgtgAGTGTTACAATCAGGTGAGGAGGGGTCGGGAAACAGG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 1 1 4 32 169 TCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgTCAGTGCTTTCAAATGCCTAAAC AGCAATGGCATGGAAGAGGA 62 32 50 23 218 20 58,130 59,373 20,100 37,100 5,497,814 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 0 0 4 32 169 TCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgTCAGTGCTTTCAAATGCCTAAACT AGCAATGGCATGGAAGAGGA 61 32 50 24 218 20 59,416 59,373 26,600 37,100 5,211,775 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 0 0 4 32 172 ATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgATTTCAGTGCTTTCAAATGCCT AGCAATGGCATGGAAGAGGA 66 32 47 22 218 20 57,388 59,373 47,500 37,100 5,239,715 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 0 0 4 32 215 CGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTC CGCTAAGCTCTCAGTTTGATGT AGCAATGGCATGGAAGAGGA 109 32 4 22 218 20 58,743 59,373 30,600 37,100 3,884,843 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 0 0 4 32 215 CGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTC CGCTAAGCTCTCAGTTTGATGTC AGCAATGGCATGGAAGAGGA 108 32 4 23 218 20 59,694 59,373 30,600 37,100 3,933,080 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:6816:33059 1 135 32 5 2 AC TGTGTGCTTGTGTGTGTGTTTATGTGTGTGTG NA 0 0 5 32 216 TCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTT TCGCTAAGCTCTCAGTTTGATGT AGCAATGGCATGGAAGAGGA 109 32 3 23 218 20 60,057 59,373 30,600 37,100 3,683,987 D 224 ATTCGCTAAGCTCTCAGTTTGATGTCTGTGATCGATTTCATGCAGTATTTCAGTGCTTTCAAATGCCTAAACTTtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTtgtgtgCTtgtgtgtgtgTTTAtgtgtgtgtgTATCAATATGTGCATATCTGTGATTCTGTAAATCCTCTTCCATGCCATTGCTATGCTG

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 1 1 14 2 123 AGGAGAGGGAGgagagaGgagagaAAagagagGAGAAAGGAGAGGGAGGAGAGAGGA CCCGCCTCTCTCTCCTCC 73 2 25 20 147 18 59,953 60,521 37,100 43,000 2,567,917 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 0 0 14 1 122 AGGAGAGGGAGgagagaGgagagaAAagagagGAGAAAGGAGAGGGAGGAGAGAGGA CCGCCTCTCTCTCCTCCC 73 1 25 20 146 18 59,953 60,521 37,100 43,000 2,567,917 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 121 AGGAGAGGGAGgagagaGgagagaAAagagagGAGAAAGGAGAGGGAGGAGAGAGGA CGCCTCTCTCTCCTCCCT 73 0 25 20 145 18 59,953 59,399 37,100 42,000 2,647,907 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 0 0 20 2 142 GAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgag GAGGAGAGGGAGGAGAGGGA CCCGCCTCTCTCTCCTCC 83 2 15 20 147 18 60,997 60,521 42,000 43,000 3,517,503 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 0 0 20 2 146 GAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGG GAGGGAGGAGAGGGAGGAGA CCCGCCTCTCTCTCCTCC 78 2 20 20 147 18 60,997 60,521 37,100 43,000 3,517,503 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:9333:43853 1 118 10 5 1 AG GAGAGAGAGA NA 0 0 20 1 141 GAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgag GAGGAGAGGGAGGAGAGGGA CCGCCTCTCTCTCCTCCC 83 1 15 20 146 18 60,997 60,521 42,000 43,000 3,517,503 F 261 AGAGGGAGGAGAGGGAGGAGAGGGAGGAGAGGGAGgagagaGgagagaAAagagagGAGAAagagaggagagaagagagagAAGACAGAGCGAAGgagagaAGAGAAagagagGGAGgagagagagaAGGGAGgagagagaGGCgggggAagagagagagagagagAAagagagagagagACagagagagagagagagagagagagagagagACagagagagagagagagagagagagTgagagaAGTTAATCGTGACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 1 1 16 4 95 ATGGACAGACACTCACACGGACAGacacacacacGGAATGGACAGACACTCACACGG GGGCAATTAGGGATGGGCAA 4 41 104 20 198 20 59,682 60,398 49,400 45,200 0.716821 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 0 0 16 4 147 ATGGACAGACACTCACACGGACAGacacacacacGGAATGGACAGACACTCACACGG CTCCAGACCCACAGCAATGT 4 93 104 20 250 20 59,682 59,963 49,400 27,100 0.355744 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 0 0 16 4 148 ATGGACAGACACTCACACGGACAGacacacacacGGAATGGACAGACACTCACACGG ACTCCAGACCCACAGCAATG 4 94 104 20 251 20 59,682 59,963 49,400 28,200 0.355744 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 0 0 18 2 93 GGACAGACACTCACACGGACAGacacacacacGGACAGGACAGACACTCACACGGAC GGGCAATTAGGGATGGGCAA 2 41 106 20 198 20 60,319 60,398 47,900 45,200 0.717165 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 0 0 18 2 145 GGACAGACACTCACACGGACAGacacacacacGGACAGGACAGACACTCACACGGAC CTCCAGACCCACAGCAATGT 2 93 106 20 250 20 60,319 59,963 47,900 27,100 0.356087 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 128 10 5 1 AC ACACACACAC NA 0 0 18 1 92 GACAGACACTCACACGGACAGacacacacacGGACAGGACAGACACTCACACGGACA GGGCAATTAGGGATGGGCAA 1 41 107 20 198 20 59,616 60,398 40,200 45,200 0.782689 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:19086:57161 1 146 10 5 1 AC ACACACACAC NA 1 1 8 9 102 acacaccacacacaCTGacacacGCCGAAacacacacacCA ACACACCACACACACTGACA AGAACGGACATGTGGGCATT 9 43 117 20 218 20 59,677 59,962 35,800 35,600 0.361467 F 219 AAGcacacaAAGacacacacacacacacacacacacacacacacacacacAGGAGCACAAacacacAGacacacacTcacacacacacacacaAacacacAAAGacacacacAGacacacaccacacacaCTGacacacGCCGAAacacacacacCACCGacacacAGTCTCATATGCAAACGTACACAGACGAAGACAATGCCCACATGTCCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19086:57161 1 146 10 5 1 AC ACACACACAC NA 0 0 10 7 100 acaccacacacaCTGacacacGCCGAAacacacacacCACCACACCACACACACTGACACA AGAACGGACATGTGGGCATT 7 43 119 20 218 20 59,677 59,962 37,200 35,600 0.361467 F 219 AAGcacacaAAGacacacacacacacacacacacacacacacacacacacAGGAGCACAAacacacAGacacacacTcacacacacacacacaAacacacAAAGacacacacAGacacacaccacacacaCTGacacacGCCGAAacacacacacCACCGacacacAGTCTCATATGCAAACGTACACAGACGAAGACAATGCCCACATGTCCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19086:57161 1 146 10 5 1 AC ACACACACAC NA 0 0 10 7 101 acaccacacacaCTGacacacGCCGAAacacacacacCACCACACCACACACACTGACACA AAGAACGGACATGTGGGCAT 7 44 119 20 219 20 59,677 59,962 37,200 44,000 0.361467 F 219 AAGcacacaAAGacacacacacacacacacacacacacacacacacacacAGGAGCACAAacacacAGacacacacTcacacacacacacacaAacacacAAAGacacacacAGacacacaccacacacaCTGacacacGCCGAAacacacacacCACCGacacacAGTCTCATATGCAAACGTACACAGACGAAGACAATGCCCACATGTCCGTTCTT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 174 10 5 1 AC CACACACACA NA 0 1 11 9 90 ATGAACTCACACTCTcacacaTACTGTGGATTCTCAATATGAACTCACACTCTCACACATACT GGAACCCTGCACAGAAAGT 27 9 122 25 211 19 59,755 57,578 21,200 26,600 8,666,418 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 174 10 5 1 AC CACACACACA NA 0 0 12 9 90 ATGAACTCACACTCTcacacaTACTGTGGATTCTCAATATGAACTCACACTCTCACACAT GGAACCCTGCACAGAAAGT 30 9 122 22 211 19 57,386 57,578 32,100 26,600 8,035,492 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 174 10 5 1 AC CACACACACA NA 0 0 12 9 90 ATGAACTCACACTCTcacacaTACTGTGGATTCTCAATATGAACTCACACTCTCACACATAC GGAACCCTGCACAGAAAGT 28 9 122 24 211 19 58,526 57,578 23,900 26,600 8,895,499 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 107 77 5 2 AC CACACACACACTTATATGAACTCACACTCTCACACA NA 0 1 12 1 126 TCACACTCACACTCGCTCACTcacacacacaCTTATATGTCACACTCACACTCGCTCAC GGAACCCTGCACAGAAAGT 1 9 86 20 211 19 59,969 57,578 35,100 26,600 3,452,340 D 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 107 77 5 2 AC CACACACACACTTATATGAACTCACACTCTCACACA NA 0 0 12 0 125 CACACTCACACTCGCTCACTcacacacacaCTTATATG CACACTCACACTCGCTCACT GGAACCCTGCACAGAAAGT 0 9 87 20 211 19 59,969 57,578 34,100 26,600 3,452,881 D 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 107 77 5 2 AC CACACACACACTTATATGAACTCACACTCTCACACA NA 0 0 14 2 127 CTCACACTCACACTCGCTCACTcacacacacaCTTATATCTCACACTCACACTCGCTCA GGAACCCTGCACAGAAAGT 2 9 85 20 211 19 59,688 57,578 42,600 26,600 3,733,670 D 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 1 1 12 3 102 TCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTTCTGTGTGTGCGTGAGAGAC CACACATGCACACACTCTGC 41 3 141 20 242 20 59,969 60,041 33,600 42,600 0.071465 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 0 0 14 24 141 GGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGAGGAATGTGTTTGTGTTTCTGTGTG TCTCTCCCACACACATACACAC 53 24 125 24 265 22 59,438 59,701 38,200 38,200 6,861,407 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 0 0 14 24 141 GGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGAGGAATGTGTTTGTGTTTCTGTGT TCTCTCCCACACACATACACAC 54 24 125 23 265 22 58,257 59,701 37,200 38,200 7,042,506 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 0 0 14 23 140 GGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGAGGAATGTGTTTGTGTTTCTGTGTG CTCTCCCACACACATACACACT 53 23 125 24 264 22 59,438 59,700 38,200 35,500 6,862,546 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 0 0 14 3 98 tgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTC TGTGTGCGTGAGAGACAGAC CACACATGCACACACTCTGC 37 3 145 20 242 20 59,969 60,041 35,100 42,600 0.071465 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27428:12683 1 202 18 5 1.5 AC TGTGTGTGTGAGAGAGAG NA 0 0 14 3 99 gtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGT GTGTGTGCGTGAGAGACAGA CACACATGCACACACTCTGC 38 3 144 20 242 20 59,969 60,041 34,100 42,600 0.071465 F 265 AGAGCGAGATagagagtgtgtgTgagagagagagaATgagagagaGTGCAtgtgtgAGAGAAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAATGTGTTTGTGTTTCtgtgtgtgCGTgagagaCAGACTGAGGATTTGTGCGTGTCTgagagaGTGGTATGTGCCtgtgtgtgtgagagagagAATGCAGAgtgtgtGCAtgtgtgAgtgtgtAtgtgtgtgGgagaga

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 45 5 2 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 1 16 1 102 GTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcAC GTGCGCGTGTAGCTGATTAC CGCGCACACACTGTAATCAG 1 16 14 20 115 20 59,702 59,906 18,900 29,000 0.391355 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 45 5 2 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 16 0 101 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA CGCGCACACACTGTAATCAG 0 16 15 20 115 20 60,109 59,906 24,100 29,000 0.202574 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 45 5 2 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 17 0 100 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA GCGCACACACTGTAATCAGC 0 15 15 20 114 20 60,109 60,179 24,100 42,600 0.288254 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 193 10 5 1 AC ACACACACAC NA 0 1 8 0 93 ACAGTAacacacCAACAGCAacacacacacAAATGCaaaACAGTAACACACCAACAGCA AGTGTGTTATACCGTGTGTGCA 0 41 173 20 265 22 57,588 60,224 44,100 45,700 4,635,717 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 193 10 5 1 AC ACACACACAC NA 0 0 8 0 94 ACAGTAacacacCAACAGCAacacacacacAAATGCaaaACAGTAACACACCAACAGCA CAGTGTGTTATACCGTGTGTGC 0 42 173 20 266 22 57,588 59,843 44,100 45,700 4,568,519 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 193 10 5 1 AC ACACACACAC NA 0 0 9 0 92 ACAGTAacacacCAACAGCAacacacacacAAATGCaaaACAGTAACACACCAACAGCA GTGTGTTATACCGTGTGTGCA 0 41 173 20 264 21 57,588 58,863 44,100 45,700 4,548,355 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2123:11231:25868 1 165 10 5 1 AC CACACACACA NA 1 1 2 6 94 CCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaCCGAGTCACACATGAGTAGTGA GCACCGAGAAGGACCAACAA 6 36 137 22 230 20 59,512 60,534 34,100 28,300 3,022,356 F 233 GtctctctcAAacacacacacTCCTCTCAAACACTcacacacacaCCCCTCACTCGcacacacacacaCTCCActctctcacacacacacaCTCctctctctctctcacacacacacacacacacacacacacacaCCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaTACACCCACTAacacacATTCAGACAAacacacacCTTGTTGGTCCTTCTCGGTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2123:11231:25868 1 165 10 5 1 AC CACACACACA NA 0 0 3 7 92 CCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaCCGAGTCACACATGAGTAGTG ACCGAGAAGGACCAACAAGG 7 34 137 21 228 20 58,131 59,603 27,400 36,100 3,265,473 F 233 GtctctctcAAacacacacacTCCTCTCAAACACTcacacacacaCCCCTCACTCGcacacacacacaCTCCActctctcacacacacacaCTCctctctctctctcacacacacacacacacacacacacacacaCCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaTACACCCACTAacacacATTCAGACAAacacacacCTTGTTGGTCCTTCTCGGTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2123:11231:25868 1 165 10 5 1 AC CACACACACA NA 0 0 3 6 92 CCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaCCGAGTCACACATGAGTAGTGA ACCGAGAAGGACCAACAAGG 6 34 137 22 228 20 59,512 59,603 34,100 36,100 2,884,964 F 233 GtctctctcAAacacacacacTCCTCTCAAACACTcacacacacaCCCCTCACTCGcacacacacacaCTCCActctctcacacacacacaCTCctctctctctctcacacacacacacacacacacacacacacaCCGAGTcacacaTGAGTAGTGAAGAACGcacacacacaTACACCCACTAacacacATTCAGACAAacacacacCTTGTTGGTCCTTCTCGGTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 1 1 5 1 154 GCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAGCCTAAGCGAATTGTGCGAG TCCAAACACGGTCAGGCAG 77 1 38 20 191 19 59,973 60,228 50,300 48,500 1,254,627 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 5 1 156 ATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtg ATGCCTAAGCGAATTGTGCG TCCAAACACGGTCAGGCAG 79 1 36 20 191 19 59,622 60,228 53,400 48,500 1,606,080 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 6 1 118 AATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgt AATCTGTGCCAGGGTGCT TCCAAACACGGTCAGGCAG 43 1 74 18 191 19 58,826 60,228 44,000 48,500 4,402,136 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 6 1 150 AAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTAAGCGAATTGTGCGAGTGTG TCCAAACACGGTCAGGCAG 73 1 42 20 191 19 59,764 60,228 38,200 48,500 1,463,488 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 6 0 117 AATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgt AATCTGTGCCAGGGTGCT CCAAACACGGTCAGGCAGG 43 0 74 18 190 19 58,826 61,261 44,000 48,500 5,435,182 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 6 0 118 AATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgt AATCTGTGCCAGGGTGCT TCCAAACACGGTCAGGCAGG 43 0 74 18 191 20 58,826 62,675 44,000 48,500 5,848,876 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 8 30 209 TCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAA TCTGCATTTCTGTTTGTGGCTG CAGTCCCAAATGGAGGCAAA 100 30 13 22 221 20 59,965 58,369 48,500 36,800 3,666,344 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 8 30 210 GTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGA GTCTGCATTTCTGTTTGTGGCT CAGTCCCAAATGGAGGCAAA 101 30 12 22 221 20 59,965 58,369 47,500 36,800 3,666,471 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 37 5 2 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGTGNA 0 0 9 30 207 TGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATT TGCATTTCTGTTTGTGGCTGT CAGTCCCAAATGGAGGCAAA 99 30 15 21 221 20 59,244 58,369 44,000 36,800 3,387,364 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 67 5 3 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGT NA 0 1 4 0 184 GCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAGCCTAAGCGAATTGTGCGAG CAGTCCCAAATGGAGGCAAA 77 0 38 20 221 20 59,973 58,369 50,300 36,800 1,658,208 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 67 5 3 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGT NA 0 0 4 0 186 ATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtg ATGCCTAAGCGAATTGTGCG CAGTCCCAAATGGAGGCAAA 79 0 36 20 221 20 59,622 58,369 53,400 36,800 2,009,662 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 135 67 5 3 AC GTGTGTGTGTTCATGTGTGTGTATGTTTGTGTGTGT NA 0 0 6 0 180 AAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTAAGCGAATTGTGCGAGTGTG CAGTCCCAAATGGAGGCAAA 73 0 42 20 221 20 59,764 58,369 38,200 36,800 1,867,070 D 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 1 1 14 19 99 CACTCCCACACGCACTCActctctCACTCCCACACGTa CACTCCCACACGCACTCA GCTAATGGCTAACGCACTTCG 19 31 146 18 244 21 59,579 60,005 34,100 37,900 3,426,241 B 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 0 0 14 19 100 CACTCCCACACGCACTCActctctCACTCCCACACGTa CACTCCCACACGCACTCA CGCTAATGGCTAACGCACTTC 19 32 146 18 245 21 59,579 60,005 34,100 30,100 3,426,241 B 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 0 0 14 19 101 CACTCCCACACGCACTCActctctCACTCCCACACGTa CACTCCCACACGCACTCA CCGCTAATGGCTAACGCACT 19 34 146 18 246 20 59,579 60,810 34,100 44,000 3,231,345 B 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 0 0 16 11 95 CACACGCACTCActctctCACTCCCACACGTacacacac CACACGCACTCACTCTCTCA CCGCTAATGGCTAACGCACT 11 34 152 20 246 20 59,688 60,810 32,700 44,000 1,122,133 F 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 0 0 16 7 91 CGCACTCActctctCACTCCCACACGTacacacacacAGACGCACTCACTCTCTCACTCC CCGCTAATGGCTAACGCACT 7 34 156 20 246 20 59,830 60,810 38,500 44,000 0.980147 F 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 183 10 5 1 AC ACACACACAC NA 0 0 20 1 109 CActctctCACTCCCACACGCACTCActctctCACTCCCA CACTCTCTCACTCCCACACG CCGCTAATGGCTAACGCACT 1 34 162 20 246 20 59,758 60,810 44,900 44,000 1,052,317 F 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 1 1 7 0 95 GCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCT GCTTGTGTGTTCGTGTGCAA CAAACAGAGAGACACAAGCGC 0 3 37 20 131 21 60,179 60,070 40,800 59,200 1,249,486 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 0 0 8 2 96 AGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGAGTGCTTGTGTGTTCGTGTG AACAGAGAGACACAAGCGCT 3 2 34 20 129 20 59,273 59,609 38,200 59,200 1,117,686 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 0 0 8 0 93 GCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCT GCTTGTGTGTTCGTGTGCAA AACAGAGAGACACAAGCGCT 0 2 37 20 129 20 60,179 59,609 40,800 59,200 0.570036 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 0 0 13 14 140 TCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgt TCGTGTTCGTGCATGTGAATG ACACAGACTCACACAAACAGAGA 31 14 5 21 144 23 59,806 59,804 26,700 31,000 4,389,932 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 0 0 13 14 141 TTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtg TTCGTGTTCGTGCATGTGAA ACACAGACTCACACAAACAGAGA 33 14 4 20 144 23 58,709 59,804 31,800 31,000 4,486,742 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18172:28119 1 57 51 5 2 AC GTGTGTGTGTATGTGCGTCTGTACATTTCTGTGTGT NA 0 0 13 14 142 TTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTt TTTCGTGTTCGTGCATGTGA ACACAGACTCACACAAACAGAGA 34 14 3 20 144 23 58,709 59,804 35,800 31,000 4,486,742 G 213 GTTTTCGTGTTCGTGCATGTGAAtgtgtgTATGAGTGCTtgtgtgTTCGTGTGCAAgtgtgtgtgtATGTGCGTCTGTACATTTCtgtgtgtgtgTAtgtgtgtgtgATAGCGCTTGTGtctctcTGTTtgtgtgAGTCTGTGTTTTagagagagGGTGGGAATAATAGTgagagagagagagagagagagagagagagagagaGCATTTCCT

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 1 1 10 11 92 CATCAGGGAGCAACTCACCAAATAAACAGCTGCAT CATCAGGGAGCAACTCACCA ACTCCTCCCTGTGTCTCTCC 31 11 63 20 154 20 59,674 59,960 41,700 37,100 0.366432 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 0 0 10 11 93 ACATCAGGGAGCAACTCACCAAATAAACAGCTGCA ACATCAGGGAGCAACTCACC ACTCCTCCCTGTGTCTCTCC 32 11 62 20 154 20 59,674 59,960 40,200 37,100 0.366762 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 0 0 10 11 153 CTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGCTGCATCCCTCGTTCCTGAG ACTCCTCCCTGTGTCTCTCC 92 11 2 20 154 20 60,179 59,960 33,500 37,100 0.219588 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 0 0 12 1 143 CTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGCTGCATCCCTCGTTCCTGAG GTGTCTCTCCCTCTGCCTCT 92 1 2 20 144 20 60,179 60,324 33,500 36,900 0.503364 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 0 0 14 6 119 AAGCAGGGTAGTGAGAGGGATCAGAGAACTCACA AAGCAGGGTAGTGAGAGGGA TCCCTGTGTCTCTCCCTCTG 63 6 31 20 149 20 59,586 59,960 42,000 33,500 0.454184 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 10 5 1 AG GAGAGAGAGA NA 0 0 14 6 148 CTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGCTGCATCCCTCGTTCCTGAG TCCCTGTGTCTCTCCCTCTG 92 6 2 20 149 20 60,179 59,960 33,500 33,500 0.219441 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 10 5 1 AG TCTCTCTCTC NA 0 1 11 25 116 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC TGTGCTTGTGTGTGTACATGT 25 40 2 20 117 21 59,894 58,362 41,600 32,100 2,743,910 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 10 5 1 AG TCTCTCTCTC NA 0 0 12 17 108 CAGacacacacCGacacacacATacacacTCGCTCTAtctc CAGACACACACCGACACACA TGTGCTTGTGTGTGTACATGT 17 40 10 20 117 21 60,459 58,362 37,200 32,100 3,097,357 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 10 5 1 AG TCTCTCTCTC NA 0 0 12 14 105 acacacacCGacacacacATacacacTCGCTCTAtctctctct ACACACACCGACACACACAT TGTGCTTGTGTGTGTACATGT 14 40 13 20 117 21 60,108 58,362 32,100 32,100 2,745,843 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:7770:67867 1 114 21 5 1.5 AC TGTGTGTGTGATGTGTGTGTG NA 1 1 10 0 100 CACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCG CACATGTGCGCCTGTACC CGCATACACAGGCACAGACA 0 41 96 18 195 20 58,822 60,670 33,400 34,100 3,847,838 B 269 AACTTAATTGttttttCAGTTGTTTAAATTAGGGTCTTTTATTaaaaaGGTCATGAACTTCTGTTTaaaaaTAATTTCAAATTCATACTTATTTGCACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCGCACATCTGCCTGTGATGTCTACCTCTGTGTAAGTCTTTGTGTCTGTGCCTGTGTATGCGTACgtgtgtgtgtCTCTGTTTATGTATGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2123:7770:67867 1 114 21 5 1.5 AC TGTGTGTGTGATGTGTGTGTG NA 0 0 10 0 101 CACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCG CACATGTGCGCCTGTACC ACGCATACACAGGCACAGAC 0 42 96 18 196 20 58,822 60,671 33,400 35,100 3,848,146 B 269 AACTTAATTGttttttCAGTTGTTTAAATTAGGGTCTTTTATTaaaaaGGTCATGAACTTCTGTTTaaaaaTAATTTCAAATTCATACTTATTTGCACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCGCACATCTGCCTGTGATGTCTACCTCTGTGTAAGTCTTTGTGTCTGTGCCTGTGTATGCGTACgtgtgtgtgtCTCTGTTTATGTATGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2123:7770:67867 1 114 21 5 1.5 AC TGTGTGTGTGATGTGTGTGTG NA 0 0 12 0 99 CACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCG CACATGTGCGCCTGTACC GCATACACAGGCACAGACAC 0 40 96 18 194 20 58,822 59,201 33,400 36,700 3,976,375 B 269 AACTTAATTGttttttCAGTTGTTTAAATTAGGGTCTTTTATTaaaaaGGTCATGAACTTCTGTTTaaaaaTAATTTCAAATTCATACTTATTTGCACATGTGCGCCTGTACCtgtgtgtgtgAtgtgtgtgtgCGCACATCTGCCTGTGATGTCTACCTCTGTGTAAGTCTTTGTGTCTGTGCCTGTGTATGCGTACgtgtgtgtgtCTCTGTTTATGTATGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2124:15300:47755 1 68 29 5 1.5 AC ACAGACAGACAGACAGACGCACACACACA NA 1 1 8 2 93 GGGAGGACAGACATTCATGAAATGTCAGCAGATTCGGGAGGACAGACATTCATGAAA TCTGTATCTGCGTCCGTGTC 20 2 26 22 118 20 58,045 59,549 26,900 36,700 4,406,055 B 234 CAAAACATAGGAAAACAAGCTACCGGGGAGGACAGACATTCATGAAATGTCAGCAGATTCAATTTATacagacagacagacagACGcacacacacaTGGACACGGACGCAGATACAGATCcacacacacacacacacacacacacacacacacacacacacacacaGacacacacacacacacacacacacacacacacTCACACTcacacacacaCCTTTAGCAATGTGCTGG

ST‐E00142:460:H2K7HCCXY:6:2124:15300:47755 1 68 29 5 1.5 AC ACAGACAGACAGACAGACGCACACACACA NA 0 0 8 2 93 GGGAGGACAGACATTCATGAAATGTCAGCAGATTCGGGAGGACAGACATTCATGAA TCTGTATCTGCGTCCGTGTC 21 2 26 21 118 20 57,366 59,549 25,700 36,700 4,084,980 B 234 CAAAACATAGGAAAACAAGCTACCGGGGAGGACAGACATTCATGAAATGTCAGCAGATTCAATTTATacagacagacagacagACGcacacacacaTGGACACGGACGCAGATACAGATCcacacacacacacacacacacacacacacacacacacacacacacaGacacacacacacacacacacacacacacacacTCACACTcacacacacaCCTTTAGCAATGTGCTGG

ST‐E00142:460:H2K7HCCXY:6:2124:15300:47755 1 68 29 5 1.5 AC ACAGACAGACAGACAGACGCACACACACA NA 0 0 8 1 92 GGGAGGACAGACATTCATGAAATGTCAGCAGATTCGGGAGGACAGACATTCATGAA CTGTATCTGCGTCCGTGTCC 21 1 26 21 117 20 57,366 60,526 25,700 40,200 4,160,065 B 234 CAAAACATAGGAAAACAAGCTACCGGGGAGGACAGACATTCATGAAATGTCAGCAGATTCAATTTATacagacagacagacagACGcacacacacaTGGACACGGACGCAGATACAGATCcacacacacacacacacacacacacacacacacacacacacacacaGacacacacacacacacacacacacacacacacTCACACTcacacacacaCCTTTAGCAATGTGCTGG

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 1 1 9 2 94 AAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTAAACTTATCTCGCCATGCCC AGAGTGGTAGATAGAGAGTGTGA 39 2 158 20 251 23 58,320 57,298 53,600 35,800 7,382,403 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 0 0 9 2 95 GAAACTTATCTCGCCATGCCCCTCtatataTCACTTTG GAAACTTATCTCGCCATGCCC AGAGTGGTAGATAGAGAGTGTGA 39 2 157 21 251 23 59,396 57,298 53,600 35,800 7,306,343 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 0 0 9 2 166 CCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtct CCCGTCTCTATTTCCTGCAAC AGAGTGGTAGATAGAGAGTGTGA 110 2 86 21 251 23 58,719 57,298 41,700 35,800 7,982,693 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 0 0 9 2 166 CCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtct CCCGTCTCTATTTCCTGCAACA AGAGTGGTAGATAGAGAGTGTGA 109 2 86 22 251 23 60,355 57,298 33,300 35,800 8,056,769 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 0 0 10 1 95 GAAACTTATCTCGCCATGCCCCTCtatataTCACTTTG GAAACTTATCTCGCCATGCCC AGAGTGGTAGATAGAGAGTGTGAA 39 1 157 21 251 24 59,396 57,932 53,600 31,800 7,672,739 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:4056:27714 1 217 10 5 1 AG TCTCTCTCTC NA 0 0 10 1 166 CCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtct CCCGTCTCTATTTCCTGCAAC AGAGTGGTAGATAGAGAGTGTGAA 110 1 86 21 251 24 58,719 57,932 41,700 31,800 8,349,089 F 252 GTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtgtgtTtgtgtgGCAACATTTCTCCCCGTCTCTATTTCCTGCAACATGTGCCCctctctAtctctcTAAAtctctcTTTGCATCTTCCTCAGTCTGAAACTTATCTCGCCATGCCCCTCtatataTCACTTTGTTACtttttttCTCTCACTCTGtctctctctcTTTCACActctctATCTACCACTCTT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 1 1 11 0 114 TTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgTTGACGGTGTTTGGGTGCT TGGCAATTCCATACACTCAGG 51 0 28 19 141 21 60,077 57,997 44,000 38,600 4,080,751 D 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 12 26 141 TTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAg TTTGACGGTGTTTGGGTGCT CCCAACATCTACACCCACAGA 51 26 27 20 167 21 60,682 59,372 44,000 34,100 2,309,905 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 12 10 124 TTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAg TTTGACGGTGTTTGGGTGCT CAGACACACTGGCAATTCCA 51 10 27 20 150 20 60,682 58,392 44,000 35,300 2,289,619 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 12 0 115 TTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAg TTTGACGGTGTTTGGGTGCT TGGCAATTCCATACACTCAGG 51 0 27 20 141 21 60,682 57,997 44,000 38,600 3,684,959 D 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 13 26 142 CTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACA CTTTGACGGTGTTTGGGTGC CCCAACATCTACACCCACAGA 52 26 26 20 167 21 60,249 59,372 50,100 34,100 1,877,206 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 13 24 141 CTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACA CTTTGACGGTGTTTGGGTGC CCAACATCTACACCCACAGACA 52 24 26 20 166 22 60,249 59,962 50,100 34,100 2,287,292 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 13 21 138 CTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACA CTTTGACGGTGTTTGGGTGC ACATCTACACCCACAGACACAC 52 21 26 20 163 22 60,249 59,963 50,100 38,200 2,286,118 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 13 10 125 CTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACA CTTTGACGGTGTTTGGGTGC CAGACACACTGGCAATTCCA 52 10 26 20 150 20 60,249 58,392 50,100 35,300 1,856,921 G 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:5386:58567 1 98 23 5 2 AC GTGTGTGTGTTTATGTGTGTGTG NA 0 0 13 0 116 CTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACA CTTTGACGGTGTTTGGGTGC TGGCAATTCCATACACTCAGG 52 0 26 20 141 21 60,249 57,997 50,100 38,600 3,252,261 D 245 TTTGATGgtgtgtGAGTGCATTTCTCTTTGACGGTGTTTGGGTGCTGGTTTATATGTTACAgtgtgtTTGAGTGTAAGAGTCtatataTCTTTTAGAgtgtgtgtgtTTAtgtgtgtgtgCCTGAGTGTATGGAATTGCCAgtgtgtCTGTGGGTGTAGATGTTggggggTGTgggggggggTGGGGgagagagagagagagagagagagagagagagagagagagagagaGCgagagaATGTAT

ST‐E00142:460:H2K7HCCXY:6:2124:6126:49092 1 95 10 5 1 AG GAGAGAGAGA NA 1 1 9 0 95 GCCTGTCAGAGCAACAGAGTGTGGGAGAAAGTgagGCCTGTCAGAGCAACAGAGT GTCTCGGTTTCTCTCCCAC 46 0 29 20 123 19 59,965 57,183 32,400 46,100 3,851,197 F 159 TGACAACAGGGACAGAAATTCCTGGAATGCCTGTCAGAGCAACAGAGTGTGGGAGAAAGTgagagagaAATTTTGGGGTAGACTGAAGGATATTgagagagagaGTGGgagagaAACCGAGACagagagagagagagagagagagagagagagAACGAG

ST‐E00142:460:H2K7HCCXY:6:2124:6126:49092 1 95 10 5 1 AG GAGAGAGAGA NA 0 0 9 0 96 TGCCTGTCAGAGCAACAGAGTGTGGGAGAAAGTgaTGCCTGTCAGAGCAACAGAG GTCTCGGTTTCTCTCCCAC 47 0 28 20 123 19 59,966 57,183 33,500 46,100 3,851,057 F 159 TGACAACAGGGACAGAAATTCCTGGAATGCCTGTCAGAGCAACAGAGTGTGGGAGAAAGTgagagagaAATTTTGGGGTAGACTGAAGGATATTgagagagagaGTGGgagagaAACCGAGACagagagagagagagagagagagagagagagAACGAG

ST‐E00142:460:H2K7HCCXY:6:2124:6126:49092 1 95 10 5 1 AG GAGAGAGAGA NA 0 0 9 0 102 CTGGAATGCCTGTCAGAGCAACAGAGTGTGGGAGACTGGAATGCCTGTCAGAGCA GTCTCGGTTTCTCTCCCAC 53 0 22 20 123 19 60,036 57,183 42,600 46,100 3,852,305 F 159 TGACAACAGGGACAGAAATTCCTGGAATGCCTGTCAGAGCAACAGAGTGTGGGAGAAAGTgagagagaAATTTTGGGGTAGACTGAAGGATATTgagagagagaGTGGgagagaAACCGAGACagagagagagagagagagagagagagagagAACGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 211 20 5 1.5 AG GAGAGAGAGAAGGAGAGAGA NA 1 1 11 0 92 GAGGCTTTGACGCAGACAGATGGATACTGAGGGTGGAGGCTTTGACGCAGACAGA CTCTTTCTCGCTCACTCCC 33 0 158 20 249 19 60,320 57,269 34,100 43,000 4,051,195 B 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 211 20 5 1.5 AG GAGAGAGAGAAGGAGAGAGA NA 0 0 11 0 96 AACAGAGGCTTTGACGCAGACAGATGGATACTGAGAACAGAGGCTTTGACGCAGA CTCTTTCTCGCTCACTCCC 37 0 154 20 249 19 59,893 57,269 42,600 43,000 3,838,003 B 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 211 20 5 1.5 AG GAGAGAGAGAAGGAGAGAGA NA 0 0 11 0 98 TGAACAGAGGCTTTGACGCAGACAGATGGATACTGTGAACAGAGGCTTTGACGCA CTCTTTCTCGCTCACTCCC 39 0 152 20 249 19 60,179 57,269 52,400 43,000 3,910,354 B 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 196 10 5 1 AC CACACACACA NA 1 1 15 0 92 CCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACCCCACACACACGCACTCTC GTGGGAGGTGAGTGCGAC 45 0 132 19 223 18 60,956 60,048 32,000 51,900 4,004,298 F 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 196 10 5 1 AC CACACACACA NA 0 0 16 0 93 TCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCATCCCACACACACGCACTC GTGGGAGGTGAGTGCGAC 47 0 131 18 223 18 59,892 60,048 35,100 51,900 4,156,285 F 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 196 10 5 1 AC CACACACACA NA 0 0 17 0 94 CTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGC CTCCCACACACACGCACTC GTGGGAGGTGAGTGCGAC 47 0 130 19 223 18 60,956 60,048 35,100 51,900 4,004,298 F 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 10 5 1 AC TGTGTGTGTG NA 1 1 8 12 91 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG CACGCACCCACCTTCAAGAA 30 12 3 19 93 20 60,010 60,818 30,200 25,200 1,827,309 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 10 5 1 AC TGTGTGTGTG NA 0 0 8 11 90 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG ACGCACCCACCTTCAAGAAG 30 11 3 19 92 20 60,010 60,535 30,200 28,500 1,544,777 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 10 5 1 AC TGTGTGTGTG NA 0 0 9 10 91 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtAGTGTGCACGCACCTGTTTG CGCACCCACCTTCAAGAAGA 32 10 1 19 91 20 60,586 60,250 29,300 28,700 1,836,337 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 1 1 10 8 90 AGGCAGACTCTGAGAAacacacAAGTTCACCAGAAC AGGCAGACTCTGAGAAACACA TGCATGTGTGAGTTTGTGCT 31 8 99 21 188 20 58,958 58,608 37,200 44,000 3,434,040 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 0 0 10 8 94 ACACAGGCAGACTCTGAGAAacacacAAGTTCACCA ACACAGGCAGACTCTGAGAA TGCATGTGTGAGTTTGTGCT 36 8 95 20 188 20 58,290 58,608 28,700 44,000 3,101,155 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 0 0 10 8 95 AACACAGGCAGACTCTGAGAAacacacAAGTTCACC AACACAGGCAGACTCTGAGA TGCATGTGTGAGTTTGTGCT 37 8 94 20 188 20 58,290 58,608 32,700 44,000 3,101,155 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 0 0 13 36 155 ACACAGGCAGACTCTGAGAAacacacAAGTTCACCA ACACAGGCAGACTCTGAGAA GTGAGTCTGTGTGTGTTTGCT 36 68 95 20 249 21 58,290 58,990 28,700 39,100 3,719,352 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 0 0 15 37 157 AACACAGGCAGACTCTGAGAAacacacAAGTTCACC AACACAGGCAGACTCTGAGA TGTGAGTCTGTGTGTGTTTGC 37 69 94 20 250 21 58,290 59,263 32,700 36,800 3,446,814 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 151 10 5 1 AC ACACACACAC NA 0 0 15 36 156 ACACAGGCAGACTCTGAGAAacacacAAGTTCACCA ACACAGGCAGACTCTGAGAA TGTGAGTCTGTGTGTGTTTGC 36 69 95 20 250 21 58,290 59,263 28,700 36,800 3,446,814 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 103 17 5 1.5 AC CACACACACAAACACAC NA 0 1 8 1 98 AGACAGACACTCGCGCACGcacacacacaAacacacAT AGACAGACACTCGCGCAC TTCTTCAGGCGCTACCGATG 1 42 84 18 181 20 60,050 60,179 53,400 38,400 2,229,096 B 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 103 17 5 1.5 AC CACACACACAAACACAC NA 0 0 8 1 100 AGACAGACACTCGCGCACGcacacacacaAacacacAT AGACAGACACTCGCGCAC GATTCTTCAGGCGCTACCGA 1 44 84 18 183 20 60,050 59,898 53,400 46,900 2,152,467 B 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 103 17 5 1.5 AC CACACACACAAACACAC NA 0 0 8 1 103 AGACAGACACTCGCGCACGcacacacacaAacacacAT AGACAGACACTCGCGCAC TCCGATTCTTCAGGCGCTAC 1 47 84 18 186 20 60,050 59,898 53,400 35,800 2,152,467 B 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 1 1 8 24 151 GCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGGCATGAGTGTGTTTGTACCTGA AACGTCACCGCTCGTCATTT 24 75 84 22 234 20 58,862 60,599 38,600 23,200 3,737,508 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 0 0 10 25 152 TGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACTGCATGAGTGTGTTTGTACCTG AACGTCACCGCTCGTCATTT 25 75 83 22 234 20 59,122 60,599 40,000 23,200 3,476,990 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 0 0 10 9 90 CCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGCCTGAGTGTGTTTGTGTGCG CCCTGCTCACCAACGGTAAA 9 31 101 20 190 20 59,972 60,251 53,400 20,100 0.278532 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 0 0 10 9 133 CCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGCCTGAGTGTGTTTGTGTGCG ACGTCACCGCTCGTCATTT 9 75 101 20 233 19 59,972 60,007 53,400 23,200 1,034,550 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 0 0 10 9 134 CCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGCCTGAGTGTGTTTGTGTGCG AACGTCACCGCTCGTCATTT 9 75 101 20 234 20 59,972 60,599 53,400 23,200 0.627182 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:29965:69150 1 130 10 5 1 AC GTGTGTGTGT NA 0 0 11 18 146 AgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAAGTGTGTTTGTACCTGAGTGTGT AACGTCACCGCTCGTCATTT 18 75 89 23 234 20 60,055 60,599 37,200 23,200 3,654,589 F 239 GTACTTTCCTACCgtgtgtAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCACATGCATGAgtgtgtTTGTACCTGAgtgtgtTtgtgtgCGTACGCGTGAgtgtgtgtgtATGAACACgtgtgtgtATACGTGGGCAGGATTTTACCGTTGGTGAGCAGGGGCGGGGCCTGCTCACCAGCATGTAAAATGACGAGCGGTGACGTTGGGCG

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 10 5 1 AG GAGAGAGAGA NA 1 1 8 10 92 GCGTCAAGgagagagaGCACGCGTGAGAGGgagagagGCGTCAAGGAGAGAGAGCAC ACAGTGACACTCATGCACGT 10 32 10 20 101 20 60,458 59,895 44,000 44,900 0.562536 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 10 5 1 AG GAGAGAGAGA NA 0 0 8 9 91 CGTCAAGgagagagaGCACGCGTGAGAGGgagagaga CGTCAAGGAGAGAGAGCACG ACAGTGACACTCATGCACGT 9 32 11 20 101 20 60,179 59,895 53,400 44,900 0.284031 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 10 5 1 AG GAGAGAGAGA NA 0 0 8 8 90 GTCAAGgagagagaGCACGCGTGAGAGGgagagagag GTCAAGGAGAGAGAGCACGC ACAGTGACACTCATGCACGT 8 32 12 20 101 20 60,458 59,895 53,400 44,900 0.562536 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 1 1 5 34 140 CGGACAGACAAACAGAGGGACAGTGAGTTATGCG CGGACAGACAAACAGAGGG TTCTATTCTGTACCATTGTGTAGAAAG 34 50 81 19 220 27 57,783 57,347 43,000 26,200 12,870,529 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 0 0 5 17 103 GGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGGGGACAGTGAGTTATGCGCT AGAAAGTCATGGCATACTGGC 17 35 97 20 199 21 60,108 58,352 59,200 48,500 2,756,197 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 0 0 5 14 100 ACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTg ACAGTGAGTTATGCGCTGCA AGAAAGTCATGGCATACTGGC 14 35 100 20 199 21 60,321 58,352 44,100 48,500 2,968,742 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 0 0 6 33 140 CGGACAGACAAACAGAGGGACAGTGAGTTATGCG CGGACAGACAAACAGAGGGA TTCTATTCTGTACCATTGTGTAGAAAG 33 50 81 20 220 27 59,320 57,347 42,000 26,200 10,332,792 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 0 0 6 18 104 AGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGAGGGACAGTGAGTTATGCGC AGAAAGTCATGGCATACTGGC 18 35 96 20 199 21 60,108 58,352 60,900 48,500 2,756,197 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 134 10 5 1 AG GAGAGAGAGA NA 0 0 7 32 140 CGGACAGACAAACAGAGGGACAGTGAGTTATGCG CGGACAGACAAACAGAGGGAC TTCTATTCTGTACCATTGTGTAGAAAG 32 50 81 21 220 27 60,606 57,347 44,600 26,200 11,258,999 A 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 1 1 11 0 139 tctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTT TCTGTTACTCTTTGCTCTTCTCTT GCTGCAACACACAGAAACACA 0 84 57 24 195 21 57,588 60,135 28,500 37,200 7,547,793 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 12 19 224 TTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCT TTCTTTCTCCCTCCCTCTCTGT GGTGAGACTGAGGAATGTGCA 19 152 40 22 263 21 59,887 59,998 34,100 45,700 3,115,121 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 137 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT ACACATATACACAGATGCAAACACA 19 62 41 21 177 25 59,281 59,295 34,100 37,200 7,424,356 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 139 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT ACACACATATACACAGATGCAAACA 19 64 41 21 179 25 59,281 59,295 34,100 28,300 7,424,356 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 155 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT GCTGCAACACACAGAAACACA 19 84 41 21 195 21 59,281 60,135 34,100 37,200 2,854,809 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 156 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT AGCTGCAACACACAGAAACAC 19 85 41 21 196 21 59,281 59,867 34,100 33,200 2,852,402 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 170 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT TGCAAAGAGAGAGAAGCTGCA 19 99 41 21 210 21 59,281 59,929 34,100 44,100 2,790,605 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 223 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT GGTGAGACTGAGGAATGTGCA 19 152 41 21 263 21 59,281 59,998 34,100 45,700 2,721,808 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 240 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT AGGGAAGGTGAGATAAGGGTGA 19 168 41 21 280 22 59,281 59,954 34,100 40,200 3,765,263 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 241 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT GAGGGAAGGTGAGATAAGGGTG 19 169 41 21 281 22 59,281 59,564 34,100 46,100 4,155,551 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 13 19 242 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGT AGAGGGAAGGTGAGATAAGGGT 19 170 41 21 282 22 59,281 59,681 34,100 43,400 4,038,816 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:8887:39915 1 81 10 5 1 AG TCTCTCTCTC NA 0 0 14 18 223 TCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTT TCTTTCTCCCTCCCTCTCTGTT GGTGAGACTGAGGAATGTGCA 18 152 41 22 263 21 59,887 59,998 31,600 45,700 3,115,121 F 288 TGtctctctctctctctctctctctctctctctcTTATTTTCTTTCTCCCTCCctctctGTTACTCTTTGCTCTTCTCTTtctctctctcTTATTCTTTAGCGTTACTATCTccccccccccTAccccccccctctctctcCCTCTTTATAATGTGTTTGCATCTGTGTATAtgtgtgTTTCtgtgtgTTGCAGCTtctctctcTTTGCAGCAGTATTTGTCCCTCTGTCGAAAtctctcTTTGCACATTCCTCAGTCTCACCCTTATCTCACCTTCCctctctGAAT

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 1 1 15 14 141 CTGACAGACAGGGAATCACATaaaaaCTgacagacagaCTGACAGACAGGGAATCACAT CGCTGTCTGTCAGTGTGTAT 49 14 83 21 223 20 57,376 57,646 32,100 22,900 5,978,015 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 0 0 15 13 141 CTGACAGACAGGGAATCACATaaaaaCTgacagacagaCTGACAGACAGGGAATCACAT CGCTGTCTGTCAGTGTGTATG 49 13 83 21 223 21 57,376 59,012 32,100 23,900 5,612,374 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 0 0 16 12 141 CTGACAGACAGGGAATCACATaaaaaCTgacagacagaCTGACAGACAGGGAATCACAT CGCTGTCTGTCAGTGTGTATGT 49 12 83 21 223 22 57,376 60,608 32,100 22,900 6,231,922 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 0 0 16 4 95 CTGACAGACAGGGacacacacATGcacacacacaCTGA CTGACAGACAGGGACACACA CGCTGTCTGTCAGTGTGTATG 4 13 129 20 223 21 59,247 59,012 37,200 23,900 2,741,125 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 0 0 16 3 94 TGACAGACAGGGacacacacATGcacacacacaCTGAC TGACAGACAGGGACACACAC CGCTGTCTGTCAGTGTGTATG 3 13 130 20 223 21 59,536 59,012 38,200 23,900 2,452,503 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:16599:59393 1 153 37 5 2 AC CACACACACACTGACAGACATGGGCATACACACAC NA 0 0 16 2 93 GACAGACAGGGacacacacATGcacacacacaCTGACA GACAGACAGGGACACACACA CGCTGTCTGTCAGTGTGTATG 2 13 131 20 223 21 59,536 59,012 37,200 23,900 2,452,503 G 227 cacacaCTGACGGACAGGGATacacacacacacacacacacacacacacacATACACCCACAGACAGaaaaaCCTACATACACTGACAGACAGGGAATCACATaaaaaCTgacagacagacaCAAGCACTGACAGACAGGGacacacacATGcacacacacaCTGACAGACATGGGCATacacacacacTGACAGACAGATACATacacacTGACAGACAGCGACAC

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 10 5 1 AG CTCTCTCTCT NA 1 1 15 0 107 CcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCC CCACACATTCCTTTCCCACTG CAAACAGGATTGTGTGGAGCG 55 0 7 21 113 21 59,111 60,069 36,600 50,300 2,957,534 F 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 10 5 1 AG CTCTCTCTCT NA 0 0 15 0 108 tCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACC TCCACACATTCCTTTCCCACT CAAACAGGATTGTGTGGAGCG 56 0 6 21 113 21 59,220 60,069 40,000 50,300 2,849,331 F 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 10 5 1 AG CTCTCTCTCT NA 0 0 16 0 107 tCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACC TCCACACATTCCTTTCCCACT AAACAGGATTGTGTGGAGCG 56 0 6 21 112 20 59,220 58,762 40,000 50,300 3,018,748 F 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 1 1 15 12 140 TGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATGCATGTCTCTCTGTCTATGTGT GCAGACAGATACACACACAAACA 58 12 16 23 155 23 59,234 59,440 37,200 28,300 7,325,705 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 0 0 15 12 147 CCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTCCCTTTATGCATGTCTCTCTGTCT GCAGACAGATACACACACAAACA 64 12 9 24 155 23 60,142 59,440 34,100 28,300 7,701,411 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 0 0 15 12 147 CCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTCCCTTTATGCATGTCTCTCTGTC GCAGACAGATACACACACAAACA 65 12 9 23 155 23 58,874 59,440 35,100 28,300 7,685,357 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 0 0 15 4 91 ATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACATCGTGCGTGTGTTTGTGTG ACACACACAAACAGCTACACA 22 4 55 20 145 21 59,973 58,294 38,200 37,200 2,733,185 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 0 0 15 4 111 gtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTGTGTGCGACTGTGTTTGTGT ACACACACAAACAGCTACACA 42 4 35 20 145 21 59,554 58,294 37,200 37,200 3,151,953 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:20557:18924 1 97 24 5 2 AC TGTGTGTGTGTCTCTGTGTGTGTG NA 0 0 15 4 112 tgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtg TGTGTGCGACTGTGTTTGTG ACACACACAAACAGCTACACA 43 4 34 20 145 21 59,554 58,294 33,300 37,200 3,151,559 G 217 CCCTGTGCCCCTTTATGCATGtctctcTGTCTAtgtgtgCGACTGTGTTTGTGTATCGTGCgtgtgtTtgtgtgTCTTTGTAtgtgtgCCTTTGACtgtgtgtgtgTCTCtgtgtgtgtgTATATGTGTAGCTGTTtgtgtgtgTATCTGTCTGCgtgtgtgtgtTTTGTTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 1 1 3 33 143 CCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCCCTGCAGATTATAAAGTGTGTCTGT GGGTGTTTGCATTCAGGTATCA 33 45 104 25 246 22 59,123 58,911 34,100 21,500 8,965,544 F 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 3 26 163 AATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTAATTCTTCTGTTATCTGGAGATGATTT AGGAGAGCTCTGTACCTCGG 72 26 63 27 225 20 57,082 60,107 21,700 46,300 10,024,805 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 4 37 140 ACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCACTTCCTGCAGATTATAAAGTGTGT TGCATTCAGGTATCAGGAGAGC 37 38 100 25 239 22 58,524 59,896 37,200 40,900 8,580,149 F 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 4 36 140 ACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCACTTCCTGCAGATTATAAAGTGTGTC TGCATTCAGGTATCAGGAGAGC 36 38 100 26 239 22 59,404 59,896 36,700 40,900 8,699,487 F 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 4 5 90 TGCTTCCTGGTATTCTGACTGGTAACGatatatattata TGCTTCCTGGTATTCTGACTGG GGAGAGCTCTGTACCTCGGT 5 25 135 22 224 20 59,763 60,395 40,000 46,900 2,631,768 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 4 5 91 TGCTTCCTGGTATTCTGACTGGTAACGatatatattata TGCTTCCTGGTATTCTGACTGG AGGAGAGCTCTGTACCTCGG 5 26 135 22 225 20 59,763 60,107 40,000 46,300 2,344,061 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 4 4 90 GCTTCCTGGTATTCTGACTGGTAACGatatatattatataGCTTCCTGGTATTCTGACTGGT AGGAGAGCTCTGTACCTCGG 4 26 136 22 225 20 59,763 60,107 40,000 46,300 2,344,310 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 5 26 142 TGATTTAATTTGAATTACTTCCTGCAGATTATAAAgt TGATTTAATTTGAATTACTTCCTGCAG AGGAGAGCTCTGTACCTCGG 51 26 84 27 225 20 57,141 60,107 44,100 46,300 9,966,345 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:22019:11259 1 162 18 5 1.5 AT ATATATATTATATATATA NA 0 0 5 25 141 TGATTTAATTTGAATTACTTCCTGCAGATTATAAAgt TGATTTAATTTGAATTACTTCCTGCAG GGAGAGCTCTGTACCTCGGT 51 25 84 27 224 20 57,141 60,395 44,100 46,900 10,254,052 B 261 TATTTTGCTtatatatatatatataTTATTATtatatatatatatatatatatatatatataAATTCTTCTGTTATCTGGAGATGATTTAATTTGAATTACTTCCTGCAGATTATAAAgtgtgtCTGTATAAGTTGCTTCCTGGTATTCTGACTGGTAACGatatatattatatatataTGTCACTCAATTATATTAGGACAAAACCGAGGTACAGAGCTCTCCTGATACCTGAATGCAAACACCCCAGTGCAATACTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 1 1 16 66 190 TGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtg TGTGCTGTGAGAGTGTGTGT ACAGACACACTCACAGAGCG 66 74 51 20 240 20 59,463 59,969 37,200 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 18 66 195 TGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtg TGTGCTGTGAGAGTGTGTGT ACAGCACAGACACACTCACA 66 79 51 20 245 20 59,463 59,463 37,200 35,800 1,073,448 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 18 45 169 TGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCT TGTGCTGTGAGTGAGTGTGT ACAGACACACTCACAGAGCG 45 74 72 20 240 20 59,463 59,969 37,200 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 18 43 167 TGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGA TGCTGTGAGTGAGTGTGTGT ACAGACACACTCACAGAGCG 43 74 74 20 240 20 59,463 59,969 37,200 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 20 6 179 AgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCT AGTGTGTGTCTGTGCTGTGA ACAGACACACTCACAGAGCG 6 74 111 20 240 20 59,463 59,969 35,800 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 20 4 177 tgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGT TGTGTGTCTGTGCTGTGAGT ACAGACACACTCACAGAGCG 4 74 113 20 240 20 59,463 59,969 34,100 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 20 4 177 tgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGT TGTGTGTCTGTGCTGTGAGT ACAGACACACTCACAGAGCG 4 74 113 20 240 20 59,463 59,969 34,100 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 20 2 126 tgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGTGTGTCTGTGCTGTGAGTGT ACAGACACACTCACAGAGCG 2 74 115 20 240 20 59,463 59,969 35,500 50,300 0.568038 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:23358:72965 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 20 ‐32 201 TGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtg TGTGCTGTGAGAGTGTGTGT ACACTCACAGCACAGACACA 66 ‐32 51 20 134 20 59,463 59,463 37,200 37,200 1,073,448 F 277 CTGTGCTGTGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGCTGTGAGAgtgtgtgtCTGTGCTGTGAGTGAgtgtgtgtCTTGTGCTGTGATTCTGAgtgtgtgtCTGTGCTGTGAGTGTGAgtgtgtgtgtCTGTGCTGCGAgtgtgtATGTGTCTGTGCTGGGAATGAGTGTGAGGGTATCTGTGCTGTGAGGGTGGGCGTGTCCGCTCTGTGAgtgtgtCTGTGCTGTGAGTGTGAGTTTGTATCCGCACTGTGAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 1 1 10 5 113 TGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGTGAGTGAGAAGCGAGGGAGA CCCTCAAACACCTCTCTCCC 58 5 51 20 163 20 59,962 59,384 37,100 43,000 0.654161 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 0 0 10 5 114 GTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGTGAGTGAGAAGCGAGGGAG CCCTCAAACACCTCTCTCCC 59 5 50 20 163 20 59,828 59,384 43,000 43,000 0.788203 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 0 0 14 5 105 AAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAAAGCGAGGGAGAGAGTGAGT CCCTCAAACACCTCTCTCCC 50 5 59 20 163 20 59,961 59,384 34,100 43,000 0.654885 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 0 0 16 10 143 TgagagagaGGAATGAGGgagagaGTGAGTGAGAAG TGAGAGAGAGGAATGAGGGAGA CCTCTCCCTCAAACACCTCT 81 10 26 22 168 20 59,144 58,349 37,100 36,900 4,506,127 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 0 0 16 9 143 TgagagagaGGAATGAGGgagagaGTGAGTGAGAAG TGAGAGAGAGGAATGAGGGAGA CCTCTCCCTCAAACACCTCTC 81 9 26 22 168 21 59,144 59,447 37,100 32,000 4,408,391 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 10 5 1 AG AGAGAGAGAG NA 0 0 16 6 140 TgagagagaGGAATGAGGgagagaGTGAGTGAGAAG TGAGAGAGAGGAATGAGGGAGA CTCCCTCAAACACCTCTCTCC 81 6 26 22 165 21 59,144 59,447 37,100 37,100 4,408,391 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 169 26 5 1.5 AC GTGTGTACGTGTGTGTGTGAGTGTGT NA 0 1 14 10 90 TGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtATGTGAGGGAGAGAGGTGTTT AACACATACACACTCACACAACAC 10 10 139 20 228 24 57,897 59,906 28,300 33,200 6,197,447 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 169 26 5 1.5 AC GTGTGTACGTGTGTGTGTGAGTGTGT NA 0 0 14 9 90 TGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtATGTGAGGGAGAGAGGTGTTTG AACACATACACACTCACACAACAC 9 10 139 21 228 24 59,306 59,906 29,300 33,200 5,788,444 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 169 26 5 1.5 AC GTGTGTACGTGTGTGTGTGAGTGTGT NA 0 0 15 9 90 TGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtATGTGAGGGAGAGAGGTGTTTG AACACATACACACTCACACAACA 9 11 139 21 228 23 59,306 58,742 29,300 33,300 5,951,882 F 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 1 10 7 171 TGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGTGAGTGAGAAGCGAGGGAGA ACACACTCACACAACACACA 58 7 51 20 221 20 59,962 57,823 37,100 37,200 2,215,704 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 10 1 167 TGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGTGAGTGAGAAGCGAGGGAGA ACTCACACAACACACAAACACC 58 1 51 20 217 22 59,962 59,772 37,100 41,600 2,266,175 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 12 7 138 GGAGGTGTGAGGgagagagaAATGTGAGCAAAagag GGAGGTGTGAGGGAGAGAGA ACACACTCACACAACACACA 25 7 84 20 221 20 59,667 57,823 31,000 37,200 2,510,706 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 12 1 134 GGAGGTGTGAGGgagagagaAATGTGAGCAAAagag GGAGGTGTGAGGGAGAGAGA ACTCACACAACACACAAACACC 25 1 84 20 217 22 59,667 59,772 31,000 41,600 2,561,176 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 12 0 133 GGAGGTGTGAGGgagagagaAATGTGAGCAAAagag GGAGGTGTGAGGGAGAGAGA CTCACACAACACACAAACACCT 25 0 84 20 216 22 59,667 59,512 31,000 40,000 2,821,074 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 14 7 163 AAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAAAGCGAGGGAGAGAGTGAGT ACACACTCACACAACACACA 50 7 59 20 221 20 59,961 57,823 34,100 37,200 2,216,429 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 14 7 190 agaGGAATGAGGgagagaGTGAGTGAGAAGCGAGG AGAGGAATGAGGGAGAGAGTGA ACACACTCACACAACACACA 75 7 32 22 221 20 59,415 57,823 34,100 37,200 4,762,358 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 14 7 192 agagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGAGAGAGGAATGAGGGAGAGAGT ACACACTCACACAACACACA 77 7 30 22 221 20 59,141 57,823 32,400 37,200 5,036,162 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:25753:62909 1 129 66 5 2 AG AGAGAGAGAGTGTGAGGGAGAGAGGTGTTTGAGGNA 0 0 16 7 196 TgagagagaGGAATGAGGgagagaGTGAGTGAGAAG TGAGAGAGAGGAATGAGGGAGA ACACACTCACACAACACACA 81 7 26 22 221 20 59,144 57,823 37,100 37,200 5,032,993 G 261 AAGGCATGAACAAAagagagAAATTTgagagagaGGAATGAGGgagagaGTGAGTGAGAAGCGAGGgagagaGTGAGTGAGAGGGAGGTGTGAGGgagagagaAATGTGAGCAAAagagagATGTGCAagagagagagTGTGAGGgagagaGGTGTTTGAGGGAGAGGgtgtgtACgtgtgtgtgtGAgtgtgtAGGTGTTtgtgtgTtgtgtgAgtgtgtATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 1 1 8 14 140 ACACTTGCCCGACATCATCACGCACTATTTTACTCCCACACTTGCCCGACATCATCA AGAAAGAGTGCCTGTGGGTG 66 14 24 20 163 20 59,675 59,891 30,700 46,100 0.433956 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 0 0 8 14 142 GGACACTTGCCCGACATCATCACGCACTATTTTACT GGACACTTGCCCGACATCAT AGAAAGAGTGCCTGTGGGTG 68 14 22 20 163 20 60,393 59,891 24,500 46,100 0.502340 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 0 0 8 13 139 ACACTTGCCCGACATCATCACGCACTATTTTACTCCCACACTTGCCCGACATCATCA GAAAGAGTGCCTGTGGGTGT 66 13 24 20 162 20 59,675 60,179 30,700 41,600 0.503631 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 0 0 8 13 141 GGACACTTGCCCGACATCATCACGCACTATTTTACT GGACACTTGCCCGACATCAT GAAAGAGTGCCTGTGGGTGT 68 13 22 20 162 20 60,393 60,179 24,500 41,600 0.572015 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 0 0 10 14 133 CCCGACATCATCACGCACTATTTTACTCCCGATTGG CCCGACATCATCACGCACTA AGAAAGAGTGCCTGTGGGTG 59 14 31 20 163 20 59,898 59,891 27,400 46,100 0.211643 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:28828:13597 1 110 20 5 1 ACTC CACTCACTCACTCACTCACT NA 0 0 10 13 132 CCCGACATCATCACGCACTATTTTACTCCCGATTGG CCCGACATCATCACGCACTA GAAAGAGTGCCTGTGGGTGT 59 13 31 20 162 20 59,898 60,179 27,400 41,600 0.281318 F 251 CGCAAGTGCACAATGATGTTGGGACACTTGCCCGACATCATCACGCACTATTTTACTCCCGATTGGGTCAGCCGCGTCCCTGCCCGCGGGCTATAAAATTCTGCCCATAcactcactcactcactcactCTCTCACTCCcacacaCCCACAGGCACTCTTTCTcacacacacacacacacacacacacacacacaATCTCACTCCcacacacacacaATCTCACTCCcacacacacaCTGATtctctcACT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 200 10 5 1 AG GAGAGAGAGA NA 0 1 14 32 114 GAGGGAGACGgagagagaCATATAGAGGGAGGCAC GAGGGAGACGGAGAGAGACA TCCCGTTCTTTCACTCGCTC 32 32 148 20 261 20 59,746 60,039 34,100 50,300 0.292137 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 200 10 5 1 AG GAGAGAGAGA NA 0 0 14 32 115 GAGGGAGACGgagagagaCATATAGAGGGAGGCAC GAGGGAGACGGAGAGAGACA CTCCCGTTCTTTCACTCGCT 32 33 148 20 262 20 59,746 60,038 34,100 49,300 0.291769 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 200 10 5 1 AG GAGAGAGAGA NA 0 0 14 31 113 GAGGGAGACGgagagagaCATATAGAGGGAGGCAC GAGGGAGACGGAGAGAGACA CCCGTTCTTTCACTCGCTCT 32 31 148 20 260 20 59,746 60,038 34,100 40,900 0.291769 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 1 4 2 105 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC AAGGGCCAGAAAGAAACCCG 2 53 32 20 136 20 60,034 60,540 40,200 52,800 0.574146 A 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 4 2 142 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC TGATATCCAATTGTGTGAGTACCAC 2 85 32 20 173 25 60,034 58,887 40,200 41,600 6,147,211 F 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 5 28 140 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA AAGAAAGGGCCAGAAAGAAACC 28 55 1 25 140 22 57,605 59,034 30,200 32,700 10,361,021 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 5 28 141 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA CAAGAAAGGGCCAGAAAGAAACC 28 55 1 25 141 23 57,605 60,244 30,200 32,700 10,639,063 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 5 28 142 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA ACAAGAAAGGGCCAGAAAGAA 28 58 1 25 142 21 57,605 57,687 30,200 25,200 10,707,926 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 5 2 104 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC AGGGCCAGAAAGAAACCCG 2 53 32 20 135 19 60,034 59,925 40,200 52,800 1,109,428 A 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 6 8 90 tgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgAC TGTGTGATGAATGGTCCCGG GCCAGTCCTCTCAGCAGAAG 8 32 26 20 115 20 60,036 60,108 57,300 28,500 0.143768 F 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 6 8 148 tgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgAC TGTGTGATGAATGGTCCCGG TGATATCCAATTGTGTGAGTACCAC 8 85 26 20 173 25 60,036 58,887 57,300 41,600 6,148,268 F 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 7 2 98 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC AGAAAGAAACCCGGGCCAG 2 47 32 20 129 19 60,034 59,925 40,200 48,500 1,109,428 A 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 8 7 110 gtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGTGTGATGAATGGTCCCGGT AAGGGCCAGAAAGAAACCCG 7 53 27 20 136 20 60,035 60,540 52,800 52,800 0.575108 F 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 10 5 1 AC TGTGTGTGTG NA 0 0 8 7 147 gtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGTGTGATGAATGGTCCCGGT TGATATCCAATTGTGTGAGTACCAC 7 85 27 20 173 25 60,035 58,887 52,800 41,600 6,148,173 F 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 1 1 10 9 164 TCACTCACAAGAGcacacaTATACATAGAAAATATGCTCACTCACAAGAGCACACAT TAGGTGCCTGAGTGTGTGTG 105 9 69 20 232 20 57,083 59,607 32,100 38,200 3,309,408 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 0 0 10 9 165 CTCACTCACAAGAGcacacaTATACATAGAAAATATGCTCACTCACAAGAGCACACA TAGGTGCCTGAGTGTGTGTG 106 9 68 20 232 20 57,770 59,607 37,200 38,200 2,622,381 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 0 0 10 9 165 CTCACTCACAAGAGcacacaTATACATAGAAAATATGCTCACTCACAAGAGCACACAT TAGGTGCCTGAGTGTGTGTG 105 9 68 21 232 20 58,236 59,607 32,100 38,200 3,156,639 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 0 0 11 9 90 ACAGATGCAACCTCACACTCAGAAATATACACTCACACAGATGCAACCTCACACTCA TAGGTGCCTGAGTGTGTGTG 30 9 143 21 232 20 59,582 59,607 34,100 38,200 1,810,223 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 0 0 11 9 91 CACAGATGCAACCTCACACTCAGAAATATACACTCACACAGATGCAACCTCACACTC TAGGTGCCTGAGTGTGTGTG 31 9 142 21 232 20 59,197 59,607 35,100 38,200 2,195,666 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2203:4005:28751 1 194 10 5 1 AC ACACACACAC NA 0 0 12 9 91 CACAGATGCAACCTCACACTCAGAAATATACACTCACACAGATGCAACCTCACACT TAGGTGCCTGAGTGTGTGTG 32 9 142 20 232 20 58,112 59,607 35,500 38,200 2,280,921 F 236 ACACAAACAAAcccccacacacaaaaaCACACGCGcacacacacacacacacacacacacacacacaCTCACTCACAAGAGcacacaTATACATAGAAAATATGCAGACATGCAAACTCACAGTAacacaccacacaTATGCACAGATGCAACCTCACACTCAGAAATATACACTCACTCTCGACAAACAGAAacacacacacAGACACGCGcacacacaCTCAGGCACCTaaaaa

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 158 10 5 1 AC GTGTGTGTGT NA 1 1 22 13 90 tGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCT TGGGATGTTTGTGTGTTGTTCTG ACCTACACTCAGAACAACACAC 22 13 113 23 202 22 59,870 58,206 30,200 38,200 6,923,723 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 158 10 5 1 AC GTGTGTGTGT NA 0 0 23 12 90 tGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCT TGGGATGTTTGTGTGTTGTTCTG ACCTACACTCAGAACAACACACA 22 12 113 23 202 23 59,870 59,803 30,200 37,200 6,327,065 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 158 10 5 1 AC GTGTGTGTGT NA 0 0 23 12 90 tGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCT TGGGATGTTTGTGTGTTGTTCT ACCTACACTCAGAACAACACACA 23 12 113 22 202 23 58,639 59,803 30,100 37,200 6,557,768 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 193 10 5 1 AG CTCTCTCTCT NA 0 1 17 0 105 TCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTTCACCATTTATCTATCTTTCTCTCTCT AATAGGTGGAGCGAGACCG 49 0 117 27 221 19 57,346 58,884 31,000 47,900 11,769,898 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 193 10 5 1 AG CTCTCTCTCT NA 0 0 21 0 91 TCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTT TCTTTCTCTCTCTTTCTTTCTCTATCT AATAGGTGGAGCGAGACCG 35 0 131 27 221 19 57,246 58,884 19,800 47,900 11,870,057 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 193 10 5 1 AG CTCTCTCTCT NA 0 0 21 0 95 TCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATCTATCTTTCTCTCTCTTTCTTTCTCT AATAGGTGGAGCGAGACCG 39 0 127 27 221 19 57,246 58,884 31,000 47,900 11,870,057 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 10 5 1 AC ACACACACAC NA 1 1 8 19 90 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAATCAACACGCAACCCTTCCC AGTGTTGGTGGTGGGTGT 24 19 1 19 90 18 60,527 58,578 39,700 41,600 4,949,584 F 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 10 5 1 AC ACACACACAC NA 0 0 9 18 90 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAATCAACACGCAACCCTTCCC AGTGTTGGTGGTGGGTGTG 24 18 1 19 90 19 60,527 60,077 39,700 38,200 2,604,447 F 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 10 5 1 AC ACACACACAC NA 0 0 10 17 90 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAATCAACACGCAACCCTTCCC AGTGTTGGTGGTGGGTGTGT 24 17 1 19 90 20 60,527 61,859 39,700 37,200 3,386,118 F 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 1 1 3 18 122 AGCAACACTGAGAGGTCACGAGCActctctCAGGGC AGCAACACTGAGAGGTCACG CCTGCATGGTGTTGACAGCT 54 18 41 20 162 20 59,967 60,892 43,500 42,400 0.925036 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 4 54 239 AGCAACACTGAGAGGTCACGAGCActctctCAGGGC AGCAACACTGAGAGGTCACG AGGCATTAGCACAGCATCCT 54 135 41 20 279 20 59,967 59,450 43,500 32,400 0.582628 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 4 53 238 GCAACACTGAGAGGTCACGAGCActctctCAGGGCaaGCAACACTGAGAGGTCACGA AGGCATTAGCACAGCATCCT 53 135 42 20 279 20 59,968 59,450 43,500 32,400 0.582080 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 4 18 121 GCAACACTGAGAGGTCACGAGCActctctCAGGGCaaGCAACACTGAGAGGTCACGA CCTGCATGGTGTTGACAGCT 53 18 42 20 162 20 59,968 60,892 43,500 42,400 0.924488 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 5 54 244 AGCAACACTGAGAGGTCACGAGCActctctCAGGGC AGCAACACTGAGAGGTCACG CCTGAAGGCATTAGCACAGC 54 140 41 20 284 20 59,967 59,263 43,500 44,000 0.769897 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 5 53 243 GCAACACTGAGAGGTCACGAGCActctctCAGGGCaaGCAACACTGAGAGGTCACGA CCTGAAGGCATTAGCACAGC 53 140 42 20 284 20 59,968 59,263 43,500 44,000 0.769349 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 5 51 241 AACACTGAGAGGTCACGAGCActctctCAGGGCaaaa AACACTGAGAGGTCACGAGC CCTGAAGGCATTAGCACAGC 51 140 44 20 284 20 59,684 59,263 50,300 44,000 1,052,788 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 6 44 229 AGAGGTCACGAGCActctctCAGGGCaaaaaaGACAG AGAGGTCACGAGCACTCTCT AGGCATTAGCACAGCATCCT 44 135 51 20 279 20 59,962 59,450 31,000 32,400 0.587540 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC
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ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 6 18 112 AGAGGTCACGAGCActctctCAGGGCaaaaaaGACAG AGAGGTCACGAGCACTCTCT CCTGCATGGTGTTGACAGCT 44 18 51 20 162 20 59,962 60,892 31,000 42,400 0.929948 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 8 54 176 AGCAACACTGAGAGGTCACGAGCActctctCAGGGC AGCAACACTGAGAGGTCACG GGTTGAACCCTGGGATCCAC 54 72 41 20 216 20 59,967 60,323 43,500 40,200 0.356128 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 8 53 175 GCAACACTGAGAGGTCACGAGCActctctCAGGGCaaGCAACACTGAGAGGTCACGA GGTTGAACCCTGGGATCCAC 53 72 42 20 216 20 59,968 60,323 43,500 40,200 0.355581 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:26007:54453 1 115 10 5 1 AC ACACACACAC NA 0 0 8 44 166 AGAGGTCACGAGCActctctCAGGGCaaaaaaGACAG AGAGGTCACGAGCACTCTCT GGTTGAACCCTGGGATCCAC 44 72 51 20 216 20 59,962 60,323 31,000 40,200 0.361041 F 285 acacacacacacacacacacacacacacacacacacacAAAGCAACACTGAGAGGTCACGAGCActctctCAGGGCaaaaaaGACAGGAGaaaaaTTGAACAAATCTTCCAGTGacacacacacCCGCGAATGTAAAGGAAAAGCTGTCAACACCATGCAGGTAGCCAGTTTTGATCTCCAGTCTGTTCCAAGTTAGTGGATCCCAGGGTTCAACCAAAATCAGTATTACACATTATCACAGTCCAAAACTGTTGAATCAGGATGCTGTGCTAATGCCTTCAGGC

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 79 5 2 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 1 1 7 0 130 ACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAACTCAACATGCCTGGTAGTTT GTGAAACATGCACTCATTGAAATCA 5 0 10 21 139 25 57,491 59,078 26,600 25,700 9,430,821 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 79 5 2 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 0 0 7 0 131 AACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAACTCAACATGCCTGGTAGTT GTGAAACATGCACTCATTGAAATCA 6 0 9 21 139 25 57,491 59,078 22,400 25,700 9,430,821 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 79 5 2 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 0 0 7 0 132 AAACTCAACATGCCTGGTAGTTTATTTGgagagagag AAACTCAACATGCCTGGTAGT GTGAAACATGCACTCATTGAAATCA 7 0 8 21 139 25 57,491 59,078 27,300 25,700 9,430,821 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 114 5 3 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 0 1 8 7 174 AAACTCAACATGCCTGGTAGTTTATTTGgagagagag AAACTCAACATGCCTGGTAGT TACAGACACAACCACGCGAA 7 12 8 21 181 20 57,491 59,897 27,300 47,000 3,611,508 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 114 5 3 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 0 0 8 6 173 AACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAACTCAACATGCCTGGTAGTT TACAGACACAACCACGCGAA 6 12 9 21 181 20 57,491 59,897 22,400 47,000 3,611,508 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2204:4624:6513 1 36 114 5 3 AG GAGAGAGAGACAGAGTTAAAGTTTGTTAAATTTGA NA 0 0 8 5 172 ACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAACTCAACATGCCTGGTAGTTT TACAGACACAACCACGCGAA 5 12 10 21 181 20 57,491 59,897 26,600 47,000 3,611,508 G 220 AAAATTAAAACTCAACATGCCTGGTAGTTTATTTGgagagagagaCAGAGTTAAAGTTTGTTAAATTTGAAAGTGTGAATGtttttGTCTGTTTGTGTCTCTGCgtgtgtgtgtTGATTTCAATGAGTGCATGTTTCACtgtgtgtgtgAGTGtatatataTTCGCGTGGTTGTGTCTGTACAAATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 10 5 1 AG TCTCTCTCTC NA 1 1 12 5 107 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT CGTGCATGTGTCTGTGAGTG 5 52 1 20 107 20 60,686 59,490 25,200 35,100 1,196,041 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 10 5 1 AG TCTCTCTCTC NA 0 0 12 5 115 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT TTTGTGTGCGTGCATGTGTC 5 60 1 20 115 20 60,686 60,248 25,200 36,700 0.934530 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 10 5 1 AG TCTCTCTCTC NA 0 0 12 5 118 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT ATGTTTGTGTGCGTGCATGT 5 63 1 20 118 20 60,686 59,615 25,200 32,100 1,071,141 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:27651:67533 1 65 17 5 1.5 AC CACACAGACACACACAC NA 1 1 17 0 90 ATGTCACAGacacacAGGCACGTGCACcacacaGacac ATGTCACAGACACACAGGCA ATGTGTGTGTCTGTGTGATGC 32 0 13 20 102 21 59,531 59,124 47,500 39,100 2,345,007 F 240 ACAGATGTACCCATGTCACAGacacacAGGCACGTGCACcacacaGacacacAGGCGCATGCCTcacacaGacacacacacGCATcacacaGacacacacATTACACAGacacacAGGcacacacaCcacacaGacacacacacacacacacacacacacacacacATCTcacacaGacacacacacATGacacacATcacacaGacacacacacacTCACATcacacaGAAATACACAT

ST‐E00142:460:H2K7HCCXY:6:2205:27651:67533 1 65 17 5 1.5 AC CACACAGACACACACAC NA 0 0 18 0 90 CATGTCACAGacacacAGGCACGTGCACcacacaGacaCATGTCACAGACACACAGGC TGTGTGTGTCTGTGTGATGC 33 0 12 20 101 20 59,130 58,701 48,500 39,100 2,168,995 F 240 ACAGATGTACCCATGTCACAGacacacAGGCACGTGCACcacacaGacacacAGGCGCATGCCTcacacaGacacacacacGCATcacacaGacacacacATTACACAGacacacAGGcacacacaCcacacaGacacacacacacacacacacacacacacacacATCTcacacaGacacacacacATGacacacATcacacaGacacacacacacTCACATcacacaGAAATACACAT

ST‐E00142:460:H2K7HCCXY:6:2205:27651:67533 1 65 17 5 1.5 AC CACACAGACACACACAC NA 0 0 18 0 93 ACCCATGTCACAGacacacAGGCACGTGCACcacacaGACCCATGTCACAGACACACA TGTGTGTGTCTGTGTGATGC 36 0 9 20 101 20 59,163 58,701 37,200 39,100 2,135,208 F 240 ACAGATGTACCCATGTCACAGacacacAGGCACGTGCACcacacaGacacacAGGCGCATGCCTcacacaGacacacacacGCATcacacaGacacacacATTACACAGacacacAGGcacacacaCcacacaGacacacacacacacacacacacacacacacacATCTcacacaGacacacacacATGacacacATcacacaGacacacacacacTCACATcacacaGAAATACACAT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 1 9 44 190 TTCTTATACACAAAGacacacGTCcacacacaGACACATTTCTTATACACAAAGACACACGTCC AAGTTTGAGGAACAGCACCT 91 44 69 25 258 20 59,307 57,263 47,900 40,000 8,429,774 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 10 44 155 ACATCCTCACACCGTGACACTcacacacaGATATGTtc ACATCCTCACACCGTGACAC AAGTTTGAGGAACAGCACCT 61 44 104 20 258 20 59,966 57,263 36,700 40,000 2,770,174 B 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 10 44 156 CACATCCTCACACCGTGACACTcacacacaGATATGTt CACATCCTCACACCGTGACA AAGTTTGAGGAACAGCACCT 62 44 103 20 258 20 59,967 57,263 35,800 40,000 2,770,036 B 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 10 44 157 ACACATCCTCACACCGTGACACTcacacacaGATATG ACACATCCTCACACCGTGAC AAGTTTGAGGAACAGCACCT 63 44 102 20 258 20 59,966 57,263 36,700 40,000 2,770,174 B 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 10 44 190 TTCTTATACACAAAGacacacGTCcacacacaGACACATTTCTTATACACAAAGACACACGTCCA AAGTTTGAGGAACAGCACCT 90 44 69 26 258 20 60,683 57,263 40,200 40,000 9,420,030 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 10 44 191 TTTCTTATACACAAAGacacacGTCcacacacaGACACATTTCTTATACACAAAGACACACGTCC AAGTTTGAGGAACAGCACCT 91 44 68 26 258 20 59,799 57,263 47,900 40,000 8,938,094 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 13 22 119 tctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATG TCTCTCTTTCACACACTCACACA AAGTTTGAGGAACAGCACCT 22 44 140 23 258 20 59,553 57,263 37,200 40,000 6,183,899 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 14 0 115 ACATCCTCACACCGTGACACTcacacacaGATATGTtc ACATCCTCACACCGTGACAC TGAATATTTGTGTGTGAGTGTGAC 61 0 104 20 218 24 59,966 57,701 36,700 36,700 6,332,527 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 185 10 5 1 AC CACACACACA NA 0 0 14 0 116 CACATCCTCACACCGTGACACTcacacacaGATATGTt CACATCCTCACACCGTGACA TGAATATTTGTGTGTGAGTGTGAC 62 0 103 20 218 24 59,967 57,701 35,800 36,700 6,332,389 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 1 1 12 36 167 AGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACAGTGATTGTTCTGTGGTTTCGA TCGCACACACCCTCACAC 72 36 16 22 182 18 58,196 59,892 37,100 38,200 5,912,194 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 0 0 12 31 162 AGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACAGTGATTGTTCTGTGGTTTCGA CACACCCTCACACACGCA 72 31 16 22 177 18 58,196 60,203 37,100 52,400 6,007,037 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 0 0 13 36 168 AGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACAGTGATTGTTCTGTGGTTTCGA CTCGCACACACCCTCACAC 72 36 16 22 183 19 58,196 60,956 37,100 38,200 5,760,206 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 0 0 13 19 118 aGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTC AGGGTGACTATATGTCTATGTGTGT CTCGCACACACCCTCACAC 19 36 66 25 183 19 58,863 60,956 37,200 38,200 8,093,027 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 0 0 13 1 99 tgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtTGTGTGTTTGTCTATCATTCTGTGT TCGCACACACCCTCACAC 1 36 84 25 182 18 58,945 59,892 37,200 38,200 8,163,099 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:32623:55403 1 110 19 5 1.5 AC TGTGTGTGTGCGTGTGTGT NA 0 0 13 1 100 tgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtTGTGTGTTTGTCTATCATTCTGTGT CTCGCACACACCCTCACAC 1 36 84 25 183 19 58,945 60,956 37,200 38,200 8,011,112 F 246 TNTTGGTTGTAGGATAGTGATTGTTCTGTGGTTTCGATAATTTCTATCCCACCATAACTGTaaaaaGGGTGACTATATGTCTAtgtgtgTTTGTCTATCATTCTGTGTTtgtgtgtgtgCgtgtgtgtCCACTtctctcTATCACTTtgtgtgcgtgcgtgcgtgTGTGAGGgtgtgtGCGAGCCAGTGGGCGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCAATGTTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 10 5 1 AC GTGTGTGTGT NA 1 1 10 5 117 CCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGAT CACTCGTACCGACACACACT 62 5 17 20 133 20 60,916 59,690 29,000 35,500 1,226,280 F 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 10 5 1 AC GTGTGTGTGT NA 0 0 12 6 117 CACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGATT ACACTCGTACCGACACACAC 61 6 18 20 134 20 59,005 59,970 25,700 38,200 1,024,858 F 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 10 5 1 AC GTGTGTGTGT NA 0 0 12 6 118 CCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGAT ACACTCGTACCGACACACAC 62 6 17 20 134 20 60,916 59,970 29,000 38,200 0.946192 F 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 1 1 6 75 228 ACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttt ACTCATCCTTTGCAATCTTTCTGT CTGAGTTGGAAGGTTGGGCA 75 99 50 24 277 20 58,925 60,179 34,100 53,600 5,254,485 F 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 75 229 CACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtt CACTCATCCTTTGCAATCTTTCTGT CTGAGTTGGAAGGTTGGGCA 75 99 49 25 277 20 60,048 60,179 34,100 53,600 5,227,216 F 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 69 223 TCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAG TCCTTTGCAATCTTTCTGTCTAGGA CTGAGTTGGAAGGTTGGGCA 69 99 55 25 277 20 59,987 60,179 29,400 53,600 5,192,071 F 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 10 98 ATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagATACTCAGCAGGTCTGGCAA GAGTGGCAATCCGACTCGAT 10 38 119 20 216 20 58,721 59,897 45,200 35,900 1,382,704 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 10 159 ATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagATACTCAGCAGGTCTGGCAA CTGAGTTGGAAGGTTGGGCA 10 99 119 20 277 20 58,721 60,179 45,200 53,600 1,458,489 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 9 97 TACTCAGCAGGTCTGGCAATATCTTTGGGgagagagaTACTCAGCAGGTCTGGCAAT GAGTGGCAATCCGACTCGAT 9 38 120 20 216 20 58,721 59,897 35,600 35,900 1,382,704 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 9 158 TACTCAGCAGGTCTGGCAATATCTTTGGGgagagagaTACTCAGCAGGTCTGGCAAT CTGAGTTGGAAGGTTGGGCA 9 99 120 20 277 20 58,721 60,179 35,600 53,600 1,458,489 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 8 96 ACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagACTCAGCAGGTCTGGCAATA GAGTGGCAATCCGACTCGAT 8 38 121 20 216 20 58,721 59,897 19,000 35,900 1,382,704 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:13961:12525 1 149 10 5 1 AG GAGAGAGAGA NA 0 0 6 8 157 ACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagACTCAGCAGGTCTGGCAATA CTGAGTTGGAAGGTTGGGCA 8 99 121 20 277 20 58,721 60,179 19,000 53,600 1,458,489 A 278 CTAATTTGAAATCATCctctctctctctctctctctctctctctctctCACTCATCCTTTGCAATCTTTCTGTCTAGGAGATAtttttGAAGCtatataCAAACAGAAAATGCTGGAAATACTCAGCAGGTCTGGCAATATCTTTGGGgagagagagaAACAGATTTAATGGGCCATAACTTCCGATGGAATGGCAATCGAGTCGGATTGCCACTCTGCCCGAAAGTACTTATCTGGAAATCTAGGCAATCCTATCTTGCCCAACCTTCCAACTCAGG

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 10 5 1 AG CTCTCTCTCT NA 1 1 15 0 96 GCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCG GCCTTTACCCGCATCTCTGA TCAGAGAGTGAGGGTAGAGGC 45 0 7 20 102 21 59,822 60,064 32,700 47,000 1,242,383 F 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 10 5 1 AG CTCTCTCTCT NA 0 0 15 0 97 tGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTTTACCCGCATCTCTG TCAGAGAGTGAGGGTAGAGGC 46 0 6 20 102 21 60,108 60,064 33,500 47,000 1,172,017 F 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 10 5 1 AG CTCTCTCTCT NA 0 0 15 0 99 tctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGC TCTGCCTTTACCCGCATCTC TCAGAGAGTGAGGGTAGAGGC 48 0 4 20 102 21 59,822 60,064 27,500 47,000 1,242,383 F 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 1 1 12 36 133 TCCCTCTcacacacaTGCACTCActctctctCAGACACGc TCCCTCTCACACACATGCAC GTCCGCTCAAACCACCAAAC 47 36 107 20 239 20 59,965 59,970 45,700 29,300 0.065552 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 0 0 13 36 160 GTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacGTCACTCTCACACGCACACA GTCCGCTCAAACCACCAAAC 74 36 80 20 239 20 60,528 59,970 37,200 29,300 0.557836 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 0 0 14 36 140 CCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGCCCACTCTCCCTCTCACACA GTCCGCTCAAACCACCAAAC 54 36 100 20 239 20 60,543 59,970 37,200 29,300 0.573173 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 0 0 14 36 159 TCACTCTCACACGcacacaCCCACTCTCCCTCTcacaca TCACTCTCACACGCACACAC GTCCGCTCAAACCACCAAAC 73 36 81 20 239 20 60,528 59,970 38,200 29,300 0.557836 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 0 0 14 20 106 ctctCAGACACGcacacaCTTTATTCCctctctctCACCAa CTCTCAGACACGCACACACT GTCCGCTCAAACCACCAAAC 20 36 134 20 239 20 59,969 59,970 35,500 29,300 0.061549 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:24941:61538 1 174 10 5 1 AC ACACACACAC NA 0 0 16 21 107 tctctCAGACACGcacacaCTTTATTCCctctctctCACCA TCTCTCAGACACGCACACAC GTCCGCTCAAACCACCAAAC 21 36 133 20 239 20 59,969 59,970 38,200 29,300 0.061008 F 250 TCACTTTCATacacacacacCctctctTTCTCTcacacacacacacacacacacacacacacacacacacacacacacaGTCACTCTCACACGcacacaCCCACTCTCCCTCTcacacacaTGCACTCActctctctCAGACACGcacacaCTTTATTCCctctctctCACCAacacacacacAGGCCGGGAGTTTCCGTGCCCGCTGGCATCGGgtgtgtTTGGTGGTTTGAGCGGACAATATGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 1 1 9 13 140 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGAT AGAGTGTATGTGTGTGCAGGT 77 13 42 19 181 21 60,153 59,306 38,500 40,000 2,847,520 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 0 0 9 13 140 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT AGAGTGTATGTGTGTGCAGGT 76 13 42 20 181 21 60,744 59,306 30,100 40,000 2,438,564 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 0 0 10 14 142 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT TGAGAGTGTATGTGTGTGCAGG 76 14 42 20 183 22 60,744 60,289 30,100 48,500 3,033,424 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 0 0 10 7 132 CGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCACGCTGTCGTCAATGGGATTT ATGTGTGTGCAGGTCTGTGC 75 7 43 20 174 20 58,913 61,168 21,700 45,700 2,255,103 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 0 0 10 7 133 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT ATGTGTGTGCAGGTCTGTGC 76 7 42 20 174 20 60,744 61,168 30,100 45,700 1,912,821 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 10 5 1 AC CACACACACA NA 0 0 11 9 136 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT TGTATGTGTGTGCAGGTCTGT 76 9 42 20 177 21 60,744 59,584 30,100 34,100 2,160,444 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 1 1 4 22 105 ATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAG ATGTCTGCCACTGCTTCTCT GCATGAGCTAAACCAGGCATG 27 22 35 20 139 21 59,017 59,933 31,000 40,600 2,049,310 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 4 19 101 ATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAG ATGTCTGCCACTGCTTCTCT GAGCTAAACCAGGCATGACC 27 19 35 20 135 20 59,017 58,616 31,000 40,200 2,366,227 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 4 19 102 ATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAG ATGTCTGCCACTGCTTCTCT TGAGCTAAACCAGGCATGACC 27 19 35 20 136 21 59,017 60,340 31,000 40,200 2,322,721 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 9 33 190 CCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTAT CCCTTAAATGTCTGCCACTGC GTCTCCCTCCCTCTTTCTGCT 33 100 28 21 217 21 59,526 60,899 44,000 42,400 3,373,515 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 10 33 190 CCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTAT CCCTTAAATGTCTGCCACTGC GTCTCCCTCCCTCTTTCTGC 33 101 28 21 217 20 59,526 59,460 44,000 42,600 2,013,595 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 10 32 190 CCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTAT CCCTTAAATGTCTGCCACTGCT GTCTCCCTCCCTCTTTCTGC 32 101 28 22 217 20 60,881 59,460 42,400 42,600 3,420,921 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 10 27 182 ATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAG ATGTCTGCCACTGCTTCTCT TCTCCCTCCCTCTTTCTGCT 27 100 35 20 216 20 59,017 59,585 31,000 42,400 1,398,134 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 10 27 183 AATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTA AATGTCTGCCACTGCTTCTCT TCTCCCTCCCTCTTTCTGCT 27 100 34 21 216 20 59,650 59,585 31,000 42,400 1,765,780 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2206:8207:14265 1 82 15 5 1 ATC CATCATCATCATCAT NA 0 0 10 27 183 ATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAG ATGTCTGCCACTGCTTCTCT GTCTCCCTCCCTCTTTCTGC 27 101 35 20 217 20 59,017 59,460 31,000 42,600 1,522,222 A 277 TACCCATTCTGAATACTCTCAAATATCCCCTTAAATGTCTGCCACTGCTTCTCTATTGATCTATCCTCTAGCCTAGTTTCCcatcatcatcatcatCAGGACTACCATCTCAGCAGGTCATGCCTGGTTTAGCTCATGCTACCCATAAACCTGTTGGTGGAATATGGATATTCATCTGTGATGGTGACACAACTAAAGCAGAAAGAGGGAGGGAGACagagagagagagagagagagagagagagagAAGAAGGGgagagagagaGTTGGGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 10 5 1 AC GTGTGTGTGT NA 1 1 12 4 117 tGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtTGCGTCTGTGTATCTGTGCT ACACATACACACACAAGCGT 63 4 21 20 137 20 59,397 58,052 44,000 50,700 2,551,169 F 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 10 5 1 AC GTGTGTGTGT NA 0 0 12 4 118 tGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtTGCGTCTGTGTATCTGTGCT GACACATACACACACAAGCGT 63 4 21 20 138 21 59,397 59,135 44,000 50,700 2,467,776 F 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 10 5 1 AC GTGTGTGTGT NA 0 0 14 4 119 gtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgGTGCGTCTGTGTATCTGTGC GACACATACACACACAAGCGT 64 4 20 20 138 21 59,284 59,135 45,700 50,700 2,580,819 F 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 10 5 1 AC CACACACACA NA 0 1 12 1 91 ACTCACAATAGCAGGCTTTAGATGATACGCACATTCACTCACAATAGCAGGCTTTAGA GCATGTGTGTATGTGTCTGTGA 36 1 90 22 180 22 57,174 58,934 21,000 35,800 7,892,654 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 10 5 1 AC CACACACACA NA 0 0 14 2 92 ACTCACAATAGCAGGCTTTAGATGATACGCACATTCACTCACAATAGCAGGCTTTAGATGA TGCATGTGTGTATGTGTCTGTG 33 2 90 25 181 22 60,105 59,193 29,200 36,600 7,912,168 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 10 5 1 AC CACACACACA NA 0 0 14 2 92 ACTCACAATAGCAGGCTTTAGATGATACGCACATTCACTCACAATAGCAGGCTTTAGA TGCATGTGTGTATGTGTCTGTG 36 2 90 22 181 22 57,174 59,193 21,000 36,600 7,633,666 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 202 10 5 1 AG TCTCTCTCTC NA 1 1 8 24 98 tctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCTCTCTCTTGTCCTGCCTCCT GCTGAATGGCCTCTTCCTGT 24 24 158 20 255 20 59,589 60,035 36,900 40,000 0.446123 F 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 202 10 5 1 AG TCTCTCTCTC NA 0 0 8 21 95 tctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCTCTCTCTTGTCCTGCCTCCT GAATGGCCTCTTCCTGTGCT 24 21 158 20 252 20 59,589 60,035 36,900 44,000 0.446123 F 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 202 10 5 1 AG TCTCTCTCTC NA 0 0 8 17 91 TGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctcTGTCCTGCCTCCTTCTCTCT GCTGAATGGCCTCTTCCTGT 17 24 165 20 255 20 59,589 60,035 31,000 40,000 0.446123 F 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 208 10 5 1 AC ACACACACAC NA 1 1 6 1 92 AGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAAGACTTGATTTCTGAAGAACTCCCA GATTTATTCCGTCTGCCTGCA 35 1 148 25 239 21 59,928 58,711 43,700 44,100 7,360,995 B 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 208 10 5 1 AC ACACACACAC NA 0 0 6 1 93 AGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAAGACTTGATTTCTGAAGAACTCCCA TGATTTATTCCGTCTGCCTGCA 35 1 148 25 240 22 59,928 60,356 43,700 44,100 7,427,943 B 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 208 10 5 1 AC ACACACACAC NA 0 0 7 2 93 AGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAAGACTTGATTTCTGAAGAACTCCCA TGATTTATTCCGTCTGCCTGC 35 2 148 25 240 21 59,928 58,711 43,700 48,500 7,360,995 B 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 1 1 7 4 101 TGCATTCACATGGACAAACGCAATAacacacacacATTTGCATTCACATGGACAAACGC GACAGTTTGTGCCTGGTTGC 4 30 131 21 231 20 60,336 60,249 48,400 41,700 1,584,811 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 0 0 7 4 147 GCATTCACATGGACAAACGCAATAacacacacacATTCGCATTCACATGGACAAACGC TGTGCTTGAGTGAGATTCAGT 4 76 132 20 278 21 58,660 57,241 48,400 34,100 5,098,466 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 0 0 7 4 148 TGCATTCACATGGACAAACGCAATAacacacacacATTTGCATTCACATGGACAAACGC TGTGCTTGAGTGAGATTCAGT 4 76 131 21 278 21 60,336 57,241 48,400 34,100 5,094,536 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 0 0 7 3 96 GCATTCACATGGACAAACGCAATAacacacacacATTCGCATTCACATGGACAAACGCA GTTTGTGCCTGGTTGCTTCC 3 26 132 21 227 20 60,336 60,249 52,400 34,600 1,585,227 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 0 0 7 3 100 GCATTCACATGGACAAACGCAATAacacacacacATTCGCATTCACATGGACAAACGCA GACAGTTTGTGCCTGGTTGC 3 30 132 21 231 20 60,336 60,249 52,400 41,700 1,584,811 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:18903:1045 1 156 26 5 2 AC ACACACACACATTCATACACACACAC NA 0 0 7 3 147 GCATTCACATGGACAAACGCAATAacacacacacATTCGCATTCACATGGACAAACGCA TGTGCTTGAGTGAGATTCAGT 3 76 132 21 278 21 60,336 57,241 52,400 34,100 5,094,536 G 281 NAGCTCTTtctctctctctctctctctctctctctctcacacacacacacacATacacacacacacacacacacacAATCACATTGACagagagaaaaaCAGAGCACCctctctATTTCTCTTGCATACTTGCATTCACATGGACAAACGCAATAacacacacacATTCATacacacacacAGACACGATAGTGCATATGGACACATGGAAGCAACCAGGCACAAACTGTCAATCACAGACATTCTTTCTCACaaaaaCTGAATCTCACTCAAGCACATAN

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 1 1 4 19 155 TGGCATCACATCCATGAGCATTCAACACCTCCAACA TGGCATCACATCCATGAGCA CCGTACGAACACACCACAAC 61 19 21 20 175 20 59,744 59,422 42,600 33,200 0.834675 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 5 21 156 TGGCATCACATCCATGAGCATTCAACACCTCCAACA TGGCATCACATCCATGAGCA CCCGTACGAACACACCACA 61 21 21 20 176 19 59,744 59,932 42,600 41,700 1,324,213 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 6 20 156 TGGCATCACATCCATGAGCATTCAACACCTCCAACA TGGCATCACATCCATGAGCA CCCGTACGAACACACCACAA 61 20 21 20 176 20 59,744 60,530 42,600 33,300 0.786675 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 8 52 197 GCCTGCGTGATTGGCATCACATCCATGAGCATTCAAGCCTGCGTGATTGGCATC CACTCCCGCAAACCCACC 74 52 10 18 206 18 59,590 60,984 39,100 46,100 5,394,061 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 8 52 197 GCCTGCGTGATTGGCATCACATCCATGAGCATTCAAGCCTGCGTGATTGGCATCA CACTCCCGCAAACCCACC 73 52 10 19 206 18 61,409 60,984 30,700 46,100 5,392,647 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 8 20 133 AACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTC AACACCTCCAACACCTGGGA CCCGTACGAACACACCACAA 38 20 44 20 176 20 60,991 60,530 43,700 33,300 1,521,566 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 10 53 190 GATTGGCATCACATCCATGAGCATTCAACACCTCCA GATTGGCATCACATCCATGAGC GCACTCCCGCAAACCCAC 62 53 18 22 207 18 60,030 61,670 42,600 46,100 5,700,562 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 10 20 134 CAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTT CAACACCTCCAACACCTGGG CCCGTACGAACACACCACAA 39 20 43 20 176 20 60,823 60,530 44,500 33,300 1,353,567 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:19065:73088 1 102 35 5 2 AC TGTGTGTGTTTGTGTGTGTGCTTGGGTGTGTGTGT NA 0 0 10 19 133 CAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTT CAACACCTCCAACACCTGGG CCGTACGAACACACCACAAC 39 19 43 20 175 20 60,823 59,422 44,500 33,200 1,401,567 G 276 GGCAAAGCAGCCTGCGTGATTGGCATCACATCCATGAGCATTCAACACCTCCAACACCTGGGACACgtgtgtgtCTGTTTCGTTCTATATGTATGACATTTtgtgtgtgTTtgtgtgtgtgCTTGGgtgtgtgtgtGCCTGTCTGTGTTTGtgttgttgtGgtgtgtTCGTACGGGGTtgtgtgCgggggTGGGTTTGCGGGAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 1 1 9 7 125 AGGGAGAGGTAAAGGAAGAGACAGAgggggAAGG AGGGAGAGGTAAAGGAAGAGACA TGTGGGTGGGTATATGTCGC 58 7 43 23 167 20 59,922 59,533 34,100 51,900 3,544,239 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 0 0 9 5 123 AGGGAGAGGTAAAGGAAGAGACAGAgggggAAGG AGGGAGAGGTAAAGGAAGAGACA TGGGTGGGTATATGTCGCTG 58 5 43 23 165 20 59,922 59,244 34,100 51,800 3,833,989 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 0 0 11 7 153 agagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGAGAGAGAGTGGGTGAGTGAGA TGTGGGTGGGTATATGTCGC 88 7 15 21 167 20 59,292 59,533 32,700 51,900 2,174,532 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 0 0 11 5 151 agagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGAGAGAGAGTGGGTGAGTGAGA TGGGTGGGTATATGTCGCTG 88 5 15 21 165 20 59,292 59,244 32,700 51,800 2,464,283 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 0 0 12 15 133 AGGGAGAGGTAAAGGAAGAGACAGAgggggAAGG AGGGAGAGGTAAAGGAAGAGACA TGTTTGTGTGTGGGTGGGTA 58 15 43 23 175 20 59,922 59,376 34,100 36,900 3,701,949 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:27194:58831 1 124 17 5 1.5 AG GAGAGAGAGAAAGAGAG NA 0 0 12 15 161 agagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGAGAGAGAGTGGGTGAGTGAGA TGTTTGTGTGTGGGTGGGTA 88 15 15 21 175 20 59,292 59,376 32,700 36,900 2,332,242 F 247 AGACAGGTGGAGTTagagagagTGGGTGAGTGAGaaaaaGAGAGGGAGAGGTAAAGGAAGAGACAGAgggggAAGGAGAGTGAGAACaaaaaGTTAAAGTTTGAGAGGGCACAAGAGGGACGGgagagagagaAagagagAAAGACAGCGACATATACCCACCcacacacaAACACAAACAGacacacacacacacacacGcacacacacacacacacacacacacacacacaCGCACAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 1 1 10 0 102 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACAA GCCCACTAGGTTATGCCTCC 0 52 109 20 210 20 60,748 59,891 31,800 43,000 0.856418 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 0 0 10 0 109 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACAA AGCTCCAGCCCACTAGGTTA 0 59 109 20 217 20 60,748 59,957 31,800 28,500 0.790375 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 0 0 10 0 114 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACAA AGTACAGCTCCAGCCCACTA 0 64 109 20 222 20 60,748 59,959 31,800 27,400 0.788882 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 0 0 10 0 140 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACAA CCAACACAGCACAGCAACAA 0 90 109 20 248 20 60,748 59,827 31,800 28,300 0.920673 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 0 0 10 0 141 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACAA CCCAACACAGCACAGCAAC 0 92 109 20 249 19 60,748 59,934 31,800 41,700 1,813,901 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:29833:64914 1 129 10 5 1 AC ACACACACAC NA 0 0 11 1 140 CcacacacaCCTGCAGACAAacacacacacATGTacacac CCACACACACCTGCAGACA CCAACACAGCACAGCAACAA 1 90 109 19 248 20 60,153 59,827 34,100 28,300 1,326,217 F 267 AATTTTCTCCAATTTTATTTCTACTGATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCCcacacacaCCTGCAGACAAacacacacacATGTacacacacATacacacCTGGCACAATCCTGcacacacaCCCAACAGACGGAGGCATAACCTAGTGGGCTGGAGCTGTACTCTGGTATTGTTGCTGTGCTGTGTTGGGGCTGCGCTGCTGTCAGCT

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 162 10 5 1 AC ACACACACAC NA 0 1 10 1 90 CCCACCAAACACATGCGAACAacacacacacGCAGAC CCCACCAAACACATGCGAAC AGGGACTCATTATAGCATTTGTGT 1 35 141 20 230 24 60,319 57,994 39,500 37,200 6,324,889 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 162 10 5 1 AC ACACACACAC NA 0 0 10 1 90 CCCACCAAACACATGCGAACAacacacacacGCAGAC CCCACCAAACACATGCGAAC AGGGACTCATTATAGCATTTGTGTG 1 34 141 20 230 25 60,319 59,175 39,500 38,200 6,143,238 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 162 10 5 1 AC ACACACACAC NA 0 0 10 1 90 CCCACCAAACACATGCGAACAacacacacacGCAGAC CCCACCAAACACATGCGAAC AGGGACTCATTATAGCATTTGTGTGT 1 33 141 20 230 26 60,319 60,579 39,500 37,200 6,897,656 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 10 5 1 AC CACACACACA NA 0 1 17 6 90 ATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTATCACACACTCACACACACTCT TGTGTGAGAGTGTGTGAGTGA 6 31 8 22 97 21 59,568 58,901 32,400 34,100 4,531,551 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 10 5 1 AC CACACACACA NA 0 0 17 6 109 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCT AGTGAGAGTGTGTGAGAGTGT 6 51 9 21 117 21 59,175 58,339 32,400 35,500 4,485,424 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 10 5 1 AC CACACACACA NA 0 0 18 6 90 ATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTATCACACACTCACACACACTCT TGTGTGAGAGTGTGTGAGTGAG 6 30 8 22 97 22 59,568 59,900 32,400 35,100 4,531,902 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 10 5 1 AC CACACACACA NA 0 1 11 15 101 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA TGCATGCACCTGTGTGTCT 15 36 2 21 102 19 59,656 59,851 34,100 34,100 2,493,387 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 10 5 1 AC CACACACACA NA 0 0 11 15 101 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA TGCATGCACCTGTGTGTCTG 15 35 2 21 102 20 59,656 61,168 34,100 35,100 2,512,219 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 10 5 1 AC CACACACACA NA 0 0 12 15 100 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA GCATGCACCTGTGTGTCTGT 15 34 2 21 101 20 59,656 61,168 34,100 34,100 2,512,845 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 1 1 3 12 135 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACAC GCCTGCTTACACAGTACTTTCC 12 70 95 21 229 22 57,666 59,257 33,200 31,300 6,076,861 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 0 0 3 11 135 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACACT GCCTGCTTACACAGTACTTTCC 11 70 95 22 229 22 59,057 59,257 35,500 31,300 5,685,622 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 0 0 3 11 170 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACACT TTACCCTGTCGCAACTGCAA 11 107 95 22 264 20 59,057 60,179 35,500 40,800 3,122,075 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 0 0 3 10 135 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACACTT GCCTGCTTACACAGTACTTTCC 10 70 95 23 229 22 59,623 59,257 31,600 31,300 6,119,761 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 0 0 4 11 171 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACACT TTTACCCTGTCGCAACTGCA 11 108 95 22 265 20 59,057 60,179 35,500 44,100 3,122,075 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 128 10 5 1 AG GAGAGAGAGA NA 0 0 4 11 172 GCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagGCCAACTAACTGTGTGAACACT GTTTACCCTGTCGCAACTGC 11 109 95 22 266 20 59,057 59,763 35,500 44,000 3,180,531 F 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 1 1 7 10 115 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCA CGTGTCTGCATTTATGGGTGC 52 10 132 22 246 21 57,905 60,202 49,200 50,100 5,297,007 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 7 10 115 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCATG CGTGTCTGCATTTATGGGTGC 50 10 132 24 246 21 59,541 60,202 40,600 50,100 5,661,514 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 7 10 115 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCAT CGTGTCTGCATTTATGGGTGC 51 10 132 23 246 21 58,337 60,202 44,000 50,100 5,865,511 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 9 40 147 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCA TGTGTATGTGCATGCATACTTGT 52 40 132 22 278 23 57,905 58,991 49,200 31,600 8,103,833 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 9 38 145 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCA TGTATGTGCATGCATACTTGTGT 52 38 132 22 276 23 57,905 58,991 49,200 37,200 8,103,833 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 10 38 146 AGATGCATTCACTCATATGGCATGcacacacaTACGC AGATGCATTCACTCATATGGCA GTGTATGTGCATGCATACTTGTGT 52 38 132 22 277 24 57,905 60,143 49,200 37,200 8,237,452 B 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 12 22 110 ATGGCATGcacacacaTACGCGcacacacaCGcacacaG ATGGCATGCACACACATACG GTGTATGTGTGCGTGTCTGC 38 22 148 20 257 20 59,266 59,836 30,600 42,600 0.898097 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 12 22 168 acacGGTCGTACAGAAACGTACAAGTGGACAGaaaa ACACGGTCGTACAGAAACGT GTGTATGTGTGCGTGTCTGC 96 22 90 20 257 20 59,618 59,836 39,900 42,600 0.545589 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 12 22 169 cacacGGTCGTACAGAAACGTACAAGTGGACAGaaa CACACGGTCGTACAGAAACG GTGTATGTGTGCGTGTCTGC 97 22 89 20 257 20 59,226 59,836 36,000 42,600 0.937886 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 12 22 195 cacacCCTGtctctcACACAGACATacacacGGTCGTACACACACCCTGTCTCTCACACA GTGTATGTGTGCGTGTCTGC 123 22 63 20 257 20 59,247 59,836 37,200 42,600 0.916445 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 12 22 196 acacacCCTGtctctcACACAGACATacacacGGTCGTACACACACCCTGTCTCTCACAC GTGTATGTGTGCGTGTCTGC 124 22 62 20 257 20 59,247 59,836 38,200 42,600 0.917050 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 13 22 98 cacaTACGCGcacacacaCGcacacaGACAacacacATGCCACATACGCGCACACACAC GTGTATGTGTGCGTGTCTGC 27 22 160 19 257 20 60,155 59,836 38,200 42,600 1,318,460 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 14 21 109 ATGGCATGcacacacaTACGCGcacacacaCGcacacaG ATGGCATGCACACACATACG TGTATGTGTGCGTGTCTGCA 38 21 148 20 256 20 59,266 60,250 30,600 44,100 0.983966 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 14 21 167 acacGGTCGTACAGAAACGTACAAGTGGACAGaaaa ACACGGTCGTACAGAAACGT TGTATGTGTGCGTGTCTGCA 96 21 90 20 256 20 59,618 60,250 39,900 44,100 0.631458 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:23510:73370 1 206 10 5 1 AC ACACACACAC NA 0 0 14 21 194 cacacCCTGtctctcACACAGACATacacacGGTCGTACACACACCCTGTCTCTCACACA TGTATGTGTGCGTGTCTGCA 123 21 63 20 256 20 59,247 60,250 37,200 44,100 1,002,315 F 278 CACTcacacacacacacacacacacacacacacaGacacacAGTGATGGAAAGACACATATacacacCCTGtctctcACACAGACATacacacGGTCGTACAGAAACGTACAAGTGGACAGaaaaaTAAATAGATGCATTCACTCATATGGCATGcacacacaTACGCGcacacacaCGcacacaGACAacacacATGCAGACAAacacacacacAGGCAGAAAAGCACCCATAAATGCAGACACGcacacaTACACAAGTATGCATGCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:27884:67269 1 21 10 5 1 AC TGTGTGTGTG NA 1 1 14 0 96 GGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGG GGGAGTGAGAGGGAGCGTA TCTCTCACTCCCACCCACAC 0 47 2 19 97 20 60,077 60,832 44,200 38,200 1,909,058 F 164 TGGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGGGTGTGAGAGTCAGTATTgggggggCATTGAGTGTGCgtgtgtgtGGGTGGGAGTgagagaGCGTGTGGGAGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCTGTGGAgggggg

ST‐E00142:460:H2K7HCCXY:6:2209:27884:67269 1 21 10 5 1 AC TGTGTGTGTG NA 0 0 14 0 97 GGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGG GGGAGTGAGAGGGAGCGTA CTCTCTCACTCCCACCCACA 0 48 2 19 98 20 60,077 60,543 44,200 41,700 1,619,861 F 164 TGGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGGGTGTGAGAGTCAGTATTgggggggCATTGAGTGTGCgtgtgtgtGGGTGGGAGTgagagaGCGTGTGGGAGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCTGTGGAgggggg

ST‐E00142:460:H2K7HCCXY:6:2209:27884:67269 1 21 10 5 1 AC TGTGTGTGTG NA 0 0 15 0 93 GGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGG GGGAGTGAGAGGGAGCGTA CTCACTCCCACCCACACAC 0 45 2 19 94 19 60,077 59,929 44,200 38,200 2,148,393 F 164 TGGGAGTGAGAGGGAGCGTAtgtgtgtgtgGGGGTGGGTGTGAGAGTCAGTATTgggggggCATTGAGTGTGCgtgtgtgtGGGTGGGAGTgagagaGCGTGTGGGAGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCTGTGGAgggggg

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 156 10 5 1 AG GAGAGAGAGA NA 0 1 12 7 94 agagTgagagaCagagagGAGGAAAACATgagagagaga AGAGTGAGAGACAGAGAGGAGG TCGTCTTAGTTCCTCAGCCTC 7 34 127 22 220 21 59,760 58,907 43,000 47,000 4,332,761 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 156 10 5 1 AG GAGAGAGAGA NA 0 0 12 6 92 gagTgagagaCagagagGAGGAAAACATgagagagagaT GAGTGAGAGACAGAGAGGAGGA CGTCTTAGTTCCTCAGCCTCT 6 33 128 22 219 21 59,761 58,904 37,100 36,900 4,334,894 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 156 10 5 1 AG GAGAGAGAGA NA 0 0 12 6 93 gagTgagagaCagagagGAGGAAAACATgagagagagaT GAGTGAGAGACAGAGAGGAGGA TCGTCTTAGTTCCTCAGCCTC 6 34 128 22 220 21 59,761 58,907 37,100 47,000 4,331,752 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:2970:39932 1 152 10 5 1 AG TCTCTCTCTC NA 1 1 14 19 92 TCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTGCT TCTCGCCTCTGTCTCTCTCC AAGAGCGTGGAGAGAGACGA 23 19 109 20 200 20 60,107 60,322 37,100 42,000 0.429152 F 231 GTGCTCTTTTATGTCCTCTTGtctctctctctctcCGTGCAATTTAATGGCCCCTCGtctctctctctctctctctctctctctctctctcTGTGCTCTTTAATGGCCTCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTGCTCTCGtctctctctcCATGCTCTTTAATGGCCTCTCGtctctctcCACGCTCTTTAATGGCCTCTCGCCActctctctctctCCA

ST‐E00142:460:H2K7HCCXY:6:2209:2970:39932 1 152 10 5 1 AG TCTCTCTCTC NA 0 0 16 20 95 CCTCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTG CCTCTCGCCTCTGTCTCTCT AAAGAGCGTGGAGAGAGACG 25 20 107 20 201 20 60,107 59,476 31,000 41,800 0.631180 F 231 GTGCTCTTTTATGTCCTCTTGtctctctctctctcCGTGCAATTTAATGGCCCCTCGtctctctctctctctctctctctctctctctctcTGTGCTCTTTAATGGCCTCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTGCTCTCGtctctctctcCATGCTCTTTAATGGCCTCTCGtctctctcCACGCTCTTTAATGGCCTCTCGCCActctctctctctCCA

ST‐E00142:460:H2K7HCCXY:6:2209:2970:39932 1 152 10 5 1 AG TCTCTCTCTC NA 0 0 16 19 94 CCTCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTG CCTCTCGCCTCTGTCTCTCT AAGAGCGTGGAGAGAGACGA 25 19 107 20 200 20 60,107 60,322 31,000 42,000 0.428956 F 231 GTGCTCTTTTATGTCCTCTTGtctctctctctctcCGTGCAATTTAATGGCCCCTCGtctctctctctctctctctctctctctctctctcTGTGCTCTTTAATGGCCTCTCGCCTCTGtctctctcCCCGTGCTCTTTAATGTGCTCTCGtctctctctcCATGCTCTTTAATGGCCTCTCGtctctctcCACGCTCTTTAATGGCCTCTCGCCActctctctctctCCA

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 1 1 11 5 190 TCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTG GGTGTGGGTGTGTGTGCAT 135 5 8 21 197 19 58,500 60,828 41,700 39,600 4,328,018 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 11 5 190 TCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTGA GGTGTGGGTGTGTGTGCAT 134 5 8 22 197 19 59,895 60,828 40,200 39,600 3,932,923 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 12 4 190 TCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTGA GGTGTGGGTGTGTGTGCATG 134 4 8 22 197 20 59,895 62,074 40,200 40,600 4,179,365 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 111 TAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTTAGACTCAGGTTGCTGATGC GTGTGGGTGTGTGTGCATG 58 4 86 20 196 19 57,320 59,640 39,100 40,600 4,040,145 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 116 CTCCATAGACTCAGGTTGCTGATGCAGATTATAAAACTCCATAGACTCAGGTTGCTGA GTGTGGGTGTGTGTGCATG 61 4 81 22 196 19 59,237 59,640 42,600 40,600 4,122,720 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 117 TCTCCATAGACTCAGGTTGCTGATGCAGATTATAAATCTCCATAGACTCAGGTTGCTG GTGTGGGTGTGTGTGCATG 62 4 80 22 196 19 59,237 59,640 44,100 40,600 4,122,720 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 188 CGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTGA GTGTGGGTGTGTGTGCATG 134 4 9 21 196 19 58,500 59,640 40,200 40,600 3,860,062 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 189 TCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTG GTGTGGGTGTGTGTGCATG 135 4 8 21 196 19 58,500 59,640 41,700 40,600 3,860,062 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2209:31426:43132 1 164 10 5 1 AC CACACACACA NA 0 0 13 4 189 TCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTCGCTTCCTTTAAGGTTGGTGA GTGTGGGTGTGTGTGCATG 134 4 8 22 196 19 59,895 59,640 40,200 40,600 3,464,967 F 276 GAACTCATCGCTTCCTTTAAGGTTGGTGATAAAACTTGGGAACTacacacTCAtttttCTGGAGGCTGTGAATTTATTATCTCCATAGACTCAGGTTGCTGATGCAGATTATAAAAGGTTTACAGGTGAATAATTAATACTACTCACAGAGGGTGAGaaaaaTcacacacacaCGCGCATGcacacacaCCCACACCCGCGTGTacacacaccacacacacacacacacacacacacacacacaAacacacacacacacacacacacacGcacaca

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 163 57 5 3 AC TGTGTGTGTGCGTGTATACCATGTGTGTATCATGTGNA 0 1 10 0 107 tgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtg TGTGTATGTGCGTATGCCGT TAGGCGACACACATAGGCTC 10 0 133 20 239 20 60,109 59,255 56,800 47,000 0.853441 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 163 57 5 3 AC TGTGTGTGTGCGTGTATACCATGTGTGTATCATGTGNA 0 0 12 0 102 ATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGATGTGCGTATGCCGTGTTTG TAGGCGACACACATAGGCTC 5 0 138 20 239 20 59,832 59,255 29,300 47,000 0.912783 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 163 57 5 3 AC TGTGTGTGTGCGTGTATACCATGTGTGTATCATGTGNA 0 0 14 0 105 tgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATGTGCGTATGCCGTGT TAGGCGACACACATAGGCTC 8 0 135 20 239 20 60,109 59,255 44,900 47,000 0.853441 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 1 1 17 1 140 GTCACACTCAGAGACTGACTGTCACTTACCCACTCA GTCACACTCAGAGACTGACTGT TGTCTCTCTCACTCTCTCCCT 86 1 25 22 164 21 59,379 58,725 35,500 42,000 4,895,597 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 18 2 128 CTGACTGTCACTTACCCACTCAAagagagAACTagagaCTGACTGTCACTTACCCACTCA AGTGTCTCTCTCACTCTCTCCC 72 2 39 22 166 22 59,372 60,026 34,100 43,000 4,654,440 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 18 2 142 GTCACACTCAGAGACTGACTGTCACTTACCCACTCA GTCACACTCAGAGACTGACTGT AGTGTCTCTCTCACTCTCTCCC 86 2 25 22 166 22 59,379 60,026 35,500 43,000 4,647,318 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 18 1 127 CTGACTGTCACTTACCCACTCAAagagagAACTagagaCTGACTGTCACTTACCCACTCA GTGTCTCTCTCACTCTCTCCCT 72 1 39 22 165 22 59,372 60,026 34,100 42,000 4,654,440 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 18 1 128 ACTGACTGTCACTTACCCACTCAAagagagAACTagagACTGACTGTCACTTACCCACTC GTGTCTCTCTCACTCTCTCCCT 73 1 38 22 165 22 59,371 60,026 35,100 42,000 4,654,919 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:22891:35625 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 18 1 141 GTCACACTCAGAGACTGACTGTCACTTACCCACTCA GTCACACTCAGAGACTGACTGT GTGTCTCTCTCACTCTCTCCCT 86 1 25 22 165 22 59,379 60,026 35,500 42,000 4,647,318 F 228 CCCACCCATAGGgagagagagaCAGTCACACTCAGAGACTGACTGTCACTTACCCACTCAAagagagAACTagagagagTCAAACTGACACTAACCCACTCACATagagagagATTGTCACTGACCCACTCGgagagagagaAAGGgagagaGTgagagagaCACTGACagagagagagagagagagagagagagagagagACACTGACCCATGGACagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 10 5 1 AC ACACACACAC NA 1 1 14 13 106 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAG CACACTCTCACACAGATATATTCTTT AAGACACCTGTGTGAGTGCG 13 37 1 26 106 20 57,061 60,531 25,200 53,400 9,469,851 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 10 5 1 AC ACACACACAC NA 0 0 15 12 106 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAG CACACTCTCACACAGATATATTCTTTC AAGACACCTGTGTGAGTGCG 12 37 1 27 106 20 57,971 60,531 26,200 53,400 9,559,893 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 10 5 1 AC ACACACACAC NA 0 0 15 11 105 ACACTCTcacacaGatatatTCTTTCTTATGAATGTAGa ACACTCTCACACAGATATATTCTTTCT AAGACACCTGTGTGAGTGCG 11 37 2 27 106 20 58,024 60,531 25,200 53,400 9,507,003 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 1 12 42 190 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCAC TGTTGTGAGAGGGATTGCGT 76 42 1 24 190 20 58,413 59,604 41,600 52,400 5,983,725 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 12 42 190 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCA TGTTGTGAGAGGGATTGCGT 77 42 1 23 190 20 57,156 59,604 36,700 52,400 6,240,109 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 13 42 190 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT TGTTGTGAGAGGGATTGCGT 75 42 1 25 190 20 59,640 59,604 40,000 52,400 5,756,011 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 14 32 180 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT GGGATTGCGTGTGACAGGTA 75 32 1 25 180 20 59,640 60,037 40,000 30,800 5,396,341 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 14 3 105 CCCTCATGCAAtctctcACTCACAGacacacacacAATCCCCCTCATGCAATCTCTCACTCA GGGATTGCGTGTGACAGGTA 3 32 76 22 180 20 59,830 60,037 34,100 30,800 2,206,743 G 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 16 36 184 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT GAGAGGGATTGCGTGTGACA 75 36 1 25 184 20 59,640 60,037 40,000 35,800 5,396,901 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 16 35 183 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT AGAGGGATTGCGTGTGACAG 75 35 1 25 183 20 59,640 60,037 40,000 35,100 5,396,528 D 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 16 3 108 CCCTCATGCAAtctctcACTCACAGacacacacacAATCCCCCTCATGCAATCTCTCACTCA AGAGGGATTGCGTGTGACAG 3 35 76 22 183 20 59,830 60,037 34,100 35,100 2,206,930 G 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 101 28 5 2 AC ACACACACACAATCCCTAACACACACAC NA 0 0 16 3 109 CCCTCATGCAAtctctcACTCACAGacacacacacAATCCCCCTCATGCAATCTCTCACTCA GAGAGGGATTGCGTGTGACA 3 36 76 22 184 20 59,830 60,037 34,100 35,800 2,207,304 G 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:7141:26624 1 64 10 5 1 AC GTGTGTGTGT NA 1 1 13 18 94 GAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGT GAGTGCGAGAGTGCGTGT TCCCACACACACCCTCTCA 29 18 17 18 110 19 60,050 60,075 44,900 32,700 3,124,835 F 185 tgtgtgCATGGGAGGGGAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGTGTGAGAGGGAgtgtgtgtgtGGGTggggggggATTGCGTGAGAGGgtgtgtgtGGGAGGGGAGGTCGAGAGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAGGTGAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:7141:26624 1 64 10 5 1 AC GTGTGTGTGT NA 0 0 14 18 95 GAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGT GAGTGCGAGAGTGCGTGT CTCCCACACACACCCTCTCA 29 18 17 18 111 20 60,050 61,121 44,900 32,700 3,171,392 F 185 tgtgtgCATGGGAGGGGAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGTGTGAGAGGGAgtgtgtgtgtGGGTggggggggATTGCGTGAGAGGgtgtgtgtGGGAGGGGAGGTCGAGAGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAGGTGAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:7141:26624 1 64 10 5 1 AC GTGTGTGTGT NA 0 0 15 17 93 GAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGT GAGTGCGAGAGTGCGTGT CCCACACACACCCTCTCAC 29 17 17 18 109 19 60,050 59,929 44,900 35,100 3,121,456 F 185 tgtgtgCATGGGAGGGGAGTGCGAGAGTGCgtgtgtgtGCgggggAGGGGAGTGTGAGAGGGAgtgtgtgtgtGGGTggggggggATTGCGTGAGAGGgtgtgtgtGGGAGGGGAGGTCGAGAGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAGGTGAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 1 1 18 1 115 cacacacaCGCTcacacaTTCACACTCTCACATACAAAT CACACACACGCTCACACATT ATATGTGTGAGTTTGTGAGTGTTT 35 1 92 20 206 24 59,343 57,057 27,100 28,300 7,599,844 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 0 0 18 1 119 TAAGcacacacaCGCTcacacaTTCACACTCTCACATAC TAAGCACACACACGCTCACA ATATGTGTGAGTTTGTGAGTGTTT 39 1 88 20 206 24 60,179 57,057 35,800 28,300 7,121,629 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 0 0 18 1 124 ACACATAAGcacacacaCGCTcacacaTTCACACTCTCAACACATAAGCACACACACGC ATATGTGTGAGTTTGTGAGTGTTT 44 1 83 20 206 24 59,414 57,057 53,400 28,300 7,528,851 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 0 0 18 1 148 acacaTTCACACTcacacacaTAAACACATAAGcacacacACACATTCACACTCACACACA ATATGTGTGAGTTTGTGAGTGTTT 67 1 59 21 206 24 58,015 57,057 37,200 28,300 9,927,093 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 0 0 18 1 149 cacacaTTCACACTcacacacaTAAACACATAAGcacacaCACACATTCACACTCACACACA ATATGTGTGAGTTTGTGAGTGTTT 67 1 58 22 206 24 59,323 57,057 37,200 28,300 9,619,869 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8877:72491 1 147 35 5 2 AC ACACACACACAACCACTCACAAACTCACACACACA NA 0 0 18 1 150 TcacacaTTCACACTcacacacaTAAACACATAAGcacacTCACACATTCACACTCACACAC ATATGTGTGAGTTTGTGAGTGTTT 68 1 57 22 206 24 59,064 57,057 38,200 28,300 9,878,381 G 248 CAGTTGCTCTCACATGGcacacacacacacacacacacacacacacacacacaGTCTcacacaTTCACACTcacacacaTAAACACATAAGcacacacaCGCTcacacaTTCACACTCTCACATACAAATGcacacacaGGCATAAacacacacacAACCACTCACAAACTcacacacacaTAAACACTCACAAACTcacacaTATATTCACATCAacacacacacacacTGTCACTCGcacacaTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 1 4 21 93 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGA GGGATTGAATGGGCACACAG CCAGAGATTGCCAACACCCA 21 22 1 20 93 20 59,180 60,251 36,600 45,100 1,070,879 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 0 4 20 92 GGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGGATTGAATGGGCACACAGG CCAGAGATTGCCAACACCCA 20 22 2 20 93 20 59,180 60,251 40,000 45,100 1,070,879 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 0 4 0 96 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC TGCGTAATAAATGCTGACCCA 0 43 20 22 115 21 57,898 58,007 30,600 45,100 7,094,628 B 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 0 4 0 96 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC TGCGTAATAAATGCTGACCCAG 0 42 20 22 115 22 57,898 59,058 30,600 44,500 7,044,411 B 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 0 4 0 97 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC ATGCGTAATAAATGCTGACCCA 0 43 20 22 116 22 57,898 58,449 30,600 45,100 7,652,855 B 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 10 5 1 AC TGTGTGTGTG NA 0 0 5 20 90 GGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGGATTGAATGGGCACACAGG AGAGATTGCCAACACCCACA 20 20 2 20 91 20 59,180 59,522 40,000 41,700 1,297,654 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 10 5 1 AG CTCTCTCTCT NA 1 1 10 3 106 GTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtcGTCTCTTTCTCGCTCACCCT AAGGACGAGTCAGGGATGGT 53 3 24 20 129 20 59,108 60,252 43,400 35,500 1,144,348 B 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 10 5 1 AG CTCTCTCTCT NA 0 0 12 3 104 CTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCC AAGGACGAGTCAGGGATGGT 51 3 26 20 129 20 59,825 60,252 43,000 35,500 0.426901 B 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 10 5 1 AG CTCTCTCTCT NA 0 0 12 3 107 TGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctg TGTCTCTTTCTCGCTCACCC AAGGACGAGTCAGGGATGGT 54 3 23 20 129 20 59,396 60,252 46,100 35,500 0.855853 B 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 1 8 3 135 CGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtct CGCTCACCCTCCCTGAACTA GGATGAAGAAAGTGGGTGCG 43 3 34 20 168 20 60,971 59,195 22,400 53,400 1,775,925 G 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 8 0 132 CGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtct CGCTCACCCTCCCTGAACTA TGAAGAAAGTGGGTGCGAGA 43 0 34 20 165 20 60,971 59,244 22,400 40,400 1,727,231 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 11 0 137 TTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCCCT TGAAGAAAGTGGGTGCGAGA 49 0 29 19 165 20 60,229 59,244 42,000 40,400 1,985,503 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 11 0 138 CTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCCC TGAAGAAAGTGGGTGCGAGA 50 0 28 19 165 20 59,781 59,244 43,000 40,400 1,975,687 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 12 4 144 CTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCC GGGATGAAGAAAGTGGGTGC 51 4 26 20 169 20 59,825 58,823 43,000 50,100 1,352,018 G 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 12 3 143 CTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCC GGATGAAGAAAGTGGGTGCG 51 3 26 20 168 20 59,825 59,195 43,000 53,400 0.979606 G 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 12 0 140 CTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCC TGAAGAAAGTGGGTGCGAGA 51 0 26 20 165 20 59,825 59,244 43,000 40,400 0.930911 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 12 0 141 CTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTTCTCGCTCACCCTCC ATGAAGAAAGTGGGTGCGAGA 51 0 26 20 166 21 59,825 59,652 43,000 40,400 1,522,324 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19289:2487 1 97 49 5 2 AG CTCTCTCTCTCCCACCATCCCTGACTCGTCCTTTCTCTNA 0 0 12 0 143 TGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctg TGTCTCTTTCTCGCTCACCC TGAAGAAAGTGGGTGCGAGA 54 0 23 20 165 20 59,396 59,244 46,100 40,400 1,359,863 D 233 GCActctctATTTCTATGTATCTGTCTCTTTCTCGCTCACCCTCCCTGAACTAtctgtctgtctgTCTCTTtctctcACTCACATTCGTTCTCCAActctctctctCCCACCATCCCTGACTCGTCCTTtctctctctctatataTCTCGCACCCACTTTCTTCATcccccTCAAGctctctGACCTTTAtctctctctctctctctctctctctctctctcTTTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 1 7 3 141 CAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtg CAGCGTCTGTGTTTGTGGC TCCTTTGTGCCTCTTCCTCT 3 89 115 19 255 20 60,010 58,265 50,100 36,900 2,744,329 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 7 2 140 AGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgAGCGTCTGTGTTTGTGGCT TCCTTTGTGCCTCTTCCTCT 2 89 116 19 255 20 60,153 58,265 47,500 36,900 2,887,822 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 8 4 143 TTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCTTCAGCGTCTGTGTTTGTGG TCCTTTGTGCCTCTTCCTCT 4 89 113 20 255 20 58,986 58,265 41,700 36,900 2,748,251 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 9 1 132 GCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgt GCGTCTGTGTTTGTGGCTG TGCCTCTTCCTCTATCTCTTGC 1 80 117 19 248 22 60,010 59,302 48,500 40,100 3,707,426 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 9 1 139 GCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgt GCGTCTGTGTTTGTGGCTG TCCTTTGTGCCTCTTCCTCT 1 89 117 19 255 20 60,010 58,265 48,500 36,900 2,744,329 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 10 17 98 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG GAAACGCACACTCTCACCCA 31 17 86 20 183 20 59,616 60,532 53,400 45,100 0.915564 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 10 16 97 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG AAACGCACACTCTCACCCAT 31 16 86 20 182 20 59,616 59,891 53,400 40,000 0.492175 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 10 13 94 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG CGCACACTCTCACCCATGTA 31 13 86 20 179 20 59,616 59,754 53,400 22,900 0.629950 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 10 0 139 GCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgt GCGTCTGTGTTTGTGGCTGA TCCTTTGTGCCTCTTCCTCT 0 89 117 20 255 20 61,436 58,265 42,600 36,900 3,170,850 B 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 11 31 142 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG CTCACAAACACACACGAACCC 31 60 86 20 227 21 59,616 59,937 53,400 41,100 1,447,058 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 12 31 140 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG CACAAACACACACGAACCCA 31 59 86 20 225 20 59,616 59,194 53,400 45,100 1,189,204 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 137 10 5 1 AC GTGTGTGTGT NA 0 0 12 31 141 TTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTTTTGTGTGATTGGGTGCGTG TCACAAACACACACGAACCC 31 60 86 20 226 20 59,616 58,912 53,400 41,100 1,471,896 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 1 1 6 3 90 ATCCCGCTATTTCTCACTATTATTCACCTtctctctctcC ATCCCGCTATTTCTCACTATTATTCA AGGTAGAGTTCAGAAACAGAGGA 3 28 107 26 196 23 58,093 58,258 25,700 37,100 12,649,401 A 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 0 0 7 2 90 ATCCCGCTATTTCTCACTATTATTCACCTtctctctctcC ATCCCGCTATTTCTCACTATTATTCAC AGGTAGAGTTCAGAAACAGAGGAA 2 27 107 27 196 24 59,180 58,851 31,800 33,600 12,968,403 A 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 0 0 7 2 90 ATCCCGCTATTTCTCACTATTATTCACCTtctctctctcC ATCCCGCTATTTCTCACTATTATTCAC AGGTAGAGTTCAGAAACAGAGGA 2 28 107 27 196 23 59,180 58,258 31,800 37,100 12,561,912 A 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 0 0 13 22 104 CACTCTGtctctcTATCCCGCTATTTCTCACTATTATTC CACTCTGTCTCTCTATCCCGC AGGTAGAGTTCAGAAACAGAGGA 22 28 93 21 196 23 59,393 58,258 61,300 37,100 6,348,680 F 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 0 0 13 21 99 ACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCA ACTCTGTCTCTCTATCCCGCT AGAGTTCAGAAACAGAGGAAACAGA 21 22 94 21 192 25 59,507 59,871 55,200 34,100 6,622,507 F 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:20486:46964 1 136 10 5 1 AG TCTCTCTCTC NA 0 0 13 21 103 ACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCA ACTCTGTCTCTCTATCCCGCT AGGTAGAGTTCAGAAACAGAGGA 21 28 94 21 196 23 59,507 58,258 55,200 37,100 6,235,034 F 196 GCCCTTTATCCGctctctctctAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCTCACTCTGtctctcTATCCCGCTATTTCTCACTATTATTCACCTtctctctctcCCTCACTCCCTGTCTCCCAAAATCTGTTTCCTCTGTTTCTGAACTCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:29021:5880 1 80 10 5 1 AC CACACACACA NA 1 1 15 3 90 GACAATTacacacTCACCTacacacTCAAACTTAAACACGACAATTACACACTCACCTACACAC TGTGTGTGTATGTGTGAGCCT 31 3 24 25 113 21 59,823 59,584 38,200 45,800 6,592,988 F 184 GACAAGTAACATACACATATAGAGACAATTacacacTCACCTacacacTCAAACTTAAACACTGACATGCACTCACAATcacacacacaAACAGGCTcacacaTacacacacAAAGATAAACAGacacacacacacacacacacacacacacacacacacacacacacacATACTTGCAGGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:29021:5880 1 80 10 5 1 AC CACACACACA NA 0 0 15 3 90 GACAATTacacacTCACCTacacacTCAAACTTAAACACGACAATTACACACTCACCTACACA TGTGTGTGTATGTGTGAGCCT 32 3 24 24 113 21 58,706 59,584 37,200 45,800 6,710,385 F 184 GACAAGTAACATACACATATAGAGACAATTacacacTCACCTacacacTCAAACTTAAACACTGACATGCACTCACAATcacacacacaAACAGGCTcacacaTacacacacAAAGATAAACAGacacacacacacacacacacacacacacacacacacacacacacacATACTTGCAGGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:29021:5880 1 80 10 5 1 AC CACACACACA NA 0 0 15 3 91 AGACAATTacacacTCACCTacacacTCAAACTTAAACAAGACAATTACACACTCACCTACACA TGTGTGTGTATGTGTGAGCCT 32 3 23 25 113 21 59,930 59,584 37,200 45,800 6,485,943 F 184 GACAAGTAACATACACATATAGAGACAATTacacacTCACCTacacacTCAAACTTAAACACTGACATGCACTCACAATcacacacacaAACAGGCTcacacaTacacacacAAAGATAAACAGacacacacacacacacacacacacacacacacacacacacacacacATACTTGCAGGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:7395:47316 1 95 10 5 1 AC CACACACACA NA 1 1 11 9 92 AAACAGACAACGCTCACACGCCCAGACACAAGCAC AAACAGACAACGCTCACACG TGTTGATGTGTGCCTGTGAGT 32 9 43 20 134 21 59,349 60,134 44,900 34,100 1,784,640 F 167 GACACGAAAATacacacacacacacacacacacacacacacCAAACAGACAACGCTCACACGCCCAGACACAAGCACTGACAGAGACTCACAGTcacacacacaCTCACAGAGACTCACAGGcacacaTCAACAAACTcacacacaGACATACACAGAAGTACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:7395:47316 1 95 10 5 1 AC CACACACACA NA 0 0 13 8 91 AAACAGACAACGCTCACACGCCCAGACACAAGCAC AAACAGACAACGCTCACACG GTTGATGTGTGCCTGTGAGTC 32 8 43 20 133 21 59,349 59,467 44,900 33,600 2,183,379 F 167 GACACGAAAATacacacacacacacacacacacacacacacCAAACAGACAACGCTCACACGCCCAGACACAAGCACTGACAGAGACTCACAGTcacacacacaCTCACAGAGACTCACAGGcacacaTCAACAAACTcacacacaGACATACACAGAAGTACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:7395:47316 1 95 10 5 1 AC CACACACACA NA 0 0 13 7 90 AAACAGACAACGCTCACACGCCCAGACACAAGCAC AAACAGACAACGCTCACACG TTGATGTGTGCCTGTGAGTCT 32 7 43 20 132 21 59,349 59,582 44,900 32,400 2,068,029 F 167 GACACGAAAATacacacacacacacacacacacacacacacCAAACAGACAACGCTCACACGCCCAGACACAAGCACTGACAGAGACTCACAGTcacacacacaCTCACAGAGACTCACAGGcacacaTCAACAAACTcacacacaGACATACACAGAAGTACTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 1 3 20 140 ATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGATGGTCCTCTGAGACTGAGCT TTCTGAATAGCCGCTCTGCT 20 69 114 21 253 20 59,993 59,173 40,900 42,400 1,833,713 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 20 108 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT TGTCCCATCCTCCCAGATATGA 20 36 115 20 222 22 59,592 59,818 40,900 21,500 2,589,617 A 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 20 135 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT GAATAGCCGCTCTGCTCACT 20 65 115 20 249 20 59,592 59,896 40,900 34,100 0.511466 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 20 137 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT CTGAATAGCCGCTCTGCTCA 20 67 115 20 251 20 59,592 59,896 40,900 42,600 0.511283 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 20 140 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT GTTCTGAATAGCCGCTCTGCT 20 69 115 20 254 21 59,592 60,472 40,900 42,400 1,879,905 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 20 140 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT GTTCTGAATAGCCGCTCTGC 20 70 115 20 254 20 59,592 59,066 40,900 42,600 1,341,324 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 4 5 93 GAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGCTCAGAGTCTGCTGCAG TGTCCCATCCTCCCAGATATGA 5 36 130 20 222 22 60,459 59,818 44,100 21,500 2,640,978 A 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 6 20 134 TGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAG TGGTCCTCTGAGACTGAGCT AATAGCCGCTCTGCTCACTC 20 64 115 20 248 20 59,592 59,896 40,900 35,100 0.511466 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 155 10 5 1 AG AGAGAGAGAG NA 0 0 8 7 95 CTGAGCTCAGAGTCTGCTGCAGTCAACagagagagag CTGAGCTCAGAGTCTGCTGC TGTCCCATCCTCCCAGATATGA 7 36 128 20 222 22 60,459 59,818 52,500 21,500 2,640,978 A 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:20121:23302 1 136 10 5 1 AC GTGTGTGTGT NA 1 1 12 12 107 GGCGAGAGTCTGGGTGTATGTGtttttGCGTCTGGGCGGCGAGAGTCTGGGTGTATG TCACACACACTCACCGATCC 45 12 71 20 177 20 59,897 59,683 23,900 33,600 0.420367 F 185 tgtgtgAGAAGATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgtgtgtATGGATCGGCGAGAGTCTGGGTGTATGTGtttttGCGTCTGGGCgtgtgtgggggtgtgtgtgGGAGGGTGGgtgtgtgtgtGAGGATGGGTAAGGATCGGTGAgtgtgtgtGAGTATGGAG

ST‐E00142:460:H2K7HCCXY:6:2212:20121:23302 1 136 10 5 1 AC GTGTGTGTGT NA 0 0 12 12 124 GAGGgtgtgtATGGATCGGCGAGAGTCTGGGTGTAT GAGGGTGTGTATGGATCGGC TCACACACACTCACCGATCC 62 12 54 20 177 20 60,250 59,683 55,400 33,600 0.567071 F 185 tgtgtgAGAAGATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgtgtgtATGGATCGGCGAGAGTCTGGGTGTATGTGtttttGCGTCTGGGCgtgtgtgggggtgtgtgtgGGAGGGTGGgtgtgtgtgtGAGGATGGGTAAGGATCGGTGAgtgtgtgtGAGTATGGAG

ST‐E00142:460:H2K7HCCXY:6:2212:20121:23302 1 136 10 5 1 AC GTGTGTGTGT NA 0 0 14 11 106 GGCGAGAGTCTGGGTGTATGTGtttttGCGTCTGGGCGGCGAGAGTCTGGGTGTATG CACACACACTCACCGATCCT 45 11 71 20 176 20 59,897 59,682 23,900 32,400 0.421648 F 185 tgtgtgAGAAGATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgtgtgtATGGATCGGCGAGAGTCTGGGTGTATGTGtttttGCGTCTGGGCgtgtgtgggggtgtgtgtgGGAGGGTGGgtgtgtgtgtGAGGATGGGTAAGGATCGGTGAgtgtgtgtGAGTATGGAG

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 1 1 14 1 97 AAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAAAGCTGAAGTGTTGGGCAAC CCCTCTCTCTCCTCTTCGCC 46 1 67 20 163 20 59,253 61,107 41,700 55,400 1,853,603 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 14 1 149 GCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACGCACAAGCTGCCAAATCCAA CCCTCTCTCTCCTCTTCGCC 98 1 15 20 163 20 59,966 61,107 35,300 55,400 1,140,725 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 96 AAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAAAGCTGAAGTGTTGGGCAAC CCTCTCTCTCCTCTTCGCCC 46 0 67 20 162 20 59,253 61,107 41,700 61,300 1,853,603 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 98 GGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAG GGAAGCTGAAGTGTTGGGCA CCTCTCTCTCCTCTTCGCCC 48 0 65 20 162 20 60,823 61,107 53,600 61,300 1,930,300 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 143 AGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGAGCTGCCAAATCCAAACCCT CCTCTCTCTCCTCTTCGCCC 93 0 20 20 162 20 60,179 61,107 43,400 61,300 1,285,868 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22221:6794 1 133 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 148 GCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACGCACAAGCTGCCAAATCCAA CCTCTCTCTCCTCTTCGCCC 98 0 15 20 162 20 59,966 61,107 35,300 61,300 1,140,725 F 254 TAGCCAGACTGACAGCACAAGCTGCCAAATCCAAACCCTAGCTCCTTGACAAAAGCATCAGACTGGAAGCTGAAGTGTTGGGCAACAGCTGTAAGCAGCCAACTAAAGGTAAGATTGACGGAGAAATCAAAGgagagagagaGGGCGAAGAGgagagagaggggggggAAGGGgagagagagagagagagagagagagagagagagagagagagagaGGCAAAGGGCagagagagagagagagagagGCAGAGA

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 10 5 1 AG AGAGAGAGAG NA 0 1 12 15 118 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG TCTTGCTCTCTCTCCCTCCC 55 15 1 18 118 20 60,126 60,033 50,300 43,000 2,158,367 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 10 5 1 AG AGAGAGAGAG NA 0 0 14 14 117 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG CTTGCTCTCTCTCCCTCCCT 55 14 1 18 117 20 60,126 60,032 50,300 42,000 2,157,969 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 10 5 1 AG AGAGAGAGAG NA 0 0 14 13 116 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG TTGCTCTCTCTCCCTCCCTC 55 13 1 18 116 20 60,126 60,033 50,300 43,000 2,158,367 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:5081:69150 1 103 20 5 1.5 AC TGTGTGTGTGTCAGAGAGAG NA 1 1 15 10 111 GTGGTAAgtgtgtgtgagagagaAAGAGGAGTAtgtgtgt GTGGTAAGTGTGTGTGAGAGAGA CACGCATGCACACAGACAC 10 39 70 23 180 19 59,682 60,083 31,000 36,700 4,400,836 F 183 tgtgtgTgagagagagaTGGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGGTAAgtgtgtgtgagagagaAAGAGGAGTAtgtgtgtgtgTCagagagagGTGTGACTGTAtgtgtgTATGTGAGAAagagagGGGCAGGTGTCtgtgtgCATGCGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:5081:69150 1 103 20 5 1.5 AC TGTGTGTGTGTCAGAGAGAG NA 0 0 17 4 105 AgtgtgtgtgagagagaAAGAGGAGTAtgtgtgtgtgTCagaAGTGTGTGTGAGAGAGAAAGAGG CACGCATGCACACAGACAC 4 39 76 23 180 19 59,679 60,083 36,900 36,700 4,403,102 F 183 tgtgtgTgagagagagaTGGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGGTAAgtgtgtgtgagagagaAAGAGGAGTAtgtgtgtgtgTCagagagagGTGTGACTGTAtgtgtgTATGTGAGAAagagagGGGCAGGTGTCtgtgtgCATGCGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:5081:69150 1 103 20 5 1.5 AC TGTGTGTGTGTCAGAGAGAG NA 0 0 17 3 104 gtgtgtgtgagagagaAAGAGGAGTAtgtgtgtgtgTCagagGTGTGTGTGAGAGAGAAAGAGGA CACGCATGCACACAGACAC 3 39 77 23 180 19 59,681 60,083 37,100 36,700 4,401,967 F 183 tgtgtgTgagagagagaTGGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGGTAAgtgtgtgtgagagagaAAGAGGAGTAtgtgtgtgtgTCagagagagGTGTGACTGTAtgtgtgTATGTGAGAAagagagGGGCAGGTGTCtgtgtgCATGCGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 1 1 7 0 126 GCCGACAACTAAGAGGGCAATTAAGCCCATTAACA GCCGACAACTAAGAGGGCAA AGGGAGAGGGCCTGATTAGAA 75 0 151 20 276 21 60,321 59,705 45,200 21,000 1,616,591 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 7 0 189 TGTCATCCCACACTCACCAAATATTTCGCTCAGCGG TGTCATCCCACACTCACCAA AGGGAGAGGGCCTGATTAGAA 138 0 88 20 276 21 58,864 59,705 36,700 21,000 2,431,253 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 126 GCCGACAACTAAGAGGGCAATTAAGCCCATTAACA GCCGACAACTAAGAGGGCAA AGGGAGAGGGCCTGATTAGA 75 1 151 20 276 20 60,321 59,055 45,200 21,000 1,266,297 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 189 TGTCATCCCACACTCACCAAATATTTCGCTCAGCGG TGTCATCCCACACTCACCAAA AGGGAGAGGGCCTGATTAGA 137 1 88 21 276 20 59,507 59,055 32,800 21,000 2,437,597 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 189 TGTCATCCCACACTCACCAAATATTTCGCTCAGCGG TGTCATCCCACACTCACCAA AGGGAGAGGGCCTGATTAGA 138 1 88 20 276 20 58,864 59,055 36,700 21,000 2,080,959 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 199 AGCATCCCAATGTCATCCCACACTCACCAAATATTTCAGCATCCCAATGTCATCCCA AGGGAGAGGGCCTGATTAGA 148 1 78 20 276 20 59,071 59,055 43,700 21,000 1,873,503 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 202 GCGAGCATCCCAATGTCATCCCACACTCACCAAATAGCGAGCATCCCAATGTCATC AGGGAGAGGGCCTGATTAGA 151 1 75 20 276 20 59,410 59,055 29,200 21,000 1,535,194 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 8 1 203 GGCGAGCATCCCAATGTCATCCCACACTCACCAAATGGCGAGCATCCCAATGTCAT AGGGAGAGGGCCTGATTAGA 152 1 74 20 276 20 60,821 59,055 30,600 21,000 1,765,890 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:7446:55174 1 246 10 5 1 AC CACACACACA NA 0 0 9 1 127 GCCGACAACTAAGAGGGCAATTAAGCCCATTAACA GCCGACAACTAAGAGGGCAA AAGGGAGAGGGCCTGATTAGA 75 1 151 20 277 21 60,321 59,705 45,200 21,000 1,616,591 B 290 cgcgcgcacacacacacacacacacacacacacacacacaCGGCTGAATCTTACACCTCGCAAGATGACGTCCGGCGAGCATCCCAATGTCATCCCACACTCACCAAATATTTCGCTCAGCGGGCACATGCAAAAGTCAGAAGCACGCCCGCCGACAACTAAGAGGGCAATTAAGCCCATTAACAGAGCAATTGACTCCGACTTTTCGTTCCACGCACGcacacacaCTAAGCCCCTCTCCCTTCcacacacacaTTCTAATCAGGCCCTCTCCCTTCcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 1 11 28 137 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA GTTGTGTGACCTGGGACTGT 28 58 65 21 201 20 59,652 59,820 28,300 35,500 1,528,113 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 0 11 28 138 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA AGTTGTGTGACCTGGGACTG 28 59 65 21 202 20 59,652 59,530 28,300 35,100 1,817,624 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 0 11 28 140 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA TGAGTTGTGTGACCTGGGAC 28 61 65 21 204 20 59,652 59,532 28,300 44,600 1,815,933 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 0 11 28 142 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA CATGAGTTGTGTGACCTGGGA 28 62 65 21 206 21 59,652 59,928 28,300 43,700 2,419,880 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 0 11 28 143 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA GCATGAGTTGTGTGACCTGG 28 64 65 21 207 20 59,652 59,123 28,300 44,500 2,224,778 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 114 10 5 1 AC ACACACACAC NA 0 0 11 21 100 CCCAGCTCAGACAGGTAAacacacacATATTCTCAGT CCCAGCTCAGACAGGTAAACA AGAGCTGGAATTGCCTGTGT 28 21 65 21 164 20 59,652 59,597 28,300 37,200 1,750,978 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 1 1 6 4 97 GtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTt GTCTCTCAGTCCCTTCTGCG TTCGGACATGCATGCAGAGA 4 43 157 20 253 20 59,828 59,750 51,800 31,000 0.422307 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 0 0 6 3 96 tctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtg TCTCTCAGTCCCTTCTGCGA TTCGGACATGCATGCAGAGA 3 43 158 20 253 20 59,962 59,750 51,000 31,000 0.288265 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 0 0 6 1 94 tctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtg TCTCAGTCCCTTCTGCGAGA TTCGGACATGCATGCAGAGA 1 43 160 20 253 20 59,962 59,750 40,400 31,000 0.288265 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 0 0 10 28 140 GTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCT GTGGGTGCCAGCATGTGT GCACGCAGGCACAGATATAC 28 64 135 18 274 20 60,598 59,138 37,200 14,700 3,460,231 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 0 0 10 28 141 GTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCT GTGGGTGCCAGCATGTGT CGCACGCAGGCACAGATATA 28 65 135 18 275 20 60,598 60,597 37,200 0.8600 3,195,771 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 181 10 5 1 AC TGTGTGTGTG NA 0 0 10 27 140 TGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTG TGGGTGCCAGCATGTGTG CGCACGCAGGCACAGATATA 27 65 136 18 275 20 60,598 60,597 38,200 0.8600 3,195,476 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 1 1 4 11 98 TCCATCGGGACATTCACACGcacacaTACAAacacaca TCCATCGGGACATTCACACG ATTCCGTTTGCCTGGGAGAG 11 37 146 20 243 20 60,108 60,035 44,900 32,000 0.143432 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 0 0 4 11 99 TCCATCGGGACATTCACACGcacacaTACAAacacaca TCCATCGGGACATTCACACG GATTCCGTTTGCCTGGGAGA 11 38 146 20 244 20 60,108 60,035 44,900 37,100 0.143816 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 0 0 6 11 103 TCCATCGGGACATTCACACGcacacaTACAAacacaca TCCATCGGGACATTCACACG GTGTGATTCCGTTTGCCTGG 11 42 146 20 248 20 60,108 59,759 44,900 44,500 0.349322 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 0 0 7 42 140 ACAAGAACACCGACAGAAGCAAacacacATAGACCT ACAAGAACACCGACAGAAGCA GTGTGATTCCGTTTGCCTGG 47 42 109 21 248 20 60,135 59,759 39,100 44,500 1,375,466 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 0 0 8 45 143 ACAAGAACACCGACAGAAGCAAacacacATAGACCT ACAAGAACACCGACAGAAGCA TGTGTGTGATTCCGTTTGCC 47 45 109 21 251 20 60,135 59,334 39,100 45,200 1,800,356 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 177 10 5 1 AC ACACACACAC NA 0 0 9 42 141 CACAAGAACACCGACAGAAGCAAacacacATAGACC CACAAGAACACCGACAGAAGC GTGTGATTCCGTTTGCCTGG 48 42 108 21 248 20 59,738 59,759 38,600 44,500 1,502,565 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 1 6 12 91 ACATACAAGGAGGAACACAGGCAAATATGCCATGc ACATACAAGGAGGAACACAGGC ATTAATGTGTACACGTGCTTGTT 12 24 137 22 227 23 60,290 57,317 48,500 28,300 7,973,266 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 6 11 90 CATACAAGGAGGAACACAGGCAAATATGCCATGca CATACAAGGAGGAACACAGGCA ATTAATGTGTACACGTGCTTGTT 11 24 138 22 227 23 60,290 57,317 47,500 28,300 7,973,203 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 7 12 90 ACATACAAGGAGGAACACAGGCAAATATGCCATGc ACATACAAGGAGGAACACAGGC TTAATGTGTACACGTGCTTGTTT 12 23 137 22 226 23 60,290 57,513 48,500 28,300 7,777,476 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 10 1 107 TGCCTACGCACATACAGACAATaaaaaTTGGTACACATGCCTACGCACATACAGACA ATGTGCATGTGTCTCTGTGC 56 1 95 20 201 20 59,108 58,837 34,100 45,700 2,054,762 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 11 15 140 ACATGCTCACATCAACATGCCTACGCACATACAGACACATGCTCACATCAACATGCC ACACGTGCTTGTTTATATGTGC 72 15 78 21 217 22 59,525 57,922 44,000 45,700 5,553,644 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 11 14 140 ACATGCTCACATCAACATGCCTACGCACATACAGACACATGCTCACATCAACATGCC ACACGTGCTTGTTTATATGTGCA 72 14 78 21 217 23 59,525 59,500 44,000 45,700 4,975,579 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 11 13 140 ACATGCTCACATCAACATGCCTACGCACATACAGACACATGCTCACATCAACATGCC ACACGTGCTTGTTTATATGTGCAT 72 13 78 21 217 24 59,525 59,844 44,000 39,600 5,631,106 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 11 0 105 TGCCTACGCACATACAGACAATaaaaaTTGGTACACATGCCTACGCACATACAGACA GTGCATGTGTCTCTGTGCG 56 0 95 20 199 19 59,108 59,505 34,100 53,400 2,386,692 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 171 10 5 1 AC CACACACACA NA 0 0 12 0 106 TGCCTACGCACATACAGACAATaaaaaTTGGTACACATGCCTACGCACATACAGACA TGTGCATGTGTCTCTGTGCG 56 0 95 20 200 20 59,108 61,223 34,100 53,400 2,115,480 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 20 10 5 1 AC GTGTGTGTGT NA 0 1 19 0 90 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGA AGAGTGTGTGCCTCTGTGA CCCACACACTCACAGAGGC 0 42 1 19 90 19 58,174 60,302 35,800 47,000 4,128,369 F 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 20 10 5 1 AC GTGTGTGTGT NA 0 0 19 0 90 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGA AGAGTGTGTGCCTCTGTGA CCCACACACTCACAGAGGCA 0 41 1 19 90 20 58,174 62,044 35,800 47,500 4,869,941 F 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:2920:1731 1 122 10 5 1 AC TGTGTGTGTG NA 1 1 16 8 137 TCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctct TCGGGTGTCTATTGTCGCTT CACAGAGAGACAGATAGACACACA 75 8 27 20 163 24 59,107 59,543 46,800 37,200 5,350,012 F 260 NTGTGTCTGTGTATGTATGTTAGTTTTCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctctcTATCTATCTGGCtgtgtgtgTATGTTTGTGTCtgtgtgTCTATCTGTTTCTCTTAtgtgtgtgtgTTTGTTtgtgtgtgTCTATCTGtctctcTGTGtctctctcAGTCtctatctatctaTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTCCTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2213:2920:1731 1 122 10 5 1 AC TGTGTGTGTG NA 0 0 18 6 135 TCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctct TCGGGTGTCTATTGTCGCTT CAGAGAGACAGATAGACACACACA 75 6 27 20 161 24 59,107 59,543 46,800 37,200 5,350,012 F 260 NTGTGTCTGTGTATGTATGTTAGTTTTCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctctcTATCTATCTGGCtgtgtgtgTATGTTTGTGTCtgtgtgTCTATCTGTTTCTCTTAtgtgtgtgtgTTTGTTtgtgtgtgTCTATCTGtctctcTGTGtctctctcAGTCtctatctatctaTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTCCTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2213:2920:1731 1 122 10 5 1 AC TGTGTGTGTG NA 0 0 18 6 136 TTCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctc TTCGGGTGTCTATTGTCGCT CAGAGAGACAGATAGACACACACA 76 6 26 20 161 24 59,107 59,543 49,300 37,200 5,350,012 F 260 NTGTGTCTGTGTATGTATGTTAGTTTTCGGGTGTCTATTGTCGCTTTGTGtctctcACAGtctctcTATCTATCTGGCtgtgtgtgTATGTTTGTGTCtgtgtgTCTATCTGTTTCTCTTAtgtgtgtgtgTTTGTTtgtgtgtgTCTATCTGtctctcTGTGtctctctcAGTCtctatctatctaTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTCCTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 10 5 1 AC TGTGTGTGTG NA 1 1 10 2 111 CAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTCAGTGTGTGCATGTGCTTGT GAAGCAGACACACGCTCAGA 59 2 9 20 119 20 59,617 60,319 31,600 32,700 0.701913 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 10 5 1 AC TGTGTGTGTG NA 0 0 10 2 115 TTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGT TTGTCAGTGTGTGCATGTGC GAAGCAGACACACGCTCAGA 63 2 5 20 119 20 59,619 60,319 45,700 32,700 0.700485 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 10 5 1 AC TGTGTGTGTG NA 0 0 10 1 114 TTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGT TTGTCAGTGTGTGCATGTGC AAGCAGACACACGCTCAGAT 63 1 5 20 118 20 59,619 59,680 45,700 29,000 0.701172 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 1 1 16 10 145 TGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCTGGGATGGAAATTAGGCAGGT TCACACACTCACTCACTCGC 50 10 17 21 161 20 59,071 59,969 40,000 50,300 1,960,267 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 0 0 16 10 148 AGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCT AGGTGGGATGGAAATTAGGCA TCACACACTCACTCACTCGC 53 10 14 21 161 20 59,071 59,969 47,500 50,300 1,960,267 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 0 0 16 9 144 TGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCTGGGATGGAAATTAGGCAGGT CACACACTCACTCACTCGCT 50 9 17 21 160 20 59,071 59,969 40,000 49,300 1,960,808 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 0 0 16 2 97 ACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGA ACATTGCTGGGAAGTGTGTGA TCACACACTCACTCACTCGC 2 10 65 21 161 20 60,134 59,969 35,800 50,300 1,164,596 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 0 0 16 0 93 TTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgt TTGCTGGGAAGTGTGTGAGA CACACACTCACTCACTCGCT 0 9 68 20 160 20 59,163 59,969 32,700 49,300 0.867920 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:16955:30509 1 88 44 5 2 AC GTGTGTGTGTGAATGAGTGTGTGTGTGAGTGAGTGNA 0 0 16 0 94 TTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgt TTGCTGGGAAGTGTGTGAGA TCACACACTCACTCACTCGC 0 10 68 20 161 20 59,163 59,969 32,700 50,300 0.867379 G 196 CTGGATTGGTTCCAGGTGGGATGGAAATTAGGCAGGTTTTCTACTGCTGATCGCTATCAAGTGAACATTGCTGGGAAgtgtgtGAGAgtgtgtgtgtGAATGAgtgtgtgtgtgagtgagtgagtgtgtgtGAGTGAGTAAGCgagtgagtgagtGTGTGAATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 156 10 5 1 AC TGTGTGTGTG NA 1 1 9 7 90 GTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCGTGTTTGGTGTGTGTCTGTCA ATCACACACACGCACAGTAGA 31 7 104 21 193 21 58,919 59,660 35,800 25,900 3,420,622 F 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 156 10 5 1 AC TGTGTGTGTG NA 0 0 9 7 90 GTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCGTGTTTGGTGTGTGTCTGTCAG ATCACACACACGCACAGTAGA 30 7 104 22 193 21 59,904 59,660 35,100 25,900 3,435,782 F 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 156 10 5 1 AC TGTGTGTGTG NA 0 0 10 8 90 GTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCGTGTTTGGTGTGTGTCTGTCA ATCACACACACGCACAGTAG 31 8 104 21 193 20 58,919 58,217 35,800 25,700 3,863,977 F 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 1 14 37 139 GTGAGTGCGTGTGACCATTTAGTGTGGATGTATGT GTGAGTGCGTGTGACCATTT CAAAGATCACACACACGCCC 43 37 80 20 218 20 59,056 59,762 23,200 61,300 1,182,674 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 0 14 37 148 TTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTG TTAGTGTGGGTGAGTGCGTG CAAAGATCACACACACGCCC 52 37 71 20 218 20 60,250 59,762 53,400 61,300 0.487988 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 0 14 36 138 GTGAGTGCGTGTGACCATTTAGTGTGGATGTATGT GTGAGTGCGTGTGACCATTT AAAGATCACACACACGCCCA 43 36 80 20 217 20 59,056 60,179 23,200 53,600 1,123,417 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 0 14 36 139 GGTGAGTGCGTGTGACCATTTAGTGTGGATGTATG GGTGAGTGCGTGTGACCATT AAAGATCACACACACGCCCA 44 36 79 20 217 20 60,885 60,179 31,600 53,600 1,063,736 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 0 14 36 147 TTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTG TTAGTGTGGGTGAGTGCGTG AAAGATCACACACACGCCCA 52 36 71 20 217 20 60,250 60,179 53,400 53,600 0.428731 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 143 19 5 1.5 AC GTGTGTGTGTTTGTGTGTG NA 0 0 14 36 148 TTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGTTTAGTGTGGGTGAGTGCGT AAAGATCACACACACGCCCA 53 36 70 20 217 20 59,533 60,179 52,400 53,600 0.645575 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:23165:52555 1 37 10 5 1 AG GAGAGAGAGA NA 1 1 10 7 90 AAGAGGCagagagGGTGAGTGTGAGTGgagagagagaAAGAGGCAGAGAGGGTGAGT AACTCTTTCGCTCTCTGCCT 7 33 10 20 99 20 59,884 59,027 34,100 47,500 1,089,025 F 240 agagagACAAAGAGGCagagagGGTGAGTGTGAGTGgagagagagaAAGACTGGGAGTGAGACAGCGACACAGATTGAGAGGCagagagCGAAAGAGTTAAAGAGACagagagACagagagagGGTgagagagaCTgagagagagagaTAGAAACCAGAGAAGGAGGgagagagagagagagagagagagagagagagaCCagagagCAagagagCGTAAATTTTCAAATTAATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2214:23165:52555 1 37 10 5 1 AG GAGAGAGAGA NA 0 0 11 7 90 AAGAGGCagagagGGTGAGTGTGAGTGgagagagagaAAGAGGCAGAGAGGGTGAGT AACTCTTTCGCTCTCTGCCTC 7 32 10 20 99 21 59,884 60,067 34,100 47,000 1,183,355 F 240 agagagACAAAGAGGCagagagGGTGAGTGTGAGTGgagagagagaAAGACTGGGAGTGAGACAGCGACACAGATTGAGAGGCagagagCGAAAGAGTTAAAGAGACagagagACagagagagGGTgagagagaCTgagagagagagaTAGAAACCAGAGAAGGAGGgagagagagagagagagagagagagagagagaCCagagagCAagagagCGTAAATTTTCAAATTAATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2214:23165:52555 1 37 10 5 1 AG GAGAGAGAGA NA 0 0 12 10 92 ACAAAGAGGCagagagGGTGAGTGTGAGTGgagaga ACAAAGAGGCAGAGAGGGTG ACTCTTTCGCTCTCTGCCTC 10 32 7 20 98 20 59,310 59,470 46,100 47,000 1,219,911 F 240 agagagACAAAGAGGCagagagGGTGAGTGTGAGTGgagagagagaAAGACTGGGAGTGAGACAGCGACACAGATTGAGAGGCagagagCGAAAGAGTTAAAGAGACagagagACagagagagGGTgagagagaCTgagagagagagaTAGAAACCAGAGAAGGAGGgagagagagagagagagagagagagagagagaCCagagagCAagagagCGTAAATTTTCAAATTAATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 17 5 1.5 AC TCTCTCCCACACACACA NA 1 1 13 14 94 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC GGGAGTATAAGTGTGTGAGAGAGAC 14 18 1 20 94 25 59,324 59,933 32,000 33,600 5,742,948 F 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 17 5 1.5 AC TCTCTCCCACACACACA NA 0 0 13 14 95 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC AGGGAGTATAAGTGTGTGAGAGAGA 14 19 1 20 95 25 59,324 60,045 32,000 31,000 5,720,956 F 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 17 5 1.5 AC TCTCTCCCACACACACA NA 0 0 14 14 94 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC GGGAGTATAAGTGTGTGAGAGAGA 14 19 1 20 94 24 59,324 58,806 32,000 31,000 5,870,616 F 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 87 32 5 2 AG AGAGAGAGAGGCCGTGTGTGATAGAGAGAGAG NA 0 1 10 5 93 AAGGgagagaGGCAGACAGAGAAGAagagagagagGCAAGGGAGAGAGGCAGACAGA CTTGATGCTGAGCCATTGGG 5 16 62 20 154 20 59,589 59,255 34,100 41,200 1,156,327 G 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 87 32 5 2 AG AGAGAGAGAGGCCGTGTGTGATAGAGAGAGAG NA 0 0 12 4 92 AGGgagagaGGCAGACAGAGAAGAagagagagagGCCAGGGAGAGAGGCAGACAGAG CTTGATGCTGAGCCATTGGG 4 16 63 20 154 20 60,033 59,255 33,500 41,200 0.778082 G 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 87 32 5 2 AG AGAGAGAGAGGCCGTGTGTGATAGAGAGAGAG NA 0 0 12 3 91 GGgagagaGGCAGACAGAGAAGAagagagagagGCCgGGGAGAGAGGCAGACAGAGA CTTGATGCTGAGCCATTGGG 3 16 64 20 154 20 60,034 59,255 31,000 41,200 0.778475 G 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 1 1 8 9 149 TCCTGTGCTCACAAATCTAGACTATCCTGATcacacacTCCTGTGCTCACAAATCTAGAC GGAAGATCACGACCTGCCTT 9 88 115 22 263 20 57,806 59,749 25,900 43,500 4,444,340 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 8 8 148 CCTGTGCTCACAAATCTAGACTATCCTGATcacacacaCCTGTGCTCACAAATCTAGACT GGAAGATCACGACCTGCCTT 8 88 116 22 263 20 57,801 59,749 32,400 43,500 4,449,946 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 9 8 99 TCCTGTGCTCACAAATCTAGACTATCCTGATcacacacTCCTGTGCTCACAAATCTAGACT TTTCTGCACACGCCACCTAT 8 38 115 23 213 20 59,165 59,964 32,400 25,700 3,870,977 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 9 8 118 TCCTGTGCTCACAAATCTAGACTATCCTGATcacacacTCCTGTGCTCACAAATCTAGACT GAAGTGGGTCCCGCCATATT 8 57 115 23 232 20 59,165 59,817 32,400 12,800 4,017,588 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 9 8 135 TCCTGTGCTCACAAATCTAGACTATCCTGATcacacacTCCTGTGCTCACAAATCTAGACT TGCCTTCATGCCATCGTGAA 8 74 115 23 249 20 59,165 60,322 32,400 31,800 4,157,179 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 9 8 149 TCCTGTGCTCACAAATCTAGACTATCCTGATcacacacTCCTGTGCTCACAAATCTAGACT GGAAGATCACGACCTGCCTT 8 88 115 23 263 20 59,165 59,749 32,400 43,500 4,085,326 A 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 12 18 160 cacATAGTCTATCCTGTGCTCACAAATCTAGACTATC CACATAGTCTATCCTGTGCTCACA GGAAGATCACGACCTGCCTT 18 88 104 24 263 20 59,901 59,749 35,800 43,500 4,349,015 F 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 13 22 113 acacacATAGTCTATCCTGTGCTCACAAATCTAGACTAACACACATAGTCTATCCTGTGCT TTTCTGCACACGCCACCTAT 22 38 101 23 213 20 58,973 59,964 44,000 25,700 4,062,908 F 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2214:5233:8974 1 146 10 5 1 AC CACACACACA NA 0 0 13 22 163 acacacATAGTCTATCCTGTGCTCACAAATCTAGACTAACACACATAGTCTATCCTGTGCT GGAAGATCACGACCTGCCTT 22 88 101 23 263 20 58,973 59,749 44,000 43,500 4,277,257 F 267 acacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacacacacaAACTATCCTGTTCATacacacATAGTCTATCCTGTGCTCACAAATCTAGACTATCCTGATcacacacacaTGGGGCAGAATTTTCCGAGCCCACTGGCTGCAGGCGTGATAGGTGGCGTGTGCAGAAAATATGGCGGGACCCACTTCACGATGGCATGAAGGCAGGTCGTGATCTTCCGCTC

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 1 1 8 0 150 tccATTTGCACACCGTGTTGctctctctctAATTTATTAA TCCATTTGCACACCGTGTTG TCCAGATAGCGGATTAGAGGGA 0 45 40 20 189 22 59,616 59,621 33,300 42,000 2,762,476 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 12 6 156 tcctcctccATTTGCACACCGTGTTGctctctctctAATTTA TCCTCCTCCATTTGCACACC TCCAGATAGCGGATTAGAGGGA 6 45 34 20 189 22 59,962 59,621 41,600 42,000 2,417,052 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 12 6 163 tcctcctccATTTGCACACCGTGTTGctctctctctAATTTA TCCTCCTCCATTTGCACACC AGAGGATTCCAGATAGCGGA 6 54 34 20 196 20 59,962 57,315 41,600 55,400 2,723,271 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 15 11 190 AATTACAAtcctcctccATTTGCACACCGTGTTGctctctcAATTACAATCCTCCTCCATTTGC TGAGAACCAATGTGCAAATAGAGG 11 69 26 23 215 24 57,141 59,298 36,800 36,900 10,560,856 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 15 6 124 tcctcctccATTTGCACACCGTGTTGctctctctctAATTTA TCCTCCTCCATTTGCACACC TTGTACAAATAGAGGAGGAATGTGA 6 10 34 20 157 25 59,962 57,747 41,600 35,800 7,290,778 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 16 10 190 AATTACAAtcctcctccATTTGCACACCGTGTTGctctctcAATTACAATCCTCCTCCATTTGCA TGAGAACCAATGTGCAAATAGAGG 10 69 26 24 215 24 58,728 59,298 40,800 36,900 9,973,248 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 16 6 123 tcctcctccATTTGCACACCGTGTTGctctctctctAATTTA TCCTCCTCCATTTGCACACC TGTACAAATAGAGGAGGAATGTGA 6 10 34 20 156 24 59,962 57,132 41,600 35,800 6,905,685 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 16 0 117 tccATTTGCACACCGTGTTGctctctctctAATTTATTAA TCCATTTGCACACCGTGTTG TGTACAAATAGAGGAGGAATGTGA 0 10 40 20 156 24 59,616 57,132 33,300 35,800 7,251,109 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:10409:3419 1 60 63 5 2 AG CTCTCTCTCTAATTTATTAATTGCATTCCCCCTCTATTNA 0 0 17 9 190 AATTACAAtcctcctccATTTGCACACCGTGTTGctctctcAATTACAATCCTCCTCCATTTGCAC TGAGAACCAATGTGCAAATAGAGG 9 69 26 25 215 24 59,872 59,298 45,700 36,900 9,829,333 G 256 TTGCtttttctctctctAATTTATTAATTACAAtcctcctccATTTGCACACCGTGTTGctctctctctAATTTATTAATTGCATTcccccTCTATTTGCAACActctctCGctctctctctAATTTAGAAATCACATTCCTCCTCTATTTGTACAATGAGTTATTCTCCCTCTAATCCGCTATCTGGAATCCTCTATTTGCACATTGGTTCTCActctctctctctctctctctctctctctctAtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2215:11464:45435 1 67 17 5 1.5 AT ATATATCATATATATAT NA 1 1 7 0 128 TGTGTAtgtgtgTAGAGAAACAGAAatatatCatatatataTGTGTATGTGTGTAGAGAAACAGAA TTTACATGTTGATGAATTGGTTTGAAA 0 59 42 25 169 27 58,188 57,395 30,200 26,900 16,417,229 F 240 ATGTATGAAAACCACATGGAAATTTtatatatatatatataTGTGTAtgtgtgTAGAGAAACAGAAatatatCatatatatatCATTAGTTGACCCTtgtgtgCATATGtatatataTGCATTATTAATCAAAACATGCAtttttCAAACCAATTCATCAACATGTaaaaaaaCCACATAGAAATTTtatatatatatatatatatatatatatatatatataTGAgtgtgtgtgtGAGC
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ST‐E00142:460:H2K7HCCXY:6:2215:11464:45435 1 67 17 5 1.5 AT ATATATCATATATATAT NA 0 0 8 1 128 TGTGTAtgtgtgTAGAGAAACAGAAatatatCatatatataTGTGTATGTGTGTAGAGAAACAGA TTTACATGTTGATGAATTGGTTTGAAA 1 59 42 24 169 27 57,600 57,395 34,100 26,900 16,004,915 F 240 ATGTATGAAAACCACATGGAAATTTtatatatatatatataTGTGTAtgtgtgTAGAGAAACAGAAatatatCatatatatatCATTAGTTGACCCTtgtgtgCATATGtatatataTGCATTATTAATCAAAACATGCAtttttCAAACCAATTCATCAACATGTaaaaaaaCCACATAGAAATTTtatatatatatatatatatatatatatatatatataTGAgtgtgtgtgtGAGC

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 50 5 2 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 1 9 0 92 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT GGGCAGAGAGAGAAAGCCA 2 0 9 21 100 19 59,363 59,014 41,800 47,500 3,622,932 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 50 5 2 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 11 0 97 TCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTCCCTTCCTCTCTTTCCCTCT GGGCAGAGAGAGAAAGCCA 7 0 4 21 100 19 59,275 59,014 36,900 47,500 3,711,595 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 50 5 2 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 11 0 99 TCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTC TCTCCCTTCCTCTCTTTCCCT GGGCAGAGAGAGAAAGCCA 9 0 2 21 100 19 59,275 59,014 42,000 47,500 3,711,595 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:19989:4122 1 106 10 5 1 AG CTCTCTCTCT NA 1 1 16 24 104 ctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCT CTCACTAGCTCCCACACACG TGTGCATCTGTGTGTGGGAG 30 24 56 20 159 20 60,109 60,250 44,900 43,000 0.359509 F 229 TTActctctctctCACTCCcacacacacaCTCGCTCACTCCcacacaCTCActctctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCTCCCATACACTTActctctctctCACTcccccacacacacTCGCTCACTCCcacacacaGATGCACACCCAGATGcacacacacacaCCTGcacacacacacacacacacacacacacacaCGCGCATTCATATAAT

ST‐E00142:460:H2K7HCCXY:6:2215:19989:4122 1 106 10 5 1 AG CTCTCTCTCT NA 0 0 16 22 102 ctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCT CTCACTAGCTCCCACACACG TGCATCTGTGTGTGGGAGTG 30 22 56 20 157 20 60,109 60,250 44,900 35,100 0.359509 F 229 TTActctctctctCACTCCcacacacacaCTCGCTCACTCCcacacaCTCActctctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCTCCCATACACTTActctctctctCACTcccccacacacacTCGCTCACTCCcacacacaGATGCACACCCAGATGcacacacacacaCCTGcacacacacacacacacacacacacacacaCGCGCATTCATATAAT

ST‐E00142:460:H2K7HCCXY:6:2215:19989:4122 1 106 10 5 1 AG CTCTCTCTCT NA 0 0 16 21 101 ctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCT CTCACTAGCTCCCACACACG GCATCTGTGTGTGGGAGTGA 30 21 56 20 156 20 60,109 59,965 44,900 34,100 0.144402 F 229 TTActctctctctCACTCCcacacacacaCTCGCTCACTCCcacacaCTCActctctCACTAGCTCCcacacaCGCACTCGCTCTCACTAGCTCCCATACACTTActctctctctCACTcccccacacacacTCGCTCACTCCcacacacaGATGCACACCCAGATGcacacacacacaCCTGcacacacacacacacacacacacacacacaCGCGCATTCATATAAT

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 1 2 2 101 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT CACTTGAGGCGCAAACTCAC 2 40 29 22 129 20 59,700 60,041 42,400 35,100 2,341,396 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 0 3 2 108 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT ATGTACACACTTGAGGCGCA 2 47 29 22 136 20 59,700 59,965 42,400 60,900 2,335,193 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 0 4 2 103 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT CACACTTGAGGCGCAAACTC 2 42 29 22 131 20 59,700 60,041 42,400 30,100 2,341,396 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 0 9 2 90 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT CAAACTCACGCACGCAAGC 2 30 29 22 118 19 59,700 61,006 42,400 40,100 4,305,974 B 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 0 10 3 90 GGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtg GGGAGTTCTCCAGTGTAACAGC AAACTCACGCACGCAAGCAA 3 28 28 22 117 20 60,613 61,988 44,000 39,100 4,600,926 B 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 17 5 1.5 AC TGTGTGTGTGCGTGTGT NA 0 0 10 2 91 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT GCAAACTCACGCACGCAA 2 32 29 22 119 18 59,700 59,976 42,400 48,500 4,324,460 B 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 1 4 8 121 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA AATGGGAGGAAGGCTGGAGA 62 8 79 21 199 20 57,227 60,253 51,400 37,100 4,026,765 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 4 8 122 TTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTTGGAGTATTTGACAAACCCGA AATGGGAGGAAGGCTGGAGA 62 8 78 22 199 20 57,912 60,253 51,400 37,100 4,341,403 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 4 8 193 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGT AATGGGAGGAAGGCTGGAGA 133 8 7 22 199 20 58,713 60,253 31,600 37,100 3,540,569 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 4 8 194 AACGGCACCATATAAATGCAAgttgttgttgttTTCAATGAACGGCACCATATAAATGCAAGT AATGGGAGGAAGGCTGGAGA 133 8 6 23 199 20 59,301 60,253 31,600 37,100 3,952,385 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 5 8 193 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGTT AATGGGAGGAAGGCTGGAGA 132 8 7 23 199 20 59,301 60,253 26,600 37,100 3,952,385 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 5 7 189 GGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGGGCACCATATAAATGCAAGTTGT TGGGAGGAAGGCTGGAGAG 130 7 9 23 197 19 57,990 60,306 33,200 32,000 6,316,336 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 6 7 120 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA ATGGGAGGAAGGCTGGAGAG 62 7 79 21 198 20 57,227 60,694 51,400 32,000 4,467,185 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 6 7 189 GCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTGCACCATATAAATGCAAGTTGTTGT ATGGGAGGAAGGCTGGAGAG 127 7 10 25 198 20 59,131 60,694 33,200 32,000 6,562,568 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 10 5 1 AG TCTCTCTCTC NA 0 0 6 6 189 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGT GGAGGAAGGCTGGAGAGC 133 6 7 22 195 18 58,713 59,093 31,600 40,900 6,194,458 F 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 164 10 5 1 AG GAGAGAGAGA NA 1 1 14 0 91 gagagGgagagaGGGTTGGGGTGAGAGGGAGCGAG GAGAGGGAGAGAGGGTTGGG TCTCAGCCCATCTCTTACCCA 40 0 104 20 194 21 60,689 59,992 41,200 45,100 1,697,740 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 164 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 92 agagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGAGAGAGGGAGAGAGGGTTGG TCTCAGCCCATCTCTTACCCA 41 0 103 20 194 21 59,662 59,992 37,700 45,100 1,346,447 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 164 10 5 1 AG GAGAGAGAGA NA 0 0 14 0 94 ggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGGGAGAGAGGGAGAGAGGGTT TCTCAGCCCATCTCTTACCCA 43 0 101 20 194 21 59,366 59,992 41,100 45,100 1,642,792 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 1 1 4 12 109 GGGAACACATGGGTCTTgggggACACCGGATATAGAGGGAACACATGGGTCTTGGG CCCAGCTGGTTACTCTGCTC 47 12 59 20 167 20 60,612 60,108 41,200 42,600 0.719841 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 0 0 4 12 110 AGGGAACACATGGGTCTTgggggACACCGGATATAGAGGGAACACATGGGTCTTGG CCCAGCTGGTTACTCTGCTC 48 12 58 20 167 20 59,594 60,108 36,100 42,600 0.513530 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 0 0 5 17 140 gCCCTGATGGAGAGGTCAGGTGGGGAGGGAACAC GCCCTGATGGAGAGGTCAG GGAAGCCCAGCTGGTTACTC 74 17 33 19 172 20 59,171 60,393 35,100 25,900 2,221,900 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 0 0 5 17 141 ggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACA GGCCCTGATGGAGAGGTCA GGAAGCCCAGCTGGTTACTC 75 17 32 19 172 20 60,691 60,393 40,200 25,900 2,083,766 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 0 0 6 17 141 ggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACA GGCCCTGATGGAGAGGTCAG GGAAGCCCAGCTGGTTACTC 74 17 32 20 172 20 61,694 60,393 35,100 25,900 2,087,265 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:4229:3120 1 126 10 5 1 AC CACACACACA NA 0 0 6 12 131 TGATGGAGAGGTCAGGTGGGGAGGGAACACATGGTGATGGAGAGGTCAGGTGGG CCCAGCTGGTTACTCTGCTC 69 12 37 20 167 20 60,619 60,108 46,100 42,600 0.726625 F 275 AGGTGAGGTCCAGGGGTGGGTGTGGAAAgggggCCCTGATGGAGAGGTCAGGTGGGGAGGGAACACATGGGTCTTgggggACACCGGATATAGAAGGAGGCCTTTGAGGGAGGTGccccccACCCcacacacacaCGCCCAATGCCTGAGCAGAGTAACCAGCTGGGCTTCCCGCcacacaCCAGTGCCCACCCCTccccccACCCTCACGCCCTcccccACCCCACCCcacacacacacacacacacacacacacacacacacacacaTAACCC

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 26 5 1.5 AG AGAGAGAGGGAGAGACAGAGAGAGAG NA 0 1 14 6 95 GGGTTGATAGCCGGCAagagagATACagagagagGga GGGTTGATAGCCGGCAAGAG TCCCTCTCTCTGTGTTTCGC 6 23 49 20 143 20 60,816 59,396 28,500 47,000 1,419,184 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 26 5 1.5 AG AGAGAGAGGGAGAGACAGAGAGAGAG NA 0 0 14 5 93 GGTTGATAGCCGGCAagagagATACagagagagGgagaGGTTGATAGCCGGCAAGAGA CCCTCTCTCTGTGTTTCGCT 5 22 50 20 142 20 59,822 59,394 31,000 49,300 0.783658 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 26 5 1.5 AG AGAGAGAGGGAGAGACAGAGAGAGAG NA 0 0 14 5 94 GGTTGATAGCCGGCAagagagATACagagagagGgagaGGTTGATAGCCGGCAAGAGA TCCCTCTCTCTGTGTTTCGC 5 23 50 20 143 20 59,822 59,396 31,000 47,000 0.781637 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 1 1 8 27 134 TCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcATCGCTCTCTTTCTCTGCACA GGGTACACAGGCAGAGAGAT 27 57 48 20 181 20 59,038 58,509 45,700 27,500 2,452,327 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 0 0 8 13 120 TGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTTGCACATCTCTCTCTGTCCC GGGTACACAGGCAGAGAGAT 13 57 62 20 181 20 58,810 58,509 44,600 27,500 2,680,326 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 0 0 8 13 121 CTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctc CTGCACATCTCTCTCTGTCCC GGGTACACAGGCAGAGAGAT 13 57 61 21 181 20 59,863 58,509 44,600 27,500 2,627,269 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 0 0 10 57 171 CCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTC CCCACTTTCCATGTCTCTGTCT GGGTACACAGGCAGAGAGAT 62 57 11 22 181 20 59,696 58,509 34,100 27,500 3,794,754 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 0 0 12 41 150 tctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctcTCTCTGTCTCTGTCATTCGCTC GGGTACACAGGCAGAGAGAT 41 57 32 22 181 20 59,578 58,509 50,300 27,500 3,912,349 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:10845:72807 1 95 10 5 1 AG CTCTCTCTCT NA 0 0 12 39 148 tcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTCTGTCTCTGTCATTCGCTCTC GGGTACACAGGCAGAGAGAT 39 57 34 22 181 20 59,578 58,509 32,000 27,500 3,912,349 F 235 CTCTGCCTACCCCACTTTCCATGTCTCTGtctctcTGTCTCTGTCATTCGctctctTTCTCTGCACAtctctctcTGTCCCTAtctctcACTCGctctctctctTCTCCCTCTCATTCTCACACTGTTCATTAATACCTGACTGTCTGATACTCGTTCTTTAtctctcTGCCTGTGTACCCCTActctctctctctctctctctctctctctctctGGTTGTCTCCCTGTCTATA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 18 5 1.5 AC TGTGTGTCTGTGTGTGTG NA 0 1 8 13 91 GCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgT GCATTCGCGTGTGTGTCTTT ACTCACACGCACACACGTAA 13 20 16 20 106 20 60,041 60,179 25,200 31,800 0.220444 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 18 5 1.5 AC TGTGTGTCTGTGTGTGTG NA 0 0 10 13 96 GCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgT GCATTCGCGTGTGTGTCTTT CAAACACTCACACGCACACA 13 25 16 20 111 20 60,041 59,554 25,200 37,200 0.487141 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 18 5 1.5 AC TGTGTGTCTGTGTGTGTG NA 0 0 10 11 94 ATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgATTCGCGTGTGTGTCTTTGC CAAACACTCACACGCACACA 11 25 18 20 111 20 60,041 59,554 36,800 37,200 0.487141 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 1 1 14 5 145 GGAGACGGAGAGGgagagaGGGAGGgagagagagac GGAGACGGAGAGGGAGAGAG TGTTCGTTGCTAGCTCCCAT 5 82 87 20 231 20 60,179 59,387 32,000 40,000 0.792289 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 14 5 195 GGAGACGGAGAGGgagagaGGGAGGgagagagagac GGAGACGGAGAGGGAGAGAG AACCATTGAAGAGTAAAGACCATTT 5 127 87 20 281 25 60,179 57,160 32,000 23,200 8,018,708 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 14 4 144 GAGACGGAGAGGgagagaGGGAGGgagagagagacacGAGACGGAGAGGGAGAGAGG TGTTCGTTGCTAGCTCCCAT 4 82 88 20 231 20 60,179 59,387 36,900 40,000 0.792289 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 14 4 145 GAGACGGAGAGGgagagaGGGAGGgagagagagacacGAGACGGAGAGGGAGAGAGG ATGTTCGTTGCTAGCTCCCA 4 83 88 20 232 20 60,179 59,387 36,900 43,700 0.792289 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 14 4 194 GAGACGGAGAGGgagagaGGGAGGgagagagagacacGAGACGGAGAGGGAGAGAGG AACCATTGAAGAGTAAAGACCATTT 4 127 88 20 281 25 60,179 57,160 36,900 23,200 8,018,708 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 14 4 195 GAGACGGAGAGGgagagaGGGAGGgagagagagacacGAGACGGAGAGGGAGAGAGG AAACCATTGAAGAGTAAAGACCATT 4 128 88 20 282 25 60,179 57,160 36,900 31,600 8,018,708 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 15 1 139 CGGAGAGGgagagaGGGAGGgagagagagacacacaca CGGAGAGGGAGAGAGGGAG GTTCGTTGCTAGCTCCCATT 1 81 92 19 230 20 59,849 58,261 43,000 31,600 2,889,602 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 15 0 139 GGAGAGGgagagaGGGAGGgagagagagacacacacaGGGAGAGGGAGAGAGGGAGG TGTTCGTTGCTAGCTCCCAT 0 82 93 19 231 20 59,458 59,387 43,000 40,000 2,154,932 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:27011:32742 1 112 18 5 1.5 AG GAGAGAGAGACACACACA NA 0 0 15 0 139 GGAGAGGgagagaGGGAGGgagagagagacacacacaGGGAGAGGGAGAGAGGGAGG TGTTCGTTGCTAGCTCCCATT 0 81 93 19 231 21 59,458 59,997 43,000 31,600 2,544,790 F 286 ACAGGTAGGCAGGGGTAGGCagagagagagagagagagagagagagagagagagagagagGGAGGGAGAgggggCGAGGgagagaGGGAGACGGAGAGGgagagaGGGAGGgagagagagacacacacaGAGGGAGTGAGGGAGACAGAGGCGGAGTGATATTAAAGTTGATTTCAATCAGATTGTGTACATATCAACCATATTCCAATTAATGGGAGCTAGCAACGAACATCCTGATATCAAAAGTCCCCAATTTAAATGGTCTTTACTCTTCAATGGTTTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 1 1 13 3 140 AGATAACgagagaCAGAGACAGAGAAagagagagagA AGATAACGAGAGACAGAGACAGA TGGAAACAGAAGATAGCCTCACA 3 81 70 23 209 23 57,907 59,417 34,100 35,800 8,675,201 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 0 0 13 0 120 ACgagagaCAGAGACAGAGAAagagagagagAAAGAGACGAGAGACAGAGACAGAGAA GCCTCACATCATTTACTGGCAC 0 67 75 21 194 22 57,589 59,902 28,700 50,100 5,508,748 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 0 0 13 0 121 ACgagagaCAGAGACAGAGAAagagagagagAAAGAGACGAGAGACAGAGACAGAGAA AGCCTCACATCATTTACTGGCA 0 68 75 21 195 22 57,589 60,026 28,700 49,200 5,436,612 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 0 0 14 2 140 AGATAACgagagaCAGAGACAGAGAAagagagagagA AGATAACGAGAGACAGAGACAGAG TGGAAACAGAAGATAGCCTCACA 2 81 70 24 209 23 58,884 59,417 33,500 35,800 8,698,827 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 0 0 15 1 122 AACgagagaCAGAGACAGAGAAagagagagagAAAGAAACGAGAGACAGAGACAGAGA AGCCTCACATCATTTACTGGCA 1 68 74 21 195 22 57,589 60,026 31,000 49,200 5,436,612 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2216:28118:46542 1 96 10 5 1 AG AGAGAGAGAG NA 0 0 15 1 140 AGATAACgagagaCAGAGACAGAGAAagagagagagA AGATAACGAGAGACAGAGACAGAGA TGGAAACAGAAGATAGCCTCACA 1 81 70 25 209 23 60,105 59,417 31,000 35,800 8,687,752 F 226 GATagagagagTAAATGATAAagagagagACagagagagagagagagagagagagagagagCgagagaAAGATAACgagagaCAGAGACAGAGAAagagagagagAAAGAGGGTTAAACACATTGAGACACGACTGACACTAACGAGGCTGCACAATAATTTAACCCTATCAGTGCCAGTAAATGATGTGAGGCTATCTTCTGTTTCCATTTCTCTGTAGGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2217:10176:34834 1 135 10 5 1 AG TCTCTCTCTC NA 1 1 12 13 90 TCGCTATCTCTATCTGtctctcAGAcccccTCTCTTACATTCGCTATCTCTATCTGTCTCTCAG AGAGGGACTGTGAGAGAGTT 23 13 88 24 177 20 58,522 57,009 33,500 30,100 8,469,147 F 177 TCTCttttttCGCTCGctctctCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctATTTCTCGCTATCTCTATCTGtctctcAGAcccccTCTCTTACATTGCAACAtctctctctcTAGGTCTAACTTAAActctctCACAGTCCCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:10176:34834 1 135 10 5 1 AG TCTCTCTCTC NA 0 0 13 13 90 TCGCTATCTCTATCTGtctctcAGAcccccTCTCTTACATTCGCTATCTCTATCTGTCTCTCA AGAGGGACTGTGAGAGAGTT 24 13 88 23 177 20 57,524 57,009 32,700 30,100 8,466,831 F 177 TCTCttttttCGCTCGctctctCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctATTTCTCGCTATCTCTATCTGtctctcAGAcccccTCTCTTACATTGCAACAtctctctctcTAGGTCTAACTTAAActctctCACAGTCCCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:10176:34834 1 135 10 5 1 AG TCTCTCTCTC NA 0 0 15 13 92 TCTCGCTATCTCTATCTGtctctcAGAcccccTCTCTTAC TCTCGCTATCTCTATCTGTCTCTCA AGAGGGACTGTGAGAGAGTT 24 13 86 25 177 20 59,755 57,009 32,700 30,100 8,235,815 F 177 TCTCttttttCGCTCGctctctCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctATTTCTCGCTATCTCTATCTGtctctcAGAcccccTCTCTTACATTGCAACAtctctctctcTAGGTCTAACTTAAActctctCACAGTCCCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:29163:41040 1 97 59 5 2 CG CGCGCGCGCGTGTCTGATTAGTGTGTGCGCGTGTC NA 1 1 16 1 100 AGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATTAAGTGTGAGTGTGTGTGCCC GCACACACTGCAATCAGACA 1 1 77 19 176 20 60,153 59,053 53,600 34,100 2,099,696 G 195 TGTGTCTGATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCgtgtgtgtgtgtCTGATTACAGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATTAgtgtgtGCGCGTGTCTGATTACAgtgtgtgtgtgcgcgcGTGTCTGATTGCAgtgtgtgcgcgcATGTGTCTGATTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:29163:41040 1 97 59 5 2 CG CGCGCGCGCGTGTCTGATTAGTGTGTGCGCGTGTC NA 0 0 16 1 102 ACAGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATACAGTGTGAGTGTGTGTGCC GCACACACTGCAATCAGACA 2 1 75 20 176 20 60,744 59,053 50,100 34,100 1,690,942 G 195 TGTGTCTGATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCgtgtgtgtgtgtCTGATTACAGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATTAgtgtgtGCGCGTGTCTGATTACAgtgtgtgtgtgcgcgcGTGTCTGATTGCAgtgtgtgcgcgcATGTGTCTGATTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:29163:41040 1 97 59 5 2 CG CGCGCGCGCGTGTCTGATTAGTGTGTGCGCGTGTC NA 0 0 17 0 102 ACAGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATACAGTGTGAGTGTGTGTGCC GCACACACTGCAATCAGACAC 2 0 75 20 176 21 60,744 60,334 50,100 36,700 2,078,832 G 195 TGTGTCTGATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCgtgtgtgtgtgtCTGATTACAGTGTGAgtgtgtgtGCCCCcgcgcgcgcgTGTCTGATTAgtgtgtGCGCGTGTCTGATTACAgtgtgtgtgtgcgcgcGTGTCTGATTGCAgtgtgtgcgcgcATGTGTCTGATTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 165 10 5 1 AG TCTCTCTCTC NA 0 1 11 9 90 TATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTATCTCGCTCAATCTCTTTCACT GCGAGTATGAGAGAAGGCGA 9 28 133 23 222 20 57,156 59,336 34,100 55,400 6,507,362 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 165 10 5 1 AG TCTCTCTCTC NA 0 0 12 8 90 TATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTATCTCGCTCAATCTCTTTCACTC GCGAGTATGAGAGAAGGCGA 8 28 133 24 222 20 58,173 59,336 35,100 55,400 6,490,274 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 165 10 5 1 AG TCTCTCTCTC NA 0 0 13 7 90 TATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTATCTCGCTCAATCTCTTTCACTCT GCGAGTATGAGAGAAGGCGA 7 28 133 25 222 20 59,408 59,336 32,400 55,400 6,255,971 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 10 5 1 AC ACACACACAC NA 0 1 19 7 106 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACACA TGAGAGTGTGTAATCGTATGAGTG 7 40 52 25 157 24 59,592 58,120 37,200 35,100 11,288,640 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 10 5 1 AC ACACACACAC NA 0 0 19 7 106 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACACA TGAGAGTGTGTAATCGTATGAGTGT 7 39 52 25 157 25 59,592 59,585 37,200 35,500 10,823,065 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 10 5 1 AC ACACACACAC NA 0 0 20 8 106 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACAC TGAGAGTGTGTAATCGTATGAGTGT 8 39 52 24 157 25 58,142 59,585 33,200 35,500 11,273,240 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 1 1 6 0 92 AGACACATGGGCACACTGTTacacacacacGAacacac AGACACATGGGCACACTGTT ATGTGTACGTATCCGCCTGC 0 30 84 20 175 20 59,817 60,249 31,600 48,500 0.432813 B 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 0 0 8 11 103 CTCGCATGCACAGACACATGGGCACACTGTTacaca CTCGCATGCACAGACACATG ATGTGTACGTATCCGCCTGC 11 30 73 20 175 20 59,904 60,249 32,100 48,500 0.345776 B 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 0 0 8 11 105 CTCGCATGCACAGACACATGGGCACACTGTTacaca CTCGCATGCACAGACACATG GCATGTGTACGTATCCGCCT 11 32 73 20 177 20 59,904 60,249 32,100 55,200 0.345776 B 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 0 0 9 11 140 CTCGCATGCACAGACACATGGGCACACTGTTacaca CTCGCATGCACAGACACATG CAGTTTGACTCTGTATGTGTGCC 11 64 73 20 212 23 59,904 59,813 32,100 50,100 3,283,681 F 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 0 0 10 12 140 ACTCGCATGCACAGACACATGGGCACACTGTTacac ACTCGCATGCACAGACACAT AGTTTGACTCTGTATGTGTGCCT 12 63 72 20 211 23 60,321 59,928 32,100 47,500 3,392,636 F 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:16508:56000 1 104 22 5 1.5 AC ACACACACACGAACACACACAC NA 0 0 10 12 141 ACTCGCATGCACAGACACATGGGCACACTGTTacac ACTCGCATGCACAGACACAT CAGTTTGACTCTGTATGTGTGCC 12 64 72 20 212 23 60,321 59,813 32,100 50,100 3,508,260 F 214 AacacacacacacacacacacacTcacacacacacacacacacacacacacacacaCTCACAGACAGGCGCACTCGCATGCACAGACACATGGGCACACTGTTacacacacacGAacacacacacATGCAATCTCATAAACACATACAAATATAGGCAGGCGGATACGTACACATGCaaaaaaTGAATAGGcacacaTACAGAGTCAAACTGAC

ST‐E00142:460:H2K7HCCXY:6:2218:24860:43536 1 126 10 5 1 AG TCTCTCTCTC NA 1 1 8 12 97 aAACTCGTtctctcCCTCGCACTCCATATCTTtctctctctcAAACTCGTTCTCTCCCTCGC TACCTGCACAGACAGCAAGC 12 35 94 20 190 20 59,756 60,604 50,300 40,100 0.847885 F 198 CATTAtctctctctcCAtctctcTGTCTTtctctctcTATTTAtctctctctctctctctctctctctctctctcTTtctctctcTTCcacacaAACTCGTtctctcCCTCGCACTCCATATCTTtctctctctcACTCCTACACGctctctCAATGCAGAGTTTCCAGGGCTTGCTGTCTGTGCAGGTATTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2218:24860:43536 1 126 10 5 1 AG TCTCTCTCTC NA 0 0 8 11 96 AACTCGTtctctcCCTCGCACTCCATATCTTtctctctctcAAACTCGTTCTCTCCCTCGCA TACCTGCACAGACAGCAAGC 11 35 95 20 190 20 60,894 60,604 51,000 40,100 1,497,891 F 198 CATTAtctctctctcCAtctctcTGTCTTtctctctcTATTTAtctctctctctctctctctctctctctctctcTTtctctctcTTCcacacaAACTCGTtctctcCCTCGCACTCCATATCTTtctctctctcACTCCTACACGctctctCAATGCAGAGTTTCCAGGGCTTGCTGTCTGTGCAGGTATTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2218:24860:43536 1 126 10 5 1 AG TCTCTCTCTC NA 0 0 8 5 90 TtctctcCCTCGCACTCCATATCTTtctctctctcACTCCTA TTCTCTCCCTCGCACTCCAT TACCTGCACAGACAGCAAGC 5 35 101 20 190 20 60,325 60,604 34,100 40,100 0.928444 F 198 CATTAtctctctctcCAtctctcTGTCTTtctctctcTATTTAtctctctctctctctctctctctctctctctcTTtctctctcTTCcacacaAACTCGTtctctcCCTCGCACTCCATATCTTtctctctctcACTCCTACACGctctctCAATGCAGAGTTTCCAGGGCTTGCTGTCTGTGCAGGTATTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 1 8 1 150 ACACTGGTTCCCTCTCCATAATTTATGAATTACACTCACACTGGTTCCCTCTCCATA TGCAACTTATAATTTAGAACGAGGGT 93 1 133 20 282 26 57,358 58,892 27,400 43,400 9,749,712 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 0 8 1 151 TACACTGGTTCCCTCTCCATAATTTATGAATTACACT TACACTGGTTCCCTCTCCAT TGCAACTTATAATTTAGAACGAGGGT 94 1 132 20 282 26 57,358 58,892 34,100 43,400 9,749,712 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 0 8 1 152 ATACACTGGTTCCCTCTCCATAATTTATGAATTACACATACACTGGTTCCCTCTCCA TGCAACTTATAATTTAGAACGAGGGT 95 1 131 20 282 26 57,358 58,892 38,600 43,400 9,749,712 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 0 14 2 102 GCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCGCACACTGGGTTGCTCAATC TGCAACTTATAATTTAGAACGAGGG 45 2 181 20 282 25 59,758 57,452 26,700 43,000 7,790,213 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 0 14 1 102 GCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCGCACACTGGGTTGCTCAATC TGCAACTTATAATTTAGAACGAGGGT 45 1 181 20 282 26 59,758 58,892 26,700 43,400 7,349,559 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 246 10 5 1 AG CTCTCTCTCT NA 0 0 14 1 103 TGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTTGCACACTGGGTTGCTCAAT TGCAACTTATAATTTAGAACGAGGGT 46 1 180 20 282 26 60,468 58,892 25,700 43,400 7,575,385 A 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 18 5 1.5 AC ACACACAGACACACACAC NA 0 1 14 1 116 CTCAGACAAACATacacacGCAAacacacAGacacacac CTCAGACAAACATACACACGCA GCGTGCGTGTCTCTATGTGT 1 55 18 22 133 20 59,200 60,733 52,400 37,200 3,532,858 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 18 5 1.5 AC ACACACAGACACACACAC NA 0 0 14 1 117 CTCAGACAAACATacacacGCAAacacacAGacacacac CTCAGACAAACATACACACGCA TGCGTGCGTGTCTCTATGTG 1 56 18 22 134 20 59,200 60,733 52,400 32,100 3,532,516 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 18 5 1.5 AC ACACACAGACACACACAC NA 0 0 14 1 118 CTCAGACAAACATacacacGCAAacacacAGacacacac CTCAGACAAACATACACACGCA GTGCGTGCGTGTCTCTATGT 1 57 18 22 135 20 59,200 60,733 52,400 22,900 3,532,858 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 166 10 5 1 AC CACACACACA NA 0 1 5 8 91 TGACACAGGCATAATCTTTCTCATATTCGCGcacaca TGACACAGGCATAATCTTTCTCA TGTCACATATCTGTTATCCTTCCTT 8 25 135 23 225 25 57,835 57,562 32,700 33,600 12,602,333 A 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 166 10 5 1 AC CACACACACA NA 0 0 5 8 93 TGACACAGGCATAATCTTTCTCATATTCGCGcacaca TGACACAGGCATAATCTTTCTCA CATGTCACATATCTGTTATCCTTCCT 8 26 135 23 227 26 57,835 58,552 32,700 33,600 12,613,040 A 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 166 10 5 1 AC CACACACACA NA 0 0 6 8 92 TGACACAGGCATAATCTTTCTCATATTCGCGcacaca TGACACAGGCATAATCTTTCTCA ATGTCACATATCTGTTATCCTTCCT 8 26 135 23 226 25 57,835 57,376 32,700 33,600 12,788,619 A 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 153 10 5 1 AC ACACACACAC NA 1 1 11 17 91 ACAGATACACCATAGAAGCACCCACTCGCACACCAGACAGATACACCATAGAAGCACCC GGGTGCGTGTTAATGTGTCTG 17 20 113 23 203 21 59,865 59,803 46,100 35,100 4,331,613 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 153 10 5 1 AC ACACACACAC NA 0 0 11 16 90 CAGATACACCATAGAAGCACCCACTCGCACACCAG CAGATACACCATAGAAGCACCCA GGGTGCGTGTTAATGTGTCT 16 21 114 23 203 20 59,865 58,481 45,100 34,100 4,654,032 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 153 10 5 1 AC ACACACACAC NA 0 0 11 16 90 CAGATACACCATAGAAGCACCCACTCGCACACCAG CAGATACACCATAGAAGCACCCA GGGTGCGTGTTAATGTGTCTG 16 20 114 23 203 21 59,865 59,803 45,100 35,100 4,331,432 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 1 4 1 98 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC GAGAGGTTTGGGTGCTATGGT 14 1 26 20 123 21 60,109 59,718 59,200 35,500 1,391,476 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 5 0 97 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC AGAGGTTTGGGTGCTATGGTG 14 0 26 20 122 21 60,109 59,995 59,200 41,700 1,114,064 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 37 167 AGcacacacaACCATCCACTGAACCCACAATAACCAA AGCACACACAACCATCCACT CGAGAGTGAGTGTGTCGGAG 37 48 3 20 169 20 59,817 59,833 40,000 46,300 0.350524 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 14 144 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC CGAGAGTGAGTGTGTCGGAG 14 48 26 20 169 20 60,109 59,833 59,200 46,300 0.276352 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 9 105 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC GTGTGTGGAGAGGTTTGGGT 14 9 26 20 130 20 60,109 59,817 59,200 45,100 0.292094 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 8 104 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC TGTGTGGAGAGGTTTGGGTG 14 8 26 20 129 20 60,109 59,817 59,200 46,100 0.291856 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 8 127 AGcacacacaACCATCCACTGAACCCACAATAACCAA AGCACACACAACCATCCACT TGTGTGGAGAGGTTTGGGTG 37 8 3 20 129 20 59,817 59,817 40,000 46,100 0.366028 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 10 27 140 ACCATCCACTGAACCCACAATAACCAACAGCGCTCAACCATCCACTGAACCCACAA GAGAGTGCGTGTGGGTGTTG 27 31 13 20 152 20 59,150 61,499 33,300 33,300 2,348,965 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 11 27 140 ACCATCCACTGAACCCACAATAACCAACAGCGCTCAACCATCCACTGAACCCACAA GAGAGTGCGTGTGGGTGTT 27 32 13 20 152 19 59,150 60,228 33,300 33,200 2,077,656 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 11 26 140 ACCATCCACTGAACCCACAATAACCAACAGCGCTCAACCATCCACTGAACCCACAAT GAGAGTGCGTGTGGGTGTT 26 32 13 21 152 19 59,571 60,228 27,100 33,200 2,656,468 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 11 14 127 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC GAGAGTGCGTGTGGGTGTT 14 32 26 20 152 19 60,109 60,228 59,200 33,200 1,336,875 D 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 42 5 2 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 12 14 148 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC AGTGCGAGAGTGAGTGTGTC 14 52 26 20 173 20 60,109 59,688 59,200 36,700 0.421734 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 1 1 10 9 101 ATACACTGAAGCACACGCACGCTCACATGcacacaca ATACACTGAAGCACACGCAC GGGTTTCCATGTCTATGTCAGC 9 40 83 20 183 22 58,852 59,054 53,400 42,600 4,093,978 B 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 0 0 11 40 167 TGCACTCACACTAATTcacacaATCAATCCCATACAATTGCACTCACACTAATTCACACAA GGGTTTCCATGTCTATGTCAGC 72 40 17 23 183 22 58,805 59,054 33,300 42,600 7,141,084 F 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 0 0 11 9 102 CATACACTGAAGCACACGCACGCTCACATGcacacacCATACACTGAAGCACACGCAC GGGTTTCCATGTCTATGTCAGC 9 40 82 21 183 22 60,136 59,054 53,400 42,600 4,081,920 B 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 0 0 12 40 167 TGCACTCACACTAATTcacacaATCAATCCCATACAATTGCACTCACACTAATTCACACA GGGTTTCCATGTCTATGTCAGC 73 40 17 22 183 22 58,197 59,054 37,200 42,600 6,748,534 F 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 0 0 12 10 102 CATACACTGAAGCACACGCACGCTCACATGcacacacCATACACTGAAGCACACGCA GGGTTTCCATGTCTATGTCAGC 10 40 82 20 183 22 58,853 59,054 52,400 42,600 4,093,141 B 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2218:9851:14582 1 112 10 5 1 AC CACACACACA NA 0 0 14 40 169 caTGCACTCACACTAATTcacacaATCAATCCCATACA CATGCACTCACACTAATTCACACA GGGTTTCCATGTCTATGTCAGC 73 40 15 24 183 22 59,786 59,054 37,200 42,600 7,159,574 F 259 CATGAAATGGcacacaTGCACTCACACTAATTcacacaATCAATCCCATACAATAAACACAAacacacacTCAAacacacTCATACACTGAAGCACACGCACGCTCACATGcacacacacaTGCTcacacaGAAACAAGTACACAGGGGTGGGATATAAATGCTGACATAGACATGGAAACCCACTTTCCTAAAACCGCATGCaaaaaCTTcacacacacacaCGCGCTcacacacacacacacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2219:15128:58216 1 87 10 5 1 AC CACACACACA NA 1 1 13 5 91 acacacacAGtctctcACACTCACTCcacacacacaGTCTccACACACACAGTCTCTCACACT ATGTGTGTCTGGAGACCGAG 5 35 61 21 151 20 58,897 59,109 35,500 46,300 2,994,746 F 185 CACGCACGcacacacacacacacacacacacacacacacacaCTGTCTcccccccTCTCTacacacacAGtctctcACACTCACTCcacacacacaGTCTcccccTCACACTCcacacaAACACTCCCTCCCTCGGTCTCCAGacacacATANacacacAAACACAGtctctcCCTCACTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2219:15128:58216 1 87 10 5 1 AC CACACACACA NA 0 0 14 4 91 acacacacAGtctctcACACTCACTCcacacacacaGTCTccACACACACAGTCTCTCACACTC ATGTGTGTCTGGAGACCGAG 4 35 61 22 151 20 59,900 59,109 35,100 46,300 2,991,294 F 185 CACGCACGcacacacacacacacacacacacacacacacacaCTGTCTcccccccTCTCTacacacacAGtctctcACACTCACTCcacacacacaGTCTcccccTCACACTCcacacaAACACTCCCTCCCTCGGTCTCCAGacacacATANacacacAAACACAGtctctcCCTCACTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2219:15128:58216 1 87 10 5 1 AC CACACACACA NA 0 0 14 3 90 cacacacAGtctctcACACTCACTCcacacacacaGTCTcccCACACACAGTCTCTCACACTCA ATGTGTGTCTGGAGACCGAG 3 35 62 22 151 20 59,900 59,109 34,100 46,300 2,991,129 F 185 CACGCACGcacacacacacacacacacacacacacacacacaCTGTCTcccccccTCTCTacacacacAGtctctcACACTCACTCcacacacacaGTCTcccccTCACACTCcacacaAACACTCCCTCCCTCGGTCTCCAGacacacATANacacacAAACACAGtctctcCCTCACTCTCCA

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 1 1 10 20 138 ACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTACGTAGCAGGTAATATGCCAAGA TGGATGCATACACGGACACA 65 20 39 23 176 20 59,613 59,389 30,200 37,200 3,997,412 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 0 0 10 20 140 TTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTTTACGTAGCAGGTAATATGCCA TGGATGCATACACGGACACA 68 20 37 22 176 20 57,059 59,389 49,200 37,200 5,551,592 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 0 0 10 20 140 TTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTTTACGTAGCAGGTAATATGCCAAGA TGGATGCATACACGGACACA 65 20 37 25 176 20 59,931 59,389 30,200 37,200 5,680,070 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 0 0 10 20 143 TCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTCTTTACGTAGCAGGTAATATGCCA TGGATGCATACACGGACACA 68 20 34 25 176 20 59,931 59,389 49,200 37,200 5,680,070 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 0 0 11 19 90 TCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTA TCTTGTGTCTGTGTGTGAGTG TGGATGCATACACGGACACA 19 20 87 21 176 20 58,108 59,389 35,100 37,200 3,503,061 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:24748:47632 1 127 10 5 1 AC TGTGTGTGTG NA 0 0 12 18 90 TCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTA TCTTGTGTCTGTGTGTGAGTGC TGGATGCATACACGGACACA 18 20 87 22 176 20 60,995 59,389 44,000 37,200 3,606,026 F 267 GacacacATATGAAAGAACCACATCTATTTCGTTCTTTACGTAGCAGGTAATATGCCAAGATATGTCTGTGTCTATGCGTAATCTATCTTGTGTCtgtgtgtgAGTGCATCAGTGAGTTTTGTATTtgtgtgtgtgACTGTATTTGTGTTAGTCtgtgtgTCCGTGTATGCATCCANGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgCACgtgtgtgtgtANGTGTGCATGCgtgtgtgtgtgtgtCATTTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:25875:21245 1 91 10 5 1 AC ACACACACAC NA 1 1 10 2 122 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaaca GCAGAGGAACACACAATTGTAGT TTTCTCTGTGTTGGTGTGCT 67 2 1 23 122 20 59,185 57,582 27,300 44,000 6,233,769 F 239 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaacacacacaGATTTGTACATGAATATGCAGGAacacacATTAACTTGCAGCAATATacacacacacAAAGCACACCAACACAGAGaaaaaaaaCCCCACAAACACAGGAAAACAAacacacacacacacacacacacacacacacacacacAGGcacacacacaATCGCATANGGTAacacacacacacAAAATCTCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2219:25875:21245 1 91 10 5 1 AC ACACACACAC NA 0 0 10 1 121 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaaca GCAGAGGAACACACAATTGTAGT TTCTCTGTGTTGGTGTGCTT 67 1 1 23 121 20 59,185 57,582 27,300 39,100 6,233,769 F 239 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaacacacacaGATTTGTACATGAATATGCAGGAacacacATTAACTTGCAGCAATATacacacacacAAAGCACACCAACACAGAGaaaaaaaaCCCCACAAACACAGGAAAACAAacacacacacacacacacacacacacacacacacacAGGcacacacacaATCGCATANGGTAacacacacacacAAAATCTCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2219:25875:21245 1 91 10 5 1 AC ACACACACAC NA 0 0 10 0 120 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaaca GCAGAGGAACACACAATTGTAGT TCTCTGTGTTGGTGTGCTTT 67 0 1 23 120 20 59,185 57,582 27,300 35,100 6,233,769 F 239 GCAGAGGAacacacAATTGTAGTTACAAGCaaaaacacacacaGATTTGTACATGAATATGCAGGAacacacATTAACTTGCAGCAATATacacacacacAAAGCACACCAACACAGAGaaaaaaaaCCCCACAAACACAGGAAAACAAacacacacacacacacacacacacacacacacacacAGGcacacacacaATCGCATANGGTAacacacacacacAAAATCTCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 10 5 1 AG CTCTCTCTCT NA 0 1 7 5 102 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTC AAGGATGCTGGAGGTGTTGC 5 46 7 21 108 20 58,006 60,610 43,000 41,700 3,604,170 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 10 5 1 AG CTCTCTCTCT NA 0 0 8 4 101 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT AGGATGCTGGAGGTGTTGC 4 46 7 22 107 19 59,426 60,002 36,900 41,700 3,576,010 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 10 5 1 AG CTCTCTCTCT NA 0 0 8 4 102 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT AAGGATGCTGGAGGTGTTGC 4 46 7 22 108 20 59,426 60,610 36,900 41,700 3,184,602 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 1 1 10 0 117 CTCGGacacacCATGCCTAAACTCGGacacacAGACTGCTCGGACACACCATGCCTAA TGTATGTGTCCGAGGTCAGC 67 0 87 20 203 20 59,751 59,469 26,900 42,600 0.779864 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 10 0 189 cacGCATTGAGCTTGGAACAacacacacTGAGATCGg CACGCATTGAGCTTGGAACA TGTATGTGTCCGAGGTCAGC 139 0 15 20 203 20 59,407 59,469 31,800 42,600 1,123,381 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 12 0 154 GgagagacacacaCTGAGCTCAGGcacacacaCTGACCTGGAGAGACACACACTGAGCT TGTATGTGTCCGAGGTCAGC 104 0 50 20 203 20 59,035 59,469 40,900 42,600 1,496,183 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 12 0 155 CGgagagacacacaCTGAGCTCAGGcacacacaCTGACCCGGAGAGACACACACTGAGC TGTATGTGTCCGAGGTCAGC 105 0 49 20 203 20 60,388 59,469 42,600 42,600 0.918621 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 12 0 196 TCAGacacacGCATTGAGCTTGGAACAacacacacTGA TCAGACACACGCATTGAGCT TGTATGTGTCCGAGGTCAGC 146 0 8 20 203 20 59,966 59,469 40,900 42,600 0.564664 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 14 0 92 GacacacAGACTGAGCTCGGACCAacacacacTGAGATGACACACAGACTGAGCTCGG TGTATGTGTCCGAGGTCAGC 42 0 112 20 203 20 60,388 59,469 46,300 42,600 0.918621 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 14 0 199 AGCTCAGacacacGCATTGAGCTTGGAACAacacacacAGCTCAGACACACGCATTGA TGTATGTGTCCGAGGTCAGC 149 0 5 20 203 20 59,966 59,469 25,700 42,600 0.564664 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 14 0 201 TGAGCTCAGacacacGCATTGAGCTTGGAACAacaca TGAGCTCAGACACACGCATT TGTATGTGTCCGAGGTCAGC 151 0 3 20 203 20 59,966 59,469 35,600 42,600 0.564664 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:10318:58813 1 174 10 5 1 AC ACACACACAC NA 0 0 16 0 90 cacacAGACTGAGCTCGGACCAacacacacTGAGATCGCACACAGACTGAGCTCGGAC TGTATGTGTCCGAGGTCAGC 40 0 114 20 203 20 60,388 59,469 47,900 42,600 0.918621 F 266 TCTGAGCTCAGacacacGCATTGAGCTTGGAACAacacacacTGAGATCGgagagacacacaCTGAGCTCAGGcacacacaCTGACCTCGGacacacCATGCCTAAACTCGGacacacAGACTGAGCTCGGACCAacacacacTGAGATCGgagagaCATACAAtgtgtgCGGacacacacacGCTGACCTCGGACACATACATACTGAACTCGCATacacacacAAacacacacacacacacacacacacacacacacacacTCT

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 1 1 12 15 114 TCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTG TCTGTCTCCCTGCCTACCG AAAGGGAGAGAGGGAGAGCG 50 15 139 19 252 20 60,380 60,686 40,200 50,300 2,066,090 F 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 0 0 12 15 115 CTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcT CTCTGTCTCCCTGCCTACCG AAAGGGAGAGAGGGAGAGCG 50 15 138 20 252 20 61,388 60,686 40,200 50,300 2,074,178 F 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 0 0 12 15 121 ATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTAT ATCTCGCTCTGTCTCCCTGC AAAGGGAGAGAGGGAGAGCG 56 15 132 20 252 20 61,391 60,686 48,500 50,300 2,077,270 F 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 0 0 14 4 101 TCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTG TCTGTCTCCCTGCCTACCG GAGAGCGAGGGAGAGCGA 50 4 139 19 239 18 60,380 60,515 40,200 49,300 3,895,034 B 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 0 0 14 3 100 TCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTG TCTGTCTCCCTGCCTACCG AGAGCGAGGGAGAGCGAG 50 3 139 19 238 18 60,380 60,516 40,200 50,300 3,895,968 B 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 208 10 5 1 AG TCTCTCTCTC NA 0 0 14 2 99 TCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTG TCTGTCTCCCTGCCTACCG GAGCGAGGGAGAGCGAGA 50 2 139 19 237 18 60,380 60,515 40,200 40,400 3,895,034 B 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 1 1 9 4 109 AACACTATCACAGGCGGTCATTTTcacacacacaGACTAACACTATCACAGGCGGTCA GTCTGGATTTGTGAGCACAGG 4 54 23 20 131 21 59,026 59,191 40,200 40,000 2,782,577 B 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 11 6 111 acaAACACTATCACAGGCGGTCATTTTcacacacacaG ACAAACACTATCACAGGCGGT TCTGGATTTGTGAGCACAGGA 6 53 20 21 130 21 59,928 59,301 56,800 38,600 2,770,782 F 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 11 4 108 AACACTATCACAGGCGGTCATTTTcacacacacaGACTAACACTATCACAGGCGGTCA TCTGGATTTGTGAGCACAGGA 4 53 23 20 130 21 59,026 59,301 40,200 38,600 2,672,715 B 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 11 3 107 ACACTATCACAGGCGGTCATTTTcacacacacaGACTAACACTATCACAGGCGGTCAT TCTGGATTTGTGAGCACAGGA 3 53 24 20 130 21 58,805 59,301 30,600 38,600 2,894,197 B 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 22 20 140 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGCAGACTATCTTGTTCACACACAAACA TACGGGATAGTCTGGATTTGTGA 20 61 1 26 140 23 59,963 58,717 28,300 35,800 10,320,399 F 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 22 20 140 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGCAGACTATCTTGTTCACACACAAACA TACGGGATAGTCTGGATTTGTGAG 20 60 1 26 140 24 59,963 59,659 28,300 35,100 10,378,297 F 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:2280:6073 1 47 10 5 1 AC CACACACACA NA 0 0 22 20 140 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGCAGACTATCTTGTTCACACACAAACA TACGGGATAGTCTGGATTTGTG 20 62 1 26 140 22 59,963 57,334 28,300 33,300 10,702,896 F 244 CAGACTATCTTGTTcacacacaAACACTATCACAGGCGGTCATTTTcacacacacaGACTATCCTGTTcacacaTAAACAGAATATCCTGTTCATacacacATAGACTATCCTGTGCTCACAAATCCAGACTATCCCGTATATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCAGGACAGACAATCATGTCcacacaCN

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 10 5 1 AG TCTCTCTCTC NA 1 1 10 0 105 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG GGGCAGAGAAGGAGAGAGAA 0 56 1 19 105 20 59,707 58,141 46,300 28,700 3,152,800 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 10 5 1 AG TCTCTCTCTC NA 0 0 11 0 105 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG GGGCAGAGAAGGAGAGAGAAA 0 55 1 19 105 21 59,707 58,816 46,300 25,200 3,477,177 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 10 5 1 AG TCTCTCTCTC NA 0 0 11 0 105 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG GGGCAGAGAAGGAGAGAGA 0 57 1 19 105 19 59,707 57,394 46,300 31,000 4,899,444 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:30746:54998 1 131 45 5 2 AC CACACACACGCACACACACACCGAGGCGCGCGCGCNA 1 1 14 6 107 GcacacaGATTATAAGAGATGGAGGGACAGTcacacaGCACACAGATTATAAGAGATGGAGG TGCCTGTGTGTGTCTGTGTG 6 11 100 25 206 20 59,069 60,744 43,000 38,200 6,675,203 G 216 GATTACAAGAGATAGATGGACAGTcacacacacacacacacacacacacacacaATGACTGGATACAACACAacacacCcacacacacacacaGTTCCTGcacacaGATTATAAGAGATGGAGGGACAGTcacacacaCGcacacacacaCCGAGgcgcgcgcgcATacacacacAGAGgcgcgcgcACACAGacacacacAGGCACGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:30746:54998 1 131 45 5 2 AC CACACACACGCACACACACACCGAGGCGCGCGCGCNA 0 0 14 6 108 GcacacaGATTATAAGAGATGGAGGGACAGTcacacaGCACACAGATTATAAGAGATGGAGG GTGCCTGTGTGTGTCTGTGT 6 12 100 25 207 20 59,069 60,744 43,000 37,200 6,675,560 G 216 GATTACAAGAGATAGATGGACAGTcacacacacacacacacacacacacacacaATGACTGGATACAACACAacacacCcacacacacacacaGTTCCTGcacacaGATTATAAGAGATGGAGGGACAGTcacacacaCGcacacacacaCCGAGgcgcgcgcgcATacacacacAGAGgcgcgcgcACACAGacacacacAGGCACGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:30746:54998 1 131 45 5 2 AC CACACACACGCACACACACACCGAGGCGCGCGCGCNA 0 0 16 2 104 cacaGATTATAAGAGATGGAGGGACAGTcacacacaC CACAGATTATAAGAGATGGAGGGACA TGCCTGTGTGTGTCTGTGTG 2 11 103 26 206 20 59,731 60,744 40,200 38,200 7,012,674 G 216 GATTACAAGAGATAGATGGACAGTcacacacacacacacacacacacacacacaATGACTGGATACAACACAacacacCcacacacacacacaGTTCCTGcacacaGATTATAAGAGATGGAGGGACAGTcacacacaCGcacacacacaCCGAGgcgcgcgcgcATacacacacAGAGgcgcgcgcACACAGacacacacAGGCACGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 1 1 12 35 164 GGAGGGAGCGTGTCTCTTACGcacacaTacacacAGA GGAGGGAGCGTGTCTCTTAC CAGGCCACAGAGGTGTACTG 35 79 67 20 230 20 59,543 60,037 23,400 27,400 0.493580 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 35 195 GGAGGGAGCGTGTCTCTTACGcacacaTacacacAGA GGAGGGAGCGTGTCTCTTAC ACTGCTGGATTGAGAGTGGG 35 110 67 20 261 20 59,543 59,383 23,400 46,100 1,074,041 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 123 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG TCATCTCCGTGTGTGCACAA 34 39 68 20 190 20 59,901 59,894 31,800 33,300 0.204860 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 124 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG TTCATCTCCGTGTGTGCACA 34 40 68 20 191 20 59,901 59,894 31,800 45,700 0.204860 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 126 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG AGTTCATCTCCGTGTGTGCA 34 42 68 20 193 20 59,901 59,607 31,800 45,700 0.491788 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 163 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG CAGGCCACAGAGGTGTACTG 34 79 68 20 230 20 59,901 60,037 31,800 27,400 0.136034 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 194 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG ACTGCTGGATTGAGAGTGGG 34 110 68 20 261 20 59,901 59,383 31,800 46,100 0.716494 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 12 34 195 GAGGGAGCGTGTCTCTTACGcacacaTacacacAGAG GAGGGAGCGTGTCTCTTACG AACTGCTGGATTGAGAGTGGG 34 110 68 20 262 21 59,901 59,996 31,800 46,100 1,103,126 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2220:32126:46208 1 122 10 5 1 AC CACACACACA NA 0 0 16 11 140 acaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacaACATACACACAGAGGGAGCG CAGGCCACAGAGGTGTACTG 11 79 91 20 230 20 59,467 60,037 50,300 27,400 0.569525 F 274 CGTCTCTTTTAAacacacacacATacacacacacacacacacacacacacacacacacacacacacGGAGGGAGCGTGTCTCTTACGcacacaTacacacAGAGGGAGCGTGCCTCTTTTCcacacacacaGCGTGTCTCtttttcacacacaGAGAAAGCGTTTCTCTTTTGTGcacacaCGGAGATGAACTTTGACTCCTTTTCACTACAGTACACCTCTGTGGCCTGCAGCAACAAACCCCACTCTCAATCCAGCAGTTTTCCCAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 10 5 1 AG AGAGAGAGAG NA 1 1 8 5 94 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT AAACACACACGGCTCTCCC 40 5 7 20 100 19 59,969 60,228 25,700 43,000 1,258,492 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 10 5 1 AG AGAGAGAGAG NA 0 0 8 4 94 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT AAACACACACGGCTCTCCCT 40 4 7 20 100 20 59,969 61,696 25,700 42,000 1,726,736 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 10 5 1 AG AGAGAGAGAG NA 0 0 8 1 90 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT ACACACGGCTCTCCCTCTC 40 1 7 20 96 19 59,969 60,980 25,700 32,000 2,010,331 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 10 5 1 AC TGTGTGTGTG NA 1 1 9 9 92 TGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATTGACTGTTAGTATTTCTGTACTTGTGT ACAAACATTCCAACATACCTGCA 23 9 24 27 115 23 58,581 59,106 37,200 44,100 12,313,089 A 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 10 5 1 AC TGTGTGTGTG NA 0 0 9 9 94 TGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTTGTGACTGTTAGTATTTCTGTACTTGT ACAAACATTCCAACATACCTGCA 25 9 22 27 115 23 58,581 59,106 31,600 44,100 12,313,089 A 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 10 5 1 AC TGTGTGTGTG NA 0 0 9 4 90 TGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTTGTGACTGTTAGTATTTCTGTACTTGT ACATTCCAACATACCTGCATTCAC 25 4 22 27 111 24 58,581 59,842 31,600 31,800 12,577,056 A 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 165 10 5 1 AC TGTGTGTGTG NA 1 1 19 3 95 TGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTGTGTCTGTGTATATGTGTGTGT ACAGGTGCATCCACACACAT 3 39 139 23 233 20 57,792 59,889 37,200 32,100 5,319,525 F 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 165 10 5 1 AC TGTGTGTGTG NA 0 0 20 2 95 TGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTGTGTCTGTGTATATGTGTGTGTC ACAGGTGCATCCACACACAT 2 39 139 24 233 20 58,773 59,889 36,700 32,100 5,338,213 F 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 165 10 5 1 AC TGTGTGTGTG NA 0 0 21 1 95 TGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTGTGTCTGTGTATATGTGTGTGTCT ACAGGTGCATCCACACACAT 1 39 139 25 233 20 59,989 59,889 34,100 32,100 5,121,679 F 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:17563:36522 1 42 10 5 1 AC CACACACACA NA 1 1 16 6 111 CCCTGCTGGATGCTCTTAGACTCACGcacacacacaTT CCCTGCTGGATGCTCTTAGA GCATCCAGCAGAGGGTAGAT 6 55 16 20 126 20 58,874 58,945 21,000 19,800 2,181,527 B 198 CTTTACTGATATAACCCCTGCTGGATGCTCTTAGACTCACGcacacacacaTTTACTGATCTAACCTCTGCTGCATGCTCTCAGAATCAGTGacacacCTTTACTGATCTACCCTCTGCTGGATGCTTTCAGAATCACATGCGcacacacacacacacacacacacacacacacacacacacacacacacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2222:17563:36522 1 42 10 5 1 AC CACACACACA NA 0 0 17 6 111 CCCTGCTGGATGCTCTTAGACTCACGcacacacacaTT CCCTGCTGGATGCTCTTAGA GCATCCAGCAGAGGGTAGATC 6 54 16 20 126 21 58,874 59,998 21,000 27,500 2,128,348 B 198 CTTTACTGATATAACCCCTGCTGGATGCTCTTAGACTCACGcacacacacaTTTACTGATCTAACCTCTGCTGCATGCTCTCAGAATCAGTGacacacCTTTACTGATCTACCCTCTGCTGGATGCTTTCAGAATCACATGCGcacacacacacacacacacacacacacacacacacacacacacacacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2222:17563:36522 1 42 10 5 1 AC CACACACACA NA 0 0 17 5 111 CCCTGCTGGATGCTCTTAGACTCACGcacacacacaTT CCCTGCTGGATGCTCTTAGAC GCATCCAGCAGAGGGTAGATC 5 54 16 21 126 21 60,203 59,998 25,900 27,500 2,204,487 B 198 CTTTACTGATATAACCCCTGCTGGATGCTCTTAGACTCACGcacacacacaTTTACTGATCTAACCTCTGCTGCATGCTCTCAGAATCAGTGacacacCTTTACTGATCTACCCTCTGCTGGATGCTTTCAGAATCACATGCGcacacacacacacacacacacacacacacacacacacacacacacacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2223:11667:60976 1 147 10 5 1 AC CACACACACA NA 1 1 8 2 90 TAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGTAAGCTCACACACGGACAGG GGTGAGAGAGAGCCTGTGAC 38 2 89 20 178 20 59,683 59,470 40,000 36,700 0.847448 F 191 ctctctctTtctctctctctcCctctctCAGGcacacacacacacacacacacacacacacacacaATcacacacaGacacacacacATAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGATATACAGGcacacaAACGCCcacacacacaAAGTCACAGGctctctctCACCCACAGACGCACAT

ST‐E00142:460:H2K7HCCXY:6:2223:11667:60976 1 147 10 5 1 AC CACACACACA NA 0 0 10 9 97 TAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGTAAGCTCACACACGGACAGG GTCTGTGGGTGAGAGAGAGC 38 9 89 20 185 20 59,683 59,470 40,000 40,900 0.847448 F 191 ctctctctTtctctctctctcCctctctCAGGcacacacacacacacacacacacacacacacacaATcacacacaGacacacacacATAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGATATACAGGcacacaAACGCCcacacacacaAAGTCACAGGctctctctCACCCACAGACGCACAT

ST‐E00142:460:H2K7HCCXY:6:2223:11667:60976 1 147 10 5 1 AC CACACACACA NA 0 0 10 3 91 TAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGTAAGCTCACACACGGACAGG GGGTGAGAGAGAGCCTGTGA 38 3 89 20 179 20 59,683 60,613 40,000 35,800 0.930452 F 191 ctctctctTtctctctctctcCctctctCAGGcacacacacacacacacacacacacacacacacaATcacacacaGacacacacacATAAGCTcacacaCGGACAGGCTGCTTCACATATGCAGATATACAGGcacacaAACGCCcacacacacaAAGTCACAGGctctctctCACCCACAGACGCACAT

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 142 10 5 1 AC CACACACACA NA 1 1 10 2 112 GCTCCCACACTCACTCTCACTTcacacacacaCGCAGT GCTCCCACACTCACTCTCAC TGCTGAGCATGTGAGCAAGA 2 60 120 20 231 20 60,038 59,964 35,100 30,200 0.073529 F 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 142 10 5 1 AC CACACACACA NA 0 0 10 2 115 GCTCCCACACTCACTCTCACTTcacacacacaCGCAGT GCTCCCACACTCACTCTCAC CATTGCTGAGCATGTGAGCA 2 63 120 20 234 20 60,038 59,191 35,100 42,600 0.846544 B 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 142 10 5 1 AC CACACACACA NA 0 0 10 2 116 GCTCCCACACTCACTCTCACTTcacacacacaCGCAGT GCTCCCACACTCACTCTCAC TCATTGCTGAGCATGTGAGC 2 64 120 20 235 20 60,038 58,908 35,100 42,600 1,130,138 B 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 142 10 5 1 AC CACACACACA NA 0 0 10 2 116 GCTCCCACACTCACTCTCACTTcacacacacaCGCAGT GCTCCCACACTCACTCTCAC TCATTGCTGAGCATGTGAGCA 2 63 120 20 235 21 60,038 60,612 35,100 42,600 1,649,989 B 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 142 10 5 1 AC CACACACACA NA 0 0 12 2 111 GCTCCCACACTCACTCTCACTTcacacacacaCGCAGT GCTCCCACACTCACTCTCAC GCTGAGCATGTGAGCAAGAG 2 59 120 20 230 20 60,038 59,272 35,100 28,500 0.765760 F 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 1 22 4 172 acacacATTCTGATCCTCTTCCTAATacacacacATTCTGACACACATTCTGATCCTCTTCC TGAGGAAGAGGATGCAATTTGT 4 86 41 22 184 22 57,786 57,962 34,600 28,300 8,251,835 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 0 23 4 118 cacacacATTCTGATCCTCTTCCTAATacacacacATTCT CACACACATTCTGATCCTCTTCC AGGAAGAGGATTCAATGCCTGT 4 31 40 23 129 22 59,062 59,420 34,600 40,000 6,517,567 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 0 23 4 173 cacacacATTCTGATCCTCTTCCTAATacacacacATTCT CACACACATTCTGATCCTCTTCC TGAGGAAGAGGATGCAATTTGT 4 86 40 23 184 22 59,062 57,962 34,600 28,300 7,975,977 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 0 23 3 142 acacacATTCTGATCCTCTTCCTAATacacacacATTCTGACACACATTCTGATCCTCTTCCT AGAGAGGATGCAGTATGTGTGT 3 56 41 23 154 22 59,157 58,897 33,600 37,200 6,945,999 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 0 23 3 172 acacacATTCTGATCCTCTTCCTAATacacacacATTCTGACACACATTCTGATCCTCTTCCT TGAGGAAGAGGATGCAATTTGT 3 86 41 23 184 22 59,157 57,962 33,600 28,300 7,881,298 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 10 5 1 AC ACACACACAC NA 0 0 24 3 118 cacacacATTCTGATCCTCTTCCTAATacacacacATTCT CACACACATTCTGATCCTCTTCCT AGGAAGAGGATTCAATGCCTGT 3 31 40 24 129 22 60,323 59,420 33,600 40,000 6,903,193 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 94 10 5 1 AC CACACACACA NA 1 1 12 18 90 CCCACGTACAGacacacacAAacacacacAAACACAATcCCCACGTACAGACACACACA TCAGTAATTCTGTGCATGCGT 18 21 56 20 145 21 59,897 58,301 37,200 52,400 2,802,193 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 94 10 5 1 AC CACACACACA NA 0 0 12 18 91 CCCACGTACAGacacacacAAacacacacAAACACAATcCCCACGTACAGACACACACA GTCAGTAATTCTGTGCATGCGT 18 21 56 20 146 22 59,897 59,583 37,200 52,400 2,519,937 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 94 10 5 1 AC CACACACACA NA 0 0 12 18 92 CCCACGTACAGacacacacAAacacacacAAACACAATcCCCACGTACAGACACACACA TGTCAGTAATTCTGTGCATGCG 18 22 56 20 147 22 59,897 59,584 37,200 47,300 2,519,591 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 10 5 1 AC CACACACACA NA 0 1 18 15 90 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA TTGTGTTTGTGTGTGTTTGTGT 23 15 3 20 92 22 59,817 57,953 36,900 37,200 4,229,474 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 10 5 1 AC CACACACACA NA 0 0 19 14 90 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA TTGTGTTTGTGTGTGTTTGTGTG 23 14 3 20 92 23 59,817 59,201 36,900 38,200 3,981,415 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 10 5 1 AC CACACACACA NA 0 0 19 13 90 cacacacAAGCAAGCAGGGTATCTTTCTCTTacacacA CACACACAAGCAAGCAGGG TGTGTTTGTGTGTGTTTGTGTGT 25 13 2 19 91 23 59,639 60,181 44,500 37,200 4,542,757 F 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 1 5 14 135 AGCAAGCAGGGTATCTTTCTCTTacacacAAACATGc AGCAAGCAGGGTATCTTTCTCT CAGTAATTCTGTGCATGCGTAT 14 19 10 22 144 22 59,157 57,199 31,000 30,600 7,644,259 D 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 5 14 136 AAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGAAGCAAGCAGGGTATCTTTCTCT CAGTAATTCTGTGCATGCGTAT 14 19 9 23 144 22 59,735 57,199 31,000 30,600 8,066,625 D 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 5 13 135 AGCAAGCAGGGTATCTTTCTCTTacacacAAACATGc AGCAAGCAGGGTATCTTTCTCTT CAGTAATTCTGTGCATGCGTAT 13 19 10 23 144 22 59,735 57,199 28,500 30,600 8,066,625 D 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 8 22 145 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA TGTCAGTAATTCTGTGCATGCG 23 22 3 20 147 22 59,817 59,584 36,900 47,300 2,598,739 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 8 21 143 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA TCAGTAATTCTGTGCATGCGT 23 21 3 20 145 21 59,817 58,301 36,900 52,400 2,881,340 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 8 21 144 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA GTCAGTAATTCTGTGCATGCGT 23 21 3 20 146 22 59,817 59,583 36,900 52,400 2,599,084 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 12 13 134 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA CTGTGCATGCGTATGTGTGT 23 13 3 20 136 20 59,817 59,202 36,900 37,200 0.980695 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 14 12 133 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA TGTGCATGCGTATGTGTGTG 23 12 3 20 135 20 59,817 59,484 36,900 38,200 0.698975 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:31852:45523 1 46 58 5 2 AC CACACACACACCCACGTACAGACACACACAAACACANA 0 0 14 11 132 acacacAAGCAAGCAGGGTATCTTTCTCTTacacacAA ACACACAAGCAAGCAGGGTA GTGCATGCGTATGTGTGTGT 23 11 3 20 134 20 59,817 59,483 36,900 37,200 0.699414 G 208 acacacacAAGCAAGCAGGGTATCTTTCTCTTacacacAAACATGcacacacacaCCCACGTACAGacacacacAAacacacacAAACACAATcacacacacaTAGGcacacaAacacacacATACGCATGCACAGAATTACTGacacacCAGAAGCAAacacacacacacacacacacacacacacacAAGTGCATGcacacaTACA

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 1 16 29 190 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA TACTGTTAACGCGCACCCA 81 29 35 20 224 19 60,250 59,633 18,500 45,100 1,616,857 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 16 29 191 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA GTACTGTTAACGCGCACCCA 81 29 35 20 225 20 60,250 60,945 18,500 45,100 1,195,389 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 16 28 189 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA ACTGTTAACGCGCACCCAG 81 28 35 20 223 19 60,250 60,959 18,500 44,500 2,209,350 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 16 28 190 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA TACTGTTAACGCGCACCCAG 81 28 35 20 224 20 60,250 60,668 18,500 44,500 0.918220 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 16 27 188 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA CTGTTAACGCGCACCCAGA 81 27 35 20 222 19 60,250 60,667 18,500 38,600 1,916,676 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 41 5 2 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 18 28 189 GTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgt GTGTCTGGGTGTGGCTTAAC TACTGTTAACGCGCACCCAG 80 28 36 20 224 20 58,764 60,668 20,100 44,500 1,903,820 D 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 68 5 3 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 1 16 2 115 gtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGTGTGTCTGGGTGTGGGTTA CACGTACTGTTAACGCGCAC 2 5 114 20 228 20 59,529 60,179 28,500 53,400 0.650058 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 68 5 3 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 18 6 121 TtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTTTGTGTGTGTCTGGGTGTGG CACACGTACTGTTAACGCGC 6 7 110 20 230 20 60,394 60,179 41,700 68,600 0.572965 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 136 68 5 3 AC TGTGTGTGTGTTTGTCTGGGTGTGGATGGACTGTG NA 0 0 18 5 119 TtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTTTGTGTGTGTCTGGGTGTGG CACGTACTGTTAACGCGCAC 6 5 110 20 228 20 60,394 60,179 41,700 53,400 0.572965 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 1 1 6 4 135 TGAGGAGGCAGAATTAGGgagagaAAATTGAGAAG TGAGGAGGCAGAATTAGGGAGA GCTCACTCCCAACCTCAGAG 70 4 63 22 197 20 60,023 59,751 37,100 33,500 2,271,858 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 0 0 6 4 137 GCTGAGGAGGCAGAATTAGGgagagaAAATTGAGA GCTGAGGAGGCAGAATTAGGG GCTCACTCCCAACCTCAGAG 73 4 61 21 197 20 60,203 59,751 35,300 33,500 1,451,589 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 0 0 6 4 138 GGCTGAGGAGGCAGAATTAGGgagagaAAATTGAG GGCTGAGGAGGCAGAATTAGG GCTCACTCCCAACCTCAGAG 74 4 60 21 197 20 60,203 59,751 26,900 33,500 1,451,589 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 0 0 6 4 148 CACCACTGAAGGCTGAGGAGGCAGAATTAGGgaga CACCACTGAAGGCTGAGGAG GCTCACTCCCAACCTCAGAG 85 4 50 20 197 20 60,037 59,751 36,900 33,500 0.285419 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 0 0 6 4 149 TCACCACTGAAGGCTGAGGAGGCAGAATTAGGgag TCACCACTGAAGGCTGAGGA GCTCACTCCCAACCTCAGAG 86 4 49 20 197 20 60,472 59,751 37,100 33,500 0.720623 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 19 5 1.5 AG GTGTGTGTAAGAGAGAGAG NA 0 0 6 4 150 TTCACCACTGAAGGCTGAGGAGGCAGAATTAGGga TTCACCACTGAAGGCTGAGG GCTCACTCCCAACCTCAGAG 87 4 48 20 197 20 59,602 59,751 38,600 33,500 0.646783 F 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2224:16762:65863 1 35 34 5 2 AC CACACACACACTCACGCACACACACACTCTCTCT NA 1 1 12 9 100 AGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacaAGATTGTAAACTTGTGCCTTGCA TTCGTGTGAGTGTGTGGGTG 9 14 3 23 102 20 59,364 60,461 40,800 46,100 4,097,463 G 164 GTAGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacacaCTCACGcacacacacactctctctCACTCACTCACGCACACCcacacaCTCACACGAACACTcacacacacacaTTCTcacacacacacacacacacacacacacacactctctcacaca

ST‐E00142:460:H2K7HCCXY:6:2224:16762:65863 1 35 34 5 2 AC CACACACACACTCACGCACACACACACTCTCTCT NA 0 0 12 9 101 AGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacaAGATTGTAAACTTGTGCCTTGCA GTTCGTGTGAGTGTGTGGGT 9 15 3 23 103 20 59,364 60,461 40,800 45,100 4,097,639 G 164 GTAGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacacaCTCACGcacacacacactctctctCACTCACTCACGCACACCcacacaCTCACACGAACACTcacacacacacaTTCTcacacacacacacacacacacacacacacactctctcacaca

ST‐E00142:460:H2K7HCCXY:6:2224:16762:65863 1 35 34 5 2 AC CACACACACACTCACGCACACACACACTCTCTCT NA 0 0 12 9 102 AGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacaAGATTGTAAACTTGTGCCTTGCA TGTTCGTGTGAGTGTGTGGG 9 16 3 23 104 20 59,364 60,461 40,800 46,100 4,097,463 G 164 GTAGATTGTAAACTTGTGCCTTGCAtttttCATTcacacacacaCTCACGcacacacacactctctctCACTCACTCACGCACACCcacacaCTCACACGAACACTcacacacacacaTTCTcacacacacacacacacacacacacacacactctctcacaca

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 33 5 2 AC ACACACACACAAAAACACAGAAGCACACACACA NA 0 1 12 2 108 cGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATAT CTTCTGTGTGTGTCTGCGTG 33 2 6 20 113 20 58,988 59,421 12,800 53,400 1,590,770 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 33 5 2 AC ACACACACACAAAAACACAGAAGCACACACACA NA 0 0 12 2 109 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA CTTCTGTGTGTGTCTGCGTG 34 2 5 20 113 20 60,321 59,421 19,000 53,400 0.899366 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 33 5 2 AC ACACACACACAAAAACACAGAAGCACACACACA NA 0 0 14 1 108 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TTCTGTGTGTGTCTGCGTGC 34 1 5 20 112 20 60,321 61,428 19,000 53,400 1,749,053 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:26697:68482 1 89 10 5 1 AG TCTCTCTCTC NA 1 1 12 0 116 TCCctctctATCTCCCTCCAtctctctctcACTAtctctcCACGTCCCTCTCTATCTCCCTCCA AGTGAGAGAGAGGCAGAGTT 0 66 69 20 184 20 57,769 57,397 38,600 30,100 4,833,687 F 201 TGTTTCCCAATCTCTGGACGCGtctctctcTGtctctctctctctctctctctctctctctctcCCTCTCCctctctATCTCCCTCCAtctctctctcACTAtctctcCACGTCTGTCTGTCACTCACTCCCTATTTCCCActctctGTATTATCTGTTTCCAAAACTCTGCctctctctCACTATCTGtctctcTTTGTC

ST‐E00142:460:H2K7HCCXY:6:2224:26697:68482 1 89 10 5 1 AG TCTCTCTCTC NA 0 0 13 0 117 CTCCctctctATCTCCCTCCAtctctctctcACTAtctctcCACCTCCCTCTCTATCTCCCTCCA AGTGAGAGAGAGGCAGAGTT 0 66 68 21 184 20 58,930 57,397 38,600 30,100 4,672,849 F 201 TGTTTCCCAATCTCTGGACGCGtctctctcTGtctctctctctctctctctctctctctctctcCCTCTCCctctctATCTCCCTCCAtctctctctcACTAtctctcCACGTCTGTCTGTCACTCACTCCCTATTTCCCActctctGTATTATCTGTTTCCAAAACTCTGCctctctctCACTATCTGtctctcTTTGTC

ST‐E00142:460:H2K7HCCXY:6:2224:26697:68482 1 89 10 5 1 AG TCTCTCTCTC NA 0 0 16 1 119 CTCTCCctctctATCTCCCTCCAtctctctctcACTAtctctcCCTCTCCCTCTCTATCTCCCTCC AGTGAGAGAGAGGCAGAGTT 1 66 66 22 184 20 59,691 57,397 43,000 30,100 4,911,941 F 201 TGTTTCCCAATCTCTGGACGCGtctctctcTGtctctctctctctctctctctctctctctctcCCTCTCCctctctATCTCCCTCCAtctctctctcACTAtctctcCACGTCTGTCTGTCACTCACTCCCTATTTCCCActctctGTATTATCTGTTTCCAAAACTCTGCctctctctCACTATCTGtctctcTTTGTC

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 1 1 12 45 140 gaCCgagagaTTGACAGCGGGAAACAGAGATAAAGAGACCGAGAGATTGACAGCGG TGACACTTTCCGGCTGTGTA 45 45 7 20 146 20 60,527 59,246 55,200 29,000 1,280,391 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 0 0 12 11 106 GACCGAAAGACAGACAGCGAGGGACAGGCAAaga GACCGAAAGACAGACAGCGA TGACACTTTCCGGCTGTGTA 11 45 41 20 146 20 60,039 59,246 49,300 29,000 0.793303 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 0 0 12 10 105 ACCGAAAGACAGACAGCGAGGGACAGGCAAagagaACCGAAAGACAGACAGCGAG TGACACTTTCCGGCTGTGTA 10 45 42 20 146 20 60,039 59,246 50,300 29,000 0.792941 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 0 0 14 46 142 agaCCgagagaTTGACAGCGGGAAACAGAGATAAAG AGACCGAGAGATTGACAGCG GTGACACTTTCCGGCTGTGT 46 46 6 20 147 20 59,546 60,814 51,800 37,200 1,267,803 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 0 0 14 45 141 agaCCgagagaTTGACAGCGGGAAACAGAGATAAAG AGACCGAGAGATTGACAGCG TGACACTTTCCGGCTGTGTA 46 45 6 20 146 20 59,546 59,246 51,800 29,000 1,207,659 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:7578:55719 1 72 10 5 1 AG AGAGAGAGAG NA 0 0 14 12 107 AGACCGAAAGACAGACAGCGAGGGACAGGCAAag AGACCGAAAGACAGACAGCG TGACACTTTCCGGCTGTGTA 12 45 40 20 146 20 60,039 59,246 51,800 29,000 0.792941 F 226 GGgagagaCCgagagaTTGACAGCGGGAAACAGAGATAAAGACCGAAAGACAGACAGCGAGGGACAGGCAAagagagagagaaaaaGAGCAagagagATTGAAAGAGGGAGAGCgagagagaAAAATACACAGCCGGAAAGTGTCACGGAagagagagagagagagagagagagagagagagGGAGGGAAGGAGaaaaaagagagaTAGTgagagagagaGTGCTG

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 1 1 7 14 106 GCAGATGCTCCCTTTCActctctCACATACAGacacacGGCAGATGCTCCCTTTCACTC GGTGGGTGCGTGCAGTAT 44 14 111 20 216 18 58,622 60,046 35,100 21,200 3,423,850 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 0 0 7 14 106 GCAGATGCTCCCTTTCActctctCACATACAGacacacGGCAGATGCTCCCTTTCACTCT GGTGGGTGCGTGCAGTAT 43 14 111 21 216 18 60,066 60,046 32,400 21,200 3,111,878 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 0 0 7 14 108 GCAGATGCTCCCTTTCActctctCACATACAGacacacGGCAGATGCTCCCTTTCACTCT AAGGTGGGTGCGTGCAGTAT 43 14 111 21 218 20 60,066 62,125 32,400 21,200 3,190,070 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 0 0 13 14 154 ACAAACTGacacacacTGTTAAACAGAAacacacTCAT ACAAACTGACACACACTGTTAAACA GGTGGGTGCGTGCAGTAT 87 14 63 25 216 18 59,760 60,046 28,300 21,200 7,286,058 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 0 0 13 14 156 ACAAACTGacacacacTGTTAAACAGAAacacacTCAT ACAAACTGACACACACTGTTAAACA AAGGTGGGTGCGTGCAGTAT 87 14 63 25 218 20 59,760 62,125 28,300 21,200 7,364,250 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1000_2 2 175 10 5 1 AC ACACACACAC NO 0 0 14 22 140 ACAGAAacacacTCATACACCTTCTAGCAGATGCTCC ACAGAAACACACTCATACACCT TGCTTGAAGGTGGGTGCG 68 22 85 22 224 18 57,310 60,594 40,000 53,400 7,283,915 F 224 acacacacacCCTCAAACAGGTacacacacacacacacacacacacacacacacagagagATACAAACTGacacacacTGTTAAACAGAAacacacTCATACACCTTCTAGCAGATGCTCCCTTTCActctctCACATACAGacacacGCTCACAAacacacATCCaaaaaCAAacacacacacATACACGTGCATGCATACTGCACGCACCCACCTTCAAGCA

cons_gr1015_2 2 43 10 5 1 AC CACACACACA NO 1 1 14 0 90 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC GTGTTTGTGTGTGCGTGAGG 0 35 18 25 107 20 57,150 60,248 41,600 38,600 8,097,858 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 10 5 1 AC CACACACACA NO 0 0 16 0 92 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC GTGTGTTTGTGTGTGCGTGA 0 37 18 25 109 20 57,150 59,833 41,600 43,500 8,016,837 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 10 5 1 AC CACACACACA NO 0 0 18 0 93 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC TGTGTGTTTGTGTGTGCGTG 0 38 18 25 110 20 57,150 60,110 41,600 53,400 7,959,814 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1036_2 2 63 10 5 1 AG TCTCTCTCTC NO 1 1 16‐May 29 113 AACTCCACAGTCTGCCATCGACTCActctctGTTGAATAACTCCACAGTCTGCCATCG CACCGACAGACTGGAATTGGA 33 29 10 20 122 21 60,037 59,998 38,400 35,300 1,038,926 F 212 CCTCTTTCGAACTCCACAGTCTGCCATCGACTCActctctGTTGAATTCCNGTCTCGCGGCGtctctctctcGNACTCCAGTCTCtttttctctctctGACTCCAATTCCAGTCTGTCGGTGtctctctctctcTANCTCCNGTCTGTCGGTGtctctctctctctctctctctctctctctctctctcTNNAATTCCAGTCTGTCAGTGTC

cons_gr1036_2 2 63 10 5 1 AG TCTCTCTCTC NO 0 0 16‐May 29 115 CGAACTCCACAGTCTGCCATCGACTCActctctGTTGACGAACTCCACAGTCTGCCAT CACCGACAGACTGGAATTGGA 35 29 8 20 122 21 60,037 59,998 44,000 35,300 1,038,926 F 212 CCTCTTTCGAACTCCACAGTCTGCCATCGACTCActctctGTTGAATTCCNGTCTCGCGGCGtctctctctcGNACTCCAGTCTCtttttctctctctGACTCCAATTCCAGTCTGTCGGTGtctctctctctcTANCTCCNGTCTGTCGGTGtctctctctctctctctctctctctctctctctctcTNNAATTCCAGTCTGTCAGTGTC

cons_gr1036_2 2 63 10 5 1 AG TCTCTCTCTC NO 0 0 16‐May 29 117 TTCGAACTCCACAGTCTGCCATCGACTCActctctGTT TTCGAACTCCACAGTCTGCC CACCGACAGACTGGAATTGGA 37 29 6 20 122 21 59,966 59,998 48,500 35,300 1,035,478 F 212 CCTCTTTCGAACTCCACAGTCTGCCATCGACTCActctctGTTGAATTCCNGTCTCGCGGCGtctctctctcGNACTCCAGTCTCtttttctctctctGACTCCAATTCCAGTCTGTCGGTGtctctctctctcTANCTCCNGTCTGTCGGTGtctctctctctctctctctctctctctctctctctcTNNAATTCCAGTCTGTCAGTGTC

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 1 2 12 140 CTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtc CTTAGGAGCAATCTGTGAAGGA ACTCTCACTTGTCGCAGCTT 12 76 81 22 220 20 57,522 59,609 33,600 37,400 4,869,065 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 2 12 141 TCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTt TCTTAGGAGCAATCTGTGAAGGA ACTCTCACTTGTCGCAGCTT 12 76 80 23 220 20 58,903 59,609 33,600 37,400 4,487,541 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 2 12 142 TCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTt TCTTAGGAGCAATCTGTGAAGGA AACTCTCACTTGTCGCAGCT 12 77 80 23 221 20 58,903 59,609 33,600 42,400 4,487,541 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 3 9 199 GGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctcGGAGCAATCTGTGAAGGAAGA TGGGCACTGCAGTTATCTGG 9 139 85 21 283 20 57,659 60,035 28,700 38,600 3,375,966 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 4 9 133 AGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctc AGGAGCAATCTGTGAAGGAAGA TCACTTGTCGCAGCTTCACT 9 72 84 22 216 20 59,091 59,895 28,700 34,100 3,013,861 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 4 9 135 AGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctc AGGAGCAATCTGTGAAGGAAGA TCTCACTTGTCGCAGCTTCA 9 74 84 22 218 20 59,091 59,611 28,700 30,200 3,298,031 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 4 9 137 AGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctc AGGAGCAATCTGTGAAGGAAGA ACTCTCACTTGTCGCAGCTT 9 76 84 22 220 20 59,091 59,609 28,700 37,400 3,299,866 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 4 9 199 AGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctc AGGAGCAATCTGTGAAGGAAGA GGGCACTGCAGTTATCTGGA 9 138 84 22 282 20 59,091 59,747 28,700 38,600 3,162,050 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 4 9 200 AGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctc AGGAGCAATCTGTGAAGGAAGA TGGGCACTGCAGTTATCTGG 9 139 84 22 283 20 59,091 60,035 28,700 38,600 2,944,158 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 5 12 90 CTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtc CTTAGGAGCAATCTGTGAAGGA GCGATGTAGGTGAACACTCCA 12 25 81 22 170 21 57,522 60,067 33,600 38,600 5,545,348 A 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 5 12 91 TCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTt TCTTAGGAGCAATCTGTGAAGGA GCGATGTAGGTGAACACTCCA 12 25 80 23 170 21 58,903 60,067 33,600 38,600 5,163,823 A 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 115 10 5 1 AG TCTCTCTCTC NO 0 0 6 12 92 TCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTt TCTTAGGAGCAATCTGTGAAGGA TGCGATGTAGGTGAACACTCC 12 26 80 23 171 21 58,903 60,067 33,600 38,500 5,163,823 A 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1073_2 2 35 45 5 2 AG CTCTCTCTCTTCCTGTCTCTGTCTTGCTCTCTCTCTTT NO 1 1 15 2 96 TGTTCTTCAACCACAacacacTCActctctctctTCCTGTC TGTTCTTCAACCACAACACACT AGGGAAAGAAAGATAGAGAGAGGGA 2 2 11 22 106 25 58,583 60,043 35,500 42,000 8,460,080 G 212 TACATTACAATGTTCTTCAACCACAacacacTCActctctctctTCCTGTCTCTGTCTTGctctctctctTtctctctcTATCCctctctctATCTTTCTTTCCCTCTGTCatatatatNtatatatatatatatatatatatatatataTtatatataAAAatatatatatatatatANACatatatatACatatatTtatataCGAGTGT

cons_gr1073_2 2 35 45 5 2 AG CTCTCTCTCTTCCTGTCTCTGTCTTGCTCTCTCTCTTT NO 0 0 15 0 93 TCTTCAACCACAacacacTCActctctctctTCCTGTCTCT TCTTCAACCACAACACACTCA AGGGAAAGAAAGATAGAGAGAGGGA 0 2 14 21 106 25 57,658 60,043 34,100 42,000 8,385,356 G 212 TACATTACAATGTTCTTCAACCACAacacacTCActctctctctTCCTGTCTCTGTCTTGctctctctctTtctctctcTATCCctctctctATCTTTCTTTCCCTCTGTCatatatatNtatatatatatatatatatatatatatataTtatatataAAAatatatatatatatatANACatatatatACatatatTtatataCGAGTGT

cons_gr1073_2 2 35 45 5 2 AG CTCTCTCTCTTCCTGTCTCTGTCTTGCTCTCTCTCTTT NO 0 0 15 0 95 GTTCTTCAACCACAacacacTCActctctctctTCCTGTCTGTTCTTCAACCACAACACACTCA AGGGAAAGAAAGATAGAGAGAGGGA 0 2 12 23 106 25 59,561 60,043 34,100 42,000 8,481,760 G 212 TACATTACAATGTTCTTCAACCACAacacacTCActctctctctTCCTGTCTCTGTCTTGctctctctctTtctctctcTATCCctctctctATCTTTCTTTCCCTCTGTCatatatatNtatatatatatatatatatatatatatataTtatatataAAAatatatatatatatatANACatatatatACatatatTtatataCGAGTGT

cons_gr111_2 2 219 26 5 1.5 AC CACACACACATTCACACACGCACACA NO 1 1 20 ‐7 91 cacacGCATGCATacacacAGATTCATATACACGcacacCACACGCATGCATACACACA GCGTGTGTGAATCTGTGTGC 14 ‐7 185 20 257 20 59,484 60,385 37,200 45,700 0.901164 F 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 219 26 5 1.5 AC CACACACACATTCACACACGCACACA NO 0 0 20 ‐8 90 cacacGCATGCATacacacAGATTCATATACACGcacacCACACGCATGCATACACACA CGTGTGTGAATCTGTGTGCG 14 ‐8 185 20 256 20 59,484 60,111 37,200 53,400 0.627572 F 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 219 26 5 1.5 AC CACACACACATTCACACACGCACACA NO 0 0 20 ‐8 91 acacacGCATGCATacacacAGATTCATATACACGcacaACACACGCATGCATACACAC CGTGTGTGAATCTGTGTGCG 15 ‐8 184 20 256 20 59,483 60,111 38,200 53,400 0.628011 F 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 1 6 16 108 CAAACACGTAGAAATGACCACGcacacacaCGCACATCAAACACGTAGAAATGACCACG ATTGTCTGGTCTGCGCATGT 16 40 9 22 116 20 58,205 60,322 49,400 32,100 4,116,456 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 7 16 109 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG ATTGTCTGGTCTGCGCATGT 16 40 8 23 116 20 59,753 60,322 49,400 32,100 3,568,619 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 7 16 110 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG AATTGTCTGGTCTGCGCATG 16 41 8 23 117 20 59,753 59,193 49,400 40,600 4,053,567 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 7 16 190 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG TCAACCTATCTTTCAGCAAGTGT 16 118 8 23 197 23 59,753 58,027 49,400 35,500 8,219,867 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 7 16 190 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG TCAACCTATCTTTCAGCAAGTGTG 16 117 8 23 197 24 59,753 59,243 49,400 38,200 8,003,341 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 7 16 191 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG TTCAACCTATCTTTCAGCAAGTGTG 16 117 8 23 198 25 59,753 59,761 49,400 38,200 8,486,005 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 10 8 98 GAAATGACCACGcacacacaCGCACATGcacacacacaAGAAATGACCACGCACACACA ATTGTCTGGTCTGCGCATGT 8 40 19 20 116 20 59,340 60,322 37,200 32,100 0.982407 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 10 8 171 GAAATGACCACGcacacacaCGCACATGcacacacacaAGAAATGACCACGCACACACA TCTTTCAGCAAGTGTGTCTGT 8 112 19 20 189 21 59,340 57,733 37,200 34,100 3,926,998 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 10 7 97 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC ATTGTCTGGTCTGCGCATGT 7 40 20 20 116 20 59,620 60,322 38,200 32,100 0.702297 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 10 7 166 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC TCAGCAAGTGTGTCTGTATGT 7 108 20 20 185 21 59,620 57,249 38,200 22,900 4,131,857 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 10 7 170 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC TCTTTCAGCAAGTGTGTCTGT 7 112 20 20 189 21 59,620 57,733 38,200 34,100 3,646,888 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 10 5 1 AC CACACACACA NO 0 0 12 8 90 GAAATGACCACGcacacacaCGCACATGcacacacacaAGAAATGACCACGCACACACA GTCTGCGCATGTGAGAGAGA 8 32 19 20 108 20 59,340 59,828 37,200 31,000 0.832616 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1179_2 2 88 17 5 1.5 AC CACACAAACACACACAC NO 1 1 14 21 114 AAAGGCCcacacaTACACGTCGGCACAAacacacacAAAAAGGCCCACACATACACGT CCTGTGTGTATGTGTGCGTT 36 21 32 20 145 20 59,890 58,774 44,900 48,400 1,335,577 F 247 CACGCTCaaaaaCGcacacacacacaTACACAAAGGCCcacacaTACACGTCGGCACAAacacacacAACCCTCAGAAATGCATGTGcacacaAacacacacacATTGATNcacacacaTATAGAAACGcacacaTacacacAGGNAATcacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATAAAGacacacacATAAAGacacacacacTCACAAA

cons_gr1179_2 2 88 17 5 1.5 AC CACACAAACACACACAC NO 0 0 14 18 96 GTCGGCACAAacacacacAACCCTCAGAAATGCATGTGTCGGCACAAACACACACAA CCTGTGTGTATGTGTGCGTT 18 21 50 20 145 20 59,831 58,774 33,300 48,400 1,395,085 F 247 CACGCTCaaaaaCGcacacacacacaTACACAAAGGCCcacacaTACACGTCGGCACAAacacacacAACCCTCAGAAATGCATGTGcacacaAacacacacacATTGATNcacacacaTATAGAAACGcacacaTacacacAGGNAATcacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATAAAGacacacacATAAAGacacacacacTCACAAA

cons_gr1179_2 2 88 17 5 1.5 AC CACACAAACACACACAC NO 0 0 14 17 95 TCGGCACAAacacacacAACCCTCAGAAATGCATGTGTCGGCACAAACACACACAAC CCTGTGTGTATGTGTGCGTT 17 21 51 20 145 20 59,831 58,774 33,200 48,400 1,395,085 F 247 CACGCTCaaaaaCGcacacacacacaTACACAAAGGCCcacacaTACACGTCGGCACAAacacacacAACCCTCAGAAATGCATGTGcacacaAacacacacacATTGATNcacacacaTATAGAAACGcacacaTacacacAGGNAATcacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATAAAGacacacacATAAAGacacacacacTCACAAA

cons_gr1185_2 2 64 10 5 1 AC CACACACACA NO 1 1 10 11 104 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT TATCGCCTGTGTGTGTTCCT 43 11 1 20 104 20 57,372 59,026 29,000 33,600 3,601,147 F 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 10 5 1 AC CACACACACA NO 0 0 10 10 103 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT ATCGCCTGTGTGTGTTCCTG 43 10 1 20 103 20 57,372 60,604 29,000 38,600 3,231,221 F 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 10 5 1 AC CACACACACA NO 0 0 12 7 100 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT GCCTGTGTGTGTTCCTGTGT 43 7 1 20 100 20 57,372 60,748 29,000 37,200 3,375,520 F 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 1 1 4 44 140 AAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTAAATGCCGAAGAGAACAAGC AGTTAGATCACTGCCACCTGC 44 45 44 20 183 21 57,003 60,066 40,100 48,500 4,063,339 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 4 10 142 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA AAATGCACCACACCACATGG 79 10 6 23 147 20 57,548 59,319 24,300 36,600 6,132,959 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 4 9 141 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA AATGCACCACACCACATGGA 79 9 6 23 146 20 57,548 60,179 24,300 34,100 5,631,308 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 4 8 140 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA ATGCACCACACCACATGGAA 79 8 6 23 145 20 57,548 60,179 24,300 35,300 5,631,308 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 Apr‐75 42 140 AAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTAAATGCCGAAGAGAACAAGCAG AGTTAGATCACTGCCACCTGC 42 45 44 22 183 21 59,773 60,066 42,400 48,500 3,293,241 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 Apr‐75 9 100 TGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGTGCCGAAGAGAACAAGCAGA AATGCACCACACCACATGGA 41 9 47 20 146 20 59,607 60,179 42,600 34,100 0.571673 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 Apr‐75 8 99 TGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGTGCCGAAGAGAACAAGCAGA ATGCACCACACCACATGGAA 41 8 47 20 145 20 59,607 60,179 42,600 35,300 0.571673 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 Apr‐75 7 98 TGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGTGCCGAAGAGAACAAGCAGA TGCACCACACCACATGGAAT 41 7 47 20 144 20 59,607 60,179 42,600 30,100 0.571673 A 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 5 43 140 AAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTAAATGCCGAAGAGAACAAGCA AGTTAGATCACTGCCACCTGC 43 45 44 21 183 21 58,770 60,066 39,100 48,500 3,295,646 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 6 29 109 ACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATC ACAAGCAGAGTCCTCAGCAC CTGCAGTGGCTCAGTGTGTA 30 29 58 20 166 20 59,965 59,966 44,000 29,000 0.068536 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 6 28 107 AAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTG AAGCAGAGTCCTCAGCACTG CTGCAGTGGCTCAGTGTGTA 28 29 60 20 166 20 59,679 59,966 36,600 29,000 0.354941 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 8 72 205 TCCTGAACACTCCTACTAGATCATTCCTTAATCTTAA TCCTGAACACTCCTACTAGATCA ACTGATCCAATCATTGAACCAATT 76 72 9 23 213 24 57,548 57,138 29,200 23,200 12,314,811 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 8 72 208 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA ACTGATCCAATCATTGAACCAATT 79 72 6 23 213 24 57,548 57,138 24,300 23,200 12,314,811 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 8 25 104 CAGAGTCCTCAGCACTGTGGGAGACCAATCTGGAC CAGAGTCCTCAGCACTGTGG CTGCAGTGGCTCAGTGTGTA 25 29 63 20 166 20 60,038 59,966 41,700 29,000 0.071431 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 9 71 205 TCCTGAACACTCCTACTAGATCATTCCTTAATCTTAA TCCTGAACACTCCTACTAGATCA ACTGATCCAATCATTGAACCAATTT 76 71 9 23 213 25 57,548 57,751 29,200 18,200 12,701,085 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 1 1 10 13 114 GACAAACGacacacAGACGCATATAAACAGGGTcacaGACAAACGACACACAGACGC GTTTGTGTGTGCATGCCTGT 13 43 39 20 152 20 60,043 59,897 51,900 40,000 0.146154 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 10 13 115 GACAAACGacacacAGACGCATATAAACAGGGTcacaGACAAACGACACACAGACGC TGTTTGTGTGTGCATGCCTG 13 44 39 20 153 20 60,043 59,897 51,900 48,500 0.145973 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 11 5 92 ACAAGCATACATATACAGACAAACGacacacAGACG ACAAGCATACATATACAGACAAACG GCTCTGTGCTTGCATGTGC 25 5 22 25 113 19 57,766 60,444 36,000 45,700 8,678,059 B 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 11 5 94 TCACAAGCATACATATACAGACAAACGacacacAGA TCACAAGCATACATATACAGACAAACG GCTCTGTGCTTGCATGTGC 25 5 20 27 113 19 59,990 60,444 36,000 45,700 8,453,963 B 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 12 13 113 GACAAACGacacacAGACGCATATAAACAGGGTcacaGACAAACGACACACAGACGC TTTGTGTGTGCATGCCTGTG 13 42 39 20 151 20 60,043 59,897 51,900 36,600 0.145973 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 12 5 93 CACAAGCATACATATACAGACAAACGacacacAGAC CACAAGCATACATATACAGACAAACG GCTCTGTGCTTGCATGTGC 25 5 21 26 113 19 58,881 60,444 36,000 45,700 8,563,232 B 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 14 44 153 CGcacacaTACATACACAATCACAAGCATACATATAC CGCACACATACATACACAATCACA TGTTTGTGTGTGCATGCCTG 47 44 1 24 153 20 59,907 59,897 35,800 48,500 4,195,337 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 14 43 152 CGcacacaTACATACACAATCACAAGCATACATATAC CGCACACATACATACACAATCACA GTTTGTGTGTGCATGCCTGT 47 43 1 24 152 20 59,907 59,897 35,800 40,000 4,195,519 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr151_3 3 72 18 5 1.5 AC CACACACACAAGCACACA NO 0 0 14 42 151 CGcacacaTACATACACAATCACAAGCATACATATAC CGCACACATACATACACAATCACA TTTGTGTGTGCATGCCTGTG 47 42 1 24 151 20 59,907 59,897 35,800 36,600 4,195,337 F 223 CGcacacaTACATACACAATCACAAGCATACATATACAGACAAACGacacacAGACGCATATAAACAGGGTcacacacacaAGcacacaCGAATGCACATGCAAGCACAGAGCcacacaATGATAAACATGCACAGGCATGcacacacaAacacacCCCcacacacaAAAacacacacacacacacacacacacacacacacacacacacacTCACTCACAAG

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 1 1 12 3 141 AACTCATTGGCCATGGAGGGAATcacacacacaCGAAAACTCATTGGCCATGGAGGG GGAATGTGCGATTCCCTCCA 3 88 91 20 231 20 60,033 60,107 43,000 38,600 0.140027 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 0 0 12 3 148 AACTCATTGGCCATGGAGGGAATcacacacacaCGAAAACTCATTGGCCATGGAGGG TGAGCTGGGAATGTGCGATT 3 95 91 20 238 20 60,033 60,035 43,000 33,400 0.067965 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 0 0 12 3 149 AACTCATTGGCCATGGAGGGAATcacacacacaCGAAAACTCATTGGCCATGGAGGG ATGAGCTGGGAATGTGCGAT 3 96 91 20 239 20 60,033 59,818 43,000 45,800 0.214874 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 0 0 12 1 139 CTCATTGGCCATGGAGGGAATcacacacacaCGAACC CTCATTGGCCATGGAGGGAA GGAATGTGCGATTCCCTCCA 1 88 93 20 231 20 59,740 60,107 39,700 38,600 0.366861 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 0 0 12 0 138 TCATTGGCCATGGAGGGAATcacacacacaCGAACCA TCATTGGCCATGGAGGGAAT GGAATGTGCGATTCCCTCCA 0 88 94 20 231 20 59,064 60,107 30,100 38,600 1,043,156 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr181_2 2 114 10 5 1 AC CACACACACA NO 0 0 13 0 139 CTCATTGGCCATGGAGGGAATcacacacacaCGAACC CTCATTGGCCATGGAGGGAAT GGAATGTGCGATTCCCTCCA 0 88 93 21 231 20 60,133 60,107 30,100 38,600 1,240,476 F 258 TGTGGGGAATCTcacacacacacacacacacacacacacacacacacacacacaTacacacAGCTCGATTGTGGGGAATCATACTAACACAACTCATTGGCCATGGAGGGAATcacacacacaCGAACCAAGCTCATATTCCATGAGCGGAATcacacacaTCCAGCTCATTGATCTTggggggAAGcacacacaGCCAGCCCANCGATTTTGGAGGGAATCGCACATTCCCAGCTCATCGCTCATggggggAATCTC

cons_gr196_2 2 194 10 5 1 AC TGTGTGTGTG NO 1 1 11 0 93 GCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGG GCTGTGTATCTGGATAATATATAGAGC TCCAAACACACAACCCTCACT 0 35 167 27 259 21 57,093 59,716 40,900 34,100 11,190,273 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 194 10 5 1 AC TGTGTGTGTG NO 0 0 11 0 94 GCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGG GCTGTGTATCTGGATAATATATAGAGC GTCCAAACACACAACCCTCAC 0 36 167 27 260 21 57,093 59,596 40,900 35,100 11,310,695 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 194 10 5 1 AC TGTGTGTGTG NO 0 0 11 0 95 GCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGG GCTGTGTATCTGGATAATATATAGAGC TGTCCAAACACACAACCCTCA 0 37 167 27 261 21 57,093 59,995 40,900 38,600 10,911,522 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr218_2 2 255 10 5 1 AC ACACACACAC NO 0 1 May‐75 0 97 AATGACTCACAAGCAGGGACGCCCTCAAATGCATG AATGACTCACAAGCAGGGACG CGAGAGTATGAGACAATGCTTCA 43 0 191 21 287 23 60,609 58,323 47,900 30,200 6,285,607 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 255 10 5 1 AC ACACACACAC NO 0 0 6 0 96 ATGACTCACAAGCAGGGACGCCCTCAAATGCATGC ATGACTCACAAGCAGGGACG CGAGAGTATGAGACAATGCTTCA 43 0 192 20 287 23 60,037 58,323 47,900 30,200 4,713,498 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 255 10 5 1 AC ACACACACAC NO 0 0 7 0 95 TGACTCACAAGCAGGGACGCCCTCAAATGCATGCA TGACTCACAAGCAGGGACG CGAGAGTATGAGACAATGCTTCA 43 0 193 19 287 23 59,633 58,323 47,900 30,200 6,044,017 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr22_19 19 148 28 5 1.5 AC ACACACANACACACACACANACACACAC NO 1 1 Sep‐75 83 300 TCATCCAATTCCTCTTCTGAAGTTTACTGNTCAATCT TCATCCAATTCCTCTTCTGAAGT GAACACAGGTCCTTCTCTGAA 83 145 42 23 341 21 57,231 57,247 30,100 30,200 9,522,275 B 395 TGCTTTGTCCTTAGCTATGCAACATTNTNCAGCTCAATTATTCATCCAATTCCTCTTCTGAAGTTTACTGNTCAATCTNNNNNNNANNNNCNNNCNNNNANNNNNANNNACANNNANANNNNNNNNNACACNNNNNNANNCNNACANacacacANacacacacacANacacacacANANACACANACANNNANNNANNNANNCNCNNNCANNCNCANANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNNNTNGTATCTGTGTTCAGTGNGATATCGATATTCAGAGAAGGACCTGTGTTCAGAAAGGAGTCTGTGCTCAGAGANAGTTCTATGTTCAAACTGGGGACATTGTTC

cons_gr22_19 19 148 28 5 1.5 AC ACACACANACACACACACANACACACAC NO 0 0 Oct‐75 77 299 TCCAATTCCTCTTCTGAAGTTTACTGNTCAATCTNNNTCCAATTCCTCTTCTGAAGTTTACTG CTGAACACAGGTCCTTCTCTGA 77 146 45 26 343 22 59,063 59,370 27,400 32,700 9,566,998 B 395 TGCTTTGTCCTTAGCTATGCAACATTNTNCAGCTCAATTATTCATCCAATTCCTCTTCTGAAGTTTACTGNTCAATCTNNNNNNNANNNNCNNNCNNNNANNNNNANNNACANNNANANNNNNNNNNACACNNNNNNANNCNNACANacacacANacacacacacANacacacacANANACACANACANNNANNNANNNANNCNCNNNCANNCNCANANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNNNTNGTATCTGTGTTCAGTGNGATATCGATATTCAGAGAAGGACCTGTGTTCAGAAAGGAGTCTGTGCTCAGAGANAGTTCTATGTTCAAACTGGGGACATTGTTC

cons_gr22_19 19 148 28 5 1.5 AC ACACACANACACACACACANACACACAC NO 0 0 Nov‐75 81 300 CATCCAATTCCTCTTCTGAAGTTTACTGNTCAATCTNCATCCAATTCCTCTTCTGAAGTTT TGAACACAGGTCCTTCTCTGA 81 146 43 24 342 21 57,169 58,322 26,600 32,700 9,508,788 B 395 TGCTTTGTCCTTAGCTATGCAACATTNTNCAGCTCAATTATTCATCCAATTCCTCTTCTGAAGTTTACTGNTCAATCTNNNNNNNANNNNCNNNCNNNNANNNNNANNNACANNNANANNNNNNNNNACACNNNNNNANNCNNACANacacacANacacacacacANacacacacANANACACANACANNNANNNANNNANNCNCNNNCANNCNCANANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCNNNNTNGTATCTGTGTTCAGTGNGATATCGATATTCAGAGAAGGACCTGTGTTCAGAAAGGAGTCTGTGCTCAGAGANAGTTCTATGTTCAAACTGGGGACATTGTTC

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 1 1 Aug‐75 56 292 CAGGGAGCAGAGACAGAGATNNNNANCNNNNNACAGGGAGCAGAGACAGAGAT ATGCACATGAAGGACAGGTC 186 56 50 20 341 20 58,221 57,880 27,500 38,500 3,899,022 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 Aug‐75 56 293 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAGA ATGCACATGAAGGACAGGTC 187 56 49 20 341 20 60,970 57,880 31,000 38,500 3,089,719 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 Aug‐75 34 270 CAGGGAGCAGAGACAGAGATNNNNANCNNNNNACAGGGAGCAGAGACAGAGAT CCTGTCCCTGCACACTCTTT 186 34 50 20 319 20 58,221 59,891 27,500 25,200 1,888,563 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 Aug‐75 34 271 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAGA CCTGTCCCTGCACACTCTTT 187 34 49 20 319 20 60,970 59,891 31,000 25,200 1,079,260 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 9 56 293 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAG ATGCACATGAAGGACAGGTC 188 56 49 19 341 20 59,483 57,880 33,500 38,500 3,636,693 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 9 34 271 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAG CCTGTCCCTGCACACTCTTT 188 34 49 19 319 20 59,483 59,891 33,500 25,200 1,626,234 F 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 Nov‐25 32 269 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAGA TGTCCCTGCACACTCTTTAG 187 32 49 20 317 20 60,970 57,161 31,000 18,500 3,809,403 A 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 Dec‐25 31 269 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAGA TGTCCCTGCACACTCTTTAGA 187 31 49 20 317 21 60,970 58,675 31,000 21,000 3,295,401 A 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr293_8 8 256 10 5 1 AG GAGAGAGAGA GA_256_265 0 0 13.25 30 269 GCAGGGAGCAGAGACAGAGATNNNNANCNNNNNGCAGGGAGCAGAGACAGAGA TGTCCCTGCACACTCTTTAGAA 187 30 49 20 317 22 60,970 59,296 31,000 21,000 3,673,453 A 394 AAACTGCAGGAATACAACTTTCATAATGAGGTGAtttttttGACTGGGGCAGGGAGCAGAGACAGAGATNNNNANCNNNNNAGNNNNANNNANNNNNNNNNANANNNNNNNNNANNANANCANCTTTANNNNANANTTCTAAANNNNNTGCAGGNANANNNNNNNNNNTNCNTNATGNGNNNATNTNTTTGANNGNGNCAGGNNNCANNNANAGAGNNAGNNANCNANNNANANNGNNNGNNNGNNNNNNNNANNgagagagagaGNNNNGGAGAATAGCAACTTTATACCACAGTTCTAAAGAGTGTGCAGGGACAgggggACCTGTCCTTCATGTGCatatatCTTTGATGGTGACAGGACACATTCagagagCAGTTAACAAAGTAAATGG

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 1 12 2 137 AtcactcactcacAGGCACATGcacacacacaATCATACA ATCACTCACTCACAGGCACA GTGTTTGTGTGCACGTGTGT 2 85 165 20 301 20 58,949 60,110 45,700 37,200 1,160,972 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 0 12 1 136 tcactcactcacAGGCACATGcacacacacaATCATACAG TCACTCACTCACAGGCACAT GTGTTTGTGTGCACGTGTGT 1 85 166 20 301 20 58,949 60,110 32,100 37,200 1,160,972 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 0 12 0 135 cactcactcacAGGCACATGcacacacacaATCATACAGACACTCACTCACAGGCACATG GTGTTTGTGTGCACGTGTGT 0 85 167 20 301 20 58,846 60,110 32,100 37,200 1,264,161 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 0 16 2 158 AtcactcactcacAGGCACATGcacacacacaATCATACA ATCACTCACTCACAGGCACA TTTGTGTCTGTGCGTGTGTG 2 106 165 20 322 20 58,949 59,554 45,700 38,200 1,496,836 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 0 16 1 157 tcactcactcacAGGCACATGcacacacacaATCATACAG TCACTCACTCACAGGCACAT TTTGTGTCTGTGCGTGTGTG 1 106 166 20 322 20 58,949 59,554 32,100 38,200 1,496,836 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 187 10 5 1 AC CACACACACA NO 0 0 16 0 156 cactcactcacAGGCACATGcacacacacaATCATACAGACACTCACTCACAGGCACATG TTTGTGTCTGTGCGTGTGTG 0 106 167 20 322 20 58,846 59,554 32,100 38,200 1,600,026 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA
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cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 1 8 19 128 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT GAGTGCGTGTGCCTTTAAGC 19 51 17 20 144 20 59,678 60,110 40,000 30,900 0.431863 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 10 28 137 GATGCACTGAGACACAAGCGCATACACCTGCCGCA GATGCACTGAGACACAAGCG GAGTGCGTGTGCCTTTAAGC 28 51 8 20 144 20 59,558 60,110 46,800 30,900 0.551725 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 11 28 140 GATGCACTGAGACACAAGCGCATACACCTGCCGCA GATGCACTGAGACACAAGCG TGTGAGTGCGTGTGCCTTT 28 55 8 20 147 19 59,558 60,451 46,800 31,100 1,892,740 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 12 29 141 AGATGCACTGAGACACAAGCGCATACACCTGCCGC AGATGCACTGAGACACAAGC TGTGAGTGCGTGTGCCTTTA 29 54 7 20 147 20 58,194 60,179 40,100 18,500 1,984,939 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 12 28 140 GATGCACTGAGACACAAGCGCATACACCTGCCGCA GATGCACTGAGACACAAGCG TGTGAGTGCGTGTGCCTTTA 28 54 8 20 147 20 59,558 60,179 46,800 18,500 0.620603 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 12 19 131 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT TGTGAGTGCGTGTGCCTTTA 19 54 17 20 147 20 59,678 60,179 40,000 18,500 0.500741 B 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 12 19 148 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT GTATGTGCCTCTCTGCGTGT 19 71 17 20 164 20 59,678 60,109 40,000 44,900 0.430285 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 12 19 150 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT GTGTATGTGCCTCTCTGCGT 19 73 17 20 166 20 59,678 60,109 40,000 52,400 0.430285 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 18 5 1.5 AC CACACAGTCACACACACA NO 0 0 14 19 174 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT ATGTGTGTTTCTGTGTGCGC 19 97 17 20 190 20 59,678 59,971 40,000 60,900 0.350971 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr383_3 3 106 10 5 1 AG GAGAGAGAGA NO 0 1 15 13 92 TAGGGTTCGAGAGGGAGGGACAGAGATTGATACA TAGGGTTCGAGAGGGAGGGA TGTGTCAGTCTCTGTCCCTCT 28 13 58 20 149 21 60,923 59,854 42,000 36,900 2,068,683 B 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 10 5 1 AG GAGAGAGAGA NO 0 0 15 13 93 ATAGGGTTCGAGAGGGAGGGACAGAGATTGATAC ATAGGGTTCGAGAGGGAGGG TGTGTCAGTCTCTGTCCCTCT 29 13 57 20 149 21 59,811 59,854 43,000 36,900 1,334,778 B 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 10 5 1 AG GAGAGAGAGA NO 0 0 16 14 93 ATAGGGTTCGAGAGGGAGGGACAGAGATTGATAC ATAGGGTTCGAGAGGGAGGG TGTGTCAGTCTCTGTCCCTC 29 14 57 20 149 20 59,811 58,378 43,000 43,000 1,810,826 B 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 1 20 ‐32 219 AGGAAACCTATGGTGAGATGGATAAGCagagagagC AGGAAACCTATGGTGAGATGGA TCCTGTCTTGTCCACTCTGC 103 ‐32 30 22 184 20 58,264 59,318 34,100 42,600 4,417,827 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 220 CAGGAAACCTATGGTGAGATGGATAAGCagagagag CAGGAAACCTATGGTGAGATGGA TCCTGTCTTGTCCACTCTGC 103 ‐32 29 23 184 20 59,544 59,318 34,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 221 TCAGGAAACCTATGGTGAGATGGATAAGCagagaga TCAGGAAACCTATGGTGAGATGG TCCTGTCTTGTCCACTCTGC 104 ‐32 28 23 184 20 59,544 59,318 35,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 219 AGGAAACCTATGGTGAGATGGATAAGCagagagagC AGGAAACCTATGGTGAGATGGA TCCTGTCTTGTCCACTCTGC 103 ‐32 30 22 184 20 58,264 59,318 34,100 42,600 4,417,827 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 220 CAGGAAACCTATGGTGAGATGGATAAGCagagagag CAGGAAACCTATGGTGAGATGGA TCCTGTCTTGTCCACTCTGC 103 ‐32 29 23 184 20 59,544 59,318 34,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 221 TCAGGAAACCTATGGTGAGATGGATAAGCagagaga TCAGGAAACCTATGGTGAGATGG TCCTGTCTTGTCCACTCTGC 104 ‐32 28 23 184 20 59,544 59,318 35,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 248 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCCCCTACACTTTCTTTACTAAACTCC TCCTGTCTTGTCCACTCTGC 129 ‐32 1 25 184 20 57,098 59,318 38,500 42,600 8,584,120 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 20 ‐32 248 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCCCCTACACTTTCTTTACTAAACTCCT TCCTGTCTTGTCCACTCTGC 128 ‐32 1 26 184 20 58,322 59,318 36,900 42,600 8,359,625 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 155 42 5 2 AG GAGAGAGAGAGCAGAGTGGACAAGACAGGAATGANO 0 0 21 ‐32 249 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCCCCTACACTTTCTTTACTAAACTCCT TTCCTGTCTTGTCCACTCTGC 128 ‐32 1 26 185 21 58,322 59,929 36,900 42,600 8,748,649 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr466_2 2 73 10 5 1 AC CACACACACA NO 1 1 14 16 90 AACACATacacacTCAGACACAGACAGacacacTAaca AACACATACACACTCAGACACAGA CGCATGTGTCTGTGTGTGAG 20 16 29 24 118 20 59,901 59,490 34,100 35,100 4,609,348 F 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 10 5 1 AC CACACACACA NO 0 0 15 18 90 ACACATacacacTCAGACACAGACAGacacacTAacacaACACATACACACTCAGACACAGA GCGCATGTGTCTGTGTGTG 20 18 30 23 119 19 59,363 60,083 34,100 38,200 4,719,326 F 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 10 5 1 AC CACACACACA NO 0 0 15 18 90 ACATacacacTCAGACACAGACAGacacacTAacacacAACATACACACTCAGACACAGACA GTGCGCATGTGTCTGTGTG 18 20 32 23 121 19 59,363 60,083 34,100 38,200 4,719,326 F 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 1 8 11 134 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA GCCTTTGTGCTTGCATTCCT 11 73 96 20 229 20 58,100 59,681 39,600 33,600 2,219,651 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 0 8 11 135 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA TGCCTTTGTGCTTGCATTCC 11 74 96 20 230 20 58,100 59,966 39,600 30,100 1,934,026 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 0 8 11 139 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA TGTTTGCCTTTGTGCTTGCA 11 78 96 20 234 20 58,100 59,751 39,600 40,800 2,148,811 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 0 8 11 142 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA GCCTGTTTGCCTTTGTGCTT 11 81 96 20 237 20 58,100 60,179 39,600 39,100 2,079,321 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 0 8 11 145 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA CCTGCCTGTTTGCCTTTGTG 11 84 96 20 240 20 58,100 60,250 39,600 33,300 2,149,818 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 127 10 5 1 AC ACACACACAC NO 0 0 8 11 149 AGCTcacacaATCACATGCATATGTACACATacacaca AGCTCACACAATCACATGCA AGTTCCTGCCTGTTTGCCTT 11 88 96 20 244 20 58,100 60,106 39,600 43,500 2,006,260 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr591_2 2 227 10 5 1 AC TGTGTGTGTG NO 0 1 14 0 138 CGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTT CGTGCGCGTGTGAGTGATTA ACATCAGCCATAATCACTCACT 86 0 121 20 258 22 61,341 57,232 17,500 34,100 6,108,947 B 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 227 10 5 1 AC TGTGTGTGTG NO 0 0 15 0 135 GCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGA GCGCGTGTGAGTGATTATACC ACATCAGCCATAATCACTCACT 82 0 124 21 258 22 59,479 57,232 27,300 34,100 6,289,001 B 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 227 10 5 1 AC TGTGTGTGTG NO 0 0 16 0 137 GTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTT GTGCGCGTGTGAGTGATTAT ACATCAGCCATAATCACTCACT 85 0 122 20 258 22 59,001 57,232 12,800 34,100 5,766,984 B 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr66_2 2 55 44 5 2 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT NO 1 1 16 0 90 TGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtg TGACTGTGTGCATCAGGGAC GTCCCTGACACACACAGTTA 6 0 29 20 118 20 59,965 57,097 44,600 22,400 2,938,022 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr66_2 2 55 44 5 2 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT NO 0 0 16 0 91 GTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgAC GTGACTGTGTGCATCAGGGA GTCCCTGACACACACAGTTA 7 0 28 20 118 20 59,965 57,097 42,000 22,400 2,938,022 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr66_2 2 55 44 5 2 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT NO 0 0 16 0 92 TGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgA TGTGACTGTGTGCATCAGGG GTCCCTGACACACACAGTTA 8 0 27 20 118 20 60,250 57,097 44,500 22,400 3,153,129 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 1 1 7 18 137 TGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCTGGAGACTCCAGGCCAATCC GCTCTCTCGCTTCTCTTGCT 61 18 7 20 143 20 61,275 59,827 30,100 39,100 1,447,957 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 0 0 10 23 142 TGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCTGGAGACTCCAGGCCAATCC TTCTCGCTCTCTCGCTTCTC 61 23 7 20 148 20 61,275 59,270 30,100 28,700 2,004,967 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 0 0 10 22 140 GGAGACTCCAGGCCAATCCTggggggTTGGCAACCC GGAGACTCCAGGCCAATCC TCTCGCTCTCTCGCTTCTCT 61 22 8 19 147 20 59,471 60,108 30,100 31,000 1,637,206 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 0 0 10 22 141 TGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCTGGAGACTCCAGGCCAATCC TCTCGCTCTCTCGCTTCTCT 61 22 7 20 147 20 61,275 60,108 30,100 31,000 1,382,599 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 0 0 Oct‐75 10 128 GGAGACTCCAGGCCAATCCTggggggTTGGCAACCC GGAGACTCCAGGCCAATCC GCTTCTCTTGCTCTCTCGCT 61 10 8 19 135 20 59,471 59,827 30,100 49,300 1,702,564 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr692_2 2 88 18 5 1.5 AG AGAGAGAAAGAGAGAGAG NO 0 0 Oct‐75 10 129 TGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCTGGAGACTCCAGGCCAATCC GCTTCTCTTGCTCTCTCGCT 61 10 7 20 135 20 61,275 59,827 30,100 49,300 1,447,957 F 234 AATCCCTGGAGACTCCAGGCCAATCCTggggggTTGGCAACCCCAGTGAGATACCATAAGCATGCTATCAGGAACTGATACTGTTGAagagagAAagagagagagACAGAGAAAGAGCgagagaGCAAGAGAAGCgagagaGCGAGAAAGANAAagagagagANAGAGAAagagagANANagagagagagagagagagagagagagagagagagagagagagagagagagATTC

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 1 11 15 121 CCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAACCGCTTCTATTTGCACACTGG AGTGTGCCAATAGAGCAGGAA 46 15 27 21 147 21 59,869 59,370 40,000 33,600 2,761,496 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 11 15 141 GCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACAGCTAATTTATTAGTTGTAGTCCGCT AGTGTGCCAATAGAGCAGGAA 62 15 7 25 147 21 57,289 59,370 55,200 33,600 9,341,135 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 108 CACACTGGTTTCctctctCCCTCAAAATTATAAATTAA CACACTGGTTTCCTCTCTCCC AGTGTGCCAATAGAGCAGGA 33 16 40 21 147 20 59,997 58,721 43,000 38,600 2,282,041 F 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 120 CGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAACGCTTCTATTTGCACACTGGT AGTGTGCCAATAGAGCAGGA 45 16 28 21 147 20 59,193 58,721 40,000 38,600 3,086,039 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 121 CCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAACCGCTTCTATTTGCACACTGG AGTGTGCCAATAGAGCAGGA 46 16 27 21 147 20 59,869 58,721 40,000 38,600 2,410,623 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 141 GCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACAGCTAATTTATTAGTTGTAGTCCGCTT AGTGTGCCAATAGAGCAGGA 61 16 7 26 147 20 57,860 58,721 46,800 38,600 9,419,017 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 141 GCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACAGCTAATTTATTAGTTGTAGTCCGCT AGTGTGCCAATAGAGCAGGA 62 16 7 25 147 20 57,289 58,721 55,200 38,600 8,990,262 B 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 142 cGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCAC CGCTAATTTATTAGTTGTAGTCCGC AGTGTGCCAATAGAGCAGGA 63 16 6 25 147 20 58,421 58,721 55,400 38,600 7,858,187 F 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 142 cGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCAC CGCTAATTTATTAGTTGTAGTCCGCT AGTGTGCCAATAGAGCAGGA 62 16 6 26 147 20 59,580 58,721 55,200 38,600 7,699,505 F 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 12 16 143 tcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCA TCGCTAATTTATTAGTTGTAGTCCGC AGTGTGCCAATAGAGCAGGA 63 16 5 26 147 20 59,581 58,721 55,400 38,600 7,698,316 F 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 18 5 1.5 AG GTGTGTTGCTCTCTCTCT NO 0 0 13 16 110 TGCACACTGGTTTCctctctCCCTCAAAATTATAAATTATGCACACTGGTTTCCTCTCTC AGTGTGCCAATAGAGCAGGA 35 16 38 21 147 20 59,929 58,721 32,000 38,600 2,350,254 F 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 1 8 25 108 TAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGA TAGGATGTGAGGCAGGCAGA ACTCACATCGTGCTAGTCTCA 32 25 111 20 218 21 60,326 58,563 42,600 32,700 2,762,991 B 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 10 24 100 GAGGCAGGCAGATAAAGCGAGTGAGACagagagTG GAGGCAGGCAGATAAAGCGA ACTCACATCGTGCTAGTCTCA 24 25 119 20 218 21 60,179 58,563 49,300 32,700 2,616,486 B 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 10 23 99 AGGCAGGCAGATAAAGCGAGTGAGACagagagTGA AGGCAGGCAGATAAAGCGAG ACTCACATCGTGCTAGTCTCA 23 25 120 20 218 21 60,179 58,563 50,300 32,700 2,616,475 B 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 12 32 140 TAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGA TAGGATGTGAGGCAGGCAGA TCACACTGGCTCTCTCTGTC 32 58 111 20 250 20 60,326 58,748 42,600 35,100 1,577,752 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 13 33 140 ATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAG ATAGGATGTGAGGCAGGCAG CACACTGGCTCTCTCTGTCTC 33 56 110 20 249 21 59,236 59,798 48,500 33,600 1,965,766 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 13 32 140 TAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGA TAGGATGTGAGGCAGGCAGA TCACACTGGCTCTCTCTGTCT 32 57 111 20 250 21 60,326 60,203 42,600 34,100 1,528,566 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 14 24 127 GAGGCAGGCAGATAAAGCGAGTGAGACagagagTG GAGGCAGGCAGATAAAGCGA CTGGCTCTCTCTGTCTCCCT 24 53 119 20 245 20 60,179 60,033 49,300 42,000 0.212281 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 14 23 125 AGGCAGGCAGATAAAGCGAGTGAGACagagagTGA AGGCAGGCAGATAAAGCGAG TGGCTCTCTCTGTCTCCCTC 23 52 120 20 244 20 60,179 60,034 50,300 43,000 0.212663 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 163 10 5 1 AG GAGAGAGAGA GA_163_172 0 0 14 23 126 AGGCAGGCAGATAAAGCGAGTGAGACagagagTGA AGGCAGGCAGATAAAGCGAG CTGGCTCTCTCTGTCTCCCT 23 53 120 20 245 20 60,179 60,033 50,300 42,000 0.212270 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 1 1 10 27 142 TCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTATCTCCCTCCCTCGTTCTCTC AGTGAACAGGAGAATATGTCAAAGA 50 27 94 20 235 25 59,744 57,991 32,000 25,200 7,265,644 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 0 0 12 27 141 CTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtCTCCCTCCCTCGTTCTCTCT AGTGAACAGGAGAATATGTCAAAGA 49 27 95 20 235 25 59,742 57,991 31,000 25,200 7,266,796 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 0 0 14 27 139 CCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttt CCCTCCCTCGTTCTCTCTCT AGTGAACAGGAGAATATGTCAAAGA 47 27 97 20 235 25 59,742 57,991 31,000 25,200 7,266,796 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 0 0 14 27 140 TCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtt TCCCTCCCTCGTTCTCTCTC AGTGAACAGGAGAATATGTCAAAGA 48 27 96 20 235 25 59,744 57,991 32,000 25,200 7,265,644 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 0 0 14 26 139 TCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtt TCCCTCCCTCGTTCTCTCTC GTGAACAGGAGAATATGTCAAAGAA 48 26 96 20 234 25 59,744 57,327 32,000 25,200 7,929,447 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr785_3 3 164 20 5 1.5 AG TCTCTCTCTCTTTCTCTCTC NO 0 0 14 26 139 CCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttt CCCTCCCTCGTTCTCTCTCT AGTGAACAGGAGAATATGTCAAAGAA 47 26 97 20 235 26 59,742 58,547 31,000 25,200 7,711,009 F 263 ATTAACCATGCTCtttttCCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTAGGTAATGCGACTGTAGCTCACTCAGATTCTATCTCCCTCCCTCGTtctctctcTTTCTAtctctcTTtctctcTAtttttCTCGCTCGCGctctctctCGAtctctctctcTTtctctctcCCTCttttttCTTTCTTtctctctcTTTCTTTGACATATTCTCCTGTTCACTATTTTATCCTATCTTCAATTGATCTGTC

cons_gr802_2 2 179 34 5 2 AG AGAGAGAGAGGCATGCCAGTGACTGAGAGAGAGANO 1 1 13‐May 3 90 CAGTGAGGCGATGTTCCAGTgagagaAAGAAagagagCAGTGAGGCGATGTTCCAGT TGGGATTCTCTCTCACTCACTG 11 3 148 20 237 22 60,037 58,905 40,000 36,600 3,132,284 G 258 AGTGAGAGGGAGAGGCTCCAGTgagagagagagagagagagagagagagagagagagagagaNTCNCANNgagagagagagaNAGGGNNNagagagANagagagagagagANGGCNAGNGAGAGCAGTAagagagagagagATATGCCAGTGAGGCGATGTTCCAGTgagagaAAGAAagagagagagGCATGCCAGTGACTgagagagagaTCCCAGTGAGTgagagagaATCCCATTgagagagagagaTCCCAGT

cons_gr802_2 2 179 34 5 2 AG AGAGAGAGAGGCATGCCAGTGACTGAGAGAGAGANO 0 0 14 2 90 CCAGTGAGGCGATGTTCCAGTgagagaAAGAAagagaCCAGTGAGGCGATGTTCCAG GGGATTCTCTCTCACTCACTGG 12 2 147 20 236 22 60,742 59,570 38,600 40,000 3,172,613 G 258 AGTGAGAGGGAGAGGCTCCAGTgagagagagagagagagagagagagagagagagagagagaNTCNCANNgagagagagagaNAGGGNNNagagagANagagagagagagANGGCNAGNGAGAGCAGTAagagagagagagATATGCCAGTGAGGCGATGTTCCAGTgagagaAAGAAagagagagagGCATGCCAGTGACTgagagagagaTCCCAGTGAGTgagagagaATCCCATTgagagagagagaTCCCAGT

cons_gr802_2 2 179 34 5 2 AG AGAGAGAGAGGCATGCCAGTGACTGAGAGAGAGANO 0 0 14‐May 4 90 CAGTGAGGCGATGTTCCAGTgagagaAAGAAagagagCAGTGAGGCGATGTTCCAGT TGGGATTCTCTCTCACTCACT 11 4 148 20 237 21 60,037 57,535 40,000 34,100 3,501,673 G 258 AGTGAGAGGGAGAGGCTCCAGTgagagagagagagagagagagagagagagagagagagagaNTCNCANNgagagagagagaNAGGGNNNagagagANagagagagagagANGGCNAGNGAGAGCAGTAagagagagagagATATGCCAGTGAGGCGATGTTCCAGTgagagaAAGAAagagagagagGCATGCCAGTGACTgagagagagaTCCCAGTGAGTgagagagaATCCCATTgagagagagagaTCCCAGT

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 1 1 Apr‐75 1 91 ACTAAACCACAGGCGCAGAAGcacacacacaAATACAACTAAACCACAGGCGCAGAA TTTCTCAGCAGGTGCCTGTC 1 40 2 20 92 20 59,892 60,250 30,200 35,100 0.358298 A 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 6 1 101 ACTAAACCACAGGCGCAGAAGcacacacacaAATACAACTAAACCACAGGCGCAGAA CGCGTTTGTGTTTCTCAGCA 1 50 2 20 102 20 59,892 59,973 30,200 44,100 0.135286 A 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 Jun‐75 2 102 CACTAAACCACAGGCGCAGAAGcacacacacaAATACCACTAAACCACAGGCGCAGA CGCGTTTGTGTTTCTCAGCA 2 50 1 20 102 20 60,603 59,973 42,600 44,100 0.630093 A 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 8 1 116 ACTAAACCACAGGCGCAGAAGcacacacacaAATACAACTAAACCACAGGCGCAGAA TGTTGTGTGTGTATCCGCGT 1 65 2 20 117 20 59,892 60,250 30,200 60,100 0.357362 F 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 12 2 143 CACTAAACCACAGGCGCAGAAGcacacacacaAATACCACTAAACCACAGGCGCAGA GTGCATGTGCTTGTGTGTTT 2 91 1 20 143 20 60,603 58,075 42,600 28,300 2,527,868 F 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 12 1 142 ACTAAACCACAGGCGCAGAAGcacacacacaAATACAACTAAACCACAGGCGCAGAA GTGCATGTGCTTGTGTGTTT 1 91 2 20 143 20 59,892 58,075 30,200 28,300 2,033,060 F 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr84_2 2 23 10 5 1 AC CACACACACA NO 0 0 12 0 141 CTAAACCACAGGCGCAGAAGcacacacacaAATACACCTAAACCACAGGCGCAGAAG GTGCATGTGCTTGTGTGTTT 0 91 3 20 143 20 59,201 58,075 28,500 28,300 2,724,005 F 242 CACTAAACCACAGGCGCAGAAGcacacacacaAATACACCCACACGTGCANGCTTTTGAAAACAATTTCTCTGACAGGCACCTGCTGAGAAACACAAACGCGGATacacacacAACAACAGaaaaacacacaAGCACATGCACNCATATGcacacacacacacacacacacacacacacacacacacacacacacaCGcacacaCGcacacacacacacacaCCTCTCACCAACACATTTCC

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 1 12 6 94 TACATTCGcacacacaCCCACACCTGTACACGCAGacaTACATTCGCACACACACCCA TATGGGTGTGTGTCTCTGCG 30 6 28 20 121 20 59,893 59,754 45,100 51,800 0.353255 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 0 12 6 95 CTACATTCGcacacacaCCCACACCTGTACACGCAGacCTACATTCGCACACACACCC TATGGGTGTGTGTCTCTGCG 31 6 27 20 121 20 59,204 59,754 46,100 51,800 1,042,673 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 0 12 6 121 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACA TATGGGTGTGTGTCTCTGCG 57 6 1 20 121 20 59,554 59,754 37,200 51,800 0.692189 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 0 13 27 143 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACA CAAGTGTGAGTGTGTGTGCAT 57 27 1 20 143 21 59,554 59,328 37,200 39,600 2,118,192 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 0 14 28 143 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACAA CAAGTGTGAGTGTGTGTGCA 56 28 1 21 143 20 60,136 58,914 33,300 45,700 2,221,724 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 18 5 1.5 AC CACACACACACCCACACA NO 0 0 14 28 143 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACA CAAGTGTGAGTGTGTGTGCA 57 28 1 20 143 20 59,554 58,914 37,200 45,700 1,531,722 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 1 1 4 18 111 CCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGCC TCACTTAAGTGTGTGACCACCA 41 18 145 20 255 22 60,322 59,498 48,500 41,700 2,824,139 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 4 18 112 TCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGC TCACTTAAGTGTGTGACCACCA 42 18 144 20 255 22 59,313 59,498 42,600 41,700 3,189,485 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 4 1 96 CCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGCC ACCACCATTTAAACAGAAGAAGGC 41 1 145 20 240 24 60,322 59,719 48,500 43,500 4,602,938 A 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 4 0 95 CCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGCC CCACCATTTAAACAGAAGAAGGCA 41 0 145 20 239 24 60,322 59,719 48,500 47,500 4,602,686 A 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 4 0 96 TCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGC CCACCATTTAAACAGAAGAAGGCA 42 0 144 20 239 24 59,313 59,719 42,600 47,500 4,968,031 A 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 5 18 110 CCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATCCTTTCTGTCACCCTCTGCC CACTTAAGTGTGTGACCACCA 41 18 145 20 254 21 60,322 58,087 48,500 41,700 3,234,779 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 9 18 140 AAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCAAATGTCTCTGCTTCTCTCCCA TCACTTAAGTGTGTGACCACCA 68 18 116 22 255 22 59,091 59,498 43,700 41,700 5,411,136 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 10 18 140 AATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCAAATGTCTCTGCTTCTCTCCCAC ATCACTTAAGTGTGTGACCACCA 67 18 117 22 256 23 59,764 59,864 46,100 41,700 5,371,610 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr857_2 2 206 10 5 1 AG CTCTCTCTCT NO 0 0 11 19 140 ATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCAC ATGTCTCTGCTTCTCTCCCAC CATCACTTAAGTGTGTGACCACC 67 19 118 21 257 23 59,170 59,502 46,100 46,100 5,328,875 F 271 CTGAAGATCTATGGGGTGATTTAGATTGtatatatataATATGCatatatACATTATAAatatatatatatatatatatatatatatatatacacacacacacacAGNTACTTGTAAATGTCTCTGCTtctctcCCACTCTAATCCTTTCTGTCACCCTCTGCCNTTCTGCTTATCTTTTATTTATCTTCTCCTAGTATTACACActctctctctTGCCTTCTTCTGTTTAAATGGTGGTcacacaCTTAAGTGATGATTCTGCAtctctc

cons_gr870_2 2 168 20 5 1.5 AC TGTGTGTGTGAGAGAGAGAG NO 0 1 18 7 90 TGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTC TGCGTGTGTGTCTGTGTGT ACACGTCTCTCTCACACACA 24 7 125 19 214 20 60,079 58,610 37,200 37,200 2,469,030 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 20 5 1.5 AC TGTGTGTGTGAGAGAGAGAG NO 0 0 18 7 91 GTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTGTGCGTGTGTGTCTGTGTG ACACGTCTCTCTCACACACA 25 7 124 19 214 20 59,652 58,610 38,200 37,200 2,737,805 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 20 5 1.5 AC TGTGTGTGTGAGAGAGAGAG NO 0 0 18 7 92 TGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTGTGCGTGTGTGTCTGTGT ACACGTCTCTCTCACACACA 26 7 123 19 214 20 60,079 58,610 37,200 37,200 2,469,030 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 1 1 7 8 90 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGAGTGAGATATCCAGAGAGACT 29 8 59 20 148 23 59,533 57,355 49,300 32,400 6,112,019 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 7 6 90 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGAGTGAGATATCCAGAGAGACTGT 29 6 59 20 148 25 59,533 60,104 49,300 35,500 5,571,114 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 7 6 146 ACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACAGCCACACTTAAAGAATCAAACA TGAGTGAGATATCCAGAGAGACTGT 80 6 3 25 148 25 59,640 60,104 28,300 35,500 10,463,727 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 8 7 90 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGAGTGAGATATCCAGAGAGACTG 29 7 59 20 148 24 59,533 58,624 49,300 35,100 5,842,736 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 9 4 144 ACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACAGCCACACTTAAAGAATCAAACA AGTGAGATATCCAGAGAGACTGTGA 80 4 3 25 146 25 59,640 60,104 28,300 35,800 10,463,727 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 10 5 1 AG TCTCTCTCTC TC_108_117 0 0 10 4 143 ACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACAGCCACACTTAAAGAATCAAACA GTGAGATATCCAGAGAGACTGTGA 80 4 3 25 145 24 59,640 58,870 28,300 35,800 10,489,210 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 1 22 32 201 GGCCTGGTCCATATTGATAACCGNNNNTNNNTNN GGCCTGGTCCATATTGATAACC TCCTGAGCCACTCTCGGTTA 32 89 3 22 203 20 58,578 59,961 28,500 28,500 3,461,024 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 31 172 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GACCAGGCCTTGAGAGAAGG 31 61 4 22 175 20 58,926 59,748 44,400 34,600 3,326,047 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 31 173 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GGACCAGGCCTTGAGAGAAG 31 62 4 22 176 20 58,926 59,748 44,400 28,500 3,326,047 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 31 200 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG TCCTGAGCCACTCTCGGTTA 31 89 4 22 203 20 58,926 59,961 44,400 28,500 3,113,593 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 28 140 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GCTCTGGGAATAGTTCATGGC 31 28 4 22 143 21 58,926 58,775 44,400 44,000 5,299,880 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 27 139 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG CTCTGGGAATAGTTCATGGCT 31 27 4 22 142 21 58,926 57,147 44,400 47,500 6,927,768 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 27 140 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GCTCTGGGAATAGTTCATGGCT 31 27 4 22 143 22 58,926 60,159 44,400 47,500 5,233,108 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 26 139 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG CTCTGGGAATAGTTCATGGCTA 31 26 4 22 142 22 58,926 57,037 44,400 39,300 8,037,730 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 25 139 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG CTCTGGGAATAGTTCATGGCTAT 31 25 4 22 142 23 58,926 57,504 44,400 29,700 8,570,338 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 8 122 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GGCTATGTGTGTGTACATGTGTG 31 8 4 22 125 23 58,926 59,875 44,400 38,200 6,199,558 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 5 117 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG TGTGTGTGTACATGTGTGTGT 31 5 4 22 120 21 58,926 58,021 44,400 37,200 6,053,652 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 32 174 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC GACCAGGCCTTGAGAGAAGG 32 61 2 23 175 20 59,925 59,748 28,500 34,600 3,326,173 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 32 202 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC TCCTGAGCCACTCTCGGTTA 32 89 2 23 203 20 59,925 59,961 28,500 28,500 3,113,719 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 27 142 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC GCTCTGGGAATAGTTCATGGCT 32 27 2 23 143 22 59,925 60,159 28,500 47,500 5,233,235 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 38 5 2 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 5 119 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC TGTGTGTGTACATGTGTGTGT 32 5 2 23 120 21 59,925 58,021 28,500 37,200 6,053,778 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr924_2 2 77 10 5 1 AC ACACACACAC NO 1 1 12 6 94 CCACACTcacacacaAACGCACATGCCTACCCAAACA CCACACTCACACACAAACGC CTGTACGTGTGTGAGTGTATATGT 34 6 23 20 116 24 60,248 58,362 48,400 22,900 5,885,863 F 158 AGTCGCAAAGacacacacGCAACCACACTcacacacaAACGCACATGCCTACCCAAACACCAACACCCACCTGCCTacacacacacAAAGTAACATATACACTcacacaCGTACAGacacacacacacacacacacacacacacacTCATAAAACTCA

cons_gr924_2 2 77 10 5 1 AC ACACACACAC NO 0 0 13 6 93 CCACACTcacacacaAACGCACATGCCTACCCAAACA CCACACTCACACACAAACGC TGTACGTGTGTGAGTGTATATGT 34 6 23 20 115 23 60,248 57,368 48,400 22,900 5,880,298 F 158 AGTCGCAAAGacacacacGCAACCACACTcacacacaAACGCACATGCCTACCCAAACACCAACACCCACCTGCCTacacacacacAAAGTAACATATACACTcacacaCGTACAGacacacacacacacacacacacacacacacTCATAAAACTCA

cons_gr924_2 2 77 10 5 1 AC ACACACACAC NO 0 0 14 6 90 CACTcacacacaAACGCACATGCCTACCCAAACACCA CACTCACACACAAACGCACA TGTACGTGTGTGAGTGTATATGT 31 6 26 20 115 23 59,554 57,368 45,700 22,900 6,078,073 F 158 AGTCGCAAAGacacacacGCAACCACACTcacacacaAACGCACATGCCTACCCAAACACCAACACCCACCTGCCTacacacacacAAAGTAACATATACACTcacacaCGTACAGacacacacacacacacacacacacacacacTCATAAAACTCA

cons_gr94_2 2 194 10 5 1 AC TGTGTGTGTG NO 0 1 14 1 91 GTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCGTGCCTGCCTGTAGACATGT GGCACGCTCACACAGATACA 1 40 173 20 263 20 60,036 60,390 32,100 22,900 0.425827 F 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 194 10 5 1 AC TGTGTGTGTG NO 0 0 14 1 92 GTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCGTGCCTGCCTGTAGACATGT AGGCACGCTCACACAGATAC 1 41 173 20 264 20 60,036 60,109 32,100 22,400 0.144625 F 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 194 10 5 1 AC TGTGTGTGTG NO 0 0 14 1 93 GTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCGTGCCTGCCTGTAGACATGT CAGGCACGCTCACACAGATA 1 42 173 20 265 20 60,036 60,109 32,100 19,800 0.144672 F 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 1 11 12 115 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA GTTTGTGCATGAGTGTGTGC 12 52 25 21 139 20 58,901 58,520 37,200 45,700 3,578,819 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 0 11 12 116 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA TGTTTGTGCATGAGTGTGTGC 12 52 25 21 140 21 58,901 60,202 37,200 45,700 3,300,893 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 0 11 11 116 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACAA TGTTTGTGCATGAGTGTGTGC 11 52 25 22 140 21 59,505 60,202 33,300 45,700 3,697,549 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 0 12 30 140 TCCTGACTCTCACATACACAAACATGCAGAAACAACTCCTGACTCTCACATACACAAACA ATGTGTTTGTGCATGAGTGTGT 30 54 4 24 143 22 59,656 59,311 28,300 37,200 7,033,284 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 0 13 34 141 CATCCTGACTCTCACATACACAAACATGCAGAAACACATCCTGACTCTCACATACACA TGTGTTTGTGCATGAGTGTGT 34 54 2 22 142 21 57,274 58,909 37,200 37,200 6,816,550 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 10 5 1 AG CTCTCTCTCT NO 0 0 14 34 141 CATCCTGACTCTCACATACACAAACATGCAGAAACACATCCTGACTCTCACATACACA TGTGTTTGTGCATGAGTGTGTG 34 53 2 22 142 22 57,274 60,159 37,200 38,200 6,885,197 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr980_2 2 220 10 5 1 AC TGTGTGTGTG NO 1 1 12 5 102 GCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGGCAGTATCCAGCACAGGGAG ACTCACTCACTCAGACTCACAC 45 5 155 20 256 22 60,179 59,379 43,000 38,200 2,800,117 F 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 220 10 5 1 AC TGTGTGTGTG NO 0 0 12 5 105 TTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTTTGGCAGTATCCAGCACAGG ACTCACTCACTCAGACTCACAC 48 5 152 20 256 22 60,035 59,379 40,000 38,200 2,656,207 F 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 220 10 5 1 AC TGTGTGTGTG NO 0 0 14 3 103 TTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTTTGGCAGTATCCAGCACAGG TCACTCACTCAGACTCACACTC 48 3 152 20 254 22 60,035 59,118 40,000 35,100 2,916,665 F 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr999_2 2 158 10 5 1 AC GTGTGTGTGT NO 0 1 8 25 102 CGTgagagagaGGCTTATGCTTGTGTCAGTAAATATG CGTGAGAGAGAGGCTTATGCT CAGACAAACACACACCGCAC 25 26 112 21 213 20 59,319 60,248 37,900 53,400 1,928,789 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 158 10 5 1 AC GTGTGTGTGT NO 0 0 8 24 100 CGTgagagagaGGCTTATGCTTGTGTCAGTAAATATG CGTGAGAGAGAGGCTTATGCT GACAAACACACACCGCACAG 25 24 112 21 211 20 59,319 60,248 37,900 36,600 1,928,789 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 158 10 5 1 AC GTGTGTGTGT NO 0 0 8 18 94 CGTgagagagaGGCTTATGCTTGTGTCAGTAAATATG CGTGAGAGAGAGGCTTATGCT CACACACCGCACAGAAACAC 25 18 112 21 205 20 59,319 60,248 37,900 33,200 1,928,789 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 1 1 8 1 98 CACCAAAGGcacacacaAGCACaaaaaGCTATACGcac CACCAAAGGCACACACAAGC CCTGTATTTCTGTGTCTGTGCA 15 1 53 20 150 22 60,528 58,598 40,100 45,700 3,930,359 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 0 0 10 1 96 CCAAAGGcacacacaAGCACaaaaaGCTATACGcacac CCAAAGGCACACACAAGCAC CCTGTATTTCTGTGTCTGTGCA 13 1 55 20 150 22 60,528 58,598 44,000 45,700 3,930,359 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 0 0 10 1 146 CCCACAGATACAATTGcacacacaTAACCACAAACAC CCCACAGATACAATTGCACACA CCTGTATTTCTGTGTCTGTGCA 61 1 5 22 150 22 59,181 58,598 37,200 45,700 6,221,129 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 0 0 10 1 147 ACCCACAGATACAATTGcacacacaTAACCACAAACA ACCCACAGATACAATTGCACAC CCTGTATTTCTGTGTCTGTGCA 62 1 4 22 150 22 59,180 58,598 38,200 45,700 6,221,718 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 0 0 10 1 148 CACCCACAGATACAATTGcacacacaTAACCACAAAC CACCCACAGATACAATTGCACA CCTGTATTTCTGTGTCTGTGCA 63 1 3 22 150 22 59,181 58,598 45,700 45,700 6,221,129 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:18710:65124 1 88 40 6 2 AC CACACACACAAACAAAACACACACACACAGACACA NA 0 0 12 1 95 CAAAGGcacacacaAGCACaaaaaGCTATACGcacacacCAAAGGCACACACAAGCACA CCTGTATTTCTGTGTCTGTGCA 12 1 56 20 150 22 59,827 58,598 45,700 45,700 3,575,138 G 240 CTCACCCACAGATACAATTGcacacacaTAACCACAAACACAAAGACACAAACACCAAAGGcacacacaAGCACaaaaaGCTATACGcacacacacaAACAAAacacacacacacAGacacacacacATGCACAGACACAGAAATACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTacacacATCGAATACCATTCAGAGACATT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 1 1 10 63 196 TCACAGATTGGgagagaCCTAGAGaaaaaCACATAGATCACAGATTGGGAGAGACCT TTCCTCCTCTGTCCGTCTCT 63 81 58 20 253 20 57,369 59,301 38,500 31,000 3,330,288 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 10 29 111 TAGACGCAGgagagaGGGAGACTGCGAGATCgagag TAGACGCAGGAGAGAGGGAG TGCTCACACCACCTCTCTCT 30 29 91 20 201 20 59,818 60,179 43,000 31,000 0.360536 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 10 10 92 TAGACGCAGgagagaGGGAGACTGCGAGATCgagag TAGACGCAGGAGAGAGGGAG TATCTCCCTCCCTGCCTCTC 30 10 91 20 182 20 59,818 59,515 43,000 32,000 0.666686 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 63 194 TCACAGATTGGgagagaCCTAGAGaaaaaCACATAGATCACAGATTGGGAGAGACCT CCTCCTCTGTCCGTCTCTCT 63 79 58 20 251 20 57,369 59,745 38,500 31,000 2,885,636 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 63 195 TCACAGATTGGgagagaCCTAGAGaaaaaCACATAGATCACAGATTGGGAGAGACCT TCCTCCTCTGTCCGTCTCTC 63 80 58 20 252 20 57,369 59,746 38,500 32,000 2,884,499 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 30 162 TAGACGCAGgagagaGGGAGACTGCGAGATCgagag TAGACGCAGGAGAGAGGGAG TCCTCCTCTGTCCGTCTCTC 30 80 91 20 252 20 59,818 59,746 43,000 32,000 0.435197 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 21 102 gagagaGGGAGACTGCGAGATCgagagaCagagagATGGAGAGAGGGAGACTGCGAGA TGCTCACACCACCTCTCTCT 21 29 100 20 201 20 60,107 60,179 40,400 31,000 0.286360 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 21 152 gagagaGGGAGACTGCGAGATCgagagaCagagagATGGAGAGAGGGAGACTGCGAGA CCTCCTCTGTCCGTCTCTCT 21 79 100 20 251 20 60,107 59,745 40,400 31,000 0.362158 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2116:25905:62822 1 141 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 21 153 gagagaGGGAGACTGCGAGATCgagagaCagagagATGGAGAGAGGGAGACTGCGAGA TCCTCCTCTGTCCGTCTCTC 21 80 100 20 252 20 60,107 59,746 40,400 32,000 0.361021 F 254 CagagagagagagagagagagagagagagagCAAAAGGgagagagaCAGACAAAGAATCACAGATTGGgagagaCCTAGAGaaaaaCACATAGACGCAGgagagaGGGAGACTGCGAGATCgagagaCagagagATGGACagagagagagagGTTggggggagagagGCAGGGAGGGAGATagagagagGTGGTGTGAGCAAGATACAGGTAAGAAGAGGCAGAGGTTTagagagagACGGACAGAGGAGGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 1 1 6 0 98 TGCATACGAGAGGGAGAACATACCTTTGTGAGTAT TGCATACGAGAGGGAGAACA GACCAATTCTCCCTCCCTCT 18 0 52 20 149 20 58,153 58,114 31,800 36,900 3,733,751 D 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 7 1 100 TGCATACGAGAGGGAGAACATACCTTTGTGAGTAT TGCATACGAGAGGGAGAACA GAGACCAATTCTCCCTCCCTC 18 1 52 20 151 21 58,153 59,234 31,800 43,000 3,613,233 D 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 7 0 99 TGCATACGAGAGGGAGAACATACCTTTGTGAGTAT TGCATACGAGAGGGAGAACA AGACCAATTCTCCCTCCCTCT 18 0 52 20 150 21 58,153 59,632 31,800 36,900 3,215,177 D 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 8 0 107 tgtgtgtATGCATACGAGAGGGAGAACATACCTTTGT TGTGTGTATGCATACGAGAGGG AGACCAATTCTCCCTCCCTCT 24 0 44 22 150 21 59,899 59,632 43,000 36,900 3,468,598 G 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 10 24 146 tgtgtgtATGCATACGAGAGGGAGAACATACCTTTGT TGTGTGTATGCATACGAGAGGG CCTTCACTCACACCTACACACA 24 38 44 22 189 22 59,899 59,898 43,000 37,200 4,203,170 G 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 12 24 148 tgtgtgtATGCATACGAGAGGGAGAACATACCTTTGT TGTGTGTATGCATACGAGAGGG CACCTTCACTCACACCTACACA 24 40 44 22 191 22 59,899 59,898 43,000 37,200 4,203,170 G 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:10216:30861 1 90 40 6 2 AC TGTGTGTGTGTGAGGGTTTCTGTGTGTGCTTGTGTGNA 0 0 12 18 140 TGCATACGAGAGGGAGAACATACCTTTGTGAGTAT TGCATACGAGAGGGAGAACA CACCTTCACTCACACCTACACA 18 40 52 20 191 22 58,153 59,898 31,800 37,200 3,949,748 G 239 GTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGATAGATAgtgtgtgtATGCATACGAGAGGGAGAACATACCTTTGTGAGTATGACtgtgtgtgtgtgAGGGTTTCtgtgtgtgCTtgtgtgtgtgAGAGGGAGGGAGAATTGGTCTCTGTAAGAGCGAGAATTtgtgtgTAGGTGTGAGTGAAGGTGAatatatCTTTGAGTGTGACtgtgtgtgtgtgAGGGTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2117:2240:23231 1 105 12 6 1 AG AGAGAGAGAGAG NA 1 1 8 0 90 ACTGACACCCACCCACACagagagagagagACTGCCCGACTGACACCCACCCACAC CAGTCTCTCACTGTGGGTCA 0 40 87 18 176 20 59,084 58,668 38,200 40,200 4,248,064 F 182 TTACCCACTGACagagagagagagagagagagagagagagagagagagACACTGCCCCACGGACagagagagagagagagagagagACTGACACCCACCCACACagagagagagagACTGCCCGTGACCCAATCACAGACAGAGACTGACAGTGACTGACCCACAGTgagagaCTGACCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:2240:23231 1 105 12 6 1 AG AGAGAGAGAGAG NA 0 0 9 0 90 ACTGACACCCACCCACACagagagagagagACTGCCCGACTGACACCCACCCACAC CAGTCTCTCACTGTGGGTCAG 0 39 87 18 176 21 59,084 59,728 38,200 35,100 4,187,803 F 182 TTACCCACTGACagagagagagagagagagagagagagagagagagagACACTGCCCCACGGACagagagagagagagagagagagACTGACACCCACCCACACagagagagagagACTGCCCGTGACCCAATCACAGACAGAGACTGACAGTGACTGACCCACAGTgagagaCTGACCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:28595:48881 1 126 12 6 1 AG AGAGAGAGAGAG NA 1 1 8 15 90 GAGTGAGAGGACAGGGAGGATGACAGgagagagaC GAGTGAGAGGACAGGGAGGA CCCTGGAACACACTCTCTCG 23 15 83 20 172 20 59,667 59,755 37,100 40,400 0.578306 F 174 agagagagagagagagCCagagagagTgagagagagagagagagagagagagagagaGGgagagagaGTGAAAGGATAGAGGGAGTGAGAGGACAGGGAGGATGACAGgagagagaCAGTGAGATagagagagagagAATGCCAagagagGGCgagagagtgtgtTCCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:28595:48881 1 126 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 15 95 AGAGGGAGTGAGAGGACAGGGAGGATGACAGgagAGAGGGAGTGAGAGGACAGG CCCTGGAACACACTCTCTCG 28 15 78 20 172 20 59,665 59,755 40,000 40,400 0.579670 F 174 agagagagagagagagCCagagagagTgagagagagagagagagagagagagagagaGGgagagagaGTGAAAGGATAGAGGGAGTGAGAGGACAGGGAGGATGACAGgagagagaCAGTGAGATagagagagagagAATGCCAagagagGGCgagagagtgtgtTCCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:28595:48881 1 126 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 10 90 AGAGGGAGTGAGAGGACAGGGAGGATGACAGgagAGAGGGAGTGAGAGGACAGG GAACACACTCTCTCGCCCTC 28 10 78 20 167 20 59,665 60,109 40,000 43,000 0.443715 F 174 agagagagagagagagCCagagagagTgagagagagagagagagagagagagagagaGGgagagagaGTGAAAGGATAGAGGGAGTGAGAGGACAGGGAGGATGACAGgagagagaCAGTGAGATagagagagagagAATGCCAagagagGGCgagagagtgtgtTCCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:7912:34887 1 40 33 6 2 AG AGAGAGAGAGGAAGGCAGAGGGAGAGAGAGAGANA 1 1 13 5 90 GGGAACCGgagagaCAGAAagagagACATagagagaga GGGAACCGGAGAGACAGAAA TCTCTGCCTTTCCCTATCTCTGT 9 5 11 20 100 23 59,026 60,310 25,200 34,100 4,284,597 G 167 AGGGTTAATGGGGAACCGgagagaCAGAAagagagACATagagagagagGAAGGCAGAGGgagagagagagaCAGAGACAGAGATAGGGAAAGGCAGAGATagagagagagagagagagagagagagagagagagagAAGgagagagagaCAGTGACCAagagagAA

ST‐E00142:460:H2K7HCCXY:6:2117:7912:34887 1 40 33 6 2 AG AGAGAGAGAGGAAGGCAGAGGGAGAGAGAGAGANA 0 0 14 6 90 GGGAACCGgagagaCAGAAagagagACATagagagaga GGGAACCGGAGAGACAGAAA TCTCTGCCTTTCCCTATCTCTG 9 6 11 20 100 22 59,026 58,696 25,200 33,500 4,278,321 G 167 AGGGTTAATGGGGAACCGgagagaCAGAAagagagACATagagagagagGAAGGCAGAGGgagagagagagaCAGAGACAGAGATAGGGAAAGGCAGAGATagagagagagagagagagagagagagagagagagagAAGgagagagagaCAGTGACCAagagagAA

ST‐E00142:460:H2K7HCCXY:6:2117:7912:34887 1 40 33 6 2 AG AGAGAGAGAGGAAGGCAGAGGGAGAGAGAGAGANA 0 0 14 6 90 GGGAACCGgagagaCAGAAagagagACATagagagaga GGGAACCGGAGAGACAGAAAG TCTCTGCCTTTCCCTATCTCTG 8 6 11 21 100 22 60,067 58,696 26,200 33,500 4,370,725 G 167 AGGGTTAATGGGGAACCGgagagaCAGAAagagagACATagagagagagGAAGGCAGAGGgagagagagagaCAGAGACAGAGATAGGGAAAGGCAGAGATagagagagagagagagagagagagagagagagagagAAGgagagagagaCAGTGACCAagagagAA

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 12 6 1 AC CACACACACACA NA 0 1 11 0 123 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG GAGCGACTGTGTGTCTGTGTA 0 65 16 25 138 21 58,719 60,002 44,500 29,000 7,283,111 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 12 6 1 AC CACACACACACA NA 0 0 12 0 122 TGTATACTTTCTCATACACCCAGGcacacacacacaAAATGTATACTTTCTCATACACCCAGG GAGCGACTGTGTGTCTGTGT 0 66 17 24 138 20 57,520 60,249 44,500 37,200 6,729,045 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 12 6 1 AC CACACACACACA NA 0 0 12 0 123 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG GAGCGACTGTGTGTCTGTGT 0 66 16 25 138 20 58,719 60,249 44,500 37,200 6,530,477 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 1 12 1 109 GAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGAGGGAGGCGCTGATTACAG AATCAACCACTTTCTCCACCA 43 1 25 20 133 21 60,250 57,407 27,400 41,700 3,843,099 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 0 12 0 108 GAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGAGGGAGGCGCTGATTACAG ATCAACCACTTTCTCCACCAA 43 0 25 20 132 21 60,250 57,407 27,400 36,700 3,843,099 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 0 12 0 109 GAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGAGGGAGGCGCTGATTACAG AATCAACCACTTTCTCCACCAA 43 0 25 20 133 22 60,250 58,090 27,400 36,700 4,159,389 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 0 13 1 110 GGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGGGAGGGAGGCGCTGATTAC AATCAACCACTTTCTCCACCA 45 1 24 19 133 21 59,930 57,407 18,900 41,700 4,663,376 B 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 0 13 0 109 GGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGGGAGGGAGGCGCTGATTAC ATCAACCACTTTCTCCACCAA 45 0 24 19 132 21 59,930 57,407 18,900 36,700 4,663,376 B 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 24 6 1.5 AC GTGTGTGTGTGTGGGTGTGTGTGT NA 0 0 13 0 110 GGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGGGAGGGAGGCGCTGATTAC AATCAACCACTTTCTCCACCAA 45 0 24 19 133 22 59,930 58,090 18,900 36,700 4,979,667 B 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 124 28 6 1.5 AC CACACACGCACACACACACACGCACACA NA 0 1 10 11 97 TGTACAAGCTCACGcacacaTACACTCTCACGCACAA TGTACAAGCTCACGCACACA AACCGTTGCAGTCCATGTTG 18 11 86 20 182 20 60,179 59,332 37,200 33,300 0.847091 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 124 28 6 1.5 AC CACACACGCACACACACACACGCACACA NA 0 0 10 10 90 AGCTCACGcacacaTACACTCTCACGCACAAGcacacaAGCTCACGCACACATACACT ACCGTTGCAGTCCATGTTGA 12 10 92 20 181 20 59,682 60,179 35,500 31,800 0.497472 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 124 28 6 1.5 AC CACACACGCACACACACACACGCACACA NA 0 0 10 10 96 TGTACAAGCTCACGcacacaTACACTCTCACGCACAA TGTACAAGCTCACGCACACA ACCGTTGCAGTCCATGTTGA 18 10 86 20 181 20 60,179 60,179 37,200 31,800 0.358129 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 12 6 1 AG TCTCTCTCTCTC NA 1 1 9 1 93 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT CAGAGACAAAGAAAGAGACGACA 1 37 1 20 93 23 59,819 58,388 47,500 43,500 4,793,057 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 12 6 1 AG TCTCTCTCTCTC NA 0 0 10 1 90 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT AGACAAAGAAAGAGACGACAGAGA 1 33 1 20 90 24 59,819 59,419 47,500 31,000 4,762,108 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 12 6 1 AG TCTCTCTCTCTC NA 0 0 12 1 92 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT AGAGACAAAGAAAGAGACGACAGA 1 35 1 20 92 24 59,819 59,419 47,500 34,100 4,762,108 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 1 8 17 139 GTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTG GTCGCTCCTCTTGTCTGGAA TGGGTCTGCCTGTGTGTCTA 58 17 13 20 151 20 59,396 60,471 35,300 25,900 1,074,591 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 0 8 17 151 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC TGGGTCTGCCTGTGTGTCTA 70 17 1 20 151 20 59,678 60,471 47,000 25,900 0.793018 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 0 8 16 150 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC GGGTCTGCCTGTGTGTCTAT 70 16 1 20 150 20 59,678 59,095 47,000 19,800 1,227,353 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 0 12 21 110 GTGCAGacacacGTacacacGAACAACCACATACAAA GTGCAGACACACGTACACAC TTTGTGGGTCTGCCTGTGTG 25 21 46 20 155 20 59,425 60,751 38,200 38,200 1,326,667 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 0 12 21 155 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC TTTGTGGGTCTGCCTGTGTG 70 21 1 20 155 20 59,678 60,751 47,000 38,200 1,073,273 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 24 6 1.5 AC ACACACACACACATACACACACAC NA 0 0 12 17 106 GTGCAGacacacGTacacacGAACAACCACATACAAA GTGCAGACACACGTACACAC TGGGTCTGCCTGTGTGTCTA 25 17 46 20 151 20 59,425 60,471 38,200 25,900 1,046,412 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 43 6 2 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 1 1 20 1 198 CGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAACGCTATTTCACGCTCGGGTG GTAACACACTGGGCAGGATT 42 1 8 20 133 20 61,753 57,800 46,100 30,100 3,952,874 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 43 6 2 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 0 0 20 1 198 CGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAACGCTATTTCACGCTCGGGT GTAACACACTGGGCAGGATT 43 1 8 19 133 20 60,519 57,800 52,800 30,100 3,718,945 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 43 6 2 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 0 0 20 1 205 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCCATCCCGCGCTATTTCACG GTAACACACTGGGCAGGATT 50 1 1 19 133 20 59,435 57,800 43,500 30,100 3,764,995 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 1 8 26 141 CCCGCATACTTACGcacacaATCATACACGTGCAAAT CCCGCATACTTACGCACACA TGTGTACGCCAGTCTGTGTG 29 26 5 20 145 20 60,738 60,249 37,200 38,200 0.987344 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 8 24 139 CCCGCATACTTACGcacacaATCATACACGTGCAAAT CCCGCATACTTACGCACACA TGTACGCCAGTCTGTGTGTC 29 24 5 20 143 20 60,738 59,968 37,200 36,700 0.769649 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 8 24 140 ACCCGCATACTTACGcacacaATCATACACGTGCAAAACCCGCATACTTACGCACAC TGTACGCCAGTCTGTGTGTC 30 24 4 20 143 20 60,738 59,968 38,200 36,700 0.769998 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 8 24 141 TACCCGCATACTTACGcacacaATCATACACGTGCAA TACCCGCATACTTACGCACA TGTACGCCAGTCTGTGTGTC 31 24 3 20 143 20 59,184 59,968 45,700 36,700 0.847958 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 12 19 134 CCCGCATACTTACGcacacaATCATACACGTGCAAAT CCCGCATACTTACGCACACA GCCAGTCTGTGTGTCTGTGT 29 19 5 20 138 20 60,738 60,179 37,200 37,200 0.917136 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 46 6 2 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 12 19 135 ACCCGCATACTTACGcacacaATCATACACGTGCAAAACCCGCATACTTACGCACAC GCCAGTCTGTGTGTCTGTGT 30 19 4 20 138 20 60,738 60,179 38,200 37,200 0.917485 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 54 6 2 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 1 6 10 120 ATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgt ATGGGTGGGTGTCCTATGGA ACACAACGCAACCACATACG 10 16 61 20 180 20 59,954 59,416 34,100 30,600 0.630020 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 54 6 2 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 12 9 113 ATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgt ATGGGTGGGTGTCCTATGGA GCAACCACATACGCACACTC 10 9 61 20 173 20 59,954 59,834 34,100 35,100 0.211568 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 54 6 2 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 12 7 111 ATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgt ATGGGTGGGTGTCCTATGGA AACCACATACGCACACTCCC 10 7 61 20 171 20 59,954 60,321 34,100 43,000 0.366922 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 169 12 6 1 AG CTCTCTCTCTCT NA 0 1 10 0 97 CCAGCCTTATTGCACTGCCActctctctctctCACACCAGCCAGCCTTATTGCACTGCCA ACGCACAGGGAAAGAAAGCT 0 45 149 20 245 20 60,967 60,179 49,200 37,400 1,145,893 B 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 169 12 6 1 AG CTCTCTCTCTCT NA 0 0 10 0 98 CCAGCCTTATTGCACTGCCActctctctctctCACACCAGCCAGCCTTATTGCACTGCCA GACGCACAGGGAAAGAAAGC 0 46 149 20 246 20 60,967 59,761 49,200 35,100 1,205,428 B 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 169 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 1 98 ACCAGCCTTATTGCACTGCCActctctctctctCACACCAACCAGCCTTATTGCACTGCC ACGCACAGGGAAAGAAAGCT 1 45 148 20 245 20 60,967 60,179 48,500 37,400 1,146,398 B 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 1 12 2 139 CCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctc CCTCACCAGATTTCTTGCCC CGCACAGGGAAAGAAAGCTG 2 44 106 20 244 20 58,532 59,761 53,600 42,400 1,707,267 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 3 125 TCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctct TCCCTCACCAGATTTCTTGCC GCTGGAGAGTGAAGAGCGAG 3 28 104 21 228 20 59,995 60,179 45,200 50,300 1,183,884 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 3 142 TCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctct TCCCTCACCAGATTTCTTGCC ACGCACAGGGAAAGAAAGCT 3 45 104 21 245 20 59,995 60,179 45,200 37,400 1,183,762 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 3 143 TCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctct TCCCTCACCAGATTTCTTGCC GACGCACAGGGAAAGAAAGC 3 46 104 21 246 20 59,995 59,761 45,200 35,100 1,243,297 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 1 138 CCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctc CCTCACCAGATTTCTTGCCCT GCACAGGGAAAGAAAGCTGG 1 43 106 21 243 20 59,995 59,400 51,900 48,500 1,605,272 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 1 139 CCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctc CCTCACCAGATTTCTTGCCCT CGCACAGGGAAAGAAAGCTG 1 44 106 21 244 20 59,995 59,761 51,900 42,400 1,244,562 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 13 1 140 CCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctc CCTCACCAGATTTCTTGCCCT ACGCACAGGGAAAGAAAGCT 1 45 106 21 245 20 59,995 60,179 51,900 37,400 1,184,232 D 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 14 3 111 TCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctct TCCCTCACCAGATTTCTTGCC AGCGAGAGAGATACAGGGCA 3 14 104 21 214 20 59,995 60,106 45,200 53,600 1,111,214 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 128 53 6 2 AG TCTCTCTCTATCTCTCTCTCACCAGCCTTATTGCACTGNA 0 0 14 1 109 CCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctc CCTCACCAGATTTCTTGCCCT AGCGAGAGAGATACAGGGCA 1 14 106 21 214 20 59,995 60,106 51,900 53,600 1,111,684 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 1 13 0 96 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA AGACACATACACATACACTCACTGA 0 39 27 20 122 25 59,212 59,523 29,000 34,100 6,264,731 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 14 18 100 GTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGT GTTGGTGTAAGCGTGTGTGC ACACTCACTGACACACACAA 18 30 9 20 108 20 60,317 57,239 45,700 33,300 3,077,324 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 15 6 94 gtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTT GTGTGTGCGCATCTGTGTTT ACACATACACTCACTGACACACA 6 33 21 20 114 23 59,971 59,868 28,300 37,200 3,161,411 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 15 0 98 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA ACAGACACATACACATACACTCACT 0 41 27 20 124 25 59,212 59,756 29,000 34,100 6,031,740 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 16 0 98 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA ACAGACACATACACATACACTCAC 0 42 27 20 124 24 59,212 58,530 29,000 35,100 6,258,154 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 17 6 92 gtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTT GTGTGTGCGCATCTGTGTTT ACATACACTCACTGACACACACA 6 31 21 20 112 23 59,971 59,868 28,300 37,200 3,161,411 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 12 6 1 AG CTCTCTCTCTCT NA 1 1 12 18 98 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC GCGAGAGAGGGACAGAGTGA 18 28 76 20 173 20 59,821 60,678 53,600 34,100 0.857366 F 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 18 101 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC ATGGCGAGAGAGGGACAGAG 18 31 76 20 176 20 59,821 60,755 53,600 33,500 0.933957 F 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 18 102 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC AATGGCGAGAGAGGGACAGA 18 32 76 20 177 20 59,821 60,325 53,600 34,100 0.503738 F 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 1 12 9 144 CTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcA CTCCCTATTACTCGCCTCGC GCGAGAGAGGGACAGAGTGA 9 28 30 20 173 20 59,759 60,678 50,300 34,100 0.919847 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 12 9 148 CTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcA CTCCCTATTACTCGCCTCGC AATGGCGAGAGAGGGACAGA 9 32 30 20 177 20 59,759 60,325 50,300 34,100 0.566218 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 12 3 138 ATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATATTACTCGCCTCGCCTTTCT GCGAGAGAGGGACAGAGTGA 3 28 36 20 173 20 59,175 60,678 25,200 34,100 1,503,125 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 12 2 137 TTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATC TTACTCGCCTCGCCTTTCTC GCGAGAGAGGGACAGAGTGA 2 28 37 20 173 20 59,827 60,678 28,700 34,100 0.851169 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 12 2 141 TTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATC TTACTCGCCTCGCCTTTCTC AATGGCGAGAGAGGGACAGA 2 32 37 20 177 20 59,827 60,325 28,700 34,100 0.497541 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 67 6 2 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 13 2 136 TTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATC TTACTCGCCTCGCCTTTCTC CGAGAGAGGGACAGAGTGAGA 2 26 37 20 172 21 59,827 60,066 28,700 32,700 1,238,584 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:26342:58690 1 129 27 6 2 AG CTCTCTCTCTCTCGAACACACACACAC NA 1 1 12 2 165 AGACAAAGTGAAACACGCCCCctctctctctctctTGctctAGACAAAGTGAAACACGCCC GGGTCTGTGTTTCTCTGTGTCT 94 2 15 20 179 22 58,978 59,897 61,300 34,100 3,125,231 D 259 TGTGAATGCTACACAGACAAAGTGAAACACGCCCCctctctctctctctTGctctctctctctctctCCCTCActctctctctctctctctctctctctctctctCCctctctctctctctctCACTCctctctctctctCGAacacacacacacGCAGACACAGAGAAACACAGACCCCGTACctctctctctctctctTtctctcTAacacacacacacacacacacacacacacacAGAAACAAGcccccGCGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:26342:58690 1 129 27 6 2 AG CTCTCTCTCTCTCGAACACACACACAC NA 0 0 12 2 166 CAGACAAAGTGAAACACGCCCCctctctctctctctTGct CAGACAAAGTGAAACACGCCC GGGTCTGTGTTTCTCTGTGTCT 94 2 14 21 179 22 60,269 59,897 61,300 34,100 3,371,801 D 259 TGTGAATGCTACACAGACAAAGTGAAACACGCCCCctctctctctctctTGctctctctctctctctCCCTCActctctctctctctctctctctctctctctctCCctctctctctctctctCACTCctctctctctctCGAacacacacacacGCAGACACAGAGAAACACAGACCCCGTACctctctctctctctctTtctctcTAacacacacacacacacacacacacacacacAGAAACAAGcccccGCGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:26342:58690 1 129 27 6 2 AG CTCTCTCTCTCTCGAACACACACACAC NA 0 0 12 2 167 ACAGACAAAGTGAAACACGCCCCctctctctctctctTGcACAGACAAAGTGAAACACGCC GGGTCTGTGTTTCTCTGTGTCT 95 2 13 21 179 22 59,600 59,897 56,800 34,100 3,503,757 D 259 TGTGAATGCTACACAGACAAAGTGAAACACGCCCCctctctctctctctTGctctctctctctctctCCCTCActctctctctctctctctctctctctctctctCCctctctctctctctctCACTCctctctctctctCGAacacacacacacGCAGACACAGAGAAACACAGACCCCGTACctctctctctctctctTtctctcTAacacacacacacacacacacacacacacacAGAAACAAGcccccGCGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 40 6 2 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 1 15 0 91 tgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgt TGTGAATGTGTGTCTGGGTGT GTCATCCCGCACCCAGATA 11 0 46 21 136 19 59,788 58,867 41,600 19,800 3,344,898 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 40 6 2 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 15 0 93 tgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgt TGTGTGAATGTGTGTCTGGGT GTCATCCCGCACCCAGATA 13 0 44 21 136 19 59,788 58,867 45,100 19,800 3,344,898 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 40 6 2 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 17 0 90 gtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtg GTGAATGTGTGTCTGGGTGTG GTCATCCCGCACCCAGATA 10 0 47 21 136 19 59,396 58,867 38,200 19,800 3,736,997 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 1 1 6 21 98 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT CTCCTCCCTTTCTCAGTGCG 25 21 3 20 100 20 59,092 60,108 35,500 53,400 1,016,622 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 6 15 92 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT CCTTTCTCAGTGCGCGTTTC 25 15 3 20 94 20 59,092 60,111 35,500 27,800 1,018,841 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 6 14 91 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT CTTTCTCAGTGCGCGTTTCT 25 14 3 20 93 20 59,092 59,138 35,500 25,200 1,770,035 A 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 6 13 90 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT TTTCTCAGTGCGCGTTTCTC 25 13 3 20 92 20 59,092 59,141 35,500 28,700 1,767,430 A 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 9 13 92 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTC GAGAAGGAGGGATGCAGAGTG TTTCTCAGTGCGCGTTTCTC 26 13 1 21 92 20 59,861 59,141 35,100 28,700 1,997,894 A 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 10 26 125 AGAAGGAGGGATGCAGAGTGTATGACATAGGTCG AGAAGGAGGGATGCAGAGTG GCTCTGCCTCTGACACTCAC 26 47 2 20 126 20 58,798 60,390 35,100 35,100 1,592,017 B 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 10 26 126 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTC GAGAAGGAGGGATGCAGAGTG GCTCTGCCTCTGACACTCAC 26 47 1 21 126 20 59,861 60,390 35,100 35,100 1,528,348 B 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 10 25 124 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT GCTCTGCCTCTGACACTCAC 25 47 3 20 126 20 59,092 60,390 35,500 35,100 1,297,884 B 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 25 139 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT CCCTCTCACTCTCTGGCTCT 25 62 3 20 141 20 59,092 60,033 35,500 40,900 0.941405 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 25 140 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT TCCCTCTCACTCTCTGGCTC 25 63 3 20 142 20 59,092 60,034 35,500 47,000 0.941798 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 25 141 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT CTCCCTCTCACTCTCTGGCT 25 64 3 20 143 20 59,092 60,033 35,500 47,500 0.941405 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2121:8532:4807 1 48 12 6 1 AG AGAGAGAGAGAG NA 0 0 12 25 142 GAAGGAGGGATGCAGAGTGTATGACATAGGTCGA GAAGGAGGGATGCAGAGTGT TCTCCCTCTCACTCTCTGGC 25 65 3 20 144 20 59,092 60,034 35,500 48,500 0.941798 F 224 GAGAAGGAGGGATGCAGAGTGTATGACATAGGTCGAGAGTGGAAGTAagagagagagagAATAGAGAAAGAGGAGAAACGCGCACTGAGAAAGggaggaggaGAAAGTGAGTGTCAGAGGCAGAGCCagagagTGAGAGGGAGAACgagagaAagagagagagagagagagagagagagagagagagagATTGaaaaagagagaAGGGGAAATCAGAATGAGAT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 190 40 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGCATGTGTGTGNA 1 1 3 2 94 tGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCt TGTGCATACTAGTTGCGTGTG TCACATTCATTATTCTCCCTCTCCA 6 2 163 21 256 25 58,934 59,333 38,200 38,600 7,732,683 F 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 190 40 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGCATGTGTGTGNA 0 0 7 2 92 TGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgt TGCATACTAGTTGCGTGTGTG TCACATTCATTATTCTCCCTCTCCA 4 2 165 21 256 25 58,934 59,333 38,200 38,600 7,732,683 F 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 190 40 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGCATGTGTGTGNA 0 0 8 0 94 ACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtg ACTAGTTGCGTGTGTGTGGC GGGAAGATCACATTCATTATTCTCCC 0 8 170 20 263 26 61,158 59,568 50,100 43,000 7,590,342 F 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 176 28 6 2 AG AGAGAGAGAGAGACGGTCAGAGAGAGAG NA 0 1 6 1 91 GGGCAACAGACACAGAGATATGCagagagagagagACGGGCAACAGACACAGAGATATG GTCTCTCAACATCGCTGCCT 1 20 153 22 243 20 58,799 60,108 17,800 47,500 3,309,714 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 176 28 6 2 AG AGAGAGAGAGAGACGGTCAGAGAGAGAG NA 0 0 6 0 90 GGCAACAGACACAGAGATATGCagagagagagagACGGGCAACAGACACAGAGATATGC GTCTCTCAACATCGCTGCCT 0 20 154 22 243 20 59,389 60,108 31,400 47,500 2,719,716 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 176 28 6 2 AG AGAGAGAGAGAGACGGTCAGAGAGAGAG NA 0 0 7 0 91 GGCAACAGACACAGAGATATGCagagagagagagACGGGCAACAGACACAGAGATATGC TGTCTCTCAACATCGCTGCC 0 21 154 22 244 20 59,389 60,390 31,400 48,500 3,001,632 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:16843:52291 1 44 12 6 1 AC TGTGTGTGTGTG NA 1 1 12 14 93 TGTTTGCATGTGAGAGTTCGTGAGTGAGTGTAAGA TGTTTGCATGTGAGAGTTCGTG CCTCACACAAACAGTCTCACAC 14 23 8 22 100 22 59,712 59,391 43,500 38,200 4,897,103 F 151 ATGTTACTGTTTGCATGTGAGAGTTCGTGAGTGAGTGTAAGAAtgtgtgtgtgtgAGTAAGTATATGAAtgtgtgAGAGTGTGAGACTGTTtgtgtgAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2122:16843:52291 1 44 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 12 90 TTGCATGTGAGAGTTCGTGAGTGAGTGTAAGAAtgt TTGCATGTGAGAGTTCGTGAG CCTCACACAAACAGTCTCACAC 12 23 11 21 100 22 58,593 59,391 35,100 38,200 5,016,549 F 151 ATGTTACTGTTTGCATGTGAGAGTTCGTGAGTGAGTGTAAGAAtgtgtgtgtgtgAGTAAGTATATGAAtgtgtgAGAGTGTGAGACTGTTtgtgtgAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2122:16843:52291 1 44 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 11 90 TTGCATGTGAGAGTTCGTGAGTGAGTGTAAGAAtgt TTGCATGTGAGAGTTCGTGAGT CCTCACACAAACAGTCTCACAC 11 23 11 22 100 22 60,224 59,391 34,100 38,200 4,833,501 F 151 ATGTTACTGTTTGCATGTGAGAGTTCGTGAGTGAGTGTAAGAAtgtgtgtgtgtgAGTAAGTATATGAAtgtgtgAGAGTGTGAGACTGTTtgtgtgAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2122:21552:32285 1 119 12 6 1 AG TCTCTCTCTCTC NA 1 1 15 21 101 ACGCTCTCCTtctctctcTATCATATtctctctcACTATAATACGCTCTCCTTCTCTCTCTATCA ACAAGAGGGAAAGAGAGTAGAGAG 21 21 75 23 175 24 59,864 58,739 21,500 32,000 8,396,928 F 236 TTCTCGctctctctctctctctctctctTtctctcTTTCtttttCATGTtctctctctcCCTCTtctctctctcACGCTCTCCTtctctctcTATCATATtctctctcACTATAATATtctctctctctcTTTAtctctcTATCATCTtctctctcTActctctTTCCCTCTTGTtctctctctctctctctctctctctctctctctctcCACTGTTTTATGGTCTTGTtctctc

ST‐E00142:460:H2K7HCCXY:6:2122:21552:32285 1 119 12 6 1 AG TCTCTCTCTCTC NA 0 0 15 20 101 ACGCTCTCCTtctctctcTATCATATtctctctcACTATAATACGCTCTCCTTCTCTCTCTATCA ACAAGAGGGAAAGAGAGTAGAGAGA 21 20 75 23 175 25 59,864 59,985 21,500 31,000 8,150,467 F 236 TTCTCGctctctctctctctctctctctTtctctcTTTCtttttCATGTtctctctctcCCTCTtctctctctcACGCTCTCCTtctctctcTATCATATtctctctcACTATAATATtctctctctctcTTTAtctctcTATCATCTtctctctcTActctctTTCCCTCTTGTtctctctctctctctctctctctctctctctctctcCACTGTTTTATGGTCTTGTtctctc

ST‐E00142:460:H2K7HCCXY:6:2122:21552:32285 1 119 12 6 1 AG TCTCTCTCTCTC NA 0 0 15 18 98 ACGCTCTCCTtctctctcTATCATATtctctctcACTATAATACGCTCTCCTTCTCTCTCTATCA AGAGGGAAAGAGAGTAGAGAGAGA 21 18 75 23 172 24 59,864 58,963 21,500 31,000 8,172,629 F 236 TTCTCGctctctctctctctctctctctTtctctcTTTCtttttCATGTtctctctctcCCTCTtctctctctcACGCTCTCCTtctctctcTATCATATtctctctcACTATAATATtctctctctctcTTTAtctctcTATCATCTtctctctcTActctctTTCCCTCTTGTtctctctctctctctctctctctctctctctctctcCACTGTTTTATGGTCTTGTtctctc

ST‐E00142:460:H2K7HCCXY:6:2122:22739:33674 1 23 43 6 2 AC CACACACACACACCACACAGGCACACAGGGGCACANA 1 1 15 1 90 ACAACATGACAGACATCCACAGcacacacacacaCcac ACAACATGACAGACATCCACA TGCCTGTGTGTGGTGTGTG 1 6 1 21 90 19 57,510 60,749 41,700 38,200 5,238,940 G 185 ACAACATGACAGACATCCACAGcacacacacacaCcacacaGGcacacaGGGGcacacacacacaCGCGcacacacaCcacacacaGGCACCCAacacacacacacacacAACATacacacacAAAacacacacacacacacacacacacacacacacacacacAGATacacacacacAGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2122:22739:33674 1 23 43 6 2 AC CACACACACACACCACACAGGCACACAGGGGCACANA 0 0 15 0 90 ACAACATGACAGACATCCACAGcacacacacacaCcac ACAACATGACAGACATCCACAG TGCCTGTGTGTGGTGTGTG 0 6 1 22 90 19 58,594 60,749 36,600 38,200 5,154,331 G 185 ACAACATGACAGACATCCACAGcacacacacacaCcacacaGGcacacaGGGGcacacacacacaCGCGcacacacaCcacacacaGGCACCCAacacacacacacacacAACATacacacacAAAacacacacacacacacacacacacacacacacacacacAGATacacacacacAGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2122:22739:33674 1 23 43 6 2 AC CACACACACACACCACACAGGCACACAGGGGCACANA 0 0 15 0 91 ACAACATGACAGACATCCACAGcacacacacacaCcac ACAACATGACAGACATCCACAG GTGCCTGTGTGTGGTGTGT 0 7 1 22 91 19 58,594 60,749 36,600 37,200 5,154,710 G 185 ACAACATGACAGACATCCACAGcacacacacacaCcacacaGGcacacaGGGGcacacacacacaCGCGcacacacaCcacacacaGGCACCCAacacacacacacacacAACATacacacacAAAacacacacacacacacacacacacacacacacacacacAGATacacacacacAGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 22 6 1.5 AG TCTCTCTCTCTCTGTCTCTCTC NA 0 1 12 15 103 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT TCAGAGGGATAGGGCGAGAG 24 15 5 22 107 20 60,026 59,889 32,400 32,000 2,137,615 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 22 6 1.5 AG TCTCTCTCTCTCTGTCTCTCTC NA 0 0 12 13 101 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT AGAGGGATAGGGCGAGAGTG 24 13 5 22 105 20 60,026 60,179 32,400 35,100 2,205,144 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 22 6 1.5 AG TCTCTCTCTCTCTGTCTCTCTC NA 0 0 12 11 99 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT AGGGATAGGGCGAGAGTGAG 24 11 5 22 103 20 60,026 60,179 32,400 35,100 2,205,144 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2123:12236:11927 1 42 12 6 1 AG GAGAGAGAGAGA NA 1 1 4 15 90 GCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGg GCAAAGGAGCCACTTCCGG TTCTCCCTCTTACCTTTCCGGA 15 22 8 19 97 22 61,336 60,225 51,400 51,400 4,561,157 A 142 CTGCGTGGCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGgagagagagagaCTAAATAAATAGAAAGCGTGAATCCGGAAAGGTAAGAGGGAGAAGgagagagagagagagagagagagagagagagagggggggTGGGG

ST‐E00142:460:H2K7HCCXY:6:2123:12236:11927 1 42 12 6 1 AG GAGAGAGAGAGA NA 0 0 4 15 91 GCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGg GCAAAGGAGCCACTTCCGG CTTCTCCCTCTTACCTTTCCGG 15 23 8 19 98 22 61,336 59,831 51,400 51,400 4,504,440 A 142 CTGCGTGGCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGgagagagagagaCTAAATAAATAGAAAGCGTGAATCCGGAAAGGTAAGAGGGAGAAGgagagagagagagagagagagagagagagagagggggggTGGGG

ST‐E00142:460:H2K7HCCXY:6:2123:12236:11927 1 42 12 6 1 AG GAGAGAGAGAGA NA 0 0 5 15 90 GCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGg GCAAAGGAGCCACTTCCGG TTCTCCCTCTTACCTTTCCGG 15 23 8 19 97 21 61,336 58,815 51,400 51,400 4,521,099 A 142 CTGCGTGGCAAAGGAGCCACTTCCGGCAGCCTGTCCCCGCGgagagagagagaCTAAATAAATAGAAAGCGTGAATCCGGAAAGGTAAGAGGGAGAAGgagagagagagagagagagagagagagagagagggggggTGGGG

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 1 1 12 0 142 TGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTga TGTGCTTGACTGTGTGAACC GCACTCACATACACACAAGCT 0 18 66 20 207 21 58,621 58,854 36,200 37,400 3,524,873 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 12 0 142 TGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTga TGTGCTTGACTGTGTGAACC GCACTCACATACACACAAGCTC 0 17 66 20 207 22 58,621 59,842 36,200 40,900 3,536,980 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 12 0 143 TGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTga TGTGCTTGACTGTGTGAACC AGCACTCACATACACACAAGC 0 19 66 20 208 21 58,621 58,854 36,200 40,100 3,524,873 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 16 11 190 AGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgt AGCATGTGTGTATTTGTGCTTGA TCTCTCTCACACAAACACAGAT 11 51 52 23 241 22 59,431 57,055 30,200 29,000 8,513,895 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 16 11 191 AGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgt AGCATGTGTGTATTTGTGCTTGA ATCTCTCTCACACAAACACAGA 11 52 52 23 242 22 59,431 57,055 30,200 34,100 8,513,895 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 16 10 190 GCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtGCATGTGTGTATTTGTGCTTGAC ATCTCTCTCACACAAACACAGA 10 52 53 23 242 22 59,330 57,055 31,800 34,100 8,614,674 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 16 0 132 TGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTga TGTGCTTGACTGTGTGAACC ACACACAAGCTCACACACAT 0 9 66 20 197 20 58,621 57,957 36,200 32,100 3,421,217 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 16 0 133 TTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTg TTGTGCTTGACTGTGTGAACC ACACACAAGCTCACACACAT 0 9 65 21 197 20 59,257 57,957 36,200 32,100 3,785,517 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2123:3457:51219 1 86 83 6 4 AC TGTGTGTGTGTGTATGTGTGAGAGAGAGAGACAGANA 0 0 18 0 133 TGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTga TGTGCTTGACTGTGTGAACC TACACACAAGCTCACACACA 0 10 66 20 198 20 58,621 57,318 36,200 37,200 4,060,686 G 242 ATGTTtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAtgtgtgTATTTGTGCTTGACtgtgtgAACCtgtgtgtgtgtgTATGTGTgagagagagagaCagagagagagATAGAGTAATGAGTCAAtgtgtgtgtgTATAtgtgtgtgtgCTAGAGATTAtgtgtgtgAGCTtgtgtgTATGTGAGTGCTTAACAGTGTGAATCTGTGTTtgtgtgagagagAT

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 1 9 10 105 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG CGTGAGTTTGTGGGTTTGTCA 10 31 78 20 182 21 59,893 59,259 36,600 35,800 1,848,040 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 10 10 107 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG TGCGTGAGTTTGTGGGTTTG 10 34 78 20 184 20 59,893 59,546 36,600 29,300 0.561249 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 14 13 191 CCTTAAGCACTCCACTGGACACTGTCATTATCAGacaCCTTAAGCACTCCACTGGACA TCCAGCAGAGGGTAGATTGC 13 114 74 21 264 20 59,652 59,167 40,200 35,600 2,180,994 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 14 10 112 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG GTGTGTGCGTGAGTTTGTGG 10 39 78 20 189 20 59,893 60,248 36,600 41,700 0.355510 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 14 10 187 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG TCCAGCAGAGGGTAGATTGC 10 114 78 20 264 20 59,893 59,167 36,600 35,600 0.940743 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 14 10 190 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG GTGTCCAGCAGAGGGTAGAT 10 117 78 20 267 20 59,893 58,509 36,600 19,800 1,598,030 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 14 8 185 GCACTCCACTGGACACTGTCATTATCAGacacacacacGCACTCCACTGGACACTGTC TCCAGCAGAGGGTAGATTGC 8 114 80 20 264 20 60,601 59,167 35,100 35,600 1,434,598 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 15 10 138 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG GCAGAGCAGAGGGTAGATTGC 10 64 78 20 215 21 59,893 60,810 36,600 35,600 1,917,107 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 15 10 139 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG TGCAGAGCAGAGGGTAGATTG 10 65 78 20 216 21 59,893 59,516 36,600 26,700 1,591,283 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 15 10 188 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG GTCCAGCAGAGGGTAGATTGC 10 114 78 20 265 21 59,893 60,474 36,600 35,600 1,581,598 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 15 10 190 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG GTGTCCAGCAGAGGGTAGATT 10 116 78 20 267 21 59,893 59,166 36,600 24,000 1,941,718 B 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 108 23 6 1.5 AC ACACACACACACGCACACACACA NA 0 0 16 10 113 AAGCACTCCACTGGACACTGTCATTATCAGacacaca AAGCACTCCACTGGACACTG TGTGTGTGCGTGAGTTTGTG 10 40 78 20 190 20 59,893 59,554 36,600 33,300 0.553285 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 133 37 6 2 AG GAGAGAGAGAGAGGCAGAGAGGTGGAGGAGAGANA 0 1 10 1 100 CAGACAGggaggaggaggaAagagagagACAGAGATGT CAGACAGGGAGGAGGAGGAA TCAAGTGTCTCTCTGCCTGC 22 1 91 20 190 20 59,958 59,680 33,600 48,500 0.361560 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 133 37 6 2 AG GAGAGAGAGAGAGGCAGAGAGGTGGAGGAGAGANA 0 0 10 0 99 CAGACAGggaggaggaggaAagagagagACAGAGATGT CAGACAGGGAGGAGGAGGAA CAAGTGTCTCTCTGCCTGCC 22 0 91 20 189 20 59,958 60,673 33,600 48,500 0.714854 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 133 37 6 2 AG GAGAGAGAGAGAGGCAGAGAGGTGGAGGAGAGANA 0 0 12 1 97 ACAGggaggaggaggaAagagagagACAGAGATGTGAAACAGGGAGGAGGAGGAAAGA TCAAGTGTCTCTCTGCCTGC 19 1 94 20 190 20 59,206 59,680 25,200 48,500 1,113,345 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 12 6 1 AC CACACACACACA NA 1 1 9 0 127 AGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTA AGTCACAGCAATGCAGAAGC GCCTGTTTGCGTGCATGTT 76 0 10 20 136 19 59,120 60,300 38,600 27,100 2,179,845 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 12 6 1 AC CACACACACACA NA 0 0 9 0 128 GAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTGAGTCACAGCAATGCAGAAGC GCCTGTTTGCGTGCATGTT 76 0 9 21 136 19 60,136 60,300 38,600 27,100 2,435,825 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 12 6 1 AC CACACACACACA NA 0 0 9 0 131 ACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCAACAGAGTCACAGCAATGCAGA GCCTGTTTGCGTGCATGTT 79 0 6 21 136 19 59,929 60,300 42,600 27,100 2,371,307 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 1 9 13 92 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACCGTGTCTGTGTCTCTCCATCC ACATTCACTCCACAGCAGAGG 25 13 1 21 92 21 60,135 59,997 35,100 36,900 2,138,146 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 9 12 90 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACCGTGTCTGTGTCTCTCCATCC ATTCACTCCACAGCAGAGGG 25 12 1 21 90 20 60,135 59,383 35,100 43,000 1,752,670 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 10 17 90 TGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTG TGTGTCTCTCCATCCTCCCT ACACACATTCACTCCACAGCA 20 17 7 20 96 21 59,287 60,134 42,000 44,100 1,847,108 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 143 12 6 1 AG CTCTCTCTCTCT NA 1 1 17 28 110 CActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCTCTCCCACACTTCCC TGGGAGAGAGTGAGTGAGTGT 28 29 95 20 204 21 59,389 59,854 39,700 35,500 1,756,631 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 143 12 6 1 AG CTCTCTCTCTCT NA 0 0 17 27 108 CActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCTCTCCCACACTTCCC GGAGAGAGTGAGTGAGTGTGG 28 27 95 20 202 21 59,389 59,456 39,700 41,700 2,154,489 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 143 12 6 1 AG CTCTCTCTCTCT NA 0 0 19 26 107 CActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCTCTCCCACACTTCCC GAGAGAGTGAGTGAGTGTGGG 28 26 95 20 201 21 59,389 59,456 39,700 46,100 2,154,489 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 1 1 6 30 140 cacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTAG GCGGCCGGACACGATTTC 54 30 24 20 163 18 60,109 61,861 25,700 21,700 3,970,349 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 6 29 140 GcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTA CGGCCGGACACGATTTCT 55 29 23 20 162 18 62,155 60,126 25,900 25,200 4,280,471 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 6 15 127 cacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTAG ATTTCTCCAACACCCAGGCA 54 15 24 20 150 20 60,109 59,518 25,700 47,500 0.591532 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 6 14 126 cacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTAG TTTCTCCAACACCCAGGCAG 54 14 24 20 149 20 60,109 60,179 25,700 48,500 0.288078 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 6 11 123 cacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTAG CTCCAACACCCAGGCAGAAG 54 11 24 20 146 20 60,109 60,607 25,700 28,500 0.716574 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 7 28 140 GcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGCACACAGTGGGCGAGAGTA CGGCCGGACACGATTTCTC 55 28 23 20 162 19 62,155 61,165 25,900 28,700 4,320,099 F 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 15 95 GAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGGAGGACGGAGGGAGGAGG ATTTCTCCAACACCCAGGCA 24 15 56 18 150 20 60,124 59,518 43,000 47,500 2,606,087 A 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 14 94 GAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGGAGGACGGAGGGAGGAGG TTTCTCCAACACCCAGGCAG 24 14 56 18 149 20 60,124 60,179 43,000 48,500 2,302,633 A 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:2148:41321 1 98 18 6 1 AGG GGAGGAGGAGGAGGAGGA NA 0 0 8 14 95 GGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGGAGGACGGAGGGAGGAG TTTCTCCAACACCCAGGCAG 25 14 55 18 149 20 60,124 60,179 36,900 48,500 2,302,633 A 281 TCATGGCAGGCAGCCAGTGTGGGcacacaGTGGGCGAGAGTAGCGGAGGGCACGGGAGGACGGAGGGAGGAGGGGCGGAGTGGGAGGGCGTGAAGGGggaggaggaggaggaggaGAGAGGGGACCCTTCTGCCTGGGTGTTGGAGAAATCGTGTCCGGCCGCGctctctctctctctctGTCTGtctctctctcTGtctctctctctctctctcTGTGtctctctctcTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTN

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 107 99 6 2 AC CACACACACACACTCGCACTCCCCTCCCACACACAC NA 0 1 14 0 210 TGTCAACCTTCACATTCACACCcacacacaCTCTcacac TGTCAACCTTCACATTCACACC GTGGGAGGTGAGTGCGAC 71 0 14 22 223 18 59,051 60,048 41,600 51,900 4,997,107 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 107 99 6 2 AC CACACACACACACTCGCACTCCCCTCCCACACACAC NA 0 0 14 0 211 ATGTCAACCTTCACATTCACACCcacacacaCTCTcacaATGTCAACCTTCACATTCACACC GTGGGAGGTGAGTGCGAC 71 0 13 23 223 18 59,430 60,048 41,600 51,900 5,617,828 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 107 99 6 2 AC CACACACACACACTCGCACTCCCCTCCCACACACAC NA 0 0 16 1 211 TGTCAACCTTCACATTCACACCcacacacaCTCTcacac TGTCAACCTTCACATTCACACC TGTGGGAGGTGAGTGCGA 71 1 14 22 224 18 59,051 60,523 41,600 51,000 5,472,147 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 179 12 6 1 AG GAGAGAGAGAGA NA 0 1 13 12 90 AGAGACAGAAAGGAAGAGGCagagagGCAGAGGgaAGAGACAGAAAGGAAGAGGCA CCCTCTCTGTGTATAACTCTCTTTCA 12 19 146 21 235 26 58,386 59,621 47,500 26,900 8,992,823 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 179 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 11 90 AGAGACAGAAAGGAAGAGGCagagagGCAGAGGgaAGAGACAGAAAGGAAGAGGCAG CCCTCTCTGTGTATAACTCTCTTT 11 21 146 22 235 24 59,433 57,216 48,500 25,200 9,350,432 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 179 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 11 90 AGAGACAGAAAGGAAGAGGCagagagGCAGAGGgaAGAGACAGAAAGGAAGAGGCAG CCCTCTCTGTGTATAACTCTCTTTCA 11 19 146 22 235 26 59,433 59,621 48,500 26,900 8,945,287 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:29488:41391 1 69 20 6 1.5 AG GTGTGTGTGAGAGAGAGAGA NA 1 1 12 1 109 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGG AGGAGTGAGGTGCTTTGGAG TGCACAATCACTCACAAGCC 48 1 1 20 109 20 59,310 59,046 38,600 43,500 1,643,350 B 209 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGGGAAGTGTGGGGAAGGGGCTGGCGTGTGAGTGATGgtgtgtgtgagagagagagaTGGCTTGTGAGTGATTGTGCAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGTGCATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGATTG

ST‐E00142:460:H2K7HCCXY:6:2201:29488:41391 1 69 20 6 1.5 AG GTGTGTGTGAGAGAGAGAGA NA 0 0 13 0 109 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGG AGGAGTGAGGTGCTTTGGAG TGCACAATCACTCACAAGCCA 48 0 1 20 109 21 59,310 60,750 38,600 47,500 2,439,606 B 209 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGGGAAGTGTGGGGAAGGGGCTGGCGTGTGAGTGATGgtgtgtgtgagagagagagaTGGCTTGTGAGTGATTGTGCAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGTGCATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGATTG

ST‐E00142:460:H2K7HCCXY:6:2201:29488:41391 1 69 20 6 1.5 AG GTGTGTGTGAGAGAGAGAGA NA 0 0 14 0 108 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGG AGGAGTGAGGTGCTTTGGAG GCACAATCACTCACAAGCCA 48 0 1 20 108 20 59,310 59,046 38,600 47,500 1,643,350 B 209 AGGAGTGAGGTGCTTTGGAGCCCAGGGTTGCAGGGAAGTGTGGGGAAGGGGCTGGCGTGTGAGTGATGgtgtgtgtgagagagagagaTGGCTTGTGAGTGATTGTGCAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGTGCATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGATTG

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 1 1 12 6 128 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG GACTGATTCTGCTGTCTGCG 70 6 7 20 134 20 59,754 59,002 50,300 51,800 1,244,019 F 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 5 127 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG ACTGATTCTGCTGTCTGCGT 70 5 7 20 133 20 59,754 59,680 50,300 52,400 0.565814 F 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 4 127 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG ACTGATTCTGCTGTCTGCGTA 70 4 7 20 133 21 59,754 59,454 50,300 44,200 1,792,115 F 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 0 0 13 5 94 TGAGAATCAGTGAGAGTGAGATTGAGAGTGAACG TGAGAATCAGTGAGAGTGAGATTGA ACTGATTCTGCTGTCTGCGT 32 5 40 25 133 20 59,286 59,680 25,700 52,400 6,033,588 A 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 0 0 15 6 90 ATCAGTGAGAGTGAGATTGAGAGTGAACGGGGAC ATCAGTGAGAGTGAGATTGAGAGTG GACTGATTCTGCTGTCTGCG 27 6 45 25 134 20 59,874 59,002 35,100 51,800 6,123,832 A 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 12 6 1 AG GAGAGAGAGAGA NA 0 0 15 5 90 AATCAGTGAGAGTGAGATTGAGAGTGAACGGGGA AATCAGTGAGAGTGAGATTGAGAGT ACTGATTCTGCTGTCTGCGT 28 5 44 25 133 20 59,284 59,680 32,400 52,400 6,035,955 A 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 12 6 1 AG CTCTCTCTCTCT NA 1 1 8 15 91 CAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCAc CAGCCTTAATCTCTCAATGTCCC GGAGAGAGAGGCAGCTGATG 15 21 7 23 97 20 58,867 59,610 44,600 30,700 4,523,202 F 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 14 90 AGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCAct AGCCTTAATCTCTCAATGTCCCT GGAGAGAGAGGCAGCTGATG 14 21 8 23 97 20 58,956 59,610 42,000 30,700 4,433,720 F 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 13 90 AGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCAct AGCCTTAATCTCTCAATGTCCCTC GGAGAGAGAGGCAGCTGATG 13 21 8 24 97 20 59,898 59,610 43,000 30,700 4,492,491 F 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2202:12063:39510 1 28 27 6 2 AC TGTGTGTGTGTGAGGGAGAGAGAGAGA NA 1 1 16 7 92 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgt TGAGTGAGGGAGGGAGATGG CTCTCTCACCCTCCCTCCC 7 19 1 20 92 19 60,032 60,076 35,100 43,000 1,107,316 G 199 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgtgAGGgagagagagagaggggggggggggggggTgggggAGGGAGGGTgagagagggggggggCTGGGTGTGGGTgggggggggggagagagaggggggAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGAGGGAGATAGATgggggAGGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2202:12063:39510 1 28 27 6 2 AC TGTGTGTGTGTGAGGGAGAGAGAGAGA NA 0 0 16 7 93 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgt TGAGTGAGGGAGGGAGATGG CCTCTCTCACCCTCCCTCC 7 20 1 20 93 19 60,032 60,076 35,100 43,000 1,107,316 G 199 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgtgAGGgagagagagagaggggggggggggggggTgggggAGGGAGGGTgagagagggggggggCTGGGTGTGGGTgggggggggggagagagaggggggAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGAGGGAGATAGATgggggAGGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2202:12063:39510 1 28 27 6 2 AC TGTGTGTGTGTGAGGGAGAGAGAGAGA NA 0 0 16 7 94 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgt TGAGTGAGGGAGGGAGATGG CCCTCTCTCACCCTCCCTC 7 21 1 20 94 19 60,032 60,076 35,100 43,000 1,107,316 G 199 TGAGTGAGGGAGGGAGATgggggAGGCtgtgtgtgtgtgAGGgagagagagagaggggggggggggggggTgggggAGGGAGGGTgagagagggggggggCTGGGTGTGGGTgggggggggggagagagaggggggAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGAGGGAGATAGATgggggAGGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 20 6 1.5 AC TGTGTGTGTGTGATTGTGTG NA 0 1 10 0 94 TGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgt TGTCAGTCTACCTGTTCTTGCA CAGACGAGCACAGACACAGA 0 32 14 22 107 20 59,302 59,688 40,800 34,100 3,010,376 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 20 6 1.5 AC TGTGTGTGTGTGATTGTGTG NA 0 0 10 0 95 TGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgt TGTCAGTCTACCTGTTCTTGCA TCAGACGAGCACAGACACAG 0 33 14 22 108 20 59,302 59,688 40,800 36,600 3,010,376 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 20 6 1.5 AC TGTGTGTGTGTGATTGTGTG NA 0 0 12 0 96 TGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgt TGTCAGTCTACCTGTTCTTGCA CTCAGACGAGCACAGACACA 0 34 14 22 109 20 59,302 59,688 40,800 37,200 3,010,376 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 12 6 1 AC GTGTGTGTGTGT NA 0 1 14 3 90 CGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCCGAACTCTAATTTGGCCAAATCCA ACGTCACACTCACACATGCA 31 3 21 24 110 20 59,842 60,179 34,100 39,600 4,336,743 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 3 91 ACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTACGAACTCTAATTTGGCCAAATCC ACGTCACACTCACACATGCA 32 3 20 24 110 20 59,842 60,179 30,100 39,600 4,336,927 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 2 90 ACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTACGAACTCTAATTTGGCCAAATCC CGTCACACTCACACATGCAG 32 2 20 24 109 20 59,842 59,490 30,100 44,100 4,667,769 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:21785:8534 1 72 30 6 1.5 AC ACACACAAACACACACACACATACACACAC NA 1 1 10 5 99 acacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACACACAGTCACGCTCTCAG TGTGCATCTGTGAAAGAGAGAG 22 5 30 20 128 22 59,969 58,077 33,500 32,000 3,954,223 F 285 GatatatTCTTTCTCATTCACAGACATATacacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACAAacacacAAacacacacacacATacacacacATTTtctctctcTTTCACAGATGCACATGcacacacacacacacacacaAAatatatacacacacactatatatacacacacaatatatatacacacacacacAatatatatacacacacacacAatatatatacacacacacacacacacacacacacacacAatatatatacacacacAATA

ST‐E00142:460:H2K7HCCXY:6:2202:21785:8534 1 72 30 6 1.5 AC ACACACAAACACACACACACATACACACAC NA 0 0 11 4 98 cacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACACACAGTCACGCTCTCAGA TGTGCATCTGTGAAAGAGAGAGA 21 4 31 20 128 23 59,688 59,424 32,700 31,000 3,887,790 F 285 GatatatTCTTTCTCATTCACAGACATATacacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACAAacacacAAacacacacacacATacacacacATTTtctctctcTTTCACAGATGCACATGcacacacacacacacacacaAAatatatacacacacactatatatacacacacaatatatatacacacacacacAatatatatacacacacacacAatatatatacacacacacacacacacacacacacacacAatatatatacacacacAATA

ST‐E00142:460:H2K7HCCXY:6:2202:21785:8534 1 72 30 6 1.5 AC ACACACAAACACACACACACATACACACAC NA 0 0 11 4 99 acacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACACACAGTCACGCTCTCAG TGTGCATCTGTGAAAGAGAGAGA 22 4 30 20 128 23 59,969 59,424 33,500 31,000 3,607,001 F 285 GatatatTCTTTCTCATTCACAGACATATacacacAGTCACGCTCTCAGAGTTACATTTTCCCTCTCACAAacacacAAacacacacacacATacacacacATTTtctctctcTTTCACAGATGCACATGcacacacacacacacacacaAAatatatacacacacactatatatacacacacaatatatatacacacacacacAatatatatacacacacacacAatatatatacacacacacacacacacacacacacacacAatatatatacacacacAATA

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 165 38 6 2 AC GTGTGTGTCTGTGTGTGTGTCTGTGAGTGTGTGTGTGTNA 0 1 16 0 91 TGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgt TGGATGTGTGTCTGTGTATGTGT ACACTCACAGACACACGCAG 10 0 132 23 222 20 59,929 60,528 37,200 51,800 3,599,345 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG
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ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 165 38 6 2 AC GTGTGTGTCTGTGTGTGTGTCTGTGAGTGTGTGTGTGTNA 0 0 18 2 93 TGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgt TGGATGTGTGTCTGTGTATGTGT ACACACTCACAGACACACGC 10 2 132 23 224 20 59,929 60,806 37,200 53,400 3,876,980 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 165 38 6 2 AC GTGTGTGTCTGTGTGTGTGTCTGTGAGTGTGTGTGTGTNA 0 0 18 1 92 TGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgt TGGATGTGTGTCTGTGTATGTGT CACACTCACAGACACACGCA 10 1 132 23 223 20 59,929 60,806 37,200 52,400 3,876,590 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 117 12 6 1 AG GAGAGAGAGAGA NA 1 1 7 21 100 CACGTGGCTgagagagaCAGCGGATAAGGGCCTGTG CACGTGGCTGAGAGAGACAG GCAAGCCCTCACCTCTCTAT 27 21 70 20 169 20 60,109 58,873 35,100 19,800 1,236,709 F 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 117 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 20 100 CACGTGGCTgagagagaCAGCGGATAAGGGCCTGTG CACGTGGCTGAGAGAGACAG GCAAGCCCTCACCTCTCTATC 27 20 70 20 169 21 60,109 59,930 35,100 20,800 1,179,344 F 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 117 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 17 97 CACGTGGCTgagagagaCAGCGGATAAGGGCCTGTG CACGTGGCTGAGAGAGACAG AGCCCTCACCTCTCTATCTCC 27 17 70 20 166 21 60,109 59,853 35,100 37,100 1,256,348 F 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27976:58145 1 52 12 6 1 AG AGAGAGAGAGAG NA 1 1 4 12 101 TCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagTCCCTTTGAGTTGGTTCAGCA GTGGATGAGGTTGAGCCAGT 12 36 19 21 119 20 59,786 59,674 44,100 40,000 1,540,439 F 276 GATTctcctcctcCTGATTCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagagagagagAtttttGACGTGTCTACTCCAGGTGGAGGTGGTGGCACTGGCTCAACCTCATCCACTGGCCTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtCTGCgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:27976:58145 1 52 12 6 1 AG AGAGAGAGAGAG NA 0 0 4 12 103 TCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagTCCCTTTGAGTTGGTTCAGCA CAGTGGATGAGGTTGAGCCA 12 38 19 21 121 20 59,786 59,674 44,100 47,500 1,540,108 F 276 GATTctcctcctcCTGATTCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagagagagagAtttttGACGTGTCTACTCCAGGTGGAGGTGGTGGCACTGGCTCAACCTCATCCACTGGCCTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtCTGCgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:27976:58145 1 52 12 6 1 AG AGAGAGAGAGAG NA 0 0 6 12 100 TCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagTCCCTTTGAGTTGGTTCAGCA TGGATGAGGTTGAGCCAGTG 12 35 19 21 118 20 59,786 59,674 44,100 36,600 1,540,108 F 276 GATTctcctcctcCTGATTCCCTTTGAGTTGGTTCAGCAACTTTTCAGGAAagagagagagagAtttttGACGTGTCTACTCCAGGTGGAGGTGGTGGCACTGGCTCAACCTCATCCACTGGCCTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtCTGCgtgtgtgtgtgtCTGCgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 1 9 8 112 TTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGTTGTCTGCCTCCCTCTCGG GGATACCAACCACCCGACC 8 8 110 19 221 19 60,985 59,777 46,300 47,900 3,207,232 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 0 9 8 178 TCTAGGTCGGTCAGTCGGTATCGctctctTCActctctct TCTAGGTCGGTCAGTCGGTA GGATACCAACCACCCGACC 73 8 44 20 221 19 59,095 59,777 40,200 47,900 2,127,311 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 0 9 7 111 TTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGTTGTCTGCCTCCCTCTCGG GATACCAACCACCCGACCG 8 7 110 19 220 19 60,985 60,154 46,300 47,900 3,138,079 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 0 9 7 174 AGGTCGGTCAGTCGGTATCGctctctTCActctctctctct AGGTCGGTCAGTCGGTATCG GATACCAACCACCCGACCG 70 7 47 20 220 19 61,094 60,154 29,200 47,900 2,247,582 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 0 9 7 177 TCTAGGTCGGTCAGTCGGTATCGctctctTCActctctct TCTAGGTCGGTCAGTCGGTA GATACCAACCACCCGACCG 73 7 44 20 220 19 59,095 60,154 40,200 47,900 2,058,158 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 137 58 6 2 AG TCTCTCTCTCTCGCCCTCACTCTCTTGGTCGGGCTCT NA 0 0 10 6 108 TCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCTGCCTCCCTCTCGGTC GATACCAACCACCCGACCG 6 7 113 18 220 19 60,044 60,154 47,900 47,900 3,197,361 D 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 1 5 0 97 ACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtg ACGTGAATTGTTGGGTTCAGA GCACAGAATGAAGCTGAAGCC 10 0 79 21 175 21 58,074 60,135 32,700 43,500 4,061,184 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 6 0 90 TTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAt TTGTTGGGTTCAGATGTCTGTG GCACAGAATGAAGCTGAAGCC 2 0 86 22 175 21 58,786 60,135 36,600 43,500 4,348,966 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 7 0 96 CGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgCGTGAATTGTTGGGTTCAGATGT GCACAGAATGAAGCTGAAGCC 7 0 80 23 175 21 59,747 60,135 30,600 43,500 4,388,648 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 7 0 133 TTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgt TTGGGTTCAGATGTCTGTGCA CCAATAAGGAGCGTACACAGC 0 46 89 21 221 21 59,857 59,066 45,700 44,000 3,076,520 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 8 0 132 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA CCAATAAGGAGCGTACACAGC 0 46 90 20 221 21 59,236 59,066 45,700 44,000 2,698,124 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 8 0 139 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA GCATCAACCAATAAGGAGCGT 0 53 90 20 228 21 59,236 58,983 45,700 50,700 2,781,320 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 8 0 176 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA CAGGGACGCATATGCACTCA 0 91 90 20 265 20 59,236 60,179 45,700 34,100 0.943346 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 8 0 177 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA ACAGGGACGCATATGCACTC 0 92 90 20 266 20 59,236 60,179 45,700 35,100 0.943343 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 82 261 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT ACAGGGACGCATATGCACTC 82 92 6 22 266 20 59,444 60,179 37,200 35,100 2,735,262 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 82 275 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT ACACCCACATGCATACAGGG 82 106 6 22 280 20 59,444 60,034 37,200 44,500 2,590,375 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 74 243 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT TCAAACATGCATGCACAGGC 82 74 6 22 248 20 59,444 60,038 37,200 48,500 2,594,256 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 0 159 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA TCAAACATGCATGCACAGGC 0 74 90 20 248 20 59,236 60,038 45,700 48,500 0.802338 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 0 190 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA CACCCACATGCATACAGGGA 0 105 90 20 279 20 59,236 59,744 45,700 42,000 1,019,875 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 0 191 TGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtg TGGGTTCAGATGTCTGTGCA ACACCCACATGCATACAGGG 0 106 90 20 280 20 59,236 60,034 45,700 44,500 0.798457 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 110 45 6 2 AC TGTGTGTGTGTTTATGTGTGTTTGTCTGTGTGCGTG NA 0 0 10 0 192 TTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgt TTGGGTTCAGATGTCTGTGCA ACACCCACATGCATACAGGG 0 106 89 21 280 20 59,857 60,034 45,700 44,500 1,176,853 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 1 6 4 136 aaaGTCCAATCCagagagATGGAGACagagagagagagGAAAGTCCAATCCAGAGAGATGG TCGCCAGCTGATATGAAGTGT 4 63 115 22 250 21 57,500 59,518 35,100 35,500 5,982,681 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 6 4 141 aaaGTCCAATCCagagagATGGAGACagagagagagagGAAAGTCCAATCCAGAGAGATGG ACCCTTCGCCAGCTGATATG 4 69 115 22 255 20 57,500 59,893 35,100 17,800 4,607,954 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 6 4 142 aaaGTCCAATCCagagagATGGAGACagagagagagagGAAAGTCCAATCCAGAGAGATGG CACCCTTCGCCAGCTGATAT 4 70 115 22 256 20 57,500 59,893 35,100 16,300 4,607,954 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 6 4 166 aaaGTCCAATCCagagagATGGAGACagagagagagagGAAAGTCCAATCCAGAGAGATGG TCCTTGTTCGCTACCCAACC 4 94 115 22 280 20 57,500 59,964 35,100 37,700 4,536,238 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 7 58 198 TGGATTGCTGAAACATagagagagATAGAGAAagaga TGGATTGCTGAAACATAGAGAGAGA ACCCTTCGCCAGCTGATATG 58 69 58 25 255 20 59,577 59,893 31,000 17,800 5,530,745 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 7 58 199 TGGATTGCTGAAACATagagagagATAGAGAAagaga TGGATTGCTGAAACATAGAGAGAGA CACCCTTCGCCAGCTGATAT 58 70 58 25 256 20 59,577 59,893 31,000 16,300 5,530,745 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 7 58 223 TGGATTGCTGAAACATagagagagATAGAGAAagaga TGGATTGCTGAAACATAGAGAGAGA TCCTTGTTCGCTACCCAACC 58 94 58 25 280 20 59,577 59,964 31,000 37,700 5,459,029 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 7 9 138 TGGATTGCTGAAACATagagagagATAGAGAAagaga TGGATTGCTGAAACATAGAGAGAGA TTGCCCTTCTCTACCACTGC 58 9 58 25 195 20 59,577 59,675 31,000 44,000 5,748,233 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 141 26 6 1.5 AG AGAGAGAGAGAGGGAGAGAGGAGAGA NA 0 0 7 8 137 TGGATTGCTGAAACATagagagagATAGAGAAagaga TGGATTGCTGAAACATAGAGAGAGA TGCCCTTCTCTACCACTGCT 58 8 58 25 194 20 59,577 60,545 31,000 42,400 5,968,599 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 1 12 15 140 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT TGAGGGAGTGTGTGTCTGTG 15 43 36 20 175 20 59,605 59,247 31,000 36,600 1,147,595 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 12 8 133 GCTCGctctctctCCCTCATATACACAGacacacacATtct GCTCGCTCTCTCTCCCTCAT TGAGGGAGTGTGTGTCTGTG 8 43 43 20 175 20 60,823 59,247 29,000 36,600 1,576,013 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 13 15 141 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT TTGAGGGAGTGTGTGTCTGTG 15 43 36 20 176 21 59,605 59,861 31,000 36,600 1,533,797 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 13 15 146 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT TGTGTTTGAGGGAGTGTGTGT 15 48 36 20 181 21 59,605 59,719 31,000 37,200 1,675,647 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 14 15 139 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT GAGGGAGTGTGTGTCTGTGT 15 42 36 20 174 20 59,605 59,247 31,000 37,200 1,148,200 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 14 8 132 GCTCGctctctctCCCTCATATACACAGacacacacATtct GCTCGCTCTCTCTCCCTCAT GAGGGAGTGTGTGTCTGTGT 8 42 43 20 174 20 60,823 59,247 29,000 37,200 1,576,618 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 15 47 187 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACA AGTGTGACTGTGTTTGAGGGA 47 56 3 21 189 21 58,675 59,163 35,800 42,000 4,162,922 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 15 47 188 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACA GAGTGTGACTGTGTTTGAGGGA 47 56 3 21 190 22 58,675 60,159 35,800 42,000 4,484,440 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 46 189 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC GGAGTGTGACTGTGTTTGAGG 46 58 3 22 191 21 59,963 58,787 38,200 38,600 4,250,750 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 46 193 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC TCTGGGAGTGTGACTGTGTT 46 63 3 22 195 20 59,963 58,504 38,200 33,200 3,533,311 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 46 195 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC CATCTGGGAGTGTGACTGTGT 46 64 3 22 197 21 59,963 59,654 38,200 37,200 3,382,992 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 42 6 1.5 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 46 196 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC ACATCTGGGAGTGTGACTGTG 46 65 3 22 198 21 59,963 59,654 38,200 36,600 3,382,992 B 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 47 30 6 1.5 AG GTGTGTGTGTATGTGTGTGAGAGAGAGAGA NA 1 1 12 10 99 TGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGTGTGAGTGTGCGTTGAATGT AACATGCAACACAGGCTCAC 19 10 8 20 106 20 58,337 59,330 27,100 35,100 2,332,680 B 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 47 30 6 1.5 AG GTGTGTGTGTATGTGTGTGAGAGAGAGAGA NA 0 0 12 9 98 TGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGTGTGAGTGTGCGTTGAATGT ACATGCAACACAGGCTCACA 19 9 8 20 105 20 58,337 60,466 27,100 35,800 2,128,524 B 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 47 30 6 1.5 AG GTGTGTGTGTATGTGTGTGAGAGAGAGAGA NA 0 0 13 9 98 TGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGTGTGAGTGTGCGTTGAATGTT ACATGCAACACAGGCTCACA 18 9 8 21 105 20 58,987 60,466 27,100 35,800 2,479,407 B 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 1 1 8 1 108 TGGCAAACTAGGATATGGAGCATTCTATCGCATCATTGGCAAACTAGGATATGGAGCA ACATGTACGAAGTCTCTCTCCC 41 1 105 22 212 22 59,223 58,982 42,600 43,000 5,795,262 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 1 144 GCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGCACTGCTTCCAATGCTGTC ACATGTACGAAGTCTCTCTCCC 79 1 69 20 212 22 60,109 58,982 35,100 43,000 3,127,560 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 1 146 CTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCACTGCACTGCTTCCAATGCTG ACATGTACGAAGTCTCTCTCCC 81 1 67 20 212 22 60,109 58,982 44,100 43,000 3,127,421 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 1 149 CAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGCAGCTGCACTGCTTCCAATG ACATGTACGAAGTCTCTCTCCC 84 1 64 20 212 22 60,109 58,982 28,200 43,000 3,127,421 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 1 210 CCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTC CCATCCAGCACAGTTTAGTCCA ACATGTACGAAGTCTCTCTCCC 143 1 3 22 212 22 60,290 58,982 40,200 43,000 5,308,409 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 1 211 TCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACT TCCATCCAGCACAGTTTAGTCC ACATGTACGAAGTCTCTCTCCC 144 1 2 22 212 22 60,027 58,982 38,500 43,000 5,045,341 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 8 0 107 TGGCAAACTAGGATATGGAGCATTCTATCGCATCATTGGCAAACTAGGATATGGAGCA CATGTACGAAGTCTCTCTCCCT 41 0 105 22 211 22 59,223 58,716 42,600 42,000 6,060,864 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 9 1 109 TGGCAAACTAGGATATGGAGCATTCTATCGCATCATTGGCAAACTAGGATATGGAGCA CACATGTACGAAGTCTCTCTCCC 41 1 105 22 213 23 59,223 60,181 42,600 43,000 5,958,609 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:19887:13158 1 168 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 9 1 212 TCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACT TCCATCCAGCACAGTTTAGTCC CACATGTACGAAGTCTCTCTCCC 144 1 2 22 213 23 60,027 60,181 38,500 43,000 5,208,687 F 279 GTCCATCCAGCACAGTTTAGTCCATTCAGAAGGTACTCATATCTCTTTGTAATTTAATGCTTCCAGCTGCACTGCTTCCAATGCTGTCTAATTTATTGTGTCATTGGCAAACTAGGATATGGAGCATTCTATCGCATCATCTGAAATGGTTaaaaaaTAGAGCAAAAgtgtgtgtgtgtgagagagagaAGGgagagagaCTTCGTACAtgtgtgagagagAAGGgagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagaga

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 1 1 6 5 164 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTCT CCCACACAGTCAGAGGGAGA 5 106 1 21 164 20 59,438 60,543 34,100 37,100 2,104,479 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 6 168 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTC GACACCCACACAGTCAGAGG 6 110 1 20 168 20 57,956 59,966 30,600 36,900 2,078,181 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 5 115 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTCT GGCAGAGAATGAGGTGGAGA 5 57 1 21 115 20 59,438 58,801 34,100 37,100 2,760,254 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 5 116 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTCT AGGCAGAGAATGAGGTGGAG 5 58 1 21 116 20 59,438 58,798 34,100 38,600 2,763,872 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 5 168 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTCT GACACCCACACAGTCAGAGG 5 110 1 21 168 20 59,438 59,966 34,100 36,900 1,595,600 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:29112:6144 1 27 12 6 1 AG TCTCTCTCTCTC NA 0 0 9 5 115 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCCCTTAACTCTGCCCATGTCT GGCAGAGAATGAGGTGGAGAG 5 56 1 21 115 21 59,438 59,861 34,100 32,000 2,700,203 F 203 CCCTTAACTCTGCCCATGTCTCTTTAtctctctctctcTGTCActctctATGCCTATACCTCTTTCTCtttttGTGACACTCAAATTTCTGTCACTCTCCACCTCATTCTCTGCCTTTAtctctcCCCTCTGTCTCTTTCATtctctcCCTCTGACtgtgtgGGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 12 6 1 AG GAGAGAGAGAGA NA 0 1 14 14 103 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA TGTCTCTCTCCGTCTCCCTC 35 14 65 22 167 20 60,025 59,746 37,100 43,000 2,279,026 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 11 100 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA CTCTCTCCGTCTCCCTCTGT 35 11 65 22 164 20 60,025 59,745 37,100 34,100 2,280,163 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 1 90 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA CTCCCTCTGTTTCCCGATCC 35 1 65 22 154 20 60,025 59,534 37,100 33,600 2,491,540 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 1 13 29 189 CCagagagagGGAGAAagagagAAAAGAGTCAGAGAACCAGAGAGAGGGAGAAAGAGA CCCGTTCTTTCACTCGCTCT 29 31 72 21 260 20 57,620 60,038 31,000 40,900 3,418,630 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 13 0 138 AGTCAGAGAAAGACagagagACTgagagagagagaGGGAGTCAGAGAAAGACAGAGAGACT CTTTCTCTGTTTGCCTCTCACT 0 5 99 23 236 22 58,014 58,262 32,400 34,100 8,723,388 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 13 0 139 AGTCAGAGAAAGACagagagACTgagagagagagaGGGAGTCAGAGAAAGACAGAGAGACT TCTTTCTCTGTTTGCCTCTCACT 0 5 99 23 237 23 58,014 59,611 32,400 34,100 8,374,866 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 13 0 139 AGTCAGAGAAAGACagagagACTgagagagagagaGGGAGTCAGAGAAAGACAGAGAGACT TCTTTCTCTGTTTGCCTCTCAC 0 6 99 23 237 22 58,014 58,267 32,400 35,100 8,718,875 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 14 33 198 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA CTCCCGTTCTTTCACTCGCT 35 33 65 22 262 20 60,025 60,038 37,100 49,300 2,063,575 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 14 32 197 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA TCCCGTTCTTTCACTCGCTC 35 32 65 22 261 20 60,025 60,039 37,100 50,300 2,063,942 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 14 31 196 CAGAGAACCagagagagGGAGAAagagagAAAAGAG CAGAGAACCAGAGAGAGGGAGA CCCGTTCTTTCACTCGCTCT 35 31 65 22 260 20 60,025 60,038 37,100 40,900 2,063,575 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 14 28 189 CCagagagagGGAGAAagagagAAAAGAGTCAGAGAACCAGAGAGAGGGAGAAAGAGAG CCCGTTCTTTCACTCGCTCT 28 31 72 22 260 20 58,709 60,038 32,000 40,900 3,328,869 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 122 88 6 2 AG GAGAGAGAGAGAGGGATCGGGAAACAGAGGGAG NA 0 0 15 27 189 CCagagagagGGAGAAagagagAAAAGAGTCAGAGAACCAGAGAGAGGGAGAAAGAGAGA CCCGTTCTTTCACTCGCTCT 27 31 72 23 260 20 60,054 60,038 31,000 40,900 3,091,853 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 1 1 12 24 129 TCACATGCACTCACTCACCCATCCTCACGCAAACAC TCACATGCACTCACTCACCC CGTGTGAGAGGATGGGTGTA 53 24 111 20 239 20 59,965 58,817 46,100 29,000 1,217,984 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 14 2 107 TCACATGCACTCACTCACCCATCCTCACGCAAACAC TCACATGCACTCACTCACCC TTTGTGTGAGAGGATGGGCG 53 2 111 20 217 20 59,965 60,322 46,100 61,300 0.356881 F 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 15 28 132 TCACATGCACTCACTCACCCATCCTCACGCAAACAC TCACATGCACTCACTCACCC GAGCGTGTGAGAGGATGGG 53 28 111 20 242 19 59,965 59,857 46,100 40,000 1,178,065 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 40 142 CACATGCACTCACTCACCCATCCTCACGCAAACACT CACATGCACTCACTCACCCA AGAGGATGGGCGAGCGTG 52 40 112 20 253 18 60,250 61,843 45,100 53,400 4,093,347 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 40 143 TCACATGCACTCACTCACCCATCCTCACGCAAACAC TCACATGCACTCACTCACCC AGAGGATGGGCGAGCGTG 53 40 111 20 253 18 59,965 61,843 46,100 53,400 3,878,240 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 39 142 TCACATGCACTCACTCACCCATCCTCACGCAAACAC TCACATGCACTCACTCACCC GAGGATGGGCGAGCGTGT 53 39 111 20 252 18 59,965 62,149 46,100 44,900 4,184,142 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 28 126 GCACTCACTCACCCATCCTCACGCAAACACTCTTACCGCACTCACTCACCCATCCTC GAGCGTGTGAGAGGATGGG 47 28 117 20 242 19 60,108 59,857 37,100 40,000 1,250,693 B 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 2 98 CTCACTCACCCATCCTCACGCAAACACTCTTACCCATCTCACTCACCCATCCTCACG TTTGTGTGAGAGGATGGGCG 44 2 120 20 217 20 59,826 60,322 43,500 61,300 0.495953 F 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 184 12 6 1 AC CACACACACACA NA 0 0 16 2 101 GCACTCACTCACCCATCCTCACGCAAACACTCTTACCGCACTCACTCACCCATCCTC TTTGTGTGAGAGGATGGGCG 47 2 117 20 217 20 60,108 60,322 37,100 61,300 0.429509 F 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 1 1 5 0 126 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG TCTCACTCGGACACACTCAGA 0 72 2 21 127 21 59,792 60,203 40,000 32,700 2,410,822 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 0 0 6 0 158 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG TCCTTCGTTCTCTATTCCTGCA 0 103 2 21 159 22 59,792 58,903 40,000 44,100 4,304,904 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 0 127 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG CTCTCACTCGGACACACTCAG 0 73 2 21 128 21 59,792 59,801 40,000 33,500 2,406,919 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 0 131 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG CACTCTCTCACTCGGACACAC 0 77 2 21 132 21 59,792 60,069 40,000 38,200 2,276,937 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 0 159 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG CTCCTTCGTTCTCTATTCCTGCA 0 103 2 21 160 23 59,792 59,869 40,000 44,100 4,339,275 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2204:30645:70891 1 23 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 0 160 ACGGTGAGATGGATGAACAGGgagagagagagaTaaaACGGTGAGATGGATGAACAGG TCTCCTTCGTTCTCTATTCCTGC 0 104 2 21 161 23 59,792 59,618 40,000 48,500 4,589,960 F 212 AACGGTGAGATGGATGAACAGGgagagagagagaTaaaaaaaGATAGGAAGATAGAggggggAGAGATAGCAGGGGAGACGGCAAGATAAATAATGGAGGAAAGATTCTGAgtgtgtCCGAGTgagagaGTGAAATATGCAGGAATAGAGAACGAAGgagagaGTGAAAGAGACagagagagagagagagagagagagagagagAAagagag

ST‐E00142:460:H2K7HCCXY:6:2205:14448:19909 1 97 12 6 1 AG TCTCTCTCTCTC NA 1 1 17 13 90 TGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtcTGCCTCTATCTCTGTCTATCTCTCA GGGAGGGCGGGATAGAGAGA 13 20 59 25 148 20 59,691 62,083 32,700 31,000 7,392,118 F 152 TCTCCGCGtctctctctctctctctctctctctctctcGCTGTCTCTTtctctctctcTGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtctctctctctcTGTCTATCGCTCACTGTGActctctctATCCCGCCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2205:14448:19909 1 97 12 6 1 AG TCTCTCTCTCTC NA 0 0 17 13 90 TGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtcTGCCTCTATCTCTGTCTATCTCTCA GGGAGGGCGGGATAGAGAG 13 21 59 25 148 19 59,691 60,608 32,700 32,000 6,917,328 F 152 TCTCCGCGtctctctctctctctctctctctctctctcGCTGTCTCTTtctctctctcTGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtctctctctctcTGTCTATCGCTCACTGTGActctctctATCCCGCCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2205:14448:19909 1 97 12 6 1 AG TCTCTCTCTCTC NA 0 0 17 13 92 TGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtcTGCCTCTATCTCTGTCTATCTCTCA CAGGGAGGGCGGGATAGAG 13 23 59 25 150 19 59,691 60,911 32,700 24,300 7,220,054 F 152 TCTCCGCGtctctctctctctctctctctctctctctcGCTGTCTCTTtctctctctcTGCCTCTATCTCTGTCTAtctctcACTGTATTTCCCTAtctctctctctcTGTCTATCGCTCACTGTGActctctctATCCCGCCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 1 10 3 117 GCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtG GCGTATGAGCGAATGTGCAT TTCAATCACCCAGGCAGACA 62 3 128 20 244 20 59,417 59,230 39,600 34,100 1,353,937 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 10 2 116 GCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtG GCGTATGAGCGAATGTGCAT TCAATCACCCAGGCAGACAC 62 2 128 20 243 20 59,417 59,963 39,600 36,700 0.620170 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 10 1 115 GCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtG GCGTATGAGCGAATGTGCAT CAATCACCCAGGCAGACACT 62 1 128 20 242 20 59,417 59,963 39,600 35,500 0.620741 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 12 2 118 gtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtg GTGCGTATGAGCGAATGTGC TCAATCACCCAGGCAGACAC 64 2 126 20 243 20 60,315 59,963 45,700 36,700 0.352114 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 12 2 123 AgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgt AGTGTGTGCGTATGAGCGAA TCAATCACCCAGGCAGACAC 69 2 121 20 243 20 60,039 59,963 47,000 36,700 0.075350 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 12 1 122 AgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgt AGTGTGTGCGTATGAGCGAA CAATCACCCAGGCAGACACT 69 1 121 20 242 20 60,039 59,963 47,000 35,500 0.075921 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 13 2 141 TGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGATGTGAGTGAATATGTGAGAGTGTGT TCAATCACCCAGGCAGACAC 82 2 103 25 243 20 59,989 59,963 37,200 36,700 5,047,755 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 15 6 140 GTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGGTGAATATGTGAGAGTGTGTGCG ACATTCAATCACCCAGGCAG 79 6 108 23 247 20 59,939 58,157 53,400 48,500 4,904,663 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 210 12 6 1 AC GTGTGTGTGTGT NA 0 0 15 5 140 GTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGGTGAATATGTGAGAGTGTGTGCG ACATTCAATCACCCAGGCAGA 79 5 108 23 247 21 59,939 59,645 53,400 42,600 4,416,676 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 1 1 12 3 94 TCCcacacacaTCCTTTCTCAGTCCcacacacacactctctC TCCCACACACATCCTTTCTCAG GGGTGATTGGGTGGAGGAAG 3 15 53 22 146 20 59,961 60,034 33,500 34,600 2,073,041 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 12 3 151 TCCcacacacaTCCTTTCTCAGTCCcacacacacactctctC TCCCACACACATCCTTTCTCAG CTGTGAGGTCCAGGAGTGAG 3 72 53 22 203 20 59,961 59,106 33,500 35,100 2,933,093 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 12 3 225 TCCcacacacaTCCTTTCTCAGTCCcacacacacactctctC TCCCACACACATCCTTTCTCAG CTGGTTGCAAGGTCCTGGG 3 147 53 22 277 19 59,961 60,605 33,500 44,500 3,643,545 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 14 6 97 GAGTCCcacacacaTCCTTTCTCAGTCCcacacacacact GAGTCCCACACACATCCTTTCT GGGTGATTGGGTGGAGGAAG 6 15 50 22 146 20 59,961 60,034 25,200 34,600 2,073,173 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 14 6 154 GAGTCCcacacacaTCCTTTCTCAGTCCcacacacacact GAGTCCCACACACATCCTTTCT CTGTGAGGTCCAGGAGTGAG 6 72 50 22 203 20 59,961 59,106 25,200 35,100 2,933,225 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 14 6 228 GAGTCCcacacacaTCCTTTCTCAGTCCcacacacacact GAGTCCCACACACATCCTTTCT CTGGTTGCAAGGTCCTGGG 6 147 50 22 277 19 59,961 60,605 25,200 44,500 3,643,677 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 16 5 96 AGTCCcacacacaTCCTTTCTCAGTCCcacacacacactct AGTCCCACACACATCCTTTCTC GGGTGATTGGGTGGAGGAAG 5 15 51 22 146 20 59,961 60,034 28,700 34,600 2,073,173 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 16 5 153 AGTCCcacacacaTCCTTTCTCAGTCCcacacacacactct AGTCCCACACACATCCTTTCTC CTGTGAGGTCCAGGAGTGAG 5 72 51 22 203 20 59,961 59,106 28,700 35,100 2,933,225 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:21653:30703 1 78 34 6 2 AC CACACACACACTCTCTCGCTCCCACACACACACA NA 0 0 16 5 227 AGTCCcacacacaTCCTTTCTCAGTCCcacacacacactct AGTCCCACACACATCCTTTCTC CTGGTTGCAAGGTCCTGGG 5 147 51 22 277 19 59,961 60,605 28,700 44,500 3,643,677 G 277 acacacATGcacacacacacacacacacacacacacacacactctctctGAGTCCcacacacaTCCTTTCTCAGTCCcacacacacactctctCGCTCCcacacacacacaCTCAGCAGTCAGCCTCTTCCTCCACCCAATCACCCTTGCGACCTGGGGCTCCAGGGCTCCGCTCCGCAGTGGCTCACTCCTGGACCTCACAGCCCGCCTCTCCTTCCTGGGACCCGAGACCTCACAGCCCGCCTCTCCTTCACAGGGCCCAGGACCTTGCAACCAG

ST‐E00142:460:H2K7HCCXY:6:2205:22861:59622 1 36 12 6 1 AC CACACACACACA NA 1 1 17 8 103 TCACTGTCTCAGAATGCCAGTCACTCTTTcacacacac TCACTGTCTCAGAATGCCAGT AGTGTGACTGACAGTGTGTGT 8 41 7 21 109 21 59,026 59,449 40,000 37,200 3,524,039 F 184 TGTCAATCACTGTCTCAGAATGCCAGTCACTCTTTcacacacacacaGTCAGTCActctctcacacacaCTCAATCActctctctCATacacacacTGTCAGTCACACTcacacacacacacacacacacacacacacacaAACACAGTCACACTcacacacacaCTTCcacacacaAACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:22861:59622 1 36 12 6 1 AC CACACACACACA NA 0 0 17 6 101 ACTGTCTCAGAATGCCAGTCACTCTTTcacacacacac ACTGTCTCAGAATGCCAGTCA AGTGTGACTGACAGTGTGTGT 6 41 9 21 109 21 59,026 59,449 34,100 37,200 3,524,039 F 184 TGTCAATCACTGTCTCAGAATGCCAGTCACTCTTTcacacacacacaGTCAGTCActctctcacacacaCTCAATCActctctctCATacacacacTGTCAGTCACACTcacacacacacacacacacacacacacacacaAACACAGTCACACTcacacacacaCTTCcacacacaAACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:22861:59622 1 36 12 6 1 AC CACACACACACA NA 0 0 17 4 99 TGTCTCAGAATGCCAGTCACTCTTTcacacacacacaGTTGTCTCAGAATGCCAGTCACT AGTGTGACTGACAGTGTGTGT 4 41 11 21 109 21 59,026 59,449 34,100 37,200 3,524,039 F 184 TGTCAATCACTGTCTCAGAATGCCAGTCACTCTTTcacacacacacaGTCAGTCActctctcacacacaCTCAATCActctctctCATacacacacTGTCAGTCACACTcacacacacacacacacacacacacacacacaAACACAGTCACACTcacacacacaCTTCcacacacaAACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 1 1 4 18 130 TGTCACACCATTGCAATCTTGGACTCTCACTCTGACATGTCACACCATTGCAATCTTGG AATAAGTGGTGAGAGGCCGG 18 18 2 22 131 20 59,703 59,458 36,100 61,300 2,838,614 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 4 17 129 GTCACACCATTGCAATCTTGGACTCTCACTCTGACA GTCACACCATTGCAATCTTGGA AATAAGTGGTGAGAGGCCGG 17 18 3 22 131 20 59,442 59,458 35,300 61,300 3,099,787 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 6 16 128 TCACACCATTGCAATCTTGGACTCTCACTCTGACAATTCACACCATTGCAATCTTGGAC AATAAGTGGTGAGAGGCCGG 16 18 4 22 131 20 59,442 59,458 40,200 61,300 3,099,787 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 11 18 151 TGTCACACCATTGCAATCTTGGACTCTCACTCTGACATGTCACACCATTGCAATCTTGG AGGGACATTGTGAGAGAGACA 18 38 2 22 152 21 59,703 58,105 36,100 34,100 5,191,482 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 12 18 152 TGTCACACCATTGCAATCTTGGACTCTCACTCTGACATGTCACACCATTGCAATCTTGG GAGGGACATTGTGAGAGAGACA 18 38 2 22 153 22 59,703 59,171 36,100 34,100 5,125,272 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 52 6 2 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 15 18 155 TGTCACACCATTGCAATCTTGGACTCTCACTCTGACATGTCACACCATTGCAATCTTGG AGAGAGGGACATTGTGAGAGAGA 18 40 2 22 156 23 59,703 59,989 36,100 31,000 5,307,896 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 1 8 0 187 ACACCATTGCAATCTTGGACTCTCACTCTGACAATTtACACCATTGCAATCTTGGACTC CGTGATGGTGAGATACAGACA 14 0 6 22 192 21 59,178 57,217 33,600 34,100 6,604,858 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 8 0 188 CACACCATTGCAATCTTGGACTCTCACTCTGACAATTCACACCATTGCAATCTTGGACT CGTGATGGTGAGATACAGACA 15 0 5 22 192 21 59,440 57,217 38,500 34,100 6,342,556 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 8 0 189 TCACACCATTGCAATCTTGGACTCTCACTCTGACAATTCACACCATTGCAATCTTGGAC CGTGATGGTGAGATACAGACA 16 0 4 22 192 21 59,442 57,217 40,200 34,100 6,340,813 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 8 0 190 GTCACACCATTGCAATCTTGGACTCTCACTCTGACA GTCACACCATTGCAATCTTGGA CGTGATGGTGAGATACAGACA 17 0 3 22 192 21 59,442 57,217 35,300 34,100 6,340,813 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 8 0 190 GTCACACCATTGCAATCTTGGACTCTCACTCTGACA GTCACACCATTGCAATCTTGG CGTGATGGTGAGATACAGACA 18 0 3 21 192 21 58,050 57,217 36,100 34,100 6,733,322 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:26494:62681 1 42 130 6 3 AG TCTCTCTCTCTGTCCCTCACACTATCTCTTTTTCTCTC NA 0 0 8 0 191 TGTCACACCATTGCAATCTTGGACTCTCACTCTGACATGTCACACCATTGCAATCTTGG CGTGATGGTGAGATACAGACA 18 0 2 22 192 21 59,703 57,217 36,100 34,100 6,079,641 G 255 CTGTCACACCATTGCAATCTTGGACTCTCACTCTGACAATTtctctctctcTGTCCCTCACACTATCTCTTTTtctctctctctcTAtctctcCCAAACTCAcccccAACCCCGGCCTCTCACCACTTATTTGtctctctcACAATGTCCctctctctGATtctctctctcTGTCTGTATCTCACCATCACGctctctCActctctctctctctctctctctctctctctCCctctctctctctATCACAGCCTC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 1 1 10 0 146 CTTTCTCGCTCACAATAACATACActctctcacacacaca CTTTCTCGCTCACAATAACATACA GGTGAGTGAATAAATACCCTGAGC 0 80 85 24 230 24 57,353 59,183 22,900 42,600 11,464,136 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 0 0 11 0 129 TCTTTCTCGCTCACAATAACATACActctctcacacacac TCTTTCTCGCTCACAATAACATACA CTGAGCATGAGTGAGCCAGA 0 66 84 25 212 20 58,605 59,464 22,900 38,600 6,930,606 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 0 0 11 0 130 TCTTTCTCGCTCACAATAACATACActctctcacacacac TCTTTCTCGCTCACAATAACATACA CCTGAGCATGAGTGAGCCAG 0 67 84 25 213 20 58,605 60,462 22,900 48,500 6,857,034 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 0 0 11 0 147 TCTTTCTCGCTCACAATAACATACActctctcacacacac TCTTTCTCGCTCACAATAACATACA GGTGAGTGAATAAATACCCTGAGC 0 80 84 25 230 24 58,605 59,183 22,900 42,600 11,211,734 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 0 0 12 0 131 CTCTTTCTCGCTCACAATAACATACActctctcacacaca CTCTTTCTCGCTCACAATAACATACA CCTGAGCATGAGTGAGCCAG 0 67 83 26 213 20 59,468 60,462 22,900 48,500 6,993,819 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 109 18 6 1.5 AC CTCTCTCACACACACACA NA 0 0 12 0 148 CTCTTTCTCGCTCACAATAACATACActctctcacacaca CTCTTTCTCGCTCACAATAACATACA GGTGAGTGAATAAATACCCTGAGC 0 80 83 26 230 24 59,468 59,183 22,900 42,600 11,348,518 B 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 1 8 3 126 GCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTG GCATGTGTGTATATGCGCGG CTCAAACTAACTCGCAGCGC 3 71 99 20 224 20 60,111 59,906 64,600 59,200 0.204393 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 14 91 GTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtGTGCTGTGAGTGCATGTGTG TACATACTCACTCACGGCGC 14 25 88 20 178 20 60,041 59,900 38,200 65,300 0.140661 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 14 137 GTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtGTGCTGTGAGTGCATGTGTG CTCAAACTAACTCGCAGCGC 14 71 88 20 224 20 60,041 59,906 38,200 59,200 0.134397 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 16 27 150 TGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATA TGTGAGTGTATCCGTGCTGT CTCAAACTAACTCGCAGCGC 27 71 75 20 224 20 59,034 59,906 44,000 59,200 1,059,884 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 16 20 97 GTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGGTATCCGTGCTGTGAGTGCA TACATACTCACTCACGGCGC 20 25 82 20 178 20 60,390 59,900 45,700 65,300 0.489785 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 16 20 125 GTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGGTATCCGTGCTGTGAGTGCA GCGGATACAGACTCACAGCA 20 53 82 20 206 20 60,390 59,827 45,700 44,100 0.563298 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 16 20 143 GTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGGTATCCGTGCTGTGAGTGCA CTCAAACTAACTCGCAGCGC 20 71 82 20 224 20 60,390 59,906 45,700 59,200 0.483522 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 16 19 142 TATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGT TATCCGTGCTGTGAGTGCAT CTCAAACTAACTCGCAGCGC 19 71 83 20 224 20 59,463 59,906 39,600 59,200 0.630429 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 18 21 98 TGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCG TGTATCCGTGCTGTGAGTGC TACATACTCACTCACGGCGC 21 25 81 20 178 20 60,390 59,900 44,000 65,300 0.489785 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 122 12 6 1 AC GTGTGTGTGTGT NA 0 0 18 21 144 TGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCG TGTATCCGTGCTGTGAGTGC CTCAAACTAACTCGCAGCGC 21 71 81 20 224 20 60,390 59,906 44,000 59,200 0.483522 B 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 1 6 0 146 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC CACCACGCATGCACACAT 0 32 14 20 159 18 59,470 59,044 45,700 32,100 3,486,482 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 6 0 147 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC GCACCACGCATGCACACAT 0 32 14 20 160 19 59,470 62,272 45,700 32,100 3,801,994 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 6 0 147 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC GCACCACGCATGCACACA 0 33 14 20 160 18 59,470 61,964 45,700 37,200 4,493,935 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 9 0 120 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC ACACACGCACACTACACTGA 0 4 14 20 133 20 59,470 59,542 45,700 34,100 0.988548 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 9 0 122 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC ACACACACGCACACTACACT 0 6 14 20 135 20 59,470 59,825 45,700 35,500 0.705133 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 76 6 3 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 14 0 128 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC GCACTTACACACACGCACAC 0 12 14 20 141 20 59,470 60,316 45,700 38,200 0.846157 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 1 1 4 18 144 CGCAGGACCATACAGTAGCAGATGAGAGTGAATCACGCAGGACCATACAGTAGCA TGGATGAGTTGTAATGCATTATCCT 69 18 64 20 207 25 59,540 58,396 34,900 32,400 7,064,070 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 0 0 4 17 144 CGCAGGACCATACAGTAGCAGATGAGAGTGAATCACGCAGGACCATACAGTAGCA TGGATGAGTTGTAATGCATTATCCTG 69 17 64 20 207 26 59,540 59,512 34,900 38,600 6,947,567 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 0 0 4 16 143 CGCAGGACCATACAGTAGCAGATGAGAGTGAATCACGCAGGACCATACAGTAGCA GGATGAGTTGTAATGCATTATCCTGA 69 16 64 20 206 26 59,540 59,288 34,900 38,600 7,171,995 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 0 0 4 0 123 CGCAGGACCATACAGTAGCAGATGAGAGTGAATCACGCAGGACCATACAGTAGCA TCCTGAAGTACAGTGTAACCCA 69 0 64 20 186 22 59,540 58,421 34,900 45,100 4,038,878 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 0 0 4 0 124 TCGCAGGACCATACAGTAGCAGATGAGAGTGAATCTCGCAGGACCATACAGTAGC TCCTGAAGTACAGTGTAACCCA 70 0 63 20 186 22 59,255 58,421 35,800 45,100 4,323,853 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2205:6685:62189 1 153 12 6 1 AC CACACACACACA NA 0 0 5 0 124 CGCAGGACCATACAGTAGCAGATGAGAGTGAATCACGCAGGACCATACAGTAGCA ATCCTGAAGTACAGTGTAACCCA 69 0 64 20 187 23 59,540 58,835 34,900 45,100 4,624,881 F 216 TACATGCATgcgcgcgcgcacacacacacacacacacacacacacacacacacacacacATGTCGCAGGACCATACAGTAGCAGATGAGAGTGAATCAcccccATTTATCACtgtgtgtgCTGTACATGTACAGGAGCTGTacacacTGAAGcacacacacacaTGGGTTACACTGTACTTCAGGATAATGCATTACAACTCATCCATATTCAATG

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 1 8 0 90 CCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCCTCCACCACTATTGTCATAG GCAACGGCGAGACAGATATA 0 36 72 22 161 20 57,657 57,583 22,300 0.8600 6,760,201 A 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 0 9 0 90 CCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCCTCCACCACTATTGTCATAG GCAACGGCGAGACAGATATAG 0 35 72 22 161 21 57,657 58,680 22,300 13,100 6,663,229 A 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 0 10 0 90 CCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCCTCCACCACTATTGTCATAG GCAACGGCGAGACAGATATAGA 0 34 72 22 161 22 57,657 60,031 22,300 19,800 6,373,931 A 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 0 12 16 104 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC GCAACGGCGAGACAGATATAGA 16 34 58 20 161 22 60,033 60,031 43,000 19,800 2,063,684 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 0 12 16 104 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC GCAACGGCGAGACAGATATAG 16 35 58 20 161 21 60,033 58,680 43,000 13,100 2,352,982 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 12 6 1 AG TCTCTCTCTCTC NA 0 0 12 16 104 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC GCAACGGCGAGACAGATATA 16 36 58 20 161 20 60,033 57,583 43,000 0.8600 2,449,954 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 12 6 1 AC ACACACACACAC NA 0 1 12 4 110 CACACCCAAACAACCCACACCCAGacacacacacacAGCACACCCAAACAACCCACAC TGGGTGGGTTGTGTGTTTCT 4 54 45 20 154 20 59,825 59,667 38,200 25,200 0.507929 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 12 6 1 AC ACACACACACAC NA 0 0 12 4 111 CACACCCAAACAACCCACACCCAGacacacacacacAGCACACCCAAACAACCCACAC GTGGGTGGGTTGTGTGTTTC 4 55 45 20 155 20 59,825 59,542 38,200 27,800 0.632876 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 12 6 1 AC ACACACACACAC NA 0 0 12 4 112 CACACCCAAACAACCCACACCCAGacacacacacacAGCACACCCAAACAACCCACAC TGTGGGTGGGTTGTGTGTTT 4 56 45 20 156 20 59,825 60,252 38,200 28,300 0.426449 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 23 6 1.5 AC GTGTGTGTGTTTGTGTGTGTGTG NA 0 1 12 15 109 CGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTCGCGTGCATGTGTTTGTTTC GAAACAACCACGCACACACA 31 15 22 20 130 20 59,502 59,831 27,800 37,200 0.667325 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 23 6 1.5 AC GTGTGTGTGTTTGTGTGTGTGTG NA 0 0 12 15 124 TTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGTTTGTTTCTTGTGTGCGCGT GAAACAACCACGCACACACA 46 15 7 20 130 20 59,831 59,831 60,100 37,200 0.338459 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 23 6 1.5 AC GTGTGTGTGTTTGTGTGTGTGTG NA 0 0 14 15 97 TTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGTTTGTTTCTGTGCGTGCGTG GAAACAACCACGCACACACA 19 15 34 20 130 20 60,522 59,831 53,400 37,200 0.691515 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 183 12 6 1 AC ACACACACACAC NA 0 1 12 2 105 TCACAGACACATacacacATGCAAacacacacacacGGATCACAGACACATACACACATGC GGATTTCCCAGGAAGGCCAA 2 49 159 22 263 20 58,934 59,959 40,600 45,200 3,107,470 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 183 12 6 1 AC ACACACACACAC NA 0 0 13 1 103 ACAGACACATacacacATGCAAacacacacacacGGAATACAGACACATACACACATGCA GGATTTCCCAGGAAGGCCAA 1 49 161 21 263 20 57,875 59,959 39,600 45,200 3,165,668 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 183 12 6 1 AC ACACACACACAC NA 0 0 14 1 104 CACAGACACATacacacATGCAAacacacacacacGGAACACAGACACATACACACATGCA GGATTTCCCAGGAAGGCCAA 1 49 160 22 263 20 59,193 59,959 39,600 45,200 2,848,482 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 47 6 2 AC CACACACACATTCACAGACACATACACACATGCAAANA 0 1 6 27 164 GCAGGCTTTAGATGATACGCACATTCAGACTTacacaGCAGGCTTTAGATGATACGCA GGATTTCCCAGGAAGGCCAA 27 49 100 21 263 20 58,516 59,959 52,400 45,200 2,524,966 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 47 6 2 AC CACACACACATTCACAGACACATACACACATGCAAANA 0 0 6 27 165 AGCAGGCTTTAGATGATACGCACATTCAGACTTaca AGCAGGCTTTAGATGATACGCA GGATTTCCCAGGAAGGCCAA 27 49 99 22 263 20 59,897 59,959 52,400 45,200 2,144,184 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 148 47 6 2 AC CACACACACATTCACAGACACATACACACATGCAAANA 0 0 6 26 164 GCAGGCTTTAGATGATACGCACATTCAGACTTacacaGCAGGCTTTAGATGATACGCAC GGATTTCCCAGGAAGGCCAA 26 49 100 22 263 20 59,778 59,959 53,400 45,200 2,263,070 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:23571:35854 1 109 12 6 1 AC CACACACACACA NA 1 1 12 12 90 CAGACAAGAGcacacacaGTAATCAGCACCCGcacacaCAGACAAGAGCACACACAGT GGCGTGTGACGGATTAGTGT 12 26 77 20 166 20 58,055 60,389 35,500 35,500 2,334,814 F 235 ACGcacacacacacacaCTCTAATTAGacacacacacATacacacacTGTAATCAGCcacacacacacaTTGTAATCAGACAAGAGcacacacaGTAATCAGCACCCGcacacacacacaGTAATCAGacacacgcgcgcgcacacacacTAATCCGTCACACGcccccTcacacacacacaTacacacacacacacacacacacacacacacacacacTGTAATTAGGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2207:23571:35854 1 109 12 6 1 AC CACACACACACA NA 0 0 12 12 91 TCAGACAAGAGcacacacaGTAATCAGCACCCGcaca TCAGACAAGAGCACACACAGT GGCGTGTGACGGATTAGTGT 12 26 76 21 166 20 59,518 60,389 35,500 35,500 1,871,608 F 235 ACGcacacacacacacaCTCTAATTAGacacacacacATacacacacTGTAATCAGCcacacacacacaTTGTAATCAGACAAGAGcacacacaGTAATCAGCACCCGcacacacacacaGTAATCAGacacacgcgcgcgcacacacacTAATCCGTCACACGcccccTcacacacacacaTacacacacacacacacacacacacacacacacacacTGTAATTAGGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2207:23571:35854 1 109 12 6 1 AC CACACACACACA NA 0 0 14 12 90 TCAGACAAGAGcacacacaGTAATCAGCACCCGcaca TCAGACAAGAGCACACACAGT GCGTGTGACGGATTAGTGTG 12 25 76 21 165 20 59,518 59,286 35,500 38,200 2,196,066 F 235 ACGcacacacacacacaCTCTAATTAGacacacacacATacacacacTGTAATCAGCcacacacacacaTTGTAATCAGACAAGAGcacacacaGTAATCAGCACCCGcacacacacacaGTAATCAGacacacgcgcgcgcacacacacTAATCCGTCACACGcccccTcacacacacacaTacacacacacacacacacacacacacacacacacacTGTAATTAGGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 122 19 6 1.5 AC TGTGTGTGTGTGAGTGTGT NA 0 1 14 2 90 TGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgt TGAGTGTGTGTCTCTTTCAGGG GTGTTACACACCCAACCTCA 2 27 98 22 187 20 59,897 57,665 44,500 38,600 4,438,410 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 122 19 6 1.5 AC TGTGTGTGTGTGAGTGTGT NA 0 0 14 2 90 TGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgt TGAGTGTGTGTCTCTTTCAGGG GTGTTACACACCCAACCTCAA 2 26 98 22 187 21 59,897 58,354 44,500 30,200 4,748,896 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 122 19 6 1.5 AC TGTGTGTGTGTGAGTGTGT NA 0 0 17 9 91 tGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgt TGTGTATGTGAGTGTGTGTCTCT ACACCCAACCTCAAACAGACA 9 19 90 23 180 21 59,363 59,716 31,000 34,100 4,920,377 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 1 9 1 141 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA CCCTTTACTGTGTGTATGTAACTCC 1 82 93 21 233 25 59,721 59,127 45,700 38,500 7,152,149 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 10 1 103 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA TTGTGTGCAACTCCCTCCAC 1 49 93 21 195 20 59,721 60,465 45,700 40,200 1,744,445 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 10 1 104 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA TTTGTGTGCAACTCCCTCCA 1 50 93 21 196 20 59,721 59,743 45,700 38,600 1,536,312 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 12 2 97 TCACATACTCAGGGAAGGCACATacacacacacacAGCTCACATACTCAGGGAAGGCAC CAACTCCCTCCACTGTGAGT 2 42 92 21 188 20 59,445 58,948 50,100 34,100 2,606,887 A 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 12 1 95 ACATACTCAGGGAAGGCACATacacacacacacAGCG ACATACTCAGGGAAGGCACA CAACTCCCTCCACTGTGAGT 1 42 94 20 188 20 58,343 58,948 45,700 34,100 2,708,399 A 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 12 1 96 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA CAACTCCCTCCACTGTGAGT 1 42 93 21 188 20 59,721 58,948 45,700 34,100 2,330,797 A 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 12 1 97 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA GCAACTCCCTCCACTGTGAG 1 43 93 21 189 20 59,721 60,321 45,700 35,100 1,600,107 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 17 2 146 TCACATACTCAGGGAAGGCACATacacacacacacAGCTCACATACTCAGGGAAGGCAC AACTCCCTTTACTGTGTGTATGT 2 88 92 21 237 23 59,445 57,438 50,100 22,900 7,117,373 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 115 12 6 1 AC ACACACACACAC NA 0 0 17 1 145 CACATACTCAGGGAAGGCACATacacacacacacAGC CACATACTCAGGGAAGGCACA AACTCCCTTTACTGTGTGTATGT 1 88 93 21 237 23 59,721 57,438 45,700 22,900 6,841,283 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 142 70 6 2 AG TCTCTCTCTCTCATTTTCTCTCTTGTCCTGCCTCCTTC NA 0 1 8 0 133 GTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcGTCTATTGCCCTGTCTCTCTGG GAATGGCCTCTTCCTGTGCT 0 21 120 22 252 20 59,898 60,035 38,600 44,000 2,136,923 G 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 142 70 6 2 AG TCTCTCTCTCTCATTTTCTCTCTTGTCCTGCCTCCTTC NA 0 0 8 0 134 GTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcGTCTATTGCCCTGTCTCTCTGG TGAATGGCCTCTTCCTGTGC 0 22 120 22 253 20 59,898 60,323 38,600 45,700 2,425,068 G 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:27001:39651 1 142 70 6 2 AG TCTCTCTCTCTCATTTTCTCTCTTGTCCTGCCTCCTTC NA 0 0 8 0 136 GTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcGTCTATTGCCCTGTCTCTCTGG GCTGAATGGCCTCTTCCTGT 0 24 120 22 255 20 59,898 60,035 38,600 40,000 2,136,923 G 261 TGtctctcTTTTGGtctctctctctctctctctcCctctctctctctctGtctctctctctcCctctctctctCCctctctctctctctctctctctctctctctctctCCctctctctGTCTATTGCCCTGtctctcTGGtctctctctctcATTTtctctcTTGTCCTGCCTCCTtctctctcTTTCCCTCTTGCCCAAtctctctctcTTAGAACCATAGAAAAGATACAGCACAGGAAGAGGCCATTCAGCCCATCT

ST‐E00142:460:H2K7HCCXY:6:2207:28118:55262 1 78 85 6 3 AC TGTGTGTGTGTGTTATATACACAATACAGAGCCCCGNA 1 1 21 2 156 ATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCATAAACACAGGATCCAGCCC GTATTTATAATACACACTCACACAGGG 2 22 56 20 211 27 57,263 57,958 51,900 44,500 11,778,678 G 216 CCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATTATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCACAATACAGAGCCCCgtgtgtgtgtgtATTTTAAATACAGGATCCAGCCCCGTCAgtgtgtgtgtATTATAAATACAAGATCCAGccccctgtgtgAgtgtgtATTATAAATACAGGAT

ST‐E00142:460:H2K7HCCXY:6:2207:28118:55262 1 78 85 6 3 AC TGTGTGTGTGTGTTATATACACAATACAGAGCCCCGNA 0 0 21 2 157 ATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCATAAACACAGGATCCAGCCC TGTATTTATAATACACACTCACACAGG 2 23 56 20 212 27 57,263 57,406 51,900 40,000 12,331,148 G 216 CCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATTATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCACAATACAGAGCCCCgtgtgtgtgtgtATTTTAAATACAGGATCCAGCCCCGTCAgtgtgtgtgtATTATAAATACAAGATCCAGccccctgtgtgAgtgtgtATTATAAATACAGGAT

ST‐E00142:460:H2K7HCCXY:6:2207:28118:55262 1 78 85 6 3 AC TGTGTGTGTGTGTTATATACACAATACAGAGCCCCGNA 0 0 21 2 159 ATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCATAAACACAGGATCCAGCCC CCTGTATTTATAATACACACTCACACA 2 25 56 20 214 27 57,263 57,406 51,900 37,200 12,331,148 G 216 CCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATTATAAACACAGGATCCAGccccctgtgtgtgtgtgTtatataCACAATACAGAGCCCCgtgtgtgtgtgtATTTTAAATACAGGATCCAGCCCCGTCAgtgtgtgtgtATTATAAATACAAGATCCAGccccctgtgtgAgtgtgtATTATAAATACAGGAT

ST‐E00142:460:H2K7HCCXY:6:2207:5051:28347 1 43 12 6 1 AG AGAGAGAGAGAG NA 1 1 14 18 90 TCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgt TCACAGGGATAGGGAGGCTC CTCTCCCTCTCTCCGTGTCT 20 18 3 20 92 20 60,105 59,745 47,000 34,100 0.360200 F 190 TGTCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgtgCACagagagagagagggggggAATGTGAGACAGAGACACGgagagaGGGAGAGGCAGGgagagagaTagagagagACagagagagagACagagagagagagagagagagagagagagagagagACagagagagagagagagagTGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:2207:5051:28347 1 43 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 18 91 GTCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgGTCACAGGGATAGGGAGGCT CTCTCCCTCTCTCCGTGTCT 21 18 2 20 92 20 60,399 59,745 45,800 34,100 0.653981 F 190 TGTCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgtgCACagagagagagagggggggAATGTGAGACAGAGACACGgagagaGGGAGAGGCAGGgagagagaTagagagagACagagagagagACagagagagagagagagagagagagagagagagagACagagagagagagagagagTGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:2207:5051:28347 1 43 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 17 90 GTCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgGTCACAGGGATAGGGAGGCT TCTCCCTCTCTCCGTGTCTC 21 17 2 20 91 20 60,399 59,746 45,800 33,600 0.652844 F 190 TGTCACAGGGATAGGGAGGCTCCAGGCTGTGATtgtgtgCACagagagagagagggggggAATGTGAGACAGAGACACGgagagaGGGAGAGGCAGGgagagagaTagagagagACagagagagagACagagagagagagagagagagagagagagagagagACagagagagagagagagagTGAGGGAC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 1 1 10 15 164 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctc TGTCGATCCGTCCCTCTCTC TGCACAGACACATAAACGAAGA 15 95 1 20 164 22 60,464 58,277 32,000 28,700 4,187,273 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 0 0 10 8 157 CCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCACCGTCCCTCTCTCCTTCTCT TGCACAGACACATAAACGAAGA 8 95 8 20 164 22 59,742 58,277 31,000 28,700 3,980,876 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 15 126 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctc TGTCGATCCGTCCCTCTCTC GAGAGAGGGAGAGAGGGCAA 15 59 1 20 126 20 60,464 60,033 32,000 45,200 0.496628 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 9 120 TCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGC TCCGTCCCTCTCTCCTTCTC GAGAGAGGGAGAGAGGGCAA 9 59 7 20 126 20 59,744 60,033 28,700 45,200 0.289079 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 9 158 TCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGC TCCGTCCCTCTCTCCTTCTC TGCACAGACACATAAACGAAGA 9 95 7 20 164 22 59,744 58,277 28,700 28,700 3,979,724 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:5558:37067 1 36 12 6 1 AG CTCTCTCTCTCT NA 0 0 12 8 119 CCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCACCGTCCCTCTCTCCTTCTCT GAGAGAGGGAGAGAGGGCAA 8 59 8 20 126 20 59,742 60,033 31,000 45,200 0.290231 F 236 TGTCGATCCGTCCctctctCCTtctctcTATCTGCctctctctctctTGCATTTCTCCCTCCctctctTACAGtttttCAcccccTCTTtctctctcCCTCTTTCTTTGCCctctctCCctctctCCCTcccccccTCTCTTTCTTCGTTTATGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtAGCAGCATTTCTCCCCGTC

ST‐E00142:460:H2K7HCCXY:6:2207:7994:64070 1 46 28 6 2 AG TGTGTGTGTGCGTGTTAGAGAGAGAGAG NA 1 1 15 18 107 GGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGC GGGAGAGGGAGAGATAAGGGT CGCAGAAACACAAACAGACACA 18 18 7 21 113 22 59,494 60,160 43,400 37,200 3,665,563 G 265 GAGAAAGGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGCAACtgtgtgtgtgCGTGTTagagagagagagAAggggggTGTATTTCtgtgtgTCTGTTTGTGTTTCTGCGTTagagagagagagagagAAagagagagagagagagagagagagagagagagagagagagagagagagagagATGAGGgtgtgtgtgtATATGAGAgtgtgtgtgtgtgtTTGAGATagagagAAagagagagagagagagagagTTGGTGT

ST‐E00142:460:H2K7HCCXY:6:2207:7994:64070 1 46 28 6 2 AG TGTGTGTGTGCGTGTTAGAGAGAGAGAG NA 0 0 15 18 108 GGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGC GGGAGAGGGAGAGATAAGGGT ACGCAGAAACACAAACAGACAC 18 19 7 21 114 22 59,494 60,160 43,400 36,700 3,665,549 G 265 GAGAAAGGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGCAACtgtgtgtgtgCGTGTTagagagagagagAAggggggTGTATTTCtgtgtgTCTGTTTGTGTTTCTGCGTTagagagagagagagagAAagagagagagagagagagagagagagagagagagagagagagagagagagagATGAGGgtgtgtgtgtATATGAGAgtgtgtgtgtgtgtTTGAGATagagagAAagagagagagagagagagagTTGGTGT

ST‐E00142:460:H2K7HCCXY:6:2207:7994:64070 1 46 28 6 2 AG TGTGTGTGTGCGTGTTAGAGAGAGAGAG NA 0 0 15 18 108 GGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGC GGGAGAGGGAGAGATAAGGGT ACGCAGAAACACAAACAGACA 18 20 7 21 114 21 59,494 58,919 43,400 34,100 3,586,670 G 265 GAGAAAGGGAGAGGgagagaTAAGGGTTTTGTGTTTCTGTGCAACtgtgtgtgtgCGTGTTagagagagagagAAggggggTGTATTTCtgtgtgTCTGTTTGTGTTTCTGCGTTagagagagagagagagAAagagagagagagagagagagagagagagagagagagagagagagagagagagATGAGGgtgtgtgtgtATATGAGAgtgtgtgtgtgtgtTTGAGATagagagAAagagagagagagagagagagTTGGTGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 12 6 1 AC TGTGTGTGTGTG NA 0 1 7 8 100 TTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgt TTTGCCTTGCATCTTGAGCG GAGACACAAACACAAGCAGCA 8 39 26 20 125 21 59,758 59,598 50,300 44,100 1,643,300 B 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 12 6 1 AC TGTGTGTGTGTG NA 0 0 7 1 93 TGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATG TGCATCTTGAGCGTGAGGTT GAGACACAAACACAAGCAGCA 1 39 33 20 125 21 59,965 59,598 35,000 44,100 1,436,868 B 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 12 6 1 AC TGTGTGTGTGTG NA 0 0 8 1 92 TGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATG TGCATCTTGAGCGTGAGGTT AGACACAAACACAAGCAGCA 1 39 33 20 124 20 59,965 58,537 35,000 44,100 1,497,933 B 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 180 12 6 1 AG GAGAGAGAGAGA NA 0 1 7 24 121 GCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGCACACGCACAGAGGGAAA CGGCAATCTCTCTTGGTCACT 24 45 137 19 257 21 60,892 60,067 31,300 34,100 2,958,492 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 180 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 24 122 GCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGCACACGCACAGAGGGAAA ACGGCAATCTCTCTTGGTCA 24 47 137 19 258 20 60,892 59,023 31,300 40,200 2,868,560 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 180 12 6 1 AG GAGAGAGAGAGA NA 0 0 7 24 124 GCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGCACACGCACAGAGGGAAA TGACGGCAATCTCTCTTGGT 24 49 137 19 260 20 60,892 59,023 31,300 36,700 2,868,560 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 1 1 8 13 125 CTTCCCACACCCATCctctctCGGCCCCACTCActctctc CTTCCCACACCCATCCTCTC CCACTATGTCACTGCCTCCC 13 60 74 20 198 20 59,456 59,821 32,000 43,000 0.722749 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 12 124 TTCCCACACCCATCctctctCGGCCCCACTCActctctctc TTCCCACACCCATCCTCTCT CCACTATGTCACTGCCTCCC 12 60 75 20 198 20 59,881 59,821 31,000 43,000 0.298155 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 12 176 TTCCCACACCCATCctctctCGGCCCCACTCActctctctc TTCCCACACCCATCCTCTCT GGGTCCTCAGAGCATTACCC 12 112 75 20 250 20 59,881 59,530 31,000 36,900 0.589496 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 12 180 TTCCCACACCCATCctctctCGGCCCCACTCActctctctc TTCCCACACCCATCCTCTCT ACCTGGGTCCTCAGAGCATT 12 116 75 20 254 20 59,881 60,549 31,000 35,600 0.667837 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 12 181 TTCCCACACCCATCctctctCGGCCCCACTCActctctctc TTCCCACACCCATCCTCTCT AACCTGGGTCCTCAGAGCAT 12 117 75 20 255 20 59,881 60,549 31,000 37,900 0.667837 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6147:65300 1 107 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 11 123 TCCCACACCCATCctctctCGGCCCCACTCActctctctct TCCCACACCCATCCTCTCTC CCACTATGTCACTGCCTCCC 11 60 76 20 198 20 60,326 59,821 32,000 43,000 0.504671 F 262 AATTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTTCCCACACCCATCctctctCGGCCCCACTCActctctctctctCACGTTCACTCATTCTCTGTCCCAAACTcacacaCTCTTTCCCCACACTGAcccccTCAGGGGAGGCAGTGACATAGTGGTACTGTCACTGGACTAGTATTGCAGAGACACAGGGTAATGCTCTGAGGACCCAGGTTCTCTTTT

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 1 13 38 144 TTGCCACAGACACAAACCCTTGcacacaGacacacacA TTGCCACAGACACAAACCCT GGAATGTGTTTGGGCAAGGC 38 45 61 20 204 20 60,034 60,321 43,400 43,500 0.354284 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 13 10 109 TTGCCACAGACACAAACCCTTGcacacaGacacacacA TTGCCACAGACACAAACCCT AGGCGATAGTTTCTGTGCGT 38 10 61 20 169 20 60,034 59,753 43,400 52,400 0.280236 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 14 37 143 TGCCACAGACACAAACCCTTGcacacaGacacacacAT TGCCACAGACACAAACCCTT GGAATGTGTTTGGGCAAGGC 37 45 62 20 204 20 60,034 60,321 39,500 43,500 0.354284 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 14 37 144 TGCCACAGACACAAACCCTTGcacacaGacacacacAT TGCCACAGACACAAACCCTT GGGAATGTGTTTGGGCAAGG 37 46 62 20 205 20 60,034 59,679 39,500 36,100 0.354947 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 14 10 108 TGCCACAGACACAAACCCTTGcacacaGacacacacAT TGCCACAGACACAAACCCTT AGGCGATAGTTTCTGTGCGT 37 10 62 20 169 20 60,034 59,753 39,500 52,400 0.280236 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 14 0 98 TGCCACAGACACAAACCCTTGcacacaGacacacacAT TGCCACAGACACAAACCCTT TTCTGTGCGTGTGGGTAAGG 37 0 62 20 159 20 60,034 60,250 39,500 26,900 0.283724 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 119 21 6 1.5 AC CACACACACACATACACACAC NA 0 0 16 10 95 AACCCTTGcacacaGacacacacATAAACCACTGCACG AACCCTTGCACACAGACACA AGGCGATAGTTTCTGTGCGT 24 10 75 20 169 20 60,035 59,753 37,200 52,400 0.281209 F 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 1 4 17 126 CTGTGCATTTGTGTCAGACagagagTTTGTgagagaTT CTGTGCATTTGTGTCAGACAGA GGGAAAGGCGTATAGTAATTCATTTCA 17 38 3 22 128 27 59,126 59,772 34,100 26,900 10,101,995 F 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 0 6 18 127 TCTGTGCATTTGTGTCAGACagagagTTTGTgagagaT TCTGTGCATTTGTGTCAGACAG GGGAAAGGCGTATAGTAATTCATTTCA 18 38 2 22 128 27 59,126 59,772 35,100 26,900 10,101,995 F 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 0 6 16 125 TGTGCATTTGTGTCAGACagagagTTTGTgagagaTTT TGTGCATTTGTGTCAGACAGAG GGGAAAGGCGTATAGTAATTCATTTCA 16 38 4 22 128 27 59,126 59,772 33,500 26,900 10,101,995 F 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 0 7 20 123 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC AGGCGTATAGTAATTCATTTCATCCA 20 34 1 21 123 26 57,467 58,550 35,100 34,100 10,982,966 B 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 0 7 20 128 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC GGGAAAGGCGTATAGTAATTCATTT 20 40 1 21 128 25 57,467 57,494 35,100 23,200 11,039,220 B 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 22 6 1.5 AC TGTGTGTGCATGTGTGTGTGTG NA 0 0 7 20 128 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC GGGAAAGGCGTATAGTAATTCATTTCA 20 38 1 21 128 27 57,467 59,772 35,100 26,900 10,760,802 B 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 173 12 6 1 AG AGAGAGAGAGAG NA 1 1 18 3 90 agagagTGACACCGATACGCAGTGACagagagACagagAGAGAGTGACACCGATACGC CTGTGTATCCGTGTCATTCTCTG 32 3 121 20 210 23 59,266 58,892 44,200 33,500 4,842,065 F 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 173 12 6 1 AG AGAGAGAGAGAG NA 0 0 18 2 93 GGACagagagTGACACCGATACGCAGTGACagagagAGGACAGAGAGTGACACCGAT TGTGTATCCGTGTCATTCTCTGT 36 2 117 20 209 23 58,822 59,490 41,800 34,100 4,688,243 F 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 173 12 6 1 AG AGAGAGAGAGAG NA 0 0 18 0 91 GGACagagagTGACACCGATACGCAGTGACagagagAGGACAGAGAGTGACACCGAT TGTATCCGTGTCATTCTCTGTCC 36 0 117 20 207 23 58,822 59,869 41,800 40,200 4,308,792 F 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 105 80 6 2 AG AGAGAGAGAGAGGGACAGAGAGTGACACCGATACNA 0 1 18 2 163 TGACACAGATACGCAGTGACagagagagagagagagagTGACACAGATACGCAGTGAC TGTGTATCCGTGTCATTCTCTGT 38 2 47 20 209 23 57,652 59,490 36,700 34,100 5,857,665 D 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 105 80 6 2 AG AGAGAGAGAGAGGGACAGAGAGTGACACCGATACNA 0 0 18 0 158 TGACACAGATACGCAGTGACagagagagagagagagagTGACACAGATACGCAGTGAC ATCCGTGTCATTCTCTGTCC 38 0 47 20 204 20 57,652 57,030 36,700 40,200 5,317,325 D 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 105 80 6 2 AG AGAGAGAGAGAGGGACAGAGAGTGACACCGATACNA 0 0 18 0 161 TGACACAGATACGCAGTGACagagagagagagagagagTGACACAGATACGCAGTGAC TGTATCCGTGTCATTCTCTGTCC 38 0 47 20 207 23 57,652 59,869 36,700 40,200 5,478,214 D 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 1 11 12 106 TGTGTCACTGCGTATCTGTGTCActctctGTCCctctctc TGTGTCACTGCGTATCTGTGT AGGGTGAGAGAGGGAATCAGA 12 16 138 21 243 21 59,660 59,351 37,200 32,700 2,988,497 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 0 11 12 108 TGTGTCACTGCGTATCTGTGTCActctctGTCCctctctc TGTGTCACTGCGTATCTGTGT AGAGGGTGAGAGAGGGAATCA 12 18 138 21 245 21 59,660 59,351 37,200 25,700 2,988,497 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 0 11 10 104 TGTCACTGCGTATCTGTGTCActctctGTCCctctctctct TGTCACTGCGTATCTGTGTCA AGGGTGAGAGAGGGAATCAGA 10 16 140 21 243 21 59,389 59,351 35,800 32,700 3,260,059 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 0 11 0 90 TGTGTCACTGCGTATCTGTGTCActctctGTCCctctctc TGTGTCACTGCGTATCTGTGT TCAGATACACAGTGGCAGACA 12 0 138 21 227 21 59,660 58,753 37,200 34,100 3,587,287 D 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 0 11 0 91 TGTGTCACTGCGTATCTGTGTCActctctGTCCctctctc TGTGTCACTGCGTATCTGTGT ATCAGATACACAGTGGCAGACA 12 0 138 21 228 22 59,660 59,166 37,200 34,100 4,173,872 D 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 171 36 6 2 AG CTCTCTCTCTCACCTGTCTCTCTCTCTCTTTCTCTC NA 0 0 11 0 92 TCTGTGTCACTGCGTATCTGTGTCActctctGTCCctct TCTGTGTCACTGCGTATCTGT TCAGATACACAGTGGCAGACA 14 0 136 21 227 21 59,113 58,753 34,100 34,100 4,133,900 D 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 1 1 8 6 146 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC GTCCTTCTGATGATATTGGTTCCC 6 64 38 20 183 24 62,244 58,933 53,400 39,700 7,311,030 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 0 0 8 6 151 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC CCTGTGTCCTTCTGATGATATTGG 6 69 38 20 188 24 62,244 58,938 53,400 31,600 7,306,290 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 0 0 8 6 154 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC TTTCCTGTGTCCTTCTGATGAT 6 74 38 20 191 22 62,244 57,084 53,400 24,500 7,160,477 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 0 0 8 6 229 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC GGAATATCCCGGCCAGTGTC 6 151 38 20 266 20 62,244 60,250 53,400 36,700 2,494,774 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 0 0 8 6 231 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC ATGGAATATCCCGGCCAGTG 6 153 38 20 268 20 62,244 59,598 53,400 36,600 2,646,174 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 32 6 2 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGT NA 0 0 8 6 233 ATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgt ATCAATGAGCACGCACACGC CCATGGAATATCCCGGCCAG 6 155 38 20 270 20 62,244 60,323 53,400 48,500 2,567,252 D 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 1 1 8 34 134 ACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTAACCTGCTGCTCTCTGCCTAT CCATGTGGGAGAGGGAGAAG 34 48 66 20 199 20 60,690 59,164 25,700 28,500 1,526,351 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 33 133 CCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTA CCTGCTGCTCTCTGCCTATC CCATGTGGGAGAGGGAGAAGA 33 47 67 20 199 21 59,966 60,624 20,800 28,700 1,657,338 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 33 133 CCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTA CCTGCTGCTCTCTGCCTATC CCATGTGGGAGAGGGAGAAG 33 48 67 20 199 20 59,966 59,164 20,800 28,500 0.869722 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 33 151 CCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTA CCTGCTGCTCTCTGCCTATC CACTACACCATCGCCTCCC 33 67 67 20 217 19 59,966 59,856 20,800 43,000 1,177,838 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 33 152 CCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTA CCTGCTGCTCTCTGCCTATC CCACTACACCATCGCCTCC 33 68 67 20 218 19 59,966 59,856 20,800 43,000 1,177,838 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:4959:6495 1 120 12 6 1 AG CTCTCTCTCTCT NA 0 0 8 33 154 CCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTA CCTGCTGCTCTCTGCCTATC TACCACTACACCATCGCCTC 33 69 67 20 220 20 59,966 58,891 20,800 47,000 1,142,557 F 251 CAtctctctctctctctctctctctctctctctcTAtctctcACTCTGCCTTtctctctctctcAACCTGCTGctctctGCCTATCTTTCTGGATGTCCATCTACCTTtctctcTTTGCctctctctctctCAGCTCACTTTTCTTTCTGtttttttATCTCTGTCTCCTTCTATCTATCTTCTCCCTCTCCCACATGGGGAGGCGATGGTGTAGTGGTATAGTCACTGGACTGGTAATCTAGAGACCCAG

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 115 38 6 2 AC GTGTGTGTGTGGGCGAGCGCGATCGGGTGTGTGTGNA 1 1 14 6 123 TCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtg TCTGAGGGCGCTTCAGGT CCTGAGAGCGGAAGAGCG 43 6 54 18 176 18 60,605 59,896 40,000 50,300 4,708,620 D 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 115 38 6 2 AC GTGTGTGTGTGGGCGAGCGCGATCGGGTGTGTGTGNA 0 0 14 4 122 TCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtg TCTGAGGGCGCTTCAGGT CTGAGAGCGGAAGAGCGAC 43 4 54 18 175 19 60,605 60,227 40,000 51,900 3,831,233 D 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 115 38 6 2 AC GTGTGTGTGTGGGCGAGCGCGATCGGGTGTGTGTGNA 0 0 14 3 120 TCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtg TCTGAGGGCGCTTCAGGT GAGAGCGGAAGAGCGACG 43 3 54 18 173 18 60,605 60,278 40,000 51,200 4,882,314 D 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 1 8 0 110 gagCGAGAGTGacacacAGGgagagagagagaCAGAGAGAGCGAGAGTGACACACAGG CCTCCCTCTCCCAACCAATC 0 58 131 20 240 20 60,388 59,451 40,000 26,700 0.936387 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 0 10 28 138 gaCCCAGCgagagagaGGTATTCagagagagCGAGAGT GACCCAGCGAGAGAGAGGTA CCTCCCTCTCCCAACCAATC 28 58 103 20 240 20 60,107 59,451 30,800 26,700 0.655626 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 32 158 gagagaCCCAGCgagagagaGGTATTCagagagagCGAGGAGAGACCCAGCGAGAGAGA ACTCTCTCTGTCTCCGCCTC 32 74 99 20 256 20 60,107 60,394 31,000 47,000 0.501219 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 31 157 agagaCCCAGCgagagagaGGTATTCagagagagCGAGAAGAGACCCAGCGAGAGAGAG ACTCTCTCTGTCTCCGCCTC 31 74 100 20 256 20 60,107 60,394 32,000 47,000 0.501022 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 28 154 gaCCCAGCgagagagaGGTATTCagagagagCGAGAGT GACCCAGCGAGAGAGAGGTA ACTCTCTCTGTCTCCGCCTC 28 74 103 20 256 20 60,107 60,394 30,800 47,000 0.500924 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 151 12 6 1 AG GAGAGAGAGAGA NA 0 0 12 0 126 gagCGAGAGTGacacacAGGgagagagagagaCAGAGAGAGCGAGAGTGACACACAGG ACTCTCTCTGTCTCCGCCTC 0 74 131 20 256 20 60,388 60,394 40,000 47,000 0.781686 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2211:17990:47140 1 96 52 6 2 AC GTGTGTGTGTGTGAGTGAGAGGGGGGGCGGATGGNA 1 1 12 5 102 AGGGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgt AGGGTGGAGATGTGGAAAGG TCGCCATTCAACTCCACACA 5 5 71 20 172 20 59,005 59,892 31,100 37,200 1,102,668 G 186 TGAGAGGGTGGGGAGTTGGATGGAGAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgAGAGGGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgtGAGTGAGAgggggggCGGATgggggggggtgtgtgtgtgtGAGAAtgtgtgGAGTTGAATGGCGAACAgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2211:17990:47140 1 96 52 6 2 AC GTGTGTGTGTGTGAGTGAGAGGGGGGGCGGATGGNA 0 0 12 4 101 GGGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgtG GGGTGGAGATGTGGAAAGGG TCGCCATTCAACTCCACACA 4 5 72 20 172 20 60,034 59,892 39,500 37,200 0.141732 G 186 TGAGAGGGTGGGGAGTTGGATGGAGAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgAGAGGGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgtGAGTGAGAgggggggCGGATgggggggggtgtgtgtgtgtGAGAAtgtgtgGAGTTGAATGGCGAACAgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2211:17990:47140 1 96 52 6 2 AC GTGTGTGTGTGTGAGTGAGAGGGGGGGCGGATGGNA 0 0 12 3 100 GGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgtGA GGTGGAGATGTGGAAAGGGA TCGCCATTCAACTCCACACA 3 5 73 20 172 20 59,008 59,892 42,000 37,200 1,099,563 G 186 TGAGAGGGTGGGGAGTTGGATGGAGAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgAGAGGGTGGAGATGTGGAAAGGGAACAgtgtgtgtgtgtGAGTGAGAgggggggCGGATgggggggggtgtgtgtgtgtGAGAAtgtgtgGAGTTGAATGGCGAACAgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 124 12 6 1 AC TGTGTGTGTGTG NA 1 1 18 5 103 GGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGGGTCTGTTTGTCCCAGCACT GAGTCAGTGCTGGGACACAC 5 46 99 20 201 20 60,179 60,601 44,000 38,200 0.780328 F 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 124 12 6 1 AC TGTGTGTGTGTG NA 0 0 18 1 99 TGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTTTGTCCCAGCACTGTCT GAGTCAGTGCTGGGACACAC 1 46 103 20 201 20 59,454 60,601 34,100 38,200 1,147,433 F 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 124 12 6 1 AC TGTGTGTGTGTG NA 0 0 19 5 101 GGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGGGTCTGTTTGTCCCAGCACT GTCAGTGCTGGGACACACA 5 45 99 20 199 19 60,179 59,854 44,000 37,200 1,325,058 F 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:29894:44732 1 139 12 6 1 AC TGTGTGTGTGTG NA 1 1 18 13 100 tgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCAT TGTGCTTTCCTCTCTGTGTGT CACACATGTACAGGAACACACAC 31 13 87 21 186 23 59,514 59,998 37,200 38,200 4,488,556 F 192 TGTTCCTGTACAtgtgtgtgTTtgtgtgtgtgtgGTTATGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTAtgtgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCATGTCTGTGTATTtgtgtgtgtgtgCTTCtatataAAAgtgtgtgtTCCTGTACAtgtgtgtgTTTG

ST‐E00142:460:H2K7HCCXY:6:2211:29894:44732 1 139 12 6 1 AC TGTGTGTGTGTG NA 0 0 18 13 102 tgtgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCATGTGTGCTTTCCTCTCTGTGT CACACATGTACAGGAACACACAC 33 13 85 21 186 23 59,514 59,998 37,200 38,200 4,488,556 F 192 TGTTCCTGTACAtgtgtgtgTTtgtgtgtgtgtgGTTATGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTAtgtgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCATGTCTGTGTATTtgtgtgtgtgtgCTTCtatataAAAgtgtgtgtTCCTGTACAtgtgtgtgTTTG

ST‐E00142:460:H2K7HCCXY:6:2211:29894:44732 1 139 12 6 1 AC TGTGTGTGTGTG NA 0 0 20 15 102 tgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCAT TGTGCTTTCCTCTCTGTGTGT CACACACATGTACAGGAACACAC 31 15 87 21 188 23 59,514 59,998 37,200 38,200 4,488,556 F 192 TGTTCCTGTACAtgtgtgtgTTtgtgtgtgtgtgGTTATGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTAtgtgtgCTTTCctctctgtgtgtTTGTGTTCATGCGTGTTCATGTCTGTGTATTtgtgtgtgtgtgCTTCtatataAAAgtgtgtgtTCCTGTACAtgtgtgtgTTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 12 6 1 AG TCTCTCTCTCTC NA 1 1 13 6 90 CCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCT CCCTGTTTCTCCCTGTCTCC AGAGATTGAGAGAGCGAGATGTG 29 6 74 20 163 23 59,384 59,684 37,100 32,100 3,931,879 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 12 6 1 AG TCTCTCTCTCTC NA 0 0 14 4 90 tcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCATCTTTCCCTGTTTCTCCCTGTC TTGAGAGAGCGAGATGTGGT 32 4 69 22 158 20 59,628 58,450 35,100 41,600 3,922,499 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 12 6 1 AG TCTCTCTCTCTC NA 0 0 14 4 91 ctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTC CTCTTTCCCTGTTTCTCCCTGT TTGAGAGAGCGAGATGTGGT 33 4 68 22 158 20 59,626 58,450 40,000 41,600 3,923,829 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 26 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTG NA 0 1 12 3 92 TTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgt TTGTGCCTGTGTGTTGAAGG CTCCGGTCACACACTCACAC 3 23 4 20 95 20 58,898 60,598 34,600 38,200 1,699,792 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 26 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTG NA 0 0 14 2 91 TGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtg TGTGCCTGTGTGTTGAAGGG CTCCGGTCACACACTCACAC 2 23 5 20 95 20 60,751 60,598 39,500 38,200 1,348,914 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 26 6 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTG NA 0 0 14 2 92 TGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtg TGTGCCTGTGTGTTGAAGGG CCTCCGGTCACACACTCAC 2 25 5 20 96 19 60,751 60,006 39,500 35,100 1,757,379 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2212:16985:9185 1 96 12 6 1 AG TCTCTCTCTCTC NA 1 1 12 6 90 CCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGACCTCTGGAAGTCTCTCACCC AGAATTCTCCAGCGAGATAGAGAC 6 28 70 20 159 24 58,809 59,481 46,100 33,600 5,709,613 F 159 TTCTGGATAtctctctctctctctctctctctctctctctctcTTtctctctctcTGGAtctctctctcCCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGATATCTCTTTCTCctctctTGATATGTCTCTATCTCGCTGGAGAATTCT

ST‐E00142:460:H2K7HCCXY:6:2212:16985:9185 1 96 12 6 1 AG TCTCTCTCTCTC NA 0 0 13 6 90 CCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGACCTCTGGAAGTCTCTCACCC AGAATTCTCCAGCGAGATAGAGA 6 29 70 20 159 23 58,809 58,276 46,100 31,000 5,915,042 F 159 TTCTGGATAtctctctctctctctctctctctctctctctctcTTtctctctctcTGGAtctctctctcCCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGATATCTCTTTCTCctctctTGATATGTCTCTATCTCGCTGGAGAATTCT

ST‐E00142:460:H2K7HCCXY:6:2212:16985:9185 1 96 12 6 1 AG TCTCTCTCTCTC NA 0 0 13 5 90 CCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGACCTCTGGAAGTCTCTCACCCT AGAATTCTCCAGCGAGATAGAGAC 5 28 70 21 159 24 60,273 59,481 43,400 33,600 5,791,954 F 159 TTCTGGATAtctctctctctctctctctctctctctctctctcTTtctctctctcTGGAtctctctctcCCTCTGGAAGtctctcACCCTCTGTAtctctctctctcTGGATATCTCTTTCTCctctctTGATATGTCTCTATCTCGCTGGAGAATTCT

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 12 6 1 AC ACACACACACAC NA 1 1 10 1 121 AGACAAACTTTCTATTtctctcACTCATacacacacacacAAGACAAACTTTCTATTTCTCTCACTCA GAGATAGAGAGAGACGGTGTGT 1 59 1 27 121 22 58,575 58,462 34,100 37,200 11,962,498 F 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 12 6 1 AC ACACACACACAC NA 0 0 11 1 121 GACAAACTTTCTATTtctctcACTCATacacacacacacAGGACAAACTTTCTATTTCTCTCACTCA AGAGATAGAGAGAGACGGTGTGT 1 59 2 26 122 23 57,405 59,801 34,100 37,200 11,793,952 F 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 12 6 1 AC ACACACACACAC NA 0 0 11 1 122 AGACAAACTTTCTATTtctctcACTCATacacacacacacAAGACAAACTTTCTATTTCTCTCACTCA AGAGATAGAGAGAGACGGTGTGT 1 59 1 27 122 23 58,575 59,801 34,100 37,200 11,623,988 F 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 1 1 10 7 120 acacTCATACATGCCCTGGCACAAGATcacacacaGac ACACTCATACATGCCCTGGC TGCATTGTTTCTGTCAGTGTGT 7 33 102 20 221 22 60,107 58,984 48,500 37,200 3,123,048 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 0 0 11 10 140 AAAGacacacTCATACATGCCCTGGCACAAGATcaca AAAGACACACTCATACATGCCCT TGCACTAGTGTCTTTGCATTGTT 10 46 96 23 235 23 59,991 59,368 51,900 28,300 6,641,159 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 0 0 11 10 140 AAAGacacacTCATACATGCCCTGGCACAAGATcaca AAAGACACACTCATACATGCCCT TGCACTAGTGTCTTTGCATTGT 10 47 96 23 235 22 59,991 58,786 51,900 27,100 6,222,979 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 0 0 12 11 140 AAAGacacacTCATACATGCCCTGGCACAAGATcaca AAAGACACACTCATACATGCCC TGCACTAGTGTCTTTGCATTGT 11 47 96 22 235 22 58,653 58,786 53,600 27,100 6,560,722 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 0 0 15 7 101 acacTCATACATGCCCTGGCACAAGATcacacacaGac ACACTCATACATGCCCTGGC TGTGTATGAGTATGTGTGTGCGA 7 13 102 20 202 23 60,107 60,057 48,500 51,000 3,164,191 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:26443:29191 1 129 38 6 2 AC CACACACAGACACACACACACAGACTCACACACACANA 0 0 17 7 102 acacTCATACATGCCCTGGCACAAGATcacacacaGac ACACTCATACATGCCCTGGC GTGTGTATGAGTATGTGTGTGCG 7 14 102 20 203 23 60,107 59,939 48,500 53,400 3,167,778 G 235 CTGACACAAGCTCATAAacacacacacacAAACATGcacacacacacacacacacacacacacacacacacacacacacacacacaTATACGGGAAAAGacacacTCATACATGCCCTGGCACAAGATcacacacaGacacacacacacAGACTcacacacacacaGAAacacacAAAATCGcacacacaTACTCATacacacacTGACAGAAACAATGCAAAGACACTAGTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 1 1 2 28 110 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC TGCTGCTCCGAGTTTGTCAT 30 28 115 20 224 20 60,179 59,965 33,200 30,600 0.214403 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 4 25 105 AACCCAGGCAAACACAGGTTAGGGCGAGAGCAAC AACCCAGGCAAACACAGGTT TGCTGCTCCGAGTTTGTCAT 25 28 120 20 224 20 60,325 59,965 35,000 30,600 0.360520 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 6 30 170 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC GTGTCTCTCTTGTCCCACCG 30 88 115 20 284 20 60,179 60,038 33,200 49,400 0.217245 F 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 6 25 165 AACCCAGGCAAACACAGGTTAGGGCGAGAGCAAC AACCCAGGCAAACACAGGTT GTGTCTCTCTTGTCCCACCG 25 88 120 20 284 20 60,325 60,038 35,000 49,400 0.363362 F 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 6 8 90 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC TTGCTCCATCGTTGTCTCCC 30 8 115 20 204 20 60,179 60,036 33,200 43,000 0.215475 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 8 30 166 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC CTCTCTTGTCCCACCGTTGT 30 84 115 20 280 20 60,179 59,607 33,200 33,200 0.572163 F 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 9 30 140 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC GCCTCTGATTCTCTGTCTCTTCT 30 55 115 20 254 23 60,179 59,299 33,200 28,500 3,880,127 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 9 30 141 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC AGCCTCTGATTCTCTGTCTCTTC 30 56 115 20 255 23 60,179 59,299 33,200 28,700 3,880,127 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2212:3173:27521 1 165 12 6 1 AG GAGAGAGAGAGA NA 0 0 11 30 141 CCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCCAACAACCCAGGCAAACAC AGCCTCTGATTCTCTGTCTCT 30 58 115 20 255 21 60,179 57,613 33,200 31,000 3,566,018 A 285 AGATGTCAAGAGGGAGGgagagagagagagagagagagagagagagagagagaTTGAAAGAGAAAGAGGCCAAAAGAGATAGTGACagagagCgagagagagagagaAAGAAAGCCAACAACCCAGGCAAACACAGGTTAGGGCGAGAGCAACCTATAGGCAGTgagagagagagaCAGAGGATGGGAGACAACGATGGAGCAAATGACAAACTCGGAGCAGCAGGCTCAGAGAAGAGACAGAGAATCAGAGGCTaaaaaaCAACGGTGGGACAagagagACACT

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 178 44 6 2 AC CACACACACACGCGTGGTTTCTTGACTCCTGTCACA NA 0 1 16 4 102 CGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCG CGTGGTTTCTTGCCTCTTGT TGTGTGCATGTGTGACGAGA 4 14 154 20 255 20 58,691 59,896 31,600 40,400 1,412,935 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 178 44 6 2 AC CACACACACACGCGTGGTTTCTTGACTCCTGTCACA NA 0 0 17 3 100 CGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCG CGTGGTTTCTTGCCTCTTGTC TGTGCATGTGTGACGAGAGG 3 12 154 21 253 20 59,736 60,320 31,800 36,900 1,584,101 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 178 44 6 2 AC CACACACACACGCGTGGTTTCTTGACTCCTGTCACA NA 0 0 17 3 102 CGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCG CGTGGTTTCTTGCCTCTTGTC TGTGTGCATGTGTGACGAGA 3 14 154 21 255 20 59,736 59,896 31,800 40,400 1,368,225 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:6208:6583 1 23 12 6 1 AC TGTGTGTGTGTG NA 1 1 19 1 90 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGCGTGCATGTGGAATGTGTTGT ATACATCCAACACACATACACACAG 1 31 1 21 90 25 60,001 59,357 33,200 36,600 6,644,835 F 221 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGTGTTGCGTGTTGTTtgtgtgTTTGTGCtgtgtgTAtgtgtgTTGGATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGATGTATT

ST‐E00142:460:H2K7HCCXY:6:2213:6208:6583 1 23 12 6 1 AC TGTGTGTGTGTG NA 0 0 20 1 90 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGCGTGCATGTGGAATGTGTTGT ATACATCCAACACACATACACACA 1 32 1 21 90 24 60,001 58,444 33,200 37,200 6,557,453 F 221 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGTGTTGCGTGTTGTTtgtgtgTTTGTGCtgtgtgTAtgtgtgTTGGATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGATGTATT

ST‐E00142:460:H2K7HCCXY:6:2213:6208:6583 1 23 12 6 1 AC TGTGTGTGTGTG NA 0 0 21 1 91 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGCGTGCATGTGGAATGTGTTGT AATACATCCAACACACATACACACA 1 32 1 21 91 25 60,001 58,999 33,200 37,200 7,002,327 F 221 CGTGCATGTGGAATGTGTTGTAtgtgtgtgtgtgGAATGTGTTGCGTGTTGTTtgtgtgTTTGTGCtgtgtgTAtgtgtgTTGGATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGATGTATT

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 1 1 19 1 159 ACAGATacacacAAACACATACACAAacacacacacacCACAGATACACACAAACACATACACA TAGAGTTTGCGCGATCGTGT 1 101 47 25 205 20 58,948 60,109 37,200 44,900 6,161,819 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 0 0 20 2 117 ACACAGATacacacAAACACATACACAAacacacacacaACACAGATACACACAAACACATACAC GCGCATATGTTTGTGTGGTGT 2 56 45 26 161 21 60,018 60,069 29,000 41,600 7,086,871 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 0 0 20 2 118 ACACAGATacacacAAACACATACACAAacacacacacaACACAGATACACACAAACACATACAC TGCGCATATGTTTGTGTGGTG 2 57 45 26 162 21 60,018 60,069 29,000 41,700 7,086,940 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 0 0 20 2 161 ACACAGATacacacAAACACATACACAAacacacacacaACACAGATACACACAAACACATACAC TAGAGTTTGCGCGATCGTGT 2 101 45 26 205 20 60,018 60,109 29,000 44,900 6,127,720 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 0 0 20 1 116 CACAGATacacacAAACACATACACAAacacacacacacCACAGATACACACAAACACATACACA GCGCATATGTTTGTGTGGTGT 1 56 46 26 161 21 60,018 60,069 37,200 41,600 7,086,953 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2214:23500:64597 1 73 12 6 1 AC ACACACACACAC NA 0 0 20 1 160 CACAGATacacacAAACACATACACAAacacacacacacCACAGATACACACAAACACATACACA TAGAGTTTGCGCGATCGTGT 1 101 46 26 205 20 60,018 60,109 37,200 44,900 6,127,801 F 208 GcacacacaCGcacacacacacacacacacacacacacacacaTACACAGATacacacAAACACATACACAAacacacacacacCATATAAATACAAACTGCGAAACTGATAAATTGAAGCCaaaaaCATTCAAGAAAacacaccacacaAACATATGCGCATCAGCATACACATATACTCATacacacGATCGCGCAAACTCTAACA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 1 14 32 134 cacTCACATGCACGCAAACAAACACATCAATGTACG CACTCACATGCACGCAAACA CATGTGCGTGTCTGTGTGTG 43 32 17 20 150 20 59,971 60,042 28,300 38,200 0.071093 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 0 14 32 135 acacTCACATGCACGCAAACAAACACATCAATGTAC ACACTCACATGCACGCAAAC CATGTGCGTGTCTGTGTGTG 44 32 16 20 150 20 59,971 60,042 29,300 38,200 0.071226 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 0 14 32 136 cacacTCACATGCACGCAAACAAACACATCAATGTACCACACTCACATGCACGCAAA CATGTGCGTGTCTGTGTGTG 45 32 15 20 150 20 59,971 60,042 36,800 38,200 0.071093 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 0 14 32 147 AGGCACAGacacacacTCACATGCACGCAAACAAACAAGGCACAGACACACACTCAC CATGTGCGTGTCTGTGTGTG 56 32 4 20 150 20 60,179 60,042 35,100 38,200 0.220999 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 0 14 32 148 CAGGCACAGacacacacTCACATGCACGCAAACAAACCAGGCACAGACACACACTCA CATGTGCGTGTCTGTGTGTG 57 32 3 20 150 20 60,179 60,042 34,100 38,200 0.221001 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 19 6 1.5 AC CACACACACACAAACACAC NA 0 0 14 32 149 ACAGGCACAGacacacacTCACATGCACGCAAACAAAACAGGCACAGACACACACTC CATGTGCGTGTCTGTGTGTG 58 32 2 20 150 20 60,179 60,042 35,100 38,200 0.220999 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 1 1 5 9 105 GCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGCGCTCAACCACTGTAGGAT AGGGAGTGTACATCTCTCTGTCT 41 9 176 20 280 23 60,108 59,732 32,400 34,100 3,376,471 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 0 0 5 9 108 TCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCATCAGCGCTCAACCACTGTAG AGGGAGTGTACATCTCTCTGTCT 44 9 173 20 280 23 60,038 59,732 27,400 34,100 3,306,585 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 0 0 5 9 117 GACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGGACTCACCTTCAGCGCTCAA AGGGAGTGTACATCTCTCTGTCT 53 9 164 20 280 23 60,320 59,732 30,200 34,100 3,588,233 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 0 0 6 9 160 TGAAGacacacacGCTGACAGACACAGGCACATACA TGAAGACACACACGCTGACA AGGGAGTGTACATCTCTCTGTCT 96 9 121 20 280 23 59,825 59,732 35,800 34,100 3,442,950 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 0 0 8 9 158 AAGacacacacGCTGACAGACACAGGCACATACACAAAAGACACACACGCTGACAGA AGGGAGTGTACATCTCTCTGTCT 94 9 123 20 280 23 59,540 59,732 34,100 34,100 3,728,233 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 237 12 6 1 AC CACACACACACA NA 0 0 10 9 157 AGacacacacGCTGACAGACACAGGCACATACACAAAAGACACACACGCTGACAGAC AGGGAGTGTACATCTCTCTGTCT 93 9 124 20 280 23 60,249 59,732 35,100 34,100 3,517,406 F 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:30502:59850 1 23 37 6 1.5 AG TCTCTCTCTCTCACACACAGTCTCTCTCACACACACA NA 1 1 12 1 97 TCTcacacaTGCTCACAGACTGtctctctctctcacacacAGTCTCACACATGCTCACAGACT TGACTGAGTCTGTGTGTGGG 1 18 1 21 97 20 59,034 59,247 32,400 46,100 2,719,012 F 174 TCTcacacaTGCTCACAGACTGtctctctctctcacacacAGtctctcTcacacacacaCCCACAGAGTGtctctctcCcacacacaGACTCAGTCActctctCATacacacGCTcacacacacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2215:30502:59850 1 23 37 6 1.5 AG TCTCTCTCTCTCACACACAGTCTCTCTCACACACACA NA 0 0 12 0 95 TcacacaTGCTCACAGACTGtctctctctctcacacacAGtc TCACACATGCTCACAGACTG TGACTGAGTCTGTGTGTGGG 0 18 3 20 97 20 57,841 59,247 35,100 46,100 2,911,985 F 174 TCTcacacaTGCTCACAGACTGtctctctctctcacacacAGtctctcTcacacacacaCCCACAGAGTGtctctctcCcacacacaGACTCAGTCActctctCATacacacGCTcacacacacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2215:30502:59850 1 23 37 6 1.5 AG TCTCTCTCTCTCACACACAGTCTCTCTCACACACACA NA 0 0 12 0 96 CTcacacaTGCTCACAGACTGtctctctctctcacacacAGt CTCACACATGCTCACAGACTG TGACTGAGTCTGTGTGTGGG 0 18 2 21 97 20 58,933 59,247 35,100 46,100 2,819,671 F 174 TCTcacacaTGCTCACAGACTGtctctctctctcacacacAGtctctcTcacacacacaCCCACAGAGTGtctctctcCcacacacaGACTCAGTCActctctCATacacacGCTcacacacacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 134 24 6 1.5 AG CTCTCTCTCTCTTGCACACACACA NA 0 1 11 4 100 CCCAACACAAACATACACAGACACAGaaaaaaCTCA CCCAACACAAACATACACAGACA AGGGTGGGTGTGTTTCTGAG 29 4 82 23 181 20 59,370 59,526 34,100 33,500 4,104,039 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 134 24 6 1.5 AG CTCTCTCTCTCTTGCACACACACA NA 0 0 11 3 99 CCCAACACAAACATACACAGACACAGaaaaaaCTCA CCCAACACAAACATACACAGACA GGGTGGGTGTGTTTCTGAGT 29 3 82 23 180 20 59,370 59,817 34,100 34,100 3,812,630 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 134 24 6 1.5 AG CTCTCTCTCTCTTGCACACACACA NA 0 0 14 3 98 CCAACACAAACATACACAGACACAGaaaaaaCTCAC CCAACACAAACATACACAGACACA GGGTGGGTGTGTTTCTGAGT 27 3 83 24 180 20 59,904 59,817 37,200 34,100 4,278,407 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 1 1 8 36 146 TTGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCA ATCTCTCTCCGTCTTTGGCA 58 36 5 20 150 20 59,755 58,438 56,900 49,200 1,806,909 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 0 0 8 35 144 TGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCAT TCTCTCTCCGTCTTTGGCAT 57 35 6 20 149 20 59,540 58,438 44,000 44,000 2,021,542 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 0 0 8 35 145 TTGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCA TCTCTCTCCGTCTTTGGCAT 58 35 5 20 149 20 59,755 58,438 56,900 44,000 1,806,909 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA
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ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 0 0 8 1 110 TGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCAT TGTCCCTCTCTGTCTCCTGG 57 1 6 20 115 20 59,540 59,960 44,000 44,500 0.500251 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 0 0 8 1 111 TTGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCA TGTCCCTCTCTGTCTCCTGG 58 1 5 20 115 20 59,755 59,960 56,900 44,500 0.285618 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2216:12246:39229 1 83 12 6 1 AG AGAGAGAGAGAG NA 0 0 8 0 110 TTGCgagagaTACAACGGCATTTAGTTTGAAagagagATTGCGAGAGATACAACGGCA GTCCCTCTCTGTCTCCTGGT 58 0 5 20 114 20 59,755 59,960 56,900 40,000 0.285765 F 213 GAGATTGCgagagaTACAACGGCATTTAGTTTGAAagagagATagagagagAAGGCAAATAGAgggggagagagAAACAGAAagagagagagagACCAGGAGACagagagGGACAAagagagagATAGAATGCCAAAGACGgagagagaTAGATAGTgagagaGTgagagagaAAGATagagagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 12 6 1 AC GTGTGTGTGTGT NA 0 1 13 22 104 GCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGCTGGGACTGTGTATGTTTGT AGCGCGCACAAATAAACACA 29 22 73 21 176 20 58,496 59,691 28,300 37,200 2,813,669 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 24 107 AGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGAGCTGGGACTGTGTATGTTTGT CGAGCGCGCACAAATAAACA 29 24 72 22 178 20 59,893 60,452 28,300 28,300 2,558,468 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 12 6 1 AC GTGTGTGTGTGT NA 0 0 14 22 105 AGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGAGCTGGGACTGTGTATGTTTGT AGCGCGCACAAATAAACACA 29 22 72 22 176 20 59,893 59,691 28,300 37,200 2,415,813 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:30817:35643 1 119 12 6 1 AC CACACACACACA NA 1 1 13 0 91 acacacaTATACTGCCACAGTGAAActctctcacacacaC ACACACATATACTGCCACAGTGA AGTGTACTTGTGTGTCAGTGCA 34 0 62 23 152 22 59,739 60,094 34,100 45,700 5,354,343 F 152 CATGCTGAAACTGTcacacacacacacacacacacacacacacaCTcacacaCTGAAACTcacacacaTATACTGCCACAGTGAAActctctcacacacaCTcacacaATGACACTCTcacacacacacaTGCACTGacacacAAGTACACT

ST‐E00142:460:H2K7HCCXY:6:2216:30817:35643 1 119 12 6 1 AC CACACACACACA NA 0 0 13 0 92 cacacacaTATACTGCCACAGTGAAActctctcacacacaCCACACACATATACTGCCACAGTG AGTGTACTTGTGTGTCAGTGCA 35 0 61 23 152 22 59,628 60,094 36,600 45,700 5,465,609 F 152 CATGCTGAAACTGTcacacacacacacacacacacacacacacaCTcacacaCTGAAACTcacacacaTATACTGCCACAGTGAAActctctcacacacaCTcacacaATGACACTCTcacacacacacaTGCACTGacacacAAGTACACT

ST‐E00142:460:H2K7HCCXY:6:2216:30817:35643 1 119 12 6 1 AC CACACACACACA NA 0 0 15 0 95 ACTcacacacaTATACTGCCACAGTGAAActctctcacac ACTCACACACATATACTGCCACA AGTGTACTTGTGTGTCAGTGCA 38 0 58 23 152 22 59,739 60,094 41,700 45,700 5,354,343 F 152 CATGCTGAAACTGTcacacacacacacacacacacacacacacaCTcacacaCTGAAACTcacacacaTATACTGCCACAGTGAAActctctcacacacaCTcacacaATGACACTCTcacacacacacaTGCACTGacacacAAGTACACT

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 1 16 16 118 cACTCCCACCcacacacaAtctctctcACTCCCACTcacacaCACTCCCACCCACACACAAT AGTGTGTTTGTGTCTGTGTGT 16 20 6 20 123 21 60,179 58,222 27,100 37,200 2,957,291 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 16 15 117 ACTCCCACCcacacacaAtctctctcACTCCCACTcacaca ACTCCCACCCACACACAATC AGTGTGTTTGTGTCTGTGTGT 15 20 7 20 123 21 59,890 58,222 26,700 37,200 2,888,785 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 20 21 140 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTc TCTCTCACTCCCACCCACAC GTGGGAGTGAGAGAGATAGTGT 21 36 1 20 140 22 60,832 58,373 38,200 35,500 4,459,065 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 21 22 140 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTc TCTCTCACTCCCACCCACA GTGGGAGTGAGAGAGATAGTGTG 22 35 1 19 140 23 59,453 59,620 41,700 38,200 4,926,742 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 21 21 140 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTc TCTCTCACTCCCACCCACAC GTGGGAGTGAGAGAGATAGTGTG 21 35 1 20 140 23 60,832 59,620 38,200 38,200 4,212,139 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 41 6 2 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 21 15 133 ACTCCCACCcacacacaAtctctctcACTCCCACTcacaca ACTCCCACCCACACACAATC TGGGAGTGAGAGAGATAGTGTGT 15 34 7 20 139 23 59,890 59,989 26,700 37,200 3,121,182 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 124 20 6 1.5 AC TGTGTGTTTGTGTGTGTGTG NA 1 1 12 14 99 GCGGGAGTgagagaGTAAATGTATGGgagtgagtgagt GCGGGAGTGAGAGAGTAAATGT CACACCTTCACTCATGCCCT 23 14 79 22 177 20 59,833 59,963 27,100 51,900 2,203,968 F 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 124 20 6 1.5 AC TGTGTGTTTGTGTGTGTGTG NA 0 0 12 7 92 GCGGGAGTgagagaGTAAATGTATGGgagtgagtgagt GCGGGAGTGAGAGAGTAAATGT TCACTCATGCCCTCACACAC 23 7 79 22 170 20 59,833 59,965 27,100 38,200 2,201,981 F 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 124 20 6 1.5 AC TGTGTGTTTGTGTGTGTGTG NA 0 0 12 6 91 GCGGGAGTgagagaGTAAATGTATGGgagtgagtgagt GCGGGAGTGAGAGAGTAAATGT CACTCATGCCCTCACACACT 23 6 79 22 169 20 59,833 59,964 27,100 35,500 2,202,545 F 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 178 21 6 1.5 AC GTGTGTGTGTGTCTGTGTGTG NA 0 1 13 1 91 ATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgt ATGCACCTGTGTGTGTCTGT CACACACATACACGTGCACAG 28 1 130 20 220 21 59,819 60,071 34,100 36,600 1,251,757 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 178 21 6 1.5 AC GTGTGTGTGTGTCTGTGTGTG NA 0 0 14 3 92 ATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgt ATGCACCTGTGTGTGTCTGT ACACACACATACACGTGCAC 28 3 130 20 221 20 59,819 59,066 34,100 45,700 1,115,609 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 178 21 6 1.5 AC GTGTGTGTGTGTCTGTGTGTG NA 0 0 14 2 91 ATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgt ATGCACCTGTGTGTGTCTGT CACACACATACACGTGCACA 28 2 130 20 220 20 59,819 59,066 34,100 45,700 1,114,909 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 34 6 2 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTG NA 0 1 14 13 115 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGCG TTCTCTCTCACACGCACACA 28 13 47 20 161 20 59,968 59,256 53,400 37,200 0.776138 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 34 6 2 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTG NA 0 0 14 12 110 CAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGT CAGGGTTTCATGTGCGTGTG TCTCTCTCACACGCACACAA 24 12 51 20 160 20 60,040 59,256 38,200 33,300 0.784438 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 34 6 2 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTG NA 0 0 14 12 114 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGCG TCTCTCTCACACGCACACAA 28 12 47 20 160 20 59,968 59,256 53,400 33,300 0.776138 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 1 1 14 34 162 CCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCCCTGAGGGATCGGAGATGGA ATGAATGGTGGAGCAGGCTC 76 34 70 20 231 20 60,179 60,107 34,100 47,000 0.285768 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 15 143 CCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCCCTGAGGGATCGGAGATGGA CGAATGGCCTACTCCTGCTC 76 15 70 20 212 20 60,179 60,250 34,100 42,600 0.428607 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 14 142 CCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCCCTGAGGGATCGGAGATGGA GAATGGCCTACTCCTGCTCC 76 14 70 20 211 20 60,179 59,892 34,100 47,000 0.286593 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 11 139 CCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCCCTGAGGGATCGGAGATGGA TGGCCTACTCCTGCTCCTAC 76 11 70 20 208 20 60,179 60,397 34,100 31,800 0.576204 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 14 10 138 CCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCCCTGAGGGATCGGAGATGGA GGCCTACTCCTGCTCCTACT 76 10 70 20 207 20 60,179 60,106 34,100 25,700 0.284863 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 15 25 112 ACACTGAGGGATCGGAGATATAGAAAGACACTGAGACACTGAGGGATCGGAGATAT ATGAATGGTGGAGCAGGCTC 25 34 120 21 231 20 57,466 60,107 16,300 47,000 3,641,176 A 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 15 15 93 ACACTGAGGGATCGGAGATATAGAAAGACACTGAGACACTGAGGGATCGGAGATAT CGAATGGCCTACTCCTGCTC 25 15 120 21 212 20 57,466 60,250 16,300 42,600 3,784,014 A 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 15 14 92 ACACTGAGGGATCGGAGATATAGAAAGACACTGAGACACTGAGGGATCGGAGATAT GAATGGCCTACTCCTGCTCC 25 14 120 21 211 20 57,466 59,892 16,300 47,000 3,642,000 A 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:27762:72895 1 166 12 6 1 AG AGAGAGAGAGAG NA 0 0 18 10 90 agACACTGAGGGATCGGAGATATAGAAAGACACTGAGACACTGAGGGATCGGAGA GGCCTACTCCTGCTCCTACT 28 10 118 20 207 20 59,374 60,106 37,100 25,700 0.732295 F 243 ATCGGAGATGGGgagagagagagagagagagagagaGCgagagagagagagagagagagagagagagaCCCTGAGGGATCGGAGATGgagagaCACTGAAGGTTCGGAGATagagagagACACTGAGGGATCGGAGATATAGAAAGACACTGAGGGGTTGGAGATagagagagagagAAACATAGAAAGTAGGAGCAGGAGTAGGCCATTCGAGCCTGCTCCACCATTCATTATGATCATGGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 165 12 6 1 AC ACACACACACAC NA 1 1 17 12 116 ACAGCTAGcacacacaCTCATACAAATacacacAAACA ACAGCTAGCACACACACTCA GCATGTATCTGTATGAGTATGTGTG 47 12 98 20 213 25 59,247 57,656 34,100 38,200 8,096,271 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 165 12 6 1 AC ACACACACACAC NA 0 0 17 10 116 ACAGCTAGcacacacaCTCATACAAATacacacAAACA ACAGCTAGCACACACACTCA GCATGTATCTGTATGAGTATGTGTGTT 47 10 98 20 213 27 59,247 59,561 34,100 33,200 8,192,013 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 165 12 6 1 AC ACACACACACAC NA 0 0 18 11 116 ACAGCTAGcacacacaCTCATACAAATacacacAAACA ACAGCTAGCACACACACTCA GCATGTATCTGTATGAGTATGTGTGT 47 11 98 20 213 26 59,247 59,074 34,100 37,200 7,678,375 F 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 93 6 2 AC ACACACACACTTATACAGCTAGCACACACACTCATA NA 0 1 19 7 162 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACACA GCATGTATCTGTATGAGTATGTGTGT 7 11 52 25 213 26 59,592 59,074 37,200 37,200 12,334,017 G 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 93 6 2 AC ACACACACACTTATACAGCTAGCACACACACTCATA NA 0 0 19 7 162 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACACA GCATGTATCTGTATGAGTATGTGTG 7 12 52 25 213 25 59,592 57,656 37,200 38,200 12,751,913 G 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2217:6837:1942 1 84 93 6 2 AC ACACACACACTTATACAGCTAGCACACACACTCATA NA 0 0 20 8 162 GCTCATACAGATacacacAAACACATACAGATacacacGCTCATACAGATACACACAAACAC GCATGTATCTGTATGAGTATGTGTGT 8 11 52 24 213 26 58,142 59,074 33,200 37,200 12,784,193 G 213 CACAAACACTCATATAGATacacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACACATACAGATacacacacacTTATACAGCTAGcacacacaCTCATACAAATacacacAAACACTCATACGATTacacacTCTCATACATATacacacacacacTTATACAGATAacacacATACTCATACAGATACATGC

ST‐E00142:460:H2K7HCCXY:6:2218:22455:3014 1 175 12 6 1 AC TGTGTGTGTGTG NA 1 1 14 3 103 gtgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGTAGTGTGTGCGTGTGACTCTGT CCCTTGCATGGGTTCCTCAA 3 48 152 20 254 20 60,806 60,252 34,100 30,200 1,057,844 F 260 GCgtgtgtgtgtGAGACTGTGTAtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATTtgtgtgtgtgtgtgtgTCTCTGgtgtgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGTATTTGGCATAATCCAAGTGAAATACattattattGCAtttttATTGAGGAACCCATGCAAGGGCCAATC

ST‐E00142:460:H2K7HCCXY:6:2218:22455:3014 1 175 12 6 1 AC TGTGTGTGTGTG NA 0 0 14 2 102 tgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGTATTGTGTGCGTGTGACTCTGTA CCCTTGCATGGGTTCCTCAA 2 48 153 20 254 20 59,258 60,252 27,400 30,200 0.993657 F 260 GCgtgtgtgtgtGAGACTGTGTAtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATTtgtgtgtgtgtgtgtgTCTCTGgtgtgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGTATTTGGCATAATCCAAGTGAAATACattattattGCAtttttATTGAGGAACCCATGCAAGGGCCAATC

ST‐E00142:460:H2K7HCCXY:6:2218:22455:3014 1 175 12 6 1 AC TGTGTGTGTGTG NA 0 0 16 4 104 tgtgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGT TGTGTGTGCGTGTGACTCTG CCCTTGCATGGGTTCCTCAA 4 48 151 20 254 20 60,806 60,252 33,500 30,200 1,057,454 F 260 GCgtgtgtgtgtGAGACTGTGTAtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATTtgtgtgtgtgtgtgtgTCTCTGgtgtgtgtGCGTGTGACTCTGTATAtgtgtgtgtgtgTCAGTATTTGGCATAATCCAAGTGAAATACattattattGCAtttttATTGAGGAACCCATGCAAGGGCCAATC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 184 12 6 1 AG CTCTCTCTCTCT NA 1 1 15 10 91 ACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCACCTCTCTTTCTCTCCCTCCT AGACAGAGACAGGGAGAGACA 27 10 136 21 226 21 58,992 59,292 36,900 34,100 3,715,625 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 184 12 6 1 AG CTCTCTCTCTCT NA 0 0 15 10 91 ACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCACCTCTCTTTCTCTCCCTCCTT AGACAGAGACAGGGAGAGACA 26 10 136 22 226 21 59,615 59,292 33,600 34,100 4,093,405 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 184 12 6 1 AG CTCTCTCTCTCT NA 0 0 15 9 90 ACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCACCTCTCTTTCTCTCCCTCCT GACAGAGACAGGGAGAGACAG 27 9 136 21 225 21 58,992 58,908 36,900 35,100 4,099,178 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 1 12 4 108 GTacacacacGcacacaTCCACATAAacacacGTGcacac GTACACACACGCACACATCC TGCTGCTGGAAGGCATATGT 15 4 129 20 236 20 59,489 59,743 35,100 22,900 0.767972 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 0 14 6 109 TacacacacGcacacaTCCACATAAacacacGTGcacacacTACACACACGCACACATCCA GGTGCTGCTGGAAGGCATAT 14 6 130 20 238 20 59,895 60,467 34,100 17,800 0.571961 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 0 14 6 141 GACATACACATGcacacacaCGTACACAAATGTacaca GACATACACATGCACACACACG GGTGCTGCTGGAAGGCATAT 44 6 98 22 238 20 60,411 60,467 44,900 17,800 2,878,340 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 0 14 4 107 TacacacacGcacacaTCCACATAAacacacGTGcacacacTACACACACGCACACATCCA TGCTGCTGGAAGGCATATGT 14 4 130 20 236 20 59,895 59,743 34,100 22,900 0.361791 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 0 15 7 140 ACATACACATGcacacacaCGTACACAAATGTacacac ACATACACATGCACACACACG GGTGCTGCTGGAAGGCATA 44 7 99 21 238 19 59,469 60,078 44,900 31,400 2,608,221 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 164 49 6 2 AC CACACACACACACTCGCACACACACGCGCACACACANA 0 0 15 6 140 ACATACACATGcacacacaCGTACACAAATGTacacac ACATACACATGCACACACACG GGTGCTGCTGGAAGGCATAT 44 6 99 21 238 20 59,469 60,467 44,900 17,800 1,997,643 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 12 6 1 AC TGTGTGTGTGTG NA 1 1 13 12 91 ATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtATGAGAGTGAGAGTGTGTGCA TCTCACTCACTCTCTCTCGCA 12 25 2 21 92 21 59,034 59,997 45,700 51,000 2,968,898 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 12 6 1 AC TGTGTGTGTGTG NA 0 0 14 12 90 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA TCTCACTCACTCTCTCTCGCA 12 25 3 20 92 21 58,597 59,997 45,700 51,000 2,405,331 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 12 6 1 AC TGTGTGTGTGTG NA 0 0 15 11 90 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCAA TCTCACTCACTCTCTCTCGCA 11 25 3 21 92 21 59,243 59,997 40,800 51,000 2,759,082 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 12 6 1 AC TGTGTGTGTGTG NA 1 1 15 15 92 AGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGT AGCGCATGTGAACCTGTTCT AGAAACACAAACACATACACACTGA 20 15 7 20 98 25 60,250 59,354 30,100 34,100 5,896,396 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 15 15 93 GAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAG GAGCGCATGTGAACCTGTTC AGAAACACAAACACATACACACTGA 21 15 6 20 98 25 59,833 59,354 31,800 34,100 5,812,743 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 12 6 1 AC TGTGTGTGTGTG NA 0 0 15 15 98 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTATCTCTGAGCGCATGTGAACC AGAAACACAAACACATACACACTGA 26 15 1 20 98 25 60,390 59,354 36,200 34,100 6,036,269 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 118 29 6 2 AC CACACACACAGACACAGACACACACACAC NA 1 1 18 4 117 CCGACACAGGCAGATGCACACTGacacacacacacacaCCGACACAGGCAGATGCA CAGTGTGCATCTGCCTGT 48 4 52 18 168 18 60,047 57,608 39,600 40,000 6,438,857 D 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 118 29 6 2 AC CACACACACAGACACAGACACACACACAC NA 0 0 20 ‐92 166 AGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacac AGGTCAGAGCTGTGAATTAGTT CAGTGTGCATCTGCCTGTGT 93 ‐92 3 22 74 20 57,101 60,888 22,400 37,200 5,787,188 D 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 118 29 6 2 AC CACACACACAGACACAGACACACACACAC NA 0 0 20 ‐93 165 AGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacac AGGTCAGAGCTGTGAATTAGTT AGTGTGCATCTGCCTGTGTC 93 ‐93 3 22 73 20 57,101 60,605 22,400 36,700 5,504,132 D 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 118 29 6 2 AC CACACACACAGACACAGACACACACACAC NA 0 0 20 ‐93 166 AAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacaca AAGGTCAGAGCTGTGAATTAGT AGTGTGCATCTGCCTGTGTC 94 ‐93 2 22 73 20 57,101 60,605 22,400 36,700 5,504,132 D 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 12 6 1 AC ACACACACACAC NA 0 1 16 14 91 ACATGCACATacacacGcacacaGACACGCACATacac ACATGCACATACACACGCAC TGTGTGTGTCTGTGTCTGTGA 14 24 19 20 109 21 59,483 59,452 53,400 35,800 2,065,146 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 12 6 1 AC ACACACACACAC NA 0 0 16 13 90 CATGCACATacacacGcacacaGACACGCACATacacacCATGCACATACACACGCACA TGTGTGTGTCTGTGTCTGTGA 13 24 20 20 109 21 59,484 59,452 45,700 35,800 2,064,708 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 12 6 1 AC ACACACACACAC NA 0 0 16 13 92 CATGCACATacacacGcacacaGACACGCACATacacacCATGCACATACACACGCACA TCTGTGTGTGTCTGTGTCTGT 13 26 20 20 111 21 59,484 59,175 45,700 34,100 2,341,290 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 1 13 40 152 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA CGTGCGTGTGAGTGAGAAGT 44 40 2 21 153 20 59,175 60,595 34,100 30,100 2,419,904 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 0 13 38 150 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA TGCGTGTGAGTGAGAAGTGT 44 38 2 21 151 20 59,175 59,540 34,100 35,500 2,284,751 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 0 13 38 151 CACAGacacacacTCACACTGACTCTTtctctctcTAacac CACAGACACACACTCACACTG TGCGTGTGAGTGAGAAGTGT 45 38 1 21 151 20 59,071 59,540 36,600 35,500 2,389,068 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 0 13 30 138 TCACACTGACTCTTtctctctcTAacacacacATACTTATATCACACTGACTCTTTCTCTCTCT TGCGTGTGAGTGAGAAGTGT 30 38 14 23 151 20 58,276 59,540 31,000 35,500 5,184,298 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 0 13 14 129 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA CGAGAGAGATCATGAGAGTGTGT 44 14 2 21 130 23 59,175 59,373 34,100 37,200 5,451,975 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 27 6 1.5 AG CTCTCTCTCTCTCACACACAGACACAC NA 0 0 14 30 139 cTCACACTGACTCTTtctctctcTAacacacacATACTTAT CTCACACTGACTCTTTCTCTCTCT TGCGTGTGAGTGAGAAGTGT 30 38 13 24 151 20 59,238 59,540 31,000 35,500 5,221,638 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 1 1 14 26 115 GGACGTGAAGGGTTGGAGATGGAGGgagagagaGT GGACGTGAAGGGTTGGAGAT CCAATCTTTCACGCTCTCGC 37 26 99 20 213 20 59,386 59,628 27,500 50,300 0.985422 B 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 0 0 16 26 113 ACGTGAAGGGTTGGAGATGGAGGgagagagaGTGA ACGTGAAGGGTTGGAGATGG CCAATCTTTCACGCTCTCGC 35 26 101 20 213 20 59,675 59,628 35,100 50,300 0.696588 B 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 0 0 18 26 112 CGTGAAGGGTTGGAGATGGAGGgagagagaGTGAA CGTGAAGGGTTGGAGATGGA CCAATCTTTCACGCTCTCGC 34 26 102 20 213 20 59,387 59,628 34,100 50,300 0.984905 B 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 0 0 20 1 90 AAGGGTTGGAGATGGAGGgagagagaGTGAAGGGT AAGGGTTGGAGATGGAGGGA GCTCTCTCCCTCCATCTCCA 1 8 135 20 195 20 59,879 60,106 42,000 38,600 0.226957 F 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 0 0 20 1 102 AAGGGTTGGAGATGGAGGgagagagaGTGAAGGGT AAGGGTTGGAGATGGAGGGA TTTCACGCTCTCGCTCTCTC 1 20 135 20 207 20 59,879 59,831 42,000 32,000 0.290426 F 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:25540:43483 1 156 12 6 1 AG AGAGAGAGAGAG NA 0 0 20 1 104 AAGGGTTGGAGATGGAGGgagagagaGTGAAGGGT AAGGGTTGGAGATGGAGGGA TCTTTCACGCTCTCGCTCTC 1 22 135 20 209 20 59,879 59,831 42,000 32,000 0.290426 F 215 AATGAGGGATTGGAGATGgagagagagagagagagagagagagagagaGCAGAGGTGgagagagagagaATGAGGGTTTGGAGATGgagagagagagaGGACGTGAAGGGTTGGAGATGGAGGgagagagaGTGAAGGGTTGGAGATGGAGGGAAagagagagagagTGAGGGGTTGGAGATGGAGGgagagaGCGAGAGCGTGAAAGATTGGAG

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 1 1 8 43 218 GAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGAGTGTGTGCATGAGGGACA CAGTCTCGGGATGCTCACTT 43 104 49 20 266 20 59,965 59,466 40,200 31,600 0.569729 F 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 34 209 CATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAG CATGAGGGACAGGGAGGTTG CAGTCTCGGGATGCTCACTT 34 104 58 20 266 20 59,746 59,466 37,700 31,600 0.788590 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 33 208 ATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGA ATGAGGGACAGGGAGGTTGA CAGTCTCGGGATGCTCACTT 33 104 59 20 266 20 59,881 59,466 31,800 31,600 0.653567 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 28 203 GGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGGGACAGGGAGGTTGAGTGTG CAGTCTCGGGATGCTCACTT 28 104 64 20 266 20 59,965 59,466 38,200 31,600 0.569870 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 14 151 AGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCAT AGTGTGCGTGTCAGAGAAGG GAGAGTGCTTGTTGTGTGGC 14 66 78 20 228 20 59,967 59,691 34,600 50,100 0.341671 F 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 14 189 AGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCAT AGTGTGCGTGTCAGAGAAGG CAGTCTCGGGATGCTCACTT 14 104 78 20 266 20 59,967 59,466 34,600 31,600 0.567090 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 13 150 GTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATg GTGTGCGTGTCAGAGAAGGA GAGAGTGCTTGTTGTGTGGC 13 66 79 20 228 20 59,968 59,691 33,600 50,100 0.341123 F 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 13 188 GTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATg GTGTGCGTGTCAGAGAAGGA CAGTCTCGGGATGCTCACTT 13 104 79 20 266 20 59,968 59,466 33,600 31,600 0.566542 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 9 93 GTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATg GTGTGCGTGTCAGAGAAGGA CTGGACTCCCTTCCCTCTCA 13 9 79 20 171 20 59,968 59,958 33,600 32,700 0.073963 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 8 92 GTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATg GTGTGCGTGTCAGAGAAGGA TGGACTCCCTTCCCTCTCAG 13 8 79 20 170 20 59,968 59,958 33,600 33,500 0.073963 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 8 93 AGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCAT AGTGTGCGTGTCAGAGAAGG TGGACTCCCTTCCCTCTCAG 14 8 78 20 170 20 59,967 59,958 34,600 33,500 0.074510 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 8 8 183 CGTGTCAGAGAAGGAGGGTGACGAGCATgagagag CGTGTCAGAGAAGGAGGGTG CAGTCTCGGGATGCTCACTT 8 104 84 20 266 20 59,755 59,466 46,100 31,600 0.779406 B 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2220:30969:37770 1 112 31 6 1.5 AC GAGAGAGAGAGGGTGTGTCTGTGTGTGTGTG NA 0 0 10 29 143 GAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGAGTGTGTGCATGAGGGACA ACCCTGAGACTAGGAGCGAG 43 29 49 20 191 20 59,965 60,107 40,200 50,300 0.142235 F 276 gagagagagagagagagagagagagagagagagagaggggggggggCGGAgtgtgtGCATGAGGGACAGGGAGGTTGAGTGTGCGTGTCAGAGAAGGAGGGTGACGAGCATgagagagagaGGgtgtgtCtgtgtgtgtgtgAGGGGAGCCTGAGAGGGAAGGGAGTCCAGCTCGCTCCTAGTCTCAGGGTTCTCATTCACCCGCACCGCcacacaACAAGCACTCTCACAGTGGTGAGGGTGAGTAAGTGAGCATCCCGAGACTGCgagagaGCT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 213 12 6 1 AC TGTGTGTGTGTG NA 1 1 12 6 90 GTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGTGGTTGCGTGTATTGCAGG AACAAACACACATACACTCGCA 30 6 163 20 252 22 60,110 59,060 48,500 51,000 3,049,537 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 213 12 6 1 AC TGTGTGTGTGTG NA 0 0 13 6 90 TGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGTGGTTGCGTGTATTGCAG ACAAACACACATACACTCGCA 31 6 162 20 251 21 59,409 58,444 44,100 51,000 3,146,939 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 213 12 6 1 AC TGTGTGTGTGTG NA 0 0 13 6 91 GTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAGTGTGGTTGCGTGTATTGCA ACAAACACACATACACTCGCA 32 6 161 20 251 21 59,691 58,444 40,800 51,000 2,865,559 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 1 10 14 109 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT GTGAGGGCCACGATTACTGT 14 19 23 22 131 20 59,300 59,751 35,500 35,500 2,949,769 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 0 12 14 105 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT GGGCCACGATTACTGTTCCT 14 15 23 22 127 20 59,300 59,748 35,500 33,600 2,952,568 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 0 12 14 106 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT AGGGCCACGATTACTGTTCC 14 16 23 22 128 20 59,300 59,748 35,500 36,200 2,952,568 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 0 16 19 129 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA GTGAGGGCCACGATTACTGT 36 19 3 20 131 20 59,313 59,751 34,100 35,500 0.936187 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 0 16 19 130 ACCATGGACCTcacacaGACATGTGGTCAGAATCAG ACCATGGACCTCACACAGAC GTGAGGGCCACGATTACTGT 37 19 2 20 131 20 59,313 59,751 35,100 35,500 0.936752 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 34 6 2 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCT NA 0 0 16 15 125 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA GGGCCACGATTACTGTTCCT 36 15 3 20 127 20 59,313 59,748 34,100 33,600 0.938986 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 122 37 6 1.5 AC GTGTGTTGGTGTGTGTCTGTGTGTGTGTGGTTGTGTGNA 0 1 10 9 101 AGTGAATGCAGGTATGTTGGAATGTTTGTGTACAC AGTGAATGCAGGTATGTTGGA AACACGCATGCAAAGCACTC 14 9 87 21 187 20 57,281 60,318 35,300 35,100 4,037,375 F 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 122 37 6 1.5 AC GTGTGTTGGTGTGTGTCTGTGTGTGTGTGGTTGTGTGNA 0 0 12 14 110 AGTGAATGCAGGTATGTTGGAATGTTTGTGTACAC AGTGAATGCAGGTATGTTGGA GCACTCTCTAACACGCATGC 14 18 87 21 196 20 57,281 59,628 35,300 40,600 4,090,913 F 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 122 37 6 1.5 AC GTGTGTTGGTGTGTGTCTGTGTGTGTGTGGTTGTGTGNA 0 0 12 7 99 AGTGAATGCAGGTATGTTGGAATGTTTGTGTACAC AGTGAATGCAGGTATGTTGGA CACGCATGCAAAGCACTCTC 14 7 87 21 185 20 57,281 60,454 35,300 32,000 4,173,218 F 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 1 10 2 137 TGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTTGATGTGTATGTTCGTGAGGT AACACGCATGCAAAGCACTC 2 9 51 21 187 20 57,046 60,318 38,500 35,100 4,271,818 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 10 2 139 GTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTTGATGTGTATGTTCGTGAGGT AACACGCATGCAAAGCACTC 2 9 49 23 187 20 59,006 60,318 38,500 35,100 4,312,498 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 11 3 140 TGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTATGTTGATGTGTATGTTCGTGAGG AACACGCATGCAAAGCACTC 3 9 48 23 187 20 59,006 60,318 38,600 35,100 4,311,843 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 12 3 149 TGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTATGTTGATGTGTATGTTCGTGAGG GCACTCTCTAACACGCATGC 3 18 48 23 196 20 59,006 59,628 38,600 40,600 4,365,381 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 12 2 135 TGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTTGATGTGTATGTTCGTGAGGT CACGCATGCAAAGCACTCTC 2 7 51 21 185 20 57,046 60,454 38,500 32,000 4,407,661 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 12 2 146 TGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTTGATGTGTATGTTCGTGAGGT GCACTCTCTAACACGCATGC 2 18 51 21 196 20 57,046 59,628 38,500 40,600 4,325,357 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 13 18 193 TGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTTGTGTTAATGTTTATGTATGTGACTGT GCACTCTCTAACACGCATGC 43 18 4 27 196 20 57,721 59,628 35,500 40,600 9,650,623 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 13 17 192 TGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTTGTGTTAATGTTTATGTATGTGACTGT CACTCTCTAACACGCATGCA 43 17 4 27 195 20 57,721 58,286 35,500 39,600 10,992,575 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:2879:17623 1 74 85 6 2 AC TGTGTGTGTGTTAAGTGAATGCAGGTATGTTGGAA NA 0 0 13 16 192 TGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTTGTGTTAATGTTTATGTATGTGACTGT CACTCTCTAACACGCATGCAA 43 16 4 27 195 21 57,721 58,931 35,500 40,800 11,347,497 G 252 GATTGTGTTAATGTTTATGTATGTGACTGTTAGTATTTCTGTACTTGTGTTGATGTGTATGTTCGTGAGGTTTtgtgtgtgtgTTAAGTGAATGCAGGTATGTTGGAATGTTTGTGTACACgtgtgtTGgtgtgtgtCtgtgtgtgtgtgGTtgtgtgTATGTTagagagTGCTTTGCATGCGTGTTagagagTGCtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCG

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 1 1 2 20 95 TGCAGCACAACCTAATCCCAAACGCAAGCGACGGA TGCAGCACAACCTAATCCCA TGTGTATGACCGGACTGAATGT 20 21 129 20 223 22 59,596 59,435 43,700 27,100 2,969,046 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 3 0 200 GAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCGAGTGAGGGACATCAGCATG CCCAGTATTAACTCTGTGCGC 147 0 2 20 201 21 58,049 59,066 40,600 60,900 3,884,681 F 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 3 0 201 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTAGAGTGAGGGACATCAGCATG CCCAGTATTAACTCTGTGCGC 147 0 1 21 201 21 59,515 59,066 40,600 60,900 3,419,333 F 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 3 0 201 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTAGAGTGAGGGACATCAGCAT CCCAGTATTAACTCTGTGCGC 148 0 1 20 201 21 58,123 59,066 37,900 60,900 3,810,702 F 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 4 21 106 TGCACTACTTCTGCAGCACAACCTAATCCCAAACGC TGCACTACTTCTGCAGCACA TGTGTATGACCGGACTGAATGT 31 21 118 20 223 22 59,893 59,435 45,700 27,100 2,671,912 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 4 20 105 TGCACTACTTCTGCAGCACAACCTAATCCCAAACGC TGCACTACTTCTGCAGCACA GTGTATGACCGGACTGAATGTC 31 20 118 20 222 22 59,893 58,812 45,700 30,600 3,294,222 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 5 21 163 ATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAATTCACCCTTCACACCTGGG TGTGTATGACCGGACTGAATGT 88 21 61 20 223 22 59,594 59,435 44,500 27,100 2,970,976 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 5 0 141 ATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAATTCACCCTTCACACCTGGG CCCAGTATTAACTCTGTGCGC 88 0 61 20 201 21 59,594 59,066 44,500 60,900 2,339,438 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2221:5720:68500 1 169 12 6 1 AC ACACACACACAC NA 0 0 5 0 142 ATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAATTCACCCTTCACACCTGGG TCCCAGTATTAACTCTGTGCGC 88 0 61 20 202 22 59,594 60,418 44,500 60,900 2,823,783 A 279 AGAGTGAGGGACATCAGCATGAGACAAAGTGTTTTCCTACtttttAAAACCAGGATCAAGATTCACCCTTCACACCTGGGCTCGGTGGGGCACTTAGGTGTCCAATAAAGATCTTTCTGCACTACTTCTGCAGCACAACCTAATCCCAAACGCAAGCGACGGAAGGGAacacacacacacGCGCACAGAGTTAATACTGGGACATTCAGTCCGGTCATACACAGacacacacacacacacacacacacacacacacacacacAGGCTTCCATCCCACGT

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 1 1 10 0 184 CctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttt CCTCTCTTTCGTCATCTGCA CCTGTCACACACACTGCTGT 0 132 53 20 236 20 57,338 60,463 44,100 44,000 3,124,587 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 10 0 186 ATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCA ATCCTCTCTTTCGTCATCTGCA CCTGTCACACACACTGCTGT 0 132 51 22 236 20 59,237 60,463 44,100 44,000 3,225,468 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 98 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA GGATGTGTTCTTCCGGAGAGG 0 44 52 21 149 21 58,829 60,135 44,100 36,900 3,305,672 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 100 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA GTGGATGTGTTCTTCCGGAGA 0 46 52 21 151 21 58,829 59,725 44,100 37,100 3,446,294 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 102 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA GAGTGGATGTGTTCTTCCGGA 0 48 52 21 153 21 58,829 59,725 44,100 51,400 3,446,294 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 185 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA CCTGTCACACACACTGCTGT 0 132 52 21 236 20 58,829 60,463 44,100 44,000 2,633,583 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 191 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA TAGCTGCCTGTCACACACAC 0 138 52 21 242 20 58,829 60,250 44,100 38,200 2,420,871 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 192 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA GTAGCTGCCTGTCACACACA 0 139 52 21 243 20 58,829 60,250 44,100 37,200 2,420,871 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:18568:40934 1 73 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 0 194 TCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAtt TCCTCTCTTTCGTCATCTGCA CTGTAGCTGCCTGTCACACA 0 141 52 21 245 20 58,829 59,966 44,100 37,200 2,204,922 F 278 GctctctctctctctctctctctctctctctCACTTTATAacacacTTTTATCctctctTTCGTCATCTGCAtctctctctctcCCACTCCAttttttCTCCTTCTCACTAATCCTCctctcttttttCCTCTCCGGAAGAACACATCCACTCTTTCCCTTCTCTTCCTCATTCACTCCCTTCTTTCCACTCTTTAATACTCTCATTCTATCTATCACAGCAgtgtgtgtGACAGGCAGCTACAGCATTTATTCCCAGGCAACAGAATCTGTTACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:3397:8640 1 41 32 6 2 AC CACACACACACACTCTCTCACGCACACACACA NA 1 1 15 3 97 TCACGcacacaCTcacacaTGCTcacacacacacactctctCATCACGCACACACTCACACAT AGAGTGTTTGTGTGTTTATGAGTGT 3 17 18 20 114 25 60,179 59,120 32,100 35,500 6,059,418 G 162 AAACACAGcacacacaCTCACGcacacaCTcacacaTGCTcacacacacacactctctCACGcacacacacaGACAGACACTCATACAAACACTCATAAacacacAAACACTCTATcacacacacacacacacacacacacacacacacaCTCGCATACTCA

ST‐E00142:460:H2K7HCCXY:6:2222:3397:8640 1 41 32 6 2 AC CACACACACACACTCTCTCACGCACACACACA NA 0 0 15 2 96 CACGcacacaCTcacacaTGCTcacacacacacactctctCA CACGCACACACTCACACATG AGAGTGTTTGTGTGTTTATGAGTGT 2 17 19 20 114 25 60,042 59,120 32,100 35,500 5,922,258 G 162 AAACACAGcacacacaCTCACGcacacaCTcacacaTGCTcacacacacacactctctCACGcacacacacaGACAGACACTCATACAAACACTCATAAacacacAAACACTCTATcacacacacacacacacacacacacacacacacaCTCGCATACTCA

ST‐E00142:460:H2K7HCCXY:6:2222:3397:8640 1 41 32 6 2 AC CACACACACACACTCTCTCACGCACACACACA NA 0 0 16 2 95 CACGcacacaCTcacacaTGCTcacacacacacactctctCA CACGCACACACTCACACATG GAGTGTTTGTGTGTTTATGAGTGT 2 17 19 20 113 24 60,042 57,881 32,100 35,500 6,161,070 G 162 AAACACAGcacacacaCTCACGcacacaCTcacacaTGCTcacacacacacactctctCACGcacacacacaGACAGACACTCATACAAACACTCATAAacacacAAACACTCTATcacacacacacacacacacacacacacacacacaCTCGCATACTCA

ST‐E00142:460:H2K7HCCXY:6:2223:12033:3911 1 61 12 6 1 AC CACACACACACA NA 1 1 16 23 102 CACCTTCTGCTGGACACTGTCAGAATCACTCGCACA CACCTTCTGCTGGACACTGT ACCCTGACAGTGTCCAGCA 28 23 13 20 114 19 59,893 60,766 35,500 44,100 1,873,514 B 148 ACTTTACCAATGCACCTTCTGCTGGACACTGTCAGAATCACTCGCACATGGacacacATGcacacacacacaGACACCTTTACCAATGGATCTTCTGCTGGACACTGTCAGGGTcacacacacacacacacacacacacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2223:12033:3911 1 61 12 6 1 AC CACACACACACA NA 0 0 17 9 90 CACCTTCTGCTGGACACTGTCAGAATCACTCGCACA CACCTTCTGCTGGACACTGT TCCAGCAGAAGATCCATTGGT 28 9 13 20 102 21 59,893 59,082 35,500 36,700 2,025,718 B 148 ACTTTACCAATGCACCTTCTGCTGGACACTGTCAGAATCACTCGCACATGGacacacATGcacacacacacaGACACCTTTACCAATGGATCTTCTGCTGGACACTGTCAGGGTcacacacacacacacacacacacacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2223:12033:3911 1 61 12 6 1 AC CACACACACACA NA 0 0 18 20 101 GCACCTTCTGCTGGACACTGTCAGAATCACTCGCACGCACCTTCTGCTGGACACT CCTGACAGTGTCCAGCAGAA 30 20 12 19 112 20 59,928 59,606 35,500 30,200 1,466,351 B 148 ACTTTACCAATGCACCTTCTGCTGGACACTGTCAGAATCACTCGCACATGGacacacATGcacacacacacaGACACCTTTACCAATGGATCTTCTGCTGGACACTGTCAGGGTcacacacacacacacacacacacacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 1 1 14 36 190 GGAGATACAAAGATTgagagaAagagagTgagagaCACGGAGATACAAAGATTGAGAGAAAGAG TTATTCATCGCATTTAAATTCCACCA 36 90 73 26 262 26 57,353 58,224 28,500 41,700 16,423,250 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 15 35 190 GGAGATACAAAGATTgagagaAagagagTgagagaCACGGAGATACAAAGATTGAGAGAAAGAGA TTATTCATCGCATTTAAATTCCACCAG 35 89 73 27 262 27 58,526 59,080 31,000 40,000 16,394,176 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 15 35 190 GGAGATACAAAGATTgagagaAagagagTgagagaCACGGAGATACAAAGATTGAGAGAAAGAGA TTATTCATCGCATTTAAATTCCACCA 35 90 73 27 262 26 58,526 58,224 31,000 41,700 16,250,131 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 106 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA CAGGAACCTGGAGGACAACTC 25 25 87 23 192 21 58,021 59,997 34,100 30,100 5,981,879 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 106 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA CAGGAACCTGGAGGACAACT 25 26 87 23 192 20 58,021 58,940 34,100 31,600 6,039,248 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 107 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA TCAGGAACCTGGAGGACAAC 25 27 87 23 193 20 58,021 58,943 34,100 33,200 6,035,995 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 145 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA TCTGCTGGGATTTGAACCCT 25 65 87 23 231 20 58,021 58,924 34,100 43,400 6,054,936 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 146 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA CTCTGCTGGGATTTGAACCCT 25 65 87 23 232 21 58,021 59,995 34,100 43,400 5,984,550 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:12865:16920 1 135 12 6 1 AG AGAGAGAGAGAG NA 0 0 17 25 147 TgagagaAagagagTgagagaCACATGGGgagagaTagagTGAGAGAAAGAGAGTGAGAGACA GCTCTGCTGGGATTTGAACC 25 67 87 23 233 20 58,021 59,186 34,100 36,200 5,793,156 F 266 AGACAGAGATagagagagagagagagagagagagagagagagACCGAGGCAGAAagagagagagATagagagGGAGATACAAAGATTgagagaAagagagTgagagaCACATGGGgagagaTagagagGGAGAAagagagagagagACAGTAGCATCTGGTTATGTCCCTGGAGTTGTCCTCCAGGTTCCTGATCTGATGTCCTGGGGACAAGGGTTCAAATCCCAGCAGAGCTGCTGGTGGAATTTAAATGCGATGAATAATCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 1 1 10 3 106 CGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGG CGTGTGAACGGGTGTGATTG GGGATGTATACGTGTGTTTGGG 49 3 118 20 223 22 59,765 59,060 26,700 41,200 3,175,035 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 0 0 10 3 124 CTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATCTCTTGATGCTCACCCACCG GGGATGTATACGTGTGTTTGGG 67 3 100 20 223 22 60,742 59,060 49,400 41,200 3,682,691 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 0 0 10 3 125 TCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATCTCTTGATGCTCACCCACC GGGATGTATACGTGTGTTTGGG 68 3 99 20 223 22 59,385 59,060 46,100 41,200 3,555,741 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 0 0 10 3 166 GTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTGTGGGAGAGGGACAGAGTCT GGGATGTATACGTGTGTTTGGG 109 3 58 20 223 22 59,960 59,060 32,400 41,200 2,980,909 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 0 0 10 3 167 AGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCAC AGTGGGAGAGGGACAGAGTC GGGATGTATACGTGTGTTTGGG 110 3 57 20 223 22 59,960 59,060 33,600 41,200 2,980,909 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2209:28382 1 187 12 6 1 AC ACACACACACAC NA 0 0 10 3 168 GAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCA GAGTGGGAGAGGGACAGAGT GGGATGTATACGTGTGTTTGGG 111 3 56 20 223 22 59,960 59,060 32,400 41,200 2,980,909 F 276 CAATGTCAAAGCAATAAATTGATAATTAAGGAGTGATTAATAAAGATCACCATTAGAGTGGGAGAGGGACAGAGTCtttttGCCTGGCTCACTTCCAGTCTCTTGATGCTCACCCACCGTGTGAACGGGTGTGATtgtgtgtgGGGGTGAGGGTGCATGGGTATCCTGTGACTGCGAGTGAGCCAGacacacacacacTcccccAAacacacGTATACATCCCCAAacacacacacacacacacacacacacacacacacacacacacacTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 1 1 13 14 91 GGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgt GGGCTGTGTGTGTTTGTGTG CCCACCTTTCTCTCTCACACA 14 14 11 20 101 21 60,179 59,306 38,200 37,200 1,873,290 F 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 14 14 93 TTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgt TTGGGCTGTGTGTGTTTGTG CCCACCTTTCTCTCTCACACA 16 14 9 20 101 21 59,470 59,306 33,300 37,200 2,223,983 F 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 22 6 1.5 AC GTGTGTGTGTGTGAGAGAGAGA NA 0 0 14 12 90 GGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgt GGGCTGTGTGTGTTTGTGTG CCACCTTTCTCTCTCACACACA 14 12 11 20 100 22 60,179 59,897 38,200 37,200 2,282,234 F 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 136 12 6 1 AG GAGAGAGAGAGA NA 1 1 13 8 90 TGAGGGACAGGCAGAATGATGGACAGAGTgagaga TGAGGGACAGGCAGAATGATG TCACTCTCTACCTGTCCCTCT 8 28 107 21 196 21 59,789 58,720 30,700 36,900 3,491,315 F 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 136 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 9 90 TGAGGGACAGGCAGAATGATGGACAGAGTgagaga TGAGGGACAGGCAGAATGAT TCACTCTCTACCTGTCCCTCTC 9 27 107 20 196 22 58,412 59,760 24,500 32,000 3,828,400 F 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 136 12 6 1 AG GAGAGAGAGAGA NA 0 0 14 8 90 TGAGGGACAGGCAGAATGATGGACAGAGTgagaga TGAGGGACAGGCAGAATGATG TCACTCTCTACCTGTCCCTCTC 8 27 107 21 196 22 59,789 59,760 30,700 32,000 3,451,372 F 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 1 1 6 0 112 TTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTC TTTCCCTCGCATGCTCTGTT CAGAGCAATGCAAGAAGTACGT 0 58 83 20 194 22 59,963 59,261 31,600 35,700 2,775,579 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 6 0 113 TTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTC TTTCCCTCGCATGCTCTGTT ACAGAGCAATGCAAGAAGTACG 0 59 83 20 195 22 59,963 59,261 31,600 36,700 2,775,579 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 6 0 140 TTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTC TTTCCCTCGCATGCTCTGTT GGGTAATAACGATGAGTCAGATGTG 0 83 83 20 222 25 59,963 59,308 31,600 32,100 5,728,936 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 6 0 141 TTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTC TTTCCCTCGCATGCTCTGTT AGGGTAATAACGATGAGTCAGATGT 0 84 83 20 223 25 59,963 59,401 31,600 30,600 5,635,562 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 2 114 TCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATC TCTTTCCCTCGCATGCTCTG CAGAGCAATGCAAGAAGTACGT 2 58 81 20 194 22 60,108 59,261 33,500 35,700 2,846,840 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 8 2 143 TCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATC TCTTTCCCTCGCATGCTCTG AGGGTAATAACGATGAGTCAGATGT 2 84 81 20 223 25 60,108 59,401 33,500 30,600 5,706,823 A 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31111:51271 1 103 12 6 1 AG TCTCTCTCTCTC NA 0 0 11 10 90 cTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctct CTATCACCCTCTTTCCCTCGC AGGTTTCAACGGGAGATGACA 10 26 72 21 161 21 59,931 59,303 50,300 35,800 2,766,791 F 223 CGCctctctCCTTCTTtctctctctctctctctctctctctctctctctcTGTGtctctcTGTCTGtctctcTATCACCCTCTTTCCCTCGCATGCTCTGTTtctctctctctcTTTCATCTCCCTCATTACTTTTCGATTGTCATCTCCCGTTGAAACCTCTATACCTCTAACGTACTTCTTGCATTGCTCTGTTTCACATCTGACTCATCGTTATTACCCT

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 1 4 14 91 CACAAACCATTCCCACATGCACGCACTAACACAGATCACAAACCATTCCCACATGCA AGCTGTGTGATCGTGCTGTT 24 14 44 21 134 20 59,656 60,250 39,600 31,600 1,593,828 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 0 5 14 90 ACAAACCATTCCCACATGCACGCACTAACACAGATAACAAACCATTCCCACATGCAC AGCTGTGTGATCGTGCTGTT 23 14 45 21 134 20 59,656 60,250 45,700 31,600 1,594,152 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 0 6 16 90 AAACCATTCCCACATGCACGCACTAACACAGATATAAAACCATTCCCACATGCACG AGAGCTGTGTGATCGTGCTG 22 16 47 20 136 20 59,397 60,390 53,400 44,100 0.992118 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 0 7 19 140 AGCCAATCATACACATACATATTCCCTCTTCcacacac AGCCAATCATACACATACATATTCCCT AAGAATAGAGCTGTGTGATCGTG 59 19 3 27 142 23 60,257 58,572 42,000 43,500 11,685,372 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 0 8 20 140 AGCCAATCATACACATACATATTCCCTCTTCcacacac AGCCAATCATACACATACATATTCCC AAGAATAGAGCTGTGTGATCGT 60 20 3 26 142 22 59,114 57,272 39,700 37,300 11,613,967 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 12 6 1 AC CACACACACACA NA 0 0 8 19 140 AGCCAATCATACACATACATATTCCCTCTTCcacacac AGCCAATCATACACATACATATTCCC AAGAATAGAGCTGTGTGATCGTG 60 19 3 26 142 23 59,114 58,572 39,700 43,500 11,314,669 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 1 1 10 33 140 GATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgGATTGGGTGTGTGCCTGTGA ACACAAGTGCACACAGATGC 55 33 11 20 150 20 60,537 59,335 35,800 39,100 1,201,903 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 10 33 143 TCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgTCTGATTGGGTGTGTGCCTG ACACAAGTGCACACAGATGC 58 33 8 20 150 20 60,251 59,335 48,500 39,100 0.915618 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 10 33 146 GCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCA GCATCTGATTGGGTGTGTGC ACACAAGTGCACACAGATGC 61 33 5 20 150 20 59,828 59,335 45,700 39,100 0.836664 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 11 91 TGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTGCACCTGTGTGAGTCTGTC ACAGTCATGCACAAACACGC 28 11 38 20 128 20 59,895 59,971 35,100 53,400 0.134155 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 10 90 TGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTGCACCTGTGTGAGTCTGTC CAGTCATGCACAAACACGCA 28 10 38 20 127 20 59,895 59,971 35,100 52,400 0.134022 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 10 91 CTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTGCACCTGTGTGAGTCTGT CAGTCATGCACAAACACGCA 29 10 37 20 127 20 59,894 59,971 34,100 52,400 0.134761 F 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 12 8 101 CTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATCTGTGACCGAGTCTGCACC GTCATGCACAAACACGCACA 42 8 25 19 125 20 60,373 60,248 50,100 45,700 1,621,914 B 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 14 7 100 CTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATCTGTGACCGAGTCTGCACC TCATGCACAAACACGCACAC 42 7 25 19 124 20 60,373 60,248 50,100 38,200 1,621,914 B 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:21562:28189 1 86 12 6 1 AC TGTGTGTGTGTG NA 0 0 14 7 101 CCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTACCTGTGACCGAGTCTGCAC TCATGCACAAACACGCACAC 43 7 24 19 124 20 60,373 60,248 45,700 38,200 1,621,914 B 237 ATATGCATCTGATTGGgtgtgtGCCTGTGACCGAGTCTGCACCtgtgtgAGTCTGTCTGTATGTTTCTGAGTGACTCCATGTTAAtgtgtgtgtgtgCTTGTGCGTGTGCGTGTTTGTGCATGACtgtgtgCATCtgtgtgCACTtgtgtgTCAGTGTGCatatatGAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCATGCATG

ST‐E00142:460:H2K7HCCXY:6:2224:4442:47826 1 85 27 6 1.5 AG CTCTCTCCCTCTCTGTCTCTCTCTCTC NA 1 1 17 0 90 ccctctctcCGTCCCTCActctctCCctctctGtctctctctctcT CCCTCTCTCCGTCCCTCA TCACACAGTCAGTAACAGAGAGG 0 22 67 18 156 23 59,316 59,430 38,600 36,900 6,254,229 F 165 TACAAACtgtgtgActctctctctctctctctctctctctctctctctctctGTTTGACACTccccccctctctcCGTCCCTCActctctCCctctctGtctctctctctcTGTTTCTAACtgtgtgACTCTCCctctctGTTACTGACtgtgtgActctctATC

ST‐E00142:460:H2K7HCCXY:6:2224:4442:47826 1 85 27 6 1.5 AG CTCTCTCCCTCTCTGTCTCTCTCTCTC NA 0 0 19 0 92 ccctctctcCGTCCCTCActctctCCctctctGtctctctctctcT CCCTCTCTCCGTCCCTCA AGTCACACAGTCAGTAACAGAGA 0 24 67 18 158 23 59,316 58,792 38,600 31,000 6,892,059 F 165 TACAAACtgtgtgActctctctctctctctctctctctctctctctctctctGTTTGACACTccccccctctctcCGTCCCTCActctctCCctctctGtctctctctctcTGTTTCTAACtgtgtgACTCTCCctctctGTTACTGACtgtgtgActctctATC

ST‐E00142:460:H2K7HCCXY:6:2224:4442:47826 1 85 27 6 1.5 AG CTCTCTCCCTCTCTGTCTCTCTCTCTC NA 0 0 19 0 94 ccctctctcCGTCCCTCActctctCCctctctGtctctctctctcT CCCTCTCTCCGTCCCTCA AGAGTCACACAGTCAGTAACAGA 0 26 67 18 160 23 59,316 58,792 38,600 34,100 6,892,059 F 165 TACAAACtgtgtgActctctctctctctctctctctctctctctctctctctGTTTGACACTccccccctctctcCGTCCCTCActctctCCctctctGtctctctctctcTGTTTCTAACtgtgtgACTCTCCctctctGTTACTGACtgtgtgActctctATC

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 1 10 1 90 TGGGCGAGGAAAGAGTCAAGTgagagagagagaGTC TGGGCGAGGAAAGAGTCAAG GTCTCCCTCTCCGTGTCC 1 39 13 20 102 18 59,678 58,394 30,200 40,200 3,927,566 B 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 0 11 1 90 TGGGCGAGGAAAGAGTCAAGTgagagagagagaGTC TGGGCGAGGAAAGAGTCAAG GTCTCCCTCTCCGTGTCCC 1 38 13 20 102 19 59,678 61,053 30,200 44,600 2,374,948 B 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 0 12 13 90 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagAGACAAAGAGAGTGGGCGAG GTGTCCCTCACCGGTTCTC 13 26 1 20 90 19 59,394 59,707 50,300 28,700 1,898,131 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 0 12 13 90 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagAGACAAAGAGAGTGGGCGAG GTGTCCCTCACCGGTTCTCT 13 25 1 20 90 20 59,394 61,186 50,300 31,000 1,791,856 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 0 12 1 90 TGGGCGAGGAAAGAGTCAAGTgagagagagagaGTC TGGGCGAGGAAAGAGTCAAG GTCTCCCTCTCCGTGTCCCT 1 37 13 20 102 20 59,678 62,502 30,200 42,000 2,824,000 B 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 12 6 1 AG GAGAGAGAGAGA NO 0 0 13 4 91 gagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGGAGTGGGCGAGGAAAGAGTC CTCCCTCTCCGTGTCCCTC 4 36 10 20 100 19 60,109 60,755 33,600 43,000 1,863,575 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr132_2 2 249 19 6 1.5 AG GAGAGAGAGAGATAGAGAG NO 0 1 5 3 98 ATGCgagagagaATGGCCGAGTgagagagagagaTagag ATGCGAGAGAGAATGGCCG GGGAGTAAATGCTGGTCCTACC 3 35 227 19 324 22 59,931 60,159 61,300 31,800 3,227,551 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 249 19 6 1.5 AG GAGAGAGAGAGATAGAGAG NO 0 0 6 3 99 AATGCgagagagaATGGCCGAGTgagagagagagaTagaAATGCGAGAGAGAATGGCCG GGGAGTAAATGCTGGTCCTACC 3 35 226 20 324 22 60,532 60,159 61,300 31,800 2,690,330 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 249 19 6 1.5 AG GAGAGAGAGAGATAGAGAG NO 0 0 9 1 96 GCgagagagaATGGCCGAGTgagagagagagaTagagag GCGAGAGAGAATGGCCGAG GGGAGTAAATGCTGGTCCTACC 1 35 229 19 324 22 60,300 60,159 46,300 31,800 3,458,571 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 1 1 14 28 184 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC AGGGCACTCTTATGAACTGATCA 28 103 88 18 271 23 59,723 59,223 46,100 29,200 6,054,374 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 0 0 14 28 186 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC CAAGGGCACTCTTATGAACTGA 28 106 88 18 273 22 59,723 58,057 46,100 34,100 6,220,234 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 0 0 14 28 187 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC TCAAGGGCACTCTTATGAACTGA 28 106 88 18 274 23 59,723 59,417 46,100 34,100 5,860,051 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 0 0 14 28 190 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC ACTTCAAGGGCACTCTTATGAAC 28 109 88 18 277 23 59,723 58,672 46,100 31,800 6,605,085 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 0 0 14 28 190 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC ACTTCAAGGGCACTCTTATGAACT 28 108 88 18 277 24 59,723 59,958 46,100 30,100 6,319,591 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 134 12 6 1 AC CACACACACACA NO 0 0 14 28 190 AACCACACCcacacaCCCCACTAGCCACAccccccAAC AACCACACCCACACACCC ACTTCAAGGGCACTCTTATGAA 28 110 88 18 277 22 59,723 57,359 46,100 25,700 6,918,176 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 1 1 Dec‐25 27 143 GCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGGCAATGTACGGTCCATGAGTG GGACCGTACAGGAGCTGA 30 27 5 21 147 18 59,334 57,986 35,100 42,600 5,679,381 G 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 Dec‐25 27 144 AGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCA AGCAATGTACGGTCCATGAGT GGACCGTACAGGAGCTGA 31 27 4 21 147 18 59,445 57,986 34,100 42,600 5,568,777 G 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 Dec‐25 27 145 CAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTC CAGCAATGTACGGTCCATGA GGACCGTACAGGAGCTGA 33 27 3 20 147 18 57,977 57,986 30,700 42,600 6,036,467 D 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 Dec‐25 27 146 TCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGT TCAGCAATGTACGGTCCATGA GGACCGTACAGGAGCTGA 33 27 2 21 147 18 59,447 57,986 30,700 42,600 5,566,495 D 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 Dec‐25 27 147 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGGTCAGCAATGTACGGTCCATG GGACCGTACAGGAGCTGA 34 27 1 21 147 18 59,334 57,986 36,600 42,600 5,679,381 D 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 Dec‐25 19 131 CCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNT CCATGAGTGTGTGCCTCAGT GGACCGTACAGGAGCTGA 19 27 17 20 147 18 59,964 57,986 34,100 42,600 4,049,583 G 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 13 21 133 GTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATG GTCCATGAGTGTGTGCCTCA GGACCGTACAGGAGCTGA 21 27 15 20 147 18 59,965 57,986 38,600 42,600 4,049,019 G 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr261_2 2 56 47 6 2 AC GTGTGTGTGTGTCTNAGTNTCAGNNACTNTNCGGTGT_93_102 0 0 14‐May 25 137 TACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTG TACGGTCCATGAGTGTGTGC GGACCGTACAGGAGCTGA 25 27 11 20 147 18 60,038 57,986 45,700 42,600 4,051,400 G 237 GTCAGCAATGTACGGTCCATGAgtgtgtGCCTCAGTGTCAGNTCCTGTATGNTCNgtgtgtgtgtgtCTNAGTNTCAGNNACTNTNCGGTCNgtgtgtgtgtNTNNNNNNNNNNNNNNGTGTCNCAGTNTCAGCTCCTGTACGGTCCgtgtgtgtgtgtNTNNGTNTNNGTNNNTNTGNGNGTNNgtgtgtgtgtNTGTGTNNNNGTNTNNGNNNNTGTNNGGTCCGTGAgtgtgtG

cons_gr271_3 3 143 20 6 1.5 AG TCTCTCTCTCTCACACACAC NO 1 1 11 5 90 TCTCACATacacacTCGCAGTCCCTGtctctctctctcacacTCTCACATACACACTCGCAGT GGGACTGTGTGTGAAAGATTGG 5 22 117 21 206 22 59,113 59,446 44,000 31,600 4,440,573 F 229 AAACACAGTCCCAGTCACATacacacacacacATTCCCATtctctctctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacANAGCCCCACTCTCACATacacacTCGCAGTCCCTGtctctctctctcacacacacATAGTTCCAGGCTcacacaGTCCCAATCTTTcacacacaGTCCCCGTCTTGcacacacacacacaAT

cons_gr271_3 3 143 20 6 1.5 AG TCTCTCTCTCTCACACACAC NO 0 0 13 7 91 ACTCTCACATacacacTCGCAGTCCCTGtctctctctctca ACTCTCACATACACACTCGCA GGACTGTGTGTGAAAGATTGGG 7 21 115 21 205 22 59,113 59,446 51,000 41,200 4,440,573 F 229 AAACACAGTCCCAGTCACATacacacacacacATTCCCATtctctctctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacANAGCCCCACTCTCACATacacacTCGCAGTCCCTGtctctctctctcacacacacATAGTTCCAGGCTcacacaGTCCCAATCTTTcacacacaGTCCCCGTCTTGcacacacacacacaAT

cons_gr271_3 3 143 20 6 1.5 AG TCTCTCTCTCTCACACACAC NO 0 0 13 7 92 ACTCTCACATacacacTCGCAGTCCCTGtctctctctctca ACTCTCACATACACACTCGCA GGGACTGTGTGTGAAAGATTGG 7 22 115 21 206 22 59,113 59,446 51,000 31,600 4,440,573 F 229 AAACACAGTCCCAGTCACATacacacacacacATTCCCATtctctctctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacANAGCCCCACTCTCACATacacacTCGCAGTCCCTGtctctctctctcacacacacATAGTTCCAGGCTcacacaGTCCCAATCTTTcacacacaGTCCCCGTCTTGcacacacacacacaAT

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 1 1 5‐May 22 144 AGTGCACAGCAAGACTCCATGCATCATATCTCTGTAAGTGCACAGCAAGACTCCAT ACACACTCACAATGCACAGAG 69 22 38 20 181 21 59,601 58,784 34,100 33,500 2,615,500 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 0 0 6 21 143 GTGCACAGCAAGACTCCATGCATCATATCTCTGTAT GTGCACAGCAAGACTCCATG ACACACTCACAATGCACAGAGA 68 21 39 20 181 22 59,480 60,159 36,600 31,000 2,679,318 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 0 0 6 21 144 AGTGCACAGCAAGACTCCATGCATCATATCTCTGTAAGTGCACAGCAAGACTCCAT ACACACTCACAATGCACAGAGA 69 21 38 20 181 22 59,601 60,159 34,100 31,000 2,558,368 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 0 0 Jun‐75 22 100 TGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGATGGCATGCATTTCCACACAC ACACACTCACAATGCACAGAG 25 22 82 20 181 21 59,682 58,784 38,200 33,500 2,533,846 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 0 0 Jun‐75 21 99 GGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAAGGCATGCATTTCCACACACC ACACACTCACAATGCACAGAGA 24 21 83 20 181 22 60,390 60,159 41,600 31,000 2,549,123 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr460_2 2 127 12 6 1 AC GTGTGTGTGTGT NO 0 0 Jun‐75 21 100 TGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGATGGCATGCATTTCCACACAC ACACACTCACAATGCACAGAGA 25 21 82 20 181 22 59,682 60,159 38,200 31,000 2,476,713 F 278 TCTaaaaaGAGATAAAGATTTTAATGTGAGCAAGCACAGTGCACAGCAAGACTCCATGCATCATATCTCTGTATCTGATGTTGGCATGCATTTCcacacaCCTTCCCTCAGGAGAGGAACTCACACgtgtgtgtgtgtTTCTTtgtgtgtgCNTGTGTNTCTCTGTGCATTGTGAgtgtgtTtgtgtgTCTNTGCATGGCTGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCACgtgtgtACG

cons_gr486_2 2 30 12 6 1 AC GTGTGTGTGTGT NO 1 1 9 4 92 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgt ACTATTCTAATTCGTTCAATGCCCA ACGCATACCAACAGACAAACATG 4 28 1 25 92 23 58,880 60,058 53,600 32,100 9,177,829 B 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 12 6 1 AC GTGTGTGTGTGT NO 0 0 Sep‐75 4 92 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgt ACTATTCTAATTCGTTCAATGCCCA ACGCATACCAACAGACAAACA 4 30 1 25 92 21 58,880 58,433 53,600 28,300 8,686,448 B 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 12 6 1 AC GTGTGTGTGTGT NO 0 0 Sep‐75 3 92 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgt ACTATTCTAATTCGTTCAATGCCCAA ACGCATACCAACAGACAAACA 3 30 1 26 92 21 59,398 58,433 41,200 28,300 9,168,526 B 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr628_2 2 206 12 6 1 AC CACACACACACA NO 1 1 14 13 105 ACCCATcacacacaGacacacacATGCTCANCCcacacac ACCCATCACACACAGACACA GGTGAGTGGGTGTGTGTGAT 13 40 173 20 277 20 59,163 59,891 37,200 30,600 0.945191 F 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 206 12 6 1 AC CACACACACACA NO 0 0 14 6 98 acacacaGacacacacATGCTCANCCcacacacacacaACCACACACAGACACACACATGC GGTGAGTGGGTGTGTGTGAT 6 40 180 20 277 20 58,983 59,891 40,600 30,600 1,125,211 F 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 206 12 6 1 AC CACACACACACA NO 0 0 15 15 108 CTCACCCATcacacacaGacacacacATGCTCANCCcacaCTCACCCATCACACACAGACA GGTGAGTGGGTGTGTGTGAT 15 40 170 21 277 20 59,929 59,891 34,100 30,600 1,179,186 F 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr744_2 2 27 42 6 1.5 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 1 16 4 94 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG GCGTGTGTCGGTTTGTTTGT 4 6 1 22 94 20 59,771 60,179 47,900 28,300 2,408,246 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 42 6 1.5 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 4 95 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG TGCGTGTGTCGGTTTGTTTG 4 7 1 22 95 20 59,771 60,179 47,900 29,300 2,408,249 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 42 6 1.5 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 4 96 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG GTGCGTGTGTCGGTTTGTTT 4 8 1 22 96 20 59,771 60,179 47,900 28,300 2,408,246 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr794_2 2 154 25 6 2 AC CACACACACACAGATTCTCTCTCTC NO 1 1 10 23 216 TCACACTCACGCAGATGCATTCTCTTGTTcacacacac TCACACTCACGCAGATGCAT GAGGGTGTCTGTGCCTGTG 129 23 5 20 220 19 60,037 60,302 39,600 36,600 1,339,078 D 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 154 25 6 2 AC CACACACACACAGATTCTCTCTCTC NO 0 0 10 23 218 AGTCACACTCACGCAGATGCATTCTCTTGTTcacaca AGTCACACTCACGCAGATGC GAGGGTGTCTGTGCCTGTG 131 23 3 20 220 19 60,669 60,302 39,100 36,600 1,970,739 D 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 154 25 6 2 AC CACACACACACAGATTCTCTCTCTC NO 0 0 12 23 220 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcaca ACAGTCACACTCACGCAGAT GAGGGTGTCTGTGCCTGTG 133 23 1 20 220 19 59,324 60,302 29,000 36,600 1,978,217 D 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 154 47 6 3 AC CACACACACACAGATTCTCTCTCTCACAGACACCAA NO 0 1 15 0 94 ACAATCTcacacacaGatatatTCTCTcacacacacacaGA ACAATCTCACACACAGATATATTCTCT GAGGGTGTCTGTGCCTGTG 0 1 127 27 220 19 58,078 60,302 31,000 36,600 10,224,269 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 154 47 6 3 AC CACACACACACAGATTCTCTCTCTCACAGACACCAA NO 0 0 15 0 104 ACAATCTcacacacaGatatatTCTCTcacacacacacaGA ACAATCTCACACACAGATATATTCTCT ATGTGTGTGCGAGGGTGTC 0 11 127 27 230 19 58,078 60,302 31,000 36,700 10,223,953 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 154 47 6 3 AC CACACACACACAGATTCTCTCTCTCACAGACACCAA NO 0 0 17 0 115 ACAATCTcacacacaGatatatTCTCTcacacacacacaGA ACAATCTCACACACAGATATATTCTCT AGAGAATGTGCATGTGTGTGC 0 20 127 27 241 21 58,078 59,461 31,000 45,700 10,460,749 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 1 10 17 90 ATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAATGTGCATGGGACTGAGTGC GTCTCACTCACTCCCATACAGG 17 19 38 20 127 22 60,679 59,571 44,000 40,000 3,107,892 B 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 0 12 19 92 GCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGCATGTGCATGGGACTGAGT GTCTCACTCACTCCCATACAGG 19 19 36 20 127 22 60,679 59,571 34,100 40,000 3,107,892 B 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 0 12 13 90 gagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGAGAGAGCATGTGCATGGGA CACTCCCATACAGGCACACC 25 13 30 20 119 20 59,820 60,393 43,700 41,600 0.572699 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 0 12 13 91 TgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtg TGAGAGAGCATGTGCATGGG CACTCCCATACAGGCACACC 26 13 29 20 119 20 60,107 60,393 40,000 41,600 0.500359 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 0 13 18 90 GCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGCATGTGCATGGGACTGAGT CTCACTCACTCCCATACAGGC 19 18 36 20 125 21 60,679 59,862 34,100 48,500 1,816,874 B 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 12 6 1 AC GTGTGTGTGTGT NO 0 0 14 14 90 agagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGAGAGAGCATGTGCATGGGAC TCACTCCCATACAGGCACAC 24 14 31 20 120 20 60,107 59,387 44,600 38,200 0.720573 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr916_3 3 241 12 6 1 AC GTGTGTGTGTGT NO 0 1 17 0 102 tGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGTGAGTGGGTGTGAGAGTGTG CACACACACGCTCTCACTC 51 0 170 20 271 19 59,247 58,489 38,200 35,100 3,263,606 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 241 12 6 1 AC GTGTGTGTGTGT NO 0 0 17 0 104 tgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtT TGTGAGTGGGTGTGAGAGTG CACACACACGCTCTCACTC 53 0 168 20 271 19 59,247 58,489 35,100 35,100 3,263,606 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 241 12 6 1 AC GTGTGTGTGTGT NO 0 0 17 0 107 gtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgt GTGTGTGAGTGGGTGTGAGA CACACACACGCTCTCACTC 56 0 165 20 271 19 59,536 58,489 32,700 35,100 2,974,984 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr930_2 2 36 40 6 2 AC CACACACACAGCATTACCATTCACACTTCACACACA NO 0 1 12 10 104 ACTTcacacaTGGACAGTATTACTGTGCACACTTcaca ACTTCACACATGGACAGTATTACT TACGTGTGAAGTGTGCACCA 10 10 2 24 105 20 57,640 59,824 22,400 41,700 6,536,360 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 40 6 2 AC CACACACACAGCATTACCATTCACACTTCACACACA NO 0 0 12 10 105 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTAC TACGTGTGAAGTGTGCACCA 11 10 1 24 105 20 57,591 59,824 18,900 41,700 6,584,848 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 40 6 2 AC CACACACACAGCATTACCATTCACACTTCACACACA NO 0 0 12 10 105 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT TACGTGTGAAGTGTGCACCA 10 10 1 25 105 20 58,834 59,824 22,400 41,700 6,342,269 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 1 10 1 141 ATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATATTCTTAGTCCAGTGCGGCT AGTGAGAGAGGGAGATAGAGCG 42 1 10 20 150 22 59,095 60,225 55,200 50,300 3,129,880 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 0 10 0 118 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT GAGAGAGGGAGATAGAGCGC 22 0 30 20 147 20 59,891 58,835 34,100 59,200 1,273,854 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 0 10 0 134 TTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAG TTAGTCCAGTGCGGCTAACC GAGAGAGGGAGATAGAGCGC 38 0 14 20 147 20 59,752 58,835 28,500 59,200 1,413,558 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 0 11 1 140 ATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATATTCTTAGTCCAGTGCGGCT GTGAGAGAGGGAGATAGAGCG 42 1 10 20 149 21 59,095 58,849 55,200 50,300 3,056,559 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 0 11 0 119 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT TGAGAGAGGGAGATAGAGCGC 22 0 30 20 148 21 59,891 60,545 34,100 59,200 1,653,121 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 56 6 2 AG ATATATTATCTATCTATCTATCTATCTCTCTATCTCATNO 0 0 11 0 140 TATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATATTCTTAGTCCAGTGCGGCT TGAGAGAGGGAGATAGAGCGC 42 0 9 21 148 21 58,892 60,545 55,200 59,200 3,652,704 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 1 1 5 9 90 ATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgATTTAGAGTCAATGTGCTTGTGC CCACCAGCACATATTTACTGAC 9 24 68 23 157 22 57,948 57,117 45,700 35,100 9,934,562 B 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 5 9 90 ATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgATTTAGAGTCAATGTGCTTGTGC CCACCAGCACATATTTACTGACA 9 23 68 23 157 23 57,948 58,739 45,700 35,800 9,312,876 B 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 6 9 90 ATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgATTTAGAGTCAATGTGCTTGTGC CCACCAGCACATATTTACTGACAC 9 22 68 23 157 24 57,948 59,905 45,700 36,700 9,146,778 B 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 8 23 140 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTT CCACCAGCACATATTTACTGACA 58 23 18 24 157 23 57,293 58,739 27,100 35,800 10,968,425 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 8 22 140 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTT CCACCAGCACATATTTACTGACAC 58 22 18 24 157 24 57,293 59,905 27,100 36,700 10,802,327 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 8 22 141 TTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCATTGATGGTTGTTCTGTGTAAATGT CCACCAGCACATATTTACTGACAC 59 22 17 24 157 24 57,293 59,905 27,100 36,700 10,802,327 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 8 0 115 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTT AGCATAAGCCTCTCTCTCACG 58 0 18 24 132 21 57,293 59,319 27,100 43,500 8,388,175 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 8 0 116 TTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCATTGATGGTTGTTCTGTGTAAATGT AGCATAAGCCTCTCTCTCACG 59 0 17 24 132 21 57,293 59,319 27,100 43,500 8,388,175 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 12 6 1 AC TGTGTGTGTGTG NO 0 0 9 0 115 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTTT AGCATAAGCCTCTCTCTCACG 57 0 18 25 132 21 57,894 59,319 28,300 43,500 8,787,175 F 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 1 6 9 139 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC AACACACACCGCACAGAAAC 9 20 69 22 207 20 57,512 59,550 45,700 27,800 4,938,310 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 26 196 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTT CAGACAAACACACACCGCAC 58 26 18 24 213 20 57,293 60,248 27,100 53,400 6,955,494 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 24 194 TGATGGTTGTTCTGTGTAAATGTTTATATGTATGCA TGATGGTTGTTCTGTGTAAATGTT GACAAACACACACCGCACAG 58 24 18 24 211 20 57,293 60,248 27,100 36,600 6,955,494 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 24 195 TTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCATTGATGGTTGTTCTGTGTAAATGT GACAAACACACACCGCACAG 59 24 17 24 211 20 57,293 60,248 27,100 36,600 6,955,494 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 9 135 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC CACACCGCACAGAAACACAT 9 16 69 22 203 20 57,512 59,337 45,700 32,100 5,150,745 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 9 137 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC CACACACCGCACAGAAACAC 9 18 69 22 205 20 57,512 60,248 45,700 33,200 4,736,180 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 9 141 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC CAAACACACACCGCACAGAA 9 22 69 22 209 20 57,512 59,550 45,700 30,200 4,937,911 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 9 143 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC GACAAACACACACCGCACAG 9 24 69 22 211 20 57,512 60,248 45,700 36,600 4,736,180 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

cons_gr999_2 2 100 68 6 2 AC TGTGTGTGTGTGCGTGAGAGAGAGGCTTATGCTTG NO 0 0 8 9 145 TTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgt TTTAGAGTCAATGTGCTTGTGC CAGACAAACACACACCGCAC 9 26 69 22 213 20 57,512 60,248 45,700 53,400 4,736,180 G 258 GTACAATGATCAAATTTTGATGGTTGTTCTGTGTAAATGTTTATATGTATGCAAGtttttGTCTTTTATTTAGAGTCAATGTGCTTGTGCATGTCTGCAtgtgtgtgtgtgCGTgagagagaGGCTTATGCTTGTGTCAGTAAATATGTGCTGGTGGgtgtgtgtgtTTGTGTATTtgtgtgTATGTGTTTCTGTGCGgtgtgtgtTTGTCTGTATGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2117:15158:44380 1 119 33 7 2 AC ACACACACACACACGCACAAGACCACACACACA NA 1 1 15 0 90 AacacacacAAacacacAGACAAacacacacacacacGCA AACACACACAAACACACAGACAA ACTACACAAGCTGGCAATGC 0 14 96 23 185 20 59,683 59,116 31,800 35,600 4,200,421 G 196 cacacacaCGcacacaGacacacacacacAGGacacacacacacacTcacacacacacacacacacacacacacacacacacacacacacacaGAAacacacacAAacacacAGACAAacacacacacacacGCACAAGACcacacacacaGTTCATTTcccccTGCATTGCCAGCTTGTGTAGTAGTGAGAATCT

ST‐E00142:460:H2K7HCCXY:6:2117:15158:44380 1 119 33 7 2 AC ACACACACACACACGCACAAGACCACACACACA NA 0 0 16 1 90 AacacacacAAacacacAGACAAacacacacacacacGCA AACACACACAAACACACAGACA ACTACACAAGCTGGCAATGC 1 14 96 22 185 20 59,118 59,116 34,100 35,600 3,765,346 G 196 cacacacaCGcacacaGacacacacacacAGGacacacacacacacTcacacacacacacacacacacacacacacacacacacacacacacaGAAacacacacAAacacacAGACAAacacacacacacacGCACAAGACcacacacacaGTTCATTTcccccTGCATTGCCAGCTTGTGTAGTAGTGAGAATCT

ST‐E00142:460:H2K7HCCXY:6:2117:15158:44380 1 119 33 7 2 AC ACACACACACACACGCACAAGACCACACACACA NA 0 0 17 1 90 AAacacacacAAacacacAGACAAacacacacacacacGC AAACACACACAAACACACAGACA CTACACAAGCTGGCAATGCA 1 13 95 23 184 20 59,683 59,117 34,100 39,600 4,199,741 G 196 cacacacaCGcacacaGacacacacacacAGGacacacacacacacTcacacacacacacacacacacacacacacacacacacacacacacaGAAacacacacAAacacacAGACAAacacacacacacacGCACAAGACcacacacacaGTTCATTTcccccTGCATTGCCAGCTTGTGTAGTAGTGAGAATCT

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 1 7 18 102 AAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGA AAGTGCCTGACTGATTGCCA GGGAGAGAGATCAATGCAGGG 29 18 87 20 188 21 59,889 59,928 49,200 44,500 1,183,076 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 18 125 TGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGTGATTGCAGCTGGTGGTCAT GGGAGAGAGATCAATGCAGGG 52 18 64 20 188 21 59,961 59,928 30,600 44,500 1,110,614 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 18 131 TTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCC TTCCTGTGATTGCAGCTGGT GGGAGAGAGATCAATGCAGGG 58 18 58 20 188 21 59,889 59,928 40,000 44,500 1,183,076 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 18 162 TTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTG TTGTCAGTCTTCAGTCCCGC GGGAGAGAGATCAATGCAGGG 89 18 27 20 188 21 59,966 59,928 61,300 44,500 1,105,519 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 18 183 AAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTAAACGGTCTGACCCTGGGTA GGGAGAGAGATCAATGCAGGG 110 18 6 20 188 21 60,472 59,928 36,900 44,500 1,544,366 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 18 187 ATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTATGGAAACGGTCTGACCCTG GGGAGAGAGATCAATGCAGGG 114 18 2 20 188 21 59,675 59,928 44,500 44,500 1,396,957 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 84 14 7 1 AC CACACACACACACA NA 1 1 17 6 90 CTCTCACTCATACACTCTCctctctTTCTcacacacacaca CTCTCACTCATACACTCTCCTCT AGTCTGTTTGCGTGTGTGTG 6 27 55 23 144 20 58,219 59,273 36,900 38,200 5,507,641 F 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 84 14 7 1 AC CACACACACACACA NA 0 0 18 5 90 CTCTCACTCATACACTCTCctctctTTCTcacacacacaca CTCTCACTCATACACTCTCCTCTC AGTCTGTTTGCGTGTGTGTG 5 27 55 24 144 20 59,184 59,273 32,000 38,200 5,543,212 F 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 84 14 7 1 AC CACACACACACACA NA 0 0 18 4 90 TCTCACTCATACACTCTCctctctTTCTcacacacacacac TCTCACTCATACACTCTCCTCTCT GAGTCTGTTTGCGTGTGTGT 4 28 56 24 145 20 59,527 58,993 31,000 37,200 5,480,028 F 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 61 49 7 3 AG CTCTCTCTCTCTCTGTGTCTCTCTCTCTTTCTGTCTGT NA 0 1 17 1 94 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA TGGACAGAGAGACAGAGATGG 1 3 40 20 133 21 59,822 58,267 26,900 35,100 2,910,832 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 61 49 7 3 AG CTCTCTCTCTCTCTGTGTCTCTCTCTCTTTCTGTCTGT NA 0 0 18 1 93 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA GGACAGAGAGACAGAGATGGAC 1 1 40 20 132 22 59,822 59,312 26,900 40,200 2,866,003 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 61 49 7 3 AG CTCTCTCTCTCTCTGTGTCTCTCTCTCTTTCTGTCTGT NA 0 0 18 1 94 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA TGGACAGAGAGACAGAGATGGA 1 2 40 20 133 22 59,822 59,690 26,900 34,100 2,488,120 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:9374:45083 1 49 14 7 1 AC CACACACACACACA NA 1 1 19 14 92 ACACAGATGCAAacacacacAGATACACAGATAGACAACACAGATGCAAACACACACA GTGTTTCTGTCTGTGTGTGCC 22 14 6 21 97 21 58,909 59,936 37,200 50,100 3,154,820 F 164 GATAGACACAGATGCAAacacacacAGATACACAGATAGACACAGATGcacacacacacacaAACAGATAGACACAGGcacacacaGACAGAAacacacacAGATAGACACAGATGcacacacacacacacacacacacacacacacacacaAACAGGTAGACA

ST‐E00142:460:H2K7HCCXY:6:2119:9374:45083 1 49 14 7 1 AC CACACACACACACA NA 0 0 19 13 91 ACACAGATGCAAacacacacAGATACACAGATAGACAACACAGATGCAAACACACACA TGTTTCTGTCTGTGTGTGCCT 22 13 6 21 96 21 58,909 60,065 37,200 47,500 3,156,251 F 164 GATAGACACAGATGCAAacacacacAGATACACAGATAGACACAGATGcacacacacacacaAACAGATAGACACAGGcacacacaGACAGAAacacacacAGATAGACACAGATGcacacacacacacacacacacacacacacacacacaAACAGGTAGACA

ST‐E00142:460:H2K7HCCXY:6:2119:9374:45083 1 49 14 7 1 AC CACACACACACACA NA 0 0 20 11 90 AGACACAGATGCAAacacacacAGATACACAGATAG AGACACAGATGCAAACACACAC TTCTGTCTGTGTGTGCCTGT 23 11 4 22 93 20 59,644 59,459 38,200 40,000 2,897,149 F 164 GATAGACACAGATGCAAacacacacAGATACACAGATAGACACAGATGcacacacacacacaAACAGATAGACACAGGcacacacaGACAGAAacacacacAGATAGACACAGATGcacacacacacacacacacacacacacacacacacaAACAGGTAGACA

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 1 1 6 0 96 ACTCCCTTACGCACCAACAGacacacacacacacATTCTACTCCCTTACGCACCAACAG TGAATGTTGCAGCAGGTCCA 0 42 72 20 167 20 59,965 60,179 31,600 40,200 0.213891 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 6 0 97 ACTCCCTTACGCACCAACAGacacacacacacacATTCTACTCCCTTACGCACCAACAG GTGAATGTTGCAGCAGGTCC 0 43 72 20 168 20 59,965 59,758 31,600 44,600 0.276913 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 6 0 98 ACTCCCTTACGCACCAACAGacacacacacacacATTCTACTCCCTTACGCACCAACAG GGTGAATGTTGCAGCAGGTC 0 44 72 20 169 20 59,965 59,758 31,600 38,500 0.276913 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 6 0 157 ACTCCCTTACGCACCAACAGacacacacacacacATTCTACTCCCTTACGCACCAACAG GAGTGAAGGACCGGCAGG 0 105 72 20 228 18 59,965 59,734 31,600 48,500 2,300,951 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 7 1 158 CACTCCCTTACGCACCAACAGacacacacacacacATTCCACTCCCTTACGCACCAACA GAGTGAAGGACCGGCAGG 1 105 71 20 228 18 60,250 59,734 33,300 48,500 2,516,179 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 8 2 98 tCACTCCCTTACGCACCAACAGacacacacacacacATT TCACTCCCTTACGCACCAAC TGAATGTTGCAGCAGGTCCA 2 42 70 20 167 20 59,966 60,179 37,700 40,200 0.213332 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 8 0 158 ACTCCCTTACGCACCAACAGacacacacacacacATTCTACTCCCTTACGCACCAACAG GGAGTGAAGGACCGGCAG 0 106 72 20 229 18 59,965 59,734 31,600 48,500 2,300,951 A 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 14 29 190 CCCACTCTCActctctTACTCCCActctctCACTCCCTTACCCCACTCTCACTCTCTTACTCC GGGAGTGAAGGACCGGCA 29 107 41 22 230 18 58,979 61,319 38,500 56,900 6,340,182 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 14 29 190 CCCACTCTCActctctTACTCCCActctctCACTCCCTTACCCCACTCTCACTCTCTTACTCC GGGAGTGAAGGACCGGCAG 29 106 41 22 230 19 58,979 62,317 38,500 48,500 6,337,557 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 15 28 190 CCCACTCTCActctctTACTCCCActctctCACTCCCTTACCCCACTCTCACTCTCTTACTCCC GGGAGTGAAGGACCGGCAG 28 106 41 23 230 19 61,189 62,317 43,000 48,500 7,506,026 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 16 14 110 ACTCCCActctctCACTCCCTTACGCACCAACAGacacaACTCCCACTCTCTCACTCCC TGAATGTTGCAGCAGGTCCA 14 42 58 20 167 20 59,960 60,179 43,000 40,200 0.219494 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 16 14 140 ACTCCCActctctCACTCCCTTACGCACCAACAGacacaACTCCCACTCTCTCACTCCC AGGGCGAAGTTGTGGTGG 14 74 58 20 197 18 59,960 59,887 43,000 46,100 2,153,638 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 16 14 141 ACTCCCActctctCACTCCCTTACGCACCAACAGacacaACTCCCACTCTCTCACTCCC GAGGGCGAAGTTGTGGTGG 14 74 58 20 198 19 59,960 60,966 43,000 46,100 2,006,950 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:17939:68887 1 92 14 7 1 AC ACACACACACACAC NA 0 0 16 14 142 ACTCCCActctctCACTCCCTTACGCACCAACAGacacaACTCCCACTCTCTCACTCCC GGAGGGCGAAGTTGTGGTG 14 75 58 20 199 19 59,960 60,966 43,000 41,700 2,006,950 F 230 CGCActctctctctctctctctctctctctctctctctctCCCACTCTCActctctTACTCCCActctctCACTCCCTTACGCACCAACAGacacacacacacacATTCTCACTCCCACATATTTACCACGGCACCGTCTCCCTCCCTGGACCTGCTGCAACATTCACCCTGCCCGGGCCCACCACAACTTCGCCCTCCCCGTGCTCCAACCTGCCGGTCCTTCACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 198 39 7 2 AC GTGTGTGTGTGTTTGAGAGGGGTGAGTGTGTGTGTNA 1 1 18 1 104 gAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAg GAGTGTGCGTATGTGGTTGC ACACACACTCACCCTTCTCA 24 1 154 20 257 20 59,834 58,504 41,700 32,700 1,662,004 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 198 39 7 2 AC GTGTGTGTGTGTTTGAGAGGGGTGAGTGTGTGTGTNA 0 0 18 1 106 gggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGA GGGAGTGTGCGTATGTGGTT ACACACACTCACCCTTCTCA 26 1 152 20 257 20 60,321 58,504 36,700 32,700 1,817,358 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 198 39 7 2 AC GTGTGTGTGTGTTTGAGAGGGGTGAGTGTGTGTGTNA 0 0 19 0 104 gAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAg GAGTGTGCGTATGTGGTTGC ACACACACTCACCCTTCTCAA 24 0 154 20 257 21 59,834 59,163 41,700 30,200 2,003,383 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 133 104 7 3 AC GTGTGTGTGTGTGAGAGGGGGGAGTGTGCGTATG NA 0 1 18 0 144 GTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAgg GTCCTATGGACGGGTGAGGA CACACACTCACCCTTCTCAA 0 0 113 20 256 20 60,397 57,380 37,100 30,200 3,016,947 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 133 104 7 3 AC GTGTGTGTGTGTGAGAGGGGGGAGTGTGCGTATG NA 0 0 18 0 145 GTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAgg GTCCTATGGACGGGTGAGGA ACACACACTCACCCTTCTCA 0 1 113 20 257 20 60,397 58,504 37,100 32,700 1,892,755 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 133 104 7 3 AC GTGTGTGTGTGTGAGAGGGGGGAGTGTGCGTATG NA 0 0 19 0 145 GTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAgg GTCCTATGGACGGGTGAGGA ACACACACTCACCCTTCTCAA 0 0 113 20 257 21 60,397 59,163 37,100 30,200 2,234,134 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 1 18 1 197 ATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgt ATGGGTGGGTGTCCTATGGA ACACACACTCACCCTTCTCA 10 1 61 20 257 20 59,954 58,504 34,100 32,700 1,541,683 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 18 1 208 TGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGTGGTCCTATGGGTGGG ACACACACTCACCCTTCTCA 21 1 50 20 257 20 60,620 58,504 46,100 32,700 2,116,470 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 18 0 186 GTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGGTCCTATGGACGGGTGAGAA CACACACTCACCCTTCTCAA 0 0 71 20 256 20 58,518 57,380 28,700 30,200 4,102,122 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 18 0 187 GTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGGTCCTATGGACGGGTGAGAA ACACACACTCACCCTTCTCA 0 1 71 20 257 20 58,518 58,504 28,700 32,700 2,977,931 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 19 0 187 GTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGGTCCTATGGACGGGTGAGAA ACACACACTCACCCTTCTCAA 0 0 71 20 257 21 58,518 59,163 28,700 30,200 3,319,310 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:26230:44362 1 91 146 7 4 AC GTGTGTGTGTGTGAGATGAGTGGTCCTATGGACGGNA 0 0 19 0 197 ATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgt ATGGGTGGGTGTCCTATGGA ACACACACTCACCCTTCTCAA 10 0 61 20 257 21 59,954 59,163 34,100 30,200 1,883,062 G 257 ATGAACGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGTGGTCCTATGGGTGGGTGTCCTATGGACGGGTGAGAAgtgtgtgtgtgtGAGATGAGTGGTCCTATGGACGGGTGAGGAgtgtgtgtgtgtGAGAggggggAGTGTGCGTATGTGGTTGCGTtgtgtgtttttGTGAAgggggggtgtgtgtgtgtTTGAGAGGGGTGAgtgtgtgtgtgtgtTTGAGAAGGGTGAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2120:30086:4210 1 61 28 7 1.5 AC CACACATACACACTCACACACACACACA NA 1 1 12 4 102 AGTCATTCGCACAGacacacATAGGcacacaTacacacT AGTCATTCGCACAGACACACA GCATGGGTTTCACTGTGTGT 4 29 36 21 137 20 60,203 58,968 37,200 37,200 2,234,535 F 154 CACTcacacacacacacacacacacacacacacaAAGTCATTCGCACAGacacacATAGGcacacaTacacacTcacacacacacacaCGCACAGCCACTcacacaGCCATACACCAacacacAGTGAAACCCATGCACTCAAAAGCACATTTA

ST‐E00142:460:H2K7HCCXY:6:2120:30086:4210 1 61 28 7 1.5 AC CACACATACACACTCACACACACACACA NA 0 0 12 4 103 AGTCATTCGCACAGacacacATAGGcacacaTacacacT AGTCATTCGCACAGACACACA TGCATGGGTTTCACTGTGTG 4 30 36 21 138 20 60,203 58,969 37,200 38,200 2,233,757 F 154 CACTcacacacacacacacacacacacacacacaAAGTCATTCGCACAGacacacATAGGcacacaTacacacTcacacacacacacaCGCACAGCCACTcacacaGCCATACACCAacacacAGTGAAACCCATGCACTCAAAAGCACATTTA

ST‐E00142:460:H2K7HCCXY:6:2120:30086:4210 1 61 28 7 1.5 AC CACACATACACACTCACACACACACACA NA 0 0 12 4 104 AGTCATTCGCACAGacacacATAGGcacacaTacacacT AGTCATTCGCACAGACACACA GTGCATGGGTTTCACTGTGT 4 31 36 21 139 20 60,203 58,968 37,200 37,200 2,234,535 F 154 CACTcacacacacacacacacacacacacacacaAAGTCATTCGCACAGacacacATAGGcacacaTacacacTcacacacacacacaCGCACAGCCACTcacacaGCCATACACCAacacacAGTGAAACCCATGCACTCAAAAGCACATTTA

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 1 1 16 2 144 GGGAAACAGTGTGACagagagATagagagagATAGAGGGGAAACAGTGTGACAGAGA CCCTCTCTCTGTCACACTGT 47 2 2 20 145 20 57,089 58,373 31,000 35,500 4,537,374 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 0 0 16 2 145 AGGGAAACAGTGTGACagagagATagagagagATAGAAGGGAAACAGTGTGACAGAG CCCTCTCTCTGTCACACTGT 48 2 1 20 145 20 57,081 58,373 33,500 35,500 4,545,398 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 0 0 16 0 96 GGGTTTagagagagCCAGCgagagagagagagaAagagagGGGTTTAGAGAGAGCCAGC CCCTCTCTCTGTCACACTGT 0 2 50 19 145 20 57,229 58,373 48,500 35,500 5,397,311 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 0 0 17 2 118 gagagATAGAGACagagagagGGGGTTTagagagagCC GAGAGATAGAGACAGAGAGAGGG CCCTCTCTCTGTCACACTGT 18 2 28 23 145 20 58,100 58,373 43,000 35,500 6,526,188 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 0 0 17 2 145 AGGGAAACAGTGTGACagagagATagagagagATAGAAGGGAAACAGTGTGACAGAGA CCCTCTCTCTGTCACACTGT 47 2 1 21 145 20 58,601 58,373 31,000 35,500 4,025,274 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6888:59200 1 69 55 7 2 AG GAGAGAGAGAGAGAAAGAGAGAGAGAGAGATAC NA 0 0 18 2 119 agagagATAGAGACagagagagGGGGTTTagagagagC AGAGAGATAGAGACAGAGAGAGGG CCCTCTCTCTGTCACACTGT 18 2 27 24 145 20 59,405 58,373 43,000 35,500 6,221,607 G 187 AGGGAAACAGTGTGACagagagATagagagagATAGAGACagagagagGGGGTTTagagagagCCAGCgagagagagagagaAagagagagagagagATACAGAGTGACagagagagagagagATACAGTGTGACagagagaggggggCagagagagagagagagagagagagagagagATACAATG

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 1 1 14 40 190 GTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtA GTGTGAATGTATGAGTGAGTGTGT CACATGCACACGTGTACACA 40 85 67 24 256 20 59,009 59,066 37,200 37,200 5,924,852 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 14 40 192 GTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtA GTGTGAATGTATGAGTGAGTGTGT CACACATGCACACGTGTACA 40 87 67 24 258 20 59,009 59,066 37,200 29,000 5,924,852 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 15 42 190 TGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtg TGAGTGTGAATGTATGAGTGAGTGT ATGCACACGTGTACACATGC 42 82 64 25 253 20 59,989 59,483 35,500 40,600 5,527,900 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 15 19 111 AGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGA AGTGAGTGTGTTAGTGCGTGT TGGGCACACACATCCACAAA 30 19 80 21 190 20 59,864 60,396 44,900 28,300 1,532,583 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 16 26 162 gtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTGTGTGTTAGTGCGTGTGTGT CGTGTACACATGCATGCACA 26 75 85 20 246 20 58,996 59,484 37,200 45,700 1,520,289 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 16 26 163 gtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTGTGTGTTAGTGCGTGTGTGT ACGTGTACACATGCATGCAC 26 76 85 20 247 20 58,996 59,483 37,200 45,700 1,520,728 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 16 26 164 gtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTGTGTGTTAGTGCGTGTGTGT CACGTGTACACATGCATGCA 26 77 85 20 248 20 58,996 59,484 37,200 39,600 1,520,289 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 16 19 106 gtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTGTGTGTTAGTGCGTGTGTGT TGGGCACACACATCCACAAA 26 19 85 20 190 20 58,996 60,396 37,200 28,300 1,400,129 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:7770:52889 1 131 21 7 1.5 AC GTGTGTTTGTGTGTGTGTGTG NA 0 0 17 19 109 TGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGAGTGTGTTAGTGCGTGTGT TGGGCACACACATCCACAAA 28 19 82 21 190 20 60,135 60,396 37,200 28,300 1,531,214 F 260 GTGAGTCTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGAGTGTGAATGTATGAGTGAgtgtgtTAGTGCgtgtgtgtATGTGTATTAGTGAGTTTGTTAATGAgtgtgtTtgtgtgtgtgtgtgTATTAgtgtgtGAGTGttttttGTGGAtgtgtgtgCCCACATATGTCTCTGCATGTCTTTGTTTGAGCTTGTGTATGTGCATGCATGTGTACACGTGTGCAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 1 1 12 4 94 caGAAACACCCACATGCACCGTCTcacacacacacacaTCAGAAACACCCACATGCACC CGGGTGTGTGAATGCATGTC 4 36 94 20 187 20 59,685 59,831 50,100 30,600 0.483723 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 14 14 104 cacacGcacacaGAAACACCCACATGCACCGTCTcaca CACACGCACACAGAAACACC CGGGTGTGTGAATGCATGTC 14 36 84 20 187 20 60,248 59,831 41,600 30,600 0.416842 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 14 14 114 cacacGcacacaGAAACACCCACATGCACCGTCTcaca CACACGCACACAGAAACACC TTTAAGGAGGCGGGTGTGTG 14 46 84 20 197 20 60,248 60,251 41,600 38,200 0.498608 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 15 47 211 cacacGCACATACAGacacacacTCACATAGAAacacac CACACGCACATACAGACACAC GCTGAAGCAAACAGTTCTTGGA 47 107 50 21 260 22 59,808 59,641 38,200 35,300 3,551,210 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 15 46 148 cacacGCACATACAGacacacacTCACATAGAAacacac CACACGCACATACAGACACAC TTTAAGGAGGCGGGTGTGTG 47 46 50 21 197 20 59,808 60,251 38,200 38,200 1,442,865 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 17 45 146 cacGCACATACAGacacacacTCACATAGAAacacacGcCACGCACATACAGACACACAC TTTAAGGAGGCGGGTGTGTG 45 46 52 21 197 20 59,808 60,251 38,200 38,200 1,442,865 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 17 45 209 cacGCACATACAGacacacacTCACATAGAAacacacGcCACGCACATACAGACACACAC GCTGAAGCAAACAGTTCTTGGA 45 107 52 21 260 22 59,808 59,641 38,200 35,300 3,551,210 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 17 44 145 acGCACATACAGacacacacTCACATAGAAacacacGcaACGCACATACAGACACACACT TTTAAGGAGGCGGGTGTGTG 44 46 53 21 197 20 59,931 60,251 35,500 38,200 1,319,141 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2123:9983:40337 1 118 14 7 1 AC CACACACACACACA NA 0 0 17 44 208 acGCACATACAGacacacacTCACATAGAAacacacGcaACGCACATACAGACACACACT GCTGAAGCAAACAGTTCTTGGA 44 107 53 21 260 22 59,931 59,641 35,500 35,300 3,427,486 F 260 acacacacacacacacacacacacacacacacacacAGTCTCACAGATacacacGCACATACAGacacacacTCACATAGAAacacacGcacacaGAAACACCCACATGCACCGTCTcacacacacacacaTACACGGacacacAGacacacacTCATGcacacaCTGACATGCATTcacacaCCCGCCTCCTTAAAAggggggTCTTATTGTACTGaaaaaCTGGTTTAAACAAAACTCCAAGAACTGTTTGCTTCAGC

ST‐E00142:460:H2K7HCCXY:6:2124:10379:28330 1 46 34 7 2 AG CTCTCTCTCTCTCACCCTGCCTCTCTCTCTCTCT NA 1 1 17 1 103 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctct TGCCTCTCTCACTGTGTCAC AGAGAGAGACACATACACAGAGA 25 1 1 20 103 23 59,324 57,827 36,700 31,000 5,848,872 G 155 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctctctGTCCctctctctctctCACCCTGCctctctctctctctGTCTCTGTGTATGTGtctctctcTATGtctctctctctctctctctctctctctctctctcTGTCTTTATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2124:10379:28330 1 46 34 7 2 AG CTCTCTCTCTCTCACCCTGCCTCTCTCTCTCTCT NA 0 0 17 0 102 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctct TGCCTCTCTCACTGTGTCAC GAGAGAGACACATACACAGAGAC 25 0 1 20 102 23 59,324 57,770 36,700 33,600 5,906,106 G 155 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctctctGTCCctctctctctctCACCCTGCctctctctctctctGTCTCTGTGTATGTGtctctctcTATGtctctctctctctctctctctctctctctctctcTGTCTTTATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2124:10379:28330 1 46 34 7 2 AG CTCTCTCTCTCTCACCCTGCCTCTCTCTCTCTCT NA 0 0 18 0 103 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctct TGCCTCTCTCACTGTGTCAC AGAGAGAGACACATACACAGAGAC 25 0 1 20 103 24 59,324 59,059 36,700 33,600 5,617,448 G 155 TGCctctctCACTGTGTCACTGTGTATTTGTGTTGctctctGTCCctctctctctctCACCCTGCctctctctctctctGTCTCTGTGTATGTGtctctctcTATGtctctctctctctctctctctctctctctctctcTGTCTTTATGTGTCA
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ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 211 27 7 1.5 AG CTCTCTCTCTCTATCTCTCTCTCTCTC NA 1 1 13 1 126 CATCTCTGTCTCTACATCACTGTAACTCTATCTCTAT CATCTCTGTCTCTACATCACTGT AAAGGTTGGGAGAGAGAGGA 55 1 133 23 258 20 57,167 57,276 35,500 37,100 8,556,937 F 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 211 27 7 1.5 AG CTCTCTCTCTCTATCTCTCTCTCTCTC NA 0 0 13 0 125 CATCTCTGTCTCTACATCACTGTAACTCTATCTCTAT CATCTCTGTCTCTACATCACTGT AAGGTTGGGAGAGAGAGGAA 55 0 133 23 257 20 57,167 57,276 35,500 33,600 8,556,937 F 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 211 27 7 1.5 AG CTCTCTCTCTCTATCTCTCTCTCTCTC NA 0 0 13 0 126 CATCTCTGTCTCTACATCACTGTAACTCTATCTCTAT CATCTCTGTCTCTACATCACTGT AAAGGTTGGGAGAGAGAGGAA 55 0 133 23 258 21 57,167 58,008 35,500 33,600 8,824,986 F 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 1 16 4 179 TCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtg TCCTGTGCATTGACTCTGCT CACGGGCAGAGTCAATCCAC 90 4 66 20 244 20 59,311 61,021 42,400 40,200 1,710,445 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 4 243 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCCC CACGGGCAGAGTCAATCCAC 155 4 2 19 244 20 60,813 61,021 53,600 40,200 2,834,312 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 2 176 CCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgt CCTGTGCATTGACTCTGCTC CGGGCAGAGTCAATCCACAG 89 2 67 20 242 20 58,915 60,742 42,600 36,600 1,827,372 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 2 177 TCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtg TCCTGTGCATTGACTCTGCT CGGGCAGAGTCAATCCACAG 90 2 66 20 242 20 59,311 60,742 42,400 36,600 1,431,336 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 2 242 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC CGGGCAGAGTCAATCCACAG 156 2 1 19 242 20 60,813 60,742 48,500 36,600 2,555,202 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 1 100 tgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgt TGTGTCTGTGTGTTCTGCGT GGGCAGAGTCAATCCACAGG 14 1 142 20 241 20 60,108 60,394 52,400 40,000 0.501914 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 1 104 TGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgTGCGTGTGTCTGTGTGTTCT GGGCAGAGTCAATCCACAGG 18 1 138 20 241 20 60,108 60,394 30,100 40,000 0.501914 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 1 105 GTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCg GTGCGTGTGTCTGTGTGTTC GGGCAGAGTCAATCCACAGG 19 1 137 20 241 20 59,974 60,394 31,800 40,000 0.419823 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 1 121 TGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTGTATTGACTCTGCCTGTGC GGGCAGAGTCAATCCACAGG 35 1 121 20 241 20 57,901 60,394 45,700 40,000 2,492,679 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 16 1 241 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC GGGCAGAGTCAATCCACAGG 156 1 1 19 241 20 60,813 60,394 48,500 40,000 2,206,459 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 17 2 123 GTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTGTATTGACTCTGCCTGTGC CGGGCAGAGTCAATCCACAG 35 2 120 21 242 20 59,266 60,742 45,700 36,600 2,476,745 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 17 1 122 GTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTGTATTGACTCTGCCTGTGC GGGCAGAGTCAATCCACAGG 35 1 120 21 241 20 59,266 60,394 45,700 40,000 2,128,002 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 17 1 238 TGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGTGTGCATCGACTCTGCCC GGCAGAGTCAATCCACAGG 155 1 3 18 240 19 59,734 57,834 53,600 40,000 5,431,346 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 18 0 238 TGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGTGTGCATCGACTCTGCCC GGCAGAGTCAATCCACAGGA 155 0 3 18 240 20 59,734 59,385 53,600 38,600 2,881,071 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 176 45 7 2 AC GTGTGTGTGTGTCCTGTGTATTAACTCTGCCTGTGT NA 0 0 18 0 239 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCC GGCAGAGTCAATCCACAGGA 156 0 2 18 240 20 58,208 59,385 48,500 38,600 4,406,871 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 24 7 1.5 AC GTGTGTGTGTGTGTACGTGTGTGT NA 0 1 8 0 90 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC AACAATCATGTGGAAACTGCCT 0 22 1 22 90 22 57,708 58,766 36,800 47,500 7,525,834 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 24 7 1.5 AC GTGTGTGTGTGTGTACGTGTGTGT NA 0 0 8 0 90 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC AACAATCATGTGGAAACTGCCTT 0 21 1 22 90 23 57,708 59,357 36,800 43,500 7,935,176 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 24 7 1.5 AC GTGTGTGTGTGTGTACGTGTGTGT NA 0 0 15 0 111 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC ACACAGACATTCACACACTCA 0 44 1 22 111 21 57,708 57,458 36,800 34,100 7,834,323 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 1 1 18 20 120 aGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGT AGGAGAGAGTGTGTGTGGGT TCCTCTCTCTCACCCACACA 46 20 55 20 174 20 60,105 59,517 45,100 37,200 0.588339 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 18 20 121 gaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTG GAGGAGAGAGTGTGTGTGGG TCCTCTCTCTCACCCACACA 47 20 54 20 174 20 59,394 59,517 46,100 37,200 1,088,476 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 18 20 155 GGGAGGAGAAGAATGGGCTCACTAGCATGTgagag GGGAGGAGAAGAATGGGCTC TCCTCTCTCTCACCCACACA 81 20 20 20 174 20 59,528 59,517 47,000 37,200 0.954930 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 18 20 173 GTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGTGAGAGCTAGCCTCAAGGG TCCTCTCTCTCACCCACACA 99 20 2 20 174 20 59,536 59,517 39,500 37,200 0.946507 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 18 19 119 aGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGT AGGAGAGAGTGTGTGTGGGT CCTCTCTCTCACCCACACAC 46 19 55 20 173 20 60,105 59,394 45,100 38,200 0.711042 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:27133:18643 1 121 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 18 19 172 GTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGTGAGAGCTAGCCTCAAGGG CCTCTCTCTCACCCACACAC 99 19 2 20 173 20 59,536 59,394 39,500 38,200 1,069,209 F 235 AGTGAGAGCTAGCCTCAAGGGGAGGAGAAGAATGGGCTCACTAGCATGTgagagaGgagagagtgtgtgtGGGTAagagagagGAGTGAGTGTTtgtgtgTAGGTGAAAGAGAATGGGGAgtgtgtgtgtgtgtGGGTGAAAGATAGTGAAGAgtgtgtGGGTgagagagaGGAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGAAAGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2202:29975:56932 1 86 58 7 2 AC ACACACACACACACAGAGAGATGAGAGAGCAAGA NA 1 1 17 0 120 TGTCAGgagagaGCAacacacAAACagagagACAGgagaTGTCAGGAGAGAGCAACACAC TGCCCTCTCCTGTCACTC 23 0 42 21 161 18 59,931 57,880 38,200 35,100 5,189,448 G 161 CGcacacacacacacacacacacacacacacacacacaGAGTGTCAGgagagaGCAacacacAAACagagagACAGgagagaGCAacacacacacacacagagagATgagagaGCAAGacacacacacacacGcacacacacaGAGTGACAGGAGAGGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:29975:56932 1 86 58 7 2 AC ACACACACACACACAGAGAGATGAGAGAGCAAGA NA 0 0 17 0 121 GTGTCAGgagagaGCAacacacAAACagagagACAGga GTGTCAGGAGAGAGCAACACA TGCCCTCTCCTGTCACTC 24 0 41 21 161 18 59,931 57,880 37,200 35,100 5,189,448 G 161 CGcacacacacacacacacacacacacacacacacacaGAGTGTCAGgagagaGCAacacacAAACagagagACAGgagagaGCAacacacacacacacagagagATgagagaGCAAGacacacacacacacGcacacacacaGAGTGACAGGAGAGGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:29975:56932 1 86 58 7 2 AC ACACACACACACACAGAGAGATGAGAGAGCAAGA NA 0 0 19 0 119 GTCAGgagagaGCAacacacAAACagagagACAGgagagGTCAGGAGAGAGCAACACACA TGCCCTCTCCTGTCACTC 22 0 43 21 161 18 59,931 57,880 37,200 35,100 5,189,448 G 161 CGcacacacacacacacacacacacacacacacacacaGAGTGTCAGgagagaGCAacacacAAACagagagACAGgagagaGCAacacacacacacacagagagATgagagaGCAAGacacacacacacacGcacacacacaGAGTGACAGGAGAGGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:4168:51359 1 65 39 7 2 AC TGTGTGTGTGTGTGCGTGTCTGTGTGTTGTGTGTGTGTGNA 1 1 19 7 102 GCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtg GCGTGTGTGTGGGTCTGTAT CACACACACGCTTGCACAA 17 7 28 20 129 19 60,320 59,864 22,900 33,300 1,456,777 G 206 tgtgtgtgTTTGCATCTATTTGTGCAAGCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtgtgtgtgtgtgCGTGTCtgtgtgTtgtgtgtgtgtgCATCTATTTGTGCAAGCgtgtgtgtGGGCCTGTTTCtgtgtgtgtgCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2202:4168:51359 1 65 39 7 2 AC TGTGTGTGTGTGTGCGTGTCTGTGTGTTGTGTGTGTGTGNA 0 0 20 6 102 GCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtg GCGTGTGTGTGGGTCTGTAT CACACACACGCTTGCACAAA 17 6 28 20 129 20 60,320 60,456 22,900 28,300 0.776223 G 206 tgtgtgtgTTTGCATCTATTTGTGCAAGCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtgtgtgtgtgtgCGTGTCtgtgtgTtgtgtgtgtgtgCATCTATTTGTGCAAGCgtgtgtgtGGGCCTGTTTCtgtgtgtgtgCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2202:4168:51359 1 65 39 7 2 AC TGTGTGTGTGTGTGCGTGTCTGTGTGTTGTGTGTGTGTGNA 0 0 20 5 101 GCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtg GCGTGTGTGTGGGTCTGTAT ACACACACGCTTGCACAAAT 17 5 28 20 128 20 60,320 59,545 22,900 23,200 0.775831 G 206 tgtgtgtgTTTGCATCTATTTGTGCAAGCgtgtgtgtGGGTCTGTATCtgtgtgtgCACGTGTCtgtgtgtgtgtgtgCGTGTCtgtgtgTtgtgtgtgtgtgCATCTATTTGTGCAAGCgtgtgtgtGGGCCTGTTTCtgtgtgtgtgCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 1 1 12 0 107 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA TCAAACAGCAGCCTCACACT 0 13 54 18 160 20 60,608 59,819 40,200 35,500 2,788,864 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 12 0 109 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA ACTCAAACAGCAGCCTCACA 0 15 54 18 162 20 60,608 59,819 40,200 35,800 2,788,864 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 12 0 111 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA ACACTCAAACAGCAGCCTCA 0 17 54 18 164 20 60,608 59,819 40,200 38,600 2,788,864 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 12 0 141 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA CACAGCAAGCTCACATTCAGAC 0 45 54 18 194 22 60,608 60,096 40,200 35,100 4,703,619 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 12 0 141 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA CACAGCAAGCTCACATTCAGA 0 46 54 18 194 21 60,608 58,851 40,200 32,700 4,756,518 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 12 0 142 GAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgt GAGGGTGAGCCTGGGTGA TCACAGCAAGCTCACATTCAG 0 47 54 18 195 21 60,608 58,851 40,200 30,200 4,756,518 D 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 15 5 111 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG AAACAGCAGCCTCACACTCA 5 11 48 19 158 20 60,302 59,819 48,500 34,100 1,483,146 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 15 5 113 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG TCAAACAGCAGCCTCACACT 5 13 48 19 160 20 60,302 59,819 48,500 35,500 1,483,146 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 15 5 152 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG ACTCTCACAGCAAGCTCACA 5 52 48 19 199 20 60,302 59,245 48,500 35,800 2,057,111 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 15 5 154 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG ACACTCTCACAGCAAGCTCA 5 54 48 19 201 20 60,302 59,245 48,500 42,600 2,057,111 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 15 5 156 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG ACACACTCTCACAGCAAGCT 5 56 48 19 203 20 60,302 59,533 48,500 37,400 1,769,416 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2202:6938:7989 1 72 56 7 2 AC GTGTGTGTGTGTGTGAGTGTGTGTGTGAGGGTGTGNA 0 0 16 4 104 gtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAGTGTGTGAGGGTGAGCCTG AGCCTCACACTCACACACAC 5 4 48 19 151 20 60,302 60,179 48,500 38,200 1,481,105 G 208 TGAGGGTGAACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtGAGGGTGAGCCTGGGTGAgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtgtgtgtGAgtgtgtgtgtGAGGgtgtgtgtGAGTGTGAGGCTGCTGTTTGAGTGTGAGATTGTGTCTGAATGTGAGCTTGCTGTGAGAgtgtgtTATTG

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 177 22 7 1.5 AC TGTGTGTGTGTGTGTTTGTGTG NA 0 1 8 1 112 GGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgt GGCTTCAGCTTCATTCTGTGC ACAGGGACGCATATGCACTC 1 48 155 21 266 20 60,135 60,179 45,700 35,100 1,314,533 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 177 22 7 1.5 AC TGTGTGTGTGTGTGTTTGTGTG NA 0 0 10 1 94 GGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgt GGCTTCAGCTTCATTCTGTGC TCAAACATGCATGCACAGGC 1 30 155 21 248 20 60,135 60,038 45,700 48,500 1,173,527 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 177 22 7 1.5 AC TGTGTGTGTGTGTGTTTGTGTG NA 0 0 10 1 126 GGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgt GGCTTCAGCTTCATTCTGTGC ACACCCACATGCATACAGGG 1 62 155 21 280 20 60,135 60,034 45,700 44,500 1,169,646 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 1 8 0 99 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC TGGCCTCTTCCTCCTTCCTT 0 21 86 22 184 20 57,153 60,179 29,700 33,600 5,025,641 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 0 8 0 100 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC TTGGCCTCTTCCTCCTTCCT 0 22 86 22 185 20 57,153 60,179 29,700 33,600 5,025,641 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 0 8 0 139 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC AGACACATCTCCGACCCAGT 0 61 86 22 224 20 57,153 60,252 29,700 40,000 5,098,611 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 0 8 0 140 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC CAGACACATCTCCGACCCAG 0 62 86 22 225 20 57,153 59,826 29,700 44,500 5,021,168 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 0 8 0 162 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC TCGCCTGTCTTTCCCAGTTT 0 84 86 22 247 20 57,153 59,528 29,700 26,600 5,319,250 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 108 36 7 2 AG GAGAGAGAGAGAGAAAGAAAGAGTGGGAGAGAGNA 0 0 8 0 163 AACAGAGATCGAGGAAGATAGCgagagagagagagaAAACAGAGATCGAGGAAGATAGC TTCGCCTGTCTTTCCCAGTT 0 85 86 22 248 20 57,153 59,528 29,700 31,600 5,319,250 D 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 101 65 7 2 AG TCTCTCTCTCTGTGTTCGTTTATCTGTCTATCTCTGCCNA 0 1 10 0 103 ACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCACTCTCCCTCTCTGCCTG AGAGGGAGAGAATCGGAGTG 0 0 83 18 185 20 57,217 57,934 48,500 35,100 6,849,316 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 101 65 7 2 AG TCTCTCTCTCTGTGTTCGTTTATCTGTCTATCTCTGCCNA 0 0 10 0 105 ACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCACTCTCCCTCTCTGCCTG CAAGAGGGAGAGAATCGGAGTG 0 0 83 18 187 22 57,217 59,899 48,500 35,100 6,884,001 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 101 65 7 2 AG TCTCTCTCTCTGTGTTCGTTTATCTGTCTATCTCTGCCNA 0 0 10 0 106 ACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCACTCTCCCTCTCTGCCTG ACAAGAGGGAGAGAATCGGAGT 0 1 83 18 188 22 57,217 60,292 48,500 38,500 7,075,348 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2204:11992:19100 1 131 14 7 1 AC ACACACACACACAC NA 1 1 4 0 114 CACAGACTCACCTTCCACGTacacacacacacacATGCACACAGACTCACCTTCCACGT AGCCCAACTTAGCAGCTAAA 0 60 111 20 224 20 59,611 57,121 44,900 18,500 3,268,493 A 224 CActctctCCCTCCctctctctcacacacacaAACATAAACAAATCTATAAGcacacacacacacacacacacacacacacaCTCAGGCGAAAAGACAGGCAGGTACAGACACAGACTCACCTTCCACGTacacacacacacacATGCAAACAGATATACATTAAATAAGTAGCATAAATTGAAAACCATACTATGAACTGATATTTAGCTGCTAAGTTGGGCT

ST‐E00142:460:H2K7HCCXY:6:2204:11992:19100 1 131 14 7 1 AC ACACACACACACAC NA 0 0 6 16 130 GACAGGCAGGTACAGACACAGACTCACCTTCCACG GACAGGCAGGTACAGACACA AGCCCAACTTAGCAGCTAAA 16 60 95 20 224 20 59,320 57,121 37,200 18,500 3,558,608 A 224 CActctctCCCTCCctctctctcacacacacaAACATAAACAAATCTATAAGcacacacacacacacacacacacacacacaCTCAGGCGAAAAGACAGGCAGGTACAGACACAGACTCACCTTCCACGTacacacacacacacATGCAAACAGATATACATTAAATAAGTAGCATAAATTGAAAACCATACTATGAACTGATATTTAGCTGCTAAGTTGGGCT

ST‐E00142:460:H2K7HCCXY:6:2204:11992:19100 1 131 14 7 1 AC ACACACACACACAC NA 0 0 6 1 115 ACACAGACTCACCTTCCACGTacacacacacacacATGCACACAGACTCACCTTCCACG AGCCCAACTTAGCAGCTAAA 1 60 110 20 224 20 59,611 57,121 49,400 18,500 3,268,493 A 224 CActctctCCCTCCctctctctcacacacacaAACATAAACAAATCTATAAGcacacacacacacacacacacacacacacaCTCAGGCGAAAAGACAGGCAGGTACAGACACAGACTCACCTTCCACGTacacacacacacacATGCAAACAGATATACATTAAATAAGTAGCATAAATTGAAAACCATACTATGAACTGATATTTAGCTGCTAAGTTGGGCT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 1 1 10 11 141 TCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctct TCATGTCTGCCTGTCTCACT ATCGAGAGTTTGAGAGCGGG 11 76 80 20 220 20 58,363 59,542 34,100 61,300 2,095,189 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 11 10 141 TCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctct TCATGTCTGCCTGTCTCACTC ATCGAGAGTTTGAGAGCGGG 10 76 80 21 220 20 59,452 59,542 35,100 61,300 2,005,671 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 11 9 140 CATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctc CATGTCTGCCTGTCTCACTCT ATCGAGAGTTTGAGAGCGGG 9 76 81 21 220 20 59,450 59,542 32,400 61,300 2,007,471 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 12 3 127 GCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCcGCCTGTCTCACTCTCTTCCC AGTTTGAGAGCGGGCTACAG 3 70 88 20 214 20 59,465 59,752 39,700 27,400 0.782609 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 12 3 128 GCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCcGCCTGTCTCACTCTCTTCCC GAGTTTGAGAGCGGGCTACA 3 71 88 20 215 20 59,465 59,753 39,700 27,400 0.781508 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 111 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 12 3 133 GCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCcGCCTGTCTCACTCTCTTCCC ATCGAGAGTTTGAGAGCGGG 3 76 88 20 220 20 59,465 59,542 39,700 61,300 0.992724 F 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 1 10 2 101 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT GGAGACTGGGAAAGAGAGGC 2 3 47 20 147 20 60,253 59,460 26,600 47,000 0.792445 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 10 2 107 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT GGTGGTGGAGACTGGGAAAG 2 9 47 20 153 20 60,253 59,963 26,600 26,200 0.289802 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 10 2 168 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT AGTTTGAGAGCGGGCTACAG 2 70 47 20 214 20 60,253 59,752 26,600 27,400 0.500663 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 10 2 169 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT GAGTTTGAGAGCGGGCTACA 2 71 47 20 215 20 60,253 59,753 26,600 27,400 0.499562 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 10 2 174 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT ATCGAGAGTTTGAGAGCGGG 2 76 47 20 220 20 60,253 59,542 26,600 61,300 0.710778 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 10 0 98 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT GACTGGGAAAGAGAGGCAGG 2 0 47 20 144 20 60,253 59,748 26,600 48,500 0.504562 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 11 2 206 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT TGGGAGACAGAGACAAATAGTGA 2 105 47 20 252 23 60,253 58,583 26,600 34,100 4,669,443 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 12 2 206 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT TGGGAGACAGAGACAAATAGTGAG 2 104 47 20 252 24 60,253 59,536 26,600 35,100 4,717,172 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:20608:56317 1 69 56 7 2 AG CTCTCTCTCTATCATGTCTGCCTGTCTCACTCTCTTCCNA 0 0 14 2 205 cccTCCctctctCCCAGTTTCActctctctctATCATGTCTG CCCTCCCTCTCTCCCAGTTT GGGAGACAGAGACAAATAGTGAGA 2 103 47 20 251 24 60,253 59,293 26,600 32,700 4,960,375 G 254 TGtctctctctctctctctctctctctctctctctctctctctccccccTCCctctctCCCAGTTTCActctctctctATCATGTCTGCCTGTCTCActctctTCCCCTGtctctctctctctcCCTGCctctctTTCCCAGTCTCCACCAcccccTTTtctctctcCCTGtctctctcATTGCCTCTCGCTGCCTGTAGCCCGCTCTCAAACTCTCGATTAATGtctctcACTATTTGTCTCTGTCTCCCAAT

ST‐E00142:460:H2K7HCCXY:6:2204:2595:31160 1 76 28 7 2 AG CTCTCTCTCTCACCCTCTCTCTCTCTCT NA 1 1 17 2 99 TGTGTATCTTCGTCActctctGTCCctctctctctCACCctc TGTGTATCTTCGTCACTCTCTGT AGGGTGAGAGACAGAGTGACA 2 25 51 23 149 21 58,927 59,854 34,100 35,800 5,218,784 G 160 TCActctctATCCctctctctctctctctctctctctctctctctGTTTCTGTGTATCTTCGTCActctctGTCCctctctctctCACCctctctctctctctGTCACTGTGTATCTGCGTCAATCACTGTCACTCTGtctctcACCctctctctGTCAN

ST‐E00142:460:H2K7HCCXY:6:2204:2595:31160 1 76 28 7 2 AG CTCTCTCTCTCACCCTCTCTCTCTCTCT NA 0 0 17 0 96 TGTATCTTCGTCActctctGTCCctctctctctCACCctctct TGTATCTTCGTCACTCTCTGTCC GGGTGAGAGACAGAGTGACAG 0 24 53 23 148 21 59,310 59,456 40,200 35,100 5,233,940 G 160 TCActctctATCCctctctctctctctctctctctctctctctctGTTTCTGTGTATCTTCGTCActctctGTCCctctctctctCACCctctctctctctctGTCACTGTGTATCTGCGTCAATCACTGTCACTCTGtctctcACCctctctctGTCAN

ST‐E00142:460:H2K7HCCXY:6:2204:2595:31160 1 76 28 7 2 AG CTCTCTCTCTCACCCTCTCTCTCTCTCT NA 0 0 17 0 97 TGTATCTTCGTCActctctGTCCctctctctctCACCctctct TGTATCTTCGTCACTCTCTGTCC AGGGTGAGAGACAGAGTGACA 0 25 53 23 149 21 59,310 59,854 40,200 35,800 4,836,083 G 160 TCActctctATCCctctctctctctctctctctctctctctctctGTTTCTGTGTATCTTCGTCActctctGTCCctctctctctCACCctctctctctctctGTCACTGTGTATCTGCGTCAATCACTGTCACTCTGtctctcACCctctctctGTCAN

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 67 7 2 AG TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 1 17 0 111 gtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATGTCTGTCTCTGTGTCTCTCTGT AGACAGATGAGAGACAGAGCG 1 0 5 22 115 21 58,854 58,984 34,100 50,300 5,162,384 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 67 7 2 AG TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 17 0 112 tgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcA TGTCTGTCTCTGTGTCTCTCTG AGACAGATGAGAGACAGAGCG 2 0 4 22 115 21 58,855 58,984 33,500 50,300 5,161,604 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 67 7 2 AG TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 17 0 114 tctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcTCTGTCTGTCTCTGTGTCTCTCT AGACAGATGAGAGACAGAGCG 3 0 2 23 115 21 59,928 58,984 31,000 50,300 5,088,647 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 160 22 7 1.5 AG GAGAGAGAGAGAGATGGAGAGA NA 0 1 10 0 92 TAGACACagagagTCAGCGGgagagagagagagaTGgagTAGACACAGAGAGTCAGCGG TAACGCTCTCACTCTGCCAG 0 30 140 20 231 20 58,546 59,472 55,200 48,500 1,982,218 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 160 22 7 1.5 AG GAGAGAGAGAGAGATGGAGAGA NA 0 0 10 0 93 TAGACACagagagTCAGCGGgagagagagagagaTGgagTAGACACAGAGAGTCAGCGG CTAACGCTCTCACTCTGCCA 0 31 140 20 232 20 58,546 59,472 55,200 49,200 1,982,218 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 160 22 7 1.5 AG GAGAGAGAGAGAGATGGAGAGA NA 0 0 10 0 94 TAGACACagagagTCAGCGGgagagagagagagaTGgagTAGACACAGAGAGTCAGCGG CCTAACGCTCTCACTCTGCC 0 32 140 20 233 20 58,546 60,179 55,200 48,500 1,633,325 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 23 7 1.5 AG GAGAGAGAGAGAGAAAGAGAGAG NA 0 1 12 1 96 GGCgagagagaACAAGGacacacGGACAGAGGTAACAGGCGAGAGAGAACAAGGACA TGCCTGCGTGTGTGTCTG 34 1 5 20 100 18 59,396 60,589 40,200 35,100 3,192,164 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 23 7 1.5 AG GAGAGAGAGAGAGAAAGAGAGAG NA 0 0 12 0 95 GGCgagagagaACAAGGacacacGGACAGAGGTAACAGGCGAGAGAGAACAAGGACA GCCTGCGTGTGTGTCTGT 34 0 5 20 99 18 59,396 60,589 40,200 34,100 3,192,446 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 23 7 1.5 AG GAGAGAGAGAGAGAAAGAGAGAG NA 0 0 14 2 97 GGCgagagagaACAAGGacacacGGACAGAGGTAACAGGCGAGAGAGAACAAGGACA GTGCCTGCGTGTGTGTCT 34 2 5 20 101 18 59,396 60,589 40,200 34,100 3,192,446 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 14 7 1 AC ACACACACACACAC NA 1 1 11 1 112 TCACctctctctCACTAACACATacacacacacacacGGAGTCACCTCTCTCTCACTAACACA TCTTTGTGTCCTTCTGTGTGT 1 54 10 22 121 21 57,900 57,373 37,200 37,200 7,727,674 F 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 14 7 1 AC ACACACACACACAC NA 0 0 11 1 113 TTCACctctctctCACTAACACATacacacacacacacGGA TTCACCTCTCTCTCACTAACACA TCTTTGTGTCCTTCTGTGTGT 1 54 9 23 121 21 58,529 57,373 37,200 37,200 8,097,997 F 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 14 7 1 AC ACACACACACACAC NA 0 0 12 1 113 TCACctctctctCACTAACACATacacacacacacacGGAGTCACCTCTCTCTCACTAACACA TTCTTTGTGTCCTTCTGTGTGT 1 54 10 22 122 22 57,900 58,050 37,200 37,200 8,050,675 F 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 1 6 33 165 GACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCC GACTGGGCTTGATTGTGTGC ACACGAAACACGACTGGACA 33 52 12 20 176 20 59,758 59,826 45,700 40,200 0.415952 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 6 3 135 GTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCGTGTATTCCTGCCTGTGCCT ACACGAAACACGACTGGACA 3 52 42 20 176 20 60,035 59,826 47,500 40,200 0.208990 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 18 138 CTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTCTGGTGAGACTGGGCTTGAT CAGAAGGACCGAAGAACCCA 40 18 5 20 142 20 59,383 59,315 25,700 45,100 1,302,510 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 18 140 TGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTTGCTGGTGAGACTGGGCTT CAGAAGGACCGAAGAACCCA 43 18 3 19 142 20 61,149 59,315 43,500 45,100 2,834,480 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 18 140 TGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTTGCTGGTGAGACTGGGCTTG CAGAAGGACCGAAGAACCCA 42 18 3 20 142 20 62,402 59,315 40,100 45,100 3,086,796 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 18 141 GTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTGTGCTGGTGAGACTGGGC CAGAAGGACCGAAGAACCCA 45 18 2 18 142 20 60,359 59,315 53,600 45,100 3,044,327 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 4 102 TGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTTGTGTATTCCTGCCTGTGCC CAGAAGGACCGAAGAACCCA 4 18 41 20 142 20 60,322 59,315 50,100 45,100 1,007,553 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 3 101 GTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCGTGTATTCCTGCCTGTGCCT CAGAAGGACCGAAGAACCCA 3 18 42 20 142 20 60,035 59,315 47,500 45,100 0.720153 D 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 10 33 153 GACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCC GACTGGGCTTGATTGTGTGC ACTGGACACGCTCACACAAA 33 40 12 20 164 20 59,758 60,108 45,700 28,300 0.349914 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 10 32 152 ACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGACTGGGCTTGATTGTGTGCA ACTGGACACGCTCACACAAA 32 40 13 20 164 20 60,468 60,108 45,700 28,300 0.575740 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 10 4 124 TGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTTGTGTATTCCTGCCTGTGCC ACTGGACACGCTCACACAAA 4 40 41 20 164 20 60,322 60,108 50,100 28,300 0.430353 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 10 3 123 GTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCGTGTATTCCTGCCTGTGCCT ACTGGACACGCTCACACAAA 3 40 42 20 164 20 60,035 60,108 47,500 28,300 0.142952 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 13 45 191 GTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTGTGCTGGTGAGACTGGGC ACGCACACATACACAAACACG 45 67 2 18 192 21 60,359 60,004 53,600 44,900 3,363,628 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 13 43 190 TGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTTGCTGGTGAGACTGGGCTT ACGCACACATACACAAACACG 43 67 3 19 192 21 61,149 60,004 43,500 44,900 3,153,781 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 40 7 2 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 13 42 190 TGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTTGCTGGTGAGACTGGGCTTG ACGCACACATACACAAACACG 42 67 3 20 192 21 62,402 60,004 40,100 44,900 3,406,097 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:14986:63595 1 115 14 7 1 AG TCTCTCTCTCTCTC NA 1 1 17 1 103 TGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCC TGTCTCTCGCTCTCTCTATCTGT AGACCAAGAGACATAGGCAGAC 43 1 49 23 151 22 59,866 59,237 34,100 35,100 5,897,350 F 153 GGTCtgtgtgCCTCGctctctctctctctctctctctctctctctctGTGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCCGTCTGCctctctctGTCTGTCTGtctctctctctctcTGTCTGCCTATGTCTCTTGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:14986:63595 1 115 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 17 0 101 TGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCC TGTCTCTCGCTCTCTCTATCTGT ACCAAGAGACATAGGCAGACA 43 0 49 23 149 21 59,866 58,460 34,100 34,100 5,674,284 F 153 GGTCtgtgtgCCTCGctctctctctctctctctctctctctctctctGTGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCCGTCTGCctctctctGTCTGTCTGtctctctctctctcTGTCTGCCTATGTCTCTTGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:14986:63595 1 115 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 17 0 102 TGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCC TGTCTCTCGCTCTCTCTATCTGT GACCAAGAGACATAGGCAGACA 43 0 49 23 150 22 59,866 59,502 34,100 34,100 5,631,577 F 153 GGTCtgtgtgCCTCGctctctctctctctctctctctctctctctctGTGtctctcGctctctctATCTGtctctctcTTTCCCTCTGTCCGTCTGCctctctctGTCTGTCTGtctctctctctctcTGTCTGCCTATGTCTCTTGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 1 1 6 26 120 acacacacAGGCTGAACACAAACGcacacacaCTCGcacACACACACAGGCTGAACACA CGAGTGTGTTTGGTGGTTGT 26 40 74 20 193 20 60,036 58,908 37,200 33,200 1,127,072 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 0 0 9 26 125 acacacacAGGCTGAACACAAACGcacacacaCTCGcacACACACACAGGCTGAACACA GTGTTCGAGTGTGTTTGGTGG 26 44 74 20 198 21 60,036 59,937 37,200 46,100 1,099,003 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 0 0 9 16 115 GCTGAACACAAACGcacacacaCTCGcacacaGACTca GCTGAACACAAACGCACACA GTGTTCGAGTGTGTTTGGTGG 16 44 84 20 198 21 60,179 59,937 37,200 46,100 1,242,645 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 0 0 12 32 140 ACACAAacacacacAGGCTGAACACAAACGcacacaca ACACAAACACACACAGGCTG TGAGCATATGTGTTCGAGTGT 32 53 68 20 207 21 59,189 57,407 48,500 35,500 4,403,546 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 0 0 12 32 140 ACACAAacacacacAGGCTGAACACAAACGcacacaca ACACAAACACACACAGGCTG TGAGCATATGTGTTCGAGTGTG 32 52 68 20 207 22 59,189 58,747 48,500 38,200 4,063,878 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:17726:55403 1 120 14 7 1 AC CACACACACACACA NA 0 0 13 32 140 ACACAAacacacacAGGCTGAACACAAACGcacacaca ACACAAACACACACAGGCTG TGAGCATATGTGTTCGAGTGTGT 32 51 68 20 207 23 59,189 60,306 48,500 37,200 4,116,667 F 215 AGAAAacacacTATTTAtctctctctctctcacacacacacacacacacacacacacacacacacATACACAAacacacacAGGCTGAACACAAACGcacacacaCTCGcacacaGACTcacacacacacacaGACAGacacacATGTACACAAACAACCACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATC

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 1 14 0 126 GTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTGTCTTTGTGTGTGTCTTGCC GGAAGTTTCCCACACTGGCA 0 72 79 20 204 20 57,525 60,467 45,200 49,200 2,942,491 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 0 14 0 128 TTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCT TTGTCTTTGTGTGTGTCTTGCC GGAAGTTTCCCACACTGGCA 0 72 77 22 204 20 59,837 60,467 45,200 49,200 2,630,702 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 0 15 0 127 TGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTGTCTTTGTGTGTGTCTTGCC GGAAGTTTCCCACACTGGCA 0 72 78 21 204 20 59,257 60,467 45,200 49,200 2,210,121 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 0 15 0 140 TGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTGTCTTTGTGTGTGTCTTGCC CATCAAAGTGGTGGGAAGTTTCC 0 82 78 21 217 23 59,257 59,994 45,200 31,300 4,748,621 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 0 15 0 141 TGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTGTCTTTGTGTGTGTCTTGCC ACATCAAAGTGGTGGGAAGTT 0 85 78 21 218 21 59,257 57,687 45,200 26,600 5,055,566 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 99 14 7 1 AC TGTGTGTGTGTGTG NA 0 0 15 0 142 TGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTGTCTTTGTGTGTGTCTTGCC AACATCAAAGTGGTGGGAAGT 0 86 78 21 219 21 59,257 57,687 45,200 30,100 5,055,566 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 1 13 0 152 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC TGGGTGGGTTGTGTGTTTCT 0 54 3 21 154 20 58,343 59,667 41,600 25,200 2,990,455 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 13 0 153 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC GTGGGTGGGTTGTGTGTTTC 0 55 3 21 155 20 58,343 59,542 41,600 27,800 3,115,402 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 13 0 154 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC TGTGGGTGGGTTGTGTGTTT 0 56 3 21 156 20 58,343 60,252 41,600 28,300 2,908,975 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 15 0 104 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC AGTTTGTGTCTGGGTTTGGGT 0 5 3 21 106 21 58,343 59,993 41,600 45,100 3,663,781 D 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 15 0 106 CATGGACAAAGTTAACCCACACCcacacacacacacaG CATGGACAAAGTTAACCCACACC AGTTTGTGTCTGGGTTTGGGT 0 5 1 23 106 21 59,995 59,993 41,600 45,100 4,012,005 D 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 57 7 2 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 16 0 103 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC GTTTGTGTCTGGGTTTGGGT 0 5 3 21 105 20 58,343 58,519 41,600 45,100 4,137,932 D 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 1 1 16 10 107 gagagaGGGAGGGACagagagATAGTGGCTgagagagaGAGAGAGGGAGGGACAGAGA TCGGCTCTCACTTTCTCTCTC 10 35 1 20 107 21 59,077 58,912 31,000 32,000 3,011,780 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 0 0 16 10 149 gagagaGGGAGGGACagagagATAGTGGCTgagagagaGAGAGAGGGAGGGACAGAGA TCTCACCCTTTATCGTTCTCAC 10 76 1 20 149 22 59,077 57,548 31,000 35,100 5,374,986 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 0 0 16 9 106 agagaGGGAGGGACagagagATAGTGGCTgagagagagAGAGAGGGAGGGACAGAGAG TCGGCTCTCACTTTCTCTCTC 9 35 2 20 107 21 59,074 58,912 32,000 32,000 3,014,716 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 0 0 16 9 148 agagaGGGAGGGACagagagATAGTGGCTgagagagagAGAGAGGGAGGGACAGAGAG TCTCACCCTTTATCGTTCTCAC 9 76 2 20 149 22 59,074 57,548 32,000 35,100 5,377,922 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 0 0 16 8 105 gagaGGGAGGGACagagagATAGTGGCTgagagagagaGAGAGGGAGGGACAGAGAGA TCGGCTCTCACTTTCTCTCTC 8 35 3 20 107 21 59,077 58,912 31,000 32,000 3,011,780 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2206:7710:16815 1 31 21 7 1.5 AG GAGAGAGAGAGAGACAGAGAG NA 0 0 16 8 147 gagaGGGAGGGACagagagATAGTGGCTgagagagagaGAGAGGGAGGGACAGAGAGA TCTCACCCTTTATCGTTCTCAC 8 76 3 20 149 22 59,077 57,548 31,000 35,100 5,374,986 F 234 gagagaGGGAGGGACagagagATAGTGGCTgagagagagagagaCagagagACATACatatatCAACAGAGACAGAGTTAGGGGAagagagagAAAGTGAGAGCCGAATAGATTAAAGAGGAGGATCGTGAGAACGATAAAGGGTGAGATagagagAAAGAAAGAGATagagagTTAGATagagagagagagagagagagagagagagagagagagagGCATAGAGATAAAGCG

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 44 7 2 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 1 18 4 96 cacacacaTTCAGACCCGGACACTcacacacacacacaTT CACACACATTCAGACCCGGA TGAATGTGTGTGAGTGCCCA 4 8 19 20 114 20 59,965 59,818 51,400 53,600 0.217055 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 44 7 2 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 2 94 cacacaTTCAGACCCGGACACTcacacacacacacaTTCACACACATTCAGACCCGGACA TGAATGTGTGTGAGTGCCCA 2 8 21 20 114 20 59,965 59,818 40,200 53,600 0.217055 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 44 7 2 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 20 5 97 TcacacacaTTCAGACCCGGACACTcacacacacacacaT TCACACACATTCAGACCCGG TGAATGTGTGTGAGTGCCCA 5 8 18 20 114 20 59,965 59,818 57,300 53,600 0.217055 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 1 1 10 7 133 CTCAGACTCAGACGCAAACAAACACATacacacacac CTCAGACTCAGACGCAAACA ACCAGCTCTGCATTCCAAGT 7 35 33 20 165 20 57,860 59,597 28,300 31,600 2,543,336 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 10 7 187 CTCAGACTCAGACGCAAACAAACACATacacacacac CTCAGACTCAGACGCAAACA AGCATGTAACCTCACCAGCT 7 89 33 20 219 20 57,860 59,013 28,300 42,400 3,127,359 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 10 7 200 CTCAGACTCAGACGCAAACAAACACATacacacacac CTCAGACTCAGACGCAAACA TGGTCTCGGAACAAGCATGT 7 102 33 20 232 20 57,860 59,604 28,300 32,100 2,536,500 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 12 1 129 GACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA ACCAGCTCTGCATTCCAAGT 1 35 37 22 165 20 59,905 59,597 37,200 31,600 2,498,484 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 12 1 183 GACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA AGCATGTAACCTCACCAGCT 1 89 37 22 219 20 59,905 59,013 37,200 42,400 3,082,507 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 12 1 196 GACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA TGGTCTCGGAACAAGCATGT 1 102 37 22 232 20 59,905 59,604 37,200 32,100 2,491,648 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 13 1 128 ACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA ACCAGCTCTGCATTCCAAGT 1 35 38 21 165 20 58,919 59,597 37,200 31,600 2,483,964 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 13 1 182 ACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA AGCATGTAACCTCACCAGCT 1 89 38 21 219 20 58,919 59,013 37,200 42,400 3,067,987 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 13 1 195 ACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA TGGTCTCGGAACAAGCATGT 1 102 38 21 232 20 58,919 59,604 37,200 32,100 2,477,128 D 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 14 1 95 ACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA TATGCGTGTCTGTGTGTCCG 1 2 38 21 132 20 58,919 60,388 37,200 47,900 2,468,699 G 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:26788:27398 1 60 51 7 2 AC ACACACACACACTAAGACTCACAGACACACACACACNA 0 0 14 1 96 GACTCAGACGCAAACAAACACATacacacacacacTAAGACTCAGACGCAAACAAACACA TATGCGTGTCTGTGTGTCCG 1 2 37 22 132 20 59,905 60,388 37,200 47,900 2,483,218 G 232 cacacacacacacacacacacacacacacacaCTCAGACTCAGACGCAAACAAACACATacacacacacacTAAGACTCACAGacacacacacacGcacacacacacacaCTCGGacacacAGACACGCATacacacAGTAATAAACTTGGAATGCAGAGCTGGTTTCTTGTAAGAAACAGCAAACTTTATTTACAGACAGCTGGTGAGGTTACATGCTTGTTCCGAGACCA

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 124 94 7 2 AC ACACACACACACACTCAGAGTGAAAGACTTGATTTCNA 0 1 6 1 219 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG GATTTATTCCGTCTGCCTGCA 83 1 21 20 239 21 59,201 58,711 51,400 44,100 3,087,442 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 124 94 7 2 AC ACACACACACACACTCAGAGTGAAAGACTTGATTTCNA 0 0 6 1 220 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG TGATTTATTCCGTCTGCCTGCA 83 1 21 20 240 22 59,201 60,356 51,400 44,100 3,154,390 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 124 94 7 2 AC ACACACACACACACTCAGAGTGAAAGACTTGATTTCNA 0 0 7 2 220 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG TGATTTATTCCGTCTGCCTGC 83 2 21 20 240 21 59,201 58,711 51,400 48,500 3,087,442 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 1 6 40 193 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT GTGTGTGCCTCTCAGCATCT 89 40 72 20 264 20 59,394 60,037 21,200 29,000 0.642673 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 39 192 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT TGTGTGCCTCTCAGCATCTT 89 39 72 20 263 20 59,394 59,311 21,200 24,000 1,295,151 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 35 188 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT TGCCTCTCAGCATCTTCTGT 89 35 72 20 259 20 59,394 58,726 21,200 34,100 1,879,855 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 35 189 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT GTGCCTCTCAGCATCTTCTGT 89 35 72 20 260 21 59,394 60,066 21,200 34,100 1,672,383 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 28 132 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACA TGTGTGCCTCTCAGCATCTT 28 39 132 21 263 20 59,370 59,311 40,200 24,000 2,318,916 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 28 133 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACA GTGTGTGCCTCTCAGCATCT 28 40 132 21 264 20 59,370 60,037 40,200 29,000 1,666,438 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 6 27 133 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACAA GTGTGTGCCTCTCAGCATCT 27 40 132 22 264 20 59,960 60,037 31,800 29,000 2,076,721 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 7 40 193 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGTT GTGTGTGCCTCTCAGCATCT 88 40 72 21 264 20 59,998 60,037 22,400 29,000 1,038,096 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 7 35 189 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGTT GTGCCTCTCAGCATCTTCTGT 88 35 72 21 260 21 59,998 60,066 22,400 34,100 2,067,806 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 9 9 103 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACA TGTGCTAGCTTGTTTATGCGT 28 9 132 21 234 21 59,370 58,577 40,200 52,400 4,052,459 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 9 9 163 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT TGTGCTAGCTTGTTTATGCGT 89 9 72 20 234 21 59,394 58,577 21,200 52,400 3,028,694 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 10 8 103 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACA TGTGCTAGCTTGTTTATGCGTG 28 8 132 21 234 22 59,370 59,841 40,200 53,400 3,789,291 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 10 8 163 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT TGTGCTAGCTTGTTTATGCGTG 89 8 72 20 234 22 59,394 59,841 21,200 53,400 2,765,526 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 10 7 102 TGATGGAAGCAGACATGGACAAAATCAAAGAATCATGATGGAAGCAGACATGGACA GTGCTAGCTTGTTTATGCGTGA 28 7 132 21 233 22 59,370 59,585 40,200 43,500 4,045,029 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 181 24 7 1.5 AC CACACACACACACACTCACACACA NA 0 0 10 7 162 TGCACACGCACAGGTATAGTTATATCCACAGAGACATGCACACGCACAGGTATAGT GTGCTAGCTTGTTTATGCGTGA 89 7 72 20 233 22 59,394 59,585 21,200 43,500 3,021,264 B 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 27 7 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTG NA 0 1 20 8 91 CTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAACTTCAGCAGTGTCCAGCAGA TCTACCCTCTGCTGGACACT 16 8 116 20 206 20 59,966 59,590 42,600 35,500 0.444353 B 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 27 7 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTG NA 0 0 20 6 90 CCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGA CCTTCAGCAGTGTCCAGCA TACCCTCTGCTGGACACTGT 18 6 115 19 204 20 59,928 60,179 44,100 35,500 1,250,919 B 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 27 7 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTG NA 0 0 21 8 92 CTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAACTTCAGCAGTGTCCAGCAGA ATCTACCCTCTGCTGGACACT 16 8 116 20 207 21 59,966 59,992 42,600 35,500 1,042,197 B 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 1 10 8 147 CTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAACTTCAGCAGTGTCCAGCAGA AGGAGTGACAGAGAGATGGG 16 8 116 20 262 20 59,966 57,842 42,600 40,000 2,192,116 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 0 12 8 146 TTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGTTCAGCAGTGTCCAGCAGAG AGGAGTGACAGAGAGATGGG 15 8 117 20 262 20 59,966 57,842 33,500 40,000 2,192,116 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 0 12 8 147 TTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGTTCAGCAGTGTCCAGCAGAG AAGGAGTGACAGAGAGATGGG 15 8 117 20 263 21 59,966 58,534 33,500 40,000 2,500,290 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 0 18 4 135 CCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAt CCAGCAGAGGGTAGATTGCA AGGAGTGACAGAGAGATGGG 4 8 128 20 262 20 59,457 57,842 40,800 40,000 2,700,917 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 0 18 4 136 CCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAt CCAGCAGAGGGTAGATTGCA AAGGAGTGACAGAGAGATGGG 4 8 128 20 263 21 59,457 58,534 40,800 40,000 3,009,090 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 152 83 7 2 AC GTGTGTGTGTGTATGTGTGTGTGTGTGATTATGACANA 0 0 20 5 208 TCCAGCAGAGGGTAGATTGCTGGAATcacacacacac TCCAGCAGAGGGTAGATTGC AGGAGTGACAGAGAGATGGG 5 8 127 20 262 20 59,167 57,842 35,600 40,000 2,990,927 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2208:22090:14441 1 45 43 7 1.5 AC ACACACACAGTCTCTCTCTCTCGCTCTCTCACACACANA 1 1 12 0 100 CTCACAGACTCTGtctctcACAAACAGACATGGAGacaCTCACAGACTCTGTCTCTCACA CATGAGAGAGTGAGAGACAGTC 13 0 10 22 109 22 58,855 57,379 35,800 35,100 7,766,354 F 195 ATACAGACTCTCACAGACTCTGtctctcACAAACAGACATGGAGacacacacAGtctctctctctcGctctctcacacacacacacaGACTGtctctcActctctCATGcacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGtatataATATTATTGGAAAAtttttttCTTTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:22090:14441 1 45 43 7 1.5 AC ACACACACAGTCTCTCTCTCTCGCTCTCTCACACACANA 0 0 12 0 107 ACAGACTCTCACAGACTCTGtctctcACAAACAGACA ACAGACTCTCACAGACTCTGTC CATGAGAGAGTGAGAGACAGTC 20 0 3 22 109 22 58,854 57,379 35,100 35,100 7,767,134 F 195 ATACAGACTCTCACAGACTCTGtctctcACAAACAGACATGGAGacacacacAGtctctctctctcGctctctcacacacacacacaGACTGtctctcActctctCATGcacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGtatataATATTATTGGAAAAtttttttCTTTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:22090:14441 1 45 43 7 1.5 AC ACACACACAGTCTCTCTCTCTCGCTCTCTCACACACANA 0 0 13 0 103 ACTCTCACAGACTCTGtctctcACAAACAGACATGGA ACTCTCACAGACTCTGTCTCTCA CATGAGAGAGTGAGAGACAGTC 15 0 7 23 109 22 59,928 57,379 32,700 35,100 7,693,398 F 195 ATACAGACTCTCACAGACTCTGtctctcACAAACAGACATGGAGacacacacAGtctctctctctcGctctctcacacacacacacaGACTGtctctcActctctCATGcacacacacacacacacacacacacacacacaTTGTCATGAAGCTCTGAATGtatataATATTATTGGAAAAtttttttCTTTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 84 50 7 3 AC TGTGTGTGTGTTAGTGTGTGTGTGAGTGTGTTAGCTNA 1 1 21 3 103 CATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtg CATGTACGTGTGTGCGTGC ACACAATATAACACACTCACACACA 3 6 62 19 164 25 60,155 58,948 53,400 37,200 7,207,033 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 84 50 7 3 AC TGTGTGTGTGTTAGTGTGTGTGTGAGTGTGTTAGCTNA 0 0 22 4 105 GCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtg GCATGTACGTGTGTGCGTG CACACAATATAACACACTCACACACA 4 6 61 19 165 26 60,155 60,018 53,400 37,200 7,173,015 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 84 50 7 3 AC TGTGTGTGTGTTAGTGTGTGTGTGAGTGTGTTAGCTNA 0 0 22 3 104 CATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtg CATGTACGTGTGTGCGTGC CACACAATATAACACACTCACACACA 3 6 62 19 165 26 60,155 60,018 53,400 37,200 7,173,015 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 1 1 11 23 140 agagagTgagagaGCGGAGAAAAGAACAagagagATAGAGAGAGTGAGAGAGCGGAGA TGTCATTCTGTCTCTGTCTGCC 23 61 91 20 230 22 59,091 60,029 37,100 48,500 2,937,568 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 14 25 128 agagagagTgagagaGCGGAGAAAAGAACAagagagATAGAGAGAGTGAGAGAGCGGA TGTCTGCCTGTCTGTCTGTC 25 49 89 20 216 20 59,091 59,324 55,400 35,100 1,585,095 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 14 25 142 agagagagTgagagaGCGGAGAAAAGAACAagagagATAGAGAGAGTGAGAGAGCGGA TGTCATTCTGTCTCTGTCTGCC 25 61 89 20 230 22 59,091 60,029 55,400 48,500 2,937,568 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 14 23 126 agagagTgagagaGCGGAGAAAAGAACAagagagATAGAGAGAGTGAGAGAGCGGAGA TGTCTGCCTGTCTGTCTGTC 23 49 91 20 216 20 59,091 59,324 37,100 35,100 1,585,095 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 14 23 127 agagagTgagagaGCGGAGAAAAGAACAagagagATAGAGAGAGTGAGAGAGCGGAGA CTGTCTGCCTGTCTGTCTGT 23 50 91 20 217 20 59,091 59,322 37,100 34,100 1,587,305 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2208:4269:18485 1 134 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 15 27 140 CACagagagagTgagagaGCGGAGAAAAGAACAagagaCACAGAGAGAGTGAGAGAGCG TTCTGTCTCTGTCTGCCTGTC 27 57 86 21 225 21 59,602 59,384 50,300 35,100 3,013,923 F 247 GGACACAGATAGAGTGACagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAACAGGAAAACACagagagagTgagagaGCGGAGAAAAGAACAagagagATAGGAAGGgagagagagagagaCAGAAATATaaaaaaTACATTACAAAATAGATTGATAGACAGGCAGGAagacagacagacAGGCAGACAGAGACAGAATGACAGATAGATAGACATAAAG

ST‐E00142:460:H2K7HCCXY:6:2211:10236:67181 1 111 55 7 1.5 AC CACACACAAACACACACACTCTCTCTCACACACACA NA 1 1 16 1 107 ACTcacacacaGACATATTCTCCCTCTcacacacaAacac ACTCACACACAGACATATTCTCCC TGATTCTGTCTGAGTATATGTGCA 3 1 84 24 190 24 60,081 57,530 43,000 45,700 10,551,203 F 199 CAGATTTtctctcTGTcacacacacacacacacacacacacacacacacacacacacacacacaGAACcacacacacacaGACACTcacacacaGACATATTCTCCCTCTcacacacaAacacacacactctctcTcacacacacacacaTtctctctcacacacATGCACATATACTCAGACAGAATCATTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2211:10236:67181 1 111 55 7 1.5 AC CACACACAAACACACACACTCTCTCTCACACACACA NA 0 0 17 1 105 TcacacacaGACATATTCTCCCTCTcacacacaAacacacaTCACACACAGACATATTCTCCCT TGATTCTGTCTGAGTATATGTGCA 2 1 86 23 190 24 58,903 57,530 42,000 45,700 10,566,464 F 199 CAGATTTtctctcTGTcacacacacacacacacacacacacacacacacacacacacacacacaGAACcacacacacacaGACACTcacacacaGACATATTCTCCCTCTcacacacaAacacacacactctctcTcacacacacacacaTtctctctcacacacATGCACATATACTCAGACAGAATCATTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2211:10236:67181 1 111 55 7 1.5 AC CACACACAAACACACACACTCTCTCTCACACACACA NA 0 0 18 1 105 TcacacacaGACATATTCTCCCTCTcacacacaAacacacaTCACACACAGACATATTCTCCCTC TGATTCTGTCTGAGTATATGTGCA 1 1 86 24 190 24 59,840 57,530 43,000 45,700 10,630,222 F 199 CAGATTTtctctcTGTcacacacacacacacacacacacacacacacacacacacacacacacaGAACcacacacacacaGACACTcacacacaGACATATTCTCCCTCTcacacacaAacacacacactctctcTcacacacacacacaTtctctctcacacacATGCACATATACTCAGACAGAATCATTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 1 1 12 10 104 TGCACACTCACTCACACGcacacaCTCTcacacacacac TGCACACTCACTCACACG CCGGCATGCTACTGATTTGC 10 42 94 18 197 20 57,582 59,970 44,900 36,800 4,448,171 B 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 0 0 12 10 105 TGCACACTCACTCACACGcacacaCTCTcacacacacac TGCACACTCACTCACACG GCCGGCATGCTACTGATTTG 10 43 94 18 198 20 57,582 59,970 44,900 23,200 4,448,171 B 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 0 0 12 10 106 TGCACACTCACTCACACGcacacaCTCTcacacacacac TGCACACTCACTCACACG AGCCGGCATGCTACTGATTT 10 44 94 18 199 20 57,582 60,107 44,900 21,700 4,525,354 B 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 0 0 14 1 97 TCACTCACACGcacacaCTCTcacacacacacacaCTCAT TCACTCACACGCACACACTC CCGGCATGCTACTGATTTGC 1 42 101 20 197 20 60,528 59,970 35,100 36,800 0.557434 F 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 0 0 14 1 98 TCACTCACACGcacacaCTCTcacacacacacacaCTCAT TCACTCACACGCACACACTC GCCGGCATGCTACTGATTTG 1 43 101 20 198 20 60,528 59,970 35,100 23,200 0.557434 F 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:27123:31810 1 122 14 7 1 AC CACACACACACACA NA 0 0 14 0 96 CACTCACACGcacacaCTCTcacacacacacacaCTCATA CACTCACACGCACACACTCT CCGGCATGCTACTGATTTGC 0 42 102 20 197 20 60,528 59,970 32,400 36,800 0.558300 F 199 acacacAAAACTCActctctcacacacacacaAAATTCACTGacacacacacacacacTCTcacacacacacacacacacacacacacacacaTGCACACTCACTCACACGcacacaCTCTcacacacacacacaCTCATATGCACCTCACTCACACTCACTcacacacaGTGCAAAGCAAATCAGTAGCATGCCGGCT

ST‐E00142:460:H2K7HCCXY:6:2211:28747:36662 1 92 14 7 1 AC CACACACACACACA NA 1 1 18 14 90 TCTTTCTCATTTACAGacacacAGACATATacacacAGTTCTTTCTCATTTACAGACACACAGA CTGTGTGTGTCTGTGTTTGTGT 14 15 53 25 142 22 58,184 59,516 34,100 37,200 9,300,013 F 167 TTCTCTTTCTacacacacacacacacacacacacacacacacacAGatatatTCTTTCTCATTTACAGacacacAGACATATacacacAGTcacacacacacacaTATTTTCTCTATcacacacaAACACAGacacacacAGatatatTCTTTCTCATACACAGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:28747:36662 1 92 14 7 1 AC CACACACACACACA NA 0 0 18 13 90 TCTTTCTCATTTACAGacacacAGACATATacacacAGTTCTTTCTCATTTACAGACACACAGAC CTGTGTGTGTCTGTGTTTGTGT 13 15 53 26 142 22 59,298 59,516 35,100 37,200 9,185,718 F 167 TTCTCTTTCTacacacacacacacacacacacacacacacacacAGatatatTCTTTCTCATTTACAGacacacAGACATATacacacAGTcacacacacacacaTATTTTCTCTATcacacacaAACACAGacacacacAGatatatTCTTTCTCATACACAGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:28747:36662 1 92 14 7 1 AC CACACACACACACA NA 0 0 18 12 90 CTTTCTCATTTACAGacacacAGACATATacacacAGTcCTTTCTCATTTACAGACACACAGACA TCTGTGTGTGTCTGTGTTTGTG 12 16 54 26 143 22 59,520 59,258 34,100 33,300 9,221,507 F 167 TTCTCTTTCTacacacacacacacacacacacacacacacacacAGatatatTCTTTCTCATTTACAGacacacAGACATATacacacAGTcacacacacacacaTATTTTCTCTATcacacacaAACACAGacacacacAGatatatTCTTTCTCATACACAGGTA

ST‐E00142:460:H2K7HCCXY:6:2212:20293:11224 1 83 29 7 2 AG GAGAGAGAGAGCGAAAGAGAGAGAGAGAG NA 1 1 9 2 118 GAGGCGCgagagagaAGGAGTgagagagagaGCGAAa GAGGCGCGAGAGAGAAGGA CCCGCTCCCTGTAGGTCTAT 2 48 62 19 179 20 61,116 60,179 33,600 19,800 2,294,870 G 222 CGAGAGGCagagagagagagagagagagagagagagagaggggggggAgggggCTGGAGTGGAGGCGCgagagagaAGGAGTgagagagagaGCGAAagagagagagagagGGAGAGGGAGAGGGAGTgagagagaGGGCGAGCGACGAGATCTACACTATAGACCTACAGGGAGCGGGTGCGAGCGCGAGAGGCagagagagagGGATagagagagGGAGG

ST‐E00142:460:H2K7HCCXY:6:2212:20293:11224 1 83 29 7 2 AG GAGAGAGAGAGCGAAAGAGAGAGAGAGAG NA 0 0 10 2 117 AGGCGCgagagagaAGGAGTgagagagagaGCGAAagaAGGCGCGAGAGAGAAGGA CCCGCTCCCTGTAGGTCTAT 2 48 63 18 179 20 60,045 60,179 33,600 19,800 2,223,806 G 222 CGAGAGGCagagagagagagagagagagagagagagagaggggggggAgggggCTGGAGTGGAGGCGCgagagagaAGGAGTgagagagagaGCGAAagagagagagagagGGAGAGGGAGAGGGAGTgagagagaGGGCGAGCGACGAGATCTACACTATAGACCTACAGGGAGCGGGTGCGAGCGCGAGAGGCagagagagagGGATagagagagGGAGG

ST‐E00142:460:H2K7HCCXY:6:2212:20293:11224 1 83 29 7 2 AG GAGAGAGAGAGCGAAAGAGAGAGAGAGAG NA 0 0 10 1 118 GAGGCGCgagagagaAGGAGTgagagagagaGCGAAa GAGGCGCGAGAGAGAAGGAG CCCGCTCCCTGTAGGTCTAT 1 48 62 20 179 20 62,059 60,179 36,900 19,800 2,237,787 G 222 CGAGAGGCagagagagagagagagagagagagagagagaggggggggAgggggCTGGAGTGGAGGCGCgagagagaAGGAGTgagagagagaGCGAAagagagagagagagGGAGAGGGAGAGGGAGTgagagagaGGGCGAGCGACGAGATCTACACTATAGACCTACAGGGAGCGGGTGCGAGCGCGAGAGGCagagagagagGGATagagagagGGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:21491:71524 1 21 59 7 2 AC TGTGTGTGTGCGCACGTGCGCGTGCATGCCTGATTANA 1 1 14 0 97 AcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCGACGCGCGCATGTCTGATT TAATCAGTCACACGCACCCG 0 0 3 18 99 20 60,815 60,389 25,700 52,800 3,204,507 G 247 GCAcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCGTGCATGCCTGATTACAgtgtgtgtgtgtgtTtgtgtgCGGGTGCGTGTGACTGATTACAGTTAGTgcgcgcgcgcgtgtgtCTGATTACAgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTgcgcgc

ST‐E00142:460:H2K7HCCXY:6:2213:21491:71524 1 21 59 7 2 AC TGTGTGTGTGCGCACGTGCGCGTGCATGCCTGATTANA 0 0 14 0 98 CAcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCCACGCGCGCATGTCTGATT TAATCAGTCACACGCACCCG 0 0 2 19 99 20 62,087 60,389 25,700 52,800 3,476,569 G 247 GCAcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCGTGCATGCCTGATTACAgtgtgtgtgtgtgtTtgtgtgCGGGTGCGTGTGACTGATTACAGTTAGTgcgcgcgcgcgtgtgtCTGATTACAgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTgcgcgc

ST‐E00142:460:H2K7HCCXY:6:2213:21491:71524 1 21 59 7 2 AC TGTGTGTGTGCGCACGTGCGCGTGCATGCCTGATTANA 0 0 14 0 98 AcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCGACGCGCGCATGTCTGATT GTAATCAGTCACACGCACCC 0 1 3 18 100 20 60,815 58,924 25,700 46,100 3,891,543 G 247 GCAcgcgcgCATGTCTGATTtgtgtgtgtgCGCACGTGCGCGTGCATGCCTGATTACAgtgtgtgtgtgtgtTtgtgtgCGGGTGCGTGTGACTGATTACAGTTAGTgcgcgcgcgcgtgtgtCTGATTACAgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTgcgcgc

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 1 16 1 91 TCActctctCACACTcacacaCTCACActctctCACTctcactTCACTCTCTCACACTCACACAC CGCGCGCATCTGTATAGGC 5 1 78 22 168 19 59,641 61,721 38,200 39,300 5,079,973 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 0 16 1 92 CTCActctctCACACTcacacaCTCACActctctCACTctca CTCACTCTCTCACACTCACACA CGCGCGCATCTGTATAGGC 6 1 77 22 168 19 59,379 61,721 37,200 39,300 5,341,343 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 105 44 7 1.5 ACTC CTCTCTCACTCTCACTCACTCACTCACTCACTCACTCANA 0 0 18 1 90 CActctctCACACTcacacaCTCACActctctCACTctcactc CACTCTCTCACACTCACACACT CGCGCGCATCTGTATAGGC 4 1 79 22 168 19 59,640 61,721 35,500 39,300 5,081,241 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 1 14 1 92 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC CAGGAGTCAAGAAACCACGC 3 1 117 20 208 20 59,203 59,132 28,700 53,400 1,665,333 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 14 1 156 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC CAGGAGTCAAGAAACCACGC 67 1 53 20 208 20 60,736 59,132 53,400 53,400 1,604,731 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 14 0 91 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC AGGAGTCAAGAAACCACGCG 3 0 117 20 207 20 59,203 60,600 28,700 60,100 1,397,181 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 14 0 154 TTGTCCTACACTCGCACGCGcacacacacacacacacacaTTGTCCTACACTCGCACGC AGGAGTCAAGAAACCACGCG 67 0 54 19 207 20 60,372 60,600 53,400 60,100 1,972,754 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 14 0 155 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC AGGAGTCAAGAAACCACGCG 67 0 53 20 207 20 60,736 60,600 53,400 60,100 1,336,579 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 35 190 TATTGTCCTACACTCGCACGCGcacacacacacacacac TATTGTCCTACACTCGCACGC ACGAGAGGCAGGAAACCAC 67 35 52 21 241 19 60,469 59,628 53,400 41,600 2,840,123 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 35 194 TGCTTATTGTCCTACACTCGCACGCGcacacacacaca TGCTTATTGTCCTACACTCGCA ACGAGAGGCAGGAAACCAC 70 35 48 22 241 19 59,767 59,628 51,000 41,600 3,604,254 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 34 190 TATTGTCCTACACTCGCACGCGcacacacacacacacac TATTGTCCTACACTCGCACGC ACGAGAGGCAGGAAACCACG 67 34 52 21 241 20 60,469 62,436 53,400 49,400 3,904,653 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 48 7 2 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 0 92 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCTT AGGAGTCAAGAAACCACGCG 4 0 116 20 207 20 60,949 60,600 28,500 60,100 1,549,359 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 1 14 3 137 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC TGTGCATGTGTGACGAGAGG 3 12 117 20 253 20 59,203 60,320 28,700 36,900 1,116,740 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 14 3 139 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC TGTGTGCATGTGTGACGAGA 3 14 117 20 255 20 59,203 59,896 28,700 40,400 0.900864 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 5 140 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCT TGTGTGCATGTGTGACGAGA 5 14 116 19 255 20 60,374 59,896 36,900 40,400 1,478,189 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 1 125 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC ACGAGAGGCAGGAAACCAC 3 1 117 20 241 19 59,203 59,628 28,700 41,600 2,168,484 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 1 188 TTGTCCTACACTCGCACGCGcacacacacacacacacacaTTGTCCTACACTCGCACGC ACGAGAGGCAGGAAACCAC 67 1 54 19 241 19 60,372 59,628 53,400 41,600 2,744,057 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 1 189 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC ACGAGAGGCAGGAAACCAC 67 1 53 20 241 19 60,736 59,628 53,400 41,600 2,107,882 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 0 124 GCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCG GCGTGGTTACTTGCCTCTTC CGAGAGGCAGGAAACCACG 3 0 117 20 240 19 59,203 60,738 28,700 49,400 2,535,026 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 15 0 188 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC CGAGAGGCAGGAAACCACG 67 0 53 20 240 19 60,736 60,738 53,400 49,400 2,474,424 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 4 138 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCTT TGTGCATGTGTGACGAGAGG 4 12 116 20 253 20 60,949 60,320 28,500 36,900 1,268,918 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 4 140 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCTT TGTGTGCATGTGTGACGAGAG 4 13 116 20 255 21 60,949 60,869 28,500 32,000 2,818,447 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 4 140 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCTT TGTGTGCATGTGTGACGAGA 4 14 116 20 255 20 60,949 59,896 28,500 40,400 1,053,042 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 140 82 7 3 AC CACACACACACACACGTGGTTTCTTGCCTCTTGTCTCNA 0 0 16 1 126 CGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaC CGCGTGGTTACTTGCCTCTT ACGAGAGGCAGGAAACCAC 4 1 116 20 241 19 60,949 59,628 28,500 41,600 2,320,662 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:29163:6020 1 82 14 7 1 AC GTGTGTGTGTGTGT NA 1 1 12 13 90 CATGCGCGTCTGTGTAagagagagAATATGTGCgtgtg CATGCGCGTCTGTGTAAGAG CATATACACACAGTCACACTCAGT 13 19 49 20 138 24 59,358 58,286 28,500 34,100 6,356,338 F 139 AATATACCTTTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCATGCGCGTCTGTGTAagagagagAATATGTGCgtgtgtgtgtgtgtATGTGAGAGGGAAAATATAACTGAGTGTGACtgtgtgTATATGA

ST‐E00142:460:H2K7HCCXY:6:2214:29163:6020 1 82 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 13 13 91 CATGCGCGTCTGTGTAagagagagAATATGTGCgtgtg CATGCGCGTCTGTGTAAGAG TCATATACACACAGTCACACTCAGT 13 19 49 20 139 25 59,358 59,523 28,500 34,100 6,119,236 F 139 AATATACCTTTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCATGCGCGTCTGTGTAagagagagAATATGTGCgtgtgtgtgtgtgtATGTGAGAGGGAAAATATAACTGAGTGTGACtgtgtgTATATGA

ST‐E00142:460:H2K7HCCXY:6:2214:29163:6020 1 82 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 13 12 90 ATGCGCGTCTGTGTAagagagagAATATGTGCgtgtgtgATGCGCGTCTGTGTAAGAGA TCATATACACACAGTCACACTCAGT 12 19 50 20 139 25 59,474 59,523 31,000 34,100 6,003,156 F 139 AATATACCTTTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCATGCGCGTCTGTGTAagagagagAATATGTGCgtgtgtgtgtgtgtATGTGAGAGGGAAAATATAACTGAGTGTGACtgtgtgTATATGA

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 1 1 10 4 161 tgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgt TGTGTGCATCTCGGTGTGAA ACACACAATGTTGCACATAAACA 68 4 69 20 229 23 59,894 57,996 31,800 28,300 5,109,471 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 0 0 10 3 161 tgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgt TGTGTGCATCTCGGTGTGAA ACACACAATGTTGCACATAAACAG 68 3 69 20 229 24 59,894 58,957 31,800 31,600 5,148,372 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 0 0 10 2 161 tgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgt TGTGTGCATCTCGGTGTGAA ACACACAATGTTGCACATAAACAGA 68 2 69 20 229 25 59,894 60,164 31,800 34,100 5,269,349 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 0 0 16 4 122 TTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTTTCTGTGTGCGTGTCTGTGT ACACACAATGTTGCACATAAACA 29 4 108 20 229 23 60,108 57,996 37,200 28,300 5,112,069 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 0 0 16 3 122 TTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTTTCTGTGTGCGTGTCTGTGT ACACACAATGTTGCACATAAACAG 29 3 108 20 229 24 60,108 58,957 37,200 31,600 5,150,970 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:24373:54084 1 157 46 7 2 AC TGTGTGTGTGTGTGCGTGTGTGTCTGTGTTTGTTTG NA 0 0 16 2 122 TTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTTTCTGTGTGCGTGTCTGTGT ACACACAATGTTGCACATAAACAGA 29 2 108 20 229 25 60,108 60,164 37,200 34,100 5,271,948 G 229 TTTATTTGAATAtgtgtgtgTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCGgtgtgtGCATCTCGGTGTGAATGTCTATTTCTGCgtgtgtTTCtgtgtgCGTGTCtgtgtgCGTTTGTGATGTTCTGTGTCTGTATTTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGTTTGTTtgtgtgtgtgtgTTTCTGTTTATGTGCAACATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 1 1 12 1 96 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC GTCAGCAGATACAGGAACAGC 40 1 48 20 143 21 60,035 58,725 44,600 44,000 2,309,989 A 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 12 1 97 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC AGTCAGCAGATACAGGAACAGC 40 1 48 20 144 22 60,035 60,094 44,600 44,000 2,128,434 A 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 12 0 95 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC TCAGCAGATACAGGAACAGCA 40 0 48 20 142 21 60,035 59,098 44,600 44,100 1,936,503 A 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 14 0 119 TTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCT TTCCCACTCTCTCGCTCTCA TCAGCAGATACAGGAACAGCA 64 0 24 20 142 21 59,962 59,098 32,700 44,100 1,940,143 F 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 14 0 122 CTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCT CTGTTCCCACTCTCTCGCTC TCAGCAGATACAGGAACAGCA 67 0 21 20 142 21 59,828 59,098 50,300 44,100 2,074,185 F 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 16 1 140 ACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCAACTGTTTCTGAATTTGCTGTTCCC AGTCAGCAGATACAGGAACAGC 79 1 5 24 144 22 60,202 60,094 39,700 44,000 6,295,915 B 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 18 1 144 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTTGTCACTGTTTCTGAATTTGCTGT AGTCAGCAGATACAGGAACAGC 83 1 1 24 144 22 59,601 60,094 44,000 44,000 6,492,751 B 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 14 7 1 AG CTCTCTCTCTCTCT NA 0 0 18 0 142 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTTGTCACTGTTTCTGAATTTGCTGT TCAGCAGATACAGGAACAGCA 83 0 1 24 142 21 59,601 59,098 44,000 44,100 6,300,821 B 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 1 3 31 163 CCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtCCGTATATCCCTGTTGCTTGC ATGCGAAGGCTTACGGAGTG 59 31 57 21 219 20 59,126 60,460 40,100 35,100 2,333,875 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 0 3 31 218 AGAAGGAGGACATGTCAGAGGAACTGTGAGGCTT AGAAGGAGGACATGTCAGAGGA ATGCGAAGGCTTACGGAGTG 113 31 2 22 219 20 59,956 60,460 37,100 35,100 2,503,948 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 0 3 27 159 CCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtCCGTATATCCCTGTTGCTTGC GAAGGCTTACGGAGTGACGG 59 27 57 21 215 20 59,126 60,458 40,100 47,900 2,331,616 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 0 3 27 210 GGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGGGAGGACATGTCAGAGGAACTG GAAGGCTTACGGAGTGACGG 109 27 6 22 215 20 60,094 60,458 31,600 47,900 2,551,788 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 0 3 27 214 AGAAGGAGGACATGTCAGAGGAACTGTGAGGCTT AGAAGGAGGACATGTCAGAGGA GAAGGCTTACGGAGTGACGG 113 27 2 22 215 20 59,956 60,458 37,100 47,900 2,501,689 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 32 7 2 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTG NA 0 0 4 27 161 TCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtg TCCCGTATATCCCTGTTGCT GAAGGCTTACGGAGTGACGG 62 27 55 20 215 20 57,903 60,458 39,100 47,900 2,555,135 D 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 47 7 3 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTGCGAGNA 0 1 14 3 98 ATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGT ATGTATGTGTGTGGGCCTGT GCTTACGGAGTGACGGAGAG 3 8 114 20 211 20 59,302 59,901 40,000 32,000 0.797319 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 47 7 3 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTGCGAGNA 0 0 16 2 97 TGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTT TGTATGTGTGTGGGCCTGTT GCTTACGGAGTGACGGAGAG 2 8 115 20 211 20 59,524 59,901 31,600 32,000 0.575420 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 137 47 7 3 AC TGTGTGTGTGTGTGCCTGTTTCTGTGTGTGTGCGAGNA 0 0 16 2 101 TGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTT TGTATGTGTGTGGGCCTGTT GAAGGCTTACGGAGTGACGG 2 12 115 20 215 20 59,524 60,458 31,600 47,900 0.934363 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 167 14 7 1 AG AGAGAGAGAGAGAG NA 1 1 9 0 92 AGACACCAagagagCGAAACACagagagagGgagagaC AGACACCAAGAGAGCGAAACA TCCTCACTGACTCCATCTCTGT 35 0 111 21 202 22 59,587 59,958 28,300 34,100 3,455,007 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 167 14 7 1 AG AGAGAGAGAGAGAG NA 0 0 11 7 96 ACACCAagagagCGAAACACagagagagGgagagaCAG ACACCAAGAGAGCGAAACACA CTCTGTTCCTCACTGACTCCA 33 7 113 21 208 21 60,135 58,757 37,200 38,600 3,377,446 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 167 14 7 1 AG AGAGAGAGAGAGAG NA 0 0 11 0 90 ACACCAagagagCGAAACACagagagagGgagagaCAG ACACCAAGAGAGCGAAACACA TCCTCACTGACTCCATCTCTGT 33 0 113 21 202 22 60,135 59,958 37,200 34,100 3,176,818 F 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 106 7 2 AG AGAGAGAGGGAGAGACAGAGAGAGAGATGGAGA NA 0 1 8 5 158 GGTTGATAGCCGGCAagagagATACagagagagGgagaGGTTGATAGCCGGCAAGAGA TCTGTTCCTCACTGACTCCA 5 7 50 20 207 20 59,822 57,618 31,000 38,600 2,559,820 G 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 106 7 2 AG AGAGAGAGGGAGAGACAGAGAGAGAGATGGAGA NA 0 0 8 0 153 GGTTGATAGCCGGCAagagagATACagagagagGgagaGGTTGATAGCCGGCAAGAGA TCCTCACTGACTCCATCTCTGT 5 0 50 20 202 22 59,822 59,958 31,000 34,100 2,220,366 G 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:7233:5054 1 75 106 7 2 AG AGAGAGAGGGAGAGACAGAGAGAGAGATGGAGA NA 0 0 9 5 159 GGTTGATAGCCGGCAagagagATACagagagagGgagaGGTTGATAGCCGGCAAGAGA CTCTGTTCCTCACTGACTCCA 5 7 50 20 208 21 59,822 58,757 31,000 38,600 2,420,994 G 208 agagagGAAACATagagagagagagagagagagagagagagagagATGGGGTTGATAGCCGGCAagagagATACagagagagGgagagaCagagagagagATGGAGAAAGAGACACCAagagagCGAAACACagagagagGgagagaCAGAGAAACagagagTGACagagagagagagagACAGAGATGGAGTCAGTGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 1 1 8 14 190 CGGACAGACAATTAGacacacGcacacaGCCATAAGc CGGACAGACAATTAGACACACG TCAGCCATGATCTCATTGAATGG 14 117 52 22 241 23 59,338 58,858 44,900 31,600 6,803,713 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 8 14 191 CGGACAGACAATTAGacacacGcacacaGCCATAAGc CGGACAGACAATTAGACACACG ATCAGCCATGATCTCATTGAATGG 14 117 52 22 242 24 59,338 59,233 44,900 31,600 7,429,085 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 8 13 190 GGACAGACAATTAGacacacGcacacaGCCATAAGcacGGACAGACAATTAGACACACGC ATCAGCCATGATCTCATTGAATGG 13 117 53 22 242 24 59,588 59,233 53,400 31,600 7,179,498 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 10 0 104 cacacGcacacaGCCATAAGcacacacacacacaGATACA CACACGCACACAGCCATAAG TTTGGCCTGATGGGTAGGTG 0 50 68 20 171 20 59,833 59,669 17,300 40,000 0.497875 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 10 0 159 cacacGcacacaGCCATAAGcacacacacacacaGATACA CACACGCACACAGCCATAAG TTGAATGGCAGAGCAGTCCC 0 105 68 20 226 20 59,833 60,323 17,300 44,600 0.489413 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 12 5 109 TTAGacacacGcacacaGCCATAAGcacacacacacacaG TTAGACACACGCACACAGCC TTTGGCCTGATGGGTAGGTG 5 50 63 20 171 20 60,879 59,669 48,500 40,000 1,209,802 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 12 5 164 TTAGacacacGcacacaGCCATAAGcacacacacacacaG TTAGACACACGCACACAGCC TTGAATGGCAGAGCAGTCCC 5 105 63 20 226 20 60,879 60,323 48,500 44,600 1,201,339 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 12 1 105 acacacGcacacaGCCATAAGcacacacacacacaGATAC ACACACGCACACAGCCATAA TTTGGCCTGATGGGTAGGTG 1 50 67 20 171 20 60,534 59,669 19,000 40,000 0.865257 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2215:9688:7304 1 88 14 7 1 AC CACACACACACACA NA 0 0 12 1 160 acacacGcacacaGCCATAAGcacacacacacacaGATAC ACACACGCACACAGCCATAA TTGAATGGCAGAGCAGTCCC 1 105 67 20 226 20 60,534 60,323 19,000 44,600 0.856795 F 254 AAACGCACGcacacaGacacacacacacacacacacacacacacacacAGACGGACAGACAATTAGacacacGcacacaGCCATAAGcacacacacacacaGATACACGCATACTTTTACTcacacaCTCTCACACTCACAGGAGTGCAGGCACCTACCCATCAGGCCAAAAGACTAAGGAACAGAAGTAGGCCATTCTGTCCATCGGGACTGCTCTGCCATTCAATGAGATCATGGCTGATCAAATAATCCTC

ST‐E00142:460:H2K7HCCXY:6:2216:23449:42112 1 100 14 7 1 AC ACACACACACACAC NA 1 1 24 6 92 acacacTCCAAATACATACCATacacacATACTCATAGAACACACTCCAAATACATACCATACA TGTGTGTATGTTATGTATTTGGAGTG 21 6 54 25 145 26 58,047 57,737 22,900 35,100 15,215,816 F 199 ACACTCAAAGACATAGATacacacacacacacacacacacacacacacacAAAacacacTCCAAATACATACCATacacacATACTCATAGACATAGATacacacacacacacAAAacacacTCCAAATACATAACATacacacATACTCATAGACAAAacacacacacAGTCCAAAacacacacacTCACTCCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2216:23449:42112 1 100 14 7 1 AC ACACACACACACAC NA 0 0 24 6 93 AacacacTCCAAATACATACCATacacacATACTCATAGAACACACTCCAAATACATACCATACA TGTGTGTATGTTATGTATTTGGAGTG 21 6 53 26 145 26 58,601 57,737 22,900 35,100 15,661,544 F 199 ACACTCAAAGACATAGATacacacacacacacacacacacacacacacacAAAacacacTCCAAATACATACCATacacacATACTCATAGACATAGATacacacacacacacAAAacacacTCCAAATACATAACATacacacATACTCATAGACAAAacacacacacAGTCCAAAacacacacacTCACTCCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2216:23449:42112 1 100 14 7 1 AC ACACACACACACAC NA 0 0 25 5 93 AacacacTCCAAATACATACCATacacacATACTCATAGAACACACTCCAAATACATACCATAC TGTGTGTATGTTATGTATTTGGAGTGT 22 5 53 25 145 27 57,141 59,119 23,900 35,500 15,740,038 F 199 ACACTCAAAGACATAGATacacacacacacacacacacacacacacacacAAAacacacTCCAAATACATACCATacacacATACTCATAGACATAGATacacacacacacacAAAacacacTCCAAATACATAACATacacacATACTCATAGACAAAacacacacacAGTCCAAAacacacacacTCACTCCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 181 14 7 1 AC GTGTGTGTGTGTGT NA 0 1 16 17 92 tgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCG TGTGTGAGTTGTGAGTTTGTGT TAATTGGCAGACGCACACTC 19 17 140 22 231 20 58,592 58,561 37,200 35,100 4,846,350 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 181 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 16 16 91 tgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCG TGTGTGAGTTGTGAGTTTGTGT AATTGGCAGACGCACACTCC 19 16 140 22 230 20 58,592 61,237 37,200 38,500 4,644,983 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 181 14 7 1 AC GTGTGTGTGTGTGT NA 0 0 17 16 92 CtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTC CTGTGTGAGTTGTGAGTTTGTGT AATTGGCAGACGCACACTCC 19 16 139 23 230 20 59,563 61,237 37,200 38,500 4,673,989 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 1 10 0 122 tgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgt TGAGCTGTGAGTATGGGTGC CAGACGCACACTCCCAGATA 0 10 103 20 224 20 59,750 59,182 50,100 19,800 1,067,888 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 0 11 0 118 tgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgt TGAGCTGTGAGTATGGGTGC CGCACACTCCCAGATAACACT 0 5 103 20 220 21 59,750 60,067 50,100 35,500 1,317,092 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 0 12 0 119 tgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgt TGAGCTGTGAGTATGGGTGC ACGCACACTCCCAGATAACA 0 7 103 20 221 20 59,750 59,026 50,100 24,100 1,223,866 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 0 14 10 153 AGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGAGCTGGGACTGTGTATGTTTGT CAGACGCACACTCCCAGATA 29 10 72 22 224 20 59,893 59,182 28,300 19,800 2,924,165 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 0 14 7 150 AGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGAGCTGGGACTGTGTATGTTTGT ACGCACACTCCCAGATAACA 29 7 72 22 221 20 59,893 59,026 28,300 24,100 3,080,143 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 123 72 7 2 AC GTGTGTGTGTGTTTCTCTGTGTGAGTTGTGAGTTTGNA 0 0 14 5 149 AGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGAGCTGGGACTGTGTATGTTTGT CGCACACTCCCAGATAACACT 29 5 72 22 220 21 59,893 60,067 28,300 35,500 3,173,369 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:30726:12842 1 187 14 7 1 AC CACACACACACACA NA 1 1 4 25 113 GCAAGATCACAGAGTGGcacacaAGCACCcacacaTA GCAAGATCACAGAGTGGCAC ATCTGTCACACTGCCTCTGG 34 25 133 20 245 20 59,199 59,388 50,100 38,600 1,413,480 F 270 CTGTAGTTCCTAGTtctctctctctcCCTCCCtttttAACTAGTGAGGTAacacacacacacCTGGCGTGCACACCGCCCACTCGCTGGGTGCGcacacacacacacacacacacacacacacacacacacaGCAAGATCACAGAGTGGcacacaAGCACCcacacaTACTGAGGAAAGAACAAACcacacacacacacaCCATAGGGAACAacacacAAGTAGACCAGAGGCAGTGTGACAGATAGATACATGCAAACATACTACAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:30726:12842 1 187 14 7 1 AC CACACACACACACA NA 0 0 4 23 111 GCAAGATCACAGAGTGGcacacaAGCACCcacacaTA GCAAGATCACAGAGTGGCAC CTGTCACACTGCCTCTGGTC 34 23 133 20 243 20 59,199 60,320 50,100 40,200 1,121,498 F 270 CTGTAGTTCCTAGTtctctctctctcCCTCCCtttttAACTAGTGAGGTAacacacacacacCTGGCGTGCACACCGCCCACTCGCTGGGTGCGcacacacacacacacacacacacacacacacacacacaGCAAGATCACAGAGTGGcacacaAGCACCcacacaTACTGAGGAAAGAACAAACcacacacacacacaCCATAGGGAACAacacacAAGTAGACCAGAGGCAGTGTGACAGATAGATACATGCAAACATACTACAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:30726:12842 1 187 14 7 1 AC CACACACACACACA NA 0 0 6 11 90 AGCACCcacacaTACTGAGGAAAGAACAAACcacaca AGCACCCACACATACTGAGG ATCTGTCACACTGCCTCTGG 11 25 156 20 245 20 59,385 59,388 38,600 38,600 1,227,560 F 270 CTGTAGTTCCTAGTtctctctctctcCCTCCCtttttAACTAGTGAGGTAacacacacacacCTGGCGTGCACACCGCCCACTCGCTGGGTGCGcacacacacacacacacacacacacacacacacacacaGCAAGATCACAGAGTGGcacacaAGCACCcacacaTACTGAGGAAAGAACAAACcacacacacacacaCCATAGGGAACAacacacAAGTAGACCAGAGGCAGTGTGACAGATAGATACATGCAAACATACTACAGCC

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 133 34 7 2 AG CTCTCTCTCTCTCTCACTCGTCCTCTCTCTCTCT NA 0 1 10 4 95 CCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctct CCTCTTTGGTTCTCCGGTCT GGAACCTGAGATAGAGAGGACG 15 4 98 20 192 22 59,023 59,118 38,500 47,900 3,859,532 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 133 34 7 2 AG CTCTCTCTCTCTCTCACTCGTCCTCTCTCTCTCT NA 0 0 12 1 92 CCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctct CCTCTTTGGTTCTCCGGTCT ACCTGAGATAGAGAGGACGAGT 15 1 98 20 189 22 59,023 59,225 38,500 41,800 3,752,779 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 133 34 7 2 AG CTCTCTCTCTCTCTCACTCGTCCTCTCTCTCTCT NA 0 0 14 0 91 CCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctct CCTCTTTGGTTCTCCGGTCT CCTGAGATAGAGAGGACGAGTG 15 0 98 20 188 22 59,023 58,862 38,500 35,100 4,115,700 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 117 63 7 2 AC TGTGTGTGTGTGTTTTGCTGGGTTTTGTGTGCGTGT NA 1 1 13 6 160 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGC ACACGCACCGATTAACTCTGA 51 6 47 19 206 21 57,015 59,729 45,700 32,700 5,256,217 D 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 117 63 7 2 AC TGTGTGTGTGTGTTTTGCTGGGTTTTGTGTGCGTGT NA 0 0 13 4 158 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGC ACGCACCGATTAACTCTGACA 51 4 47 19 204 21 57,015 59,729 45,700 35,800 5,256,217 D 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 117 63 7 2 AC TGTGTGTGTGTGTTTTGCTGGGTTTTGTGTGCGTGT NA 0 0 13 3 157 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGC CGCACCGATTAACTCTGACAC 51 3 47 19 203 21 57,015 59,346 45,700 36,700 5,638,943 D 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 85 7 3 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTGTTNA 0 1 14 6 160 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGCG ACACGCACCGATTAACTCTGA 28 6 47 20 206 21 59,968 59,729 53,400 32,700 1,303,236 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 85 7 3 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTGTTNA 0 0 14 4 154 CAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGT CAGGGTTTCATGTGCGTGTG ACGCACCGATTAACTCTGACA 24 4 51 20 204 21 60,040 59,729 38,200 35,800 1,311,536 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2217:27022:46296 1 95 85 7 3 AC GTGTGTGTGTTTTGTGGGTTGTTGTGTGTGTGTGTTNA 0 0 14 4 158 TTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTT TTTGCAGGGTTTCATGTGCG ACGCACCGATTAACTCTGACA 28 4 47 20 204 21 59,968 59,729 53,400 35,800 1,303,236 G 247 GCAGGGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGCAGGGTTTCATGTGCgtgtgtgtTTTGCAGGGTTTTGTGAGTGCgtgtgtgtgtTTTGTGGGTTGTtgtgtgtgtgtgTTTTGCTGGGTTTtgtgtgCGTGTgagagagaATCGAtgtgtgtgtgtgtgCATGTGTCAGAGTTAATCGGTGCGTGTATGAGAATAGGTGTGCATgagagaTtgtgtgtgtgAATTTC

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 1 1 14 0 191 GTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTGGAGGGAGTTACACACAA TGTGTAACACCCTTCGCTC 71 0 45 20 235 19 57,077 57,401 33,300 50,300 6,522,152 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 15 0 189 GGAGGGAGTTacacacAAACACAAAGTGGATGGAG GGAGGGAGTTACACACAAACAC TGTGTAACACCCTTCGCTC 67 0 47 22 235 19 59,123 57,401 33,200 50,300 6,475,962 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 16 0 190 TGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTGGAGGGAGTTACACACAAACA TGTGTAACACCCTTCGCTC 68 0 46 22 235 19 59,494 57,401 28,300 50,300 6,105,644 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 16 0 191 GTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTGGAGGGAGTTACACACAAAC TGTGTAACACCCTTCGCTC 69 0 45 22 235 19 59,123 57,401 29,300 50,300 6,475,962 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 17 0 178 cacacAAACACAAAGTGGATGGAGTTACATacacacA CACACAAACACAAAGTGGATGGA TGTGTAACACCCTTCGCTC 55 0 58 23 235 19 59,870 57,401 34,100 50,300 6,729,577 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 17 0 179 acacacAAACACAAAGTGGATGGAGTTACATacacac ACACACAAACACAAAGTGGATGG TGTGTAACACCCTTCGCTC 56 0 57 23 235 19 60,119 57,401 35,100 50,300 6,718,585 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 19 0 124 cacacAGTGAAGGGAGTTACATATacacacacacacTCACACACAGTGAAGGGAGTTACA TGTGTAACACCCTTCGCTC 3 0 112 21 235 19 57,531 57,401 24,100 50,300 7,068,421 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 19 0 125 acacacAGTGAAGGGAGTTACATATacacacacacacTCACACACAGTGAAGGGAGTTACAT TGTGTAACACCCTTCGCTC 2 0 111 23 235 19 59,609 57,401 22,900 50,300 6,990,709 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2218:21339:31881 1 136 81 7 3 AC ACACACACACACTCAGTGAAGAGAATTACACACAC NA 0 0 20 0 125 acacacAGTGAAGGGAGTTACATATacacacacacacTCACACACAGTGAAGGGAGTTACA TGTGTAACACCCTTCGCTC 3 0 111 22 235 19 59,230 57,401 24,100 50,300 6,369,075 G 241 CTCACTcacacacacacacacacacacacacacacacacacacaGTGGAGGGAGTTacacacAAACACAAAGTGGATGGAGTTACATacacacAGTGAAGTGAGTTTTacacacacAGTGAAGGGAGTTACATATacacacacacacTCAGTGAAGAGAATTacacacacacacacCGTGAATGGAGTTACACTTacacacGcacacacacacacaGAGCGAAGGGTGTTacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 172 14 7 1 AG GAGAGAGAGAGAGA NA 1 1 15 21 114 GCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGGCGTGAGAAGTAGAATATATGTTGGTG TCTCTCTCACATGCACACACA 31 21 114 27 227 21 60,096 59,312 41,700 37,200 8,784,220 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 172 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 15 21 114 GCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGGCGTGAGAAGTAGAATATATGTTGGT TCTCTCTCACATGCACACACA 32 21 114 26 227 21 59,076 59,312 36,700 37,200 8,612,257 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 172 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 15 21 115 TGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGTGCGTGAGAAGTAGAATATATGTTGG TCTCTCTCACATGCACACACA 33 21 113 26 227 21 59,076 59,312 37,700 37,200 8,611,705 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2220:15686:9431 1 127 14 7 1 AG TCTCTCTCTCTCTC NA 1 1 12 5 104 TGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTTGTCTCTCCCGCTTTCTCTT GAAGGAAAGCATGATTTAGAGGG 42 5 65 20 168 23 58,366 57,236 28,500 43,000 7,398,260 F 169 TGTAtctctcCCCTATTGtctctcTAtctctctctctctctctctctctctctctctctctcTTTGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTCTCAGTCTCTATCTGTCTGtctctctctctctcTGTcccccTCTAAATCATGCTTTCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:15686:9431 1 127 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 12 5 105 TGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTTGTCTCTCCCGCTTTCTCTT AGAAGGAAAGCATGATTTAGAGGG 42 5 65 20 169 24 58,366 58,556 28,500 43,000 7,077,949 F 169 TGTAtctctcCCCTATTGtctctcTAtctctctctctctctctctctctctctctctctctcTTTGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTCTCAGTCTCTATCTGTCTGtctctctctctctcTGTcccccTCTAAATCATGCTTTCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:15686:9431 1 127 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 12 5 106 TTGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTTGTCTCTCCCGCTTTCTCT AGAAGGAAAGCATGATTTAGAGGG 43 5 64 20 169 24 58,366 58,556 31,000 43,000 7,077,949 F 169 TGTAtctctcCCCTATTGtctctcTAtctctctctctctctctctctctctctctctctctcTTTGtctctcCCGCTTTCTCTTTCtttttGtctctcTGTCTCTGTCTCAGTCTCTATCTGTCTGtctctctctctctcTGTcccccTCTAAATCATGCTTTCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:4229:53574 1 58 14 7 1 AG TCTCTCTCTCTCTC NA 1 1 6 11 90 AATCTCATCCCTGCATTGTTTGCACAATGGTTTtctct AATCTCATCCCTGCATTGTTTG AAACCCAAAGTGCACAAACAGG 11 21 25 22 114 22 57,269 60,355 29,300 40,000 7,085,552 A 176 TGctctctctctatatatTTTATTAATCTCATCCCTGCATTGTTTGCACAATGGTTTtctctctctctctcTAATTCGTTAATTTCATTTCTCCTGTTTGTGCACTTTGGGTTTCTCTTTCTTtctctctctctctctctctctctctctctctctcATACTAACTAATTTCAGTC

ST‐E00142:460:H2K7HCCXY:6:2220:4229:53574 1 58 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 7 11 90 TAATCTCATCCCTGCATTGTTTGCACAATGGTTTtctc TAATCTCATCCCTGCATTGTTTG AACCCAAAGTGCACAAACAGG 11 21 24 23 113 21 57,160 59,793 29,300 40,000 7,047,093 A 176 TGctctctctctatatatTTTATTAATCTCATCCCTGCATTGTTTGCACAATGGTTTtctctctctctctcTAATTCGTTAATTTCATTTCTCCTGTTTGTGCACTTTGGGTTTCTCTTTCTTtctctctctctctctctctctctctctctctctcATACTAACTAATTTCAGTC

ST‐E00142:460:H2K7HCCXY:6:2220:4229:53574 1 58 14 7 1 AG TCTCTCTCTCTCTC NA 0 0 8 11 90 TTAATCTCATCCCTGCATTGTTTGCACAATGGTTTtctTTAATCTCATCCCTGCATTGTTTG ACCCAAAGTGCACAAACAGG 11 21 23 24 112 20 57,788 59,177 29,300 40,000 7,035,047 A 176 TGctctctctctatatatTTTATTAATCTCATCCCTGCATTGTTTGCACAATGGTTTtctctctctctctcTAATTCGTTAATTTCATTTCTCCTGTTTGTGCACTTTGGGTTTCTCTTTCTTtctctctctctctctctctctctctctctctctcATACTAACTAATTTCAGTC

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 1 1 12 27 144 CGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCACG GTGCCCGTGAGTGTCTATGT 27 41 55 20 198 20 60,044 59,753 53,400 22,900 0.290881 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 27 145 CGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCACG GGTGCCCGTGAGTGTCTATG 27 42 55 20 199 20 60,044 60,460 53,400 22,300 0.504530 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 27 196 CGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCACG CCTGAAACTAATACAAATCCTGAATGT 27 86 55 20 250 27 60,044 58,039 53,400 27,100 9,004,837 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 26 143 GCATACACATACACGCACGCAGacacacacTCACAGGGCATACACATACACGCACGC GTGCCCGTGAGTGTCTATGT 26 41 56 20 198 20 60,315 59,753 53,400 22,900 0.561694 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 26 195 GCATACACATACACGCACGCAGacacacacTCACAGGGCATACACATACACGCACGC CCTGAAACTAATACAAATCCTGAATGT 26 86 56 20 250 27 60,315 58,039 53,400 27,100 9,275,650 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 25 128 CGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCACG ATGTCTGTGTCTGCGTGTGA 27 25 55 20 182 20 60,044 59,611 53,400 35,800 0.433271 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 12 23 140 TACACATACACGCACGCAGacacacacTCACAGGCACTACACATACACGCACGCAGA GTGCCCGTGAGTGTCTATGT 23 41 59 20 198 20 59,759 59,753 42,600 22,900 0.488116 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 13 33 190 TCACTGGCGCATACACATACACGCACGCAGacacacaTCACTGGCGCATACACATACA CAAATCCTGAATGTAACAGATGTGTG 33 74 48 21 237 26 59,794 58,975 22,900 38,200 8,231,258 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 13 33 191 TCACTGGCGCATACACATACACGCACGCAGacacacaTCACTGGCGCATACACATACA ACAAATCCTGAATGTAACAGATGTGT 33 75 48 21 238 26 59,794 59,283 22,900 37,200 7,922,521 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 13 32 190 CACTGGCGCATACACATACACGCACGCAGacacacacCACTGGCGCATACACATACAC ACAAATCCTGAATGTAACAGATGTGT 32 75 49 21 238 26 59,673 59,283 29,000 37,200 8,044,088 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 14 28 197 GCGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCAC CCTGAAACTAATACAAATCCTGAATGT 28 86 54 20 250 27 60,315 58,039 53,400 27,100 9,275,650 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 14 24 126 GCATACACATACACGCACGCAGacacacacTCACAGGGCATACACATACACGCACGC TGTCTGTGTCTGCGTGTGAA 26 24 56 20 181 20 60,315 59,825 53,400 31,800 0.489676 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 14 24 127 CGCATACACATACACGCACGCAGacacacacTCACAGCGCATACACATACACGCACG TGTCTGTGTCTGCGTGTGAA 27 24 55 20 181 20 60,044 59,825 53,400 31,800 0.218863 D 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 16 7 107 CAGacacacacTCACAGGCACATACAGacacacacacac CAGACACACACTCACAGGCA TGTCTGTGTCTGCGTGTGAA 7 24 75 20 181 20 60,179 59,825 47,500 31,800 0.353692 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2220:4513:42183 1 102 36 7 2 AC ACACACACACACACGCGCACACACAAACACACACA NA 0 0 16 6 106 AGacacacacTCACAGGCACATACAGacacacacacaca AGACACACACTCACAGGCAC TGTCTGTGTCTGCGTGTGAA 6 24 76 20 181 20 60,179 59,825 50,100 31,800 0.353690 G 250 TacacacGcacacacacacacacacacacacacacacaGacacacacTCACTGGCGCATACACATACACGCACGCAGacacacacTCACAGGCACATACAGacacacacacacacGCGcacacacaAacacacacacGCACAGACAAAGAGACACAAATAATTCACACGCAGACACAGACATAGACACTCACGGGCACCGacacacAGTcacacacaTCTGTTACATTCAGGATTTGTATTAGTTTCAGG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 1 1 5 22 137 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC TTCTCTTCCCGACTCTGCCT 22 33 61 20 197 20 60,978 60,252 44,600 47,500 1,229,978 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 0 0 5 22 140 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC AGTTTCTCTTCCCGACTCTGC 22 35 61 20 200 21 60,978 59,726 44,600 42,600 2,252,033 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 0 0 5 22 141 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC AAGTTTCTCTTCCCGACTCTGC 22 35 61 20 201 22 60,978 60,289 44,600 42,600 3,267,280 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 0 0 5 20 135 TGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTGGCTTGCTCCTAGACCCAG TTCTCTTCCCGACTCTGCCT 20 33 63 20 197 20 61,268 60,252 44,500 47,500 1,519,406 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 0 0 6 21 135 TGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTGGCTTGCTCCTAGACCCA TTCTCTTCCCGACTCTGCCT 21 33 63 19 197 20 60,229 60,252 45,100 47,500 1,481,328 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 103 42 7 2 AC CACACACACGCTCTCTCTCTCTCGCACTCACACACACNA 0 0 6 21 140 CTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTGGCTTGCTCCTAGACCCA AAGTTTCTCTTCCCGACTCTGC 21 35 62 20 201 22 61,268 60,289 45,100 42,600 3,556,708 D 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 1 6 6 187 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC CACTCACACACGCTTTGCAG 6 67 61 20 247 20 60,978 60,316 44,600 44,100 1,294,589 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 0 6 5 185 TGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTGGCTTGCTCCTAGACCCA CACTCACACACGCTTTGCAG 5 67 63 19 247 20 60,229 60,316 45,100 44,100 1,545,939 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 0 8 6 183 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC CACACACGCTTTGCAGCTTT 6 63 61 20 243 20 60,978 60,526 44,600 35,100 1,504,242 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 0 12 6 194 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC ATACACCCACTCACACACGC 6 74 61 20 254 20 60,978 60,320 44,600 53,400 1,298,567 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 0 12 6 199 TCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACTCTGGCTTGCTCCTAGACCC CGCACATACACCCACTCACA 6 79 61 20 259 20 60,978 60,320 44,600 35,800 1,298,480 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2221:31690:56352 1 87 74 7 4 AC CTCTCTCTCTCACACTCACACACACGCTCTCTCTCTC NA 0 0 12 5 197 TGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTGGCTTGCTCCTAGACCCA CGCACATACACCCACTCACA 5 79 63 19 259 20 60,229 60,320 45,100 35,800 1,549,830 G 259 ATAGGtttttGgagagagaAgggggAAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGCTTGCTCCTAGACCCAGGGCGctctctctctCACACTcacacacaCGctctctctctctCGCACTcacacacacacacaCGTTCTcacacacacaAATGATGACGGACGAGGAGGCAGAGTCGGGAAGAGAAACTTGAGAAGTTTGGGCTTCTTCACTAAAGCTGCAAAGCgtgtgtGAGTGGGTGTATGTGCG
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ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 1 3 8 181 GCATCATCCGAGGCTGAATAAAGAAGGAAAGGAG GCATCATCCGAGGCTGAATA AAACAGTGCGGTCGCTCAA 120 8 6 20 186 19 57,538 60,523 17,500 30,200 3,985,262 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 0 3 7 181 GCATCATCCGAGGCTGAATAAAGAAGGAAAGGAG GCATCATCCGAGGCTGAATA AAACAGTGCGGTCGCTCAAC 120 7 6 20 186 20 57,538 61,772 17,500 31,800 4,234,519 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 0 3 0 174 GCATCATCCGAGGCTGAATAAAGAAGGAAAGGAG GCATCATCCGAGGCTGAATA GCGGTCGCTCAACACTGTTT 120 0 6 20 179 20 57,538 61,772 17,500 28,300 4,234,519 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 0 12 8 99 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT AAACAGTGCGGTCGCTCAA 38 8 88 20 186 19 60,108 60,523 18,900 30,200 1,630,943 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 0 12 7 99 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT AAACAGTGCGGTCGCTCAAC 38 7 88 20 186 20 60,108 61,772 18,900 31,800 1,880,200 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 14 7 1 AC ACACACACACACAC NA 0 0 12 0 92 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT GCGGTCGCTCAACACTGTTT 38 0 88 20 179 20 60,108 61,772 18,900 28,300 1,880,200 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 1 5 1 174 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA CAACTGTACATTAATCATCATGGTCAA 93 1 1 20 174 27 59,679 58,324 30,700 31,800 8,997,747 B 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 0 6 2 173 TCTTGGCAGACGAGCATGATTTTGGAGGAAAATGA TCTTGGCAGACGAGCATGAT CAACTGTACATTAATCATCATGGTCA 92 2 2 20 174 26 59,461 57,788 24,500 40,200 8,750,901 B 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 0 6 2 174 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA CAACTGTACATTAATCATCATGGTCA 93 2 1 20 174 26 59,679 57,788 30,700 40,200 8,533,663 B 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 0 7 2 129 TGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagTGCTGATGTGTGAACAGGTGA CAACTGTACATTAATCATCATGGTCA 47 2 46 21 174 26 59,859 57,788 40,200 40,200 9,352,969 F 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 0 7 2 130 GTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATg GTGCTGATGTGTGAACAGGTG CAACTGTACATTAATCATCATGGTCA 48 2 45 21 174 26 59,735 57,788 40,000 40,200 9,477,412 F 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 33 7 1.5 AT ATATATAGTGTGTGTGTGTATATATATATATAT NA 0 0 7 2 131 TGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTAT TGTGCTGATGTGTGAACAGGT CAACTGTACATTAATCATCATGGTCA 49 2 44 21 174 26 60,134 57,788 40,000 40,200 9,346,445 F 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 1 1 10 43 146 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC ACTGCATGTCTCTCTCCCTT 49 43 47 20 192 20 60,320 58,050 33,600 39,500 2,269,440 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 10 43 147 gggTGGTTGTGAGACGGAGACGCAGTgagagagaCAAGGGTGGTTGTGAGACGGAG ACTGCATGTCTCTCTCCCTT 51 43 46 19 192 20 60,005 58,050 46,300 39,500 2,954,717 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 10 13 116 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC CTGTCTCCTCGCCTCTCTCT 49 13 47 20 162 20 60,320 60,107 33,600 31,000 0.426855 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 10 10 113 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC TCTCCTCGCCTCTCTCTCAC 49 10 47 20 159 20 60,320 60,107 33,600 35,100 0.427051 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 11 42 146 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC ACTGCATGTCTCTCTCCCTTT 49 42 47 20 192 21 60,320 58,736 33,600 31,100 2,584,096 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 12 9 112 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC CTCCTCGCCTCTCTCTCACT 49 9 47 20 158 20 60,320 60,107 33,600 34,100 0.426855 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 201 14 7 1 AG GAGAGAGAGAGAGA NA 0 1 10 7 101 agagagaGGCGAGGAGACAGTGAGACCTTAAAGGgaAGAGAGAGGCGAGGAGACAG TGTTCTCTCTTTCGCTCTCACT 38 7 143 20 243 22 60,107 59,112 35,100 34,100 2,994,997 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 201 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 10 7 102 gagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgGAGAGAGAGGCGAGGAGACA TGTTCTCTCTTTCGCTCTCACT 39 7 142 20 243 22 60,107 59,112 34,100 34,100 2,995,193 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 201 14 7 1 AG GAGAGAGAGAGAGA NA 0 0 12 7 105 AGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAAGTGAGAGAGAGGCGAGGAG TGTTCTCTCTTTCGCTCTCACT 42 7 139 20 243 22 60,107 59,112 36,900 34,100 2,994,997 F 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 1 9 8 197 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC TGTTCTCTCTTTCGCTCTCAC 49 8 47 20 243 21 60,320 57,710 33,600 35,100 3,609,949 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 0 10 7 178 CGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGCGCAGTGAGAGAGACAATGAGT TGTTCTCTCTTTCGCTCTCACT 28 7 66 22 243 22 60,095 59,112 34,100 34,100 4,982,585 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 0 10 7 179 ACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAACGCAGTGAGAGAGACAATGA TGTTCTCTCTTTCGCTCTCACT 30 7 65 21 243 22 59,111 59,112 25,700 34,100 4,776,953 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 0 10 7 197 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC TGTTCTCTCTTTCGCTCTCACT 49 7 47 20 243 22 60,320 59,112 33,600 34,100 3,207,423 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 0 11 7 179 ACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAACGCAGTGAGAGAGACAATGAG TGTTCTCTCTTTCGCTCTCACT 29 7 65 22 243 22 60,095 59,112 29,000 34,100 4,982,585 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

ST‐E00142:460:H2K7HCCXY:6:2224:20141:38491 1 116 99 7 2 AG GAGAGAGAGAGAGAGTGAGAGGCAGTGAGAGAG NA 0 0 11 6 197 ggTGGTTGTGAGACGGAGACGCAGTgagagagaCAA GGTGGTTGTGAGACGGAGAC TGTTCTCTCTTTCGCTCTCACTT 49 6 47 20 243 23 60,320 59,681 33,600 31,600 3,639,046 G 248 CagagagagagagagagagagagagagagagagagagaggggggggggTGGTTGTGAGACGGAGACGCAGTgagagagaCAATGAGTGAGATTGAGTTATAGATAAATGCTTTGTgagagagagagagaGTGAGAGGCAGTgagagagaGGCGAGGAGACAGTGAGACCTTAAAGGgagagagaCATGCAGTAAGTGAGTgagagagagagagaCAGAGAAAGTGAGAGCGAAagagagAACAAGACA

cons_gr1020_2 2 115 21 7 1.5 AC ACACACACACACACTCACACA NO 1 1 17 5 90 acacacCCACAGacacacacNCANacacacacacacacTca ACACACCCACAGACACACA AAGTAACTTCCTACAGTATAACCTGT 5 19 91 19 180 26 59,013 57,338 37,200 40,000 10,648,965 F 180 acacacTCACAGacacacacacacacTCACANacacacacacacANGcacacacacacacacacacacacacacacaCNNNNNNNNNNNNacacacCCACAGacacacacNCANacacacacacacacTcacacaAACACGAGTATGCAGAATTACAGGTTATACTGTAGGAAGTTACTT

cons_gr1020_2 2 115 21 7 1.5 AC ACACACACACACACTCACACA NO 0 0 18 4 90 acacacCCACAGacacacacNCANacacacacacacacTca ACACACCCACAGACACACAC AAGTAACTTCCTACAGTATAACCTGT 4 19 91 20 180 26 60,392 57,338 38,200 40,000 9,054,212 F 180 acacacTCACAGacacacacacacacTCACANacacacacacacANGcacacacacacacacacacacacacacacaCNNNNNNNNNNNNacacacCCACAGacacacacNCANacacacacacacacTcacacaAACACGAGTATGCAGAATTACAGGTTATACTGTAGGAAGTTACTT

cons_gr1020_2 2 115 21 7 1.5 AC ACACACACACACACTCACACA NO 0 0 18 4 90 acacacCCACAGacacacacNCANacacacacacacacTca ACACACCCACAGACACACAC AAGTAACTTCCTACAGTATAACCTGTA 4 18 91 20 180 27 60,392 57,241 38,200 27,400 10,151,934 F 180 acacacTCACAGacacacacacacacTCACANacacacacacacANGcacacacacacacacacacacacacacacaCNNNNNNNNNNNNacacacCCACAGacacacacNCANacacacacacacacTcacacaAACACGAGTATGCAGAATTACAGGTTATACTGTAGGAAGTTACTT

cons_gr1091_2 2 30 14 7 1 AC CACACACACACACA NO 1 1 16 7 118 GGTCTCCCATAAACACCAAACTAAATGGTcacacaca GGTCTCCCATAAACACCAAACT TGTGGGTGTGTTTGTGACCA 7 55 1 22 118 20 58,237 59,962 26,600 40,200 3,801,367 F 237 GGTCTCCCATAAACACCAAACTAAATGGTcacacacacacacaACCATAAAATGGTcacacacaAACCCACACTAACTGGTCACACNCACATGCTAAATGGTCACAAacacacCCACACTAAATGGTcacacacacaNACCCACACNNANANANNcacacacacacaCNCACACTAAATGGTcacacacacacacacacacacacacacacacacacacacacacaCTAAATGGTCA

cons_gr1091_2 2 30 14 7 1 AC CACACACACACACA NO 0 0 16 7 119 GGTCTCCCATAAACACCAAACTAAATGGTcacacaca GGTCTCCCATAAACACCAAACT GTGTGGGTGTGTTTGTGACC 7 56 1 22 119 20 58,237 59,546 26,600 40,200 4,217,253 F 237 GGTCTCCCATAAACACCAAACTAAATGGTcacacacacacacaACCATAAAATGGTcacacacaAACCCACACTAACTGGTCACACNCACATGCTAAATGGTCACAAacacacCCACACTAAATGGTcacacacacaNACCCACACNNANANANNcacacacacacaCNCACACTAAATGGTcacacacacacacacacacacacacacacacacacacacacacaCTAAATGGTCA

cons_gr1091_2 2 30 14 7 1 AC CACACACACACACA NO 0 0 16 6 118 GGTCTCCCATAAACACCAAACTAAATGGTcacacaca GGTCTCCCATAAACACCAAACTA TGTGGGTGTGTTTGTGACCA 6 55 1 23 118 20 58,086 59,962 22,400 40,200 4,952,094 F 237 GGTCTCCCATAAACACCAAACTAAATGGTcacacacacacacaACCATAAAATGGTcacacacaAACCCACACTAACTGGTCACACNCACATGCTAAATGGTCACAAacacacCCACACTAAATGGTcacacacacaNACCCACACNNANANANNcacacacacacaCNCACACTAAATGGTcacacacacacacacacacacacacacacacacacacacacacaCTAAATGGTCA

cons_gr1108_2 2 163 14 7 1 AC ACACACACACACAC NO 1 1 11 9 90 GATACACCCGCCCACATACACATCCTGTATACATTG GATACACCCGCCCACATACA CCCAATATATAATGTTTGTCTATCCCA 20 9 123 20 212 27 59,533 57,026 22,900 43,700 10,440,205 F 237 CTGTATACCTTGAAATacacacacacacacacacacacacacacacAGTATACATTggggggNacacacacacacATTGTATACATTGGTGTCGACACATATacacacacTGTGTACATTGGGATACACCCGCCCACATACACATCCTGTATACATTGGGATacacacacacacacTGTTTACATTGGGATAGACAAACATtatataTTGGGAGacacacacacTGTATACTTTGGG

cons_gr1108_2 2 163 14 7 1 AC ACACACACACACAC NO 0 0 11 9 91 GGATACACCCGCCCACATACACATCCTGTATACATT GGATACACCCGCCCACATAC CCCAATATATAATGTTTGTCTATCCCA 21 9 122 20 212 27 60,250 57,026 23,900 43,700 10,223,828 F 237 CTGTATACCTTGAAATacacacacacacacacacacacacacacacAGTATACATTggggggNacacacacacacATTGTATACATTGGTGTCGACACATATacacacacTGTGTACATTGGGATACACCCGCCCACATACACATCCTGTATACATTGGGATacacacacacacacTGTTTACATTGGGATAGACAAACATtatataTTGGGAGacacacacacTGTATACTTTGGG

cons_gr1108_2 2 163 14 7 1 AC ACACACACACACAC NO 0 0 19 0 99 cacacacTGTGTACATTGGGATACACCCGCCCACATA CACACACTGTGTACATTGGGA AATGTTTGTCTATCCCAATGTAAACA 38 0 104 21 202 26 58,155 57,584 43,700 28,300 11,260,896 F 237 CTGTATACCTTGAAATacacacacacacacacacacacacacacacAGTATACATTggggggNacacacacacacATTGTATACATTGGTGTCGACACATATacacacacTGTGTACATTGGGATACACCCGCCCACATACACATCCTGTATACATTGGGATacacacacacacacTGTTTACATTGGGATAGACAAACATtatataTTGGGAGacacacacacTGTATACTTTGGG

cons_gr159_2 2 195 14 7 1 AG TCTCTCTCTCTCTC NO 1 1 14 18 92 ACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtc ACTCTCCGTCTCTCTCCCTC AATTGGGAGGGAAAGATGGG 20 18 155 20 246 20 59,455 57,145 43,000 40,000 3,399,432 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 195 14 7 1 AG TCTCTCTCTCTCTC NO 0 0 14 18 93 ACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtc ACTCTCCGTCTCTCTCCCTC AAATTGGGAGGGAAAGATGGG 20 18 155 20 247 21 59,455 57,880 43,000 40,000 3,665,165 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 195 14 7 1 AG TCTCTCTCTCTCTC NO 0 0 14 18 94 ACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtc ACTCTCCGTCTCTCTCCCTC GAAATTGGGAGGGAAAGATGGG 20 18 155 20 248 22 59,455 58,966 43,000 40,000 3,578,606 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr30_2 2 67 14 7 1 AC TGTGTGTGTGTGTG NO 1 1 15‐May 0 92 CAGGTTGGCAGTGAACAGGTAGTAAGACCAAGCCTCAGGTTGGCAGTGAACAGGT CACAGACACACACAGACACC 38 0 9 20 100 20 60,466 58,710 40,000 41,600 1,756,392 F 216 GATTTAACCAGGTTGGCAGTGAACAGGTAGTAAGACCAAGCCTGGGTTAAGTGACATTGAGCTGATtgtgtgtgtgtgtgGGTGTCtgtgtgtgTCTGTGTNTGTGTNtgtgtgtgtgtgTNtgtgtgtgTNTGTGTNtgtgtgtgtgtgtgTNTNtgtgtgtgTNTGGGTNTNtgtgtgTNTNTGTNTCTGTGTNTGTNTNtgtgtgNNTGTGTC

cons_gr30_2 2 67 14 7 1 AC TGTGTGTGTGTGTG NO 0 0 15‐May 0 95 AACCAGGTTGGCAGTGAACAGGTAGTAAGACCAAGAACCAGGTTGGCAGTGAACA CACAGACACACACAGACACC 41 0 6 20 100 20 60,034 58,710 31,800 41,600 1,323,804 F 216 GATTTAACCAGGTTGGCAGTGAACAGGTAGTAAGACCAAGCCTGGGTTAAGTGACATTGAGCTGATtgtgtgtgtgtgtgGGTGTCtgtgtgtgTCTGTGTNTGTGTNtgtgtgtgtgtgTNtgtgtgtgTNTGTGTNtgtgtgtgtgtgtgTNTNtgtgtgtgTNTGGGTNTNtgtgtgTNTNTGTNTCTGTGTNTGTNTNtgtgtgNNTGTGTC

cons_gr30_2 2 67 14 7 1 AC TGTGTGTGTGTGTG NO 0 0 16‐May 0 96 AACCAGGTTGGCAGTGAACAGGTAGTAAGACCAAGAACCAGGTTGGCAGTGAACA ACACAGACACACACAGACACC 41 0 6 20 101 21 60,034 60,406 31,800 41,600 1,439,127 F 216 GATTTAACCAGGTTGGCAGTGAACAGGTAGTAAGACCAAGCCTGGGTTAAGTGACATTGAGCTGATtgtgtgtgtgtgtgGGTGTCtgtgtgtgTCTGTGTNTGTGTNtgtgtgtgtgtgTNtgtgtgtgTNTGTGTNtgtgtgtgtgtgtgTNTNtgtgtgtgTNTGGGTNTNtgtgtgTNTNTGTNTCTGTGTNTGTNTNtgtgtgNNTGTGTC

cons_gr343_3 3 254 14 7 1 AC ACACACACACACAC NO 1 1 5 19 107 GCAACTGGTATTTAAATTGACCGCAAACAATTTggg GCAACTGGTATTTAAATTGACCGC CTGTACCCTTTCCCTTATTATCTGT 19 25 211 24 317 25 59,439 57,862 56,800 34,100 11,699,267 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 254 14 7 1 AC ACACACACACACAC NO 0 0 5 19 108 GCAACTGGTATTTAAATTGACCGCAAACAATTTggg GCAACTGGTATTTAAATTGACCGC ACTGTACCCTTTCCCTTATTATCTG 19 26 211 24 318 25 59,439 57,862 56,800 29,000 11,699,267 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 254 14 7 1 AC ACACACACACACAC NO 0 0 6 19 108 GCAACTGGTATTTAAATTGACCGCAAACAATTTggg GCAACTGGTATTTAAATTGACCGC ACTGTACCCTTTCCCTTATTATCTGT 19 25 211 24 318 26 59,439 59,323 56,800 34,100 11,238,289 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr353_2 2 191 14 7 1 AG GAGAGAGAGAGAGA NO 0 1 14 11 132 GGCTTGGTGATCAGAGCTGAGGANGAgggggCNag GGCTTGGTGATCAGAGCTGA CCCTCTCTCGATCGTCCTCT 67 11 104 20 235 20 59,749 59,892 42,600 36,900 0.359185 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 191 14 7 1 AG GAGAGAGAGAGAGA NO 0 0 14 11 133 GGGCTTGGTGATCAGAGCTGAGGANGAgggggCNa GGGCTTGGTGATCAGAGCTG CCCTCTCTCGATCGTCCTCT 68 11 103 20 235 20 60,747 59,892 42,400 36,900 0.855114 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 191 14 7 1 AG GAGAGAGAGAGAGA NO 0 0 14 0 121 GGCTTGGTGATCAGAGCTGAGGANGAgggggCNag GGCTTGGTGATCAGAGCTGA TCGTCCTCTCTCTGTCTCCA 67 0 104 20 224 20 59,749 59,015 42,600 38,600 1,236,348 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 1 1 14 26 112 GCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCATG TCACACACTCTCGCACTCAC 26 32 39 20 150 20 60,111 59,969 40,600 35,100 0.141282 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 14 26 154 GCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCATG GGTGTGGAATCCATGGTCGA 26 74 39 20 192 20 60,111 59,748 40,600 42,000 0.362424 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 16.75 31 117 TGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGA TCACACACTCTCGCACTCAC 31 32 34 20 150 20 59,825 59,969 35,800 35,100 0.205390 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 16.75 31 159 TGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGA GGTGTGGAATCCATGGTCGA 31 74 34 20 192 20 59,825 59,748 35,800 42,000 0.426532 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 37 165 TGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGA GGTGTGGAATCCATGGTCGA 37 74 28 20 192 20 59,825 59,748 35,800 42,000 0.426532 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 37 190 TGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGA CCAGAAATGAGGGACTATCACACA 37 95 28 20 217 24 59,825 60,081 35,800 37,200 4,255,536 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 37 190 TGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGA CCAGAAATGAGGGACTATCACAC 37 96 28 20 217 23 59,825 58,554 35,800 38,200 4,620,988 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 33 161 AGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGAGTGT GGTGTGGAATCCATGGTCGA 33 74 32 20 192 20 59,824 59,748 35,500 42,000 0.427676 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 21 111 TGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGA GCACTCACAACGCTGACAC 37 21 28 20 138 19 59,825 59,723 35,800 36,700 1,451,461 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 18.75 0 91 TGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGA CACACACACTCACAACGCTG 37 0 28 20 118 20 59,825 59,973 35,800 51,800 0.201290 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 20 1 166 CTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTG GGTGTGGAATCCATGGTCGA 1 74 64 20 192 20 59,421 59,748 33,300 42,000 0.830599 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 20 1 167 CTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTG GGGTGTGGAATCCATGGTCG 1 75 64 20 193 20 59,421 60,748 33,300 47,900 1,326,689 B 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr369_3 3 85 14 7 1 AC GTGTGTGTGTGTGT GT_85_98 0 0 20 1 191 CTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTG CCAGAAATGAGGGACTATCACACA 1 95 64 20 217 24 59,421 60,081 33,300 37,200 4,659,602 F 370 TGTGAGTGACAGCATtgtgtgtgtgACTGTGAGTGACAGCGTTGTGAGTGTGAGCAtgtgtgACTGTGAGTGACAGCGTTGTGNgtgtgtgtgtgtgtCAGCGTTGTGAgtgtgtgtGAGTGTCAGCGTTGTGAGTGCGAGAgtgtgtGATTGTGAgtgtgtGAGAATGTGTTCGACCATGGATTCCACACCCtgtgtgATAGTCCCTCATTTCTGGGGTCCCCagagagTTCCTGCctctctctctctctctctctctctctctctctctctctGTCTGtctctctctctctctctgtgtgATtctctctctctctctctctctctcTGtctctctctctctctcTGTGATtctctctctctctctcTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 1 15 13 100 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA CTCTGACACTGCGTATCTGTG 13 14 129 21 228 21 59,854 58,476 37,200 36,600 3,669,979 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 0 15 13 101 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA ACTCTGACACTGCGTATCTGTG 13 14 129 21 229 22 59,854 60,095 37,200 36,600 3,240,953 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 0 15 13 101 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA ACTCTGACACTGCGTATCTGT 13 15 129 21 229 21 59,854 58,836 37,200 34,100 3,309,454 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 0 15 9 94 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA CACTGCGTATCTGTGTTGCT 13 9 129 21 222 20 59,854 58,567 37,200 39,100 2,578,459 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 0 15 8 94 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA CACTGCGTATCTGTGTTGCTC 13 8 129 21 222 21 59,854 59,609 37,200 42,600 2,537,429 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 163 31 7 2 AG AGAGAGAGAGAGAGACAGGGTGAGAGAGAGA NO 0 0 15 7 93 AGAGGGACAGAGACTGACACAAATACACTGTGACaAGAGGGACAGAGACTGACACA ACTGCGTATCTGTGTTGCTCT 13 7 129 21 221 21 59,854 59,726 37,200 40,900 2,419,551 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 1 13 23 167 TTCGAGAGGGAGGGACAGAGATTGATACAGCTACATTCGAGAGGGAGGGACAGAG ACTCTGACACTGCGTATCTGT 23 32 63 20 229 21 60,034 58,836 33,500 34,100 2,197,500 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 14 23 167 TTCGAGAGGGAGGGACAGAGATTGATACAGCTACATTCGAGAGGGAGGGACAGAG ACTCTGACACTGCGTATCTGTG 23 31 63 20 229 22 60,034 60,095 33,500 36,600 2,128,999 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 14 21 165 CGAGAGGGAGGGACAGAGATTGATACAGCTACAC CGAGAGGGAGGGACAGAGAT ACTCTGACACTGCGTATCTGTG 21 31 65 20 229 22 59,815 60,095 27,500 36,600 2,279,941 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 17 32 229 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA ACTCTGACACTGCGTATCTGT 82 32 1 23 229 21 57,271 58,836 34,100 34,100 7,892,147 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 17 31 228 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA CTCTGACACTGCGTATCTGTG 82 31 1 23 228 21 57,271 58,476 34,100 36,600 8,252,672 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 71 7 2 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 17 31 229 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA ACTCTGACACTGCGTATCTGTG 82 31 1 23 229 22 57,271 60,095 34,100 36,600 7,823,645 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 1 12 0 149 CGAGAGGGAGGGACAGAGATTGATACAGCTACAC CGAGAGGGAGGGACAGAGAT TCTGTGTTGCTCTCTCACCC 21 0 65 20 213 20 59,815 59,318 27,500 46,100 0.866666 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 12 0 151 TTCGAGAGGGAGGGACAGAGATTGATACAGCTACATTCGAGAGGGAGGGACAGAG TCTGTGTTGCTCTCTCACCC 23 0 63 20 213 20 60,034 59,318 33,500 46,100 0.715725 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 12 0 157 ATAGGGTTCGAGAGGGAGGGACAGAGATTGATAC ATAGGGTTCGAGAGGGAGGG TCTGTGTTGCTCTCTCACCC 29 0 57 20 213 20 59,811 59,318 43,000 46,100 0.870567 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 15 0 139 GGACAGAGATTGATACAGCTACACAGTAACGgagagGGACAGAGATTGATACAGCTACACA TCTGTGTTGCTCTCTCACCC 6 0 75 25 213 20 60,164 59,318 37,200 46,100 5,845,242 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 16 0 139 GGACAGAGATTGATACAGCTACACAGTAACGgagagGGACAGAGATTGATACAGCTACAC TCTGTGTTGCTCTCTCACCC 7 0 75 24 213 20 58,714 59,318 29,000 46,100 5,967,384 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 106 88 7 3 AG GAGAGAGAGACAGGGTGAGAGATAGAGGGACAG NO 0 0 17 0 137 ACAGAGATTGATACAGCTACACAGTAACGgagagag ACAGAGATTGATACAGCTACACAGT TCTGTGTTGCTCTCTCACCC 4 0 77 25 213 20 59,580 59,318 35,500 46,100 6,102,155 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 1 8 1 140 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA CCAATCTCAGGGTGCTCACT 1 75 3 20 142 20 57,912 59,383 31,000 34,100 2,705,517 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 0 8 1 141 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA TCCAATCTCAGGGTGCTCAC 1 76 3 20 143 20 57,912 59,385 31,000 35,100 2,703,435 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 0 8 0 140 AGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTAGTGAGTGGTGGTGAGAGAT TCCAATCTCAGGGTGCTCAC 0 76 4 20 143 20 57,683 59,385 27,500 35,100 2,932,702 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 0 14 1 129 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GTGCTCACTCACTCACCCTC 1 64 3 20 131 20 57,912 60,038 31,000 43,000 2,125,894 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 0 16 1 123 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA ACTCACTCACCCTCACCCAT 1 58 3 20 125 20 57,912 60,179 31,000 40,000 2,266,996 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 24 7 1.5 AG TGTGTGTGTGTCTCTCTCTCTCTC NO 0 0 16 1 127 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GCTCACTCACTCACCCTCAC 1 62 3 20 129 20 57,912 60,038 31,000 35,100 2,125,894 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 1 1 10 19 91 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC GTTTGTGAGTGCGTGTGTACC 19 19 6 18 96 21 60,734 60,004 45,700 33,400 3,738,637 F 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 0 0 Oct‐75 19 103 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC TTGTTTATGTGAGTTTGTGAGTGC 19 28 6 18 108 24 60,734 58,422 45,700 44,000 8,312,181 B 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 0 0 11 19 102 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC TGTTTATGTGAGTTTGTGAGTGC 19 28 6 18 107 23 60,734 57,831 45,700 44,000 7,902,872 B 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 0 0 12 19 94 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC TGAGTTTGTGAGTGCGTGTG 19 23 6 18 99 20 60,734 58,994 45,700 38,200 3,740,431 F 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 0 0 12 19 96 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC TGTGAGTTTGTGAGTGCGTG 19 25 6 18 101 20 60,734 58,994 45,700 53,400 3,740,431 F 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 14 7 1 AC CACACACACACACA NO 0 0 12 19 105 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC GTTTGTTTATGTGAGTTTGTGAGTGC 19 28 6 18 110 26 60,734 60,021 45,700 44,000 8,755,024 B 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 1 1 14 11 115 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA AGGGCTTCCAGGATCTGCTA 11 50 2 20 116 20 60,252 60,031 31,000 34,900 0.282537 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 0 0 14 11 135 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA TCCCGTTCTTTCGCTCTCAC 11 70 2 20 136 20 60,252 60,039 31,000 35,100 0.290358 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 0 0 14 11 138 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA CACTCCCGTTCTTTCGCTCT 11 73 2 20 139 20 60,252 60,038 31,000 40,900 0.289991 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 0 0 14 11 140 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA CTCACTCCCGTTCTTTCGCT 11 75 2 20 141 20 60,252 60,038 31,000 49,300 0.289991 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 0 0 14 11 141 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA TCTCACTCCCGTTCTTTCGC 11 76 2 20 142 20 60,252 60,039 31,000 47,000 0.290358 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 14 7 1 AG AGAGAGAGAGAGAG NO 0 0 14 11 151 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA TCTCTCTGGCTCTCACTCCC 11 86 2 20 152 20 60,252 60,034 31,000 43,000 0.285433 F 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr855_3 3 144 14 7 1 AC CACACACACACACA NO 1 1 9 13 90 CGCAGAGacacacacCCatatatGcacacacaCTCACACT CGCAGAGACACACACCCAT CTACCTTGTGAATGTGCACGC 23 13 102 19 191 21 60,005 60,136 40,000 53,400 2,140,532 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 144 14 7 1 AC CACACACACACACA NO 0 0 10 13 90 CGCAGAGacacacacCCatatatGcacacacaCTCACACT CGCAGAGACACACACCCATA CTACCTTGTGAATGTGCACGC 22 13 102 20 191 21 59,754 60,136 27,400 53,400 1,382,333 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 144 14 7 1 AC CACACACACACACA NO 0 0 10 11 93 CTCACGCGCAGAGacacacacCCatatatGcacacacaCT CTCACGCGCAGAGACACA CCTTGTGAATGTGCACGCAA 30 11 96 18 188 20 60,050 59,969 37,200 48,500 2,080,581 F 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 1 10 11 145 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCA CCTTGTGAATGTGCACGCAA 16 11 44 18 188 20 59,576 59,969 52,400 48,500 2,454,377 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 10 3 137 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCA ATGTGCACGCAAGAATGTGG 16 3 44 18 180 20 59,576 59,758 52,400 41,700 2,665,623 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 11 13 147 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCAG TACCTTGTGAATGTGCACGC 15 13 44 19 190 20 60,668 59,128 51,800 53,400 2,539,552 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 11 13 190 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACAA TACCTTGTGAATGTGCACGC 56 13 1 21 190 20 60,136 59,128 33,300 53,400 2,007,553 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 11 11 145 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCAG CCTTGTGAATGTGCACGCAA 15 11 44 19 188 20 60,668 59,969 51,800 48,500 1,698,334 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 11 3 137 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCAG ATGTGCACGCAAGAATGTGG 15 3 44 19 180 20 60,668 59,758 51,800 41,700 1,909,579 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 11 0 134 CCCACACCTGTACACGCAGacacacCCTCACTTGcacaCCCACACCTGTACACGCAG TGCACGCAAGAATGTGGGTA 15 0 44 19 177 20 60,668 60,251 51,800 36,900 1,918,341 D 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 12 13 190 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACA TACCTTGTGAATGTGCACGC 57 13 1 20 190 20 59,554 59,128 37,200 53,400 1,317,551 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 12 13 191 CGCCAATATTCGcacacacaAGCAATCTACATTCGcac CGCCAATATTCGCACACACA CTACCTTGTGAATGTGCACGC 57 13 1 20 191 21 59,554 60,136 37,200 53,400 1,581,801 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 12 11 161 TACATTCGcacacacaCCCACACCTGTACACGCAGacaTACATTCGCACACACACCCA CCTTGTGAATGTGCACGCAA 30 11 28 20 188 20 59,893 59,969 45,100 48,500 0.137398 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 12 3 133 CACCTGTACACGCAGacacacCCTCACTTGcacacacacCACCTGTACACGCAGACACA ATGTGCACGCAAGAATGTGG 10 3 48 20 180 20 60,249 59,758 37,200 41,700 0.491029 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 12 3 135 CACACCTGTACACGCAGacacacCCTCACTTGcacaca CACACCTGTACACGCAGACA ATGTGCACGCAAGAATGTGG 12 3 46 20 180 20 60,249 59,758 34,100 41,700 0.491029 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 14 11 151 cacacaCCCACACCTGTACACGCAGacacacCCTCACT CACACACCCACACCTGTACA CCTTGTGAATGTGCACGCAA 20 11 38 20 188 20 59,821 59,969 29,000 48,500 0.209737 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 14 11 153 cacacacaCCCACACCTGTACACGCAGacacacCCTCACCACACACACCCACACCTGTA CCTTGTGAATGTGCACGCAA 22 11 36 20 188 20 59,821 59,969 27,400 48,500 0.209737 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr855_3 3 78 80 7 2 AC CACACACACACCCACACACTCACGCGCAGAGACAC NO 0 0 14 0 139 acacaCCCACACCTGTACACGCAGacacacCCTCACTT ACACACCCACACCTGTACAC TGCACGCAAGAATGTGGGTA 19 0 39 20 177 20 59,821 60,251 29,000 36,900 0.429978 G 278 CGCCAATATTCGcacacacaAGCAATCTACATTCGcacacacaCCCACACCTGTACACGCAGacacacCCTCACTTGcacacacacaCCcacacaCTCACGCGCAGAGacacacacCCatatatGcacacacaCTCACACTTGcacacacacacacaTACCCACATTCTTGCGTGCACATTCACAAGGTAGAGacacacATACAAACCCATATTCAGacacacacacacacacacacacacacacacGcacacacaTGAacacacAGGTTTAACCTGT

cons_gr864_2 2 211 14 7 1 AC ACACACACACACAC NO 1 1 12 6 103 CGCAATcacacacaCCAACACNGGCACGCACAAGTGTCGCAATCACACACACCAACA GTGCGTGTTGGTGAGTTTGT 43 6 148 20 250 20 59,620 59,550 33,300 28,300 0.830208 F 289 GCACaaaaaaGCTCTATCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacacaAActctctATTTNTCTCTANctctctNTCTCTNTCTCACACNNNNNNNNNNATACGCAATcacacacaCCAACACNGGCACGCACAAGTGTAAATATGCGcacacaTACACAAGCATacacacacacacacGCACTCACAAACTCACCAACACGCACGcacacacacacacacacaGacacacATACAGAAACACA

cons_gr864_2 2 211 14 7 1 AC ACACACACACACAC NO 0 0 12 5 102 CGCAATcacacacaCCAACACNGGCACGCACAAGTGTCGCAATCACACACACCAACA TGCGTGTTGGTGAGTTTGTG 43 5 148 20 249 20 59,620 59,550 33,300 33,300 0.829809 F 289 GCACaaaaaaGCTCTATCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacacaAActctctATTTNTCTCTANctctctNTCTCTNTCTCACACNNNNNNNNNNATACGCAATcacacacaCCAACACNGGCACGCACAAGTGTAAATATGCGcacacaTACACAAGCATacacacacacacacGCACTCACAAACTCACCAACACGCACGcacacacacacacacacaGacacacATACAGAAACACA

cons_gr864_2 2 211 14 7 1 AC ACACACACACACAC NO 0 0 12 5 103 ACGCAATcacacacaCCAACACNGGCACGCACAAGTGACGCAATCACACACACCAAC TGCGTGTTGGTGAGTTTGTG 44 5 147 20 249 20 59,620 59,550 37,700 33,300 0.830164 F 289 GCACaaaaaaGCTCTATCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacacaAActctctATTTNTCTCTANctctctNTCTCTNTCTCACACNNNNNNNNNNATACGCAATcacacacaCCAACACNGGCACGCACAAGTGTAAATATGCGcacacaTACACAAGCATacacacacacacacGCACTCACAAACTCACCAACACGCACGcacacacacacacacacaGacacacATACAGAAACACA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 1 4 10 262 CACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT TACTACCTCAGAGCGCACAC 136 10 6 26 267 20 57,940 59,191 42,000 38,200 8,869,183 D 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 4 10 263 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT TACTACCTCAGAGCGCACAC 136 10 5 27 267 20 59,110 59,191 42,000 38,200 8,699,512 D 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 5 10 263 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCC TACTACCTCAGAGCGCACAC 137 10 5 26 267 20 57,945 59,191 39,700 38,200 8,864,664 D 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 14 9 139 CgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgt CGTGTGTGTCTGTGTGTGTA CTACCTCAGAGCGCACACG 21 9 127 20 265 19 58,084 60,515 29,000 44,900 3,431,040 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 15 10 142 GCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCt GCGTGTGTGTCTGTGTGTG TACTACCTCAGAGCGCACAC 23 10 126 19 267 20 59,652 59,191 38,200 38,200 2,157,635 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 15 10 143 TGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTC TGCGTGTGTGTCTGTGTGT TACTACCTCAGAGCGCACAC 24 10 125 19 267 20 60,079 59,191 37,200 38,200 1,888,859 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 15 10 145 TGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTGTGCGTGTGTGTCTGTGT TACTACCTCAGAGCGCACAC 26 10 123 19 267 20 60,079 59,191 37,200 38,200 1,888,859 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 18 9 131 tgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagaTGTGTGTGTAAGAGAGACGTGT TACTACCTCAGAGCGCACAC 9 10 137 22 267 20 59,314 59,191 44,900 38,200 3,495,790 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 168 70 7 2 AC TGTGTGTGTGAGAGAGAGAGACTTGTATGTGTGTGNO 0 0 18 7 129 tgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagaTGTGTGTAAGAGAGACGTGTGT TACTACCTCAGAGCGCACAC 7 10 139 22 267 20 59,314 59,191 37,200 38,200 3,495,790 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 1 1 8 17 139 GTGAGCTGACAGTGTGACANAGAGATAGAGGAAC GTGAGCTGACAGTGTGACA GGGTGTGAATGGTAGCCTGA 17 61 121 19 259 20 57,333 59,382 35,800 38,600 4,285,905 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 0 0 8 17 139 TGTGAGCTGACAGTGTGACANAGAGATAGAGGAA TGTGAGCTGACAGTGTGACA GGTGTGAATGGTAGCCTGAA 17 60 120 20 258 20 59,177 57,510 35,800 30,200 3,313,398 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 0 0 8 17 140 TGTGAGCTGACAGTGTGACANAGAGATAGAGGAA TGTGAGCTGACAGTGTGACA GGGTGTGAATGGTAGCCTGA 17 61 120 20 259 20 59,177 59,382 35,800 38,600 1,441,917 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 0 0 9 17 139 TGTGAGCTGACAGTGTGACANAGAGATAGAGGAA TGTGAGCTGACAGTGTGACA GGTGTGAATGGTAGCCTGAAA 17 59 120 20 258 21 59,177 58,210 35,800 26,900 3,613,893 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 0 0 10 17 159 TGTGAGCTGACAGTGTGACANAGAGATAGAGGAA TGTGAGCTGACAGTGTGACA GAGGTGGTCTGAAAGGTGGG 17 80 120 20 278 20 59,177 59,963 35,800 46,100 0.860334 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 157 22 7 1.5 AG AGAGAGAGAGAGAGACAGAGAG NO 0 0 10 17 160 TGTGAGCTGACAGTGTGACANAGAGATAGAGGAA TGTGAGCTGACAGTGTGACA GGAGGTGGTCTGAAAGGTGG 17 81 120 20 279 20 59,177 59,963 35,800 46,100 0.860334 F 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 1 17 26 126 CTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGCTGCATGTGTGTTGGTGAGTG ACACACATGCAGAGACTCACA 35 26 114 21 239 21 60,002 59,586 35,100 35,800 2,415,955 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 0 18 30 139 TGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgt TGGTGAGTGTCTGCATGTGT CCAACACACATGCAGAGACT 46 30 104 20 242 20 59,531 58,112 37,200 32,400 2,357,708 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 0 19 31 146 tgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTG TGTGTTGGTGAGTGTCTGCA CACCAACACACATGCAGAGAC 51 31 99 20 244 21 59,748 59,735 44,100 33,600 1,516,729 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 0 19 30 145 tgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTG TGTGTTGGTGAGTGTCTGCA ACCAACACACATGCAGAGACT 51 30 99 20 243 21 59,748 59,858 44,100 32,400 1,393,291 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 0 19 30 150 ATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGATGCGTGTGTTGGTGAGTGT ACCAACACACATGCAGAGACT 56 30 94 20 243 21 60,464 59,858 35,500 32,400 1,605,310 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 170 23 7 1.5 AC GTGTGTGTTTGTGTGTGTGTGTG NO 0 0 19 29 139 TGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgt TGGTGAGTGTCTGCATGTGT CCAACACACATGCAGAGACTC 46 29 104 20 242 21 59,531 59,197 37,200 33,600 2,272,453 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 1 1 13 13 165 GCCAGCACATGCACATTGTAATCAACCCTTCACcacaGCCAGCACATGCACATTGTA TTGTGCGTGTGTGGGTGTG 13 36 29 20 193 19 59,473 61,403 24,100 38,200 2,929,685 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 0 0 13 13 166 GCCAGCACATGCACATTGTAATCAACCCTTCACcacaGCCAGCACATGCACATTGTA GTTGTGCGTGTGTGGGTGT 13 37 29 20 194 19 59,473 61,403 24,100 41,600 2,930,491 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 0 0 14 37 193 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACACTCGCACATTGTTATCTACCCT TTGTGCGTGTGTGGGTGT 39 37 1 22 193 18 57,940 60,046 43,400 41,600 6,105,867 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 0 0 14 35 191 CGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCGCACATTGTTATCTACCCTTTCC TTGTGCGTGTGTGGGTGT 35 37 3 24 193 18 59,965 60,046 31,300 41,600 6,081,036 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 0 0 14 13 165 GCCAGCACATGCACATTGTAATCAACCCTTCACcacaGCCAGCACATGCACATTGTA TTGTGCGTGTGTGGGTGT 13 37 29 20 193 18 59,473 60,046 24,100 41,600 2,572,942 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:29417:62435 1 62 77 8 2 AC CACACACACAAACACACACACACACACAATGTAATCNA 0 0 16 34 190 GCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCGCACATTGTTATCTACCCTTTCCC TTGTGCGTGTGTGGGTGT 34 37 4 24 193 18 59,662 60,046 39,700 41,600 6,384,228 G 268 CTCGCACATTGTTATCTACCCTTTCCCCGCCAGCACATGCACATTGTAATCAACCCTTCACcacacacacaAacacacacacacacacAATGTAATCAACCTTCTCCTCAAGacacacacacacATacacacacacacAGTAATCAACCCATACCCCACCCTCAccccccTCCCCACACCcacacaCGCACAACCCCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacaGAGTAATTAACCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 1 1 10 22 200 CGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCT CGCTGCTTCCTCCCTCTATG GCAGGAAAGGGAGAGAGACA 114 22 46 20 245 20 59,967 58,729 22,300 34,100 1,304,135 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 11 22 201 CGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCT CGCTGCTTCCTCCCTCTATG AGCAGGAAAGGGAGAGAGACA 114 22 46 20 246 21 59,967 60,203 22,300 34,100 1,236,465 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 11 21 200 CGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCT CGCTGCTTCCTCCCTCTATG GCAGGAAAGGGAGAGAGACAG 114 21 46 20 245 21 59,967 59,793 22,300 35,100 1,240,077 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 12 22 130 TGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTT TGTCTTTCTGCCTCTCTGCC GCAGGAAAGGGAGAGAGACA 44 22 116 20 245 20 59,677 58,729 48,500 34,100 1,593,881 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 12 22 131 TGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTT TGTCTTTCTGCCTCTCTGCC AGCAGGAAAGGGAGAGAGACA 44 22 116 20 246 21 59,677 60,203 48,500 34,100 1,526,212 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 12 21 130 TGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTT TGTCTTTCTGCCTCTCTGCC GCAGGAAAGGGAGAGAGACAG 44 21 116 20 245 21 59,677 59,793 48,500 35,100 1,529,824 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 14 22 140 TGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGT TGTCTCTCTCTGTCTTTCTGCC GCAGGAAAGGGAGAGAGACA 52 22 106 22 245 20 59,439 58,729 48,500 34,100 3,831,449 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 14 22 141 TGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGT TGTCTCTCTCTGTCTTTCTGCC AGCAGGAAAGGGAGAGAGACA 52 22 106 22 246 21 59,439 60,203 48,500 34,100 3,763,780 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2118:13839:71946 1 180 24 8 1.5 AG TCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 14 21 140 TGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGT TGTCTCTCTCTGTCTTTCTGCC GCAGGAAAGGGAGAGAGACAG 52 21 106 22 245 21 59,439 59,793 48,500 35,100 3,767,392 F 279 CCTTTTGGcccccATCACCAGCTGCCACTcccccTGCTGATTTTACGCTGCTTCCTCCCTCTATGTATATCACTCTAtttttCTAACTCTGTTtctctcACGCTATGtctctctcTGTCTTTCTGCctctctGCCTCTATCTCTGTCTCCCTTTCACTCTTTCAGCAccccccTTTCAAtctctctctctctctcTGtctctcTGTATCACTTTCTTAAAGTATCTGtctctctcCCTTTCCTGCTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 1 1 4 24 180 GTTACAGCCGGAGAAGGTGATAGAGAAGGAAACA GTTACAGCCGGAGAAGGTGA CCACCACTCCATCCCGTTAA 75 24 36 20 215 20 59,393 59,384 40,200 20,100 1,222,974 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 4 24 181 AGTTACAGCCGGAGAAGGTGATAGAGAAGGAAAC AGTTACAGCCGGAGAAGGTG CCACCACTCCATCCCGTTAA 76 24 35 20 215 20 59,391 59,384 40,000 20,100 1,225,010 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 4 24 206 GGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGC GGCAAAGGATGAGGCAGGTA CCACCACTCCATCCCGTTAA 101 24 10 20 215 20 59,744 59,384 30,800 20,100 0.872261 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 5 3 111 AGGCAGAATGGGAGATAATGACTGGCagagagagag AGGCAGAATGGGAGATAATGACT CCACCACTCCATCCCGTTAA 3 24 105 23 215 20 59,021 59,384 34,100 20,100 4,595,717 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 5 1 109 GCAGAATGGGAGATAATGACTGGCagagagagagagaGCAGAATGGGAGATAATGACTGG CCACCACTCCATCCCGTTAA 1 24 107 23 215 20 58,929 59,384 40,000 20,100 4,687,086 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 5 0 108 CAGAATGGGAGATAATGACTGGCagagagagagagagCAGAATGGGAGATAATGACTGGC CCACCACTCCATCCCGTTAA 0 24 108 23 215 20 58,929 59,384 48,500 20,100 4,687,086 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 6 24 209 ACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTAC ACAGGCAAAGGATGAGGCAG CCACCACTCCATCCCGTTAA 104 24 7 20 215 20 60,323 59,384 48,500 20,100 0.939549 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 6 24 211 agACAGGCAAAGGATGAGGCAGGTAGAGAAAGTT AGACAGGCAAAGGATGAGGC CCACCACTCCATCCCGTTAA 106 24 5 20 215 20 60,035 59,384 47,000 20,100 0.651041 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 7 5 187 GGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGC GGCAAAGGATGAGGCAGGTA ATCTCTGGCACACTGTCTCC 101 5 10 20 196 20 59,744 59,099 30,800 37,100 1,157,014 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 7 5 190 ACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTAC ACAGGCAAAGGATGAGGCAG ATCTCTGGCACACTGTCTCC 104 5 7 20 196 20 60,323 59,099 48,500 37,100 1,224,302 B 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 7 5 192 agACAGGCAAAGGATGAGGCAGGTAGAGAAAGTT AGACAGGCAAAGGATGAGGC ATCTCTGGCACACTGTCTCC 106 5 5 20 196 20 60,035 59,099 47,000 37,100 0.935794 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 7 3 189 agACAGGCAAAGGATGAGGCAGGTAGAGAAAGTT AGACAGGCAAAGGATGAGGC TCTGGCACACTGTCTCCCT 106 3 5 20 193 19 60,035 60,152 47,000 42,000 1,186,918 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 8 2 189 agACAGGCAAAGGATGAGGCAGGTAGAGAAAGTT AGACAGGCAAAGGATGAGGC TCTGGCACACTGTCTCCCTC 106 2 5 20 193 20 60,035 61,188 47,000 43,000 1,222,889 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 10 22 129 ACCGTCATTgagagagaTAGGCAGAATGGGAGATAA ACCGTCATTGAGAGAGATAGGC CCACCACTCCATCCCGTTAA 22 24 87 22 215 20 59,374 59,384 39,300 20,100 3,242,160 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 11 21 128 CCGTCATTgagagagaTAGGCAGAATGGGAGATAAT CCGTCATTGAGAGAGATAGGCA CCACCACTCCATCCCGTTAA 21 24 88 22 215 20 59,375 59,384 47,500 20,100 3,241,684 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:17107:22581 1 131 41 8 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGGNA 0 0 11 5 109 CCGTCATTgagagagaTAGGCAGAATGGGAGATAAT CCGTCATTGAGAGAGATAGGCA ATCTCTGGCACACTGTCTCC 21 5 88 22 196 20 59,375 59,099 47,500 37,100 3,526,437 F 247 agagagACAGGCAAAGGATGAGGCAGGTAGAGAAAGTTACAGCCGGAGAAGGTGATAGAGAAGGAAACAGTCAGATAGTGAATGAGACCGTCATTgagagagaTAGGCAGAATGGGAGATAATGACTGGCagagagagagagagagAAagagagagagagagGgagagagaGCGAGGGAGACAGTGTGCCAGAGATTAACGGGATGGAGTGGTGGCagagagagagagagagagagagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 114 8 4 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 0 1 18 4 200 CGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAACGCTATTTCACGCTCGGGT GAGTAACACACTGGGCAGGA 43 4 8 19 207 20 60,519 59,315 52,800 38,600 2,203,669 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 114 8 4 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 0 0 18 4 200 CGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAACGCTATTTCACGCTCGGGTG GAGTAACACACTGGGCAGGA 42 4 8 20 207 20 61,753 59,315 46,100 38,600 2,437,598 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:7090:42147 1 70 114 8 4 AC TGTGTGTGTGTGTAAATCCTGCCCAGTGTGTTAGTGNA 0 0 18 4 207 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCCATCCCGCGCTATTTCACG GAGTAACACACTGGGCAGGA 50 4 1 19 207 20 59,435 59,315 43,500 38,600 2,249,719 G 239 CATCCCGCGCTATTTCACGCTCGGGTGCGTGCCTGCACGCCAAGCAGAAAATCCTGCCCAATGTGTTACtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTAgtgtgtgtgtAAATCCTGCCCAgtgtgtTACtgtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTtgtgtgtgtgtgtgTAAATCCTGCCCAgtgtgtTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 1 19 11 96 GTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgGTCAATGTGAGTGTGTTGCCC GAGGAGAGAGCAACACACACA 11 27 2 21 97 21 60,001 59,931 53,600 37,200 2,070,581 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 19 8 92 ATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgATGTGAGTGTGTTGCCCTCT GAGGAGAGAGCAACACACACA 8 27 6 20 97 21 59,233 59,931 36,900 37,200 1,836,579 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 20 ‐8 91 ATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgATGTGAGTGTGTTGCCCTCT AGGAGAGAGCAACACACACA 8 ‐8 6 20 61 20 59,233 58,877 36,900 37,200 1,890,452 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 1 15 0 97 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC AAGCAAGCCAGAGGAGAGGA 0 9 1 21 97 20 59,156 60,546 43,000 37,100 2,390,118 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 98 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC GAAGCAAGCCAGAGGAGAGG 0 10 1 21 98 20 59,156 60,108 43,000 36,900 1,951,603 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 100 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC GTGAAGCAAGCCAGAGGAGA 0 12 1 21 100 20 59,156 59,677 43,000 37,100 2,166,826 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 141 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC GAAAGCGAGAGAGCGAGGAA 0 53 1 21 141 20 59,156 59,829 43,000 33,600 2,015,306 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 149 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC ACACAACGGAAAGCGAGAGA 0 61 1 21 149 20 59,156 59,612 43,000 31,000 2,231,781 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 47 8 2 AG CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 151 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC ACACACAACGGAAAGCGAGA 0 63 1 21 151 20 59,156 60,179 43,000 40,400 2,022,946 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:6888:32303 1 87 51 8 2 AG CTCTCTCTCTCCCTCTCTCTCTCTCACATTTTCCATCT NA 1 1 11 1 116 ACTcacacacaCCCACACGCACCctctctctCACACCctct ACTCACACACACCCACACG TGTATGAGACAATGTAGAACAATACTC 18 1 50 19 165 27 60,153 57,197 44,900 25,900 10,956,764 G 167 TCACCCTCctctctctctctctctctctctctctctctctctctctCACACTcacacacaCCCACACGCACCctctctctCACACCctctctctctCCctctctctctctCACATTTTCCAtctctctctctctctcAGAGTATTGTTCTACATTGTCTCATACATT

ST‐E00142:460:H2K7HCCXY:6:2120:6888:32303 1 87 51 8 2 AG CTCTCTCTCTCCCTCTCTCTCTCTCACATTTTCCATCT NA 0 0 12 1 118 ACACTcacacacaCCCACACGCACCctctctctCACACCc ACACTCACACACACCCACAC TGTATGAGACAATGTAGAACAATACTC 19 1 48 20 165 27 60,392 57,197 38,200 25,900 10,195,776 G 167 TCACCCTCctctctctctctctctctctctctctctctctctctctCACACTcacacacaCCCACACGCACCctctctctCACACCctctctctctCCctctctctctctCACATTTTCCAtctctctctctctctcAGAGTATTGTTCTACATTGTCTCATACATT

ST‐E00142:460:H2K7HCCXY:6:2120:6888:32303 1 87 51 8 2 AG CTCTCTCTCTCCCTCTCTCTCTCTCACATTTTCCATCT NA 0 0 12 1 119 CACACTcacacacaCCCACACGCACCctctctctCACACC CACACTCACACACACCCACA TGTATGAGACAATGTAGAACAATACTC 20 1 47 20 165 27 60,392 57,197 41,700 25,900 10,195,642 G 167 TCACCCTCctctctctctctctctctctctctctctctctctctctCACACTcacacacaCCCACACGCACCctctctctCACACCctctctctctCCctctctctctctCACATTTTCCAtctctctctctctctcAGAGTATTGTTCTACATTGTCTCATACATT

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 1 1 14 2 143 GacacacTGTTCCATTTGCACAGAGACagagagagATGGACACACTGTTCCATTTGCACA ATGGGACTATGTGCCTCTGC 41 2 2 22 144 20 59,901 59,528 45,700 42,600 2,570,551 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 0 0 14 2 144 TGacacacTGTTCCATTTGCACAGAGACagagagagAT TGACACACTGTTCCATTTGCAC ATGGGACTATGTGCCTCTGC 42 2 1 22 144 20 59,901 59,528 45,700 42,600 2,570,551 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 0 0 15 2 112 agagATGCACAGTcacacaCTGTCCCATTTACagagagaAGAGATGCACAGTCACACACT ATGGGACTATGTGCCTCTGC 11 2 33 21 144 20 59,309 59,528 35,500 42,600 2,162,510 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 0 0 15 2 142 acacacTGTTCCATTTGCACAGAGACagagagagATGC ACACACTGTTCCATTTGCACA ATGGGACTATGTGCCTCTGC 41 2 3 21 144 20 58,901 59,528 45,700 42,600 2,570,231 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 0 0 17 2 114 agagagATGCACAGTcacacaCTGTCCCATTTACagagaAGAGAGATGCACAGTCACACA ATGGGACTATGTGCCTCTGC 13 2 31 21 144 20 59,034 59,528 37,200 42,600 2,437,971 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2121:2869:14512 1 65 58 8 2 AG AGAGAGAGAGAGACACACAGTGATAAACTGTCCCANA 0 0 18 2 115 gagagagATGCACAGTcacacaCTGTCCCATTTACagagGAGAGAGATGCACAGTCACACA ATGGGACTATGTGCCTCTGC 13 2 30 22 144 20 60,030 59,528 37,200 42,600 2,501,177 G 199 TGacacacTGTTCCATTTGCACAGAGACagagagagATGCACAGTcacacaCTGTCCCATTTACagagagagagagacacacAGTGATAAACTGTCCCATTTATACagagagagagagagagACGCAGAGGCACATAGTCCCATATACagagagagagagagagagagagagagagagagagagACGCACAGTGACACA

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 40 8 2 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 1 8 0 95 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT GCCACACACACGCAACTAGT 0 17 95 18 189 20 60,516 61,158 33,200 25,700 3,673,861 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 40 8 2 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 0 8 0 95 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT GCCACACACACGCAACTAGTA 0 16 95 18 189 21 60,516 60,871 33,200 18,200 4,386,571 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 40 8 2 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 0 9 0 95 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT GCCACACACACGCAACTAG 0 18 95 18 189 19 60,516 59,431 33,200 25,700 4,085,484 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 117 8 3 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 1 8 0 161 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT CACATTCATTATTCTCCCTCTCCA 0 2 95 18 255 24 60,516 58,066 33,200 38,600 8,449,608 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 117 8 3 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 0 8 0 162 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT TCACATTCATTATTCTCCCTCTCCA 0 2 95 18 256 25 60,516 59,333 33,200 38,600 8,183,163 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:10612:70258 1 113 117 8 3 AC TGTGTGTGTGCCTGCATGTGCGTATGTGTGTGTGTGNA 0 0 8 0 162 CCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGCCTGCGTGTGTGGGTGTT TCACATTCATTATTCTCCCTCTCCAA 0 1 95 18 256 26 60,516 59,841 33,200 35,300 8,674,510 G 269 CAAAATAAGAAGTCAAACAAGTATtgtgtgtgtgtatatatgtgtgCTtgtgtgGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtGGGTGTTtgtgtgtgtgCCTGCATGTGCGTAtgtgtgtgtgtgtgtgCATACGtttttGTGCATACTAGTTGCgtgtgtgtGGCtgtgtgtgtgtgTCtgtgtgtgtgtgCAtgtgtgtgtgtgTTTGGAGAGGGAGAATAATGAATGTGATCTTCCCCACCTT

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 172 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 1 17 0 94 GCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGCGTGAGTCTGAGCGTGAA ACCCATATTCACACTCACTCACA 0 36 153 19 246 23 60,372 59,417 31,800 35,800 4,954,404 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 172 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 19 0 100 GCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGCGTGAGTCTGAGCGTGAA ACACTCACCCATATTCACACTCA 0 42 153 19 252 23 60,372 59,417 31,800 34,100 4,954,404 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 172 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 19 0 102 GCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGCGTGAGTCTGAGCGTGAA TCACACTCACCCATATTCACACT 0 44 153 19 254 23 60,372 59,417 31,800 35,500 4,954,404 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 1 15 2 119 TTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTGA CTCTCAAGGATCACTCACGGG 60 2 81 20 199 21 60,761 59,864 30,200 52,800 1,897,239 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 15 2 120 GTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTG CTCTCAAGGATCACTCACGGG 61 2 80 20 199 21 60,603 59,864 36,100 52,800 1,738,820 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 16 2 119 GTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTG TCTCAAGGATCACTCACGGG 61 2 80 20 198 20 60,603 58,814 36,100 52,800 1,789,105 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 17 23 142 TTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTGA CAGGATCACTCACCAGGATTTCT 60 23 81 20 222 23 60,761 59,800 30,200 25,200 3,960,831 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 17 23 143 GTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTG CAGGATCACTCACCAGGATTTCT 61 23 80 20 222 23 60,603 59,800 36,100 25,200 3,802,413 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 161 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 19 21 141 GTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGTTCCGGTGAGTGACCCTTG GGATCACTCACCAGGATTTCTCT 61 21 80 20 220 23 60,603 59,546 36,100 31,000 4,056,987 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 63 8 2 AC CACACACACACACACACGCACACACACACACACAATNA 0 1 18 5 115 TCACACGcacacaCTCAGACAGAGGGTcacacacacac TCACACGCACACACTCAGAC GGTGTGTGAGTGTGGTCCTC 7 5 38 20 152 20 60,528 60,250 35,100 37,100 0.777511 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 63 8 2 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 5 116 GTCACACGcacacaCTCAGACAGAGGGTcacacacaca GTCACACGCACACACTCAGA GGTGTGTGAGTGTGGTCCTC 8 5 37 20 152 20 60,528 60,250 32,700 37,100 0.777511 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 63 8 2 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 4 112 CACGcacacaCTCAGACAGAGGGTcacacacacacacac CACGCACACACTCAGACAGA GGTGTGTGAGTGTGGTCCTC 4 5 41 20 152 20 60,249 60,250 34,100 37,100 0.498942 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 1 1 8 40 187 GCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGT GCGTTTCTCTGCCTCTGACT TCGAGCGACAAGGAAAGAGA 91 40 80 20 266 20 60,038 58,755 34,100 31,000 1,282,606 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 8 40 195 tctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCAT TCTCTCTCGCGTTTCTCTGC TCGAGCGACAAGGAAAGAGA 99 40 72 20 266 20 59,831 58,755 42,600 31,000 1,414,046 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 9 39 187 GCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGT GCGTTTCTCTGCCTCTGACT TCGAGCGACAAGGAAAGAGAG 91 39 80 20 266 21 60,038 59,800 34,100 32,000 1,238,042 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 9 39 195 tctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCAT TCTCTCTCGCGTTTCTCTGC TCGAGCGACAAGGAAAGAGAG 99 39 72 20 266 21 59,831 59,800 42,600 32,000 1,369,482 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 11 38 186 GCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGT GCGTTTCTCTGCCTCTGACT CGAGCGACAAGGAAAGAGAGA 91 38 80 20 265 21 60,038 59,800 34,100 31,000 1,238,042 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 11 38 194 tctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCAT TCTCTCTCGCGTTTCTCTGC CGAGCGACAAGGAAAGAGAGA 99 38 72 20 265 21 59,831 59,800 42,600 31,000 1,369,482 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 15 6 134 ACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTC ACGTGTGTGCATCTCTGTCT AGGGAGAGAGACAGAGAGAGT 71 6 100 20 233 21 59,324 58,438 34,100 32,400 3,238,480 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 16 5 134 ACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTC ACGTGTGTGCATCTCTGTCT AGGGAGAGAGACAGAGAGAGTG 71 5 100 20 233 22 59,324 59,760 34,100 35,100 2,915,839 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2123:5193:24831 1 191 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 16 4 133 ACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTC ACGTGTGTGCATCTCTGTCT GGGAGAGAGACAGAGAGAGTGA 71 4 100 20 232 22 59,324 59,761 34,100 34,100 2,914,830 F 267 CtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATATGTGTCGGTGGGTCTCTATCActctctctCGCGTTTCTCTGCCTCTGACTACgtgtgtGCATCTCTGTCTGTCTTTCCCTCTATTTCTCTTTGtctctctcCCCCTCTCACACGTTCTCTATGTTTGTCTGTTTCCCTCTTtctctctctctctctcCCTCTCActctctctGtctctctcCCTATATCTCTTtctctctcTTTCCTTGTCGCTCGAT

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 1 1 14 5 136 GCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctc GCTGATCCTCGCTGTCATGT AAGAGAAAGAGATGGACATGGACA 5 44 42 20 177 24 60,179 59,466 32,100 40,200 4,712,796 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 18 148 CACACTCTTGCACGCTGATCCTCGCTGTCATGTTGT CACACTCTTGCACGCTGATC AGAGAAAGAGATGGACATGGACA 18 44 29 20 176 23 59,558 58,900 29,200 40,200 4,541,166 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 16 146 CACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTt CACTCTTGCACGCTGATCCT AGAGAAAGAGATGGACATGGACA 16 44 31 20 176 23 60,391 58,900 32,400 40,200 4,490,499 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 15 145 ACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtc ACTCTTGCACGCTGATCCTC AGAGAAAGAGATGGACATGGACA 15 44 32 20 176 23 60,108 58,900 37,100 40,200 4,208,057 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 5 135 GCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctc GCTGATCCTCGCTGTCATGT AGAGAAAGAGATGGACATGGACA 5 44 42 20 176 23 60,179 58,900 32,100 40,200 4,278,722 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 43 8 2 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 16 5 134 GCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctc GCTGATCCTCGCTGTCATGT GAGAAAGAGATGGACATGGACA 5 44 42 20 175 22 60,179 57,522 32,100 40,200 4,657,295 D 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 1 16 1 140 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC GCACAGGCAGAGTCAATACA 1 55 1 19 140 20 60,813 57,901 48,500 22,900 3,912,063 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 16 0 139 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCCC GCACAGGCAGAGTCAATACA 0 55 2 19 140 20 60,813 57,901 53,600 22,900 3,912,063 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 17 1 140 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC GCACAGGCAGAGTCAATACAC 1 54 1 19 140 21 60,813 59,266 48,500 29,000 3,547,386 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 17 0 138 TGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGTGTGCATCGACTCTGCCC GCACAGGCAGAGTCAATACAC 0 54 3 18 140 21 59,734 59,266 53,600 29,000 4,000,204 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 17 0 139 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCCC GCACAGGCAGAGTCAATACAC 0 54 2 19 140 21 60,813 59,266 53,600 29,000 3,547,386 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 45 8 2 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 18 1 140 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC GCACAGGCAGAGTCAATACACA 1 53 1 19 140 22 60,813 60,872 48,500 37,200 4,684,558 D 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 1 8 0 101 ACAGCAGATTCTGAAACCGCgagagagagagaGTGAT ACAGCAGATTCTGAAACCGC AGTTCCTTCATCTGCTGGCT 0 2 77 20 177 20 58,840 59,010 56,800 47,500 2,150,511 D 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 9 0 101 GACAGCAGATTCTGAAACCGCgagagagagagaGTGAGACAGCAGATTCTGAAACCGC GTTCCTTCATCTGCTGGCTCT 0 0 76 21 176 21 59,871 60,066 56,800 40,900 2,195,001 D 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 9 0 102 GACAGCAGATTCTGAAACCGCgagagagagagaGTGAGACAGCAGATTCTGAAACCGC AGTTCCTTCATCTGCTGGCT 0 2 76 21 177 20 59,871 59,010 56,800 47,500 2,119,811 D 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 12 2 171 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG AGTTCCTTCATCTGCTGGCT 70 2 7 20 177 20 59,754 59,010 50,300 47,500 1,236,460 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 12 1 171 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG AGTTCCTTCATCTGCTGGCTC 70 1 7 20 177 21 59,754 60,066 50,300 47,000 1,311,650 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 59 8 2 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 12 0 170 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG GTTCCTTCATCTGCTGGCTCT 70 0 7 20 176 21 59,754 60,066 50,300 40,900 1,311,650 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 1 1 9 25 186 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC CAGGAGTGAAGCCGGAGAC 25 85 52 21 237 19 57,247 59,783 34,600 33,600 4,970,004 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 9 25 188 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC AACAGGAGTGAAGCCGGAGA 25 86 52 21 239 20 57,247 60,832 34,600 37,100 4,585,429 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 9 25 189 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC CAACAGGAGTGAAGCCGGAG 25 87 52 21 240 20 57,247 60,672 34,600 46,300 4,425,075 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 9 25 202 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC GAGTGCTCCGACTCAACAGG 25 100 52 21 253 20 57,247 60,389 34,600 40,000 4,142,461 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 9 25 203 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC AGAGTGCTCCGACTCAACAG 25 101 52 21 254 20 57,247 59,399 34,600 31,600 4,353,851 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 9 25 204 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC GAGAGTGCTCCGACTCAACA 25 102 52 21 255 20 57,247 59,401 34,600 33,300 4,351,856 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 14 129 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC AGGGACAGGCATCATGAGTT 14 39 64 20 192 20 59,663 58,707 44,600 30,100 1,629,799 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 14 130 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC TAGGGACAGGCATCATGAGT 14 40 64 20 193 20 59,663 57,819 44,600 34,100 2,517,683 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 14 169 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC GTGAAGCCGGAGACAGAGAG 14 79 64 20 232 20 59,663 59,828 44,600 32,000 0.509089 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 14 190 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC GAGTGCTCCGACTCAACAGG 14 100 64 20 253 20 59,663 60,389 44,600 40,000 0.725903 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 14 192 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC GAGAGTGCTCCGACTCAACA 14 102 64 20 255 20 59,663 59,401 44,600 33,300 0.935299 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 13 128 CTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctct CTCCCTTCCTCTCTGTCCCT AGGGACAGGCATCATGAGTT 13 39 65 20 192 20 59,662 58,707 42,000 30,100 1,631,182 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 12 13 191 CTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctct CTCCCTTCCTCTCTGTCCCT GAGAGTGCTCCGACTCAACA 13 102 65 20 255 20 59,662 59,401 42,000 33,300 0.936682 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 16 14 155 TCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctcTCTCCCTTCCTCTCTGTCCC AGAGAGCGAGAGAGCGAGAA 14 65 64 20 218 20 59,663 60,108 44,600 28,700 0.444634 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 16 13 154 CTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctct CTCCCTTCCTCTCTGTCCCT AGAGAGCGAGAGAGCGAGAA 13 65 65 20 218 20 59,662 60,108 42,000 28,700 0.446017 F 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 16 4 108 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC ACAGAGGCAAACATGAAACAGA 25 4 52 21 159 22 57,247 58,445 34,600 34,100 7,308,229 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 17 3 108 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC ACAGAGGCAAACATGAAACAGAG 25 3 52 21 159 23 57,247 59,433 34,600 33,500 7,320,458 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2202:17046:50990 1 98 36 8 1.5 AG TCTCTCTCTCTTTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 17 2 107 TGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCT TGTTTGTCTCTGTCTCCCTTC CAGAGGCAAACATGAAACAGAGA 25 2 52 21 158 23 57,247 59,183 34,600 31,000 7,570,379 B 255 TGGCCCTATATCTTTCACTTtctctctctctctctctctctctctctctcATGTTTGTCTCTGTCTCCCTTCctctctGTCCCTATATCTTTTATTAtctctctctcTTtctctctctctctctcTTtctctcTTTCTCTGTTTCATGTTTGCCTCTGTATCTTCctctctTAACTCATGATGCCTGTCCCTATACCTTTCTCGctctctCGctctctGTCTCCGGCTTCACTCCTGTTGAGTCGGAGCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 16 8 1 AG TCTCTCTCTCTCTCTC NA 1 1 8 5 91 GCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACT GCTCTGTTTCGCTACCTTCCT CAAGAGGCCGACTGAGACAG 29 5 21 21 111 20 60,067 60,109 33,600 35,100 1,175,685 B 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 9 5 99 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT CAAGAGGCCGACTGAGACAG 37 5 13 21 111 20 59,999 60,109 49,300 35,100 1,110,191 B 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 10 3 97 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT AGAGGCCGACTGAGACAGAA 37 3 13 21 109 20 59,999 60,251 49,300 30,200 1,252,679 B 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 1 6 30 190 TGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACAC TGCTCTGTTTCGCTACCTTCC TGAGACAGGCGGGCAAAC 30 59 20 21 209 18 60,338 60,281 34,600 29,300 3,619,306 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 8 29 161 GCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACT GCTCTGTTTCGCTACCTTCCT GCAAAGGGAAACACAGAGGG 29 29 21 21 181 20 60,067 59,038 33,600 43,000 2,028,541 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 37 196 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT GAGACAGGCGGGCAAACA 37 58 13 21 208 18 59,999 60,281 49,300 28,300 3,282,777 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 37 197 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT TGAGACAGGCGGGCAAAC 37 59 13 21 209 18 59,999 60,281 49,300 29,300 3,282,777 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 29 169 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT GCAAAGGGAAACACAGAGGG 37 29 13 21 181 20 59,999 59,038 49,300 43,000 1,963,047 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 10 9 138 CCTCTATGTCTCCAACACTCTGCctctctAATtctctctct CCTCTATGTCTCCAACACTCTGC GGGAAACACAGAGGGACAGA 9 24 39 23 176 20 60,430 58,943 42,600 34,100 4,486,758 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 10 9 139 CCTCTATGTCTCCAACACTCTGCctctctAATtctctctct CCTCTATGTCTCCAACACTCTGC AGGGAAACACAGAGGGACAG 9 25 39 23 177 20 60,430 58,940 42,600 35,100 4,490,011 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 11 23 164 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT GGGAAACACAGAGGGACAGAG 37 23 13 21 176 21 59,999 59,997 49,300 33,500 2,003,838 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 62 8 2 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 11 9 138 CCTCTATGTCTCCAACACTCTGCctctctAATtctctctct CCTCTATGTCTCCAACACTCTGC GGGAAACACAGAGGGACAGAG 9 23 39 23 176 21 60,430 59,997 42,600 33,500 4,432,642 D 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 119 33 8 2 AG TCTCTCTCTCTCTCCGCCTCTCTCTCTCTCTCT NA 0 1 9 7 110 CTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCTGTCTCAGTCGGCCTCTTG GCGGGCAAACAGAGAGAGAA 7 30 92 20 201 20 60,109 60,321 30,200 28,700 0.429668 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 119 33 8 2 AG TCTCTCTCTCTCTCCGCCTCTCTCTCTCTCTCT NA 0 0 10 9 112 TTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctct TTCTGTCTCAGTCGGCCTCT GCGGGCAAACAGAGAGAGAA 9 30 90 20 201 20 60,251 60,321 36,900 28,700 0.572156 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 119 33 8 2 AG TCTCTCTCTCTCTCCGCCTCTCTCTCTCTCTCT NA 0 0 10 8 111 TCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctc TCTGTCTCAGTCGGCCTCTT GCGGGCAAACAGAGAGAGAA 8 30 91 20 201 20 60,251 60,321 28,500 28,700 0.572156 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 1 8 6 137 TGTCTCCAACACTCTGCctctctAATtctctctctctctctcT TGTCTCCAACACTCTGCCTC GCAAAGGGAAACACAGAGGG 6 10 45 20 181 20 59,318 59,038 47,000 43,000 1,643,487 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 32 190 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT GGCGGGCAAACAGAGAGAG 37 32 13 21 202 19 59,999 60,743 49,300 32,000 2,744,545 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 30 189 TCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCT TCACTCATGCTCTGTTTCGCT GCGGGCAAACAGAGAGAGAA 37 30 13 21 201 20 59,999 60,321 49,300 28,700 1,322,064 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 30 190 CTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTC CTCACTCATGCTCTGTTTCGC GCGGGCAAACAGAGAGAGAA 38 30 12 21 201 20 59,607 60,321 47,000 28,700 1,713,623 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 6 157 TGTCTCCAACACTCTGCctctctAATtctctctctctctctcT TGTCTCCAACACTCTGCCTC GCGGGCAAACAGAGAGAGAA 6 30 45 20 201 20 59,318 60,321 47,000 28,700 1,002,504 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 9 5 156 GTCTCCAACACTCTGCctctctAATtctctctctctctctcTG GTCTCCAACACTCTGCCTCT GCGGGCAAACAGAGAGAGAA 5 30 46 20 201 20 59,027 60,321 36,900 28,700 1,293,653 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 10 31 190 CTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTC CTCACTCATGCTCTGTTTCGC GCGGGCAAACAGAGAGAGA 38 31 12 21 201 19 59,607 59,707 47,000 31,000 2,686,351 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 10 5 132 TGTCTCCAACACTCTGCctctctAATtctctctctctctctcT TGTCTCCAACACTCTGCCTC GGGAAACACAGAGGGACAGA 6 5 45 20 176 20 59,318 58,943 47,000 34,100 1,738,393 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2203:3244:71383 1 71 81 8 3 AG TCTCTCTCTCTCTCTCTGATTCTGTCTCAGTCGGCCT NA 0 0 11 4 132 TGTCTCCAACACTCTGCctctctAATtctctctctctctctcT TGTCTCCAACACTCTGCCTC GGGAAACACAGAGGGACAGAG 6 4 45 20 176 21 59,318 59,997 47,000 33,500 1,684,277 G 273 ATTATTTGTATCTCACTCATGCTCTGTTTCGCTACCTTCCTCTATGTCTCCAACACTCTGCctctctAATtctctctctctctctcTGATTCTGTCTCAGTCGGCCTCTTGCCCTATGtctctctctctctcCGCctctctctctctctctTTGTCTCTGTCCCTCTGTGTTTCCCTTTGCTtctctctcTGTTTGCCCGCCTGTCTCAcccccctctctctctctctctctctctctctctctctctctctctctctCCctctctTTccccc

ST‐E00142:460:H2K7HCCXY:6:2204:15544:41497 1 132 16 8 1 AC CACACACACACACACA NA 1 1 13 11 90 ACGCTGAAACTCACACCCATCcacacaTTCACGCACT ACGCTGAAACTCACACCCAT GTGTGTGTGGGTGAGGGAG 24 11 88 20 177 19 59,891 59,929 40,000 43,000 1,180,055 F 255 GGGCCGAACATGCAAacacacAAacacacacacacacacacacacacacacacacacacacacacccccccacacacTCTGACATACACGCTGAAACTCACACCCATCcacacaTTCACGCACTTTCACGGcacacacacacacacaCCCTAcccccTCTCCCTCACCcacacacaccccccccccccccacacacacacacccccTGcccccTCTcacacacacacacacaCTGcccccTCTCTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:15544:41497 1 132 16 8 1 AC CACACACACACACACA NA 0 0 13 11 91 CACGCTGAAACTCACACCCATCcacacaTTCACGCAC CACGCTGAAACTCACACCCA GTGTGTGTGGGTGAGGGAG 25 11 87 20 177 19 60,814 59,929 45,100 43,000 1,885,080 F 255 GGGCCGAACATGCAAacacacAAacacacacacacacacacacacacacacacacacacacacacccccccacacacTCTGACATACACGCTGAAACTCACACCCATCcacacaTTCACGCACTTTCACGGcacacacacacacacaCCCTAcccccTCTCCCTCACCcacacacaccccccccccccccacacacacacacccccTGcccccTCTcacacacacacacacaCTGcccccTCTCTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:15544:41497 1 132 16 8 1 AC CACACACACACACACA NA 0 0 14 10 90 ACGCTGAAACTCACACCCATCcacacaTTCACGCACT ACGCTGAAACTCACACCCAT GTGTGTGTGGGTGAGGGAGA 24 10 88 20 177 20 59,891 61,408 40,000 37,100 1,516,241 F 255 GGGCCGAACATGCAAacacacAAacacacacacacacacacacacacacacacacacacacacacccccccacacacTCTGACATACACGCTGAAACTCACACCCATCcacacaTTCACGCACTTTCACGGcacacacacacacacaCCCTAcccccTCTCCCTCACCcacacacaccccccccccccccacacacacacacccccTGcccccTCTcacacacacacacacaCTGcccccTCTCTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 1 6 33 128 CAGCCACATGCACACTTCACGTACACatatatGCAGA CAGCCACATGCACACTTCAC GTGTGTTTCGGTGGTTGTCG 33 39 81 20 208 20 60,040 59,973 31,800 43,500 0.066861 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 0 6 30 118 CAGCCACATGCACACTTCACGTACACatatatGCAGA CAGCCACATGCACACTTCAC GTGGTTGTCGGTGCACATG 33 30 81 20 198 19 60,040 59,717 31,800 32,100 1,322,368 B 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 0 6 29 117 CAGCCACATGCACACTTCACGTACACatatatGCAGA CAGCCACATGCACACTTCAC TGGTTGTCGGTGCACATGT 33 29 81 20 197 19 60,040 60,153 31,800 32,100 1,192,864 B 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 0 7 34 129 ACAGCCACATGCACACTTCACGTACACatatatGCAG ACAGCCACATGCACACTTCA GTGTGTTTCGGTGGTTGTCG 34 39 80 20 208 20 60,466 59,973 30,200 43,500 0.493070 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 0 7 28 116 CAGCCACATGCACACTTCACGTACACatatatGCAGA CAGCCACATGCACACTTCAC GGTTGTCGGTGCACATGTG 33 28 81 20 196 19 60,040 59,717 31,800 32,100 1,322,368 B 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 134 16 8 1 AC CACACACACACACACA NA 0 0 10 33 131 CAGCCACATGCACACTTCACGTACACatatatGCAGA CAGCCACATGCACACTTCAC TGTGTGTGTTTCGGTGGTTG 33 42 81 20 211 20 60,040 59,194 31,800 37,700 0.845412 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 1 11 2 139 ctCCCTCTATCTCTGAAACAcccccctctctctctTGcacac CTCCCTCTATCTCTGAAACACCC CTGTGTGTGCGTGGGAGG 2 16 51 23 189 18 59,614 60,666 46,100 43,000 6,052,592 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 12 2 138 tCCCTCTATCTCTGAAACAcccccctctctctctTGcacaca TCCCTCTATCTCTGAAACACCC CTGTGTGTGCGTGGGAGG 2 16 52 22 189 18 58,624 60,666 46,100 43,000 6,041,889 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 12 2 139 tCCCTCTATCTCTGAAACAcccccctctctctctTGcacaca TCCCTCTATCTCTGAAACACCC CCTGTGTGTGCGTGGGAG 2 17 52 22 190 18 58,624 60,666 46,100 43,000 6,041,889 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 13 9 152 CCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGCCCTCTCTCCCTCTATCTCTGA TAAGTGCCTGTGTGTGCGT 9 22 45 22 196 19 59,014 59,855 32,700 52,400 4,131,175 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 14 9 152 CCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGCCCTCTCTCCCTCTATCTCTGA TAAGTGCCTGTGTGTGCGTG 9 21 45 22 196 20 59,014 61,157 32,700 53,400 4,143,276 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 80 8 3 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 14 9 153 CCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGCCCTCTCTCCCTCTATCTCTGA GTAAGTGCCTGTGTGTGCGT 9 22 45 22 197 20 59,014 61,158 32,700 52,400 4,143,889 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 159 16 8 1 AC CACACACACACACACA NA 1 1 14 0 108 CCCAAACCCAGACACAAACTTAACCCACATCCAGAGCCCAAACCCAGACACAAACT ATGTCTGGGTGTGGGTTACC 52 0 87 20 194 20 58,225 59,303 26,600 28,500 2,471,886 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 159 16 8 1 AC CACACACACACACACA NA 0 0 15 0 109 ACCCAAACCCAGACACAAACTTAACCCACATCCAGAACCCAAACCCAGACACAAACT ATGTCTGGGTGTGGGTTACC 52 0 86 21 194 20 59,993 59,303 26,600 28,500 1,703,140 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 159 16 8 1 AC CACACACACACACACA NA 0 0 16 0 109 ACCCAAACCCAGACACAAACTTAACCCACATCCAGAACCCAAACCCAGACACAAAC ATGTCTGGGTGTGGGTTACC 53 0 86 20 194 20 58,519 59,303 29,300 28,500 2,177,290 F 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 106 8 2 AC ACACACACACACAGTTAACCCAAACCCAGACACAAANA 0 1 14 0 149 ACACCCAAACAACCCACACCCAGacacacacacacAGTACACCCAAACAACCCACACC ATGTCTGGGTGTGGGTTACC 3 0 46 20 194 20 60,973 59,303 41,600 28,500 1,669,998 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 106 8 2 AC ACACACACACACAGTTAACCCAAACCCAGACACAAANA 0 0 14 0 150 CACACCCAAACAACCCACACCCAGacacacacacacAGCACACCCAAACAACCCACAC ATGTCTGGGTGTGGGTTACC 4 0 45 20 194 20 59,825 59,303 38,200 28,500 0.871118 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 69 106 8 2 AC ACACACACACACAGTTAACCCAAACCCAGACACAAANA 0 0 14 0 151 CCACACCCAAACAACCCACACCCAGacacacacacacACCACACCCAAACAACCCACA ATGTCTGGGTGTGGGTTACC 5 0 44 20 194 20 60,973 59,303 41,700 28,500 1,669,484 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 151 8 3 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 1 14 0 192 TGGACAAAGTTAACCCACACCcacacacacacacaGTT TGGACAAAGTTAACCCACACC ATGTCTGGGTGTGGGTTACC 0 0 3 21 194 20 58,343 59,303 41,600 28,500 3,353,644 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 151 8 3 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 14 0 193 ATGGACAAAGTTAACCCACACCcacacacacacacaGT ATGGACAAAGTTAACCCACACC ATGTCTGGGTGTGGGTTACC 0 0 2 22 194 20 58,772 59,303 41,600 28,500 3,924,115 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2206:5639:43888 1 24 151 8 3 AC CACACACACACACAGTTAACCCACACCCAAACAACCNA 0 0 15 0 194 CATGGACAAAGTTAACCCACACCcacacacacacacaG CATGGACAAAGTTAACCCACACC ATGTCTGGGTGTGGGTTACC 0 0 1 23 194 20 59,995 59,303 41,600 28,500 3,701,868 G 226 CATGGACAAAGTTAACCCACACCcacacacacacacaGTTAACCCACACCCAAACAACCCACACCCAGacacacacacacAGTTAACCCAAACCCAGACACAAACTTAACCCACATCCAGAGaaaaaCCATCCAAGAAacacacAACCCACCCACACCcacacacacacacacaGGTAACCCACACCCAGACATacacacacacacacacacacacacacacacAG

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 1 1 10 71 220 GACTGACACTCATGGCCTCCAGAGCACGCACTCAA GACTGACACTCATGGCCTCC TGGGTGTGAGAGTGTTTGCA 71 74 16 20 235 20 60,108 59,746 43,000 40,800 0.362408 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 10 69 218 CTGACACTCATGGCCTCCAGAGCACGCACTCAAGG CTGACACTCATGGCCTCCAG TGGGTGTGAGAGTGTTTGCA 69 74 18 20 235 20 60,108 59,746 38,600 40,800 0.362262 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 10 51 200 AGAGCACGCACTCAAGGATCAGCACAGACATGCGcAGAGCACGCACTCAAGGATC TGGGTGTGAGAGTGTTTGCA 51 74 36 20 235 20 60,108 59,746 33,600 40,800 0.362887 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 79 240 CACAGGCAACCGACAGACTGACACTCATGGCCTCC CACAGGCAACCGACAGACT ATGTGTGGGTGTGAGAGTGT 87 79 1 19 240 20 59,930 58,868 32,400 35,500 2,201,403 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 79 240 CACAGGCAACCGACAGACTGACACTCATGGCCTCC CACAGGCAACCGACAGACTG ATGTGTGGGTGTGAGAGTGT 86 79 1 20 240 20 61,224 58,868 35,100 35,500 2,355,707 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 37 163 AGAGCACGCACTCAAGGATCAGCACAGACATGCGcAGAGCACGCACTCAAGGATC GCCTGTGTGTGTTTGTGTGG 51 37 36 20 198 20 60,108 60,179 33,600 41,700 0.287564 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 37 181 CTGACACTCATGGCCTCCAGAGCACGCACTCAAGG CTGACACTCATGGCCTCCAG GCCTGTGTGTGTTTGTGTGG 69 37 18 20 198 20 60,108 60,179 38,600 41,700 0.286940 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 37 183 GACTGACACTCATGGCCTCCAGAGCACGCACTCAA GACTGACACTCATGGCCTCC GCCTGTGTGTGTTTGTGTGG 71 37 16 20 198 20 60,108 60,179 43,000 41,700 0.287085 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 16 128 acacaCTCGCATGCACTCAAACAACCTAtttttttttctctcACACACTCGCATGCACTCAA GCCTGTGTGTGTTTGTGTGG 16 37 71 20 198 20 60,533 60,179 30,200 41,700 0.711779 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 10 122 TCGCATGCACTCAAACAACCTAtttttttttctctctctctct TCGCATGCACTCAAACAACC GCCTGTGTGTGTTTGTGTGG 10 37 77 20 198 20 59,689 60,179 37,700 41,700 0.489683 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 12 9 121 CGCATGCACTCAAACAACCTAtttttttttctctctctctctc CGCATGCACTCAAACAACCT GCCTGTGTGTGTTTGTGTGG 9 37 78 20 198 20 59,688 60,179 35,000 41,700 0.490929 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:22201:15373 1 107 35 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTTCTCTCTCTC NA 0 0 13 79 240 ACAGGCAACCGACAGACTGACACTCATGGCCTCCA ACAGGCAACCGACAGACTG AATGTGTGGGTGTGAGAGTGT 86 79 2 19 241 21 59,930 59,510 35,100 35,500 2,560,255 F 282 CACAGGCAACCGACAGACTGACACTCATGGCCTCCAGAGCACGCACTCAAGGATCAGCACAGACATGCGcacacaCTCGCATGCACTCAAACAACCTAtttttttttctctctctctctctcTTtctctcTtctctctctcACTGAAacacacacGCAGAAAGCATGCATTCACACTTCcacacaAacacacacAGGCACGCACAGCCATACATATGCAAACACTCTCACACCcacacaTTCATAGGcacacacacacacacacacacacacacacaATAAT

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 1 1 10 18 135 cCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttcccCCCTCTCCCTCCTCTCCTTC TCAGTCAGAGAGGTCGGTTT 18 18 81 20 215 20 60,106 58,003 34,600 32,700 2,102,508 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 10 18 136 tcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccTCCCTCTCCCTCCTCTCCTT TCAGTCAGAGAGGTCGGTTT 19 18 80 20 215 20 60,556 58,003 33,600 32,700 2,553,178 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 10 18 147 cCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttcccCCCTCTCCCTCCTCTCCTTC GGGAGCAAACACTCAGTCAGA 18 29 81 20 227 21 60,106 59,929 34,600 32,700 1,176,467 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 12 55 215 TCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCTCCCTCTCTCTCATTCCCGC CCCAAGGAGCAGAATGGG 55 63 44 20 258 18 60,757 57,328 61,300 40,000 5,429,439 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 12 54 214 CCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCCCTCTCTCTCATTCCCGCT CCCAAGGAGCAGAATGGG 54 63 45 20 258 18 60,759 57,328 55,200 40,000 5,430,936 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 12 53 213 CctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCCCTCTCTCTCATTCCCGCTC CCCAAGGAGCAGAATGGG 53 63 46 20 258 18 59,327 57,328 50,300 40,000 5,345,688 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 12 26 155 CTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCCTGTCTCTCCCTCTCCCTCC GGGAGCAAACACTCAGTCAGA 26 29 73 20 227 21 60,106 59,929 43,000 32,700 1,176,975 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 14 18 139 ctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCttttttCTCTCCCTCTCCCTCCTCTC TCAGTCAGAGAGGTCGGTTT 22 18 77 20 215 20 59,521 58,003 32,000 32,700 2,475,305 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2207:23947:40055 1 119 59 8 1.5 AG TCCCTCCCTCCCTCCCTCCCCCTCCCTCCCTCCCTCCCNA 0 0 16 23 152 tctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttTCTCTCCCTCTCCCTCCTCT GGGAGCAAACACTCAGTCAGA 23 29 76 20 227 21 59,953 59,929 36,900 32,700 1,117,933 F 271 TTCCctctctctctctctctctctctctctctctctctCACTTTCCctctctctCATTCCCGctctctctTTCTGtctctcCCTCTCCCTCCTCTCCTTCTCTTCCCTTCTCtttttttccctccctccctccctccccctccctccctccctccctcTCCctctctctctctctctCCTCTAAGATGCTCCTTAAAACCGACctctctGACTGAGTGTTTGCTCCCCTGTACCTGACACCCCATTCTGCTCCTTGGGGTGAGAGTTCTGC

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 1 1 12 0 111 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT TCTTGCATGTGTACAAGTGCA 0 22 40 23 150 21 57,971 58,430 24,000 45,700 7,598,684 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 0 0 12 0 112 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT CTCTTGCATGTGTACAAGTGCA 0 22 40 23 151 22 57,971 59,451 24,000 45,700 7,577,878 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 0 0 12 0 113 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT ACTCTTGCATGTGTACAAGTGC 0 23 40 23 152 22 57,971 59,450 24,000 44,000 7,578,303 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 0 0 12 0 157 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT CCGTCTGCATCTGACTGTGT 0 69 40 23 196 20 57,971 60,038 24,000 37,200 5,066,432 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 0 0 12 0 158 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT TCCGTCTGCATCTGACTGTG 0 70 40 23 197 20 57,971 59,755 24,000 36,600 5,273,271 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:11109:9132 1 63 45 8 2 AC CACACACACACACAAACATGCACAGACAAACACAC NA 0 0 13 0 169 ACTCAGAGAAacacacacATTCTcacacacacacacaAACACTCAGAGAAACACACACATTCT GTGTGTGTTTGTCCGTCTGC 0 81 40 23 208 20 57,971 59,972 24,000 42,600 5,056,135 G 211 CAGAGGAacacacacacacacacacacacacacacacAAACTCAGAGAAacacacacATTCTcacacacacacacaAACATGCACAGACAAacacacacacacacacCaaaaaaaCACATGCACTCAAATGCACTTGTACACATGCAAGAGTTCCTCCATATGCATGCATACTTacacacAGTCAGATGCAGACGGACAAacacacacAAG

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 1 1 8 29 200 CTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGC CTGCCTTTGCGACTACGTGA GGATTGACCGGCCATATGGT 29 76 12 20 211 20 60,666 59,890 43,500 35,500 0.776760 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 8 28 199 TGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGCCTTTGCGACTACGTGAG GGATTGACCGGCCATATGGT 28 76 13 20 211 20 60,666 59,890 35,100 35,500 0.776760 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 10 30 201 TCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTG TCTGCCTTTGCGACTACGTG GGATTGACCGGCCATATGGT 30 76 11 20 211 20 60,666 59,890 44,900 35,500 0.776760 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 12 4 175 TCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTCTGTGTCTGCGTGTACGTG GGATTGACCGGCCATATGGT 4 76 37 20 211 20 60,318 59,890 44,900 35,500 0.428005 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 12 0 171 TGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTGCGTGTACGTGTGAC GGATTGACCGGCCATATGGT 0 76 41 20 211 20 60,593 59,890 36,700 35,500 0.703494 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 55 8 2 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 14 1 172 GTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTGCGTGTACGTGTGA GGATTGACCGGCCATATGGT 1 76 40 20 211 20 60,593 59,890 35,800 35,500 0.703494 D 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 155 26 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTC NA 0 1 18 10 97 tcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctc TCCCTAAGTCTCCCTGTCCG AAACACACGGACAGGGAGAG 10 21 125 20 221 20 60,033 59,607 47,900 32,000 0.426481 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 155 26 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTC NA 0 0 20 10 98 tcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctc TCCCTAAGTCTCCCTGTCCG CAAACACACGGACAGGGAGA 10 22 125 20 222 20 60,033 59,894 47,900 37,100 0.139368 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT
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ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 155 26 8 1.5 AG TCTCTCTCTCTCTCTCTTTCTCTCTC NA 0 0 20 9 97 cCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctct CCCTAAGTCTCCCTGTCCGT CAAACACACGGACAGGGAGA 9 22 126 20 222 20 60,324 59,894 46,900 37,100 0.430424 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:28168:31758 1 59 64 8 2 AC CACACACAGGCACACACACACACACAGACACACAA NA 1 1 14 3 125 AACACAGacacacAAAGGCGcacacaGacacacAAAGT AACACAGACACACAAAGGCG TTTGCGTCTGTTCTGTGTGC 18 3 21 20 145 20 59,267 59,623 55,200 45,700 1,109,423 G 249 ACAGacacacacacacacacAACACAGacacacAAAGGCGcacacaGacacacAAAGTcacacacaGGcacacacacacacacaGacacacaaaaaCATacacacAAAGGcacacacacacaAAGGcacacaGAACAGACGCAAATGcacacacacacacacacacacacacaCCACATAGacacacATACATacacacacacacacacacacacacacacacTcacacaCCTGCGCCCTTTACTTTTC

ST‐E00142:460:H2K7HCCXY:6:2208:28168:31758 1 59 64 8 2 AC CACACACAGGCACACACACACACACAGACACACAA NA 0 0 14 1 108 GCGcacacaGacacacAAAGTcacacacaGGcacacacac GCGCACACAGACACACAAAG TTTGCGTCTGTTCTGTGTGC 1 3 38 20 145 20 60,590 59,623 27,700 45,700 0.966581 G 249 ACAGacacacacacacacacAACACAGacacacAAAGGCGcacacaGacacacAAAGTcacacacaGGcacacacacacacacaGacacacaaaaaCATacacacAAAGGcacacacacacaAAGGcacacaGAACAGACGCAAATGcacacacacacacacacacacacacaCCACATAGacacacATACATacacacacacacacacacacacacacacacTcacacaCCTGCGCCCTTTACTTTTC

ST‐E00142:460:H2K7HCCXY:6:2208:28168:31758 1 59 64 8 2 AC CACACACAGGCACACACACACACACAGACACACAA NA 0 0 14 0 107 CGcacacaGacacacAAAGTcacacacaGGcacacacacacCGCACACAGACACACAAAGT TTTGCGTCTGTTCTGTGTGC 0 3 39 20 145 20 59,273 59,623 26,600 45,700 1,103,679 G 249 ACAGacacacacacacacacAACACAGacacacAAAGGCGcacacaGacacacAAAGTcacacacaGGcacacacacacacacaGacacacaaaaaCATacacacAAAGGcacacacacacaAAGGcacacaGAACAGACGCAAATGcacacacacacacacacacacacacaCCACATAGacacacATACATacacacacacacacacacacacacacacacTcacacaCCTGCGCCCTTTACTTTTC

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 32 8 1.5 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGA NA 0 1 16 7 95 ACACCGAGTATGTGGCagagagagACGgagagagagag ACACCGAGTATGTGGCAGAG TCTGTCTCTGTCTCTCTCCCTC 7 14 8 20 102 22 59,467 59,761 33,500 43,000 2,771,219 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 32 8 1.5 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGA NA 0 0 16 7 97 ACACCGAGTATGTGGCagagagagACGgagagagagag ACACCGAGTATGTGGCAGAG TCTCTGTCTCTGTCTCTCTCCC 7 16 8 20 104 22 59,467 59,761 33,500 43,000 2,771,219 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 32 8 1.5 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGA NA 0 0 18 7 93 ACACCGAGTATGTGGCagagagagACGgagagagagag ACACCGAGTATGTGGCAGAG TGTCTCTGTCTCTCTCCCTCTC 7 12 8 20 100 22 59,467 59,761 33,500 32,000 2,771,219 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 60 8 2 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 1 1 11 3 107 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT ACAGATACGCAGTGACACAGA 3 3 50 20 156 21 59,672 59,113 28,500 34,100 2,214,133 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 60 8 2 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 11 3 109 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT ACACAGATACGCAGTGACACA 3 5 50 20 158 21 59,672 59,660 28,500 37,200 1,667,520 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 60 8 2 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 11 3 111 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT TGACACAGATACGCAGTGACA 3 7 50 20 160 21 59,672 59,389 28,500 35,800 1,939,082 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 1 11 3 194 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT AGGGTGAGAGAGGGAATCAGA 3 16 50 20 243 21 59,672 59,351 28,500 32,700 1,976,160 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 11 3 195 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT GAGGGTGAGAGAGGGAATCAG 3 17 50 20 244 21 59,672 58,961 28,500 29,000 2,366,250 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 11 3 196 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT AGAGGGTGAGAGAGGGAATCA 3 18 50 20 245 21 59,672 59,351 28,500 25,700 1,976,160 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 11 0 178 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT TCAGATACACAGTGGCAGACA 3 0 50 20 227 21 59,672 58,753 28,500 34,100 2,574,949 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 12 3 183 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT GGGAATCAGATACACAGTGGCA 3 4 50 20 232 22 59,672 60,093 28,500 49,200 2,420,559 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2209:30959:44890 1 73 134 8 4 AG CTCTCTCTCTCTCGTTCCCCCCTCTCCCCCTGTCTGGCNA 0 0 12 3 184 CCTGCCCTTCTTGctctctTTCActctctctctctCGTTcccc CCTGCCCTTCTTGCTCTCTT AGGGAATCAGATACACAGTGGC 3 5 50 20 233 22 59,672 59,829 28,500 50,100 2,499,039 G 258 CCGTCTGCCCTGCAtctctctctctctctctctctctctctctcACTGGCCTGCCCTTCTTGctctctTTCActctctctctctCGTTccccccTCTcccccTGTCTGGCTTGCCCctctctctctctctctTTCTCTGTGTCACTGCGTATCTGTGTCActctctGTCCctctctctctCACCTGtctctctctctcTTtctctcTGTCTGCCACTGTGTATCTGATTCCctctctCACCCTCTTTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 1 1 11 0 95 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT ACGCACATTGACAGACATGG 0 41 20 18 114 20 57,697 58,841 44,000 36,600 5,461,907 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 12 0 94 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT CGCACATTGACAGACATGGA 0 40 20 18 113 20 57,697 58,558 44,000 34,100 5,744,359 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 12 0 95 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT ACGCACATTGACAGACATGGA 0 40 20 18 114 21 57,697 60,271 44,000 34,100 5,573,407 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 13 1 98 gtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTG GTGACCCAGTCTGTCTGTGC ACGCACATTGACAGACATGG 1 41 17 20 114 20 60,601 58,841 45,700 36,600 1,760,595 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 16 6 103 tgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTTGTGTGTGACCCAGTCTGTC ACGCACATTGACAGACATGG 6 41 12 20 114 20 59,536 58,841 35,100 36,600 1,623,321 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 16 6 103 tgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTTGTGTGTGACCCAGTCTGTC ACGCACATTGACAGACATGGA 6 40 12 20 114 21 59,536 60,271 35,100 34,100 1,734,821 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 1 1 3 1 138 GCCTACTGCCAACCTTCATATcacacaCTcacacacaca GCCTACTGCCAACCTTCATA GAGACAACGGCGAGTTAGGG 1 55 105 20 242 20 57,290 60,458 21,500 35,300 3,168,121 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 3 1 139 GCCTACTGCCAACCTTCATATcacacaCTcacacacaca GCCTACTGCCAACCTTCATA GGAGACAACGGCGAGTTAGG 1 56 105 20 243 20 57,290 60,458 21,500 26,900 3,168,121 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 3 0 138 GCCTACTGCCAACCTTCATATcacacaCTcacacacaca GCCTACTGCCAACCTTCATAT GAGACAACGGCGAGTTAGGG 0 55 105 21 242 20 57,785 60,458 17,800 35,300 3,672,721 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 64 242 AAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTA AAGTCCTCGGCATTGTCCAG TCAGGTAAGGAGACAACGGC 96 64 10 20 251 20 60,036 59,393 38,600 56,800 0.642614 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 60 238 AAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTA AAGTCCTCGGCATTGTCCAG GTAAGGAGACAACGGCGAGT 96 60 10 20 247 20 60,036 59,757 38,600 41,800 0.279105 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 60 245 AGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCAGCCTCTAAGTCCTCGGCAT GTAAGGAGACAACGGCGAGT 103 60 3 20 247 20 60,398 59,757 44,000 41,800 0.640911 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 60 246 TAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCTAGCCTCTAAGTCCTCGGCA GTAAGGAGACAACGGCGAGT 104 60 2 20 247 20 59,742 59,757 56,900 41,800 0.501000 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 56 234 AAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTA AAGTCCTCGGCATTGTCCAG GGAGACAACGGCGAGTTAGG 96 56 10 20 243 20 60,036 60,458 38,600 26,900 0.494035 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 55 233 AAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTA AAGTCCTCGGCATTGTCCAG GAGACAACGGCGAGTTAGGG 96 55 10 20 242 20 60,036 60,458 38,600 35,300 0.494035 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 19 161 TGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCA TGTCACCCTTTATGCGAGGC GTAAGGAGACAACGGCGAGT 19 60 87 20 247 20 60,392 59,757 47,000 41,800 0.635556 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 16 158 CACCCTTTATGCGAGGCCTACTGCCAACCTTCATAT CACCCTTTATGCGAGGCCTA GTAAGGAGACAACGGCGAGT 16 60 90 20 247 20 59,532 59,757 39,300 41,800 0.711321 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 42 8 2 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 15 157 ACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcaACCCTTTATGCGAGGCCTAC GTAAGGAGACAACGGCGAGT 15 60 91 20 247 20 59,531 59,757 31,800 41,800 0.711743 D 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2211:1803:70785 1 25 38 8 2 AC CACACACACAGACATAATCTCGCACACACACACACANA 1 1 12 2 96 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACA CGCACCTTTAGCAATCTACCCT TGAATGTGTCCTACAGCAGGT 2 13 1 22 96 21 60,420 59,022 43,400 40,000 4,397,983 D 166 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACATAATCTCGcacacacacacacacaCCTTCAGAAATCTACCTGCTGTAGGACACATTCATAATcacacacacacaCTcacacacacacacacacacacacacacacacaCTcacacaAAACTTTAGCAN

ST‐E00142:460:H2K7HCCXY:6:2211:1803:70785 1 25 38 8 2 AC CACACACACAGACATAATCTCGCACACACACACACANA 0 0 13 3 96 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACA CGCACCTTTAGCAATCTACCC TGAATGTGTCCTACAGCAGGT 3 13 1 21 96 21 59,059 59,022 36,900 40,000 3,918,467 D 166 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACATAATCTCGcacacacacacacacaCCTTCAGAAATCTACCTGCTGTAGGACACATTCATAATcacacacacacaCTcacacacacacacacacacacacacacacacaCTcacacaAAACTTTAGCAN

ST‐E00142:460:H2K7HCCXY:6:2211:1803:70785 1 25 38 8 2 AC CACACACACAGACATAATCTCGCACACACACACACANA 0 0 13 3 97 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACA CGCACCTTTAGCAATCTACCC ATGAATGTGTCCTACAGCAGGT 3 13 1 21 97 22 59,059 59,427 36,900 40,000 4,514,075 D 166 CGCACCTTTAGCAATCTACCCTCTcacacacacaGACATAATCTCGcacacacacacacacaCCTTCAGAAATCTACCTGCTGTAGGACACATTCATAATcacacacacacaCTcacacacacacacacacacacacacacacacaCTcacacaAAACTTTAGCAN

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 1 1 6 4 184 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG CCTACGTGTGAATTGGCATGT 4 122 14 21 197 21 59,724 58,916 44,400 32,100 3,360,195 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 6 4 185 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG ACCTACGTGTGAATTGGCATG 4 123 14 21 198 21 59,724 58,916 44,400 40,600 3,360,195 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 6 3 183 CCTGTCTCCATCTCAAACCGACATacacacacacacaca CCTGTCTCCATCTCAAACCGA CCTACGTGTGAATTGGCATGT 3 122 15 21 197 21 59,449 58,916 46,900 32,100 3,634,298 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 8 4 208 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG TGTGCGTGAATATGTGAGCA 4 147 14 21 221 20 59,724 57,908 44,400 42,600 3,368,274 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 8 3 207 CCTGTCTCCATCTCAAACCGACATacacacacacacaca CCTGTCTCCATCTCAAACCGA TGTGCGTGAATATGTGAGCA 3 147 15 21 221 20 59,449 57,908 46,900 42,600 3,642,376 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 9 4 208 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG TGTGCGTGAATATGTGAGCAT 4 146 14 21 221 21 59,724 58,369 44,400 37,900 3,907,688 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 10 4 95 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG GTGCGCGTGTCTGTGTTTAT 4 34 14 21 108 20 59,724 59,489 44,400 14,000 1,787,642 A 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 10 4 96 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG TGTGCGCGTGTCTGTGTTTA 4 35 14 21 109 20 59,724 60,806 44,400 20,100 2,082,914 A 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 10 3 94 CCTGTCTCCATCTCAAACCGACATacacacacacacaca CCTGTCTCCATCTCAAACCGA GTGCGCGTGTCTGTGTTTAT 3 34 15 21 108 20 59,449 59,489 46,900 14,000 2,061,745 A 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2211:24799:65757 1 39 16 8 1 AC ACACACACACACACAC NA 0 0 12 4 110 ACCTGTCTCCATCTCAAACCGACATacacacacacacacACCTGTCTCCATCTCAAACCG TGTGTGCATGTGTTTGTGCG 4 49 14 21 123 20 59,724 60,525 44,400 53,400 1,801,450 F 256 AAtctctctctcAACCTGTCTCCATCTCAAACCGACATacacacacacacacacAGTCAAAGACACAGACTCTCACAGACGTAGACTTATAAACACAGACACGCGCACAAACACATGcacacaAACACAAACACaaaaacacacacaAACACAGTCATAACTATAAATGCACaaaaaCATGCCAATTCACACGTAGGTAAATGCTCACATATTCACGCACATTATTtctctctctctctctctctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 1 7 27 121 ACAGAAAGCAGGAGCCAGGGACACAAagagagAAA ACAGAAAGCAGGAGCCAGG CTCTTACTGCCACTCTGGTGT 27 38 120 19 240 21 59,622 59,379 44,500 41,600 2,998,814 B 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 7 24 118 GAAAGCAGGAGCCAGGGACACAAagagagAAAGACGAAAGCAGGAGCCAGGGAC CTCTTACTGCCACTCTGGTGT 24 38 123 19 240 21 60,378 59,379 44,600 41,600 2,998,675 B 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 8 26 120 CAGAAAGCAGGAGCCAGGGACACAAagagagAAAG CAGAAAGCAGGAGCCAGGG CTCTTACTGCCACTCTGGTGT 26 38 121 19 240 21 60,378 59,379 44,500 41,600 2,999,070 B 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 8 16 110 GGAGCCAGGGACACAAagagagAAAGACAGAGAAAGGAGCCAGGGACACAAAGAG TCTTACTGCCACTCTGGTGT 16 38 130 20 239 20 60,322 58,283 28,500 41,600 2,039,040 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 8 16 111 GGAGCCAGGGACACAAagagagAAAGACAGAGAAAGGAGCCAGGGACACAAAGAG CTCTTACTGCCACTCTGGTGT 16 38 130 20 240 21 60,322 59,379 28,500 41,600 1,942,828 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 8 16 112 GGAGCCAGGGACACAAagagagAAAGACAGAGAAAGGAGCCAGGGACACAAAGAG TCTCTTACTGCCACTCTGGTG 16 39 130 20 241 21 60,322 59,104 28,500 41,700 2,217,806 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 9 18 147 CAGGAGCCAGGGACACAAagagagAAAGACAGAGA CAGGAGCCAGGGACACAAAG CACTCTGTATTTCTGTCCCTCTT 18 70 128 20 274 23 60,607 57,587 27,700 28,500 6,020,798 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 9 16 145 GGAGCCAGGGACACAAagagagAAAGACAGAGAAAGGAGCCAGGGACACAAAGAG CACTCTGTATTTCTGTCCCTCTT 16 70 130 20 274 23 60,322 57,587 28,500 28,500 5,735,318 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 166 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 10 13 142 GCCAGGGACACAAagagagAAAGACAGAGAAAAag GCCAGGGACACAAAGAGAGA CACTCTGTATTTCTGTCCCTCTT 13 70 133 20 274 23 59,313 57,587 31,000 28,500 6,100,663 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 16 8 1 AG TCTCTCTCTCTCTCTC NA 1 1 6 2 111 TGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATC TGCCTCACTGTCTGCTTTCT GGGCAGATGCAAAGGGACAT 2 53 5 20 115 20 59,239 60,685 25,200 30,600 1,446,644 B 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 8 6 115 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctc TCTCTGCCTCACTGTCTGCT GGGCAGATGCAAAGGGACAT 6 53 1 20 115 20 60,542 60,685 42,400 30,600 1,226,987 B 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 8 5 114 CTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcT CTCTGCCTCACTGTCTGCTT GGGCAGATGCAAAGGGACAT 5 53 2 20 115 20 59,679 60,685 39,100 30,600 1,006,479 B 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 1 1 9 34 159 TCAAACAGATTCACATTCAGACACTAAAAGTCCATC TCAAACAGATTCACATTCAGACACT GGGATGGTGGTGTGTATCTGA 63 34 2 25 160 21 58,942 59,163 35,500 32,700 7,894,972 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 0 0 10 34 159 TCAAACAGATTCACATTCAGACACTAAAAGTCCATC TCAAACAGATTCACATTCAGACAC GGGATGGTGGTGTGTATCTGA 64 34 2 24 160 21 57,696 59,163 36,700 32,700 8,141,795 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 0 0 10 34 160 CTCAAACAGATTCACATTCAGACACTAAAAGTCCAT CTCAAACAGATTCACATTCAGACACT GGGATGGTGGTGTGTATCTGA 63 34 1 26 160 21 59,796 59,163 35,500 32,700 8,041,740 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 0 0 12 10 98 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA AGATGTGTGTGCGTGAGTGT 31 10 38 21 135 20 59,575 59,895 39,100 35,500 1,529,921 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 0 0 14 9 97 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA GATGTGTGTGCGTGAGTGTG 31 9 38 21 134 20 59,575 59,767 39,100 38,200 1,658,140 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 16 8 1 AC ACACACACACACACAC NA 0 0 16 8 96 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA ATGTGTGTGCGTGAGTGTGT 31 8 38 21 133 20 59,575 60,462 39,100 37,200 1,886,936 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2216:11272:56985 1 76 16 8 1 AG CTCTCTCTCTCTCTCT NA 1 1 14 4 168 TCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTTCCCTCCCTCTCTCTCCC CGTTCACTTGAGTGGGCACT 4 110 54 18 221 20 58,223 60,533 43,000 44,000 4,309,937 F 234 CCctctctctctGCCctctctctctctctctctctctctctctctctctctctTCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTCTCCCTCTGCCTCCCTGCCTGCCTcccccTCTGccccctctctcTGTcccccccAccccccAGAGGTGCTGTCTTTTGGATGAGTTGTTAAACCAAGGCCTGAGTGCCCACTCAAGTGAACGTTAAGGTCCCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:11272:56985 1 76 16 8 1 AG CTCTCTCTCTCTCTCT NA 0 0 14 4 169 TCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTTCCCTCCCTCTCTCTCCC ACGTTCACTTGAGTGGGCAC 4 111 54 18 222 20 58,223 60,814 43,000 50,100 4,591,084 F 234 CCctctctctctGCCctctctctctctctctctctctctctctctctctctctTCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTCTCCCTCTGCCTCCCTGCCTGCCTcccccTCTGccccctctctcTGTcccccccAccccccAGAGGTGCTGTCTTTTGGATGAGTTGTTAAACCAAGGCCTGAGTGCCCACTCAAGTGAACGTTAAGGTCCCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:11272:56985 1 76 16 8 1 AG CTCTCTCTCTCTCTCT NA 0 0 14 4 170 TCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTTCCCTCCCTCTCTCTCCC AACGTTCACTTGAGTGGGCA 4 112 54 18 223 20 58,223 60,107 43,000 53,600 3,884,485 F 234 CCctctctctctGCCctctctctctctctctctctctctctctctctctctctTCCCTCCctctctctcccccccctctctctctctctctCCCTGCCTCTCCCTCTGCCTCCCTGCCTGCCTcccccTCTGccccctctctcTGTcccccccAccccccAGAGGTGCTGTCTTTTGGATGAGTTGTTAAACCAAGGCCTGAGTGCCCACTCAAGTGAACGTTAAGGTCCCTTT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 1 1 10 15 97 TGTGACAGTGCACATCAGCATGTGCATTGAGAAAG TGTGACAGTGCACATCAGCA ACACCTTCTGCTGGACACTG 26 15 58 20 154 20 60,179 59,893 44,100 36,600 0.286507 A 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 10 14 96 TGTGACAGTGCACATCAGCATGTGCATTGAGAAAG TGTGACAGTGCACATCAGCA CACCTTCTGCTGGACACTGT 26 14 58 20 153 20 60,179 59,893 44,100 35,500 0.286507 A 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 10 12 94 TGTGACAGTGCACATCAGCATGTGCATTGAGAAAG TGTGACAGTGCACATCAGCA CCTTCTGCTGGACACTGTCA 26 12 58 20 151 20 60,179 59,606 44,100 35,800 0.573243 A 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 12 15 140 TGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATG TGGTAAATGTGAGTGTGTGTGAGA ACACCTTCTGCTGGACACTG 65 15 15 24 154 20 60,142 59,893 32,700 36,600 4,249,280 F 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 12 15 140 TGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATG TGGTAAATGTGAGTGTGTGTGA ACACCTTCTGCTGGACACTG 67 15 15 22 154 20 57,856 59,893 35,800 36,600 4,251,442 F 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2218:16163:61064 1 104 16 8 1 AC TGTGTGTGTGTGTGTG NA 0 0 13 15 140 TGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATG TGGTAAATGTGAGTGTGTGTGAG ACACCTTCTGCTGGACACTG 66 15 15 23 154 20 58,874 59,893 35,100 36,600 4,233,892 F 240 AGAAGAAGGTGTTTTGGTAAATGTGAgtgtgtgtGAGAGTAtgtgtgTATATGTGATTGTGACAGTGCACATCAGCATGTGCATTGAGAAAGGAATGTGCATTtgtgtgtgtgtgtgtgAATGTGCGAGTCTGACAGTGTCCAGCAGAAGGTGTATTTGTGAATAtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTTTGACAGT

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 1 4 0 90 GCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGC GCAGCTCCTCTTTGCTCTCT TTGAGATGTGGCCAGTTGCT 26 0 197 20 286 20 59,750 59,889 31,000 39,100 0.361016 F 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 98 GACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGT GACTGATCGCAGCTCCTCTT TTGAGATGTGGCCAGTTGCT 34 0 189 20 286 20 59,541 59,889 28,500 39,100 0.570550 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 99 AGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGAGACTGATCGCAGCTCCTCT TTGAGATGTGGCCAGTTGCT 35 0 188 20 286 20 60,396 59,889 36,900 39,100 0.506647 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 100 AAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAAT AAGACTGATCGCAGCTCCTC TTGAGATGTGGCCAGTTGCT 36 0 187 20 286 20 59,541 59,889 37,100 39,100 0.570550 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 173 GGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAGGAGCACTCAGTTGACGTGA TTGAGATGTGGCCAGTTGCT 109 0 114 20 286 20 59,968 59,889 43,500 39,100 0.143191 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 174 AGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAGGAGCACTCAGTTGACGTG TTGAGATGTGGCCAGTTGCT 110 0 113 20 286 20 59,967 59,889 44,900 39,100 0.143739 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 175 CAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGCAGGAGCACTCAGTTGACGT TTGAGATGTGGCCAGTTGCT 111 0 112 20 286 20 59,967 59,889 43,400 39,100 0.143739 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 192 ACCATATCAGGAATGATCAGGAGCACTCAGTTGAC ACCATATCAGGAATGATCAGGAGC TTGAGATGTGGCCAGTTGCT 124 0 95 24 286 20 60,020 59,889 47,000 39,100 4,130,563 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 4 0 201 CCCTCCACTACCATATCAGGAATGATCAGGAGCACTCCCTCCACTACCATATCAGGAA TTGAGATGTGGCCAGTTGCT 135 0 86 22 286 20 58,413 59,889 33,600 39,100 3,698,559 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 243 24 8 1.5 AC ACACACACACACACACATACACAC NA 0 0 5 0 201 CCCTCCACTACCATATCAGGAATGATCAGGAGCACTCCCTCCACTACCATATCAGGA TTGAGATGTGGCCAGTTGCT 136 0 86 21 286 20 57,740 59,889 38,600 39,100 3,371,330 B 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:30787:30246 1 197 16 8 1 AG TCTCTCTCTCTCTCTC NA 1 1 12 15 95 tctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTCTCTCTAACTCTCCCTCTATAGATT GGAGAGACACAGAGGCCCT 19 15 152 26 246 19 57,249 60,306 24,000 51,900 10,056,933 F 246 tctctcTTTCCctctctctctctGtctctctctctctctcCctctctGtctctctcTGTCTGtctctctctctctctcTGtctctctctctctctctctctctctctctctctctctcTTTTGTTGCCTTCCtttttctctctCCGttttttctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTCTGtctctctctctctctcTATCCATCTCCCTCGAGGGCCTCTGTGtctctcC

ST‐E00142:460:H2K7HCCXY:6:2220:30787:30246 1 197 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 12 15 97 tttctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTTCTCTCTAACTCTCCCTCTATAGA GGAGAGACACAGAGGCCCT 21 15 150 26 246 19 57,430 60,306 19,800 51,900 9,875,756 F 246 tctctcTTTCCctctctctctctGtctctctctctctctcCctctctGtctctctcTGTCTGtctctctctctctctcTGtctctctctctctctctctctctctctctctctctctcTTTTGTTGCCTTCCtttttctctctCCGttttttctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTCTGtctctctctctctctcTATCCATCTCCCTCGAGGGCCTCTGTGtctctcC

ST‐E00142:460:H2K7HCCXY:6:2220:30787:30246 1 197 16 8 1 AG TCTCTCTCTCTCTCTC NA 0 0 12 14 97 tttctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTTCTCTCTAACTCTCCCTCTATAGA GGAGAGACACAGAGGCCCTC 21 14 150 26 246 20 57,430 61,327 19,800 43,000 9,896,989 F 246 tctctcTTTCCctctctctctctGtctctctctctctctcCctctctGtctctctcTGTCTGtctctctctctctctcTGtctctctctctctctctctctctctctctctctctctcTTTTGTTGCCTTCCtttttctctctCCGttttttctctctAACTCTCCCTCTATAGATTTTccccccTGTTCATTCTGtctctctctctctctcTATCCATCTCCCTCGAGGGCCTCTGTGtctctcC

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 23 8 1.5 AC ACACACACACACACACTCACACA NA 0 1 13 12 123 AGCACAAAGacacacAGACACAAATTACACATACAA AGCACAAAGACACACAGACAC TCATCTGTATGTGTGCTTGTGC 45 12 35 21 157 22 58,990 59,256 36,700 45,700 4,753,438 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 23 8 1.5 AC ACACACACACACACACTCACACA NA 0 0 14 12 124 GAGCACAAAGacacacAGACACAAATTACACATACA GAGCACAAAGACACACAGACAC TCATCTGTATGTGTGCTTGTGC 45 12 34 22 157 22 59,969 59,256 36,700 45,700 4,774,610 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 23 8 1.5 AC ACACACACACACACACTCACACA NA 0 0 15 12 122 GCACAAAGacacacAGACACAAATTACACATACAAC GCACAAAGACACACAGACACA TCATCTGTATGTGTGCTTGTGC 44 12 36 21 157 22 59,263 59,256 37,200 45,700 4,480,900 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 1 9 7 91 TTCGTGAGTGACagagagagGGTAAGACagagagagagTTCGTGAGTGACAGAGAGAGG ACCCTCTCTGCATCTGTGTC 7 27 25 21 115 20 58,845 59,099 36,900 36,700 3,056,403 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 10 7 90 TCGTGAGTGACagagagagGGTAAGACagagagagagaTCGTGAGTGACAGAGAGAGG ACCCTCTCTGCATCTGTGTC 7 27 26 20 115 20 58,185 59,099 36,900 36,700 2,715,917 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 16 8 1 AG AGAGAGAGAGAGAGAG NA 0 0 11 6 90 TCGTGAGTGACagagagagGGTAAGACagagagagagaTCGTGAGTGACAGAGAGAGGG ACCCTCTCTGCATCTGTGTC 6 27 26 21 115 20 60,612 59,099 43,000 36,700 2,513,059 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:22810:16111 1 43 16 8 1 AC ACACACACACACACAC NA 1 1 12 23 111 TCACTCTCCCACCTACGcacacaTATacacacTcccccAGTCACTCTCCCACCTACGCA CGTGTGTGTGAGTGTGCATG 23 33 1 19 111 20 59,924 60,042 52,400 40,600 1,117,940 F 168 TCACTCTCCCACCTACGcacacaTATacacacTcccccAGGAacacacacacacacacTCTCACACTCTCCCTCGTACCCACGCACACCCACATGCACACTcacacacaCGCCcgcgcgcacacacacacacacacacacacacacacaCCctctctctcccccGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:22810:16111 1 43 16 8 1 AC ACACACACACACACAC NA 0 0 12 18 107 TCTCCCACCTACGcacacaTATacacacTcccccAGGAacTCTCCCACCTACGCACACAT CGTGTGTGTGAGTGTGCATG 18 33 5 20 111 20 60,903 60,042 32,100 40,600 0.944910 F 168 TCACTCTCCCACCTACGcacacaTATacacacTcccccAGGAacacacacacacacacTCTCACACTCTCCCTCGTACCCACGCACACCCACATGCACACTcacacacaCGCCcgcgcgcacacacacacacacacacacacacacacaCCctctctctcccccGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:22810:16111 1 43 16 8 1 AC ACACACACACACACAC NA 0 0 12 17 106 CTCCCACCTACGcacacaTATacacacTcccccAGGAacaCTCCCACCTACGCACACATA CGTGTGTGTGAGTGTGCATG 17 33 6 20 111 20 59,178 60,042 22,900 40,600 0.863443 F 168 TCACTCTCCCACCTACGcacacaTATacacacTcccccAGGAacacacacacacacacTCTCACACTCTCCCTCGTACCCACGCACACCCACATGCACACTcacacacaCGCCcgcgcgcacacacacacacacacacacacacacacaCCctctctctcccccGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 1 1 2 0 91 TCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCT TCCGTCAGGTTGTTGTGGTC CCGTTTATTCCCAGTTGATGACG 23 0 52 20 142 23 60,179 59,937 40,200 43,500 3,242,520 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 3 0 106 TTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCC TTACCTGCACTGCTTTCCGT CCGTTTATTCCCAGTTGATGACG 38 0 37 20 142 23 59,892 59,937 46,900 43,500 3,171,283 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 4 0 98 ACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAAC ACTGCTTTCCGTCAGGTTGT CCGTTTATTCCCAGTTGATGACG 30 0 45 20 142 23 59,820 59,937 33,200 43,500 3,243,859 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 5 1 143 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTCAGCCCGGAGAGGAGAGG TCCGTTTATTCCCAGTTGATGAC 76 1 1 18 143 23 60,837 58,741 36,900 30,600 7,095,835 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 5 0 141 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTCAGCCCGGAGAGGAGAGG CGTTTATTCCCAGTTGATGACG 76 0 1 18 141 22 60,837 57,741 36,900 43,500 7,096,226 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 5 0 142 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTCAGCCCGGAGAGGAGAGG CCGTTTATTCCCAGTTGATGACG 76 0 1 18 142 23 60,837 59,937 36,900 43,500 5,900,744 B 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 11 1 140 CCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCGGAGAGGAGAGGGAGAG ATCCGTTTATTCCCAGTTGATGAC 71 1 5 19 144 24 59,849 59,118 32,000 30,600 6,032,385 F 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:8562:45294 1 95 25 8 1.5 AG GAGAGAGAGAGAGAGACAGAGAGAG NA 0 0 12 1 140 CCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCGGAGAGGAGAGGGAGAGA ATCCGTTTATTCCCAGTTGATGAC 70 1 5 20 144 24 61,350 59,118 31,000 30,600 6,231,392 F 244 CAGCCCGGAGAGGAGAGGgagagaAGGGCGACGCTGTTACCTGCACTGCTTTCCGTCAGGTTGTTGTGGTCCCTCAGAACTTCATCTGTGGAGCgagagagagagagagaCagagagagCGTCATCAACTGGGAATAAACGGATagagaggagagagagagagagagagagagagagagagagagagagagagaCagagagagagACAGAGCgagagagagagagagaCagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 1 1 2 16 113 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG TCCAAATCACATACTGTCATCCC 38 16 56 20 168 23 60,322 58,219 40,000 38,500 5,102,378 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 2 16 114 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG TTCCAAATCACATACTGTCATCCC 38 16 56 20 169 24 60,322 58,807 40,000 38,500 5,514,491 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 2 16 114 GTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAG GTCAGCATCGGTTGGAAGGT TCCAAATCACATACTGTCATCCC 39 16 55 20 168 23 60,322 58,219 35,000 38,500 5,102,467 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 3 16 163 CAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGCAATATTAAATTCTCCTCGTCTCCC TCCAAATCACATACTGTCATCCC 83 16 6 25 168 23 57,340 58,219 43,000 38,500 12,440,467 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 3 16 164 ACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCACAATATTAAATTCTCCTCGTCTCCC TCCAAATCACATACTGTCATCCC 83 16 5 26 168 23 58,782 58,219 43,000 38,500 11,998,721 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 16 8 1 AG GAGAGAGAGAGAGAGA NA 0 0 3 16 165 ACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCACAATATTAAATTCTCCTCGTCTCCC TTCCAAATCACATACTGTCATCCC 83 16 5 26 169 24 58,782 58,807 43,000 38,500 12,410,834 F 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

cons_gr1210_2 2 45 16 8 1 AG GAGAGAGAGAGAGAGA NO 1 1 10 3 91 ACACAGACATACATAGACAGCAGGAGTgagagagag ACACAGACATACATAGACAGCAGG TTTGAATGTGTGCGTGCGTG 3 28 18 24 108 20 60,142 60,591 48,500 53,400 4,733,055 F 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 16 8 1 AG GAGAGAGAGAGAGAGA NO 0 0 10 2 90 CACAGACATACATAGACAGCAGGAGTgagagagagagCACAGACATACATAGACAGCAGGA TTTGAATGTGTGCGTGCGTG 2 28 19 24 108 20 59,901 60,591 38,600 53,400 4,689,485 F 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 16 8 1 AG GAGAGAGAGAGAGAGA NO 0 0 Oct‐25 2 91 CACAGACATACATAGACAGCAGGAGTgagagagagagCACAGACATACATAGACAGCAGGA GTTTGAATGTGTGCGTGCGT 2 29 19 24 109 20 59,901 60,591 38,600 52,400 4,689,737 F 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 1 9 1 131 ACAGACATACATAGACAGCAGGAGTgagagagagagaACAGACATACATAGACAGCAGGA GCTGTTTGTGTGCTTGCTTA 2 1 20 23 150 20 58,718 57,510 38,600 30,900 6,771,985 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 0 10 1 132 CACAGACATACATAGACAGCAGGAGTgagagagagagCACAGACATACATAGACAGCAGGA GCTGTTTGTGTGCTTGCTTA 2 1 19 24 150 20 59,901 57,510 38,600 30,900 6,588,829 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 0 10 1 133 ACACAGACATACATAGACAGCAGGAGTgagagagag ACACAGACATACATAGACAGCAGG GCTGTTTGTGTGCTTGCTTA 3 1 18 24 150 20 60,142 57,510 48,500 30,900 6,632,399 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 0 Dec‐75 1 140 GATACAGACACAGACATACATAGACAGCAGGAGTgGATACAGACACAGACATACATAGACA GCTGTTTGTGTGCTTGCTTA 8 1 11 26 150 20 58,069 57,510 34,100 30,900 10,421,603 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 0 Dec‐75 0 140 GATACAGACACAGACATACATAGACAGCAGGAGTgGATACAGACACAGACATACATAGACA GCTGTTTGTGTGCTTGCTTAA 8 0 11 26 150 21 58,069 58,192 34,100 18,500 10,739,520 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr1210_2 2 45 85 8 2 AG GAGAGAGAGAGAGAGAAGAAGCAACACAAAAGTANO 0 0 13 1 140 GATACAGACACAGACATACATAGACAGCAGGAGTgGATACAGACACAGACATACATAGACAG GCTGTTTGTGTGCTTGCTTA 7 1 11 27 150 20 58,927 57,510 35,100 30,900 10,563,495 G 237 cacacacacaGATACAGACACAGACATACATAGACAGCAGGAGTgagagagagagagagaAGAAGCAACACAAAAGTATAAACACATTCACGCACGcacacaTTCAAACatatatacacacacacacacTTAAGCAAGcacacaAACAGCNACNCANacacacTGAGAANCACATATANNcacacacacaNacacacacacacacacacacacacacacacacacATCCGCACTCAT

cons_gr263_2 2 47 16 8 1 AG GAGAGAGAGAGAGAGA NO 0 1 Aug‐75 3 90 ACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTg ACCTCGTCTTCCATGTTTCTGC GTCTGTCTTGCTATCAGTCTATTTCT 23 3 2 22 91 26 60,872 58,512 42,600 25,200 10,360,360 B 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 16 8 1 AG GAGAGAGAGAGAGAGA NO 0 0 Aug‐75 3 90 ACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTg ACCTCGTCTTCCATGTTTCTG GTCTGTCTTGCTATCAGTCTATTTCT 24 3 2 21 91 26 57,954 58,512 30,200 25,200 10,533,922 B 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 16 8 1 AG GAGAGAGAGAGAGAGA NO 0 0 Sep‐75 2 90 ACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTg ACCTCGTCTTCCATGTTTCTGC GTCTGTCTTGCTATCAGTCTATTTCTC 23 2 2 22 91 27 60,872 59,352 42,600 28,700 10,519,753 B 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr686_2 2 82 56 8 1.5 AG AGAGAGAGAGAGAGAGNNAGAGAGAGAGACAGANO 1 1 19 0 100 ACagagagACagagagACAGAGACagagagagagagaga ACAGAGAGACAGAGAGACAGAGA CTCTGTCGCTCTGTCACTGT 1 0 58 23 157 20 59,417 59,404 31,000 35,500 4,178,235 F 177 CAGAGGCAGATACagagagagagagagagagagagagagagagagACAGAAACAGAGACagagagACagagagACAGAGACagagagagagagagagNNagagagagagACagagagagACagagagagagagagagACAGTGACAGAGCGACAGAGACagagagagagACAGAGAC

cons_gr686_2 2 82 56 8 1.5 AG AGAGAGAGAGAGAGAGNNAGAGAGAGAGACAGANO 0 0 19 0 102 AGACagagagACagagagACAGAGACagagagagagagaAGACAGAGAGACAGAGAGACAGA CTCTGTCGCTCTGTCACTGT 3 0 56 23 157 20 59,417 59,404 34,100 35,500 4,178,235 F 177 CAGAGGCAGATACagagagagagagagagagagagagagagagagACAGAAACAGAGACagagagACagagagACAGAGACagagagagagagagagNNagagagagagACagagagagACagagagagagagagagACAGTGACAGAGCGACAGAGACagagagagagACAGAGAC

cons_gr686_2 2 82 56 8 1.5 AG AGAGAGAGAGAGAGAGNNAGAGAGAGAGACAGANO 0 0 19 0 104 AGAGACagagagACagagagACAGAGACagagagagag AGAGACAGAGAGACAGAGAGACA CTCTGTCGCTCTGTCACTGT 5 0 54 23 157 20 59,417 59,404 34,100 35,500 4,178,235 F 177 CAGAGGCAGATACagagagagagagagagagagagagagagagagACAGAAACAGAGACagagagACagagagACAGAGACagagagagagagagagNNagagagagagACagagagagACagagagagagagagagACAGTGACAGAGCGACAGAGACagagagagagACAGAGAC

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 174 52 9 2 AC TGTGTGCGTGTGTGTGTGTGTGTGCGTGTGCATATGNA 1 1 16 1 100 CGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCGTGTGTGTGCG CACTTCTTAGCAATTTAGAATACAAGC 2 1 154 18 253 27 62,918 57,504 53,400 40,100 14,413,814 G 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 174 52 9 2 AC TGTGTGCGTGTGTGTGTGTGTGTGCGTGTGCATATGNA 0 0 16 0 98 CGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCGTGTGTGTGCG CTTCTTAGCAATTTAGAATACAAGCG 2 0 154 18 251 26 62,918 57,241 53,400 46,800 13,677,320 G 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 174 52 9 2 AC TGTGTGCGTGTGTGTGTGTGTGTGCGTGTGCATATGNA 0 0 16 0 99 CGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCGTGTGTGTGCG ACTTCTTAGCAATTTAGAATACAAGCG 2 0 154 18 252 27 62,918 58,609 53,400 46,800 13,309,167 G 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 1 1 7 0 98 CTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgCTCCTCTTTCCTGTTTCGTCA TATGCACATACGCAAGCGC 0 1 4 21 101 19 57,613 59,359 43,500 59,200 5,027,909 D 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 0 0 7 0 99 ACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtg ACTCCTCTTTCCTGTTTCGTCA TATGCACATACGCAAGCGC 0 1 3 22 101 19 59,301 59,359 43,500 59,200 4,339,938 D 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 0 0 7 0 100 AACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgt AACTCCTCTTTCCTGTTTCGTCA TATGCACATACGCAAGCGC 0 1 2 23 101 19 59,866 59,359 43,500 59,200 4,775,222 D 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 0 0 8 0 99 CTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgCTCCTCTTTCCTGTTTCGTCA ATATGCACATACGCAAGCGC 0 1 4 21 102 20 57,613 59,764 43,500 59,200 3,622,433 G 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 0 0 8 0 100 ACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtg ACTCCTCTTTCCTGTTTCGTCA ATATGCACATACGCAAGCGC 0 1 3 22 102 20 59,301 59,764 43,500 59,200 2,934,462 G 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:2311:49338 1 25 57 9 2 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGCGTGTGTG NA 0 0 8 0 101 AACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgt AACTCCTCTTTCCTGTTTCGTCA ATATGCACATACGCAAGCGC 0 1 2 23 102 20 59,866 59,764 43,500 59,200 3,369,746 G 157 AAACTCCTCTTTCCTGTTTCGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtCTGCACTtgtgtgtgtgCGCGCTTGCGTATGTGCATAtgtgtgCGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 189 18 9 1 AG GAGAGAGAGAGAGAGAGA NA 1 1 8 5 90 AGGCAGACAGAAACAGCGAGAGGATgagagagaAA AGGCAGACAGAAACAGCGAG ATCATTGTTGATTGGTCCTTTAGACG 21 5 148 20 237 26 60,320 59,906 50,300 41,800 6,414,295 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 189 18 9 1 AG GAGAGAGAGAGAGAGAGA NA 0 0 8 5 91 GAGGCAGACAGAAACAGCGAGAGGATgagagagaA GAGGCAGACAGAAACAGCGA ATCATTGTTGATTGGTCCTTTAGACG 22 5 147 20 237 26 60,320 59,906 49,300 41,800 6,413,948 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 189 18 9 1 AG GAGAGAGAGAGAGAGAGA NA 0 0 10 5 92 AGAGGCAGACAGAAACAGCGAGAGGATgagagaga AGAGGCAGACAGAAACAGCG ATCATTGTTGATTGGTCCTTTAGACG 23 5 146 20 237 26 60,320 59,906 51,800 41,800 6,414,295 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 73 9 3 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 1 1 16 2 121 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT AAACACATACACACTCACTCCA 2 3 47 21 167 22 59,790 57,584 36,700 38,600 5,625,385 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 73 9 3 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 0 0 18 2 120 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT AACACATACACACTCACTCCAA 2 2 47 21 166 22 59,790 57,584 36,700 35,300 5,625,385 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 73 9 3 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 0 0 18 1 119 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT ACACATACACACTCACTCCAAA 2 1 47 21 165 22 59,790 57,584 36,700 32,800 5,625,385 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 116 9 4 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 0 1 12 2 163 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT TCCAAGACATACACACACTCCA 2 2 47 21 209 22 59,790 59,031 36,700 38,600 4,178,766 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 116 9 4 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 0 0 13 2 164 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT CTCCAAGACATACACACACTCCA 2 2 47 21 210 23 59,790 59,993 36,700 38,600 4,216,363 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:27214:24058 1 70 116 9 4 AC GTGTGTGTGTTGGTGTGTGTGTGTGTGTGTTTTTGANA 0 0 15 2 165 CGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtg CGGAGTGGGTGTATGATTGGT ACTCCAAGACATACACACACTCC 2 3 47 21 211 23 59,790 59,993 36,700 38,500 4,216,471 G 212 CTGTTTGTTTTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCGGAGTGGGTGTATGATTGGTGGgtgtgtgtgtTGgtgtgtgtgtgtgtgtgtTTTTGAgtgtgtgtgtgtgtgtgtTTTGGCAtgtgtgtgtgtgTTTTGGAGTGAgtgtgtATGTGTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtgtATGTCTTGGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:13453:72086 1 77 34 9 2 AG GAGAGAGAGAGAACCTGAGAGAGAGAGAGAGAG NA 1 1 13 0 108 AagagagagACAGAGCCTGGgagagagagagaACCTgagAAGAGAGAGACAGAGCCTGG TCAGGTTCTGTCTCTCCCTCT 0 33 57 20 164 21 58,149 59,286 44,500 36,900 3,564,951 G 165 gagagaCagagagacacacacacacacacacacacacacacacacacAATCAGAGAAagagagagACAGAGCCTGGgagagagagagaACCTgagagagagagagagagaCTGACTCTGAGACagagagacacacAGAATCagagagGgagagaCAGAACCTGAG

ST‐E00142:460:H2K7HCCXY:6:2121:13453:72086 1 77 34 9 2 AG GAGAGAGAGAGAACCTGAGAGAGAGAGAGAGAG NA 0 0 14 0 110 GAAagagagagACAGAGCCTGGgagagagagagaACCT GAAAGAGAGAGACAGAGCCTGG TCAGGTTCTGTCTCTCCCTCT 0 33 55 22 164 21 59,834 59,286 44,500 36,900 3,879,902 G 165 gagagaCagagagacacacacacacacacacacacacacacacacacAATCAGAGAAagagagagACAGAGCCTGGgagagagagagaACCTgagagagagagagagagaCTGACTCTGAGACagagagacacacAGAATCagagagGgagagaCAGAACCTGAG

ST‐E00142:460:H2K7HCCXY:6:2121:13453:72086 1 77 34 9 2 AG GAGAGAGAGAGAACCTGAGAGAGAGAGAGAGAG NA 0 0 15 0 106 AagagagagACAGAGCCTGGgagagagagagaACCTgagAAGAGAGAGACAGAGCCTGG AGGTTCTGTCTCTCCCTCTCT 0 31 57 20 162 21 58,149 59,000 44,500 31,000 3,851,352 G 165 gagagaCagagagacacacacacacacacacacacacacacacacacAATCAGAGAAagagagagACAGAGCCTGGgagagagagagaACCTgagagagagagagagagaCTGACTCTGAGACagagagacacacAGAATCagagagGgagagaCAGAACCTGAG

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 177 28 9 1.5 AC GTGTGTGTGGGTGTGTGTGTGTGTGTGT NA 1 1 6 0 93 GGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtg GGTCGTAGGGTTGTGTAGGC AGTCGAAACATCAACTGTAGAACT 0 21 157 20 249 24 60,108 58,156 39,300 30,100 5,952,476 B 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 177 28 9 1.5 AC GTGTGTGTGGGTGTGTGTGTGTGTGTGT NA 0 0 6 0 94 GGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtg GGTCGTAGGGTTGTGTAGGC GAGTCGAAACATCAACTGTAGAACT 0 21 157 20 250 25 60,108 59,079 39,300 30,100 6,029,880 B 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 177 28 9 1.5 AC GTGTGTGTGGGTGTGTGTGTGTGTGTGT NA 0 0 6 0 95 GGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtg GGTCGTAGGGTTGTGTAGGC AGAGTCGAAACATCAACTGTAGA 0 24 157 20 251 23 60,108 57,293 39,300 25,900 5,815,714 B 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 1 4 1 95 CAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagCAGCAACCAACTGGGCAAC AGGAATCAGACTGCCTGCCT 1 21 154 19 248 20 59,932 60,913 41,700 47,500 1,981,366 B 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 6 11 107 GAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgGAGACAGAGAGCAGCAACCA AAGGAATCAGACTGCCTGCC 11 22 143 20 249 20 59,680 60,035 36,700 48,500 0.354398 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 6 1 93 CAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagCAGCAACCAACTGGGCAAC GAATCAGACTGCCTGCCTCC 1 19 154 19 246 20 59,932 60,463 41,700 43,000 1,531,390 B 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 6 1 94 CAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagCAGCAACCAACTGGGCAAC GGAATCAGACTGCCTGCCTC 1 20 154 19 247 20 59,932 60,463 41,700 47,000 1,531,390 B 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 8 8 104 ACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtg ACAGAGAGCAGCAACCAACT AAGGAATCAGACTGCCTGCC 8 22 146 20 249 20 59,528 60,035 31,600 48,500 0.506288 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 8 6 102 agagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgt AGAGAGCAGCAACCAACTGG AAGGAATCAGACTGCCTGCC 6 22 148 20 249 20 60,251 60,035 40,000 48,500 0.285311 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 13 11 143 GAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgGAGACAGAGAGCAGCAACCA TCTGAGAATCACCAGAGAGAAGG 11 55 143 20 285 23 59,680 58,977 36,700 34,600 4,342,331 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 15 11 142 GAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgGAGACAGAGAGCAGCAACCA CTGAGAATCACCAGAGAGAAGGA 11 54 143 20 284 23 59,680 58,977 36,700 33,600 4,342,331 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 174 34 9 1.5 AC GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 16 11 141 GAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgGAGACAGAGAGCAGCAACCA TGAGAATCACCAGAGAGAAGGA 11 54 143 20 283 22 59,680 57,947 36,700 33,600 4,372,737 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 130 55 9 2 AC ACACACACACACACACACTCGGCACACCCACTCACGNA 0 1 14 2 106 aCACAAAGAGATAAAGACACAGACACAAacacacacaACACAAAGAGATAAAGACACAGACAC TCCTGGCAAGAGAGTTGGTG 2 3 102 26 207 20 59,520 59,602 36,700 41,700 6,878,261 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 130 55 9 2 AC ACACACACACACACACACTCGGCACACCCACTCACGNA 0 0 14 1 105 CACAAAGAGATAAAGACACAGACACAAacacacacacCACAAAGAGATAAAGACACAGACACA TCCTGGCAAGAGAGTTGGTG 1 3 103 26 207 20 59,520 59,602 37,200 41,700 6,877,931 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 130 55 9 2 AC ACACACACACACACACACTCGGCACACCCACTCACGNA 0 0 15 1 104 ACAAAGAGATAAAGACACAGACACAAacacacacacaACAAAGAGATAAAGACACAGACACA TCCTGGCAAGAGAGTTGGTG 1 3 104 25 207 20 58,417 59,602 37,200 41,700 6,980,577 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 44 9 2 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 1 15 0 100 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT CTGTGTGTGTTTGTGTCTGTGA 13 0 6 21 105 22 58,222 59,258 35,500 35,800 5,519,816 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 44 9 2 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 16 1 101 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TCTGTGTGTGTTTGTGTCTGTG 13 1 6 21 106 22 58,222 59,258 35,500 36,600 5,519,816 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 44 9 2 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 16 0 99 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TGTGTGTGTTTGTGTCTGTGA 13 0 6 21 104 21 58,222 58,228 35,500 35,800 5,550,586 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2204:20780:67410 1 111 18 9 1 AG AGAGAGAGAGAGAGAGAG NA 1 1 9 8 159 GGGACAGAAagagagGACAGGAgggggACagagagag GGGACAGAAAGAGAGGACAGG CCGTTTCTCACTCGTCCC 8 94 82 21 240 18 59,447 57,427 40,000 44,600 6,125,954 F 240 GAGACAGAGACagagagagagagagagagagagagagagagagGGAGAGGGAGGAGAggggggggAACAGAAAGAGACATAGGGACAGAAagagagGACAGGAgggggACagagagagagagagagagCggggggggggggggggggggggggAgggggggggggAggggggggggggggggAggggggggggggggggggggggggggggggggggggggggggACGAGTGAGAAACGG

ST‐E00142:460:H2K7HCCXY:6:2204:20780:67410 1 111 18 9 1 AG AGAGAGAGAGAGAGAGAG NA 0 0 9 4 155 CAGAAagagagGACAGGAgggggACagagagagagagagCAGAAAGAGAGGACAGGAGGG CCGTTTCTCACTCGTCCC 4 94 86 21 240 18 59,170 57,427 43,000 44,600 6,403,639 F 240 GAGACAGAGACagagagagagagagagagagagagagagagagGGAGAGGGAGGAGAggggggggAACAGAAAGAGACATAGGGACAGAAagagagGACAGGAgggggACagagagagagagagagagCggggggggggggggggggggggggAgggggggggggAggggggggggggggggAggggggggggggggggggggggggggggggggggggggggggACGAGTGAGAAACGG

ST‐E00142:460:H2K7HCCXY:6:2204:20780:67410 1 111 18 9 1 AG AGAGAGAGAGAGAGAGAG NA 0 0 10 4 154 AGAAagagagGACAGGAgggggACagagagagagagagaAGAAAGAGAGGACAGGAGGG CCGTTTCTCACTCGTCCC 4 94 87 20 240 18 57,754 57,427 43,000 44,600 6,819,253 F 240 GAGACAGAGACagagagagagagagagagagagagagagagagGGAGAGGGAGGAGAggggggggAACAGAAAGAGACATAGGGACAGAAagagagGACAGGAgggggACagagagagagagagagagCggggggggggggggggggggggggAgggggggggggAggggggggggggggggAggggggggggggggggggggggggggggggggggggggggggACGAGTGAGAAACGG

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 163 18 9 1 AC ACACACACACACACACAC NA 1 1 22 1 112 TTGTGTATGCTGCACCAGGTATCTGAacacacATacacTTGTGTATGCTGCACCAGGT TCAGATACCTGGTGCAATATACAC 49 1 94 20 205 24 59,890 58,146 40,000 29,000 5,964,230 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 163 18 9 1 AC ACACACACACACACACAC NA 0 0 22 0 111 TTGTGTATGCTGCACCAGGTATCTGAacacacATacacTTGTGTATGCTGCACCAGGT CAGATACCTGGTGCAATATACACA 49 0 94 20 204 24 59,890 58,390 40,000 37,200 5,720,693 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 163 18 9 1 AC ACACACACACACACACAC NA 0 0 23 0 112 TTGTGTATGCTGCACCAGGTATCTGAacacacATacacTTGTGTATGCTGCACCAGGT TCAGATACCTGGTGCAATATACACA 49 0 94 20 205 25 59,890 59,635 40,000 37,200 5,475,609 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 1 1 19 3 124 CTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCCTGCCGAGCTCTCTCTTTCT TGAGAGTGAGAGAGTGAGTGAGA 60 3 109 20 232 23 59,183 59,674 25,200 32,700 4,143,310 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 125 GCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCGCTGCCGAGCTCTCTCTTTC TGAGAGTGAGAGAGTGAGTGAGA 61 3 108 20 232 23 60,806 59,674 26,200 32,700 4,132,009 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 158 GCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGCCTCTCTTCCTCTCCCAGT TGAGAGTGAGAGAGTGAGTGAGA 94 3 75 20 232 23 60,325 59,674 40,000 32,700 3,651,500 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 159 TGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCTGCCTCTCTTCCTCTCCCAG TGAGAGTGAGAGAGTGAGTGAGA 95 3 74 20 232 23 60,325 59,674 44,500 32,700 3,651,407 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 228 GCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGGCTGCTCGTGGTCTTCTAGT TGAGAGTGAGAGAGTGAGTGAGA 164 3 5 20 232 23 59,472 59,674 25,700 32,700 3,854,767 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 229 TGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGTGCTGCTCGTGGTCTTCTAG TGAGAGTGAGAGAGTGAGTGAGA 165 3 4 20 232 23 59,472 59,674 24,300 32,700 3,854,314 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 3 230 CTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTCTGCTGCTCGTGGTCTTCTA TGAGAGTGAGAGAGTGAGTGAGA 166 3 3 20 232 23 59,472 59,674 21,000 32,700 3,854,314 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 1 123 GCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCGCTGCCGAGCTCTCTCTTTC AGAGTGAGAGAGTGAGTGAGAGT 61 1 108 20 230 23 60,806 59,672 26,200 32,400 4,133,468 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2205:28919:42798 1 189 18 9 1 AG CTCTCTCTCTCTCTCTCT NA 0 0 19 1 157 TGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCTGCCTCTCTTCCTCTCCCAG AGAGTGAGAGAGTGAGTGAGAGT 95 1 74 20 230 23 60,325 59,672 44,500 32,400 3,652,867 F 270 GACTGCTGCTCGTGGTCTTCTAGTTGGTAGTCGGGATTGGTTTTGAAGTTGTTGTCGAAGGAGCCTTGAACAATGCctctctTCCTCTCCCAGTCGTTATGTTTATCGCTGCCGAGctctctctTTCTTTGTAtttttCTCTGtctctcCCTCTCCCTTCATCTCCATTATCGTTGTTCACCGTCCGActctctctctctctctctCACTCTCACTCActctctCACTCTCActctctctctctctctctctctctctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 1 12 2 126 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC CCTGCAATTGACTGCTCTGC 2 17 76 20 201 20 59,971 59,829 42,600 42,600 0.199067 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 0 12 2 127 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC GCCTGCAATTGACTGCTCTG 2 18 76 20 202 20 59,971 59,829 42,600 33,500 0.199067 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 0 12 2 128 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC TGCCTGCAATTGACTGCTCT 2 19 76 20 203 20 59,971 60,251 42,600 40,900 0.279538 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 0 12 2 142 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC GAGAGGATCAGGCTTGCCTG 2 33 76 20 217 20 59,971 60,179 42,600 48,500 0.207556 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 0 12 2 143 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC AGAGAGGATCAGGCTTGCCT 2 34 76 20 218 20 59,971 60,326 42,600 47,500 0.354933 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 98 67 9 3 AT GTGTGTGTGTGCGTACATGTGTCAGAGTGTGTGTG NA 0 0 12 2 144 CAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGCAGTGCTTGTGTGTGTCTGC GAGAGAGGATCAGGCTTGCC 2 35 76 20 219 20 59,971 59,893 42,600 45,200 0.135027 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2209:21623:39335 1 63 24 9 1.5 AC ATATATACACACACACACACACAC NA 1 1 4 27 128 ACAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACAAGCAGAAACTCACGAGC ACAACGAATGTATATGCTACCTGA 27 33 16 20 143 24 58,779 57,843 50,300 38,600 7,378,162 F 256 CACGcacacaAAAGAACAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACGTACACAAACatatatacacacacacacacacacAAATAATAAGAGAAACGACGaaaaaTGAACTGATCAGGTAGCATATACATTCGTTGTAATAtttttAATATTATtatatatatatgtgtgtgtgtgtatatatatatatatatatatatatatatatatatatgtgtgtgtgtgAgtgtgtgtgtCTCCACATCCATATG

ST‐E00142:460:H2K7HCCXY:6:2209:21623:39335 1 63 24 9 1.5 AC ATATATACACACACACACACACAC NA 0 0 4 26 124 CAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACAAGCAGAAACTCACGAGCA ACGAATGTATATGCTACCTGATCAGT 26 28 17 20 140 26 58,779 59,790 42,600 34,100 7,430,118 F 256 CACGcacacaAAAGAACAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACGTACACAAACatatatacacacacacacacacacAAATAATAAGAGAAACGACGaaaaaTGAACTGATCAGGTAGCATATACATTCGTTGTAATAtttttAATATTATtatatatatatgtgtgtgtgtgtatatatatatatatatatatatatatatatatatatgtgtgtgtgtgAgtgtgtgtgtCTCCACATCCATATG

ST‐E00142:460:H2K7HCCXY:6:2209:21623:39335 1 63 24 9 1.5 AC ATATATACACACACACACACACAC NA 0 0 4 26 127 CAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACAAGCAGAAACTCACGAGCA ACAACGAATGTATATGCTACCTGA 26 33 17 20 143 24 58,779 57,843 42,600 38,600 7,377,277 F 256 CACGcacacaAAAGAACAAGCAGAAACTCACGAGCAATCACAGAAAAGAAACGTACACAAACatatatacacacacacacacacacAAATAATAAGAGAAACGACGaaaaaTGAACTGATCAGGTAGCATATACATTCGTTGTAATAtttttAATATTATtatatatatatgtgtgtgtgtgtatatatatatatatatatatatatatatatatatatgtgtgtgtgtgAgtgtgtgtgtCTCCACATCCATATG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 1 1 12 2 133 ACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTA ACAGCAAACTTGAGTCAGGGT CATGTGCGTGTGTGTGCATG 64 2 64 21 196 20 59,787 61,000 43,400 40,600 2,212,665 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 0 0 12 2 140 GTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGGTAATCCACAGCAAACTTGAGTCA CATGTGCGTGTGTGTGCATG 68 2 57 24 196 20 59,485 61,000 34,100 40,600 5,514,922 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 0 0 12 2 141 AGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAAGTAATCCACAGCAAACTTGAGTC CATGTGCGTGTGTGTGCATG 69 2 56 24 196 20 59,243 61,000 33,600 40,600 5,756,879 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 0 0 12 2 141 AGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAAGTAATCCACAGCAAACTTGAGT CATGTGCGTGTGTGTGCATG 70 2 56 23 196 20 58,281 61,000 34,100 40,600 5,718,691 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 0 0 14 0 131 ACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTA ACAGCAAACTTGAGTCAGGGT TGTGCGTGTGTGTGCATGTA 64 0 64 21 194 20 59,787 60,812 43,400 22,900 2,024,551 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 26 9 1.5 AC CACACACACACACACACAAGCACACA NA 0 0 14 0 132 CACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGT CACAGCAAACTTGAGTCAGGG TGTGCGTGTGTGTGCATGTA 65 0 63 21 194 20 59,394 60,812 44,500 22,900 2,417,327 F 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 1 1 16 4 133 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA CCACCAGATAGAGCCTGAGC 4 25 63 20 195 20 59,459 59,608 33,300 42,600 0.933728 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 16 4 177 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA GGATTGCTCTCCAGCCACTG 4 69 63 20 239 20 59,459 60,747 33,300 36,600 1,288,676 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 16 4 178 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA TGGATTGCTCTCCAGCCACT 4 70 63 20 240 20 59,459 61,203 33,300 40,000 1,744,833 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 16 4 190 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA AGATATTGATACTGGATTGCTCTCCA 4 76 63 20 252 26 59,459 59,500 33,300 38,600 7,041,092 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 16 4 190 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA AGATATTGATACTGGATTGCTCTCC 4 77 63 20 252 25 59,459 58,055 33,300 37,100 7,486,610 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 16 4 191 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAA AAGATATTGATACTGGATTGCTCTCCA 4 76 63 20 253 27 59,459 59,983 33,300 38,600 7,558,350 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 17 3 133 AGGCAGACAGacacacacAAACAGacacacacacGcacaAGGCAGACAGACACACACAAA CCACCAGATAGAGCCTGAGC 3 25 63 21 195 20 60,065 59,608 28,300 42,600 1,457,827 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 17 2 132 GGCAGACAGacacacacAAACAGacacacacacGcacac GGCAGACAGACACACACAAAC CCACCAGATAGAGCCTGAGC 2 25 64 21 195 20 59,936 59,608 29,300 42,600 1,456,396 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 87 64 9 2 AC ACACACACACGCACACACAGACAGACAGACAGACANA 0 0 17 2 176 GGCAGACAGacacacacAAACAGacacacacacGcacac GGCAGACAGACACACACAAAC GGATTGCTCTCCAGCCACTG 2 69 64 21 239 20 59,936 60,747 29,300 36,600 1,811,343 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:6482:60571 1 64 49 9 2 AG GAGAGAGAGAGAGAGAGAAATAAACCCAAACAGANA 1 1 14 0 95 AACCCAAACAGACACAGAGGgagagagagagagagag AACCCAAACAGACACAGAGG CGCTCTCTCTGTGTTTGGTG 0 6 44 20 138 20 57,652 58,857 36,900 41,700 3,491,716 G 156 ACagagagagagagagagagagagagagagagagagagAAATAAACCCAAACAGACACAGAGGgagagagagagagagagaAATAAACCCAAACagagagagagagagagagCAATCACACCAAACACagagagagCgagagaAATCACCCAAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:6482:60571 1 64 49 9 2 AG GAGAGAGAGAGAGAGAGAAATAAACCCAAACAGANA 0 0 14 0 96 AACCCAAACAGACACAGAGGgagagagagagagagag AACCCAAACAGACACAGAGG TCGCTCTCTCTGTGTTTGGT 0 7 44 20 139 20 57,652 58,959 36,900 36,700 3,389,057 G 156 ACagagagagagagagagagagagagagagagagagagAAATAAACCCAAACAGACACAGAGGgagagagagagagagagaAATAAACCCAAACagagagagagagagagagCAATCACACCAAACACagagagagCgagagaAATCACCCAAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:6482:60571 1 64 49 9 2 AG GAGAGAGAGAGAGAGAGAAATAAACCCAAACAGANA 0 0 15 0 97 AACCCAAACAGACACAGAGGgagagagagagagagag AACCCAAACAGACACAGAGG CTCGCTCTCTCTGTGTTTGGT 0 7 44 20 140 21 57,652 60,000 36,900 36,700 3,348,693 G 156 ACagagagagagagagagagagagagagagagagagagAAATAAACCCAAACAGACACAGAGGgagagagagagagagagaAATAAACCCAAACagagagagagagagagagCAATCACACCAAACACagagagagCgagagaAATCACCCAAAAC

ST‐E00142:460:H2K7HCCXY:6:2213:24556:12490 1 162 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 1 1 20 4 90 TCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATCTCATTCCTCTCCCTCTCTCA TGATGTGACGTAAGGTGTCAGAG 4 23 136 22 225 23 59,144 60,058 32,700 33,500 5,913,125 F 241 CTCTCATTCctctctctctctctctctCATTCctctctctctctCATTtctctctctctctctctctctctctctctctctctctcTTTCctctctctCATTCctctctctctctctCATTCctctctctctctGTCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATTCCCACTTACATCTGTGATTCCTCTGACACCTTACGTCACATCAACAATTTCCAGTTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:24556:12490 1 162 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 20 4 90 TCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATCTCATTCCTCTCCCTCTCTCA TGATGTGACGTAAGGTGTCAGA 4 24 136 22 225 22 59,144 59,112 32,700 32,700 5,744,012 F 241 CTCTCATTCctctctctctctctctctCATTCctctctctctctCATTtctctctctctctctctctctctctctctctctctctcTTTCctctctctCATTCctctctctctctctCATTCctctctctctctGTCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATTCCCACTTACATCTGTGATTCCTCTGACACCTTACGTCACATCAACAATTTCCAGTTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:24556:12490 1 162 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 20 4 93 TCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATCTCATTCCTCTCCCTCTCTCA TGTTGATGTGACGTAAGGTGTCA 4 26 136 22 228 23 59,144 60,181 32,700 35,800 6,037,073 F 241 CTCTCATTCctctctctctctctctctCATTCctctctctctctCATTtctctctctctctctctctctctctctctctctctctcTTTCctctctctCATTCctctctctctctctCATTCctctctctctctGTCTCATTCCTCTCCctctctCATTCGtctctctctctctctctcATTCCCACTTACATCTGTGATTCCTCTGACACCTTACGTCACATCAACAATTTCCAGTTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:27570:49426 1 118 77 9 3 AG AGAGAGAGAGAGCAGAGACAGAGCAGGGAGAGA NA 1 1 12 0 117 agCagagagagTGAGTGAGCagagagagagagCAGAGA AGCAGAGAGAGTGAGTGAGC GGGTGTTCACGTGCTCCATT 0 0 98 20 214 20 58,823 60,889 42,600 31,600 2,065,714 G 256 agagagCAGAGAAagagagagagagCAAGCAGAAagagagGAAAAGTGAGCAGATGgagagagagagagaAAGAgggggAGACAGAAtgagtgagtgagCagagagagTGAGTGAGCagagagagagagCAGAGACAGAGCAGGgagagaGgagagagagaAAGAAGCAAGGGATCagagagagagagagagagAATGGAGCACGTGAACACCCagagagagagagagagagagagagagagagAATGGAGCACGT

ST‐E00142:460:H2K7HCCXY:6:2213:27570:49426 1 118 77 9 3 AG AGAGAGAGAGAGCAGAGACAGAGCAGGGAGAGA NA 0 0 13 0 118 gagCagagagagTGAGTGAGCagagagagagagCAGAG GAGCAGAGAGAGTGAGTGAGC GGGTGTTCACGTGCTCCATT 0 0 97 21 214 20 59,867 60,889 42,600 31,600 2,022,211 G 256 agagagCAGAGAAagagagagagagCAAGCAGAAagagagGAAAAGTGAGCAGATGgagagagagagagaAAGAgggggAGACAGAAtgagtgagtgagCagagagagTGAGTGAGCagagagagagagCAGAGACAGAGCAGGgagagaGgagagagagaAAGAAGCAAGGGATCagagagagagagagagagAATGGAGCACGTGAACACCCagagagagagagagagagagagagagagagAATGGAGCACGT

ST‐E00142:460:H2K7HCCXY:6:2213:27570:49426 1 118 77 9 3 AG AGAGAGAGAGAGCAGAGACAGAGCAGGGAGAGA NA 0 0 13 0 118 gagCagagagagTGAGTGAGCagagagagagagCAGAG GAGCAGAGAGAGTGAGTGAGC GGGTGTTCACGTGCTCCAT 0 1 97 21 214 19 59,867 60,303 42,600 34,100 2,435,536 G 256 agagagCAGAGAAagagagagagagCAAGCAGAAagagagGAAAAGTGAGCAGATGgagagagagagagaAAGAgggggAGACAGAAtgagtgagtgagCagagagagTGAGTGAGCagagagagagagCAGAGACAGAGCAGGgagagaGgagagagagaAAGAAGCAAGGGATCagagagagagagagagagAATGGAGCACGTGAACACCCagagagagagagagagagagagagagagagAATGGAGCACGT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 1 1 4 1 156 ATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctc ATCCCTTCATGGCCTTGCTC CGGAGGTTGAAGAAGGTTGC 63 1 43 20 198 20 60,106 59,125 42,600 41,700 0.981377 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 0 0 4 1 157 ATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctc ATCCCTTCATGGCCTTGCTC TCGGAGGTTGAAGAAGGTTGC 63 1 43 20 199 21 60,106 60,543 42,600 41,700 1,648,866 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 0 0 6 1 157 AATCCCTTCATGGCCTTGCTCAtctctctctctctctctctct AATCCCTTCATGGCCTTGCT CGGAGGTTGAAGAAGGTTGC 64 1 42 20 198 20 59,663 59,125 39,100 41,700 1,212,486 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 0 0 8 1 197 CCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTCCAAATCCCAGCAATGCCTC CGGAGGTTGAAGAAGGTTGC 104 1 2 20 198 20 59,537 59,125 47,000 41,700 1,337,848 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 0 0 8 1 198 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTACCAAATCCCAGCAATGCCT CGGAGGTTGAAGAAGGTTGC 105 1 1 20 198 20 60,252 59,125 47,500 41,700 1,127,434 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2213:8542:8798 1 126 52 9 2 AG TCTCTCTCTCTCTCTCTCTGTCTCTGTGTGTGTGTCTCNA 0 0 8 1 199 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTACCAAATCCCAGCAATGCCT TCGGAGGTTGAAGAAGGTTGC 105 1 1 20 199 21 60,252 60,543 47,500 41,700 1,794,923 D 214 ACCAAATCCCAGCAATGCCTCAATTTTCAGCTTTGCTTTCAAATCCCTTCATGGCCTTGCTCAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCTCTGtctctctctctctctctcTGTCTCtgtgtgtgtgtctctctctctctctctcTGCAACCTTCTTCAACCTCCGAAGTGTCTACATTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:6644:69607 1 86 18 9 1 AC GTGTGTGTGTGTGTGTGT NA 1 1 9 7 94 CAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGAGCAGCTCAGTGGGTGGTTAGG GCACATACTGTTCAGTGTGGC 28 7 38 20 131 21 60,036 59,802 26,900 50,100 1,233,731 A 195 AGTCGGTTGTCCTGTAGCCTGGGTTTTCCTCCTGTCCCAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGAGAAGGAGGTGGAGGgtgtgtgtgtgtgtgtgtGCGTGGGGCCACACTGAACAGTATGTGCGTGTGGgtgtgtgtgtGGGCACATTAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2216:6644:69607 1 86 18 9 1 AC GTGTGTGTGTGTGTGTGT NA 0 0 9 7 95 CCAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGACCAGCTCAGTGGGTGGTTAG GCACATACTGTTCAGTGTGGC 29 7 37 20 131 21 60,036 59,802 23,400 50,100 1,233,731 A 195 AGTCGGTTGTCCTGTAGCCTGGGTTTTCCTCCTGTCCCAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGAGAAGGAGGTGGAGGgtgtgtgtgtgtgtgtgtGCGTGGGGCCACACTGAACAGTATGTGCGTGTGGgtgtgtgtgtGGGCACATTAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2216:6644:69607 1 86 18 9 1 AC GTGTGTGTGTGTGTGTGT NA 0 0 9 5 92 CAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGAGCAGCTCAGTGGGTGGTTAGG ACATACTGTTCAGTGTGGCCC 28 5 38 20 129 21 60,036 60,271 26,900 58,000 1,307,389 A 195 AGTCGGTTGTCCTGTAGCCTGGGTTTTCCTCCTGTCCCAGCTCAGTGGGTGGTTAGGTTTCTGGGAAGGGAGAAGGAGGTGGAGGgtgtgtgtgtgtgtgtgtGCGTGGGGCCACACTGAACAGTATGTGCGTGTGGgtgtgtgtgtGGGCACATTAAAGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 141 41 9 2 AC TGTGTGTGTGTGTGTGTGAGTATATATATGAGTGTGNA 0 1 12 0 90 TATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGta TATGAGTGTGTGAGGCTGCA CGCTCCCACACACATACACT 0 9 121 20 210 20 59,024 60,037 44,100 35,500 1,013,213 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 141 41 9 2 AC TGTGTGTGTGTGTGTGTGAGTATATATATGAGTGTGNA 0 0 12 0 92 TATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGta TATGAGTGTGTGAGGCTGCA AACGCTCCCACACACATACA 0 11 121 20 212 20 59,024 59,605 44,100 22,900 1,370,825 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 141 41 9 2 AC TGTGTGTGTGTGTGTGTGAGTATATATATGAGTGTGNA 0 0 14 0 91 TATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGta TATGAGTGTGTGAGGCTGCA ACGCTCCCACACACATACAC 0 10 121 20 211 20 59,024 60,320 44,100 29,000 1,296,308 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2218:16092:38508 1 71 81 9 2 AG GTGTGTGTGTGTTAGAGAGAGAGAGAGATAGCTG NA 1 1 19 0 132 AGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgtgtTagAGAGTTTCTTTGTATGTGTAAGTGC CACATGCAAAGAAGCTCTCCC 0 5 46 25 177 21 57,809 59,528 44,000 43,000 8,662,604 D 214 GTATGTGTAAgtgtgtgtgtgtTagagagagagagagATATGGGGAGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgtgtTagagagagagagagATAGCTGGTGTATGTTTCTGTGTCTGCgtgtgtgtTagagagagagagagagagGTATGGGGAGAGCTTCTTTGCATGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTA

ST‐E00142:460:H2K7HCCXY:6:2218:16092:38508 1 71 81 9 2 AG GTGTGTGTGTGTTAGAGAGAGAGAGAGATAGCTG NA 0 0 20 0 133 GAGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgtgtT GAGAGTTTCTTTGTATGTGTAAGTGC CACATGCAAAGAAGCTCTCCC 0 5 45 26 177 21 58,708 59,528 44,000 43,000 8,763,251 D 214 GTATGTGTAAgtgtgtgtgtgtTagagagagagagagATATGGGGAGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgtgtTagagagagagagagATAGCTGGTGTATGTTTCTGTGTCTGCgtgtgtgtTagagagagagagagagagGTATGGGGAGAGCTTCTTTGCATGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTA

ST‐E00142:460:H2K7HCCXY:6:2218:16092:38508 1 71 81 9 2 AG GTGTGTGTGTGTTAGAGAGAGAGAGAGATAGCTG NA 0 0 22 2 134 GGGAGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgt GGGAGAGTTTCTTTGTATGTGTAAGT ACATGCAAAGAAGCTCTCCC 2 5 43 26 176 20 59,065 58,168 22,400 43,000 8,766,788 D 214 GTATGTGTAAgtgtgtgtgtgtTagagagagagagagATATGGGGAGAGTTTCTTTGTATGTGTAAGTGCgtgtgtgtgtgtTagagagagagagagATAGCTGGTGTATGTTTCTGTGTCTGCgtgtgtgtTagagagagagagagagagGTATGGGGAGAGCTTCTTTGCATGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTA

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 1 18 0 146 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCACCCAACCAACAAACCA 0 26 74 20 219 20 59,617 60,252 36,200 36,700 0.635157 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 18 0 150 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCAACCACCCAACCAACAA 0 30 74 20 223 20 59,617 60,252 36,200 28,300 0.635157 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 18 0 152 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC CAACCAACCACCCAACCAAC 0 32 74 20 225 20 59,617 59,823 36,200 37,700 0.559783 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 19 0 132 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC AAACCAACCAACCAACCAACG 0 11 74 20 205 21 59,617 60,067 36,200 41,000 1,449,660 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 20 ‐18 130 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC ACCAACCAACCAACCAACGA 0 ‐18 74 20 175 20 59,617 60,324 36,200 38,500 0.706415 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 94 80 9 1.5 AACC GTTGGTTGGTTGGTTGGTTGGTTTGTTGGTTGGTTGNA 0 0 20 ‐19 129 GGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgG GGTGGTTCGTTGGTTGGTTC CCAACCAACCAACCAACGAA 0 ‐19 74 20 174 20 59,617 59,182 36,200 38,500 1,201,169 F 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 102 45 9 2 AC CACACACACACACACACAGCCCACACTGCATATGCCNA 1 1 16 0 108 TGCCCACATCGCAAAGGCcacacacacacacacacaGCCTGCCCACATCGCAAAGGC CTCTCTCCAGTGTGTGAGCG 0 25 84 18 191 20 61,373 60,109 43,500 50,300 3,482,095 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 102 45 9 2 AC CACACACACACACACACAGCCCACACTGCATATGCCNA 0 0 16 0 109 TGCCCACATCGCAAAGGCcacacacacacacacacaGCCTGCCCACATCGCAAAGGC GCTCTCTCCAGTGTGTGAGC 0 26 84 18 192 20 61,373 60,390 43,500 42,600 3,762,416 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 102 45 9 2 AC CACACACACACACACACAGCCCACACTGCATATGCCNA 0 0 18 0 110 TGCCCACATCGCAAAGGCcacacacacacacacacaGCCTGCCCACATCGCAAAGGC CGCTCTCTCCAGTGTGTGAG 0 27 84 18 193 20 61,373 60,109 43,500 35,100 3,482,095 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:18984:60431 1 45 73 9 3 AG TCTCTCTCTTTCTCTCTCTCTGTTTCTCTCTCTCTCTCTNA 1 1 16 0 120 CCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctctc CCCTCTCTCCGTCTCTCTGT AGACAGAGAGAGGGAGAGGG 7 0 18 20 137 20 59,745 59,074 34,100 43,000 1,181,040 G 174 CTGTACTTCCCTGTTTTCCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctctctcTGTTtctctctctctctctctcctctctCCTCTTTCTCCctctctctctctctCCCTCTCCctctctctGTCTCTGtctctctctctctctctctctctctctctctcCT

ST‐E00142:460:H2K7HCCXY:6:2221:18984:60431 1 45 73 9 3 AG TCTCTCTCTTTCTCTCTCTCTGTTTCTCTCTCTCTCTCTNA 0 0 16 0 121 TCCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctct TCCCTCTCTCCGTCTCTCTG AGACAGAGAGAGGGAGAGGG 8 0 17 20 137 20 59,456 59,074 33,500 43,000 1,470,516 G 174 CTGTACTTCCCTGTTTTCCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctctctcTGTTtctctctctctctctctcctctctCCTCTTTCTCCctctctctctctctCCCTCTCCctctctctGTCTCTGtctctctctctctctctctctctctctctctcCT

ST‐E00142:460:H2K7HCCXY:6:2221:18984:60431 1 45 73 9 3 AG TCTCTCTCTTTCTCTCTCTCTGTTTCTCTCTCTCTCTCTNA 0 0 17 0 121 CCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctctc CCCTCTCTCCGTCTCTCTGT GAGACAGAGAGAGGGAGAGGG 7 0 18 20 138 21 59,745 60,134 34,100 43,000 1,388,539 G 174 CTGTACTTCCCTGTTTTCCctctctCCGtctctcTGTTTCTCTGtctctctcTTtctctctctcTGTTtctctctctctctctctcctctctCCTCTTTCTCCctctctctctctctCCCTCTCCctctctctGTCTCTGtctctctctctctctctctctctctctctctcCT

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 1 1 12 2 104 AGAAGATCACTGAAacacacGGAAacacacatatatAAaAGAAGATCACTGAAACACACGG ATGAGTGGATGTGCGTGTGT 2 16 66 22 169 20 58,606 59,965 49,400 37,200 3,429,117 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 0 0 12 1 103 GAAGATCACTGAAacacacGGAAacacacatatatAAac GAAGATCACTGAAACACACGGA ATGAGTGGATGTGCGTGTGT 1 16 67 22 169 20 58,610 59,965 46,900 37,200 3,425,451 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 0 0 12 1 104 AGAAGATCACTGAAacacacGGAAacacacatatatAAaAGAAGATCACTGAAACACACGGA ATGAGTGGATGTGCGTGTGT 1 16 66 23 169 20 59,930 59,965 46,900 37,200 3,104,903 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 0 0 20 1 151 AGAAGATCACTGAAacacacGGAAacacacatatatAAaAGAAGATCACTGAAACACACGGA TGGGTGTGTGTGAGAGAGTG 1 37 66 23 190 20 59,930 59,247 46,900 35,100 3,822,243 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 0 0 20 1 152 AGAAGATCACTGAAacacacGGAAacacacatatatAAaAGAAGATCACTGAAACACACGGA GTGGGTGTGTGTGAGAGAGT 1 38 66 23 191 20 59,930 59,247 46,900 32,400 3,822,847 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2222:24860:71629 1 90 44 9 1.5 AC ACACACATATATAAACACACACACACACACACATACNA 0 0 20 1 155 AGAAGATCACTGAAacacacGGAAacacacatatatAAaAGAAGATCACTGAAACACACGGA TGAGTGGGTGTGTGTGAGAG 1 41 66 23 194 20 59,930 59,247 46,900 32,000 3,822,243 F 231 AAGGCACagagagAAATAAacacacacacacacacacacacacacacacacacacATAAACATAAAGAAGATCACTGAAacacacGGAAacacacatatatAAacacacacacacacacacATacacacacacAGAGATACTGAGAAacacacacGCACATCCACTCATTCActctctcacacacaCCCACTCATTCActctctcacacacaCCCACTCATTCATtctctc

ST‐E00142:460:H2K7HCCXY:6:2224:10886:29279 1 54 39 9 2 AG CTCTCTCTCTCCGTCTCTCTGTCTCTCTCTCTCTCTCT NA 1 1 21 0 92 GTCACCctctctGTCTCCctctctctGTCTCCctctctctctCCGTCACCCTCTCTGTCTCCCT GGAGACAGAGAGAGGGAGACA 12 0 22 20 113 21 59,960 59,716 42,000 34,100 1,324,112 G 169 agagagagCATTCAGCACAGTGTCACCctctctGTCTCCctctctctGTCTCCctctctctctCCGtctctcTGtctctctctctctctctcTGTCTCCctctctctGTCTCCctctctctctctctctctctctctctctctctctctGTCACCctctctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2224:10886:29279 1 54 39 9 2 AG CTCTCTCTCTCCGTCTCTCTGTCTCTCTCTCTCTCTCT NA 0 0 21 ‐60 103 TTCAGCACAGTGTCACCctctctGTCTCCctctctctGTCTTTCAGCACAGTGTCACCCTC GGAGACAGAGAGAGGGAGACA 23 ‐60 11 20 53 21 59,893 59,716 43,000 34,100 1,390,321 G 169 agagagagCATTCAGCACAGTGTCACCctctctGTCTCCctctctctGTCTCCctctctctctCCGtctctcTGtctctctctctctctctcTGTCTCCctctctctGTCTCCctctctctctctctctctctctctctctctctctctGTCACCctctctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2224:10886:29279 1 54 39 9 2 AG CTCTCTCTCTCCGTCTCTCTGTCTCTCTCTCTCTCTCT NA 0 0 21 ‐60 106 gCATTCAGCACAGTGTCACCctctctGTCTCCctctctctGGCATTCAGCACAGTGTCACC GGAGACAGAGAGAGGGAGACA 26 ‐60 8 20 53 21 59,761 59,716 40,200 34,100 1,522,960 G 169 agagagagCATTCAGCACAGTGTCACCctctctGTCTCCctctctctGTCTCCctctctctctCCGtctctcTGtctctctctctctctctcTGTCTCCctctctctGTCTCCctctctctctctctctctctctctctctctctctctGTCACCctctctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 1 1 4 36 158 GCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTT GCAGAACACTAACCTGCCCT TGCACAGAGTAGAGTTGCAGT 36 63 4 20 161 21 59,963 59,311 51,900 44,000 1,725,609 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 4 31 153 ACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGACACTAACCTGCCCTTCAGC TGCACAGAGTAGAGTTGCAGT 31 63 9 20 161 21 59,963 59,311 42,600 44,000 1,725,609 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 5 31 155 ACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGACACTAACCTGCCCTTCAGC AGTGCACAGAGTAGAGTTGCA 31 65 9 20 163 21 59,963 59,311 42,600 40,800 1,725,609 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 6 27 116 ACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGACACTAACCTGCCCTTCAGC TGCACTACAGGTAGAGGGAA 31 27 9 20 124 20 59,963 57,384 42,600 39,700 2,652,860 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 6 27 121 GCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTT GCAGAACACTAACCTGCCCT TGCACTACAGGTAGAGGGAA 36 27 4 20 124 20 59,963 57,384 51,900 39,700 2,652,860 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

ST‐E00142:460:H2K7HCCXY:6:2224:29264:12560 1 60 18 9 1 AG TCTCTCTCTCTCTCTCTC NA 0 0 6 22 107 TGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTC TGCCCTTCAGCTTCAGTGTT TGCACTACAGGTAGAGGGAA 22 27 18 20 124 20 59,817 57,384 33,200 39,700 2,799,477 A 272 AGTGCAGAACACTAACCTGCCCTTCAGCTTCAGTGTTTTAATTTGTTGCTTTTCTTATTtctctctctctctctctcCTGTTTTAATCACTTCCTATCTTTGTTTTCCCTCTACCTGTAGTGCATAAGGCACAATTTCTAACTGCAACTCTACTCTGTGCACTTCATTACTTTTGAACTATAACATTACCtttttCCAACAGCGCCTCcacacacacacacacacacacacacacacacacacacacaGGAGTTTAAAGTCATTATAATCGC

cons_gr1052_2 2 53 93 9 3 AG CTCTCTCTCTCTCNCNNTCNCTCTCTCTCTCNNNNN TC_128_145 1 1 19.75 19 183 tctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGGTCTCTCTCACATTCCCTCTTTCT AAACATCACCCGAAACCTGG 28 19 2 23 184 20 58,317 58,384 25,200 44,500 6,298,722 G 200 ctctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGGTNATGTTTTGTNctctctctctctCNCNNTCNctctctctctCNNNNNNNNCCNNNNTNTCNNNNNANGTTTNGNNNNNTNTNTNNNtctctctctctctctctcACATTCCCTCNctctctCNCCAGGTTTCGGGTGATGTTTTNTtctctctctctcN

cons_gr1052_2 2 53 93 9 3 AG CTCTCTCTCTCTCNCNNTCNCTCTCTCTCTCNNNNN TC_128_145 0 0 20.75 19 183 tctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGGTCTCTCTCACATTCCCTCTTTCTC AAACATCACCCGAAACCTGG 27 19 2 24 184 20 59,291 58,384 28,700 44,500 6,325,556 G 200 ctctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGGTNATGTTTTGTNctctctctctctCNCNNTCNctctctctctCNNNNNNNNCCNNNNTNTCNNNNNANGTTTNGNNNNNTNTNTNNNtctctctctctctctctcACATTCCCTCNctctctCNCCAGGTTTCGGGTGATGTTTTNTtctctctctctcN

cons_gr1052_2 2 53 93 9 3 AG CTCTCTCTCTCTCNCNNTCNCTCTCTCTCTCNNNNN TC_128_145 0 0 20.75 19 184 ctctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGCTCTCTCTCACATTCCCTCTTTCT AAACATCACCCGAAACCTGG 28 19 1 24 184 20 59,289 58,384 25,200 44,500 6,327,514 G 200 ctctctctCACATTCCCTCTTTCTCNNCCCAGGTTTCGGGTNATGTTTTGTNctctctctctctCNCNNTCNctctctctctCNNNNNNNNCCNNNNTNTCNNNNNANGTTTNGNNNNNTNTNTNNNtctctctctctctctctcACATTCCCTCNctctctCNCCAGGTTTCGGGTGATGTTTTNTtctctctctctcN

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 1 1 8 0 156 GTGATTGAAGTTTacacacTCACTCActctctctctctctct GTGATTGAAGTTTACACACTCACTCA ACTTTCAGGCAGAAATGGGA 0 92 56 26 211 20 59,742 57,022 34,100 43,700 9,236,005 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 10 1 91 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACTC ACCTGAATGCAAACTTCAATCACA 1 22 55 26 145 24 59,742 59,658 35,100 35,800 10,599,655 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 10 0 90 GTGATTGAAGTTTacacacTCACTCActctctctctctctct GTGATTGAAGTTTACACACTCACTCA ACCTGAATGCAAACTTCAATCACA 0 22 56 26 145 24 59,742 59,658 34,100 35,800 10,599,655 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 91 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT ACCTGAATGCAAACTTCAATCACA 2 22 55 25 145 24 58,887 59,658 34,100 35,800 10,454,540 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 157 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT ACTTTCAGGCAGAAATGGGA 2 92 55 25 211 20 58,887 57,022 34,100 43,700 9,090,889 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 160 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT CCTACTTTCAGGCAGAAATGGG 2 93 55 25 214 22 58,887 58,980 34,100 40,000 9,132,298 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 224 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT GCTCAGTCTGCGATGGAACT 2 159 55 25 278 20 58,887 60,108 34,100 30,100 6,221,158 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 229 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT TCAAGGCTCAGTCTGCGATG 2 164 55 25 283 20 58,887 60,108 34,100 38,400 6,221,206 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr392_3 3 82 18 9 1 AG CTCTCTCTCTCTCTCTCT NO 0 0 11 2 231 TGTGATTGAAGTTTacacacTCACTCActctctctctctctc TGTGATTGAAGTTTACACACTCACT CTTCAAGGCTCAGTCTGCGA 2 166 55 25 285 20 58,887 60,038 34,100 51,000 6,150,616 F 289 ATACACATACAGacacacacacacacacacacacacacacacacacacacacAATGTGATTGAAGTTTacacacTCACTCActctctctctctctctctCACTCACACGCAGACGCATAAATGTGATTGAAGTTTGCATTCAGGttttttGCCAAAATGATTCTATTGAGGTCCTTTCCTTTGTCTTACTATCCCATTTCTGCCTGAAAGTAGGCCCTTTATCAGCATTTCATTGTTCACCACAAAGTGTATTTTGGTAGTTCCATCGCAGACTGAGCCTTGAAGGACA

cons_gr451_2 2 118 71 9 3 AC CACACACACACNCANTCACTCAATCTCACACANATT TG_177_188 0 1 Sep‐75 0 133 GGTacacacGCACTCACAAACTCACATAAACAAACTCGGTACACACGCACTCACAAAC TGGAGACACACACAAATGCT 21 0 76 21 208 20 60,004 57,653 29,300 37,900 3,351,058 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 118 71 9 3 AC CACACACACACNCANTCACTCAATCTCACACANATT TG_177_188 0 0 10 0 134 GGGTacacacGCACTCACAAACTCACATAAACAAACTGGGTACACACGCACTCACAA TGGAGACACACACAAATGCT 23 0 75 20 208 20 60,531 57,653 33,300 37,900 2,877,857 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 118 71 9 3 AC CACACACACACNCANTCACTCAATCTCACACANATT TG_177_188 0 0 12 0 127 cacGCACTCACAAACTCACATAAACAAACTCACTCTc CACGCACTCACAAACTCACA TGGAGACACACACAAATGCT 16 0 82 20 208 20 58,994 57,653 35,800 37,900 3,352,852 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 118 71 9 3 AC CACACACACACNCANTCACTCAATCTCACACANATT TG_177_188 0 0 13‐May 0 152 CTCACTCAATCTCACACGGGGTacacacGCACTCACA CTCACTCAATCTCACACGGG TGGAGACACACACAAATGCT 41 0 57 20 208 20 57,998 57,653 52,800 37,900 4,348,578 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 146 9 4 AC CACACACACACACACTCACTCAATCTCACACGGGGTTG_177_188 0 1 8 0 188 TGCGcacacaCTAATTTGCGTGcacacacacacacaCTCATGCGCACACACTAATTTGC TGGAGACACACACAAATGCT 3 0 21 19 208 20 57,529 57,653 36,800 37,900 5,817,287 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 146 9 4 AC CACACACACACACACTCACTCAATCTCACACGGGGTTG_177_188 0 0 8 0 189 GTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCGTGCGCACACACTAATTTGC TGGAGACACACACAAATGCT 3 0 20 20 208 20 58,948 57,653 36,800 37,900 3,399,053 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

cons_gr451_2 2 43 146 9 4 AC CACACACACACACACTCACTCAATCTCACACGGGGTTG_177_188 0 0 10 0 203 GCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGGCAAACCCATGCGTGTGC TGGAGACACACACAAATGCT 19 0 6 18 208 20 60,734 57,653 45,700 37,900 5,081,112 G 277 AACATGCAAACCCATGCGTGTGCGcacacaCTAATTTGCGTGcacacacacacacaCTCACTCAATCTCACACGGGGTacacacGCACTCACAAACTCACATAAACAAACTCACTCTcacacacacaCNCANTCACTCAATCTcacacaNATtgtgtgtgtgtgtgtgtgNGCGTNtgtgtgtgtgtgAGCATTtgtgtgtgTCTCCATGTGAGATTGAGTNATGGATACTNacacacacacacacacacacacacacacacacacacacacacNCT

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 1 1 2 19 120 TTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGTTAAGAACTGCAGCTCGGGC CGTGCCTGTCCTCTTCTGAG 19 41 53 20 172 20 60,674 60,109 61,300 33,500 0.782542 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 2 9 110 CAGCTCGGGCGCAGTAAATAAAACGACGCgagagagCAGCTCGGGCGCAGTAAATA CGTGCCTGTCCTCTTCTGAG 9 41 63 20 172 20 60,530 60,109 14,000 33,500 0.638671 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 2 8 109 AGCTCGGGCGCAGTAAATAAAACGACGCgagagaga AGCTCGGGCGCAGTAAATAA CGTGCCTGTCCTCTTCTGAG 8 41 64 20 172 20 59,823 60,109 14,000 33,500 0.286039 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 140 GGGAGGGAGAATTTCATGCACACGATAGACACAGCGGGAGGGAGAATTTCATGCAC CATATCAGGTCATCTGGGAGTT 69 8 2 21 141 22 58,973 57,029 45,700 30,100 6,998,245 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 141 TGGGAGGGAGAATTTCATGCACACGATAGACACAGTGGGAGGGAGAATTTCATGCA CATATCAGGTCATCTGGGAGTT 70 8 1 21 141 22 59,360 57,029 39,600 30,100 6,611,009 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 4 7 141 TGGGAGGGAGAATTTCATGCACACGATAGACACAGTGGGAGGGAGAATTTCATGCA CATATCAGGTCATCTGGGAGTTT 70 7 1 21 141 23 59,360 57,698 39,600 26,600 6,941,983 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 6 41 154 GCACACGATAGACACAGCGAGGGGATAAAATGGT GCACACGATAGACACAGCGA CGTGCCTGTCCTCTTCTGAG 53 41 19 20 172 20 60,456 60,109 49,300 33,500 0.565040 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 6 8 123 GCACACGATAGACACAGCGAGGGGATAAAATGGT GCACACGATAGACACAGCGA CATATCAGGTCATCTGGGAGTT 53 8 19 20 141 22 60,456 57,029 49,300 30,100 5,427,002 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 8 41 151 CACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGGG CGTGCCTGTCCTCTTCTGAG 50 41 22 20 172 20 60,249 60,109 43,000 33,500 0.357559 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 8 41 152 ACACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGG CGTGCCTGTCCTCTTCTGAG 51 41 21 20 172 20 59,548 60,109 46,300 33,500 0.561082 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 8 8 120 CACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGGG CATATCAGGTCATCTGGGAGTT 50 8 22 20 141 22 60,249 57,029 43,000 30,100 5,219,521 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 20 10 1 AG GAGAGAGAGAGAGAGAGAGA NA 0 0 8 8 121 ACACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGG CATATCAGGTCATCTGGGAGTT 51 8 21 20 141 22 59,548 57,029 46,300 30,100 5,423,044 A 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 1 14 13 146 AagagagCAagagagACAGAGATagagagagTGAGatat AAGAGAGCAAGAGAGACAGAGA ACAAACTCTCACATTCACAGACA 13 56 6 22 151 23 57,967 58,230 31,000 34,100 8,802,648 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 0 14 6 94 AagagagCAagagagACAGAGATagagagagTGAGatat AAGAGAGCAAGAGAGACAGAGA ACGCACAAACACACAATCACA 13 6 6 22 99 21 57,967 59,530 31,000 35,800 5,503,454 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 0 15 13 145 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA ACAAACTCTCACATTCACAGACA 13 56 7 21 151 23 57,281 58,230 31,000 34,100 8,488,957 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 0 15 13 146 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA AACAAACTCTCACATTCACAGACA 13 56 7 21 152 24 57,281 58,815 31,000 34,100 8,904,722 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 0 15 12 99 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA ACAGAAACGCACAAACACACA 13 12 7 21 105 21 57,281 59,462 31,000 37,200 5,256,906 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 32 10 1.5 AG ATATATATATATAGAGAGAGAGAGAGAGAGAG NA 0 0 15 6 93 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA ACGCACAAACACACAATCACA 13 6 7 21 99 21 57,281 59,530 31,000 35,800 5,189,762 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 1 12 0 90 CTCATACATGCACAGTCTCACACGCACActctctcacacCTCATACATGCACAGTCTCACA AGACTGTGACTGTGAGTGAGA 6 0 32 22 121 21 58,147 58,062 35,800 32,700 6,790,994 G 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 137 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA TCAACAAAGCTCACTGACAATACA 2 51 39 19 175 24 59,930 58,877 52,400 22,900 6,192,115 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 177 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA ACCATCTATCTGCTGCTTGGT 2 94 39 19 215 21 59,930 59,157 52,400 36,700 2,912,158 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 221 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA AGGGTGGTGAGTCTCTTGGA 2 139 39 19 259 20 59,930 59,809 52,400 35,300 1,260,660 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 222 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA CAGGGTGGTGAGTCTCTTGG 2 140 39 19 260 20 59,930 59,677 52,400 36,100 1,392,571 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 223 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA CCAGGGTGGTGAGTCTCTTG 2 141 39 19 261 20 59,930 59,677 52,400 30,200 1,392,571 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 240 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA GGCGATGTATTTCCAAGCCA 2 158 39 19 278 20 59,930 58,611 52,400 47,500 2,458,143 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 2 240 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCA GGCGATGTATTTCCAAGCCAG 2 157 39 19 278 21 59,930 59,665 52,400 48,500 2,404,465 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 0 90 CTCATACATGCACAGTCTCACACGCACActctctcacacCTCATACATGCACAGTCTCACAC AGACTGTGACTGTGAGTGAGA 5 0 32 23 121 21 59,384 58,062 38,200 32,700 6,553,457 G 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 13 0 91 ACTCATACATGCACAGTCTCACACGCACActctctcac ACTCATACATGCACAGTCTCACA AGACTGTGACTGTGAGTGAGA 6 0 31 23 121 21 59,741 58,062 35,800 32,700 6,196,642 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 14 2 178 CATGCACAGTCTCACACGCACActctctcacacacacacaCATGCACAGTCTCACACGCA ACCATCTATCTGCTGCTTGGT 2 94 38 20 215 21 61,223 59,157 52,400 36,700 3,065,979 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 14 2 240 CATGCACAGTCTCACACGCACActctctcacacacacacaCATGCACAGTCTCACACGCA GCGATGTATTTCCAAGCCAGG 2 156 38 20 277 21 61,223 59,665 52,400 44,500 2,558,286 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 14 1 177 ATGCACAGTCTCACACGCACActctctcacacacacacac ATGCACAGTCTCACACGCAC ACCATCTATCTGCTGCTTGGT 1 94 39 20 215 21 61,224 59,157 53,400 36,700 3,066,632 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 41 10 2 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 0 15 0 139 GCACAGTCTCACACGCACActctctcacacacacacacac GCACAGTCTCACACGCACA TGATTCAACAAAGCTCACTGACA 0 56 41 19 179 23 60,883 58,801 45,700 35,800 6,081,155 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 1 9 33 140 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TCTCTGTCTGTATATGAGCCTGC 33 35 23 20 162 23 59,966 59,428 40,000 48,500 3,605,332 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 10 33 141 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TTCTCTGTCTGTATATGAGCCTGC 33 35 23 20 163 24 59,966 59,961 40,000 48,500 4,072,026 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 10 33 149 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TTGTGTGCTTCTCTGTCTGT 33 47 23 20 171 20 59,966 57,012 40,000 34,100 3,021,514 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 10 33 151 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG CTTTGTGTGCTTCTCTGTCTGT 33 47 23 20 173 22 59,966 58,799 40,000 34,100 3,234,794 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 11 1 93 CGTACACAGGTGcacacaGACATAcatgcatgcatgCAC CGTACACAGGTGCACACAGA TTATGCGTATGTGCGTGTGC 23 1 33 20 125 20 60,249 59,628 34,100 45,700 0.621269 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 11 1 101 GGCACAGACGTACACAGGTGcacacaGACATAcatgc GGCACAGACGTACACAGGTG TTATGCGTATGTGCGTGTGC 31 1 25 20 125 20 60,944 59,628 40,000 45,700 1,316,300 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 11 1 103 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TTATGCGTATGTGCGTGTGC 33 1 23 20 125 20 59,966 59,628 40,000 45,700 0.405493 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 12 27 143 CAGACGTACACAGGTGcacacaGACATAcatgcatgcatCAGACGTACACAGGTGCACA TTGTGTGCTTCTCTGTCTGT 27 47 29 20 171 20 60,249 57,012 45,700 34,100 3,237,290 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 12 1 90 ACACAGGTGcacacaGACATAcatgcatgcatgCACAAA ACACAGGTGCACACAGACAT TTATGCGTATGTGCGTGTGC 20 1 36 20 125 20 59,819 59,628 30,600 45,700 0.553103 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 12 0 102 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TATGCGTATGTGCGTGTGCC 33 0 23 20 124 20 59,966 61,425 40,000 50,100 1,458,771 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 29 10 1.5 AC ACACACACACACACACACACCCACACACA NA 0 0 13 34 141 ACAAAGGCACAGACGTACACAGGTGcacacaGACATACAAAGGCACAGACGTACACA TCTGTCTGTATATGAGCCTGCA 35 34 20 21 160 22 60,135 58,700 37,200 44,100 4,434,143 B 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 1 4 0 133 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TTATGCTGGCTGTGTCCTGG 0 74 1 19 133 20 60,928 60,035 38,500 44,500 1,962,678 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 0 5 0 140 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TCTCCCTTTATGCTGGCTGTG 0 80 1 19 140 21 60,928 60,065 38,500 36,600 2,992,726 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 0 5 0 141 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TTCTCCCTTTATGCTGGCTGT 0 81 1 19 141 21 60,928 59,365 38,500 44,000 3,563,014 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 92 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT CTCCGGTGTCTCCTGGTCTA 0 33 1 19 92 20 60,928 60,034 38,500 25,900 1,961,907 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 124 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT CTGTGTCCTGGTCTTGCCTC 0 65 1 19 124 20 60,928 60,321 38,500 47,000 2,248,649 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 20 10 1 AG AGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 140 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TCTCCCTTTATGCTGGCTGT 0 81 1 19 140 20 60,928 58,711 38,500 44,000 3,216,687 B 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 1 1 7 0 129 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG AGCAGAAGCAACATGTTCCC 0 68 92 21 220 20 57,451 58,749 36,600 39,700 4,800,550 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 0 0 7 0 130 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG GAGCAGAAGCAACATGTTCCC 0 68 92 21 221 21 57,451 59,799 36,600 39,700 4,750,247 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 0 0 7 0 131 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG TGAGCAGAAGCAACATGTTCC 0 69 92 21 222 21 57,451 59,118 36,600 36,200 5,431,272 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 0 0 7 0 140 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG TGAATTATTTGAGCAGAAGCAACATG 0 73 92 21 231 26 57,451 59,190 36,600 32,100 10,358,987 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 0 0 7 0 140 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG TGAATTATTTGAGCAGAAGCAACA 0 75 92 21 231 24 57,451 57,670 36,600 33,300 9,879,303 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29954:60870 1 113 20 10 1 AC ACACACACACACACACACAC NA 0 0 7 0 141 GAGAAAGacacacAAGCATGGacacacacacacacacac GAGAAAGACACACAAGCATGG TTGAATTATTTGAGCAGAAGCAACA 0 75 92 21 232 25 57,451 58,253 36,600 33,300 10,296,424 F 264 GAAGCATCTTAGGGCATTTTGTAACATTAAAGGTGCtatataAATACAGGTTATAAATGcacacacacacacacacacacacacacacacaGAGAAAGacacacAAGCATGGacacacacacacacacacacGCACAGACGCAGAGACACATACAacacacacTTTAATCAACAGAGGAAGCTCATACAGCTGGGGTAAGGGGAACATGTTGCTTCTGCTCAAATAATTCAATCAACGatatatTAAAGTAAAGGGAGATGCTT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 65 20 10 1 AG TCTCTCTCTCTCTCTCTCTC NA 1 1 14 0 95 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC AACATACTCACACACACTCACA 33 0 12 20 106 22 59,823 57,599 50,300 35,800 4,577,209 F 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 65 20 10 1 AG TCTCTCTCTCTCTCTCTCTC NA 0 0 15 4 100 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC ACACAAACATACTCACACACACT 33 4 12 20 111 23 59,823 58,487 50,300 35,500 4,690,122 F 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 65 20 10 1 AG TCTCTCTCTCTCTCTCTCTC NA 0 0 16 0 97 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC CAAACATACTCACACACACTCACA 33 0 12 20 108 24 59,823 59,430 50,300 35,800 4,747,049 F 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 1 1 6 33 201 GCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCT GCTGGGTGTGTGCTTCTTTG AACACGGAGATTTCCTCGCA 98 33 45 20 245 20 59,969 59,680 27,700 51,000 0.351552 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 6 30 198 GCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCT GCTGGGTGTGTGCTTCTTTG ACGGAGATTTCCTCGCACAG 98 30 45 20 242 20 59,969 60,109 27,700 36,600 0.139793 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 6 29 197 GCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCT GCTGGGTGTGTGCTTCTTTG CGGAGATTTCCTCGCACAGA 98 29 45 20 241 20 59,969 59,827 27,700 34,100 0.204659 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 8 17 185 GCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCT GCTGGGTGTGTGCTTCTTTG CGCACAGATACACCCACCTT 98 17 45 20 229 20 59,969 60,036 27,700 35,000 0.067567 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 8 17 186 TGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC TGCTGGGTGTGTGCTTCTTT CGCACAGATACACCCACCTT 99 17 44 20 229 20 60,396 60,036 25,200 35,000 0.431974 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 10 17 181 GgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATG GGTGTGTGCTTCTTTGGGTG CGCACAGATACACCCACCTT 94 17 49 20 229 20 59,615 60,036 46,100 35,000 0.421778 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG
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ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 14 18 117 atgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgt ATGTGTGTCTGTGCCTGTGT CGGAGATTTCCTCGCACAGA 18 29 125 20 241 20 59,819 59,827 37,200 34,100 0.354595 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 14 18 118 atgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgt ATGTGTGTCTGTGCCTGTGT ACGGAGATTTCCTCGCACAG 18 30 125 20 242 20 59,819 60,109 37,200 36,600 0.289728 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:28869:62681 1 163 30 10 1.5 AC GTGTGTGTGCGTGTGTGTGTGTGTGTGTGT NA 0 0 14 17 105 atgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgt ATGTGTGTCTGTGCCTGTGT CGCACAGATACACCCACCTT 18 17 125 20 229 20 59,819 60,036 37,200 35,000 0.217502 F 265 AATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTCTTATGTGTAATGGAGAATGTGttttttGAGAGTTTGTAAatatatgtgtgtCTGTGCCtgtgtgTATGTGATTGCGTCTGAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtTTATGTCTGTATCTCTAAAGGTGGGTGTATCTGTGCGAGGAAATCTCCGTGTTATTTTGTGTACATCAGTGAG

ST‐E00142:460:H2K7HCCXY:6:2206:21440:44398 1 85 53 10 2 AC CACACACACACACACACACAGCCTCATTCACACACANA 1 1 14 2 101 TCAGACACAGACAGAGACCCATTcacacacacacacac TCAGACACAGACAGAGACCCA TGCGTGGGTGTGTGTATGAG 2 5 62 21 162 20 60,133 60,320 45,100 29,000 1,453,815 G 251 ACACAGTCTCATTcacacacacacacacacacacacacacacacacacacacacacaGAGATCAGACACAGACAGAGACCCATTcacacacacacacacacacaGCCTCATTcacacacaGacacacacacgcgcgcACACGCTCATacacacacCCACGCACCCTCTCCTccccccccacacacacaCCCAGCGGCTcacacacacacacacacacacacacacacaCGCTCACGcacacacacacaAAC

ST‐E00142:460:H2K7HCCXY:6:2206:21440:44398 1 85 53 10 2 AC CACACACACACACACACACAGCCTCATTCACACACANA 0 0 14 1 97 TCAGACACAGACAGAGACCCATTcacacacacacacac TCAGACACAGACAGAGACCCA TGGGTGTGTGTATGAGCGTG 2 1 62 21 158 20 60,133 60,320 45,100 53,400 1,453,815 G 251 ACACAGTCTCATTcacacacacacacacacacacacacacacacacacacacacacaGAGATCAGACACAGACAGAGACCCATTcacacacacacacacacacaGCCTCATTcacacacaGacacacacacgcgcgcACACGCTCATacacacacCCACGCACCCTCTCCTccccccccacacacacaCCCAGCGGCTcacacacacacacacacacacacacacacaCGCTCACGcacacacacacaAAC

ST‐E00142:460:H2K7HCCXY:6:2206:21440:44398 1 85 53 10 2 AC CACACACACACACACACACAGCCTCATTCACACACANA 0 0 14 0 96 TCAGACACAGACAGAGACCCATTcacacacacacacac TCAGACACAGACAGAGACCCA GGGTGTGTGTATGAGCGTGT 2 0 62 21 157 20 60,133 60,320 45,100 44,900 1,453,902 G 251 ACACAGTCTCATTcacacacacacacacacacacacacacacacacacacacacacaGAGATCAGACACAGACAGAGACCCATTcacacacacacacacacacaGCCTCATTcacacacaGacacacacacgcgcgcACACGCTCATacacacacCCACGCACCCTCTCCTccccccccacacacacaCCCAGCGGCTcacacacacacacacacacacacacacacaCGCTCACGcacacacacacaAAC

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 20 10 1 AG CTCTCTCTCTCTCTCTCTCT NA 1 1 10 4 91 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA TGGAGAGAGAGCAACAGATAGT 4 23 13 22 103 22 58,166 58,025 36,700 21,200 7,808,451 F 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 20 10 1 AG CTCTCTCTCTCTCTCTCTCT NA 0 0 11 4 90 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA GGAGAGAGAGCAACAGATAGTGT 4 21 13 22 102 23 58,166 59,301 36,700 35,500 7,532,770 F 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 20 10 1 AG CTCTCTCTCTCTCTCTCTCT NA 0 0 11 4 91 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA TGGAGAGAGAGCAACAGATAGTG 4 22 13 22 103 23 58,166 59,301 36,700 27,400 7,532,270 F 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 1 1 14 11 91 ATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtATATCCCATGTGTGTATCGCGT CGGCATACGCACATACACAC 11 18 61 22 151 20 59,701 59,700 60,100 38,200 2,599,504 F 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 15 11 90 TATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtg TATCCCATGTGTGTATCGCGT CGGCATACGCACATACACAC 11 18 62 21 151 20 59,316 59,700 60,100 38,200 1,984,941 F 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 16 18 98 CGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCCGGGTGTATATCCCATGTGTGT CGGCATACGCACATACACAC 18 18 54 22 151 20 59,896 59,700 37,200 38,200 2,404,601 F 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 126 10 4 AC GTGTGTGTGTGTGTGTGTGTATATTGTGTGTGTTTC NA 0 1 14 0 176 TCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgt TCCCATGTGTGTATCGCGTG TAGGCGACACACATAGGCTC 10 0 64 20 239 20 60,459 59,255 53,400 47,000 1,204,285 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 126 10 4 AC GTGTGTGTGTGTGTGTGTGTATATTGTGTGTGTTTC NA 0 0 16 0 174 CCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgt CCATGTGTGTATCGCGTGTG TAGGCGACACACATAGGCTC 8 0 66 20 239 20 59,630 59,255 38,200 47,000 1,114,805 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:20466:54735 1 94 126 10 4 AC GTGTGTGTGTGTGTGTGTGTATATTGTGTGTGTTTC NA 0 0 18 0 171 tgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TGTGTGTATCGCGTGTGTGT TAGGCGACACACATAGGCTC 5 0 69 20 239 20 60,249 59,255 37,200 47,000 0.993988 G 249 tgtgtgCGTTTCGCAGGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGTGTATATCCCAtgtgtgTATCGCgtgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtATATtgtgtgtgTTTCCtgtgtgTATGTGCGTATGCCGTGTTTGCTTCCtgtgtgtgtgCGTGTATACCAtgtgtgTATCAtgtgtgtgtgTATGCtgtgtgtgtgGAGCCTAtgtgtgTCGCCTAtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 1 6 36 190 TCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTA TCTTTGCCATGTACTGTCCCA CAGACCAAGTGGGAGAGACA 61 36 6 21 195 20 59,298 58,658 43,700 34,100 3,044,475 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 6 14 141 GAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTC GAGTGGGTAGCTTACGCTCC GTATGACAGGCTGAGGGAGG 35 14 33 20 173 20 59,897 59,244 47,000 43,000 0.858348 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 7 37 192 TCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTA TCTTTGCCATGTACTGTCCCA GACAGACCAAGTGGGAGAGAC 61 37 6 21 197 21 59,298 59,726 43,700 33,600 2,976,288 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 8 13 140 GAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTC GAGTGGGTAGCTTACGCTCC TATGACAGGCTGAGGGAGGG 35 13 33 20 172 20 59,897 60,399 47,000 43,000 0.501753 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 8 13 143 TGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTGAGAGTGGGTAGCTTACGC TATGACAGGCTGAGGGAGGG 38 13 30 20 172 20 59,184 60,399 44,200 43,000 1,214,824 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 38 193 TCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTA TCTTTGCCATGTACTGTCCCA TGACAGACCAAGTGGGAGAGA 61 38 6 21 198 21 59,298 60,133 43,700 31,000 2,835,569 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 10 4 131 GAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTC GAGTGGGTAGCTTACGCTCC CTGAGGGAGGGAGGAAGAGG 35 4 33 20 163 20 59,897 60,398 47,000 36,900 0.501043 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 10 2 115 CGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTACGCTCCAGGGATATGCAGTT GAGGGAGGGAGGAAGAGGAA 21 2 47 20 161 20 59,893 59,660 31,600 33,600 0.447664 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 52 10 2 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 10 2 129 GAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTC GAGTGGGTAGCTTACGCTCC GAGGGAGGGAGGAAGAGGAA 35 2 33 20 161 20 59,897 59,660 47,000 33,600 0.442870 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 1 1 7 11 90 TTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGTTGCTGCAGTACCTCCTACC ACACTATCACATGCATAGACACA 16 11 82 20 171 23 59,097 57,657 31,800 37,200 6,245,838 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 7 10 90 TTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGTTGCTGCAGTACCTCCTACC ACACTATCACATGCATAGACACAG 16 10 82 20 171 24 59,097 58,645 31,800 36,600 6,257,298 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 7 9 90 TTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGTTGCTGCAGTACCTCCTACC ACACTATCACATGCATAGACACAGA 16 9 82 20 171 25 59,097 59,872 31,800 34,100 6,030,213 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 7 5 165 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGCTTTACCTCAGAGCCAGA TCACATGCATAGACACAGAGAGA 97 5 1 20 165 23 58,056 58,981 38,600 31,000 5,963,351 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 7 5 165 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGCTTTACCTCAGAGCCAGAA TCACATGCATAGACACAGAGAGA 96 5 1 21 165 23 58,739 58,981 30,200 31,000 6,279,996 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2214:15341:31265 1 118 20 10 1 AC GTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 164 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGCTTTACCTCAGAGCCAGA CACATGCATAGACACAGAGAGA 97 5 1 20 164 22 58,056 57,618 38,600 31,000 6,326,522 F 257 AGCTTTACCTCAGAGCCAGAATTAGAGCATTAGACCAGGAATAAATCAACCTCCCAAAATAGCTTAGGAAAATAATACATTTTGCTGCAGTACCTCCTACCAGGGAGCAGCTAAGTGgtgtgtgtgtgtgtgtgtgtGCATAtctctcTGTGTCTATGCATGTGATAGTGtatatataGgtgtgtgtATGTACATATTTTtatatatatatatatatatatatatatatatataTCCTGAACATAAATACATACATA

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 1 1 15 5 135 tgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgt TGTGTGTGTATGTGTGCCTGT TGGTGCCGGAGTTAGAAACG 5 69 87 21 221 20 60,134 60,320 40,000 36,000 1,454,323 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 15 5 154 tgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgt TGTGTGTGTATGTGTGCCTGT TGGAATTCGCTGCCCAGAAT 5 88 87 21 240 20 60,134 60,034 40,000 24,000 1,168,436 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 15 4 134 gtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgGTGTGTGTATGTGTGCCTGTG TGGTGCCGGAGTTAGAAACG 4 69 88 21 221 20 59,736 60,320 36,600 36,000 1,584,093 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 133 tgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTGTGTGTATGTGTGCCTGTGT TGGTGCCGGAGTTAGAAACG 3 69 89 21 221 20 60,134 60,320 37,200 36,000 1,454,323 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 152 tgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTGTGTGTATGTGTGCCTGTGT TGGAATTCGCTGCCCAGAAT 3 88 89 21 240 20 60,134 60,034 37,200 24,000 1,168,436 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2216:20090:40829 1 113 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 163 tgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTGTGTGTATGTGTGCCTGTGT TGGTGGGTGTCTGGAATTCG 3 99 89 21 251 20 60,134 59,964 37,200 33,400 1,170,414 F 276 TGGGATAGGTATGTTGTTtgtgtgACtgtgtgtgtgATTGCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgtgTAtgtgtgCCTGTGTAATtgtgtgtgtgtgtgtgtgtgCTCCAGCGTATGTGATTGTATGGGAAtgtgtgTTTGTGCTTTTATTGtttttAtttttAATGAGTTGACCGTTTCTAACTCCGGCACCATTCTGGGCAGCGAATTCCAGACACCCACCACCCCTGGGTGAAAATACGTTGTCCT

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 199 20 10 1 AC ACACACACACACACACACAC NA 1 1 11 0 91 ACAGGCAGCCAAGCACAAacacacacacacacacacacAACAGGCAGCCAAGCACAA TGTGTCTATCTGTTCATGTGTGT 0 30 181 18 271 23 60,124 57,786 33,300 37,200 7,337,660 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 199 20 10 1 AC ACACACACACACACACACAC NA 0 0 12 0 90 ACAGGCAGCCAAGCACAAacacacacacacacacacacAACAGGCAGCCAAGCACAA GTGTCTATCTGTTCATGTGTGTGT 0 28 181 18 270 24 60,124 59,009 33,300 37,200 7,114,825 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 199 20 10 1 AC ACACACACACACACACACAC NA 0 0 12 0 91 ACAGGCAGCCAAGCACAAacacacacacacacacacacAACAGGCAGCCAAGCACAA TGTGTCTATCTGTTCATGTGTGTG 0 29 181 18 271 24 60,124 59,010 33,300 38,200 7,114,195 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 1 16 4 95 ACACGTTAATATCCCTTCATTACAGTCTGTGTACGCAACACGTTAATATCCCTTCATTACAGT GAAATACACTCATACACACAAACACA 19 4 26 26 120 26 58,438 58,365 35,500 37,200 15,197,558 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 17 4 94 ACACGTTAATATCCCTTCATTACAGTCTGTGTACGCAACACGTTAATATCCCTTCATTACAGT AAATACACTCATACACACAAACACA 19 4 26 26 119 25 58,438 57,439 35,500 37,200 15,123,156 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 20 10 1 AC TGTGTGTGTGTGTGTGTGTG NA 0 0 17 4 94 ACACGTTAATATCCCTTCATTACAGTCTGTGTACGCAACACGTTAATATCCCTTCATTACAGTC AAATACACTCATACACACAAACACA 18 4 26 27 119 25 59,290 57,439 35,100 37,200 15,270,634 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:26463:12982 1 68 48 10 2 AC ACACACACACACATACACACACACACACACACACGCNA 1 1 14 0 93 ACAGAAacacacAAacacacATAAacacacacacacATac ACAGAAACACACAAACACACAT TCTATACGAGAGAGCTGGGTT 2 0 44 22 136 21 57,218 57,420 32,100 41,100 8,361,552 G 150 CACATACCGacacacacacacacacacacacacacacacacAAACAGAAacacacAAacacacATAAacacacacacacATacacacacacacacacacacGCATacacacacacAACCCAGctctctCGTATAGAGATGAACACAAACA

ST‐E00142:460:H2K7HCCXY:6:2221:26463:12982 1 68 48 10 2 AC ACACACACACACATACACACACACACACACACACGCNA 0 0 16 0 94 AACAGAAacacacAAacacacATAAacacacacacacATa AACAGAAACACACAAACACACA TCTATACGAGAGAGCTGGGTT 3 0 43 22 136 21 57,424 57,420 37,200 41,100 8,155,749 G 150 CACATACCGacacacacacacacacacacacacacacacacAAACAGAAacacacAAacacacATAAacacacacacacATacacacacacacacacacacGCATacacacacacAACCCAGctctctCGTATAGAGATGAACACAAACA

ST‐E00142:460:H2K7HCCXY:6:2221:26463:12982 1 68 48 10 2 AC ACACACACACACATACACACACACACACACACACGCNA 0 0 17 0 95 AAACAGAAacacacAAacacacATAAacacacacacacATAAACAGAAACACACAAACACACA TCTATACGAGAGAGCTGGGTT 3 0 42 23 136 21 58,062 57,420 37,200 41,100 8,517,614 G 150 CACATACCGacacacacacacacacacacacacacacacacAAACAGAAacacacAAacacacATAAacacacacacacATacacacacacacacacacacGCATacacacacacAACCCAGctctctCGTATAGAGATGAACACAAACA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 1 14 7 140 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcATGCCCTTCTCACTTTCTCTCTC GGGAGACAAGGACAGAGACA 33 7 1 22 140 20 59,435 58,366 32,000 34,100 4,198,721 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 14 2 109 TCCATtctctctcACTCCACCTCActctctctctCACACTCT TCCATTCTCTCTCACTCCACCT GGGAGACAAGGACAGAGACA 2 7 32 22 140 20 59,956 58,366 40,000 34,100 3,677,437 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 15 6 139 GCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcA GCCCTTCTCACTTTCTCTCTCC GGGAGACAAGGACAGAGACAG 32 6 2 22 140 21 60,094 59,452 37,100 35,100 3,641,980 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 15 6 140 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcATGCCCTTCTCACTTTCTCTCTC GGGAGACAAGGACAGAGACAG 33 6 1 22 140 21 59,435 59,452 32,000 35,100 4,113,217 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 15 6 140 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcATGCCCTTCTCACTTTCTCTCT GGGAGACAAGGACAGAGACAG 34 6 1 21 140 21 58,386 59,452 31,000 35,100 4,162,529 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 58 10 2 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 15 2 109 TCCATtctctctcACTCCACCTCActctctctctCACACTCT TCCATTCTCTCTCACTCCACCT GGGAGACAAGGACAGAGACAG 2 6 32 22 140 21 59,956 59,452 40,000 35,100 3,591,933 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

cons_gr1113_2 2 50 28 10 1.5 AG TCTCTCTCTCTCTCTCTCTCGATCTCTC NO 1 1 3 17 111 GGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACG GCGTTGAAGGACGGTGTTTA 17 25 12 21 122 20 59,865 58,780 36,000 20,100 2,354,592 B 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 28 10 1.5 AG TCTCTCTCTCTCTCTCTCTCGATCTCTC NO 0 0 3 16 110 GGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACGG GCGTTGAAGGACGGTGTTTA 16 25 13 21 122 20 59,865 58,780 44,400 20,100 2,354,592 B 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 28 10 1.5 AG TCTCTCTCTCTCTCTCTCTCGATCTCTC NO 0 0 3 15 109 GCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAGCCATTCATTCCAGAAACGGC GCGTTGAAGGACGGTGTTTA 15 25 14 21 122 20 60,470 58,780 56,800 20,100 2,689,413 B 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 1 1 5 0 139 GCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtg GCATGGTACAGGAGTTGATGT GACTCTGTTCTCTGGGCTGT 8 0 33 21 171 20 58,009 59,027 30,600 44,000 3,964,133 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 5 0 139 GCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtg GCATGGTACAGGAGTTGATGTTT GACTCTGTTCTCTGGGCTGT 6 0 33 23 171 20 59,241 59,027 28,300 44,000 4,731,437 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 6 35 242 ACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAACTGCACAGTTTCCAGCCTT TGCTTTAGCGAGGCTGATCT 35 77 7 20 248 20 60,107 59,173 43,500 27,500 0.933234 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 6 35 243 ACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAACTGCACAGTTTCCAGCCTT GTGCTTTAGCGAGGCTGATC 35 78 7 20 249 20 60,107 59,066 43,500 29,200 1,040,315 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 6 2 167 ACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAACTGCACAGTTTCCAGCCTT AGGACTCTGTTCTCTGGGCT 35 2 7 20 173 20 60,107 59,884 43,500 51,900 0.222662 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 6 0 139 GCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtg GCATGGTACAGGAGTTGATGTT GACTCTGTTCTCTGGGCTGT 7 0 33 22 171 20 58,653 59,027 27,100 44,000 4,320,099 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 34 241 CTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGCTGCACAGTTTCCAGCCTTG TGCTTTAGCGAGGCTGATCT 34 77 8 20 248 20 59,687 59,173 36,100 27,500 1,139,757 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 29 203 CAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTCAGTTTCCAGCCTTGTTGCC GTGGCTCCTGTCCAGTTTCA 29 44 13 20 215 20 59,967 59,891 45,200 26,900 0.141125 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 29 205 CAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTCAGTTTCCAGCCTTGTTGCC CAGTGGCTCCTGTCCAGTTT 29 46 13 20 217 20 59,967 59,891 45,200 26,600 0.141883 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 29 228 CAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTCAGTTTCCAGCCTTGTTGCC CGAGGCTGATCTGGACAGAC 29 69 13 20 240 20 59,967 59,898 45,200 35,100 0.134660 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 2 161 CAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTCAGTTTCCAGCCTTGTTGCC AGGACTCTGTTCTCTGGGCT 29 2 13 20 173 20 59,967 59,884 45,200 51,900 0.148683 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

cons_gr1152_2 2 62 90 10 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGNGTNTGNO 0 0 8 1 160 CAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTCAGTTTCCAGCCTTGTTGCC GGACTCTGTTCTCTGGGCTG 29 1 13 20 172 20 59,967 59,751 45,200 48,500 0.281383 D 249 AAACTAACTGCACAGTTTCCAGCCTTGTTGCCGCATGGTACAGGAGTTGATGTTTATCTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtGNGTNtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtNNgtgtgtgtgtgtgtgtgtACAGCCCAGAGAACAGAGTCCTGCATCATGCAGCCCACACGGGCTGAAACTGGACAGGAGCCACTGCATGTCTGTCCAGATCAGCCTCGCTAAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 0 137 ATAGTCCACGGGTTCCAGGTAATGAATACTCATTGAATAGTCCACGGGTTCCAGGT TCTCCGATACACACTCTCATCCT 72 0 72 20 208 23 60,253 60,118 40,000 32,400 3,370,409 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 138 CATAGTCCACGGGTTCCAGGTAATGAATACTCATTGCATAGTCCACGGGTTCCAGG TCTCCGATACACACTCTCATCCT 73 0 71 20 208 23 59,822 60,118 44,500 32,400 3,295,919 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 149 CCGAAACACCGCATAGTCCACGGGTTCCAGGTAAT CCGAAACACCGCATAGTCCA TCTCCGATACACACTCTCATCCT 84 0 60 20 208 23 60,391 60,118 40,200 32,400 3,508,454 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 196 AACGTGACAGAGACACAGCTATGGAGACAATGATCAACGTGACAGAGACACAGCT TCTCCGATACACACTCTCATCCT 131 0 13 20 208 23 59,253 60,118 42,400 32,400 3,865,106 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 138 CATAGTCCACGGGTTCCAGGTAATGAATACTCATTGCATAGTCCACGGGTTCCAGG TCTCCGATACACACTCTCATCC 73 1 71 20 208 22 59,822 58,785 44,500 35,100 3,393,219 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 149 CCGAAACACCGCATAGTCCACGGGTTCCAGGTAAT CCGAAACACCGCATAGTCCA TCTCCGATACACACTCTCATCC 84 1 60 20 208 22 60,391 58,785 40,200 35,100 3,605,754 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 196 AACGTGACAGAGACACAGCTATGGAGACAATGATCAACGTGACAGAGACACAGCT TCTCCGATACACACTCTCATCC 131 1 13 20 208 22 59,253 58,785 42,400 35,100 3,962,406 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 195 AACGTGACAGAGACACAGCTATGGAGACAATGATCAACGTGACAGAGACACAGCT CTCCGATACACACTCTCATCCT 131 0 13 20 207 22 59,253 58,782 42,400 32,400 3,965,708 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2119:13555:51131 1 164 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 140 CATAGTCCACGGGTTCCAGGTAATGAATACTCATTGCATAGTCCACGGGTTCCAGG ACTCTCCGATACACACTCTCA 73 4 71 20 210 21 59,822 57,648 44,500 32,700 3,529,862 F 270 GTTAGTACTTTCAACGTGACAGAGACACAGCTATGGAGACAATGATCAAGCACTCTTCCCCGAAACACCGCATAGTCCACGGGTTCCAGGTAATGAATACTCATTGATTaaaaaaGGTGTTCATCACATTcccccATTCATCCCTTTGCCAAAACCTTCTCCCtgtgtgtgtgtgtgtgtgtgtgAGGATGAGAgtgtgtATCGGAGAGTAGATTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 157 22 11 1 AG GAGAGAGAGAGAGAGAGAGAGA NA 0 1 10 10 93 ACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagACAGAGAATGAGCGGCAAGA TCCTCACTCTCTGTCTGACACT 10 19 127 20 219 22 59,390 59,893 30,200 35,500 2,717,552 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 157 22 11 1 AG GAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 8 91 AGAGAATGAGCGGCAAGAGCGAGCGGGTgagagag AGAGAATGAGCGGCAAGAGC TCCTCACTCTCTGTCTGACACT 8 19 129 20 219 22 60,462 59,893 40,900 35,500 2,569,071 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 157 22 11 1 AG GAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 8 99 AGAGAATGAGCGGCAAGAGCGAGCGGGTgagagag AGAGAATGAGCGGCAAGAGC ACCTCTGTTCCTCACTCTCTGT 8 27 129 20 227 22 60,462 60,158 40,900 34,100 2,620,078 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 92 51 11 2 AC ACACACACACAGAGTGACAGGAGACAGGAACACA NA 0 1 14 1 125 GCAGAGGGACAGGAAAGACCAacacacacacAGAGT GCAGAGGGACAGGAAAGACC TGTGTGGGTGTTGCTCTCTC 1 33 71 20 195 20 60,036 59,893 38,500 32,000 0.142623 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 92 51 11 2 AC ACACACACACAGAGTGACAGGAGACAGGAACACA NA 0 0 14 1 126 GCAGAGGGACAGGAAAGACCAacacacacacAGAGT GCAGAGGGACAGGAAAGACC CTGTGTGGGTGTTGCTCTCT 1 34 71 20 196 20 60,036 59,893 38,500 31,000 0.143371 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 92 51 11 2 AC ACACACACACAGAGTGACAGGAGACAGGAACACA NA 0 0 14 1 127 GCAGAGGGACAGGAAAGACCAacacacacacAGAGT GCAGAGGGACAGGAAAGACC TCTGTGTGGGTGTTGCTCTC 1 35 71 20 197 20 60,036 59,893 38,500 32,000 0.142623 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 22 11 1 AG AGAGAGAGAGAGAGAGAGAGAG NA 1 1 15 1 125 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGgga AGGGAGGAGTGGTAGCCAG CCCTCGCTCTCACTCTCCA 64 1 1 19 125 19 59,998 60,379 48,500 38,600 2,381,451 B 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 22 11 1 AG AGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 122 GAGGAGTGGTAGCCAGCAGGGgagagaGGggaggag GAGGAGTGGTAGCCAGCAG CCCTCGCTCTCACTCTCCAT 61 0 4 19 125 20 59,480 60,755 42,400 34,100 2,274,676 B 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 22 11 1 AG AGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 125 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGgga AGGGAGGAGTGGTAGCCAG CCCTCGCTCTCACTCTCCAT 64 0 1 19 125 20 59,998 60,755 48,500 34,100 1,757,231 B 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 32 141 CAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCCAGTGTTTCTGCGAATCAGCC GAGGTTCATGAATACATACATGCA 32 42 7 21 147 24 60,136 57,134 48,500 39,600 8,001,869 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 31 140 AGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCAAGTGTTTCTGCGAATCAGCCT GAGGTTCATGAATACATACATGCA 31 42 8 21 147 24 60,271 57,134 45,800 39,600 8,137,064 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 32 140 AGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCAAGTGTTTCTGCGAATCAGCC GAGGTTCATGAATACATACATGCA 32 42 8 20 147 24 58,840 57,134 48,500 39,600 8,026,146 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 25 117 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG ACATGCATTCACAATTACACAGAC 26 25 14 20 130 24 60,108 58,297 35,100 35,100 5,811,337 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 24 117 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG ACATGCATTCACAATTACACAGACT 26 24 14 20 130 25 60,108 59,525 35,100 32,400 5,583,004 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 20 111 AATCAGCCTGAGTGCACTGGTGCATGTGCATGAAT AATCAGCCTGAGTGCACTGG ACATGCATTCACAATTACACAGACT 20 24 20 20 130 25 60,322 59,525 40,000 32,400 5,796,809 B 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 101 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG ACACAGACTCACACAAACGC 26 13 14 20 114 20 60,108 58,993 35,100 48,400 1,115,304 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 94 AATCAGCCTGAGTGCACTGGTGCATGTGCATGAAT AATCAGCCTGAGTGCACTGG CACAGACTCACACAAACGCA 20 12 20 20 113 20 60,322 58,994 40,000 52,400 1,328,362 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 100 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG CACAGACTCACACAAACGCA 26 12 14 20 113 20 60,108 58,994 35,100 52,400 1,114,558 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 1 1 17 5 93 GTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgt GTGGGTGTGTGTTTGTGACC CCACACTAAATGGTCACACGC 5 25 14 20 106 21 59,546 59,803 40,200 53,400 1,651,005 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 4 91 TGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtg TGGGTGTGTGTTTGTGACCA CACACTAAATGGTCACACGCA 4 24 15 20 105 21 59,962 59,130 40,200 52,400 1,908,712 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 4 92 TGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtg TGGGTGTGTGTTTGTGACCA CCACACTAAATGGTCACACGC 4 25 15 20 106 21 59,962 59,803 40,200 53,400 1,235,118 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 0 0 19 17 140 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTA GTGACCATTTAGTGTGGGTGT AATTGTCACACACTAAATAGTAACCCA 17 53 1 21 140 27 58,141 59,060 41,600 45,100 10,798,882 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 0 0 20 16 140 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTA GTGACCATTTAGTGTGGGTGTG AATTGTCACACACTAAATAGTAACCC 16 54 1 22 140 26 59,448 57,668 38,200 41,100 10,884,045 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 22 11 1 AC GTGTGTGTGTGTGTGTGTGTGT NA 0 0 20 16 140 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTA GTGACCATTTAGTGTGGGTGTG AATTGTCACACACTAAATAGTAACCCA 16 53 1 22 140 27 59,448 59,060 38,200 45,100 10,492,452 F 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 123 11 2 AC GTGTGTGTGTGTGTGTGTGTGTGGTTCACCATTTAGNA 0 1 14 5 204 GTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgt GTGGGTGTGTGTTTGTGACC AAAGATCACACACACGCCCA 5 36 14 20 217 20 59,546 60,179 40,200 53,600 0.633228 G 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 123 11 2 AC GTGTGTGTGTGTGTGTGTGTGTGGTTCACCATTTAGNA 0 0 14 4 203 TGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtg TGGGTGTGTGTTTGTGACCA AAAGATCACACACACGCCCA 4 36 15 20 217 20 59,962 60,179 40,200 53,600 0.217342 G 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2214:22567:37770 1 39 123 11 2 AC GTGTGTGTGTGTGTGTGTGTGTGGTTCACCATTTAGNA 0 0 14 4 204 TGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtg TGGGTGTGTGTTTGTGACCA CAAAGATCACACACACGCCC 4 37 15 20 218 20 59,962 59,762 40,200 61,300 0.276599 G 279 GTGACCATTTAGTGTGGgtgtgtgtTTGTGACCATTTAgtgtgtgtgtgtgtgtgtgtgtGGTTCACCATTTAGTGTGGGTGAGTGCGTGTGACCATTTAGTGTGGATGTATGTGGGTTACTATTTAgtgtgtGACAATTTAgtgtgtgtgtTtgtgtgtgGTTTTGCTGTCTCTGTGtttttGtctctcTTTtgtgtgGGCgtgtgtgtGATCTTTGAgtgtgtGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGT

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 22 11 1 AC ACACACACACACACACACACAC NA 0 1 4 10 103 ATGTGCACTGACGCAGAAGAAAACAAACAAacacac ATGTGCACTGACGCAGAAGA GTTGCGCTTCTGTGAGCTTC 10 31 17 20 119 20 59,966 60,110 28,700 38,600 0.144383 A 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 22 11 1 AC ACACACACACACACACACACAC NA 0 0 6 12 105 AGATGTGCACTGACGCAGAAGAAAACAAACAAaca AGATGTGCACTGACGCAGAA GTTGCGCTTCTGTGAGCTTC 12 31 15 20 119 20 59,966 60,110 30,200 38,600 0.144383 A 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 22 11 1 AC ACACACACACACACACACACAC NA 0 0 6 10 102 ATGTGCACTGACGCAGAAGAAAACAAACAAacacac ATGTGCACTGACGCAGAAGA TTGCGCTTCTGTGAGCTTCT 10 30 17 20 118 20 59,966 60,250 28,700 28,500 0.283958 A 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 100 40 11 2 AC ACACACACACACACACACACACATGTACACACACACNA 0 1 15 4 112 GAGacacacacATGCATACGcacacaCGTGCAGCAAGAGAGACACACACATGCATACGC TGTATGTGTGTTTGTGAGTCCCT 24 4 55 21 166 23 59,939 59,864 44,200 42,000 4,196,843 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 100 40 11 2 AC ACACACACACACACACACACACATGTACACACACACNA 0 0 15 2 90 acaCGTGCAGCAAGAGACAAGGacacacacacacacac ACACGTGCAGCAAGAGACAA GTGTATGTGTGTTTGTGAGTCCC 2 5 78 20 167 23 60,462 59,750 31,800 44,600 3,711,910 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 100 40 11 2 AC ACACACACACACACACACACACATGTACACACACACNA 0 0 17 1 90 caCGTGCAGCAAGAGACAAGGacacacacacacacaca CACGTGCAGCAAGAGACAAG TGTGTATGTGTGTTTGTGAGTCC 1 6 79 20 168 23 59,766 59,125 31,600 38,500 4,108,649 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 1 1 12 6 137 CACAGGcacacacaCTGCCACAGGcacacacacacacacaCACAGGCACACACACTGC TGTGCTTGAATGTGTGCGTG 6 71 67 18 203 20 59,283 59,971 44,000 53,400 2,746,653 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 0 0 12 6 140 CACAGGcacacacaCTGCCACAGGcacacacacacacacaCACAGGCACACACACTGC TTCTGTGCTTGAATGTGTGCG 6 73 67 18 206 21 59,283 60,003 44,000 53,400 3,720,061 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 0 0 12 6 148 CACAGGcacacacaCTGCCACAGGcacacacacacacacaCACAGGCACACACACTGC TGGTGTGTTTCTGTGCTTGA 6 82 67 18 214 20 59,283 57,879 44,000 30,200 4,838,777 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 0 0 14 1 122 GcacacacaCTGCCACAGGcacacacacacacacacacaca GCACACACACTGCCACAG TGTGTGCGTGCTTGTTTCTG 1 61 72 18 193 20 59,283 59,901 36,600 30,200 2,816,038 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 0 0 14 1 132 GcacacacaCTGCCACAGGcacacacacacacacacacaca GCACACACACTGCCACAG TGTGCTTGAATGTGTGCGTG 1 71 72 18 203 20 59,283 59,971 36,600 53,400 2,746,653 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 91 22 11 1 AC CACACACACACACACACACACA NA 0 0 14 1 143 GcacacacaCTGCCACAGGcacacacacacacacacacaca GCACACACACTGCCACAG TGGTGTGTTTCTGTGCTTGA 1 82 72 18 214 20 59,283 57,879 36,600 30,200 4,838,777 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 1 1 4 57 240 TGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgt TGCATGAACCTATGTGTCCGA TCATTAGACATATAATGACCAGGCAC 68 57 26 21 265 26 59,447 58,839 45,500 50,100 8,714,196 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 5 58 240 TGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgt TGCATGAACCTATGTGTCCGA TCATTAGACATATAATGACCAGGCA 68 58 26 21 265 25 59,447 57,685 45,500 47,500 8,867,858 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 5 56 240 TGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgt TGCATGAACCTATGTGTCCGA TCATTAGACATATAATGACCAGGCACT 68 56 26 21 265 27 59,447 59,983 45,500 44,000 8,569,355 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 6 21 190 CCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtg CCTATGTGTCCGAGTTTGCC TGACTAGCACTGATCGTGGC 61 21 34 20 223 20 58,630 59,827 45,200 50,100 1,543,106 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 6 20 189 CCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtg CCTATGTGTCCGAGTTTGCC GACTAGCACTGATCGTGGCA 61 20 34 20 222 20 58,630 59,827 45,200 49,200 1,543,106 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 6 19 188 CCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtg CCTATGTGTCCGAGTTTGCC ACTAGCACTGATCGTGGCAC 61 19 34 20 221 20 58,630 60,109 45,200 50,100 1,478,239 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 7 21 191 ACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtACCTATGTGTCCGAGTTTGCC TGACTAGCACTGATCGTGGC 61 21 33 21 223 20 60,339 59,827 45,200 50,100 1,512,250 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 7 20 190 ACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtACCTATGTGTCCGAGTTTGCC GACTAGCACTGATCGTGGCA 61 20 33 21 222 20 60,339 59,827 45,200 49,200 1,512,250 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 115 68 11 2 AT TATATATATATATATATATATAGAGAGAGAGAGAG NA 0 0 7 19 189 ACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtACCTATGTGTCCGAGTTTGCC ACTAGCACTGATCGTGGCAC 61 19 33 21 221 20 60,339 60,109 45,200 50,100 1,447,384 D 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 116 46 11 2 AG ACACACACACCAACTCCCTCTCTCTCTCTCTCTCTCTCNA 1 1 6 4 98 acacacacGCACAGACATCAAGAAacacacacacCAACTACACACACGCACAGACATCA CTGTGTCTCTGAGCGTGTCA 4 8 92 20 189 20 60,179 59,688 30,700 35,800 0.491189 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 116 46 11 2 AG ACACACACACCAACTCCCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 4 100 acacacacGCACAGACATCAAGAAacacacacacCAACTACACACACGCACAGACATCA GTCTGTGTCTCTGAGCGTGT 4 10 92 20 191 20 60,179 59,688 30,700 44,900 0.491502 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 116 46 11 2 AG ACACACACACCAACTCCCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 4 101 acacacacGCACAGACATCAAGAAacacacacacCAACTACACACACGCACAGACATCA TGTCTGTGTCTCTGAGCGTG 4 11 92 20 192 20 60,179 59,688 30,700 53,400 0.491189 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 1 8 3 139 cacacAGAAGCACAAACCCTCTAtctctctctcTAACACTCACACAGAAGCACAAACCCT CTGTGTCTCTGAGCGTGTCA 3 8 51 20 189 20 58,607 59,688 43,400 35,800 1,704,692 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 0 9 2 139 cacacAGAAGCACAAACCCTCTAtctctctctcTAACACTCACACAGAAGCACAAACCCTC CTGTGTCTCTGAGCGTGTCA 2 8 51 21 189 20 59,665 59,688 43,000 35,800 1,646,971 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 0 9 1 138 acacAGAAGCACAAACCCTCTAtctctctctcTAACACTTACACAGAAGCACAAACCCTCT CTGTGTCTCTGAGCGTGTCA 1 8 52 21 189 20 59,787 59,688 36,900 35,800 1,525,037 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 0 10 11 151 GcacacaGacacacAGAAGCACAAACCCTCTAtctctctc GCACACAGACACACAGAAGC TGTCTGTGTCTCTGAGCGTG 12 11 42 20 192 20 59,694 59,688 38,600 53,400 0.618025 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 0 10 10 150 GcacacaGacacacAGAAGCACAAACCCTCTAtctctctc GCACACAGACACACAGAAGC GTCTGTGTCTCTGAGCGTGT 12 10 42 20 191 20 59,694 59,688 38,600 44,900 0.618338 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2223:31761:42692 1 74 88 11 3 AG TCTCTCTCTCTAACACTTACACACACGCACAGACATCNA 0 0 10 8 148 GcacacaGacacacAGAAGCACAAACCCTCTAtctctctc GCACACAGACACACAGAAGC CTGTGTCTCTGAGCGTGTCA 12 8 42 20 189 20 59,694 59,688 38,600 35,800 0.618025 G 269 acacacCCAtctctctctcACACTCTAAAACATACACAAAAGcacacaGacacacAGAAGCACAAACCCTCTAtctctctctcTAACACTTacacacacGCACAGACATCAAGAAacacacacacCAACTCCctctctctctctctctctctctAtctctcACATTCACTGACACGCTCAGAGACACAGACACGCCCTTAtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTTtctctctcT

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 1 1 2 55 225 AAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACA AAGTGAATTTGGCGCCGTTC CGTGTCAGGTTGGAGGTAGG 55 108 47 20 271 20 60,040 59,753 39,500 31,800 0.286162 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 2 40 157 AAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACA AAGTGAATTTGGCGCCGTTC CTCAGAGCACCAAAGGTCCA 55 40 47 20 203 20 60,040 59,602 39,500 40,200 0.437468 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 2‐May 56 225 CAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCAC CAAGTGAATTTGGCGCCGTT GTGTCAGGTTGGAGGTAGGC 56 107 46 20 270 20 60,319 60,036 44,400 39,300 0.354908 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 2‐May 55 224 AAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACA AAGTGAATTTGGCGCCGTTC GTGTCAGGTTGGAGGTAGGC 55 107 47 20 270 20 60,040 60,036 39,500 39,300 0.075821 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 Feb‐75 44 161 AAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACA AAGTGAATTTGGCGCCGTTC GGGTCTCAGAGCACCAAAGG 55 44 47 20 207 20 60,040 60,322 39,500 31,100 0.361536 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 3 74 243 GGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCC GGGTCAATCGGTGAATCCCA GTGTCAGGTTGGAGGTAGGC 74 107 28 20 270 20 59,745 60,036 43,700 39,300 0.291041 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 4 86 255 CCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGT CCCTTTGAGCGAGGGTCAAT GTGTCAGGTTGGAGGTAGGC 86 107 16 20 270 20 60,035 60,036 25,700 39,300 0.071350 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 4 86 256 CCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGT CCCTTTGAGCGAGGGTCAAT CGTGTCAGGTTGGAGGTAGG 86 108 16 20 271 20 60,035 59,753 25,700 31,800 0.281690 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr434_7 7 122 22 11 1 AC TGTGTGTGTGTGTGTGTGTGTG TG_122_143 0 0 4 40 188 CCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGT CCCTTTGAGCGAGGGTCAAT CTCAGAGCACCAAAGGTCCA 86 40 16 20 203 20 60,035 59,602 25,700 40,200 0.432996 B 343 GGTGTCGCCCTGGCTCCCTTTGAGCGAGGGTCAATCGGTGAATCCCAAGTGAATTTGGCGCCGTTCTCCCTTTTGCCCCACATGCAatgatgatgGTGTGNNNNNNNNNNNNNNNNNNGNNtgtgtgtgtgtgtgtgtgtgtgTNNNTNNGTNTGCACGTAACTCCTGCCATTTTGTCTTACNTGGACCTTTGGTGCTCTGAGACCCTTTACTGCCTTATTTCAACTCTTCGGCCTGCCACTGGTNACTTGCCTACCTCCAACCTGACACGCTTCGCTGACTTGCTCTANGACTACNTCGCAACCTCTNCNATCTCTTAAAGCCTATCTTNCCTCTTAAGAGG

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 1 1 11 7 169 GCTCCACTGTACagagagCTGTCACTGTCAGATGATC GCTCCACTGTACAGAGAGCT CGAGTGTGTGTGAGCATGTG 47 7 65 20 233 20 58,818 59,490 40,900 32,100 1,691,715 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 11 7 169 GCTCCACTGTACagagagCTGTCACTGTCAGATGATC GCTCCACTGTACAGAGAGCTG CGAGTGTGTGTGAGCATGTG 46 7 65 21 233 20 60,135 59,490 42,400 32,100 1,645,070 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 11 7 180 CAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTCAAGTGCAGCAGCTCCACT CGAGTGTGTGTGAGCATGTG 59 7 54 19 233 20 60,600 59,490 40,000 32,100 2,110,005 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 11 7 206 GCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGGCAACAGGACCAGTGAAGCA CGAGTGTGTGTGAGCATGTG 84 7 28 20 233 20 60,819 59,490 39,100 32,100 1,329,187 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 11 7 219 ATGTGTCCCATGGGCAACAGGACCAGTGAAGCATT ATGTGTCCCATGGGCAACAG CGAGTGTGTGTGAGCATGTG 97 7 15 20 233 20 60,613 59,490 31,600 32,100 1,122,661 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 11 7 220 CATGTGTCCCATGGGCAACAGGACCAGTGAAGCAT CATGTGTCCCATGGGCAACA CGAGTGTGTGTGAGCATGTG 98 7 14 20 233 20 60,899 59,490 33,300 32,100 1,409,181 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 Dec‐75 1 138 TGTCAGATGATCACAGATACTGCAATATGTGGAGN TGTCAGATGATCACAGATACTGCA TGTGTGAGCATGTGTGAGTG 18 1 90 24 227 20 59,597 58,415 44,100 35,100 5,988,730 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 13 0 138 TGTCAGATGATCACAGATACTGCAATATGTGGAGN TGTCAGATGATCACAGATACTGCA TGTGTGAGCATGTGTGAGTGA 18 0 90 24 227 21 59,597 59,861 44,100 34,100 5,542,094 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 75 11 2 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 13.75 1 139 TGTCAGATGATCACAGATACTGCAATATGTGGAGN TGTCAGATGATCACAGATACTGCA GTGTGTGAGCATGTGTGAGTG 18 1 90 24 228 21 59,597 59,738 44,100 35,100 5,665,849 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 1 13‐May 6 189 agCTGTCACTGTCAGATGATCACAGATACTGCAATA AGCTGTCACTGTCAGATGATCA TGAGTGTGTGTGCCTGTGAG 29 6 81 22 269 20 59,170 60,179 29,200 35,100 3,009,397 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 13‐May 5 188 agCTGTCACTGTCAGATGATCACAGATACTGCAATA AGCTGTCACTGTCAGATGATCA GAGTGTGTGTGCCTGTGAGT 29 5 81 22 268 20 59,170 60,179 29,200 34,100 3,009,394 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 13‐May 5 204 GCTCCACTGTACagagagCTGTCACTGTCAGATGATC GCTCCACTGTACAGAGAGCTG GAGTGTGTGTGCCTGTGAGT 46 5 65 21 268 20 60,135 60,179 42,400 34,100 1,314,214 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 13‐May 5 254 ATGTGTCCCATGGGCAACAGGACCAGTGAAGCATT ATGTGTCCCATGGGCAACAG GAGTGTGTGTGCCTGTGAGT 97 5 15 20 268 20 60,613 60,179 31,600 34,100 0.791805 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 14 9 208 GCTCCACTGTACagagagCTGTCACTGTCAGATGATC GCTCCACTGTACAGAGAGCTG GAGTGAGTGTGTGTGCCTGT 46 9 65 21 272 20 60,135 60,179 42,400 40,000 1,314,214 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 14 9 258 ATGTGTCCCATGGGCAACAGGACCAGTGAAGCATT ATGTGTCCCATGGGCAACAG GAGTGAGTGTGTGTGCCTGT 97 9 15 20 272 20 60,613 60,179 31,600 40,000 0.791805 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 14.75 4 189 agagCTGTCACTGTCAGATGATCACAGATACTGCAA AGAGCTGTCACTGTCAGATGA AGTGTGTGTGCCTGTGAGTG 32 4 79 21 267 20 58,477 60,463 29,200 35,100 2,985,825 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 16 11 210 GCTCCACTGTACagagagCTGTCACTGTCAGATGATC GCTCCACTGTACAGAGAGCTG GTGAGTGAGTGTGTGTGCCT 46 11 65 21 274 20 60,135 60,179 42,400 47,500 1,314,214 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

cons_gr844_2 2 132 112 11 3 AC CACACACACACACACACACACACNCACACACACACACA_132_153 0 0 16 11 260 ATGTGTCCCATGGGCAACAGGACCAGTGAAGCATT ATGTGTCCCATGGGCAACAG GTGAGTGAGTGTGTGTGCCT 97 11 15 20 274 20 60,613 60,179 31,600 47,500 0.791805 G 278 AATCAGTGTCTTCCATGTGTCCCATGGGCAACAGGACCAGTGAAGCATTCGGCCAAGTGCAGCAGCTCCACTGTACagagagCTGTCACTGTCAGATGATCACAGATACTGCAATATGTGGAGNGANGATTcacacacacacacacacacacaCNcacacacacacacacacacaNacacacacacTNACATAGacacacacacacTCACTcacacaTGCTcacacacaCTCGcacacacacaCTNACACTCACAGGcacacacaCTCACTCACACTT

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 24 66 12 2 AC CACACACACACGTGCACACACACTGCTCTGCTGGGANA 1 1 18 ‐83 150 AGCTCTGCTGGGATCGGTGcacacacacaCGTGcacac AGCTCTGCTGGGATCGGT ATGTGCACCGATCCCAGC ‐83 47 89 18 154 18 60,365 60,125 46,900 48,500 4,489,412 D 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 1 18 2 109 CTGCTCTGCTGGGATCGGTGcacacacacacacacacac CTGCTCTGCTGGGATCGG ATGTGCACCGATCCCAGC 2 19 46 18 154 18 59,891 60,125 41,800 48,500 4,233,136 D 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 0 18 1 108 TGCTCTGCTGGGATCGGTGcacacacacacacacacaca TGCTCTGCTGGGATCGGT ATGTGCACCGATCCCAGC 1 19 47 18 154 18 60,685 60,125 46,900 48,500 4,809,587 D 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 0 19 1 109 CTGCTCTGCTGGGATCGGTGcacacacacacacacacac CTGCTCTGCTGGGATCGGT ATGTGCACCGATCCCAGC 1 19 46 19 154 18 61,729 60,125 46,900 48,500 4,854,049 D 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 0 20 8 111 GTGcacacacaCTGCTCTGCTGGGATCGGTGcacacac GTGCACACACACTGCTCTG GATCCCAGCAGAGCAGTGTG 12 8 35 19 145 20 59,355 60,744 33,500 38,200 2,389,156 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 0 20 4 113 cacaCTGCTCTGCTGGGATCGGTGcacacacacacacac CACACTGCTCTGCTGGGATC ATGTGCACCGATCCCAGC 4 19 42 20 154 18 60,744 60,125 33,600 48,500 2,868,271 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 66 52 12 2 AC CACACACACACACACACACACACAGCTCTGCTGGGANA 0 0 20 1 96 cacaCTGCTCTGCTGGGATCGGTGcacacacacacacac CACACTGCTCTGCTGGGATC CAGAGCAGTGTGTGTGCAC 4 1 42 20 137 19 60,744 59,355 33,600 45,700 2,389,156 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 24 94 12 3 AC CACACACACACGTGCACACACACTGCTCTGCTGGGANA 0 1 19 ‐79 136 GCTCTGCTGGGATCGGTGcacacacacaCGTGcacaca GCTCTGCTGGGATCGGTG CCAGCAGAGCAGTGTGTGT 0 ‐79 6 18 57 19 60,203 60,228 49,400 37,200 3,430,751 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 24 94 12 3 AC CACACACACACGTGCACACACACTGCTCTGCTGGGANA 0 0 19 ‐79 137 AGCTCTGCTGGGATCGGTGcacacacacaCGTGcacac AGCTCTGCTGGGATCGGT CCAGCAGAGCAGTGTGTGT 1 ‐79 5 18 57 19 60,365 60,228 46,900 37,200 3,592,605 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:12398:33516 1 24 94 12 3 AC CACACACACACGTGCACACACACTGCTCTGCTGGGANA 0 0 20 ‐80 136 GCTCTGCTGGGATCGGTGcacacacacaCGTGcacaca GCTCTGCTGGGATCGGTG CCAGCAGAGCAGTGTGTGTG 0 ‐80 6 18 57 20 60,203 61,505 49,400 38,200 3,707,634 G 242 ACACAGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGcacacacacacacacacacacacaGCTCTGCTGGGATCGGTGcacacacacaCGTGcacacacaCTGCTCTGCTGGGATCGGTGCACATacacacacacacacacacacacacacacacAGCTCTGCTGGGATTTTGAAggggggaaaaaaaaGACAAAATCTCATTAAATAATGGG

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 1 1 7 15 152 TGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTTGACAAACTCCCTCAAACAGT ACAGAAGTGAGAGTGCACGT 30 15 66 21 217 20 57,355 59,253 35,500 44,900 4,392,222 D 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 7 13 150 TGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTTGACAAACTCCCTCAAACAGT AGAAGTGAGAGTGCACGTGC 30 13 66 21 215 20 57,355 60,599 35,500 53,400 4,243,647 D 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 8 13 150 TGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTTGACAAACTCCCTCAAACAGTT AGAAGTGAGAGTGCACGTGC 29 13 66 22 215 20 58,037 60,599 31,600 53,400 4,561,809 D 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 11 13 142 TCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATCCCTCAAACAGTTACACACTCA AGAAGTGAGAGTGCACGTGC 20 13 74 23 215 20 59,547 60,599 34,100 53,400 4,051,670 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 12 7 128 acacacTcacacaTCTTCAAGCAGATACActctctCActct ACACACTCACACATCTTCAAGC AGAAGTGAGAGTGCACGTGC 7 13 88 22 215 20 59,125 60,599 40,100 53,400 3,473,381 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 12 7 142 acacacTcacacaTCTTCAAGCAGATACActctctCActct ACACACTCACACATCTTCAAGC TGAAGGTGGGTGACAGAAGTG 7 26 88 22 229 21 59,125 59,859 40,100 31,600 4,015,553 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 12 6 127 cacacTcacacaTCTTCAAGCAGATACActctctCActctctCACACTCACACATCTTCAAGCA AGAAGTGAGAGTGCACGTGC 6 13 89 22 215 20 59,126 60,599 39,100 53,400 3,472,766 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 12 6 129 cacacTcacacaTCTTCAAGCAGATACActctctCActctctCACACTCACACATCTTCAAGCA ACAGAAGTGAGAGTGCACGT 6 15 89 22 217 20 59,126 59,253 39,100 44,900 3,621,341 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 12 6 141 cacacTcacacaTCTTCAAGCAGATACActctctCActctctCACACTCACACATCTTCAAGCA TGAAGGTGGGTGACAGAAGTG 6 26 89 22 229 21 59,126 59,859 39,100 31,600 4,014,938 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 14 26 190 TCAAacacacacAAACAGATATACAATGACAAACTCC TCAAACACACACAAACAGATATACAA TGAAGGTGGGTGACAGAAGTG 51 26 40 26 229 21 57,785 59,859 24,100 31,600 9,355,574 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 15 27 190 TCAAacacacacAAACAGATATACAATGACAAACTCC TCAAACACACACAAACAGATATACA TGAAGGTGGGTGACAGAAGT 52 27 40 25 229 20 57,206 58,493 22,900 30,100 9,301,067 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2118:31477:30632 1 117 66 12 2 AC CTCTCTCACTCTCTCTCACACACACACACTCCCTCTCTNA 0 0 15 26 190 TCAAacacacacAAACAGATATACAATGACAAACTCC TCAAACACACACAAACAGATATACA TGAAGGTGGGTGACAGAAGTG 52 26 40 25 229 21 57,206 59,859 22,900 31,600 8,934,779 G 249 CAGGTacacacacacacacacacacacacacacacacacTCAAacacacacAAACAGATATACAATGACAAACTCCCTCAAACAGTTacacacTcacacaTCTTCAAGCAGATACActctctCActctctctcacacacacacaCTCCctctctctctcacacacacacacacacacacacaTACATGcacacaTGCACGTGCACTCTCACTTCTGTCACCCACCTTCAAAGAGAAAATCACTCACGCA

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 5 25 190 GCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAG TCACCTACCTGCTACCCTGC 25 102 87 19 276 20 60,154 60,976 32,000 48,500 2,129,740 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 23 177 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG TACCCTGCAATGCCACATCT 23 90 88 20 264 20 59,545 59,375 32,000 29,000 1,080,726 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 23 184 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG TACCTGCTACCCTGCAATGC 23 97 88 20 271 20 59,545 60,107 32,000 35,600 0.562624 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 23 187 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG ACCTACCTGCTACCCTGCAA 23 100 88 20 274 20 59,545 60,547 32,000 40,800 1,002,157 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 23 190 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG ATCACCTACCTGCTACCCTG 23 103 88 20 277 20 59,545 58,205 32,000 44,500 2,250,124 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 23 193 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG CCAATCACCTACCTGCTACCC 23 105 88 20 280 21 59,545 59,859 32,000 36,900 1,596,463 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 19 106 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG AGCCTGCTGTTCTCACTGAC 23 19 88 20 193 20 59,545 59,965 32,000 35,100 0.490026 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 18 105 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG GCCTGCTGTTCTCACTGACT 23 18 88 20 192 20 59,545 59,965 32,000 34,100 0.490026 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 131 24 12 1 AG GAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 13 100 CCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGCCACTCCAAGAGCGAGAGAG CTGTTCTCACTGACTCCCGG 23 13 88 20 187 20 59,545 59,755 32,000 57,300 0.700404 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 1 1 6 6 90 ACATACACCTGCCAGGAACAGACACTGacacacacac ACATACACCTGCCAGGAACAG CCATGGGTGTGTGCCATAGT 6 19 39 21 128 20 59,996 60,034 31,600 21,200 1,037,766 F 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 7 4 101 TACACCTGCCAGGAACAGACACTGacacacacacacac TACACCTGCCAGGAACAGAC AGCTCTGTTACAGTCCATGGG 4 32 42 20 142 21 59,315 59,443 35,100 40,000 2,242,008 B 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 7 2 99 CACCTGCCAGGAACAGACACTGacacacacacacacac CACCTGCCAGGAACAGACAC AGCTCTGTTACAGTCCATGGG 2 32 44 20 142 21 60,886 59,443 36,700 40,000 2,443,401 B 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 8 0 97 CCTGCCAGGAACAGACACTGacacacacacacacacacaCCTGCCAGGAACAGACACTG AGCTCTGTTACAGTCCATGGG 0 32 46 20 142 21 60,605 59,443 36,600 40,000 2,161,691 B 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 10 4 93 TACACCTGCCAGGAACAGACACTGacacacacacacac TACACCTGCCAGGAACAGAC TACAGTCCATGGGTGTGTGC 4 25 42 20 134 20 59,315 59,964 35,100 45,700 0.721261 F 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2123:21907:48406 1 66 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 10 2 91 CACCTGCCAGGAACAGACACTGacacacacacacacac CACCTGCCAGGAACAGACAC TACAGTCCATGGGTGTGTGC 2 25 44 20 134 20 60,886 59,964 36,700 45,700 0.922654 F 172 TGAAacacacacacacacacacacacacacacacacATACATACACCTGCCAGGAACAGACACTGacacacacacacacacacacacacGGGCCGTACAGGAGCTGACACTATGGcacacaCCCATGGACTGTAACAGAGCTTAAAGTGATacacacTCGAGATATACAGGA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 1 1 11 12 190 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAACTTTCCCACACACTCTGAC AGTGTGAGTATGTCAGCGTGC 112 12 1 21 190 21 58,081 60,670 35,100 53,400 4,589,315 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 12 13 190 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAACTTTCCCACACACTCTGACA AGTGTGAGTATGTCAGCGTG 111 13 1 22 190 20 59,761 57,646 35,800 53,400 4,592,755 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 12 12 190 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAACTTTCCCACACACTCTGACA AGTGTGAGTATGTCAGCGTGC 111 12 1 22 190 21 59,761 60,670 35,800 53,400 3,908,733 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 12 7 115 GCACAAGCACTGacacacTGAAtctctcacacacacTGACGCACAAGCACTGACACACTG AGTATGTCAGCGTGCGTGAT 44 7 70 20 184 20 59,971 59,827 36,600 30,600 0.201986 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 12 6 114 GCACAAGCACTGacacacTGAAtctctcacacacacTGACGCACAAGCACTGACACACTG GTATGTCAGCGTGCGTGATG 44 6 70 20 183 20 59,971 59,701 36,600 30,700 0.327212 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 14 12 140 TGAATCACTGAAACTCTCACGCACAAGCACTGacac TGAATCACTGAAACTCTCACGC GTGTGAGTATGTCAGCGTGC 62 12 50 22 189 20 58,940 59,284 53,400 53,400 3,775,992 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 14 8 125 AACTCTCACGCACAAGCACTGacacacTGAAtctctcac AACTCTCACGCACAAGCACT GAGTATGTCAGCGTGCGTGA 53 8 61 20 185 20 60,179 60,456 44,000 43,500 0.635215 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 14 7 124 AACTCTCACGCACAAGCACTGacacacTGAAtctctcac AACTCTCACGCACAAGCACT AGTATGTCAGCGTGCGTGAT 53 7 61 20 184 20 60,179 59,827 44,000 30,600 0.352554 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 14 7 180 TTCCcacacaCTCTGACACAATGAAACTcacacaTAGA TTCCCACACACTCTGACACA AGTATGTCAGCGTGCGTGAT 109 7 5 20 184 20 58,800 59,827 37,200 30,600 1,373,096 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 14 6 123 AACTCTCACGCACAAGCACTGacacacTGAAtctctcac AACTCTCACGCACAAGCACT GTATGTCAGCGTGCGTGATG 53 6 61 20 183 20 60,179 59,701 44,000 30,700 0.477780 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 15 12 141 CTGAATCACTGAAACTCTCACGCACAAGCACTGaca CTGAATCACTGAAACTCTCACGC GTGTGAGTATGTCAGCGTGC 62 12 49 23 189 20 59,877 59,284 53,400 53,400 3,838,721 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 15 11 140 CTGAATCACTGAAACTCTCACGCACAAGCACTGaca CTGAATCACTGAAACTCTCACGC TGTGAGTATGTCAGCGTGCG 62 11 49 23 188 20 59,877 60,733 53,400 53,400 3,855,151 B 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 16 7 179 TCCcacacaCTCTGACACAATGAAACTcacacaTAGAC TCCCACACACTCTGACACAA AGTATGTCAGCGTGCGTGAT 108 7 6 20 184 20 58,800 59,827 33,300 30,600 1,373,096 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 24 12 1 AC ACACACACACACACACACACACAC NA 0 0 16 6 178 TCCcacacaCTCTGACACAATGAAACTcacacaTAGAC TCCCACACACTCTGACACAA GTATGTCAGCGTGCGTGATG 108 6 6 20 183 20 58,800 59,701 33,300 30,700 1,498,322 F 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2218:24819:71875 1 70 62 12 2 AC GTGTGTGTGTGTGTGTGTGTGACAGAGGGAGTGTGNA 1 1 17 1 111 TAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtg TAAGCGAGGGAGACAAAGCG ACACTGATACACTCGCTTTGTCT 5 1 45 20 155 23 60,109 59,994 46,800 34,100 3,114,701 G 157 AAAGCGAGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtgtgtgtgtGACAGAGGGAGTGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2218:24819:71875 1 70 62 12 2 AC GTGTGTGTGTGTGTGTGTGTGACAGAGGGAGTGTGNA 0 0 18 3 112 TAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtg TAAGCGAGGGAGACAAAGCG CACACTGATACACTCGCTTTGT 5 3 45 20 156 22 60,109 58,940 46,800 28,300 3,168,688 G 157 AAAGCGAGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtgtgtgtgtGACAGAGGGAGTGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2218:24819:71875 1 70 62 12 2 AC GTGTGTGTGTGTGTGTGTGTGACAGAGGGAGTGTGNA 0 0 19 4 113 TAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtg TAAGCGAGGGAGACAAAGCG ACACACTGATACACTCGCTTTG 5 4 45 20 157 22 60,109 58,940 46,800 27,700 3,168,688 G 157 AAAGCGAGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGCGAGGGAGACAAAGCGTGTGCgtgtgtgtgtgtgtgtgtgtGACAGAGGGAGTGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 61 12 2 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 1 18 1 110 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA AACAGTCTCTCCCTCGGTCT 8 1 21 20 130 20 59,891 59,594 40,200 38,500 0.514946 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 61 12 2 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 0 109 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA ACAGTCTCTCCCTCGGTCTC 8 0 21 20 129 20 59,891 60,035 40,200 33,600 0.143448 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 61 12 2 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 0 116 GATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGg GATTGCGGGAGAGCCTGTTT ACAGTCTCTCCCTCGGTCTC 15 0 14 20 129 20 60,678 60,035 28,300 33,600 0.712912 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2224:12449:44995 1 26 66 12 3 AG AGAGAGAGAGAGAGAGAGAGAGAGATACAGTGTGNA 1 1 18 4 115 ACAGTGTGACagagagaggggggCagagagagagagagagACAGTGTGACAGAGAGAGGG GCTGGCTCTCTTTCGCCC 4 7 2 20 116 18 58,373 60,822 43,000 61,300 4,448,497 G 179 TACAGTGTGACagagagaggggggCagagagagagagagagagagagagATACAGTGTGACagagagagagACAGAGACACagagagagagggggggggggCGAAagagagCCAGCAagagagagagagagagagagagagagagagATACAATGTGACACGgagagagagaAagagag

ST‐E00142:460:H2K7HCCXY:6:2224:12449:44995 1 26 66 12 3 AG AGAGAGAGAGAGAGAGAGAGAGAGATACAGTGTGNA 0 0 18 4 116 ACAGTGTGACagagagaggggggCagagagagagagagagACAGTGTGACAGAGAGAGGG TGCTGGCTCTCTTTCGCC 4 8 2 20 117 18 58,373 60,047 43,000 55,400 3,673,578 G 179 TACAGTGTGACagagagaggggggCagagagagagagagagagagagagATACAGTGTGACagagagagagACAGAGACACagagagagagggggggggggCGAAagagagCCAGCAagagagagagagagagagagagagagagagATACAATGTGACACGgagagagagaAagagag

ST‐E00142:460:H2K7HCCXY:6:2224:12449:44995 1 26 66 12 3 AG AGAGAGAGAGAGAGAGAGAGAGAGATACAGTGTGNA 0 0 19 4 117 TACAGTGTGACagagagaggggggCagagagagagagagaTACAGTGTGACAGAGAGAGGG TGCTGGCTCTCTTTCGCC 4 8 1 21 117 18 58,203 60,047 43,000 55,400 4,843,449 G 179 TACAGTGTGACagagagaggggggCagagagagagagagagagagagagATACAGTGTGACagagagagagACAGAGACACagagagagagggggggggggCGAAagagagCCAGCAagagagagagagagagagagagagagagagATACAATGTGACACGgagagagagaAagagag

cons_gr482_2 2 32 43 12 2 AC CACACACACACACTCACAGACACACACACACACACANO 1 1 19 0 90 AGTCGCACACTTACACCAAGAGTCATcacacacacacaAGTCGCACACTTACACCAAGA TAAGTGTGCGACTGACTGTGA 5 0 6 21 95 21 59,589 59,321 30,200 35,800 3,090,399 D 220 CAGTCAGTCGCACACTTACACCAAGAGTCATcacacacacacaCTCACAGacacacacacacacacacacacacTCACAGTCAGTCGCACACTTACACCAACANTCATcacacacacacaCTCACAGGcacacacacacacacacacacacacacacacacaNNTTCGGTcacacacacacaATCAATcacacacacaTGcacacacacacaGTCAAGTC

cons_gr482_2 2 32 43 12 2 AC CACACACACACACTCACAGACACACACACACACACANO 0 0 20 2 90 TCGCACACTTACACCAAGAGTCATcacacacacacaCT TCGCACACTTACACCAAGAGT TGTAAGTGTGCGACTGACTGT 3 2 8 21 97 21 59,589 59,592 32,400 35,500 2,818,865 D 220 CAGTCAGTCGCACACTTACACCAAGAGTCATcacacacacacaCTCACAGacacacacacacacacacacacacTCACAGTCAGTCGCACACTTACACCAACANTCATcacacacacacaCTCACAGGcacacacacacacacacacacacacacacacacaNNTTCGGTcacacacacacaATCAATcacacacacaTGcacacacacacaGTCAAGTC

cons_gr482_2 2 32 43 12 2 AC CACACACACACACTCACAGACACACACACACACACANO 0 0 20 0 90 TCAGTCGCACACTTACACCAAGAGTCATcacacacacaTCAGTCGCACACTTACACCA AGTGTGCGACTGACTGTGA 8 0 4 20 93 19 59,252 58,884 41,700 35,800 2,863,362 D 220 CAGTCAGTCGCACACTTACACCAAGAGTCATcacacacacacaCTCACAGacacacacacacacacacacacacTCACAGTCAGTCGCACACTTACACCAACANTCATcacacacacacaCTCACAGGcacacacacacacacacacacacacacacacacaNNTTCGGTcacacacacacaATCAATcacacacacaTGcacacacacacaGTCAAGTC

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 1 12 8 149 TGCATACCCAGTCCTCACACGCCTCACTcacacacaca TGCATACCCAGTCCTCACAC TGTGTCTGTGTGTGATGGGT 8 22 44 20 192 20 59,387 59,163 38,200 45,100 1,449,866 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 0 12 7 148 GCATACCCAGTCCTCACACGCCTCACTcacacacacaC GCATACCCAGTCCTCACACG TGTGTCTGTGTGTGATGGGT 7 22 45 20 192 20 60,460 59,163 44,900 45,100 1,296,890 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 0 12 6 147 CATACCCAGTCCTCACACGCCTCACTcacacacacaCC CATACCCAGTCCTCACACGC TGTGTCTGTGTGTGATGGGT 6 22 46 20 192 20 60,460 59,163 53,400 45,100 1,296,890 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 0 15 7 138 GCATACCCAGTCCTCACACGCCTCACTcacacacacaC GCATACCCAGTCCTCACACG TGTGATGGGTGAGACTGTGTG 7 11 45 20 182 21 60,460 59,929 44,900 38,200 1,530,885 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 0 15 6 137 CATACCCAGTCCTCACACGCCTCACTcacacacacaCC CATACCCAGTCCTCACACGC TGTGATGGGTGAGACTGTGTG 6 11 46 20 182 21 60,460 59,929 53,400 38,200 1,530,885 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 79 12 3 AC CACACACACACCTCATACGTACGCACTCTCTCACAC AC_127_150 0 0 15 6 139 CATACCCAGTCCTCACACGCCTCACTcacacacacaCC CATACCCAGTCCTCACACGC TGTGTGATGGGTGAGACTGTG 6 13 46 20 184 21 60,460 59,929 53,400 36,600 1,530,885 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 1 12 1 188 CAGTCCTCACACGCCTCACTcacacacacaCCTCATAC CAGTCCTCACACGCCTCAC GGGTGTTTGTGAGTGTGTGG 1 2 52 19 239 20 60,373 59,262 35,100 41,700 2,111,886 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 Dec‐75 1 187 CAGTCCTCACACGCCTCACTcacacacacaCCTCATAC CAGTCCTCACACGCCTCAC GGTGTTTGTGAGTGTGTGGG 1 1 52 19 238 20 60,373 59,262 35,100 46,100 2,111,886 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 Dec‐75 0 186 AGTCCTCACACGCCTCACTcacacacacaCCTCATACG AGTCCTCACACGCCTCACT GGTGTTTGTGAGTGTGTGGG 0 1 53 19 238 20 60,532 59,262 34,100 46,100 2,270,229 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 15 242 TCCTCACATGCATACCCAGTCCTCACACGCCTCACTcTCCTCACATGCATACCCAGTC GGTGAGTGGGTGTGTGTGAT 15 40 36 21 277 20 59,514 59,891 35,100 30,600 1,594,895 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 14 241 CCTCACATGCATACCCAGTCCTCACACGCCTCACTcaCCTCACATGCATACCCAGTCC GGTGAGTGGGTGTGTGTGAT 14 40 37 21 277 20 60,476 59,891 38,500 30,600 1,584,335 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 13 240 CTCACATGCATACCCAGTCCTCACACGCCTCACTcac CTCACATGCATACCCAGTCCT GGTGAGTGGGTGTGTGTGAT 13 40 38 21 277 20 59,512 59,891 38,500 30,600 1,596,560 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 8 234 TGCATACCCAGTCCTCACACGCCTCACTcacacacaca TGCATACCCAGTCCTCACAC GGTGAGTGGGTGTGTGTGAT 8 40 44 20 277 20 59,387 59,891 38,200 30,600 0.721845 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 7 233 GCATACCCAGTCCTCACACGCCTCACTcacacacacaC GCATACCCAGTCCTCACACG GGTGAGTGGGTGTGTGTGAT 7 40 45 20 277 20 60,460 59,891 44,900 30,600 0.568869 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr628_2 2 72 146 12 4 AC CACACACACACCTCATACGTACGCACTCTCTCACAC NO 0 0 14 6 232 CATACCCAGTCCTCACACGCCTCACTcacacacacaCC CATACCCAGTCCTCACACGC GGTGAGTGGGTGTGTGTGAT 6 40 46 20 277 20 60,460 59,891 53,400 30,600 0.568869 G 334 CATGCACCCCTCACcacacacaTGcacacacacaCTCCTCACATGCATACCCAGTCCTCACACGCCTCACTcacacacacaCCTCATACGTACGCActctctcacacacacaCCCACTCAACCGTTacacacacacacacacacacacacNNNNNNNNNNacacacAGTCTCACCCATcacacacaGacacacacATGCTCANCCcacacacacacaACCcacacaCTCACAAACACCCCTCATACATATACACTCTATcacacacaCCCACTCACCCGTTacacacacacacTCTCAACCGTTacacacacacacTCACCCCTcacacacaca

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 1 1 10 34 152 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA TGACGCTCTCTGTCTTTGCA 34 43 56 24 207 20 57,313 59,611 28,300 40,800 7,076,106 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 34 194 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA TCTCTCTCCCTGATTCGATCCA 34 83 56 24 249 22 57,313 59,824 28,300 34,100 8,862,796 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 34 217 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA GTCTCACTTCCTCTCGAATGCT 34 106 56 24 272 22 57,313 59,835 28,300 37,900 8,852,518 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 34 218 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA TGTCTCACTTCCTCTCGAATGC 34 107 56 24 273 22 57,313 60,094 28,300 35,600 8,781,575 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 34 253 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA CTCTCAGTTTGTGTCTCTCCCA 34 142 56 24 308 22 57,313 59,370 28,300 43,700 9,317,179 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 34 259 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA CCCACTCTCTCAGTTTGTGTCT 34 148 56 24 314 22 57,313 59,633 28,300 34,100 9,053,997 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 30 141 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA GTCTTTGCATCTCACTCACTCC 34 30 56 24 196 22 57,313 59,001 28,300 38,500 9,686,436 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 10 29 140 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA TCTTTGCATCTCACTCACTCCT 34 29 56 24 195 22 57,313 59,098 28,300 36,900 9,589,567 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 Oct‐75 22 131 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA CTCACTCACTCCTTCCCTGC 34 22 56 24 186 20 57,313 59,751 28,300 48,500 6,935,923 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 Oct‐75 21 130 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACA TCACTCACTCCTTCCCTGCA 34 21 56 24 185 20 57,313 60,472 28,300 44,100 7,158,861 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 11 33 152 AAACGTACAAGAGGAAATGAAACATAGATTGTTAGAAACGTACAAGAGGAAATGAAACAT TGACGCTCTCTGTCTTTGCA 33 43 56 25 207 20 57,728 59,611 27,100 40,800 7,661,062 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 12 33 151 AACGTACAAGAGGAAATGAAACATAGATTGTTAGGAACGTACAAGAGGAAATGAAACAT TGACGCTCTCTGTCTTTGCA 33 43 57 24 207 20 57,122 59,611 27,100 40,800 7,266,636 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 12 33 217 AACGTACAAGAGGAAATGAAACATAGATTGTTAGGAACGTACAAGAGGAAATGAAACAT TGTCTCACTTCCTCTCGAATGC 33 107 57 24 273 22 57,122 60,094 27,100 35,600 8,972,105 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 12 33 258 AACGTACAAGAGGAAATGAAACATAGATTGTTAGGAACGTACAAGAGGAAATGAAACAT CCCACTCTCTCAGTTTGTGTCT 33 148 57 24 314 22 57,122 59,633 27,100 34,100 9,244,527 F 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 12 30 140 AACGTACAAGAGGAAATGAAACATAGATTGTTAGGAACGTACAAGAGGAAATGAAACAT GTCTTTGCATCTCACTCACTCC 33 30 57 24 196 22 57,122 59,001 27,100 38,500 9,876,966 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 114 31 12 1.5 AG GAGAGATAGAGAGAGAGAGAGAGAGAGAGAG AG_121_144 0 0 12 22 130 AACGTACAAGAGGAAATGAAACATAGATTGTTAGGAACGTACAAGAGGAAATGAAACAT CTCACTCACTCCTTCCCTGC 33 22 57 24 186 20 57,122 59,751 27,100 48,500 7,126,454 B 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 1 7 17 190 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAG AGAGACACAGGCAGAGTTTGA GCATCTCACTCACTCCTTCCC 17 25 1 21 190 21 58,958 60,135 26,900 39,700 3,177,014 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 7 15 205 AGACACAGGCAGAGTTTGAGTGAGAAATAGAGAA AGACACAGGCAGAGTTTGAGT TGACGCTCTCTGTCTTTGCA 15 43 3 21 207 20 59,235 59,611 34,100 40,800 2,154,338 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 7 14 204 GACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTGACACAGGCAGAGTTTGAGTG TGACGCTCTCTGTCTTTGCA 14 43 4 21 207 20 59,130 59,611 35,100 40,800 2,258,792 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 Jul‐75 13 203 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA TGACGCTCTCTGTCTTTGCA 13 43 5 21 207 20 59,514 59,611 34,100 40,800 1,875,335 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 8 16 190 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAG AGAGACACAGGCAGAGTTTGAG GCATCTCACTCACTCCTTCCC 16 25 1 22 190 21 59,963 60,135 30,200 39,700 3,171,542 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 8 16 191 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAG AGAGACACAGGCAGAGTTTGAG TGCATCTCACTCACTCCTTCC 16 26 1 22 191 21 59,963 59,448 30,200 34,600 3,589,329 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 Aug‐75 13 245 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA TCTCTCTCCCTGATTCGATCCA 13 83 5 21 249 22 59,514 59,824 34,100 34,100 3,662,025 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 9 10 300 CAGGCAGAGTTTGAGTGAGAAATAGAGAATTagag CAGGCAGAGTTTGAGTGAGAA TCTCAGTTTGTGTCTCTCCCA 10 142 8 21 307 21 57,883 58,322 28,700 43,700 5,795,405 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 10 15 271 AGACACAGGCAGAGTTTGAGTGAGAAATAGAGAA AGACACAGGCAGAGTTTGAGT TGTCTCACTTCCTCTCGAATGC 15 107 3 21 273 22 59,235 60,094 34,100 35,600 3,859,807 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 10 13 268 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA GTCTCACTTCCTCTCGAATGCT 13 106 5 21 272 22 59,514 59,835 34,100 37,900 3,651,748 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 10 13 269 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA TGTCTCACTTCCTCTCGAATGC 13 107 5 21 273 22 59,514 60,094 34,100 35,600 3,580,804 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 10 11 300 CAGGCAGAGTTTGAGTGAGAAATAGAGAATTagag CAGGCAGAGTTTGAGTGAGA TCTCAGTTTGTGTCTCTCCCA 11 142 8 20 307 21 57,172 58,322 32,700 43,700 5,505,714 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 10 11 300 ACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaga ACAGGCAGAGTTTGAGTGAGA CTCAGTTTGTGTCTCTCCCAT 11 141 7 21 306 21 58,958 57,308 32,700 40,000 5,734,721 G 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 Oct‐75 15 184 AGACACAGGCAGAGTTTGAGTGAGAAATAGAGAA AGACACAGGCAGAGTTTGAGT CTCACTCACTCCTTCCCTGC 15 22 3 21 186 20 59,235 59,751 34,100 48,500 2,014,156 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 Oct‐75 13 181 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA TCACTCACTCCTTCCCTGCA 13 21 5 21 185 20 59,514 60,472 34,100 44,100 1,958,091 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr801_2 2 39 106 12 2 AG AGAGAGAGAGAGAGAGAAAACGTACAAGAGGAAAAG_121_144 0 0 Oct‐75 13 182 ACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTaACACAGGCAGAGTTTGAGTGA CTCACTCACTCCTTCCCTGC 13 22 5 21 186 20 59,514 59,751 34,100 48,500 1,735,153 D 315 AGAGACACAGGCAGAGTTTGAGTGAGAAATAGAGAATTagagagagagagagagAAAACGTACAAGAGGAAATGAAACATAGATTGTTAGGCATAAAGGGGCAGTGAATGAGNgagagaTagagagagagagagagagagagagNNNNNNNNNNNNagagagagATGCAGGGAAGGAGTGAGTGAGATGCAAAGACagagagCGTCAAATATAGTGATTGAGAGTTATGGATCGAATCAGGgagagagaTAGCATTCGAGAGGAAGTGAGACATAAAGTTTAATAATGGgagagaCACAAACTgagagaGTGGGN

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 1 1 2 66 211 CTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTG CTCTTCACCTGAATATATGGCCCT GCGAACCCAAATGAATGGAAGA 75 66 118 24 328 22 59,712 59,508 51,900 28,700 6,779,798 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 2 66 212 TCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGTCTCTTCACCTGAATATATGGCCC GCGAACCCAAATGAATGGAAGA 76 66 117 24 328 22 59,713 59,508 58,000 28,700 6,778,759 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 3 66 210 TCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGC TCTTCACCTGAATATATGGCCCT GCGAACCCAAATGAATGGAAGA 75 66 119 23 328 22 58,757 59,508 51,900 28,700 6,734,504 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 3 66 296 ACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAG ACAGCATTAGTGATTGGGAGC GCGAACCCAAATGAATGGAAGA 163 66 33 21 328 22 58,352 59,508 47,000 28,700 5,139,752 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 4 67 296 ACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAG ACAGCATTAGTGATTGGGAGCT GCGAACCCAAATGAATGGAAG 162 67 33 22 328 21 59,759 58,120 40,900 34,600 5,120,493 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 4 66 296 ACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAG ACAGCATTAGTGATTGGGAGCT GCGAACCCAAATGAATGGAAGA 162 66 33 22 328 22 59,759 59,508 40,900 28,700 4,732,360 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 4 29 130 ACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTACAAACTCTGGTTGTGTTCGT ACTTGATTGACTGCTACCTTCTGA 29 32 167 21 296 24 58,293 59,716 38,500 32,700 6,991,380 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 4 24 126 ACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCACTCTGGTTGTGTTCGTTCTTG ACTTGATTGACTGCTACCTTCTGA 24 32 171 22 296 24 59,064 59,716 30,200 32,700 7,220,988 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 6 66 287 GTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttA GTGATTGGGAGCTAAGCTTTGA GCGAACCCAAATGAATGGAAGA 153 66 42 22 328 22 58,653 59,508 26,900 28,700 5,838,909 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 6 66 288 AGTGATTGGGAGCTAAGCTTTGATAAGTAATAttttt AGTGATTGGGAGCTAAGCTTTG GCGAACCCAAATGAATGGAAGA 154 66 41 22 328 22 58,649 59,508 27,700 28,700 5,842,525 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 6 47 179 GTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTC GTGTGCCTGCAAACTCTACA GCGAACCCAAATGAATGGAAGA 47 66 150 20 328 22 58,407 59,508 27,400 28,700 4,084,889 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 6 29 127 ACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTACAAACTCTGGTTGTGTTCGT TGATTGACTGCTACCTTCTGAG 29 31 167 21 293 22 58,293 57,537 38,500 33,500 7,169,398 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 7 66 288 AGTGATTGGGAGCTAAGCTTTGATAAGTAATAttttt AGTGATTGGGAGCTAAGCTTTGA GCGAACCCAAATGAATGGAAGA 153 66 41 23 328 22 59,991 59,508 26,900 28,700 5,501,166 F 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 7 47 180 AGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTT AGTGTGCCTGCAAACTCTACA GCGAACCCAAATGAATGGAAG 47 67 149 21 328 21 59,859 58,120 27,400 34,600 4,020,679 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

cons_gr933_2 2 217 24 12 1 AG CTCTCTCTCTCTCTCTCTCTCTCT CT_217_240 0 0 7 47 180 AGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTT AGTGTGCCTGCAAACTCTACA GCGAACCCAAATGAATGGAAGA 47 66 149 21 328 22 59,859 59,508 27,400 28,700 3,632,545 B 328 TTACCtttttttGAGACTTTGGATCTGATGAAACAGCATTAGTGATTGGGAGCTAAGCTTTGATAAGTAATAtttttAATCAGAAtttttttCTCACTAAATTTGATACATAATTTTCTCTTCACCTGAatatatGGCCCTTTAGAAAAGTGTGCCTGCAAACTCTACAAACTCTGGTTGTGTTCGTTCTTGAAAATCTACTTGACCTAGCTATCCctctctctctctctctctctctctNNNNNNNNNNctctctctCNGTTTATTCTCCCTCAGAAGGTAGCAGTCAATCAAGTTGAAACCATCTCTTCCATTCATTTGGGTTCGC

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 1 7 8 115 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT TACCTGCCTCTCACTCGCA 8 27 85 20 199 19 59,461 60,304 24,000 51,000 1,843,185 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 9 27 199 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC TACCTGCCTCTCACTCGCA 93 27 1 19 199 19 59,656 60,304 36,700 51,000 2,647,955 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 21 157 ATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgg ATGTCACCCTGCGGCATTT CCTCTCACTCGCACACTCC 57 21 37 19 193 19 60,304 59,786 23,200 38,500 2,518,444 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 21 193 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC CCTCTCACTCGCACACTCC 93 21 1 19 193 19 59,656 59,786 36,700 38,500 2,557,883 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 8 109 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT CCTCTCACTCGCACACTCC 8 21 85 20 193 19 59,461 59,786 24,000 38,500 1,753,113 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 20 156 ATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgg ATGTCACCCTGCGGCATTT CTCTCACTCGCACACTCCC 57 20 37 19 192 19 60,304 59,786 23,200 43,000 2,518,444 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 20 157 GATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgGATGTCACCCTGCGGCATTT CTCTCACTCGCACACTCCC 57 20 36 20 192 19 61,315 59,786 23,200 43,000 2,529,319 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 20 192 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC CTCTCACTCGCACACTCCC 93 20 1 19 192 19 59,656 59,786 36,700 43,000 2,557,883 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 41 13 2 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 8 108 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT CTCTCACTCGCACACTCCC 8 20 85 20 192 19 59,461 59,786 24,000 43,000 1,753,113 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 26 13 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 2 3 123 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAAT TGGTTTGAATCCGCTTCCCT 53 3 1 21 123 20 57,364 59,596 25,700 42,000 4,040,194 A 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 26 13 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 3 123 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAATC TGGTTTGAATCCGCTTCCCT 52 3 1 22 123 20 58,463 59,596 26,700 42,000 3,940,611 A 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 26 13 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 122 TCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCA TCTGGCTTTAGGGAGTCAATC TGGTTTGAATCCGCTTCCCT 52 3 2 21 123 20 57,086 59,596 26,700 42,000 4,318,467 A 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 188 26 13 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 1 10 0 91 GGgagagagaGGCAGGGTgagagagagagagagagagag GGGAGAGAGAGGCAGGGT CGAGTGACAACTTGATGCTGA 0 26 170 18 260 21 59,633 58,593 43,400 42,600 4,773,659 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 188 26 13 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 0 92 GGgagagagaGGCAGGGTgagagagagagagagagagag GGGAGAGAGAGGCAGGGT TCGAGTGACAACTTGATGCTGA 0 26 170 18 261 22 59,633 59,964 43,400 42,600 4,402,402 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 188 26 13 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 0 94 GGgagagagaGGCAGGGTgagagagagagagagagagag GGGAGAGAGAGGCAGGGT TCTCGAGTGACAACTTGATGCT 0 28 170 18 263 22 59,633 59,703 43,400 37,900 4,663,885 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2210:12469:38491 1 72 46 13 1.5 AC GTGTGTGTGTGTCAGAGAGCGTGTGTGTGTGTGTGNA 1 1 14 1 90 AGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagaAGTGTGAGTGTGTGTGAGAC CTCTCCCACGTGCTGTCC 5 1 47 20 136 18 57,414 59,737 33,600 40,200 4,849,173 F 136 TCATTCTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagagagCgtgtgtgtgtgtgtgtgtgtgtgtgtGGGACAGCACGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2210:12469:38491 1 72 46 13 1.5 AC GTGTGTGTGTGTCAGAGAGCGTGTGTGTGTGTGTGNA 0 0 15 1 90 AGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagaAGTGTGAGTGTGTGTGAGACA CTCTCCCACGTGCTGTCC 4 1 47 21 136 18 59,175 59,737 34,100 40,200 4,087,767 F 136 TCATTCTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagagagCgtgtgtgtgtgtgtgtgtgtgtgtgtGGGACAGCACGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2210:12469:38491 1 72 46 13 1.5 AC GTGTGTGTGTGTCAGAGAGCGTGTGTGTGTGTGTGNA 0 0 16 1 90 AGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagaAGTGTGAGTGTGTGTGAGACAG CTCTCCCACGTGCTGTCC 3 1 47 22 136 18 60,159 59,737 35,100 40,200 4,422,099 F 136 TCATTCTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAgtgtgtgtGAGACAGAAAgtgtgtgtgtgtCagagagCgtgtgtgtgtgtgtgtgtgtgtgtgtGGGACAGCACGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2215:5913:61661 1 92 96 13 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGAGACTGTGTG NA 1 1 12 9 168 TGGGTTCTGTTCACAGGCAAAAGTGAAACTGAGAC TGGGTTCTGTTCACAGGCAA ACACAGACACACCTGCCC 25 9 47 20 214 18 59,743 59,489 45,200 53,600 2,768,234 G 214 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGTACATGGGTTCTGTTCACAGGCAAAAGTGAAACTGAGACtgtgtgGCTGgtgtgtgtgtgtgtgtgtgtgtgtGAGACtgtgtgGCTGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACtgtgtgGCTGgtgtgtgtgtgtGATACTGTGGGGCAGgtgtgtCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2215:5913:61661 1 92 96 13 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGAGACTGTGTG NA 0 0 12 9 178 tgtGCGTACATGGGTTCTGTTCACAGGCAAAAGTGA TGTGCGTACATGGGTTCTGT ACACAGACACACCTGCCC 35 9 37 20 214 18 59,605 59,489 34,100 53,600 2,905,844 G 214 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGTACATGGGTTCTGTTCACAGGCAAAAGTGAAACTGAGACtgtgtgGCTGgtgtgtgtgtgtgtgtgtgtgtgtGAGACtgtgtgGCTGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACtgtgtgGCTGgtgtgtgtgtgtGATACTGTGGGGCAGgtgtgtCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2215:5913:61661 1 92 96 13 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGAGACTGTGTG NA 0 0 12 9 180 tgtgtGCGTACATGGGTTCTGTTCACAGGCAAAAGTGTGTGTGCGTACATGGGTTCT ACACAGACACACCTGCCC 37 9 35 20 214 18 59,605 59,489 30,100 53,600 2,905,844 G 214 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGTACATGGGTTCTGTTCACAGGCAAAAGTGAAACTGAGACtgtgtgGCTGgtgtgtgtgtgtgtgtgtgtgtgtGAGACtgtgtgGCTGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACtgtgtgGCTGgtgtgtgtgtgtGATACTGTGGGGCAGgtgtgtCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:8877:13668 1 36 26 13 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 17 8 90 tgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtgtg TGTGAGAGAGAGTGAGTGAGTG ACACTCACATACACACAGTAACA 11 8 3 22 92 23 58,855 57,729 35,100 24,100 8,416,179 F 175 tgtgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTGTAATGTTACtgtgtgTATGTGAGTGTAATGTTACtgtgtgtgtgtgtgACTGTAATGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAATGTAATGTTA

ST‐E00142:460:H2K7HCCXY:6:2218:8877:13668 1 36 26 13 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 8 91 gtgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtgt GTGTGAGAGAGAGTGAGTGAGTG ACACTCACATACACACAGTAACA 11 8 2 23 92 23 60,058 57,729 35,100 24,100 8,329,187 F 175 tgtgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTGTAATGTTACtgtgtgTATGTGAGTGTAATGTTACtgtgtgtgtgtgtgACTGTAATGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAATGTAATGTTA

ST‐E00142:460:H2K7HCCXY:6:2218:8877:13668 1 36 26 13 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 8 92 tgtgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtg TGTGTGAGAGAGAGTGAGTGAG ACACTCACATACACACAGTAACA 13 8 1 22 92 23 58,855 57,729 35,100 24,100 8,416,179 F 175 tgtgtgagagagagtgagtgagtgagAGAGTAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTGTAATGTTACtgtgtgTATGTGAGTGTAATGTTACtgtgtgtgtgtgtgACTGTAATGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAATGTAATGTTA

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 1 11 17 140 ATGCTCGcacacaGTTACACAGGTacacacTTCACAGC ATGCTCGCACACAGTTACACA CTGTTGGTGTGTGTCTCTGTG 55 17 38 21 177 21 60,540 59,064 37,200 36,600 3,476,018 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 0 11 17 140 ATGCTCGcacacaGTTACACAGGTacacacTTCACAGC ATGCTCGCACACAGTTACAC CTGTTGGTGTGTGTCTCTGTG 56 17 38 20 177 21 58,852 59,064 29,000 36,600 3,084,182 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 0 12 18 140 ATGCTCGcacacaGTTACACAGGTacacacTTCACAGC ATGCTCGCACACAGTTACAC CTGTTGGTGTGTGTCTCTGT 56 18 38 20 177 20 58,852 57,684 29,000 34,100 3,464,235 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 0 14 11 101 CACAGCAAGACTCCATGGGTTTGAGAATCACAATA CACAGCAAGACTCCATGGGT TGTGTGTCTCTGTGTGTGGG 24 11 70 20 170 20 59,963 59,822 45,100 46,100 0.215139 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 0 14 11 102 TCACAGCAAGACTCCATGGGTTTGAGAATCACAATATCACAGCAAGACTCCATGGG TGTGTGTCTCTGTGTGTGGG 25 11 69 20 170 20 59,674 59,822 40,000 46,100 0.503769 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 26 13 1 AC ACACACACACACACACACACACACAC NA 0 0 14 11 132 TGCTCGcacacaGTTACACAGGTacacacTTCACAGCA TGCTCGCACACAGTTACACA TGTGTGTCTCTGTGTGTGGG 55 11 39 20 170 20 60,179 59,822 37,200 46,100 0.356933 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 1 1 4 98 295 CCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCCACCACCTCCTCCGTAAAT CTTCTCCTGTCTGGCTGTCG 131 98 21 20 315 20 59,090 60,109 14,000 43,500 1,018,521 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 96 293 CCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCCACCACCTCCTCCGTAAAT TCTCCTGTCTGGCTGTCGTA 131 96 21 20 313 20 59,090 59,962 14,000 34,300 0.947357 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 95 292 CCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCCACCACCTCCTCCGTAAAT CTCCTGTCTGGCTGTCGTAC 131 95 21 20 312 20 59,090 59,829 14,000 36,700 1,081,078 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 63 260 CCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCCACCACCTCCTCCGTAAAT CGGGCTAGCCACTCTTCTTC 131 63 21 20 280 20 59,090 60,179 14,000 28,700 1,088,721 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 39 201 CCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTCCCTCTACACCAGTGCTTCC TCTCCTGTCTGGCTGTCGTA 39 96 113 20 313 20 59,749 59,962 34,600 34,300 0.288247 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 38 200 CCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGCCTCTACACCAGTGCTTCCC TCTCCTGTCTGGCTGTCGTA 38 96 114 20 313 20 59,749 59,962 39,700 34,300 0.288247 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 4 33 195 ACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTACACCAGTGCTTCCCAAACT TCTCCTGTCTGGCTGTCGTA 33 96 119 20 313 20 59,741 59,962 26,600 34,300 0.296508 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 5 33 138 ACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTACACCAGTGCTTCCCAAACT GCACTGGCAACTAGCTCAAA 33 39 119 20 256 20 59,741 58,762 26,600 26,900 1,497,214 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 6 33 139 ACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTACACCAGTGCTTCCCAAACT GGCACTGGCAACTAGCTCAA 33 40 119 20 257 20 59,741 60,606 26,600 30,200 0.865176 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 6 33 139 ACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTACACCAGTGCTTCCCAAACT GGCACTGGCAACTAGCTCA 33 41 119 20 257 19 59,741 60,003 26,600 42,600 1,262,129 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 7 57 254 CCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCCACCACCTCCTCCGTAAAT AGCCACTCTTCTTCACAGGC 131 57 21 20 274 20 59,090 59,964 14,000 48,500 0.945646 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 7 57 264 TATCACTACGCCACCACCTCCTCCGTAAATCTCAATGTATCACTACGCCACCACCTC AGCCACTCTTCTTCACAGGC 141 57 11 20 274 20 58,891 59,964 38,500 48,500 1,144,798 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 7 39 162 CCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTCCCTCTACACCAGTGCTTCC AGCCACTCTTCTTCACAGGC 39 57 113 20 274 20 59,749 59,964 34,600 48,500 0.286536 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 7 38 161 CCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGCCTCTACACCAGTGCTTCCC AGCCACTCTTCTTCACAGGC 38 57 114 20 274 20 59,749 59,964 39,700 48,500 0.286536 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr254_2 2 172 26 13 1 AC ACACACACACACACACACACACACAC AC_172_197 0 0 7 33 156 ACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTACACCAGTGCTTCCCAAACT AGCCACTCTTCTTCACAGGC 33 57 119 20 274 20 59,741 59,964 26,600 48,500 0.294796 B 351 CCAGTGACAATATCACTACGCCACCACCTCCTCCGTAAATCTCAATGCTGTAAATCTCATAGCatatatTTGAAGAAACTTGCAGTCATTGCAAGTTCTTATCTAATCTGTACCCTCTACACCAGTGCTTCCCAAACTATTTTCAATGTGACCCTGTTCCNCTTTAAACAGacacacacacacacacacacacacacNNNNNNNNACACAGAGTAATGAACctctctCCCCTGACTTTTGAGCTAGTTGCCAGTGCCTGTGAAGAAGAGTGGCTAGCCCGGGGTAAGAGTCTGTACGACAGCCAGACAGGAGAAGAAATACAGCAACATTTGAAGCTGCCTCTCATCTTCC

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 1 1 3 74 294 TGGACATCTATACCATCTTAGTCCAAGTCCCTGATTATGGACATCTATACCATCTTAGTCCAAG TGTACCTGAAGCAATGGTCAT 74 132 54 27 347 21 59,766 57,281 36,100 30,600 10,952,821 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 3 71 291 ACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAACATCTATACCATCTTAGTCCAAGTCC TGTACCTGAAGCAATGGTCAT 71 132 57 27 347 21 59,766 57,281 38,500 30,600 10,953,025 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 3 49 234 CAAGCACTTGACACTGACTGTAATTGGACATCTATACAAGCACTTGACACTGACTGT AAGGAGGGAGTGGGTGTTCT 104 49 30 21 263 20 58,717 60,104 35,500 30,100 2,387,707 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 3 49 235 ACAAGCACTTGACACTGACTGTAATTGGACATCTATACAAGCACTTGACACTGACTG AAGGAGGGAGTGGGTGTTCT 105 49 29 21 263 20 58,717 60,104 35,100 30,100 2,387,707 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 3 49 235 ACAAGCACTTGACACTGACTGTAATTGGACATCTATACAAGCACTTGACACTGACTGT AAGGAGGGAGTGGGTGTTCT 104 49 29 22 263 20 60,355 60,104 35,500 30,100 2,459,517 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 4 75 294 TGGACATCTATACCATCTTAGTCCAAGTCCCTGATTATGGACATCTATACCATCTTAGTCCAA TGTACCTGAAGCAATGGTCAT 75 132 54 26 347 21 58,927 57,281 35,300 30,600 10,792,476 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 4 49 240 cACATACAAGCACTTGACACTGACTGTAATTGGACACACATACAAGCACTTGACACTGA AAGGAGGGAGTGGGTGTTCT 108 49 24 23 263 20 59,191 60,104 34,100 30,100 3,913,688 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 Apr‐75 49 245 tctctcACATACAAGCACTTGACACTGACTGTAATTGGTCTCTCACATACAAGCACTTGACA AAGGAGGGAGTGGGTGTTCT 112 49 19 24 263 20 59,961 60,104 35,800 30,100 4,143,533 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA
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cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 5 49 241 tcACATACAAGCACTTGACACTGACTGTAATTGGAC TCACATACAAGCACTTGACACTG AAGGAGGGAGTGGGTGTTCT 109 49 23 23 263 20 59,191 60,104 36,600 30,100 3,913,688 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 5 38 188 CCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTT CCATCTTAGTCCAAGTCCCTGA TGGGTGTTCTAACTCCAGAGT 67 38 66 22 253 21 58,892 58,028 38,600 32,400 6,079,949 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 5 38 189 ACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATT ACCATCTTAGTCCAAGTCCCTG TGGGTGTTCTAACTCCAGAGT 68 38 65 22 253 21 59,159 58,028 44,500 32,400 5,812,999 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr852_2 2 155 40 13 1.5 AC CACACACACACACNCACACACACACACACACACACANO 0 0 5 38 189 CCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTT CCATCTTAGTCCAAGTCCCTGA GTGGGTGTTCTAACTCCAGAGT 67 38 66 22 254 22 58,892 59,367 38,600 32,400 5,741,082 F 347 ATAAGAACTATTTATAAAtctctcACATACAAGCACTTGACACTGACTGTAATTGGACATCTATACCATCTTAGTCCAAGTCCCTGATTAAAAGTGAATTTATCTAAATTTAGTACTATTTCCAGTTTATACTGATTCCTCAAccccccACCCCcacacacacacaCNcacacacacacacacacacacacacaCNCAACCCCACAATTTAAACAAGATTCTGGCAATATTTACTCTGGAGTTAGAACACCCACTCCCTCCTTTAAAGTTCAGAGTTAGCAACAAGATAATACATTTGAATAGAACCAATATTAACTGGGAATAAAATGACCATTGCTTCAGGTACA

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 1 1 2 1 131 TGCATTCCCTAAACGCCTCAAAacacacAATTGGGAATGCATTCCCTAAACGCCTCA GCCAATCTGTTGTTTAAGAATGTGG 35 1 57 20 187 25 59,673 59,365 38,600 41,700 5,961,454 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 3 35 183 TGCATTCCCTAAACGCCTCAAAacacacAATTGGGAATGCATTCCCTAAACGCCTCA CCGCAGTTCCATTCATCTTCG 35 57 57 20 239 21 59,673 59,671 38,600 37,900 1,655,275 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 Mar‐75 73 242 TCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATTCCCTTGTAGCCCAGGTATCA GATGTCCGGTCTATAATGCCC 73 77 18 21 259 21 59,991 58,026 21,500 53,600 3,983,005 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 Mar‐75 59 223 TCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATTCCCTTGTAGCCCAGGTATCA CCCGCAGTTCCATTCATCTT 73 59 18 21 240 20 59,991 58,245 21,500 24,000 2,764,240 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 Mar‐75 58 223 TCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATTCCCTTGTAGCCCAGGTATCA CCCGCAGTTCCATTCATCTTC 73 58 18 21 240 21 59,991 59,327 21,500 28,700 2,681,942 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 Mar‐75 57 222 TCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATTCCCTTGTAGCCCAGGTATCA CCGCAGTTCCATTCATCTTCG 73 57 18 21 239 21 59,991 59,671 21,500 37,900 2,337,740 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 4 74 242 TCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATTCCCTTGTAGCCCAGGTATC GATGTCCGGTCTATAATGCCC 74 77 18 20 259 21 58,197 58,026 22,400 53,600 4,776,498 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 4 38 186 TCCTGCATTCCCTAAACGCCTCAAAacacacAATTGG TCCTGCATTCCCTAAACGCC CCGCAGTTCCATTCATCTTCG 38 57 54 20 239 21 60,394 59,671 56,800 37,900 1,722,488 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 4 37 185 CCTGCATTCCCTAAACGCCTCAAAacacacAATTGGG CCTGCATTCCCTAAACGCCT CCGCAGTTCCATTCATCTTCG 37 57 55 20 239 21 60,394 59,671 55,200 37,900 1,723,032 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 4 1 133 CCTGCATTCCCTAAACGCCTCAAAacacacAATTGGG CCTGCATTCCCTAAACGCCT GCCAATCTGTTGTTTAAGAATGTGG 37 1 55 20 187 25 60,394 59,365 55,200 41,700 6,029,211 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 4 1 134 TCCTGCATTCCCTAAACGCCTCAAAacacacAATTGG TCCTGCATTCCCTAAACGCC GCCAATCTGTTGTTTAAGAATGTGG 38 1 54 20 187 25 60,394 59,365 56,800 41,700 6,028,667 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

cons_gr904_2 2 112 50 13 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTNNNNNNNNCTTC_112_137 0 0 Apr‐75 73 241 CCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCCCTTGTAGCCCAGGTATCA GATGTCCGGTCTATAATGCCC 73 77 19 20 259 21 58,493 58,026 21,500 53,600 4,481,085 D 260 NCTCTCCCTGTCTATATTCCCTTGTAGCCCAGGTATCATTTCTGGTAAACTTATCCTGCATTCCCTAAACGCCTCAAAacacacAATTGGGAAACTTGTCGGTNNTTGATTtctctctctctctctctctctctctcTNNNNNNNNCTCTGtctctctctcACCACATTCTTAAACAACAGATTGGCTTTTAGAAGTACTCAGCCATAAGGAGTAATTCGAAGATGAATGGAACTGCGGGGCATTATAGACCGGACATCN

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 1 1 10 6 130 CCACGTTTAAGCATGCCAACACATCTAATGCCTTgat CCACGTTTAAGCATGCCAACA TCCCTCTCTCTGTATCGCCT 13 6 70 21 199 20 60,001 59,153 33,300 55,200 1,848,200 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 10 6 132 GTCCACGTTTAAGCATGCCAACACATCTAATGCCTT GTCCACGTTTAAGCATGCCA TCCCTCTCTCTGTATCGCCT 16 6 68 20 199 20 59,122 59,153 49,200 55,200 1,725,789 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 10 6 133 TGTCCACGTTTAAGCATGCCAACACATCTAATGCCT TGTCCACGTTTAAGCATGCC TCCCTCTCTCTGTATCGCCT 17 6 67 20 199 20 59,122 59,153 44,000 55,200 1,725,789 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 10 6 172 TCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGA TCAGCAGCCTGGGAAACAAA TCCCTCTCTCTGTATCGCCT 56 6 28 20 199 20 60,106 59,153 28,300 55,200 0.953641 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 10 6 190 TCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACA TCTTCTCACTTGCCTCCCTC TCCCTCTCTCTGTATCGCCT 74 6 10 20 199 20 58,729 59,153 43,000 55,200 2,118,280 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 11 6 173 TCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGA TCAGCAGCCTGGGAAACAAA CTCCCTCTCTCTGTATCGCCT 56 6 28 20 200 21 60,106 60,203 28,300 55,200 1,309,147 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 13 7 174 TCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGA TCAGCAGCCTGGGAAACAAA TCTCCCTCTCTCTGTATCGCC 56 7 28 20 201 21 60,106 60,203 28,300 55,400 1,309,098 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 13 7 190 TTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAA TTCTCACTTGCCTCCCTCAG TCTCCCTCTCTCTGTATCGCC 72 7 12 20 201 21 59,020 60,203 33,500 55,400 2,182,495 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2116:8055:69660 1 104 70 14 1.5 AG GATAGATAGATAGATAGATAGATAGATAGATAGAGNA 0 0 13 7 191 CTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAA CTTCTCACTTGCCTCCCTCA TCTCCCTCTCTCTGTATCGCC 73 7 11 20 201 21 59,020 60,203 38,600 55,400 2,182,495 F 225 ACCCTGTGATCTTCTCACTTGCCTCCCTCAGCAGCCTGGGAAACAAATCTTCCAGACCTGGAGATTTGTCCACGTTTAAGCATGCCAACACATCTAATGCCTTgatagatagatagatagatagatagatagatagagagagagagagagagagagagagagaGGgagagagaAAGAGAAGGCGATACagagagagGGAGATAGAAATAAAGTTAGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 1 1 9 3 94 AAacacacATATGCATGCATACAAATacacacAGacacaAAACACACATATGCATGCATACA TTGTGAATGCGTGTGCTTGC 3 12 95 23 188 20 57,420 60,595 22,900 40,100 6,174,104 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 9 3 140 AAacacacATATGCATGCATACAAATacacacAGacacaAAACACACATATGCATGCATACA CGGGACTCTAAATTACTTAATCTAGCC 3 51 95 23 234 27 57,420 59,186 22,900 39,300 13,393,192 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 9 2 93 AacacacATATGCATGCATACAAATacacacAGacacac AACACACATATGCATGCATACAA TTGTGAATGCGTGTGCTTGC 2 12 96 23 188 20 57,420 60,595 24,100 40,100 6,174,104 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 9 2 140 AacacacATATGCATGCATACAAATacacacAGacacac AACACACATATGCATGCATACAA ACGGGACTCTAAATTACTTAATCTAGC 2 52 96 23 235 27 57,420 58,641 24,100 34,200 13,938,459 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 9 1 92 acacacATATGCATGCATACAAATacacacAGacacaca ACACACATATGCATGCATACAAA TTGTGAATGCGTGTGCTTGC 1 12 97 23 188 20 57,420 60,595 28,300 40,100 6,174,104 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2208:10592:35485 1 121 36 14 1.5 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 10 2 140 AAacacacATATGCATGCATACAAATacacacAGacacaAAACACACATATGCATGCATACAA CGGGACTCTAAATTACTTAATCTAGCC 2 51 95 24 234 27 58,036 59,186 24,100 39,300 13,777,222 F 238 GcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCGcacacacacacacacaTAAacacacATATGCATGCATACAAATacacacAGacacacacacacacacacacacacacacAGGCGcacacaTGCAAGCACACGCATTCACAAATAGACtatataGTGGGAAGGCTAGATTAAGTAATTTAGAGTCCCGTAAA

ST‐E00142:460:H2K7HCCXY:6:2214:16528:30474 1 104 110 14 3 AC ATATATATATATGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 12 6 209 CCTTAATTTCAACCAGGTCCACTTAAAATACCAGCG CCTTAATTTCAACCAGGTCCACT CCCTCTCTCTGTCTGTCTCTCA 48 6 33 23 241 22 58,593 60,026 40,000 32,700 6,433,721 G 260 TGAAGATTTAAGTTTaaaaaaTTAGTCAGAATCCTTAATTTCAACCAGGTCCACTTAAAATACCAGCGACTTATAAAATTCGAAGTTTTGCTCTTATATGTACatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTATATTtatatatataTGtatatataTGCATACATATGTACatatatagagagagagagACagagagTGACTGTgagagaCAGACagagagaggggggAGACAGATAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2214:16528:30474 1 104 110 14 3 AC ATATATATATATGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 6 210 TCCTTAATTTCAACCAGGTCCACTTAAAATACCAGC TCCTTAATTTCAACCAGGTCCAC CCCTCTCTCTGTCTGTCTCTCA 49 6 32 23 241 22 58,596 60,026 40,200 32,700 6,430,090 G 260 TGAAGATTTAAGTTTaaaaaaTTAGTCAGAATCCTTAATTTCAACCAGGTCCACTTAAAATACCAGCGACTTATAAAATTCGAAGTTTTGCTCTTATATGTACatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTATATTtatatatataTGtatatataTGCATACATATGTACatatatagagagagagagACagagagTGACTGTgagagaCAGACagagagaggggggAGACAGATAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2214:16528:30474 1 104 110 14 3 AC ATATATATATATGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 6 210 TCCTTAATTTCAACCAGGTCCACTTAAAATACCAGC TCCTTAATTTCAACCAGGTCCACT CCCTCTCTCTGTCTGTCTCTCA 48 6 32 24 241 22 59,894 60,026 40,000 32,700 6,132,053 G 260 TGAAGATTTAAGTTTaaaaaaTTAGTCAGAATCCTTAATTTCAACCAGGTCCACTTAAAATACCAGCGACTTATAAAATTCGAAGTTTTGCTCTTATATGTACatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTATATTtatatatataTGtatatataTGCATACATATGTACatatatagagagagagagACagagagTGACTGTgagagaCAGACagagagaggggggAGACAGATAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 1 12 5 240 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgt CTTTATTTCTGGAGCTCTGTCTCTG GGAGAGCGAGGGAGAGCG 74 5 1 25 240 18 59,188 61,592 33,500 50,300 9,403,448 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 0 12 5 240 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgt CTTTATTTCTGGAGCTCTGTCTCT GGAGAGCGAGGGAGAGCG 75 5 1 24 240 18 58,024 61,592 31,000 50,300 9,568,293 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 0 12 5 240 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgt CTTTATTTCTGGAGCTCTGTCTCTGT GGAGAGCGAGGGAGAGCG 73 5 1 26 240 18 60,574 61,592 34,100 50,300 10,165,907 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 0 14 4 232 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT GAGAGCGAGGGAGAGCGA 71 4 8 21 239 18 59,646 60,515 34,100 49,300 3,869,088 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 0 14 3 231 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT AGAGCGAGGGAGAGCGAG 71 3 8 21 238 18 59,646 60,516 34,100 50,300 3,870,022 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 100 118 14 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTATCTCG NA 0 0 14 2 230 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT GAGCGAGGGAGAGCGAGA 71 2 8 21 237 18 59,646 60,515 34,100 40,400 3,869,088 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 1 1 8 24 164 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT TATCTCCCACCCTGCCCAAA 24 44 48 20 211 20 60,319 60,551 39,100 32,800 0.870588 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 8 24 168 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT CACTTATCTCCCACCCTGCC 24 48 48 20 215 20 60,319 59,819 39,100 48,500 0.500561 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 8 24 200 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT AGGTTGATTTGGGCTGGAGA 24 80 48 20 247 20 60,319 58,924 39,100 37,100 1,394,812 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 8 24 201 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT GAGGTTGATTTGGGCTGGAGA 24 80 48 20 248 21 60,319 59,995 39,100 37,100 1,323,956 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 8 24 202 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT AGAGGTTGATTTGGGCTGGAG 24 81 48 20 249 21 60,319 59,995 39,100 38,600 1,324,426 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 8 5 125 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT CCTGTACGTGCGTGCATATG 24 5 48 20 172 20 60,319 59,423 39,100 17,800 0.896009 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 10 35 179 TGTACATACGGGcacacacaTGCACATGCTTGTACAC TGTACATACGGGCACACACA CACTTATCTCCCACCCTGCC 35 48 37 20 215 20 59,320 59,819 37,200 48,500 0.861411 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 10 14 134 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT GTGTGTATGCCTGTACGTGC 24 14 48 20 181 20 60,319 59,281 39,100 53,400 1,038,676 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 10 5 115 GCACATGCTTGTACACATACACgtgtgtGCACGTacac GCACATGCTTGTACACATACAC CCTGTACGTGCGTGCATATG 12 5 58 22 172 20 58,253 59,423 29,000 17,800 4,323,991 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 10 5 116 TGCACATGCTTGTACACATACACgtgtgtGCACGTaca TGCACATGCTTGTACACATACA CCTGTACGTGCGTGCATATG 13 5 57 22 172 20 58,593 59,423 22,900 17,800 3,983,562 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 10 5 161 GCGTGTATGTATGCACATGCGTGTATGTACATACGGGCGTGTATGTATGCACATGC CCTGTACGTGCGTGCATATG 60 5 12 20 172 20 57,977 59,423 40,600 17,800 2,599,606 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 11 5 116 TGCACATGCTTGTACACATACACgtgtgtGCACGTaca TGCACATGCTTGTACACATACAC CCTGTACGTGCGTGCATATG 12 5 57 23 172 20 59,812 59,423 29,000 17,800 3,765,052 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 42 240 GCGTGTATGTACATACGGGcacacacaTGCACATGCTGCGTGTATGTACATACGGGC AAGCTGGATGTGGTCAGTTT 42 102 30 20 269 20 58,866 57,336 61,300 26,600 3,798,628 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 42 241 GCGTGTATGTACATACGGGcacacacaTGCACATGCTGCGTGTATGTACATACGGGC AAAGCTGGATGTGGTCAGTTT 42 102 30 20 270 21 58,866 58,051 61,300 26,600 4,083,673 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 42 241 GCGTGTATGTACATACGGGcacacacaTGCACATGCTGCGTGTATGTACATACGGGC AAAGCTGGATGTGGTCAGTT 42 103 30 20 270 20 58,866 57,336 61,300 31,600 3,798,628 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 11 131 GcacacacaTGCACATGCTTGTACACATACACgtgtgtGGCACACACATGCACATGCTT TGTATGCCTGTACGTGCGTG 24 11 48 20 178 20 60,319 60,735 39,100 53,400 1,053,808 F 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 5 144 TGCGTGTATGTACATACGGGcacacacaTGCACATGCTGCGTGTATGTACATACGGG CCTGTACGTGCGTGCATATG 43 5 29 20 172 20 57,505 59,423 52,800 17,800 3,072,207 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:23236:64808 1 92 56 14 1.5 AT ACACACGTGTGTGTGTGTATATATATATATATATAT NA 0 0 12 5 150 TGCACATGCGTGTATGTACATACGGGcacacacaTGCTGCACATGCGTGTATGTACA CCTGTACGTGCGTGCATATG 49 5 23 20 172 20 57,914 59,423 29,000 17,800 2,662,852 B 284 ACACATATAATGCGTGTATGTATGCACATGCGTGTATGTACATACGGGcacacacaTGCACATGCTTGTACACATACACgtgtgtGCACGTacacacgtgtgtgtgtgtatatatatatatatatatatatatatatacacacacacATGTACATATGCACGCACGTACAGGCATacacacCaaaaaTGGATTTGGGCAGGGTGGGAGATAAGTGTGaaaaaTTTGTTCTCCAGCCCAAATCAACCTCTAAACTGACCACATCCAGCTTTAACTAAAGCCAGAA

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 1 1 6 37 167 ACACCGATACCAAGAGACACAGAAGgagagagaAAT ACACCGATACCAAGAGACACA TTTCTCCTTGCACTCCTCCC 61 37 76 21 242 20 58,755 59,307 37,200 43,000 2,937,744 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6 37 167 ACACCGATACCAAGAGACACAGAAGgagagagaAAT ACACCGATACCAAGAGACACAG TTTCTCCTTGCACTCCTCCC 60 37 76 22 242 20 59,769 59,307 36,600 43,000 2,924,526 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6 37 168 GACACCGATACCAAGAGACACAGAAGgagagagaAAGACACCGATACCAAGAGACACA TTTCTCCTTGCACTCCTCCC 61 37 75 22 242 20 59,769 59,307 37,200 43,000 2,923,556 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6 37 199 ATGCAGAAGGACAGAGGCTCTTCAGATGATAGACAATGCAGAAGGACAGAGGCTC TTTCTCCTTGCACTCCTCCC 94 37 44 20 242 20 59,459 59,307 47,000 43,000 1,233,971 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6 15 123 AGCTAGGATCATGTACagagagagNNNNNNNNNNNAGCTAGGATCATGTACAGAGAGA TTTCTCCTTGCACTCCTCCC 15 37 120 23 242 20 57,682 59,307 31,000 43,000 6,010,648 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6 14 122 GCTAGGATCATGTACagagagagNNNNNNNNNNNNGCTAGGATCATGTACAGAGAGAG TTTCTCCTTGCACTCCTCCC 14 37 121 23 242 20 57,373 59,307 32,000 43,000 6,320,547 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 6‐May 14 123 AGCTAGGATCATGTACagagagagNNNNNNNNNNNAGCTAGGATCATGTACAGAGAGAG TTTCTCCTTGCACTCCTCCC 14 37 120 24 242 20 58,684 59,307 32,000 43,000 6,009,215 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 8 37 201 GGATGCAGAAGGACAGAGGCTCTTCAGATGATAGAGGATGCAGAAGGACAGAGGC TTTCTCCTTGCACTCCTCCC 96 37 42 20 242 20 60,463 59,307 47,000 43,000 1,156,523 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 10 40 242 GGCagagagGGAAAGCGAAAACCAACgggggAGACA GGCAGAGAGGGAAAGCGAAA TGCATTTCTCCTTGCACTCCT 133 40 5 20 246 21 60,322 59,926 34,600 36,900 1,396,058 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 10 40 246 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGAGAGGCAGAGAGGGAAAGC TGCATTTCTCCTTGCACTCCT 137 40 1 20 246 21 59,822 59,926 35,100 36,900 1,252,241 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 10 37 238 GGCagagagGGAAAGCGAAAACCAACgggggAGACA GGCAGAGAGGGAAAGCGAAA TTTCTCCTTGCACTCCTCCC 133 37 5 20 242 20 60,322 59,307 34,600 43,000 1,014,701 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr1157_2 2 158 28 14 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_158_185 0 0 10 37 242 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGAGAGGCAGAGAGGGAAAGC TTTCTCCTTGCACTCCTCCC 137 37 1 20 242 20 59,822 59,307 35,100 43,000 0.870885 F 253 GAGAGGCagagagGGAAAGCGAAAACCAACgggggAGACATGGATGCAGAAGGACAGAGGCTCTTCAGATGATAGACACCGATACCAAGAGACACAGAAGgagagagaAATAAGTCCATAGCTAGGATCATGTACagagagagNNNNNNNNNNNNNNagagagagagagagagagagagagagagATGGTGAGAACAAAACAGAGGGAGANATACACATCgggggAGGAGTGCAAGGAGAAATGCAGATCCAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 1 1 5 34 222 GTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtGTCCCGTACTTGTCCCTGAG TCCTGCAGTGCTTTGTGTGA 34 77 11 20 232 20 59,469 60,107 33,500 35,800 0.638464 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 5 30 218 CGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtg CGTACTTGTCCCTGAGGCTT TCCTGCAGTGCTTTGTGTGA 30 77 15 20 232 20 59,391 60,107 43,500 35,800 0.715903 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 5‐May 44 290 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTA TGTTTGACTGGTCCCGTACT TCCAACAATGTAATATGCAGTTTGGT 44 129 1 20 290 26 58,584 59,790 27,300 36,700 7,626,628 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 5‐May 44 290 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTA TGTTTGACTGGTCCCGTACT TCCAACAATGTAATATGCAGTTTGG 44 130 1 20 290 25 58,584 58,371 27,300 32,800 8,045,371 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 227 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC TCCTGCAGTGCTTTGTGTGA 39 77 6 20 232 20 59,754 60,107 40,200 35,800 0.353076 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 237 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC CGATTCAGTTTCCTGCAGTGC 39 86 6 20 242 21 59,754 60,136 40,200 44,000 1,381,672 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 238 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC GCGATTCAGTTTCCTGCAGT 39 88 6 20 243 20 59,754 58,840 40,200 44,000 1,405,949 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 238 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC GCGATTCAGTTTCCTGCAGTG 39 87 6 20 243 21 59,754 60,136 40,200 36,600 1,381,672 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 240 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC AAGCGATTCAGTTTCCTGCAG 39 89 6 20 245 21 59,754 59,191 40,200 44,100 2,054,758 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 241 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC CAAGCGATTCAGTTTCCTGCA 39 90 6 20 246 21 59,754 59,463 40,200 44,100 1,782,579 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 39 242 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC ACAAGCGATTCAGTTTCCTGC 39 91 6 20 247 21 59,754 59,463 40,200 48,500 1,783,015 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6 24 176 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC TCTTCTCGTTTCCTGAAGACAA 39 24 6 20 181 22 59,754 57,334 40,200 31,800 4,911,646 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 6‐May 43 290 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTA TGTTTGACTGGTCCCGTACTT TCCAACAATGTAATATGCAGTTTGGT 43 129 1 21 290 26 59,236 59,790 22,400 36,700 7,974,519 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 Aug‐75 9 158 GTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtGTCCCGTACTTGTCCCTGAG TGAAGACAAATACAGAAACACGCA 34 9 11 20 168 24 59,469 59,427 33,500 52,400 5,103,995 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 Aug‐75 9 163 GACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTT GACTGGTCCCGTACTTGTCC TGAAGACAAATACAGAAACACGCA 39 9 6 20 168 24 59,754 59,427 40,200 52,400 4,818,607 D 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 Aug‐75 6 132 GTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGGTGTTGTTTCTGTGTGTGTTCG TGAAGACAAATACAGAAACACGCA 6 9 37 22 168 24 58,839 59,427 39,500 52,400 7,733,340 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 Aug‐75 6 133 AGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATAGTGTTGTTTCTGTGTGTGTTCG TGAAGACAAATACAGAAACACGCA 6 9 36 23 168 24 60,120 59,427 39,500 52,400 7,693,133 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 10 5 131 TGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTTGTTGTTTCTGTGTGTGTTCGT TGAAGACAAATACAGAAACACGCA 5 9 38 22 168 24 59,191 59,427 38,500 52,400 7,381,914 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 10 5 187 TGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTTGTTGTTTCTGTGTGTGTTCGT TGCTTTGTGTGAAGGTTGCA 5 69 38 22 224 20 59,191 58,819 38,500 40,800 3,990,026 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 10 5 188 TGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTTGTTGTTTCTGTGTGTGTTCGT GTGCTTTGTGTGAAGGTTGCA 5 69 38 22 225 21 59,191 60,135 38,500 40,800 3,944,260 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr275_2 2 65 71 14 2 AC TGTGTGTGTGTATGTCTTTGTGTNTGTGTGTNNNN GT_108_135 0 0 10 5 189 TGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTTGTTGTTTCTGTGTGTGTTCGT AGTGCTTTGTGTGAAGGTTGC 5 70 38 22 226 21 59,191 59,865 38,500 41,700 3,944,065 G 295 TGTTTGACTGGTCCCGTACTTGTCCCTGAGGCTTTAGTGTTGTTTCtgtgtgtgTTCGTATGTTtgtgtgtgtgTATGTCTTTGTGTNtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTNTNTGCGTGTTTCTGTATTTGTCTTCAGGAAACGAGAAGATAATCCTTCAGACATGTTAGTTTTGCAACCTTcacacaAAGCACTGCAGGAAACTGAATCGCTTGTGTTCTACATTTCCAGTAACCAAACTGCATATTACATTGTTGGAAATAG

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 1 1 8 4 131 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG AAGACAGAGTGGGAGAGGCC 50 4 34 21 164 20 59,185 60,907 37,700 51,900 2,722,233 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 8 4 161 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC AAGACAGAGTGGGAGAGGCC 82 4 4 19 164 20 60,303 60,907 38,200 51,900 2,209,981 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 10 5 132 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG AAAGACAGAGTGGGAGAGGC 50 5 34 21 165 20 59,185 59,020 37,700 47,000 2,795,426 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 10 5 162 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC AAAGACAGAGTGGGAGAGGC 82 5 4 19 165 20 60,303 59,020 38,200 47,000 2,283,175 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 10‐May 5 133 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG GAAAGACAGAGTGGGAGAGGC 50 5 34 21 166 21 59,185 60,067 37,700 47,000 2,881,505 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 10‐May 5 163 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC GAAAGACAGAGTGGGAGAGGC 82 5 4 19 166 21 60,303 60,067 38,200 47,000 2,369,253 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 13 82 254 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC ACAAAGAGATGCAGAGAGGGA 82 96 4 19 257 21 60,303 58,455 38,200 42,000 3,847,473 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 13 50 224 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG ACAAAGAGATGCAGAGAGGGA 50 96 34 21 257 21 59,185 58,455 37,700 42,000 4,359,725 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 14 82 255 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC GACAAAGAGATGCAGAGAGGGA 82 96 4 19 258 22 60,303 59,501 38,200 42,000 3,802,040 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 14 82 256 TGCCATCCAGCACTCACACGCCGAGAGCTGGGGTG TGCCATCCAGCACTCACAC AGACAAAGAGATGCAGAGAGGG 82 97 4 19 259 22 60,303 59,499 38,200 43,000 3,803,661 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 14 50 225 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG GACAAAGAGATGCAGAGAGGGA 50 96 34 21 258 22 59,185 59,501 37,700 42,000 4,314,292 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr40_2 2 105 36 14 1.5 AG TCTCTCNNTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_113_140 0 0 14 50 226 GGGTGATCAGAAAGCTGGTTGTGTATAACACTGCA GGGTGATCAGAAAGCTGGTTG AGACAAAGAGATGCAGAGAGGG 50 97 34 21 259 22 59,185 59,499 37,700 43,000 4,315,913 F 269 AGGTGCCATCCAGCACTCACACGCCGAGAGCTGGGGTGATCAGAAAGCTGGTTGTGTATAACACTGCAAGATACATCAACAAAGATAAAcccccACCTCCCGTGtctctcNNtctctctctctctctctctctctctctcTGTCGGCCTCTCCCACTCTGTCTTTCTCCTTCACAACCTTtctctctcTATCCCTCTTTGtctctcTTTAtctctcACTCTGTCCTTACCCCtttttCCctctctGCATCTCTTTGTCTTCTGTTGTTT

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 1 1 12 3 188 CCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTCCTTGGAACCTGGCTTGTCA ACCCTCCCATTCTCTCTCCC 45 3 63 20 250 20 60,179 60,031 35,800 43,000 0.209596 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 3 189 ACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATACCTTGGAACCTGGCTTGTC ACCCTCCCATTCTCTCTCCC 46 3 62 20 250 20 60,179 60,031 31,800 43,000 0.209593 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 3 190 CACCTTGGAACCTGGCTTGTCAAGAANTAACATCAACACCTTGGAACCTGGCTTGT ACCCTCCCATTCTCTCTCCC 47 3 61 20 250 20 60,468 60,031 31,600 43,000 0.498632 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 3 204 ATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAATCAAGCCGTGTTCCACCTT ACCCTCCCATTCTCTCTCCC 61 3 47 20 250 20 59,890 60,031 35,000 43,000 0.141089 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 3 250 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAG CACCCTCCACATTTCTAAGCAA ACCCTCCCATTCTCTCTCCC 105 3 1 22 250 20 58,579 60,031 39,100 43,000 3,451,497 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 3 250 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAG CACCCTCCACATTTCTAAGCA ACCCTCCCATTCTCTCTCCC 106 3 1 21 250 20 57,928 60,031 39,100 43,000 3,102,477 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 2 188 ACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATACCTTGGAACCTGGCTTGTC CCCTCCCATTCTCTCTCCCA 46 2 62 20 249 20 60,179 60,031 31,800 43,700 0.209695 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 2 203 ATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAATCAAGCCGTGTTCCACCTT CCCTCCCATTCTCTCTCCCA 61 2 47 20 249 20 59,890 60,031 35,000 43,700 0.141191 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr588_2 2 128 100 14 3 AG GAGAGAGAGAGGAAGAGAGAGAGGAGAGANNNANO 0 0 12 2 249 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAG CACCCTCCACATTTCTAAGCA CCCTCCCATTCTCTCTCCCA 106 2 1 21 249 20 57,928 60,031 39,100 43,700 3,102,579 G 288 CACCCTCCACATTTCTAAGCAAAACaaaaaaTATAAGCTAGTATGTATCAAGCCGTGTTCCACCTTGGAACCTGGCTTGTCAAGAANTAACATCAATTGGGATCATCACACTGTGGAGAGTGACCATgagagagagaGGAagagagagaggagagaNNNAGNGAGNGANNgagagagagagagagaNagagagagagNNagagagagagagagagagagagagagagACTGGgagagagaATGGGAGGGTgagagaCTgagagagagagaCTGAGAAAATTTGACAGG

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 1 1 6 25 189 AGACGCCCAGATGCACATATTCAAacacacATTCACGAGACGCCCAGATGCACATAT GGCATGAAAGTTCTAAGCTTGT 25 61 24 20 212 22 59,239 57,227 17,800 31,600 5,534,510 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 7 22 188 ACGCCCAGATGCACATATTCAAacacacATTCACGCAACGCCCAGATGCACATATTCA AGGCATGAAAGTTCTAAGCTTGT 22 61 26 21 213 23 60,134 58,598 25,700 31,600 5,536,053 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 7 22 189 ACGCCCAGATGCACATATTCAAacacacATTCACGCAACGCCCAGATGCACATATTCA GAGGCATGAAAGTTCTAAGCTTGT 22 61 26 21 214 24 60,134 59,543 25,700 31,600 5,591,385 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 198 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA AGGTCAGAGGCATGAAAGTTCT 26 69 23 20 220 22 60,179 59,358 22,900 30,100 2,820,891 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 199 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA CAGGTCAGAGGCATGAAAGTTC 26 70 23 20 221 22 60,179 59,254 22,900 30,100 2,925,438 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 199 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA CAGGTCAGAGGCATGAAAGT 26 72 23 20 221 20 60,179 57,514 22,900 26,600 2,665,548 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 202 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA GTGCAGGTCAGAGGCATGAA 26 75 23 20 224 20 60,179 60,322 22,900 25,700 0.500995 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 255 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA TGCATGCCTGTTTGTAAGAGA 26 127 23 20 277 21 60,179 57,861 22,900 31,000 3,317,960 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 258 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA GGATGCATGCCTGTTTGTAAGA 26 129 23 20 280 22 60,179 59,245 22,900 21,000 2,933,628 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 26 258 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA GGATGCATGCCTGTTTGTAAG 26 130 23 20 280 21 60,179 57,845 22,900 23,400 3,334,168 D 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 8 11 139 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA ACATTTAACGTTGTGTGTCGG 26 11 23 20 161 21 60,179 57,404 22,900 47,900 3,774,785 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 10 26 208 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA TTGTGTGTGCAGGTCAGAGG 26 81 23 20 230 20 60,179 60,179 22,900 36,900 0.358124 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 10 26 214 CAGACGCCCAGATGCACATATTCAAacacacATTCACCAGACGCCCAGATGCACATA TGGAGTTTGTGTGTGCAGGT 26 87 23 20 236 20 60,179 60,035 22,900 40,000 0.213649 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 10 0 113 cacacATTCACGCACATGCTcacacaTGcacacacacaca CACACATTCACGCACATGCT ACATTTAACGTTGTGTGTCGG 0 11 49 20 161 21 59,761 57,404 37,900 47,900 3,834,792 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 10 0 188 cacacATTCACGCACATGCTcacacaTGcacacacacaca CACACATTCACGCACATGCT TGGAGTTTGTGTGTGCAGGT 0 87 49 20 236 20 59,761 60,035 37,900 40,000 0.273656 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 12 1 114 acacacATTCACGCACATGCTcacacaTGcacacacacac ACACACATTCACGCACATGC ACATTTAACGTTGTGTGTCGG 1 11 48 20 161 21 60,040 57,404 40,600 47,900 3,635,866 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 12 1 183 acacacATTCACGCACATGCTcacacaTGcacacacacac ACACACATTCACGCACATGC TTGTGTGTGCAGGTCAGAGG 1 81 48 20 230 20 60,040 60,179 40,600 36,900 0.219205 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr724_4 4 69 61 14 2 AC CACACATGCACACACACACACACACACACACACACAAC_118_129 0 0 12 1 189 acacacATTCACGCACATGCTcacacaTGcacacacacac ACACACATTCACGCACATGC TGGAGTTTGTGTGTGCAGGT 1 87 48 20 236 20 60,040 60,035 40,600 40,000 0.074731 G 280 CTcacacaGCcacacacacaAGCAGACGCCCAGATGCACATATTCAAacacacATTCACGCACATGCTcacacaTGcacacacacacacacacacacacacacaCNNNNACGCACAAacacacacacacGAGCATGCACNCCGacacacAACGTTAAATGTAGTTTATTTACAGAGAAAGTGGTAGTCTTACAAGCTTAGAACTTTCATGCCTCTGACCTGcacacacaAACTCCATtctctcTTTGAATGCAAATTCTCTTACAAACAGGCATGCATCC

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 1 1 4 7 113 ttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgTTCTTCCACACTGTGTGCGT GCACACGCTTACAGAACACA 9 7 118 20 230 20 60,108 59,066 52,400 37,200 1,042,392 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 4 7 210 GCAACATGCCACCCTAGAGTCATGACTACGGCCGC GCAACATGCCACCCTAGAGT GCACACGCTTACAGAACACA 106 7 21 20 230 20 60,035 59,066 32,400 37,200 0.969551 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 5 6 113 ttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgTTCTTCCACACTGTGTGCGT GCACACGCTTACAGAACACAA 9 6 118 20 230 21 60,108 59,671 52,400 33,300 1,437,189 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 8 7 180 GCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCA GCCGCAGAAATGACTGTCTG GCACACGCTTACAGAACACA 76 7 51 20 230 20 59,555 59,066 35,100 37,200 1,379,931 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 8 7 187 GACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTAGACTACGGCCGCAGAAATGA GCACACGCTTACAGAACACA 83 7 44 20 230 20 60,460 59,066 25,700 37,200 1,394,081 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 8 7 189 ATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTATGACTACGGCCGCAGAAAT GCACACGCTTACAGAACACA 85 7 42 20 230 20 59,822 59,066 21,700 37,200 1,112,564 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 11 19 200 ATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTATGACTACGGCCGCAGAAAT CACACTCACAAGCACACGC 85 19 42 20 241 19 59,822 60,011 21,700 53,400 1,188,865 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 11 19 221 GCAACATGCCACCCTAGAGTCATGACTACGGCCGC GCAACATGCCACCCTAGAGT CACACTCACAAGCACACGC 106 19 21 20 241 19 60,035 60,011 32,400 53,400 1,045,852 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr734_2 2 147 57 14 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNNGCTG_147_174 0 0 11 9 124 ttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgTTCTTCCACACTGTGTGCGT CACACTCACAAGCACACGC 9 19 118 20 241 19 60,108 60,011 52,400 53,400 1,118,694 G 262 TTGGCCGTGGCAACAGGGAGGCAACATGCCACCCTAGAGTCATGACTACGGCCGCAGAAATGACTGTCTGTTCCCCTTACTATCCAGCCTACTACCACTTTTGCTCTTCCCATCtttttCTTCCACACtgtgtgCgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNGCAGTTGTATAGgtgtgtgtgtgtGCTTCTTTGTGTTCTGTAAGCGTGTGCTTGTGAgtgtgtAtttttAGCCCTGtatataT

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 1 8 81 258 tgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATTGTCGTCCACAGGGCCTATA CCGTGAGAACGACACAAGGT 81 92 57 20 314 20 60,033 60,249 13,100 35,000 0.282234 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 81 259 tgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATTGTCGTCCACAGGGCCTATA TCCGTGAGAACGACACAAGG 81 93 57 20 315 20 60,033 59,968 13,100 36,100 0.064497 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 80 258 gtCGTCCACAGGGCCTATAAACTACAAATGCCTAAT GTCGTCCACAGGGCCTATAA TCCGTGAGAACGACACAAGG 80 93 58 20 315 20 58,883 59,968 0.9800 36,100 1,148,735 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 78 256 CGTCCACAGGGCCTATAAACTACAAATGCCTAATAGCGTCCACAGGGCCTATAAAC TCCGTGAGAACGACACAAGG 78 93 60 20 315 20 58,051 59,968 20,100 36,100 1,981,051 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 77 255 CGTCCACAGGGCCTATAAACTACAAATGCCTAATAGCGTCCACAGGGCCTATAAACT CCGTGAGAACGACACAAGGT 77 92 60 21 314 20 59,515 60,249 26,600 35,000 1,734,388 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 77 256 CGTCCACAGGGCCTATAAACTACAAATGCCTAATAGCGTCCACAGGGCCTATAAACT TCCGTGAGAACGACACAAGG 77 93 60 21 315 20 59,515 59,968 26,600 36,100 1,516,652 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 41 172 TAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAATAGCAGATCCTGGAAGCCCT GCTCTCGCTCTCGAACACAA 41 46 97 20 268 20 60,031 60,387 51,900 33,300 0.418072 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 41 219 TAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAATAGCAGATCCTGGAAGCCCT TCCGTGAGAACGACACAAGG 41 93 97 20 315 20 60,031 59,968 51,900 36,100 0.062290 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 12 139 AGAACGGGAGTGAGAGCCagagagAAAGATagagag AGAACGGGAGTGAGAGCC TCTCGCTCTCGAACACAATT 12 44 128 18 266 20 58,299 57,275 47,000 23,200 6,426,431 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 8 12 139 AGAACGGGAGTGAGAGCCagagagAAAGATagagag AGAACGGGAGTGAGAGCC TCTCGCTCTCGAACACAATTT 12 43 128 18 266 21 58,299 57,973 47,000 18,200 6,728,084 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 9 9 139 AACGGGAGTGAGAGCCagagagAAAGATagagagagaAACGGGAGTGAGAGCCAGA GCTCTCGCTCTCGAACACAA 9 46 130 19 268 20 60,229 60,387 38,600 33,300 1,616,260 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 10 18 149 AGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAAGAGCGAAAGAACGGGAGTG GCTCTCGCTCTCGAACACAA 18 46 120 20 268 20 60,038 60,387 35,100 33,300 0.425526 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 10 18 196 AGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAAGAGCGAAAGAACGGGAGTG TCCGTGAGAACGACACAAGG 18 93 120 20 315 20 60,038 59,968 35,100 36,100 0.069744 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 10 16 147 AGCGAAAGAACGGGAGTGAGAGCCagagagAAAGAAGCGAAAGAACGGGAGTGAG GCTCTCGCTCTCGAACACAA 16 46 122 20 268 20 60,038 60,387 35,100 33,300 0.425526 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 10 16 194 AGCGAAAGAACGGGAGTGAGAGCCagagagAAAGAAGCGAAAGAACGGGAGTGAG TCCGTGAGAACGACACAAGG 16 93 122 20 315 20 60,038 59,968 35,100 36,100 0.069744 D 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 12 5 136 GGGAGTGAGAGCCagagagAAAGATagagagagagag GGGAGTGAGAGCCAGAGAGA GCTCTCGCTCTCGAACACA 5 47 133 20 268 19 60,034 59,790 31,000 37,200 1,244,014 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 12 5 136 GGGAGTGAGAGCCagagagAAAGATagagagagagag GGGAGTGAGAGCCAGAGAGA GCTCTCGCTCTCGAACACAA 5 46 133 20 268 20 60,034 60,387 31,000 33,300 0.420967 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 12 5 182 GGGAGTGAGAGCCagagagAAAGATagagagagagag GGGAGTGAGAGCCAGAGAGA CCGTGAGAACGACACAAGGT 5 92 133 20 314 20 60,034 60,249 31,000 35,000 0.282922 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 12 5 183 GGGAGTGAGAGCCagagagAAAGATagagagagagag GGGAGTGAGAGCCAGAGAGA TCCGTGAGAACGACACAAGG 5 93 133 20 315 20 60,034 59,968 31,000 36,100 0.065186 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 158 45 14 2 AG AGAGAGAGAGAGAGGTGGAGAGAGAGAGAGAGAGA_175_202 0 0 14 5 157 GGGAGTGAGAGCCagagagAAAGATagagagagagag GGGAGTGAGAGCCAGAGAGA TCTCCTCTCCCACACACTCC 5 67 133 20 289 20 60,034 60,252 31,000 38,500 0.285433 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 1 14 12 289 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagTGTGGGAGAGTGTGGGAGAG TCTCCTCTCCCACACACTCC 12 67 1 20 289 20 60,543 60,252 32,000 38,500 0.794770 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 0 14 11 267 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA GCTCTCGCTCTCGAACACAA 11 46 2 20 268 20 60,252 60,387 31,000 33,300 0.639199 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 0 14 11 292 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA CCTTTCTCCTCTCCCACACAC 11 70 2 20 293 21 60,252 59,997 31,000 38,200 1,254,376 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 0 14 11 293 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA TCCTTTCTCCTCTCCCACACA 11 71 2 20 294 21 60,252 60,133 31,000 37,200 1,384,681 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 0 14 11 297 GTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagaGTGGGAGAGTGTGGGAGAGA AGGTTCCTTTCTCCTCTCCCA 11 75 2 20 298 21 60,252 59,848 31,000 43,700 1,404,103 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

cons_gr814_2 2 33 170 14 3 AG AGAGAGAGAGAGAGATAGCGAGTGTGTCGTCCAC GA_175_202 0 0 14 10 266 TGGGAGAGTGTGGgagagaAGGAAAGAGTAagagag TGGGAGAGTGTGGGAGAGAA GCTCTCGCTCTCGAACACAA 10 46 3 20 268 20 59,513 60,387 28,700 33,300 0.874692 G 332 TGTGGGAGAGTGTGGgagagaAGGAAAGAGTAagagagagagagagATAGCGAgtgtgtCGTCCACAGGGCCTATAAACTACAAATGCCTAATAGATAGCAGATCCTGGAAGCCCTGTGAGAGCGAAAGAACGGGAGTGAGAGCCagagagAAAGATagagagagagagagGTGgagagagagagagagagagagagagagaGNNNNagggagggagggTATANAGTTATTGTGAGAATAAGGGAAAATTGTGTTCGAGAGCGAGAGCGGGAgtgtgtGGGAGAGGAGAAAGGAACCTTGTGTCGTTCTCACGGATTAGaaaaaCAGCAACA

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 1 1 3 12 105 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG GCTTACCTGCTCTGGGTCTG 12 14 2 20 106 20 58,955 60,108 30,200 35,100 1,152,556 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 109 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG GACTGCTTACCTGCTCTGGG 12 18 2 20 110 20 58,955 60,108 30,200 44,500 1,152,556 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 184 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG CCTGAAGCCATGAAAGGTGC 12 93 2 20 185 20 58,955 59,471 30,200 50,100 1,573,989 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 185 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACa AGCCTGGAAGTAGGAGCTAGG CCTGAAGCCATGAAAGGTGC 12 93 1 21 185 20 60,412 59,471 30,200 50,100 1,941,739 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 204 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG TGGAAAGTGCTTTGGGACGT 12 113 2 20 205 20 58,955 60,107 30,200 43,400 1,151,529 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACa AGCCTGGAAGTAGGAGCTAGG CGACACTGACTGCACATCAAA 12 147 1 21 240 21 60,412 59,133 30,200 26,900 3,278,962 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACa AGCCTGGAAGTAGGAGCTAGG CGACACTGACTGCACATCAAAG 12 146 1 21 240 22 60,412 60,097 30,200 27,700 3,508,926 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 3 12 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACa AGCCTGGAAGTAGGAGCTAGG CGACACTGACTGCACATCAA 12 148 1 21 240 20 60,412 58,499 30,200 25,700 2,913,530 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 4 11 184 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGGA CCTGAAGCCATGAAAGGTGC 11 93 2 21 185 20 60,412 59,471 29,400 50,100 1,941,165 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 5 12 107 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG CTGCTTACCTGCTCTGGGTC 12 16 2 20 108 20 58,955 60,108 30,200 44,600 1,152,556 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 6 12 190 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG GGACGTCCTGAAGCCATGAA 12 99 2 20 191 20 58,955 60,036 30,200 25,700 1,080,999 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:11556:71647 1 34 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANA 0 0 6 12 201 GCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagaGCCTGGAAGTAGGAGCTAGG AAAGTGCTTTGGGACGTCCT 12 110 2 20 202 20 58,955 59,817 30,200 38,500 1,227,386 B 240 AGCCTGGAAGTAGGAGCTAGGAGATGAAGCAACagagagagagagagagagagagagagagagGgagagagaAAGATTAAAATGCACAGACCCAGAGCAGGTAAGCAGTCACTTTACTGGTACTCAATAAGGAAAAGATAGAAGGAAAAGACTCTCATCTCTACAGCACCTTTCATGGCTTCAGGACGTCCCAAAGCACTTTCCAACCAATAAATTGCCTTTGATGTGCAGTCAGTGTCG

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 4 80 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAG GGAGAGGTGTGAGGAAAGGA GGGCTGACAGTGATGGATTT 80 84 1 20 234 20 58,354 57,865 33,600 21,700 3,780,499 F 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 34 184 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAG GGAGAGGTGTGAGGAAAGGA GGGAAGGATTTGCAAACGGG 80 34 1 20 184 20 58,354 59,754 33,600 52,800 1,892,070 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 24 128 ATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTATGCTTACAGTCAGAGGCCA GGGAAGGATTTGCAAACGGG 24 34 57 20 184 20 58,721 59,754 53,600 52,800 1,525,857 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 23 127 TGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGTGCTTACAGTCAGAGGCCAA GGGAAGGATTTGCAAACGGG 23 34 58 20 184 20 58,944 59,754 45,200 52,800 1,302,210 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 22 127 TGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGTGCTTACAGTCAGAGGCCAAT GGGAAGGATTTGCAAACGGG 22 34 58 21 184 20 59,370 59,754 31,600 52,800 1,876,730 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 50 205 GTGAGTGGTTGAATGAGCTGGAACTCAATGCTTAC GTGAGTGGTTGAATGAGCTGG GGGCTGACAGTGATGGATTT 50 84 30 21 234 20 59,191 57,865 48,500 21,700 3,943,734 F 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 49 204 TGAGTGGTTGAATGAGCTGGAACTCAATGCTTACA TGAGTGGTTGAATGAGCTGGA GGGCTGACAGTGATGGATTT 49 84 31 21 234 20 59,301 57,865 38,600 21,700 3,833,871 F 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 34 154 TGAGTGGTTGAATGAGCTGGAACTCAATGCTTACA TGAGTGGTTGAATGAGCTGGA GGGAAGGATTTGCAAACGGG 49 34 31 21 184 20 59,301 59,754 38,600 52,800 1,945,443 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:13088:65124 1 101 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 34 155 GTGAGTGGTTGAATGAGCTGGAACTCAATGCTTAC GTGAGTGGTTGAATGAGCTGG GGGAAGGATTTGCAAACGGG 50 34 30 21 184 20 59,191 59,754 48,500 52,800 2,055,305 A 234 GGAGAGGTGTGAGGAAAGGAATTTACACAGTGAGTGGTTGAATGAGCTGGAACTCAATGCTTACAGTCAGAGGCCAATAATATTCAGATCCTGATGAATGacacacacacacacacacacacacacacacTGTTAGATCTTAATGTGATGTTTGGTTTGAGTTTCCCGTTTGCAAATCCTTCCCATTTTACATCCTGTaaaaaGAGTATTaaaaaaaTCCATCACTGTCAGCCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 27 178 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT TTCCCATGCATCCTACTGCC 27 81 50 20 227 20 59,262 59,817 26,600 48,500 0.921880 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 27 197 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT CGGATGGAGGTGGTGGATTT 27 100 50 20 246 20 59,262 59,744 26,600 21,700 0.994279 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 27 216 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT GTCAGGATGGTGTGGTGACC 27 119 50 20 265 20 59,262 60,322 26,600 40,200 1,060,041 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 27 220 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT CCAAGTCAGGATGGTGTGGT 27 123 50 20 269 20 59,262 59,598 26,600 41,600 1,140,127 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 23 121 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT TTATCAAGGGCCACTCACACC 27 23 50 20 170 21 59,262 59,996 26,600 41,600 1,742,666 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 54 243 AAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGC AAAGCAAACTCAGCCACTGT GTCAGGATGGTGTGGTGACC 54 119 23 20 265 20 58,232 60,322 35,500 40,200 2,089,411 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 54 244 AAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGC AAAGCAAACTCAGCCACTGT AGTCAGGATGGTGTGGTGAC 54 120 23 20 266 20 58,232 59,313 35,500 36,700 2,455,113 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 54 247 AAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGC AAAGCAAACTCAGCCACTGT CCAAGTCAGGATGGTGTGGT 54 123 23 20 269 20 58,232 59,598 35,500 41,600 2,169,497 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 27 176 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT CCCATGCATCCTACTGCCTT 27 79 50 20 225 20 59,262 59,816 26,600 43,500 0.922840 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 27 177 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT TCCCATGCATCCTACTGCCT 27 80 50 20 226 20 59,262 60,695 26,600 47,500 1,433,851 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 23 120 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT TATCAAGGGCCACTCACACC 27 23 50 20 169 20 59,262 59,382 26,600 41,600 1,356,847 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:16508:67392 1 97 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 15 111 CAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAA CAGTGGGCACGTTGAACTTT CCACTCACACCCAGGCAAA 27 15 50 20 160 19 59,262 60,153 26,600 36,800 1,891,166 F 290 AAGTAACAAGGTTCCTGAAGGAAAAGCAAACTCAGCCACTGTATTAAAGCAGTGGGCACGTTGAACTTTTCTCCTTTaaaaaCTAAAGTTGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGCCCATGACTGATTTTGCCTGGGTGTGAGTGGCCCTTGATAAGGAAAAGGTTTCTCCACCCCTGCTCTTAAAGGACAAAGGCAGTAGGATGCATGGGAAAATCCACCACCTCCATCCGGTCACCACACCATCCTGACTTGGATGTGAATGGCTGTTCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 1 1 8 73 240 GCCACTCACCCACATGCACAAACCCACCcacacaCTc GCCACTCACCCACATGCAC AGGAGGCTATTTGCATGTTTCT 75 73 8 19 247 22 61,630 58,027 45,700 25,200 6,603,081 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 8 73 240 GCCACTCACCCACATGCACAAACCCACCcacacaCTc GCCACTCACCCACATGCA AGGAGGCTATTTGCATGTTTCT 76 73 8 18 247 22 60,282 58,027 39,600 25,200 6,255,817 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 8 73 243 acaGCCACTCACCCACATGCACAAACCCACCcacacaCACAGCCACTCACCCACATG AGGAGGCTATTTGCATGTTTCT 78 73 5 19 247 22 59,926 58,027 32,100 25,200 5,047,148 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 8 73 244 cacaGCCACTCACCCACATGCACAAACCCACCcacacaCACAGCCACTCACCCACATG AGGAGGCTATTTGCATGTTTCT 78 73 4 20 247 22 61,239 58,027 32,100 25,200 5,212,721 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 9 73 244 cacaGCCACTCACCCACATGCACAAACCCACCcacacaCACAGCCACTCACCCACAT AGGAGGCTATTTGCATGTTTCT 79 73 4 19 247 22 59,926 58,027 32,100 25,200 5,047,148 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 9 72 240 GCCACTCACCCACATGCACAAACCCACCcacacaCTc GCCACTCACCCACATGCA AGGAGGCTATTTGCATGTTTCTT 76 72 8 18 247 23 60,282 58,652 39,600 25,200 6,629,999 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 49 211 CTCACCCACATGCACAAACCCACCcacacaCTcacaca CTCACCCACATGCACAAACC GTGTGGTGCAGACTTGAAAGA 70 49 12 20 222 21 59,685 58,711 32,700 25,200 2,603,601 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 49 212 CTCACCCACATGCACAAACCCACCcacacaCTcacaca CTCACCCACATGCACAAACC AGTGTGGTGCAGACTTGAAAGA 70 49 12 20 223 22 59,685 60,093 32,700 25,200 2,407,902 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 47 210 CTCACCCACATGCACAAACCCACCcacacaCTcacaca CTCACCCACATGCACAAACC TGTGGTGCAGACTTGAAAGAGA 70 47 12 20 221 22 59,685 59,830 32,700 31,000 2,485,332 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 22 164 CCcacacaCTCAGACAGACCCACTCACATTCTCACATACCCACACACTCAGACAGACC AGTGTGGTGCAGACTTGAAAGA 22 49 60 20 223 22 59,966 60,093 38,500 25,200 2,127,026 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 21 161 CcacacaCTCAGACAGACCCACTCACATTCTCACATA CCACACACTCAGACAGACCC TGTGGTGCAGACTTGAAAGAGA 21 47 61 20 221 22 59,966 59,830 44,600 31,000 2,204,456 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 21 163 CcacacaCTCAGACAGACCCACTCACATTCTCACATA CCACACACTCAGACAGACCC AGTGTGGTGCAGACTTGAAAGA 21 49 61 20 223 22 59,966 60,093 44,600 25,200 2,127,026 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 14 154 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACA TGTGGTGCAGACTTGAAAGAGA 14 47 68 20 221 22 58,668 59,830 35,800 31,000 3,502,591 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 14 155 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACA GTGTGGTGCAGACTTGAAAGA 14 49 68 20 222 21 58,668 58,711 35,800 25,200 3,620,861 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 10 14 156 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACA AGTGTGGTGCAGACTTGAAAGA 14 49 68 20 223 22 58,668 60,093 35,800 25,200 3,425,162 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 13 2 110 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACA TGTATGTTTGTTTGTGAATGGGT 14 2 68 20 177 23 58,668 57,139 35,800 45,100 7,193,135 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 13 2 110 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACAT TGTATGTTTGTTTGTGAATGGGT 13 2 68 21 177 23 59,102 57,139 32,100 45,100 7,759,412 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 13 2 117 CcacacaCTCAGACAGACCCACTCACATTCTCACATA CCACACACTCAGACAGACCC TGTATGTTTGTTTGTGAATGGGT 21 2 61 20 177 23 59,966 57,139 44,600 45,100 5,894,999 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 13 2 118 CCcacacaCTCAGACAGACCCACTCACATTCTCACATACCCACACACTCAGACAGACC TGTATGTTTGTTTGTGAATGGGT 22 2 60 20 177 23 59,966 57,139 38,500 45,100 5,894,999 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 14 2 111 CTCAGACAGACCCACTCACATTCTCACATACATCcac CTCAGACAGACCCACTCACA ATGTATGTTTGTTTGTGAATGGGT 14 2 68 20 178 24 58,668 57,582 35,800 45,100 7,750,251 D 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 16 49 191 CACCcacacaCTcacacaCTTATTCACACCcacacaCTCA CACCCACACACTCACACACT GTGTGGTGCAGACTTGAAAGA 50 49 32 20 222 21 60,108 58,711 35,500 25,200 2,396,369 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 16 49 192 CACCcacacaCTcacacaCTTATTCACACCcacacaCTCA CACCCACACACTCACACACT AGTGTGGTGCAGACTTGAAAGA 50 49 32 20 223 22 60,108 60,093 35,500 25,200 2,200,671 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 16 47 190 CACCcacacaCTcacacaCTTATTCACACCcacacaCTCA CACCCACACACTCACACACT TGTGGTGCAGACTTGAAAGAGA 50 47 32 20 221 22 60,108 59,830 35,500 31,000 2,278,100 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:2108:73106 1 102 51 15 2 AC CACACACACATCTTCATATTTACACACACACACACA NA 0 0 16 2 122 CACACCcacacaCTCAGACAGACCCACTCACATTCTC CACACCCACACACTCAGACA TGTATGTTTGTTTGTGAATGGGT 26 2 56 20 177 23 59,822 57,139 34,100 45,100 6,038,777 G 247 CcacacaGCCACTCACCCACATGCACAAACCCACCcacacaCTcacacaCTTATTCACACCcacacaCTCAGACAGACCCACTCACATTCTCACATACATCcacacacacaTCTTCATATTTacacacacacacacacacacacacacacacTTACCCATTCACAAACAAACATACATATACCAACTTTTCTTGGCATATCTCTTTCAAGTCTGCACCACACTAAAGAAACATGCAAATAGCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 7 67 226 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCG AAAGCAGGGTTTCGGAGGG CACCCTCACCCAATGTGTGA 90 67 1 19 226 20 59,925 59,890 43,000 35,800 1,185,246 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 68 227 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCG AAAGCAGGGTTTCGGAGGG TCACCCTCACCCAATGTGTG 90 68 1 19 227 20 59,925 59,890 43,000 38,200 1,185,246 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 38 175 gggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAG GGGTGGTGGAAAGAGTGTGA CACCCTCACCCAATGTGTGA 38 67 52 20 226 20 59,528 59,890 35,800 35,800 0.582765 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 85 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCG AAAGCAGGGTTTCGGAGGG AATCTCAGGGTGCTGACTCA 90 85 1 19 244 20 59,925 58,351 43,000 34,100 2,724,273 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 84 243 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCG AAAGCAGGGTTTCGGAGGG ATCTCAGGGTGCTGACTCAC 90 84 1 19 243 20 59,925 59,099 43,000 35,100 1,976,075 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 38 192 gggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAG GGGTGGTGGAAAGAGTGTGA ATCTCAGGGTGCTGACTCAC 38 84 52 20 243 20 59,528 59,099 35,800 35,100 1,373,594 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 84 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCG AAAGCAGGGTTTCGGAGGG AATCTCAGGGTGCTGACTCAC 90 84 1 19 244 21 59,925 59,722 43,000 35,100 2,352,508 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 8 101 GTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgt GTGAGAGCGAGTGTGAGAGC GGGATGAGGGTGAGTGAGAA 8 23 82 20 182 20 60,456 58,427 40,900 28,700 2,029,080 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 8 145 GTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgt GTGAGAGCGAGTGTGAGAGC CACCCTCACCCAATGTGTGA 8 67 82 20 226 20 60,456 59,890 40,900 35,800 0.566267 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 8 146 GTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgt GTGAGAGCGAGTGTGAGAGC TCACCCTCACCCAATGTGTG 8 68 82 20 227 20 60,456 59,890 40,900 38,200 0.566267 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 8 154 GTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgt GTGAGAGCGAGTGTGAGAGC GTGCTGACTCACCCTCACC 8 77 82 20 235 19 60,456 60,004 40,900 40,200 1,460,412 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 8 162 GTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgt GTGAGAGCGAGTGTGAGAGC ATCTCAGGGTGCTGACTCAC 8 84 82 20 243 20 60,456 59,099 40,900 35,100 1,357,096 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 1 94 CGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgCGAGTGTGAGAGCGAGTGTG GGGATGAGGGTGAGTGAGAA 1 23 89 20 182 20 60,727 58,427 38,200 28,700 2,300,565 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 1 138 CGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgCGAGTGTGAGAGCGAGTGTG CACCCTCACCCAATGTGTGA 1 67 89 20 226 20 60,727 59,890 38,200 35,800 0.837752 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 0 93 GAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgt GAGTGTGAGAGCGAGTGTGA GGGATGAGGGTGAGTGAGAA 0 23 90 20 182 20 59,406 58,427 35,800 28,700 2,166,726 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 0 137 GAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgt GAGTGTGAGAGCGAGTGTGA CACCCTCACCCAATGTGTGA 0 67 90 20 226 20 59,406 59,890 35,800 35,800 0.703913 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 0 138 GAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgt GAGTGTGAGAGCGAGTGTGA TCACCCTCACCCAATGTGTG 0 68 90 20 227 20 59,406 59,890 35,800 38,200 0.703913 F 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:4310:63314 1 110 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 0 154 GAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgt GAGTGTGAGAGCGAGTGTGA ATCTCAGGGTGCTGACTCAC 0 84 90 20 243 20 59,406 59,099 35,800 35,100 1,494,742 B 244 AAAGCAGGGTTTCGGAGGGGTgggggggAAGCGCGTGTGCGTGCAATgggggggTGGTGGAAAGAGTgtgagtgagtgaGAGTGAGAGCGAGTGTGAGAGCGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGctctctCCCAATCTCTGGATTCTCACTCACCCTCATCCCcacacaCCAGATATTCATAGCTACTcacacaTTGGGTGAGGGTGAGTCAGCACCCTGAGATT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 111 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 14 5 93 GGAGTAGGAATGGCAGATTCAGAAACagagagagag GGAGTAGGAATGGCAGATTCA CGCTCTCCCTCTCACTGTTT 5 17 85 21 177 20 57,154 59,394 25,700 28,300 4,451,370 A 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 111 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 4 93 GGAGTAGGAATGGCAGATTCAGAAACagagagagag GGAGTAGGAATGGCAGATTCAG CGCTCTCCCTCTCACTGTTT 4 17 85 22 177 20 58,262 59,394 30,200 28,300 4,343,440 A 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 111 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 3 93 GGAGTAGGAATGGCAGATTCAGAAACagagagagag GGAGTAGGAATGGCAGATTCAGA CGCTCTCCCTCTCACTGTTT 3 17 85 23 177 20 59,611 59,394 32,700 28,300 3,994,918 A 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 1 10 4 130 AGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagAGCAGGGTCAGCAGATTCTG ACTGTTTCCGAATCCGTTGC 8 4 35 20 164 20 59,748 59,128 30,200 41,700 1,124,867 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 0 10 2 129 AGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagAGCAGGGTCAGCAGATTCTG CTGTTTCCGAATCCGTTGCTC 8 2 35 20 163 21 59,748 59,871 30,200 42,600 1,381,171 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 0 10 0 127 AGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagAGCAGGGTCAGCAGATTCTG GTTTCCGAATCCGTTGCTCTG 8 0 35 20 161 21 59,748 59,871 30,200 33,500 1,381,171 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 0 14 10 145 AGAGCAGGGTCAGCAGATTCTGGAAGAGCAagaga AGAGCAGGGTCAGCAGATTC CGCTCTCCCTCTCACTGTTT 10 17 33 20 177 20 59,459 59,394 25,200 28,300 1,146,512 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 0 14 9 144 GAGCAGGGTCAGCAGATTCTGGAAGAGCAagagag GAGCAGGGTCAGCAGATTCT CGCTCTCCCTCTCACTGTTT 9 17 34 20 177 20 59,459 59,394 24,000 28,300 1,146,512 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2116:9962:64140 1 63 78 15 2 AG AGAGAGAGAGAGAGAGAGAGAGGGAGTAGGAAT NA 0 0 14 8 143 AGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagAGCAGGGTCAGCAGATTCTG CGCTCTCCCTCTCACTGTTT 8 17 35 20 177 20 59,748 59,394 30,200 28,300 0.858068 D 198 ACCGTTagagagagagagagagagagagagTGAGAGCAGGGTCAGCAGATTCTGGAAGAGCAagagagagagagagagagagagGGAGTAGGAATGGCAGATTCAGAAACagagagagagagagagagagagagagagagCAGAGCAACGGATTCGGAAACAGTGAGAGGGAGAGCGGGGTCAGCAGAGTaaaaaaCT

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 1 1 7 0 197 GCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCACGGTCATGTGTGAGAGA CACAGATGAATAGTCAAACACGC 114 0 3 20 199 23 60,038 58,358 31,000 53,400 4,680,205 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 100 GCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTG GCATGTTTGTGGGCGTGTAA ACACAGATGAATAGTCAAACACGC 16 0 101 20 200 24 59,688 59,848 24,100 53,400 4,464,817 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 159 CGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtg CGCTTGAGTTTGCCTTTCCC ACACAGATGAATAGTCAAACACGC 75 0 42 20 200 24 60,039 59,848 39,700 53,400 4,191,566 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 161 AGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgt AGCGCTTGAGTTTGCCTTTC ACACAGATGAATAGTCAAACACGC 77 0 40 20 200 24 59,688 59,848 26,200 53,400 4,464,504 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 162 GAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgGAGCGCTTGAGTTTGCCTTT ACACAGATGAATAGTCAAACACGC 78 0 39 20 200 24 59,688 59,848 31,100 53,400 4,464,504 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 198 GCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCACGGTCATGTGTGAGAGA ACACAGATGAATAGTCAAACACGC 114 0 3 20 200 24 60,038 59,848 31,000 53,400 4,190,653 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 199 TGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGTGCACGGTCATGTGTGAGAG ACACAGATGAATAGTCAAACACGC 115 0 2 20 200 24 60,320 59,848 32,000 53,400 4,472,215 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 12 0 114 GGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGA GGGTGTATGTGTGGGCATGT ACACAGATGAATAGTCAAACACGC 30 0 87 20 200 24 60,323 59,848 32,100 53,400 4,475,761 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:13595:52854 1 137 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 12 0 115 TGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGATGGGTGTATGTGTGGGCATG ACACAGATGAATAGTCAAACACGC 31 0 86 20 200 24 60,323 59,848 40,600 53,400 4,475,670 F 213 GTGCACGGTCAtgtgtgAGAGAATAagagagagTGATAGAGCGCTTGAGTTTGCCTTTCCCTCTGTACGTGACtgtgtgtgTTTGTGGGTGTAtgtgtgGGCATGTTTGTGGGCGTGTAAGAGTGCGTTTCAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTTTGACTATTCATCtgtgtgTATTTGTGACTC

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 57 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 1 1 8 16 163 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT GCAATCACATACCCAAGAACG 16 49 81 20 243 21 59,964 57,595 34,100 39,500 3,441,050 D 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 57 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 8 16 164 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT TGCAATCACATACCCAAGAACG 16 49 81 20 244 22 59,964 59,253 34,100 39,500 2,782,785 D 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 57 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 8 16 165 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT ATGCAATCACATACCCAAGAACG 16 49 81 20 245 23 59,964 59,622 34,100 39,500 3,413,993 D 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 1 6 32 245 GTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTC GTGTCCCTCAGCACTGTCTC AGGCTATGCAATCACATACCCA 91 32 6 20 250 22 60,038 59,557 33,600 45,100 2,480,668 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 6 32 247 TTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAG TTGTGTCCCTCAGCACTGTC AGGCTATGCAATCACATACCCA 93 32 4 20 250 22 59,893 59,557 35,100 45,100 2,549,586 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 8 25 240 TTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAG TTGTGTCCCTCAGCACTGTC GCAATCACATACCCAAGAACGC 93 25 4 20 243 22 59,893 60,478 35,100 48,400 2,584,570 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 10 15 151 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT CCAAGAACGCACACAGACAC 16 15 81 20 231 20 59,964 59,695 34,100 36,700 0.340586 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 12 12 148 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT AGAACGCACACAGACACACA 16 12 81 20 228 20 59,964 60,108 34,100 37,200 0.144258 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 12 12 223 GTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTC GTGTCCCTCAGCACTGTCTC AGAACGCACACAGACACACA 91 12 6 20 228 20 60,038 60,108 33,600 37,200 0.146167 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 14 11 147 CAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTT CAGTGTGCCTGTCTGTGGAT GAACGCACACAGACACACAC 16 11 81 20 227 20 59,964 59,974 34,100 38,200 0.062166 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 14 11 222 GTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTC GTGTCCCTCAGCACTGTCTC GAACGCACACAGACACACAC 91 11 6 20 227 20 60,038 59,974 33,600 38,200 0.064075 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 14 11 224 TTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAG TTGTGTCCCTCAGCACTGTC GAACGCACACAGACACACAC 93 11 4 20 227 20 59,893 59,974 35,100 38,200 0.132993 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 16 8 139 TGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgt TGCCTGTCTGTGGATTTGTGT CGCACACAGACACACACTCA 10 8 86 21 224 20 60,134 60,806 37,200 34,100 1,939,534 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 16 7 138 TGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgt TGCCTGTCTGTGGATTTGTGT GCACACAGACACACACTCAC 10 7 86 21 223 20 60,134 59,347 37,200 35,100 1,786,415 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:14966:34799 1 117 80 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTTTGNA 0 0 16 7 139 GTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgGTGCCTGTCTGTGGATTTGTG GCACACAGACACACACTCAC 11 7 85 21 223 20 59,732 59,347 33,300 35,100 1,920,398 G 262 TGTTTGTGTCCCTCAGCACTGTCTCATTCTGTGAGGTAGTCCAATTGTTTCTGTAtgtgtgGCTCTCCAtttttGTGCGTCAGTGTGCCTGTCTGTGGATTTGTGTTTGAGTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGAgtgtgtgtgtgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgACTGTTTGTGAgtgtgtgtCtgtgtgCGTTCTTGGGTATGTGATTGCATAGCctctctTATTCATT

ST‐E00142:460:H2K7HCCXY:6:2117:15798:11136 1 27 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 5 95 gggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgt GGGTGGTGAGCTGGGTGG CCACCCTCACACACACTGTA 5 22 4 18 98 20 62,351 59,244 46,100 27,400 5,107,348 F 131 CgggggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgggggTCAGAGTTGAATGGGTTACAgtgtgtgtGAGGGTGGGGAGTTAGTTGGGGTACAgtgtgtgtgtGAAGG

ST‐E00142:460:H2K7HCCXY:6:2117:15798:11136 1 27 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 94 ggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgtg GGTGGTGAGCTGGGTGGG CCACCCTCACACACACTGTA 4 22 5 18 98 20 62,351 59,244 46,100 27,400 5,107,348 F 131 CgggggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgggggTCAGAGTTGAATGGGTTACAgtgtgtgtGAGGGTGGGGAGTTAGTTGGGGTACAgtgtgtgtgtGAAGG

ST‐E00142:460:H2K7HCCXY:6:2117:15798:11136 1 27 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 4 90 ggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgtg GGTGGTGAGCTGGGTGGG CCTCACACACACTGTAACCCA 4 17 5 18 94 21 62,351 59,860 46,100 45,100 5,491,106 F 131 CgggggTGGTGAGCTGGGTGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgggggTCAGAGTTGAATGGGTTACAgtgtgtgtGAGGGTGGGGAGTTAGTTGGGGTACAgtgtgtgtgtGAAGG

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 51 190 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA TACCCACGCATACACGCC 71 51 23 20 212 18 59,893 59,815 40,200 56,800 2,291,544 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 50 190 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA TACCCACGCATACACGCCC 71 50 23 20 212 19 59,893 62,374 40,200 61,300 3,480,720 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 43 182 AGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTAGAGTGTGCAAGTGGGTGAG GCATACACGCCCTCACTCT 70 43 24 20 205 19 59,893 59,482 35,100 32,400 1,625,287 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 43 183 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA GCATACACGCCCTCACTCT 71 43 23 20 205 19 59,893 59,482 40,200 32,400 1,624,539 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 51 190 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGAG TACCCACGCATACACGCC 70 51 23 21 212 18 60,876 59,815 35,100 56,800 4,060,412 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 43 181 GAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGAGTGTGCAAGTGGGTGAGT GCATACACGCCCTCACTCT 69 43 25 20 205 19 60,179 59,482 34,100 32,400 1,696,877 B 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 15 156 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA CACACAGACCCACTCACACA 71 15 23 20 178 20 59,893 59,822 40,200 37,200 0.284544 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 13 108 gtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGTGTGTTTGTGGGTGTGTGC CACAGACCCACTCACACACA 25 13 69 20 176 20 60,458 59,822 45,700 37,200 0.635517 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 13 154 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA CACAGACCCACTCACACACA 71 13 23 20 176 20 59,893 59,822 40,200 37,200 0.284544 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 12 153 GAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGGAGAGTGTGCAAGTGGGTGA ACAGACCCACTCACACACAC 71 12 23 20 175 20 59,893 59,822 40,200 38,200 0.284776 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 114 GTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtGTGTGGATGTGGGTGTGTGA CATACACGCCCTCACTCTCG 3 41 91 20 204 20 60,179 60,249 35,800 40,400 0.427693 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 113 TGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtg TGTGGATGTGGGTGTGTGAG CATACACGCCCTCACTCTCG 2 41 92 20 204 20 59,892 60,249 35,100 40,400 0.357057 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 41 201 TGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGTGGGTGTGTGAGAGTGTGTG CATACACGCCCTCACTCTCG 90 41 4 20 204 20 59,822 60,249 38,200 40,400 0.426497 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 41 202 GTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGG GTGGGTGTGTGAGAGTGTGT CATACACGCCCTCACTCTCG 91 41 3 20 204 20 59,822 60,249 37,200 40,400 0.426730 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:19857:32549 1 114 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 41 203 TGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGTGGGTGTGTGAGAGTGTG CATACACGCCCTCACTCTCG 92 41 2 20 204 20 59,822 60,249 38,200 40,400 0.426497 F 212 GTGTGGgtgtgtGAGAgtgtgtGAGAGTGTGCAAGTGGGTGAGTGCAATTGTATATGTGGGTGTGCTAgtgtgtTTGTGGgtgtgtGCGCGTGTGGATGTGGgtgtgtGAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGACCATTTAgtgtgtgtGAGTGGGTCtgtgtgcgcgcgcgAGAGTGAGGGCGTGTATGCGTGGGTA

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 1 1 3 0 239 GTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGGTGGAGCTGGAAACACAATGT ACCTCAACAAGATTCTGCCCT 160 0 23 21 261 21 59,044 59,293 27,100 51,900 3,663,904 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 5 1 239 TGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGGAGCTGGAAACACAATGTG CACCTCAACAAGATTCTGCCC 159 1 24 21 262 21 59,044 59,185 32,100 53,600 3,770,781 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 5 0 238 TGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGGAGCTGGAAACACAATGTG ACCTCAACAAGATTCTGCCCT 159 0 24 21 261 21 59,044 59,293 32,100 51,900 3,663,205 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 12 170 TGGTGTAAGAGACCAAAGCACAACTTATCCAAATG TGGTGTAAGAGACCAAAGCACA AGACCCTCGACACCTCAACA 79 12 103 22 272 20 59,828 60,469 45,700 33,300 2,640,990 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 11 169 TGGTGTAAGAGACCAAAGCACAACTTATCCAAATG TGGTGTAAGAGACCAAAGCACA GACCCTCGACACCTCAACAA 79 11 103 22 271 20 59,828 59,608 45,700 28,300 2,563,256 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 11 248 TGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGGAGCTGGAAACACAATGTG GACCCTCGACACCTCAACAA 159 11 24 21 271 20 59,044 59,608 32,100 28,300 2,347,375 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 11 249 GTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGGTGGAGCTGGAAACACAATGT GACCCTCGACACCTCAACAA 160 11 23 21 271 20 59,044 59,608 27,100 28,300 2,348,074 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 10 168 TGGTGTAAGAGACCAAAGCACAACTTATCCAAATG TGGTGTAAGAGACCAAAGCACA ACCCTCGACACCTCAACAAG 79 10 103 22 270 20 59,828 59,607 45,700 31,600 2,564,736 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 6 10 247 TGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGGAGCTGGAAACACAATGTG ACCCTCGACACCTCAACAAG 159 10 24 21 270 20 59,044 59,607 32,100 31,600 2,348,855 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 7 12 108 TCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCTCACAAACCTCAGCACCTCC AGACCCTCGACACCTCAACA 19 12 165 20 272 20 59,891 60,469 43,000 33,300 0.577915 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 7 11 107 TCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCTCACAAACCTCAGCACCTCC GACCCTCGACACCTCAACAA 19 11 165 20 271 20 59,891 59,608 43,000 28,300 0.500181 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:21278:5159 1 204 37 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 7 10 106 TCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCTCACAAACCTCAGCACCTCC ACCCTCGACACCTCAACAAG 19 10 165 20 270 20 59,891 59,607 43,000 31,600 0.501662 B 274 TTCCATTGTTGAAGATTATAAAGTGGAGCTGGAAACACAATGTGTTCCAAACCATTTGATGAGATTATTTACTTGTGGTTATTCTCATTTATCCAATATTCTTGGTGTAAGAGACCAAAGCACAACTTATCCAAATGAAATCACAGTGAATCTGTGGGTAATGATCACAAACCTCAGCACCTCCCCACTCCCATCCACCTCATcacacacacacacacacacacacacacacaGacacacAGGGCAGAATCTTGTTGAGGTGTCGAGGGTCTTG

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 53 211 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGC TGTGAACTGAGATTCATTGAACCA 53 83 36 21 246 24 57,759 58,624 35,600 36,700 8,616,839 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 53 211 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGC TGTGAACTGAGATTCATTGAACC 53 84 36 21 246 23 57,759 57,053 35,600 36,200 9,188,295 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 52 211 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TGTGAACTGAGATTCATTGAACCA 52 83 36 22 246 24 59,170 58,624 39,100 36,700 8,205,493 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 52 211 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TGTGAACTGAGATTCATTGAACC 52 84 36 22 246 23 59,170 57,053 39,100 36,200 8,776,948 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 52 212 TTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TGTGAACTGAGATTCATTGAACC 52 84 35 23 246 23 59,740 57,053 39,100 36,200 9,207,104 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 52 212 TTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TGTGAACTGAGATTCATTGAACCA 52 83 35 23 246 24 59,740 58,624 39,100 36,700 8,635,649 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 49 173 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TAAAGAGCTTGGGTGGTGGG 52 49 36 22 208 20 59,170 59,596 39,100 46,100 3,233,760 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 49 173 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGC TAAAGAGCTTGGGTGGTGGG 53 49 36 21 208 20 57,759 59,596 35,600 46,100 3,645,107 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 49 174 TTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT TAAAGAGCTTGGGTGGTGGG 52 49 35 23 208 20 59,740 59,596 39,100 46,100 3,663,916 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 31 155 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT GGCTAGGAGAGAGGCAGGAA 52 31 36 22 190 20 59,170 60,398 39,100 33,600 3,227,536 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 31 155 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGC GGCTAGGAGAGAGGCAGGAA 53 31 36 21 190 20 57,759 60,398 35,600 33,600 3,638,883 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 125 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT AGCAGGAAAGCCAGACACAG 52 1 36 22 160 20 59,170 60,251 39,100 36,600 3,080,360 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 124 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT GCAGGAAAGCCAGACACAGA 52 0 36 22 159 20 59,170 60,250 39,100 34,100 3,080,187 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 109 GAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtGAGGTTCCAGCACACGTGT GGCTAGGAGAGAGGCAGGAA 9 31 82 19 190 20 60,228 60,398 44,900 33,600 1,625,372 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 126 TGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTGTCGTAGTCCTTACCATTGCT AAGCAGGAAAGCCAGACACA 52 2 36 22 161 20 59,170 59,817 39,100 37,200 3,013,212 B 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 0 101 AGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtg AGCACACGTGTGTCTGTGTC GGCTAGGAGAGAGGCAGGAA 0 31 90 20 190 20 60,806 60,398 36,700 33,600 1,203,918 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:2219:61380 1 110 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 0 119 AGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtg AGCACACGTGTGTCTGTGTC TAAAGAGCTTGGGTGGTGGG 0 49 90 20 208 20 60,806 59,596 36,700 46,100 1,210,142 F 247 CTTTTAAACCTTGTCAttttttAAATCatatatTTTGTCGTAGTCCTTACCATTGCTAATTGCTGTGATCATTACTCACTGGAGGTTCCAGCACACgtgtgtCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTCTGGCTTTCCTGCTTGCCTTGTTATTCCTGCctctctCCTAGCCCACCACCCAAGCTCTTTATAGCCCCTCatatatGGTTCAATGAATCTCAGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 6 33 136 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAA ACTTGTGCTCACAGCTCACA 33 33 17 20 152 20 58,533 59,821 25,700 35,800 1,645,623 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 33 140 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAA GGCTACTTGTGCTCACAGCT 33 37 17 20 156 20 58,533 60,321 25,700 42,400 1,787,978 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 33 206 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAA AAGTGCCCATGTCTCTCACA 33 103 17 20 222 20 58,533 58,941 25,700 35,800 2,525,954 F 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 33 222 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAA TGTAAGTAGTAACATTAAGTGCCCA 33 114 17 20 238 25 58,533 57,993 25,700 53,600 8,473,721 B 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 136 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG ACTTGTGCTCACAGCTCACA 32 33 17 21 152 20 59,596 59,821 30,200 35,800 1,583,157 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 140 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG GGCTACTTGTGCTCACAGCT 32 37 17 21 156 20 59,596 60,321 30,200 42,400 1,725,513 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 141 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG TGGCTACTTGTGCTCACAGC 32 38 17 21 157 20 59,596 60,604 30,200 44,000 2,008,098 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 205 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG AGTGCCCATGTCTCTCACATT 32 101 17 21 221 21 59,596 59,368 30,200 27,100 3,036,800 F 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 206 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG AAGTGCCCATGTCTCTCACA 32 103 17 21 222 20 59,596 58,941 30,200 35,800 2,463,489 F 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 222 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG TGTAAGTAGTAACATTAAGTGCCCA 32 114 17 21 238 25 59,596 57,993 30,200 53,600 8,411,256 B 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 32 223 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG TTGTAAGTAGTAACATTAAGTGCCCA 32 114 17 21 239 26 59,596 58,548 30,200 53,600 8,856,123 B 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22841:21298 1 70 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 10 0 103 GGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGGGGCAATGTGAGCAGATGAAG ACCCTCCATATCACCCTCCA 32 0 17 21 119 20 59,596 59,352 30,200 38,600 2,052,129 A 243 TGGATCATCAGTACAGGGGCAATGTGAGCAGATGAAGATAGGTTTAGTGTGCTTGTATATGTGTATATTtatatatatatatatatatatatatatataTGGAGGGTGATATGGAGGGTGATACATACGATTTGTGAGCTGTGAGCACAAGTAGCCAAATGGGATTATGTTGTAGTGGCAATAATGGAGACTTAACTCAAAATGTgagagaCATGGGCACTTAATGTTACTACTTACAATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 1 1 14 9 128 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC GAGAGTGGCGGAGAAAGTGT 39 9 8 20 135 20 59,825 59,681 47,000 35,500 0.493379 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT

ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 8 127 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC AGAGTGGCGGAGAAAGTGTG 39 8 8 20 134 20 59,825 59,966 47,000 38,200 0.208676 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT

ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 16 10 129 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC TGAGAGTGGCGGAGAAAGTG 39 10 8 20 136 20 59,825 59,682 47,000 31,600 0.493057 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT

ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 22 35 180 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC GGGTGAGAGTGGTGTAGAAAGT 39 35 8 20 163 22 59,825 59,367 47,000 26,600 2,808,098 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT

ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 22 32 177 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC TGAGAGTGGTGTAGAAAGTGGG 39 32 8 20 160 22 59,825 59,367 47,000 46,100 2,807,613 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT
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ST‐E00142:460:H2K7HCCXY:6:2117:22983:65951 1 67 40 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 22 32 177 CTCTTCCGAGACCTTGAGGcccccATCAATAAATATA CTCTTCCGAGACCTTGAGGC TGAGAGTGGTGTAGAAAGTGGG 39 32 8 20 160 22 59,825 59,367 47,000 46,100 2,807,613 F 196 AAACTTTCTCTTCCGAGACCTTGAGGcccccATCAATAAATATAATTTcacacacaAtctctcACActctctctctcacacacacacacacacacacacacacacaCTCTCACCCACACTTTCTCCGCCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCTACACCACTCTCAcccccACTTTCT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 92 257 CTGCGGATAGAGCGAATATCAAGCAAATTGACCAC CTGCGGATAGAGCGAATATCA AACTTGCAATTGCCGTGATT 94 92 1 21 257 20 57,506 57,182 21,500 25,700 6,312,175 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 91 255 GCGGATAGAGCGAATATCAAGCAAATTGACCACAAGCGGATAGAGCGAATATCAAGC AACTTGCAATTGCCGTGATT 91 92 3 22 257 20 59,399 57,182 40,100 25,700 5,418,997 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 23 185 aCGACATGAACTTCCCACCGCAAATACAACATCAAAACGACATGAACTTCCCACCG AACTTGCAATTGCCGTGATT 23 92 73 20 257 20 60,320 57,182 49,400 25,700 3,138,551 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 21 183 GACATGAACTTCCCACCGCAAATACAACATCAAATTGACATGAACTTCCCACCGCA AACTTGCAATTGCCGTGATT 21 92 75 20 257 20 60,605 57,182 56,900 25,700 3,423,450 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 20 182 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA AACTTGCAATTGCCGTGATT 20 92 76 20 257 20 60,179 57,182 48,500 25,700 2,997,134 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 20 190 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA CAACATTTAACTTGCAATTGCCGT 20 96 76 20 265 24 60,179 59,789 48,500 56,800 4,389,958 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 20 191 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA TCAACATTTAACTTGCAATTGCCG 20 97 76 20 266 24 60,179 59,553 48,500 56,900 4,626,058 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 12 104 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA TTGAAAGTGATGGCGTTATGGG 20 12 76 20 179 22 60,179 59,248 48,500 40,000 2,931,358 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 20 152 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA ACGTATGCTGGGAACTTCTTT 20 61 76 20 227 21 60,179 57,581 48,500 25,200 3,597,687 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 12 103 ACATGAACTTCCCACCGCAAATACAACATCAAATTA ACATGAACTTCCCACCGCAA TGAAAGTGATGGCGTTATGGG 20 12 76 20 178 21 60,179 58,635 48,500 40,000 2,543,636 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 12 104 GACATGAACTTCCCACCGCAAATACAACATCAAATTGACATGAACTTCCCACCGCA TGAAAGTGATGGCGTTATGGG 21 12 75 20 178 21 60,605 58,635 56,900 40,000 2,969,952 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 12 106 aCGACATGAACTTCCCACCGCAAATACAACATCAAAACGACATGAACTTCCCACCG TGAAAGTGATGGCGTTATGGG 23 12 73 20 178 21 60,320 58,635 49,400 40,000 2,685,053 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 23 191 aCGACATGAACTTCCCACCGCAAATACAACATCAAAACGACATGAACTTCCCACCG ACATTTAACTTGCAATTGCCGT 23 96 73 20 263 22 60,320 58,011 49,400 56,800 4,309,240 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 21 190 GACATGAACTTCCCACCGCAAATACAACATCAAATTGACATGAACTTCCCACCGCA AACATTTAACTTGCAATTGCCGTG 21 95 75 20 264 24 60,605 59,789 56,900 49,400 4,816,274 A 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 91 258 GCGGATAGAGCGAATATCAAGCAAATTGACCACAAGCGGATAGAGCGAATATCAAGC TTTAACTTGCAATTGCCGTGA 91 94 3 22 260 21 59,399 57,283 40,100 43,500 6,318,266 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 23 190 aCGACATGAACTTCCCACCGCAAATACAACATCAAAACGACATGAACTTCCCACCG CATTTAACTTGCAATTGCCGTGA 23 94 73 20 262 23 60,320 59,013 49,400 43,500 4,306,993 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2321:15637 1 116 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 23 191 aCGACATGAACTTCCCACCGCAAATACAACATCAAAACGACATGAACTTCCCACCG ACATTTAACTTGCAATTGCCGTG 23 95 73 20 263 23 60,320 59,260 49,400 49,400 4,060,742 F 274 CTGCGGATAGAGCGAATATCAAGCAAATTGACCACAACAAATATCAGGAGGAATGAACACAGaaaaaCaaaaaCGACATGAACTTCCCACCGCAAATACAACATCAAATTAACTGcacacacacacacacacacacacacacacaTACACGAATCTCCCCATAACGCCATCACTTTCAATCAGAAGTAATGAAGACATATTTTCCTAAAGAAGTTCCCAGCATACGTAAATTAAATTAATCACGGCAATTGCAAGTTAAATGTTGATTTCGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 3 38 190 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAAATTCTAAGACACAAGCTTATACAACAG ACATAAGCCCAAATGTAAAGCCA 38 72 1 27 190 23 57,844 58,907 31,600 47,500 13,248,986 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 37 190 TTCTAAGACACAAGCTTATACAACAGATGTCAAAATTTCTAAGACACAAGCTTATACAACAGA AACATAAGCCCAAATGTAAAGCCA 37 72 2 27 191 24 58,635 59,470 34,100 47,500 12,895,055 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 38 190 TTCTAAGACACAAGCTTATACAACAGATGTCAAAATTTCTAAGACACAAGCTTATACAACAG AACATAAGCCCAAATGTAAAGCCA 38 72 2 26 191 24 57,466 59,470 31,600 47,500 13,064,494 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 32 265 GACACAAGCTTATACAACAGATGTCAAAATGATGC GACACAAGCTTATACAACAGATGTCA GGGTGCATCTGGGAAATAGC 32 157 8 26 272 20 59,631 58,678 35,800 29,700 7,691,233 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 32 208 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA GCCCAAGTTTGTGTGCAAGT 32 101 9 25 216 20 58,770 59,824 35,800 31,600 6,406,003 F 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 32 264 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA GGGTGCATCTGGGAAATAGC 32 157 9 25 272 20 58,770 58,678 35,800 29,700 7,552,914 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 32 264 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA GGGTGCATCTGGGAAATAGCA 32 156 9 25 272 21 58,770 60,410 35,800 34,900 7,640,555 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 22 132 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA ACAGTCTTTCAGCTCCAAGAAGT 32 22 9 25 140 23 58,770 59,864 35,800 30,100 9,366,002 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 22 133 GACACAAGCTTATACAACAGATGTCAAAATGATGC GACACAAGCTTATACAACAGATGTCA ACAGTCTTTCAGCTCCAAGAAGT 32 22 8 26 140 23 59,631 59,864 35,800 30,100 9,504,321 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 22 134 AGACACAAGCTTATACAACAGATGTCAAAATGATG AGACACAAGCTTATACAACAGATGT ACAGTCTTTCAGCTCCAAGAAGT 34 22 7 25 140 23 58,532 59,864 30,600 30,100 9,603,207 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 32 209 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA TGCCCAAGTTTGTGTGCAAG 32 102 9 25 217 20 58,770 59,825 35,800 40,100 6,405,774 F 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 32 210 GACACAAGCTTATACAACAGATGTCAAAATGATGC GACACAAGCTTATACAACAGATGTCA TGCCCAAGTTTGTGTGCAAG 32 102 8 26 217 20 59,631 59,825 35,800 40,100 6,544,093 F 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 31 140 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA GGGATGAAACAGTCTTTCAGCT 32 31 9 25 148 22 58,770 58,584 35,800 42,400 9,646,628 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 31 141 GACACAAGCTTATACAACAGATGTCAAAATGATGC GACACAAGCTTATACAACAGATGTCA GGGATGAAACAGTCTTTCAGCT 32 31 8 26 148 22 59,631 58,584 35,800 42,400 9,784,946 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:2361:63841 1 66 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 9 30 140 ACACAAGCTTATACAACAGATGTCAAAATGATGCAAACACAAGCTTATACAACAGATGTCA GGGATGAAACAGTCTTTCAGCTC 32 30 9 25 148 23 58,770 59,562 35,800 40,900 9,668,906 B 273 ATTCTAAGACACAAGCTTATACAACAGATGTCAAAATGATGCAAAATAATGGTGGGTAATGTGGTacacacacacacacacacacacacacacacTCTAgtgtgtTGAGACTTTCAGACTTCTTGGAGCTGAAAGACTGTTTCATCCCCGATAAAGGAATCAGAATATGGCTTTACATTTGGGCTTATGTTAATTAACTTGcacacaAACTTGGGCAAAATCTCACCTTCGCTGGAAGAGCATATTTTGAGTGCTATTTCCCAGATGCACCCG

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 6 14 138 CTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacaCTCGAGGGCGTCTGATTGAC CGCAGCCCTTCCGATTGG 14 56 46 20 183 18 60,527 61,205 31,800 31,600 3,731,351 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 12 136 CGAGGGCGTCTGATTGACAAGCTTCTcccccccacaca CGAGGGCGTCTGATTGACAA CGCAGCCCTTCCGATTGG 12 56 48 20 183 18 60,390 61,205 31,800 31,600 3,594,644 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 133 GGGCGTCTGATTGACAAGCTTCTcccccccacacacacaGGGCGTCTGATTGACAAGCT CGCAGCCCTTCCGATTGG 9 56 51 20 183 18 60,675 61,205 37,400 31,600 3,879,722 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Aug‐75 54 195 TTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCG TTCATCGCGGTTGGTCGG GGATGAATGGAGGGCGTGG 54 74 8 18 202 19 60,433 60,527 47,900 49,400 3,960,407 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Aug‐75 54 196 GTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGC GTTCATCGCGGTTGGTCGG GGATGAATGGAGGGCGTGG 54 74 7 19 202 19 61,737 60,527 47,900 49,400 4,263,598 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Aug‐75 14 157 CTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacaCTCGAGGGCGTCTGATTGAC GGATGAATGGAGGGCGTGG 14 74 46 20 202 19 60,527 60,527 31,800 49,400 2,053,441 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Aug‐75 12 155 CGAGGGCGTCTGATTGACAAGCTTCTcccccccacaca CGAGGGCGTCTGATTGACAA GGATGAATGGAGGGCGTGG 12 74 48 20 202 19 60,390 60,527 31,800 49,400 1,916,734 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Sep‐75 54 196 TTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCG TTCATCGCGGTTGGTCGG GGGATGAATGGAGGGCGTG 54 75 8 18 203 19 60,433 60,527 47,900 53,400 3,960,407 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:25702:1502 1 80 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Sep‐75 12 156 CGAGGGCGTCTGATTGACAAGCTTCTcccccccacaca CGAGGGCGTCTGATTGACAA GGGATGAATGGAGGGCGTG 12 75 48 20 203 19 60,390 60,527 31,800 53,400 1,916,734 F 262 NCCTCCGTTCATCGCGGTTGGTCGGCCTCGCCGCGGTGGGCGGGGCTCGAGGGCGTCTGATTGACAAGCTTCTcccccccacacacacacacacacacacacacacacaCGCTCCCGGGTTGACGCCCGTCCCGGAGACGGCAGCCTGACGGACGTCCGCCTCCGCCAATCGGAAGGGCTGCGCCACGCCCTCCATTCATCCCCATTGGCCGCTCGCCGTCCGAgggggCGGCTCCCGCTCTGAGCCCCGCCCTCCTGCCTN

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 8 3 90 TTTGCCAACAAGCTGAAGAACATTATTGGgagagaG TTTGCCAACAAGCTGAAGAACA CTCGCTGTTTCTGTCTGCCT 7 3 78 22 167 20 59,505 60,320 31,800 47,500 2,815,516 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 3 141 ATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTAC ATGCCAGGAATTTGAAGTAATAACT CTCGCTGTTTCTGTCTGCCT 55 3 27 25 167 20 57,039 60,320 22,400 47,500 8,281,572 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 2 140 ATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTAC ATGCCAGGAATTTGAAGTAATAACT TCGCTGTTTCTGTCTGCCTC 55 2 27 25 166 20 57,039 60,320 22,400 47,000 8,281,225 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 4 90 TTGCCAACAAGCTGAAGAACATTATTGGgagagaGT TTGCCAACAAGCTGAAGAACA TCTCGCTGTTTCTGTCTGCC 7 4 79 21 168 20 58,901 60,320 31,800 48,500 2,418,514 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 4 91 TTTGCCAACAAGCTGAAGAACATTATTGGgagagaG TTTGCCAACAAGCTGAAGAACA TCTCGCTGTTTCTGTCTGCC 7 4 78 22 168 20 59,505 60,320 31,800 48,500 2,815,169 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 38 15 1.5 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 4 142 ATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTAC ATGCCAGGAATTTGAAGTAATAACT TCTCGCTGTTTCTGTCTGCC 55 4 27 25 168 20 57,039 60,320 22,400 48,500 8,281,225 B 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 4 5 210 TGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTGCCAGGAATTTGAAGTAATAACTTTC ATCATTGTTGATTGGTCCTTTAGACG 52 5 28 27 237 26 58,696 59,906 26,200 41,800 14,397,924 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 5 210 TGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTGCCAGGAATTTGAAGTAATAACTTT ATCATTGTTGATTGGTCCTTTAGACG 53 5 28 26 237 26 57,811 59,906 26,600 41,800 14,283,167 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 5 211 ATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTAC ATGCCAGGAATTTGAAGTAATAACT ATCATTGTTGATTGGTCCTTTAGACG 55 5 27 25 237 26 57,039 59,906 22,400 41,800 14,055,373 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 5 158 TGCCAACAAGCTGAAGAACATTATTGGgagagaGTg TGCCAACAAGCTGAAGAACAT ATCATTGTTGATTGGTCCTTTAGACG 6 5 80 21 237 26 58,690 59,906 27,100 41,800 8,403,661 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 5 159 TTGCCAACAAGCTGAAGAACATTATTGGgagagaGT TTGCCAACAAGCTGAAGAACA ATCATTGTTGATTGGTCCTTTAGACG 7 5 79 21 237 26 58,901 59,906 31,800 41,800 8,192,662 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:26332:17957 1 107 100 15 2 AG GAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 5 158 TGCCAACAAGCTGAAGAACATTATTGGgagagaGTg TGCCAACAAGCTGAAGAACA ATCATTGTTGATTGGTCCTTTAGACG 7 5 80 20 237 26 58,239 59,906 31,800 41,800 7,855,497 D 245 CTGTTAGTAGTCTCAAAAGGGACAAAATGCCAGGAATTTGAAGTAATAACTTTCTGTTTTACTTTCTATTCAATTGATTTGCCAACAAGCTGAAGAACATTATTGGgagagaGTgagagagagagagagagagagagagagagaCAGAGGCAGACAGAAACAGCGAGAGGATgagagagaAAAACAGTgagagagagagagagagaTCCTCCGTCTAAAGGACCAATCAACAATGATTTGTCAAG

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 33 190 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT TCTGAGGCTGCAGCTTCTTC 33 87 16 20 205 20 58,175 60,037 44,000 28,700 1,861,667 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 33 203 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT CTGTTACTGGCCGTCTGAGG 33 100 16 20 218 20 58,175 60,109 44,000 38,600 1,933,705 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 33 212 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT AGAACCTGCCTGTTACTGGC 33 109 16 20 227 20 58,175 59,963 44,000 48,500 1,861,965 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 33 240 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT TCAGCCAGGCAAACATTCAC 33 137 16 20 255 20 58,175 59,039 44,000 31,800 2,786,109 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 33 241 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT TTCAGCCAGGCAAACATTCAC 33 137 16 20 256 21 58,175 59,659 44,000 31,800 3,165,979 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 28 131 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT AGTGCCCACTACACTCAACC 33 28 16 20 146 20 58,175 59,603 44,000 37,700 2,221,901 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 117 TCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCTCAATCATTGCGGAAGTGCT TCAACCCTACAATCGCACCC 33 14 16 20 132 20 58,175 60,036 44,000 46,100 1,860,910 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 101 AAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgt AAGTGCAGCAGCTAACCAAA AGTGCCCACTACACTCAACC 3 28 46 20 146 20 58,309 59,603 32,800 37,700 2,088,007 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 160 AAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgt AAGTGCAGCAGCTAACCAAA TCTGAGGCTGCAGCTTCTTC 3 87 46 20 205 20 58,309 60,037 32,800 28,700 1,727,773 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 173 AAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgt AAGTGCAGCAGCTAACCAAA CTGTTACTGGCCGTCTGAGG 3 100 46 20 218 20 58,309 60,109 32,800 38,600 1,799,811 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 182 AAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgt AAGTGCAGCAGCTAACCAAA AGAACCTGCCTGTTACTGGC 3 109 46 20 227 20 58,309 59,963 32,800 48,500 1,728,071 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3224:60870 1 69 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 33 240 ATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGATCAATCATTGCGGAAGTGCT CAGCCAGGCAAACATTCACA 33 136 15 21 254 20 58,628 59,325 44,000 35,800 3,047,348 F 258 TAGTTCATTCGTTTATCAATCATTGCGGAAGTGCTAAACTGATTTAAGTGCAGCAGCTAACCAAAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGGGGTgggggggggTGCGATTGTAGGGTTGAGTGTAGTGGGCACTTTATGTTTCAAGCAGTGGAACCAAAGTGGAGGAACACCTGAAGAAGCTGCAGCCTCAGACGGCCAGTAACAGGCAGGTTCTCAGATTCTGTGAATGTTTGCCTGGCTGAATC

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 1 1 4 23 180 CCCACAGATAGCAAGGGTGACTACTTATCATGCAAACCCACAGATAGCAAGGGTGA ACCATTAGCATGTATTACTCCAGTCT 65 23 97 20 276 26 59,088 59,672 40,200 32,400 7,239,395 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 4 6 128 GGGCTAAATAGTTATTTGTGTTACAGGAGTATCaga GGGCTAAATAGTTATTTGTGTTACAGG ACCATTAGCATGTATTACTCCAGTCT 6 23 149 27 276 26 58,597 59,672 40,000 32,400 14,730,861 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 27 182 CCCACAGATAGCAAGGGTGACTACTTATCATGCAAACCCACAGATAGCAAGGGTGA TGACCATTAGCATGTATTACTCCA 65 27 97 20 278 24 59,088 57,507 40,200 38,600 7,404,959 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 25 182 CCCACAGATAGCAAGGGTGACTACTTATCATGCAAACCCACAGATAGCAAGGGTGA TGACCATTAGCATGTATTACTCCAGT 65 25 97 20 278 26 59,088 59,900 40,200 40,000 7,011,470 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 25 217 AATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGC AATTGGTGTCCAGGCCAACA TGACCATTAGCATGTATTACTCCAGT 100 25 62 20 278 26 60,106 59,900 33,300 40,000 6,205,461 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 25 218 CAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTG CAATTGGTGTCCAGGCCAAC TGACCATTAGCATGTATTACTCCAGT 101 25 61 20 278 26 59,682 59,900 37,700 40,000 6,417,821 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 25 274 ACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAG ACATGTGTACGGCTTGGTGA TGACCATTAGCATGTATTACTCCAGT 157 25 5 20 278 26 59,605 59,900 40,200 40,000 6,494,639 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 23 215 AATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGC AATTGGTGTCCAGGCCAACA ACCATTAGCATGTATTACTCCAGTCT 100 23 62 20 276 26 60,106 59,672 33,300 32,400 6,433,386 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 6 130 GGGCTAAATAGTTATTTGTGTTACAGGAGTATCaga GGGCTAAATAGTTATTTGTGTTACAGG TGACCATTAGCATGTATTACTCCA 6 27 149 27 278 24 58,597 57,507 40,000 38,600 14,896,425 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 6 130 GGGCTAAATAGTTATTTGTGTTACAGGAGTATCaga GGGCTAAATAGTTATTTGTGTTACAGG TGACCATTAGCATGTATTACTCCAGT 6 25 149 27 278 26 58,597 59,900 40,000 40,000 14,502,937 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 8 25 270 GTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTC GTGTACGGCTTGGTGACTGT TGACCATTAGCATGTATTACTCCAGT 153 25 9 20 278 26 60,250 59,900 35,500 40,000 6,349,442 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:3498:14898 1 182 46 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 8 25 271 TGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTT TGTGTACGGCTTGGTGACTG TGACCATTAGCATGTATTACTCCAGT 154 25 8 20 278 26 60,250 59,900 35,100 40,000 6,349,400 D 290 GCGTACATGTGTACGGCTTGGTGACTGTTGTCAAGTGAGGTTCTTCAAATATGCAAGCAGCAATTGGTGTCCAGGCCAACAGTGTTCGAATAGTGCCCCACAGATAGCAAGGGTGACTACTTATCATGCAAATAATGTGTTAATATAAGGGCTAAATAGTTATTTGTGTTACAGGAGTATCagagagagagagagagagagagagagagagTGTGTAtgtgtgtgtgTCTGTTATTGTGTTCAAAGTTATAGACTGGAGTAATACATGCTAATGGTCATTTTAATCTATT

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 5 147 AACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtg AACATAGAATTCAGCCCGACT ACCCACTTACCTGTTACCACA 5 70 28 21 174 21 57,086 58,589 41,800 41,700 6,325,002 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 149 GAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgt GAAACATAGAATTCAGCCCGACT ACCCACTTACCTGTTACCACA 5 70 26 23 174 21 58,808 58,589 41,800 41,700 6,602,892 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 150 AGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgAGAAACATAGAATTCAGCCCGACT ACCCACTTACCTGTTACCACA 5 70 25 24 174 21 60,081 58,589 41,800 41,700 6,491,438 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 209 AACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtg AACATAGAATTCAGCCCGACT GGCGAGGGCAGGGTCAAA 5 135 28 21 236 18 57,086 62,345 41,800 26,900 8,259,291 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 211 GAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgt GAAACATAGAATTCAGCCCGACT GGCGAGGGCAGGGTCAAA 5 135 26 23 236 18 58,808 62,345 41,800 26,900 8,537,181 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 212 AGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgAGAAACATAGAATTCAGCCCGACT GGCGAGGGCAGGGTCAAA 5 135 25 24 236 18 60,081 62,345 41,800 26,900 8,425,728 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 111 AACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtg AACATAGAATTCAGCCCGACT TAGAGGCTTTGGAGGGAGGA 5 35 28 21 138 20 57,086 59,283 41,800 37,100 4,631,018 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 110 AACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtg AACATAGAATTCAGCCCGACT AGAGGCTTTGGAGGGAGGAG 5 34 28 21 137 20 57,086 60,620 41,800 36,900 4,534,547 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:7841:59270 1 54 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 113 AGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgAGAAACATAGAATTCAGCCCGACT AGAGGCTTTGGAGGGAGGAG 5 34 25 24 137 20 60,081 60,620 41,800 36,900 4,700,984 F 242 GATATACACTGAAAATTCAGCAGAAGAAACATAGAATTCAGCCCGACTGGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTCCCAATCCACCTTcccccTcccccccACCCCTCCTCCCTCCAAAGCCTCTAACCTCAACTACAGCTTGTGGTAACAGGTAAGTGGGTAAAGACGTTTCTCCTGAACTTGTTACAAGATTTATTGCCCAGtttttGACCCTGCCCTCGCCCCACCC

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 4 49 233 ATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCT ATGCAGCTCCAGTCCTATGC TGGACAGGAAATTGGAACTGA 113 49 5 20 237 21 59,892 57,126 31,400 34,100 3,982,590 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 49 208 TAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAATAGTTGGCTCTGAAGTGGCC TGGACAGGAAATTGGAACTGA 88 49 30 20 237 21 59,675 57,126 53,600 34,100 4,199,326 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 1 116 CGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAA CGCTACAAGAAGGACCACCA GTGGTGGTGGGTGGTGTAAA 45 1 73 20 188 20 59,680 60,107 41,700 20,100 0.426993 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 1 118 AGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGC AGCGCTACAAGAAGGACCAC GTGGTGGTGGGTGGTGTAAA 47 1 71 20 188 20 60,037 60,107 41,600 20,100 0.143852 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 1 159 TAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAATAGTTGGCTCTGAAGTGGCC GTGGTGGTGGGTGGTGTAAA 88 1 30 20 188 20 59,675 60,107 53,600 20,100 0.431562 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 1 184 ATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCT ATGCAGCTCCAGTCCTATGC GTGGTGGTGGGTGGTGTAAA 113 1 5 20 188 20 59,892 60,107 31,400 20,100 0.214827 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 7 1 132 TGCATGAAACCACTAGCGCTACAAGAAGGaccacca TGCATGAAACCACTAGCGCT GTGGTGGTGGGTGGTGTAAA 61 1 57 20 188 20 60,322 60,107 59,200 20,100 0.428183 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 49 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGG CTTCATGCAGCTCCAGTCCT TGGACAGGAAATTGGAACTGA 117 49 1 20 237 21 59,748 57,126 38,500 34,100 4,126,862 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2117:8410:13668 1 138 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 1 188 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGG CTTCATGCAGCTCCAGTCCT GTGGTGGTGGGTGGTGTAAA 117 1 1 20 188 20 59,748 60,107 38,500 20,100 0.359098 F 237 CTTCATGCAGCTCCAGTCCTATGCCAACTTAGTTGGCTCTGAAGTGGCCACTTCATTGCATGAAACCACTAGCGCTACAAGAAGGaccaccaccATTTTCTCAGGGCAACAGAAATGGGCAACAAATGCAAGCCCTGacacacacacacacacacacacacacacacATTTACACCACccaccaccaCCCAccccccAGAATTATTTAtttttAAATCAGTTCCAATTTCCTGTCCA

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 1 1 2 47 220 TCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTG TCCCAACCCTCTACATCTCA TGAAATCACTTTAGTCTGCCTCAA 76 47 59 20 278 24 57,059 58,380 32,700 30,200 8,560,720 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 2 47 246 AAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCAAAGCGACTCCTACAAATATTACTTT TGAAATCACTTTAGTCTGCCTCAA 96 47 33 26 278 24 57,212 58,380 26,600 30,200 14,408,531 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 2 13 183 TCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTG TCCCAACCCTCTACATCTCA GTCCAACATTTGACACAAGCA 76 13 59 20 241 21 57,059 57,565 32,700 39,100 6,375,620 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 2 13 184 TCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTG TCCCAACCCTCTACATCTCA AGTCCAACATTTGACACAAGCA 76 13 59 20 242 22 57,059 58,977 32,700 39,100 5,963,633 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 48 220 TCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTG TCCCAACCCTCTACATCTCA TGAAATCACTTTAGTCTGCCTCA 76 48 59 20 278 23 57,059 57,772 32,700 38,600 8,168,083 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 48 221 TTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGTTCCCAACCCTCTACATCTCA TGAAATCACTTTAGTCTGCCTCA 76 48 58 21 278 23 57,801 57,772 32,700 38,600 8,427,011 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 48 246 AAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCAAAGCGACTCCTACAAATATTACTTT TGAAATCACTTTAGTCTGCCTCA 96 48 33 26 278 23 57,212 57,772 26,600 38,600 14,015,893 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 48 247 AAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCAAAGCGACTCCTACAAATATTACTTT TTGAAATCACTTTAGTCTGCCTCA 96 48 33 26 279 24 57,212 58,380 26,600 38,600 14,408,531 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 13 185 TTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGTTCCCAACCCTCTACATCTCA AGTCCAACATTTGACACAAGCA 76 13 58 21 242 22 57,801 58,977 32,700 39,100 6,222,561 F 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 10 119 CCAGAGGCATAGTCAAACAAGCAATGAGATAGata CCAGAGGCATAGTCAAACAAGC GTCCAACATTTGACACAAGCA 10 13 123 22 241 21 59,579 57,565 40,100 39,100 5,856,529 B 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 10 120 CCAGAGGCATAGTCAAACAAGCAATGAGATAGata CCAGAGGCATAGTCAAACAAGC AGTCCAACATTTGACACAAGCA 10 13 123 22 242 22 59,579 58,977 40,100 39,100 5,444,543 B 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:10155:68447 1 155 53 15 1.5 AT ATATATGTGTGTGTATATATATGATATATATATATATNA 0 0 3 10 121 CCAGAGGCATAGTCAAACAAGCAATGAGATAGata CCAGAGGCATAGTCAAACAAGC AAGTCCAACATTTGACACAAGCA 10 13 123 22 243 23 59,579 59,553 40,100 39,100 5,868,296 B 287 CCTTAGGATATTCTCTGTGTTAAAGatatatAAAAGCGACTCCTACAAATATTACTTTTCCCAACCCTCTACATCTCATTtctctcCTTACTTTCTGCTCAAttttttttttGATTTTATTGCCAGAGGCATAGTCAAACAAGCAATGAGATAGatatatgtgtgtgtatatatatGatatatatatatatatatatatatatatatAGTTATGAAGATATGCTTGTGTCAAATGTTGGACTTTTaaaaaGATTTTGAGGCAGACTAAAGTGATTTCAAGTCTACAG

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 64 80 15 3 AG TCTCTCTCTCACTCTCTCTCCCTCGCTCTCTCTCTCTC NA 1 1 15 0 118 CGctctctCCATCGCACTGtctctctctcActctctctCCCTCGCGCTCTCTCCATCGCACTG AGTCCAAGGGAGAGAGCGT 0 0 45 19 162 19 60,588 59,922 36,600 50,700 2,666,028 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 64 80 15 3 AG TCTCTCTCTCACTCTCTCTCCCTCGCTCTCTCTCTCTC NA 0 0 15 0 119 CGctctctCCATCGCACTGtctctctctcActctctctCCCTCGCGCTCTCTCCATCGCACTG CAGTCCAAGGGAGAGAGCGT 0 0 45 19 163 20 60,588 61,254 36,600 50,700 2,842,687 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 64 80 15 3 AG TCTCTCTCTCACTCTCTCTCCCTCGCTCTCTCTCTCTC NA 0 0 15 0 120 CGctctctCCATCGCACTGtctctctctcActctctctCCCTCGCGCTCTCTCCATCGCACTG ACAGTCCAAGGGAGAGAGCG 0 1 45 19 164 20 60,588 61,254 36,600 50,300 2,842,687 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 33 111 15 4 AG CTCTCTCTCTCGCGCTCTCTCCATCGCACTGTCTCTC NA 0 1 14 1 154 TTCACTCTCCCTCGCACTCTCActctctctctCGCGctctc TTCACTCTCCCTCGCACTCT ACAGTCCAAGGGAGAGAGCG 2 1 11 20 164 20 60,251 61,254 32,400 50,300 1,505,669 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 33 111 15 4 AG CTCTCTCTCTCGCGCTCTCTCCATCGCACTGTCTCTC NA 0 0 14 0 152 TTCACTCTCCCTCGCACTCTCActctctctctCGCGctctc TTCACTCTCCCTCGCACTCT AGTCCAAGGGAGAGAGCGT 2 0 11 20 162 19 60,251 59,922 32,400 50,700 1,329,010 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12510:22177 1 33 111 15 4 AG CTCTCTCTCTCGCGCTCTCTCCATCGCACTGTCTCTC NA 0 0 14 0 153 TTCACTCTCCCTCGCACTCTCActctctctctCGCGctctc TTCACTCTCCCTCGCACTCT CAGTCCAAGGGAGAGAGCGT 2 0 11 20 163 20 60,251 61,254 32,400 50,700 1,505,669 G 164 CACTGTCTCTTTCACTCTCCCTCGCACTCTCActctctctctCGCGctctctCCATCGCACTGtctctctctcActctctctCCCTCGctctctctctctctctctctctctctctctCCCTCGCACTGtctctctctctctcACGctctctCCCTTGGACTGT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 1 1 6 0 168 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA AGACACGTTCAGCCCTGTTT 0 88 7 22 174 20 57,422 59,820 37,100 28,300 4,758,240 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 169 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA AAGACACGTTCAGCCCTGTT 0 89 7 22 175 20 57,422 59,820 37,100 31,600 4,758,240 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 170 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA AAAGACACGTTCAGCCCTGT 0 90 7 22 176 20 57,422 59,820 37,100 40,000 4,758,240 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 207 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA TCCGTGAGTGCTTAACCGTT 0 127 7 22 213 20 57,422 59,610 37,100 44,400 4,967,958 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 208 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA TTCCGTGAGTGCTTAACCGT 0 128 7 22 214 20 57,422 59,610 37,100 48,300 4,967,958 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 214 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA TGCCAATTCCGTGAGTGCTT 0 134 7 22 220 20 57,422 60,537 37,100 39,100 5,114,977 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 258 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA TCTCCTCTTGACCGCAACAG 0 178 7 22 264 20 57,422 59,682 37,100 31,600 4,896,275 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 259 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA CTCTCCTCTTGACCGCAACA 0 179 7 22 265 20 57,422 59,682 37,100 33,300 4,896,275 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:12773:40952 1 29 38 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 0 260 TCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtg TCTGTGTATGTGTGAACTTCGA CCTCTCCTCTTGACCGCAAC 0 180 7 22 266 20 57,422 60,390 37,100 41,700 4,968,306 F 285 CTGTAATCTGTGTAtgtgtgAACTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtGCGTGCAAGTAATGTAtttttATTATTTTACTTATACCTGTTTAAGTACAATaaaaaCTATCtttttGTCTCTTTCGAATGCGCAAGAAAACAGGGCTGAACGTGTCTTTTATGGTCATAGCACGTAAACGGTTAAGCACTCACGGAATTGGCACATACCCGttttttttaaaaaaaCCTGTTGCGGTCAAGAGGAGAGGGAAAGAAGGGGAGGCATTT

ST‐E00142:460:H2K7HCCXY:6:2118:1428:37155 1 89 45 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 1 1 Feb‐75 0 96 TCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgt TCTGTGCATTCCATGTGACA TCCAGGCCAGCTGTTCATAA 0 11 69 20 164 20 57,435 59,009 35,800 19,000 3,556,192 B 219 NTGAAATATAACCAAAATACAATATTTTCCATAATATTATTGGATAtttttGTTGTATAATAGTGGAATCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgACTTTATGGAATTATGAACAGCTGGCCTGGAGGCATAGGTATaaaaaaCaaaaaGCAAGTTTTGAAATGCTAAATAAGTTAAATGN

ST‐E00142:460:H2K7HCCXY:6:2118:1428:37155 1 89 45 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 Feb‐75 0 97 TCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgt TCTGTGCATTCCATGTGACA CTCCAGGCCAGCTGTTCATA 0 12 69 20 165 20 57,435 59,457 35,800 21,500 3,108,323 B 219 NTGAAATATAACCAAAATACAATATTTTCCATAATATTATTGGATAtttttGTTGTATAATAGTGGAATCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgACTTTATGGAATTATGAACAGCTGGCCTGGAGGCATAGGTATaaaaaaCaaaaaGCAAGTTTTGAAATGCTAAATAAGTTAAATGN

ST‐E00142:460:H2K7HCCXY:6:2118:1428:37155 1 89 45 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 Feb‐75 0 98 ATCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgATCTGTGCATTCCATGTGACA CTCCAGGCCAGCTGTTCATA 0 12 68 21 165 20 57,924 59,457 35,800 21,500 3,619,356 B 219 NTGAAATATAACCAAAATACAATATTTTCCATAATATTATTGGATAtttttGTTGTATAATAGTGGAATCTGTGCATTCCATGTGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgACTTTATGGAATTATGAACAGCTGGCCTGGAGGCATAGGTATaaaaaaCaaaaaGCAAGTTTTGAAATGCTAAATAAGTTAAATGN

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 5 135 CCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCAATGGTGAGAGCGGCTAG ACAGATGCAACACTGATGTACAT 57 5 59 20 193 23 60,532 58,417 34,200 22,900 5,114,400 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 190 ACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCACCTTCAGCAGTCCAGGCAG TAAACAGATGCAACACTGATGTAC 109 7 7 20 196 24 62,122 57,519 48,500 29,000 8,602,516 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 135 CCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCAATGGTGAGAGCGGCTAG ACAGATGCAACACTGATGTACA 57 6 59 20 193 22 60,532 57,993 34,200 29,000 4,538,311 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 164 TGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGGTCCACATCGCACATT ACAGATGCAACACTGATGTACA 86 6 30 20 193 22 59,675 57,993 27,100 29,000 4,331,394 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 165 TTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGTTGAGGTCCACATCGCACAT ACAGATGCAACACTGATGTACA 87 6 29 20 193 22 59,675 57,993 32,100 29,000 4,331,394 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 166 ATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATATTGAGGTCCACATCGCACA ACAGATGCAACACTGATGTACA 88 6 28 20 193 22 59,675 57,993 45,700 29,000 4,331,394 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 190 ACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCACCTTCAGCAGTCCAGGCAG TAAACAGATGCAACACTGATGTACA 109 6 7 20 196 25 62,122 59,005 48,500 29,000 8,116,660 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 136 CCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCAATGGTGAGAGCGGCTAG AACAGATGCAACACTGATGTACA 57 6 59 20 194 23 60,532 58,612 34,200 29,000 4,920,017 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 190 ccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACACCACCTTCAGCAGTCCAGG AACAGATGCAACACTGATGTACA 112 6 5 19 194 23 60,003 58,612 44,500 29,000 5,391,354 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 190 ACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCACCTTCAGCAGTCCAGGCA TAAACAGATGCAACACTGATGTACA 110 6 7 19 196 25 61,149 59,005 47,500 29,000 8,144,051 B 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 190 cccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCAC CCCACCTTCAGCAGTCCAG ACAGATGCAACACTGATGTACA 113 6 4 19 193 22 60,003 57,993 38,600 29,000 5,009,648 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 191 cccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCAC CCCACCTTCAGCAGTCCAG AACAGATGCAACACTGATGTACA 113 6 4 19 194 23 60,003 58,612 38,600 29,000 5,391,354 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 111 GCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTGCAGCAGGTTACCTCTGTGT ACAGATGCAACACTGATGTACA 33 6 83 20 193 22 59,965 57,993 37,200 29,000 4,042,237 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 6 98 TCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAA TCTGTGTGTGTCTGCCTGAC ACAGATGCAACACTGATGTACA 20 6 96 20 193 22 59,895 57,993 35,100 29,000 4,111,635 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 6 90 tgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtTGTCTGCCTGACTGTGTGTC ACAGATGCAACACTGATGTACA 12 6 104 20 193 22 59,895 57,993 36,700 29,000 4,111,635 F 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 1 12 17 243 ccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACACCACCTTCAGCAGTCCAGG ACACAGACACAAACACAAAGGC 112 17 5 19 247 22 60,003 60,095 44,500 43,500 3,097,620 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 15 241 ccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACACCACCTTCAGCAGTCCAGG ACAGACACAAACACAAAGGCAC 112 15 5 19 245 22 60,003 60,095 44,500 50,100 3,097,620 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 6 127 TGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgt TGCCTGACTGTGTGTCTGTC CACAAAGGCACACAGACACA 8 6 108 20 234 20 59,895 58,906 35,100 37,200 1,198,827 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 6 152 GCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTGCAGCAGGTTACCTCTGTGT CACAAAGGCACACAGACACA 33 6 83 20 234 20 59,965 58,906 37,200 37,200 1,129,429 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 6 205 TGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGGTCCACATCGCACATT CACAAAGGCACACAGACACA 86 6 30 20 234 20 59,675 58,906 27,100 37,200 1,418,586 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 5 151 GCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTGCAGCAGGTTACCTCTGTGT ACAAAGGCACACAGACACAC 33 5 83 20 233 20 59,965 58,905 37,200 38,200 1,130,243 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 4 125 TGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgt TGCCTGACTGTGTGTCTGTC CAAAGGCACACAGACACACA 8 4 108 20 232 20 59,895 58,906 35,100 37,200 1,198,827 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 4 150 GCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTGCAGCAGGTTACCTCTGTGT CAAAGGCACACAGACACACA 33 4 83 20 232 20 59,965 58,906 37,200 37,200 1,129,429 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 4 203 TGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGGTCCACATCGCACATT CAAAGGCACACAGACACACA 86 4 30 20 232 20 59,675 58,906 27,100 37,200 1,418,586 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 12 4 204 TTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGTTGAGGTCCACATCGCACAT CAAAGGCACACAGACACACA 87 4 29 20 232 20 59,675 58,906 32,100 37,200 1,418,586 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 14 13 240 cccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCAC CCCACCTTCAGCAGTCCAG AGACACAAACACAAAGGCACAC 113 13 4 19 243 22 60,003 60,095 38,600 38,200 3,097,620 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:17655:18045 1 136 73 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGAANA 0 0 14 4 129 tgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtTGTCTGCCTGACTGTGTGTC CAAAGGCACACAGACACACA 12 4 104 20 232 20 59,895 58,906 36,700 37,200 1,198,827 G 249 ccccccACCTTCAGCAGTCCAGGCAGCATTGAGGTCCACATCGCACATTCCCAGCCGCCCAATGGTGAGAGCGGCTAGCTAGGCAGCAGGTTACCTCtgtgtgtgTCTGCCTGACtgtgtgTCTGTCTGACTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAATGTACATCAGTGTTGCATCTGTTTAtgtgtgtgtgtgTATAtgtgtgTCtgtgtgCCTTTGTGTTTGTGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2118:1915:42253 1 38 36 15 1.5 AG ACACACAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 10 4 91 agCTGTGAATCCAGACTGACACAGGacacacagagagaAGCTGTGAATCCAGACTGACA TGTTTGTCCTGTTCCTTTCTCG 4 8 13 21 103 22 59,026 58,797 35,800 40,400 5,176,421 F 112 AGAGATagagagagCTGTGAATCCAGACTGACACAGGacacacagagagagagagagagagagagagagagagCTGTGTATCGAGAAAGGAACAGGACAAACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2118:1915:42253 1 38 36 15 1.5 AG ACACACAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 4 91 agCTGTGAATCCAGACTGACACAGGacacacagagagaAGCTGTGAATCCAGACTGACA TGTTTGTCCTGTTCCTTTCTCGA 4 7 13 21 103 23 59,026 60,119 35,800 40,400 5,092,070 F 112 AGAGATagagagagCTGTGAATCCAGACTGACACAGGacacacagagagagagagagagagagagagagagagCTGTGTATCGAGAAAGGAACAGGACAAACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2118:1915:42253 1 38 36 15 1.5 AG ACACACAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 4 92 gagCTGTGAATCCAGACTGACACAGGacacacagagagGAGCTGTGAATCCAGACTGACA TGTTTGTCCTGTTCCTTTCTCGA 4 7 12 22 103 23 60,029 60,119 35,800 40,400 5,147,213 F 112 AGAGATagagagagCTGTGAATCCAGACTGACACAGGacacacagagagagagagagagagagagagagagagCTGTGTATCGAGAAAGGAACAGGACAAACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 1 1 10 8 119 AATACCTGCACGCACATGGACGTGCGTGcacacacac AATACCTGCACGCACATGGA TCATTTCCATGCTTGTGTGTC 8 8 45 20 163 21 60,036 57,079 34,100 36,700 3,956,653 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 0 0 10 8 163 CGTGCATGCACATAGACAGTAAAAGACTCGATACC CGTGCATGCACATAGACAGT TCATTTCCATGCTTGTGTGTC 52 8 1 20 163 21 58,637 57,079 35,500 36,700 5,283,887 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 0 0 10 7 119 AATACCTGCACGCACATGGACGTGCGTGcacacacac AATACCTGCACGCACATGGA TCATTTCCATGCTTGTGTGTCT 8 7 45 20 163 22 60,036 58,511 34,100 34,100 3,524,889 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 0 0 10 7 163 CGTGCATGCACATAGACAGTAAAAGACTCGATACC CGTGCATGCACATAGACAGT TCATTTCCATGCTTGTGTGTCT 52 7 1 20 163 22 58,637 58,511 35,500 34,100 4,852,122 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 0 0 10 3 114 AATACCTGCACGCACATGGACGTGCGTGcacacacac AATACCTGCACGCACATGGA TCCATGCTTGTGTGTCTATGT 8 3 45 20 158 21 60,036 57,299 34,100 22,900 3,736,739 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:21623:59130 1 73 62 15 1.5 AC CACACACACACACACAAACACACACACACACACACANA 0 0 10 3 158 CGTGCATGCACATAGACAGTAAAAGACTCGATACC CGTGCATGCACATAGACAGT TCCATGCTTGTGTGTCTATGT 52 3 1 20 158 21 58,637 57,299 35,500 22,900 5,063,973 F 165 CGTGCATGCACATAGACAGTAAAAGACTCGATACCATATGAATAAATACCTGCACGCACATGGACGTGCGTGcacacacacacacacaAacacacacacacacacacacacacacacacTcacacacacacacaGATACATAGacacacAAGCATGGAAATGATG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 1 1 12 20 185 AGGCTCAAacacacAGACAGTCACTAATACACAATca AGGCTCAAACACACAGACAGT TGCGAGTGTGCAAGTCTCTG 88 20 42 21 226 20 59,790 60,598 35,500 33,500 1,808,897 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 13 37 241 ACACGCACATAAACACAGACTTAAATTCACAAACACACACGCACATAAACACAGACT CATGTGTGCGAGTCTGTGC 128 37 2 21 242 19 58,166 59,505 32,400 45,700 4,328,423 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 14 38 243 CACACGCACATAAACACAGACTTAAATTCACAAACACACACGCACATAAACACAGACT GCATGTGTGCGAGTCTGTG 128 38 1 22 243 19 59,456 59,505 32,400 36,600 4,038,476 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 14 37 242 CACACGCACATAAACACAGACTTAAATTCACAAACACACACGCACATAAACACAGACT CATGTGTGCGAGTCTGTGC 128 37 1 22 242 19 59,456 59,505 32,400 45,700 4,038,476 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 15 28 206 TCACAAACACAGACAGGCTCAAacacacAGACAGTC TCACAAACACAGACAGGCTCA GAGTCTGTGCGAGTGTGCA 102 28 28 21 233 19 59,791 60,300 42,600 45,700 2,509,418 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 15 20 187 ACAGGCTCAAacacacAGACAGTCACTAATACACAATACAGGCTCAAACACACAGACA TGCGAGTGTGCAAGTCTCTG 90 20 40 21 226 20 60,065 60,598 34,100 33,500 1,663,910 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 15 20 191 ACAGACAGGCTCAAacacacAGACAGTCACTAATAC ACAGACAGGCTCAAACACACA TGCGAGTGTGCAAGTCTCTG 94 20 36 21 226 20 60,065 60,598 37,200 33,500 1,663,910 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 15 20 193 ACACAGACAGGCTCAAacacacAGACAGTCACTAAT ACACAGACAGGCTCAAACACA TGCGAGTGTGCAAGTCTCTG 96 20 34 21 226 20 60,065 60,598 37,200 33,500 1,663,910 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 15 20 199 TCACAAACACAGACAGGCTCAAacacacAGACAGTC TCACAAACACAGACAGGCTCA TGCGAGTGTGCAAGTCTCTG 102 20 28 21 226 20 59,791 60,598 42,600 33,500 1,807,680 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 16 20 198 CACAAACACAGACAGGCTCAAacacacAGACAGTCA CACAAACACAGACAGGCTCA TGCGAGTGTGCAAGTCTCTG 102 20 29 20 226 20 58,333 60,598 42,600 33,500 2,265,655 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 16 10 106 CAACcacacacaGCctctctTacacacCCActctctcacacacaCAACCACACACAGCCTCTCT TGCGAGTGTGCAAGTCTCTG 10 20 121 20 226 20 59,893 60,598 31,000 33,500 0.705875 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 16 9 188 ACAAACACAGACAGGCTCAAacacacAGACAGTCAC ACAAACACAGACAGGCTCAA GCAAGTCTCTGCATGTTTGTAT 101 9 30 20 217 22 57,582 57,308 30,200 22,900 7,110,228 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 16 9 189 CACAAACACAGACAGGCTCAAacacacAGACAGTCA CACAAACACAGACAGGCTCA GCAAGTCTCTGCATGTTTGTAT 102 9 29 20 217 22 58,333 57,308 42,600 22,900 6,359,096 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 17 9 189 CACAAACACAGACAGGCTCAAacacacAGACAGTCA CACAAACACAGACAGGCTCAA GCAAGTCTCTGCATGTTTGTAT 101 9 29 21 217 22 58,984 57,308 30,200 22,900 6,708,178 B 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 18 11 107 ACAACcacacacaGCctctctTacacacCCActctctcacaca ACAACCACACACAGCCTCTC TGCGAGTGTGCAAGTCTCTG 11 20 120 20 226 20 60,179 60,598 32,000 33,500 0.777464 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 19 20 157 ACACAATcacacacaGCCTCTAATACACAACcacacacaACACAATCACACACAGCCTCT TGCGAGTGTGCAAGTCTCTG 60 20 70 21 226 20 59,858 60,598 36,900 33,500 1,740,076 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:22506:52221 1 151 36 15 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 20 12 132 CACAACcacacacaGCCTCTAATACACAACcacacacaGCACAACCACACACAGCCTCT TGCGAGTGTGCAAGTCTCTG 12 20 119 20 226 20 60,464 60,598 36,900 33,500 1,062,792 F 247 CACACGCACATAAACACAGACTTAAATTCACAAACACAGACAGGCTCAAacacacAGACAGTCACTAATACACAATcacacacaGCCTCTAATACACAACcacacacaGCCTCTAATACACAACcacacacaGCctctctTacacacCCActctctcacacacacacacacacacacacacacacaGGCTCAAATATACAAACATGCAGAGACTTGCACACTCGCACAGACTCGcacacaTGCACAG

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 1 1 2 44 230 ATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGATCCTGGTGTGGTGCAGAAC CCAGTTCCCACAGACAAGCT 84 44 59 20 288 20 60,251 59,891 30,100 37,400 0.360244 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 2 44 231 AATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTAATCCTGGTGTGGTGCAGAA CCAGTTCCCACAGACAAGCT 85 44 58 20 288 20 59,522 59,891 30,200 37,400 0.587414 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 2 44 232 CAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTCAATCCTGGTGTGGTGCAGA CCAGTTCCCACAGACAAGCT 86 44 57 20 288 20 60,251 59,891 42,600 37,400 0.360200 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 4 44 263 CTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGGCTTCCTGAACTACCG CCAGTTCCCACAGACAAGCT 117 44 26 20 288 20 60,108 59,891 40,200 37,400 0.217480 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 4 44 275 TTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAG TTCCTCTTCCTCCTGGGCTT CCAGTTCCCACAGACAAGCT 129 44 14 20 288 20 60,179 59,891 43,500 37,400 0.288204 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 4 3 137 GGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgGGCGATATTCTGTAAAGAAGGCTG AGCTGCCTTCACTAACCTTCC 3 27 136 24 272 21 59,788 59,996 48,500 34,600 5,215,910 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 4 3 153 GGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgGGCGATATTCTGTAAAGAAGGCTG CCAGTTCCCACAGACAAGCT 3 44 136 24 288 20 59,788 59,891 48,500 37,400 4,321,557 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 5 5 138 TGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtg TGGCGATATTCTGTAAAGAAGGC AGCTGCCTTCACTAACCTTCC 5 27 135 23 272 21 58,873 59,996 43,500 34,600 5,130,867 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 5 5 154 TGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtg TGGCGATATTCTGTAAAGAAGGC CCAGTTCCCACAGACAAGCT 5 44 135 23 288 20 58,873 59,891 43,500 37,400 4,236,513 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 6 44 264 CCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGGCTTCCTGAACTACC CCAGTTCCCACAGACAAGCT 118 44 25 20 288 20 59,747 59,891 31,800 37,400 0.362669 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 6 4 138 TGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtg TGGCGATATTCTGTAAAGAAGGCT AGCTGCCTTCACTAACCTTCC 4 27 135 24 272 21 60,142 59,996 45,800 34,600 5,145,406 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 6 4 154 TGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtg TGGCGATATTCTGTAAAGAAGGCT CCAGTTCCCACAGACAAGCT 4 44 135 24 288 20 60,142 59,891 45,800 37,400 4,251,053 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 7 46 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCT AGGGCATCCATGGTTCCTC TCCCAGTTCCCACAGACAAG 143 46 1 19 290 20 59,074 59,235 37,100 31,600 2,690,778 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 8 46 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCT AGGGCATCCATGGTTCCTCT TCCCAGTTCCCACAGACAAG 142 46 1 20 290 20 60,626 59,235 36,900 31,600 1,390,573 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:26301:38473 1 163 62 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 8 46 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCT AGGGCATCCATGGTTCCTCTT TCCCAGTTCCCACAGACAAG 141 46 1 21 290 20 61,195 59,235 28,500 31,600 2,960,213 G 290 AGGGCATCCATGGTTCCTCTTCCTCCTGGGCTTCCTGAACTACCGGCAGCAGCCACCAATCCTGGTGTGGTGCAGAACTGCTGCCTCTGATTTGTGAAGATGGAttttttttCTTTTAAATAtttttGGGAATATGGCGATATTCTGTAAAGAAGGCTGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgcgtgcgtgcgtGTGCAtgtgtgtgtgTAAGTAAATGATTTAATTAAGCTggggggAAGGTTAGTGAAGGCAGCTTGTCTGTGGGAACTGGGA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 30 231 TCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTCACCAGTGTTGTGAAAGTGA GCTGCTAGACCTGCTGAGTT 30 85 17 21 247 20 57,658 59,751 34,100 30,100 3,591,219 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 30 252 TCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTCACCAGTGTTGTGAAAGTGA TAGGTACTTTCCTCCGCCGA 30 106 17 21 268 20 57,658 60,034 34,100 55,400 3,376,563 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 25 228 CCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTCCAGTGTTGTGAAAGTGAAAGGG GCTGCTAGACCTGCTGAGTT 25 85 20 23 247 20 60,181 59,751 39,500 30,100 3,430,329 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 25 249 CCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTCCAGTGTTGTGAAAGTGAAAGGG TAGGTACTTTCCTCCGCCGA 25 106 20 23 268 20 60,181 60,034 39,500 55,400 3,215,673 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 3 128 AGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtAGGGATTTATTTACTTTAGCAGCTGC GCTTCCACCTTAGATGCCAGT 3 3 39 26 166 21 59,960 60,065 52,500 40,000 7,104,955 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 26 250 ACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTACCAGTGTTGTGAAAGTGAAAGG TAGGTACTTTCCTCCGCCGA 26 106 19 23 268 20 59,556 60,034 31,100 55,400 3,477,867 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 3 129 AGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtAGGGATTTATTTACTTTAGCAGCTGC TGCTTCCACCTTAGATGCCA 3 5 39 26 167 20 59,960 59,009 52,500 49,200 7,030,976 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 3 129 AGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtAGGGATTTATTTACTTTAGCAGCTGC TGCTTCCACCTTAGATGCCAG 3 4 39 26 167 21 59,960 60,065 52,500 48,500 7,105,028 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 30 178 TCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTCACCAGTGTTGTGAAAGTGA TGGATTTCCAGCATCCGCAG 30 32 17 21 194 20 57,658 60,749 34,100 51,800 4,091,468 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 25 174 CCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTCCAGTGTTGTGAAAGTGAAAGGG GGATTTCCAGCATCCGCAGT 25 31 20 23 193 20 60,181 60,749 39,500 44,000 3,930,941 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 25 175 CCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTCCAGTGTTGTGAAAGTGAAAGGG TGGATTTCCAGCATCCGCAG 25 32 20 23 194 20 60,181 60,749 39,500 51,800 3,930,578 B 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:29041:72860 1 68 75 15 1.5 AC GTGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 25 231 CCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTCCAGTGTTGTGAAAGTGAAAGGG GATGCTGCTAGACCTGCTGA 25 88 20 23 250 20 60,181 59,537 39,500 42,600 3,644,691 F 280 CATTCAGAACATCTTTTCACCAGTGTTGTGAAAGTGAAAGGGATTTATTTACTTTAGCAGCTGCTTGgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACTGGCATCTAAGGTGGAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAATTACCTGGaaaaaCTCAGCAGGTCTAGCAGCATCGGCGGAGGAAAGTACCTAAGGTGGTTTATA

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 1 1 16 1 173 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctc ATCTCTCTGTCTGGCCTGCC ATTGAGCAAGAAGGGCAGGC 1 6 1 20 173 20 61,337 60,969 48,500 48,500 2,306,041 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 0 0 16 1 174 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctc ATCTCTCTGTCTGGCCTGCC CATTGAGCAAGAAGGGCAGG 1 7 1 20 174 20 61,337 59,184 48,500 48,500 2,152,366 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 0 0 16 1 178 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctc ATCTCTCTGTCTGGCCTGCC GTGACATTGAGCAAGAAGGGC 1 10 1 20 178 21 61,337 59,799 48,500 51,900 2,537,580 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 0 0 16 1 194 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctc ATCTCTCTGTCTGGCCTGCC GCTAGCCAGACAGTGAGTGA 1 27 1 20 194 20 61,337 59,109 48,500 34,100 2,228,005 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 0 0 16 1 195 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctc ATCTCTCTGTCTGGCCTGCC GGCTAGCCAGACAGTGAGTG 1 28 1 20 195 20 61,337 60,108 48,500 35,100 1,445,057 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:2940:47017 1 22 126 15 5 AG CTCTCTCTCTCACTCTCTGTCTCTCCACCTCTCTCTCT NA 0 0 17 1 194 tctctcTGTCTGGCCTGCCCctctctctctCActctctGtctct TCTCTCTGTCTGGCCTGCC GGCTAGCCAGACAGTGAGTG 1 28 2 19 195 20 60,987 60,108 48,500 35,100 2,095,182 G 202 AtctctcTGTCTGGCCTGCCCctctctctctCActctctGtctctcCACctctctctctctGTCTGTCCTGActctctctctctctctctctctctctctctCACATtctctctctctcTGTCTCCctctctctctTtctctctctcTGACTGGCCTGCCCTTCTTGCTCAATGTCACTCACTGTCTGGCTAGCCCctctct

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 6 42 193 AGTGTCACCCACCCACACTGCACTCATTACCCTTTCCAGTGTCACCCACCCACACT TGAGCTCTGTCGGTGGTAGA 42 82 25 19 217 20 60,693 59,962 35,500 25,900 1,730,483 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 24 145 CACCCACCCAGTGTCACCCACCCACACTGCACTCAT CACCCACCCAGTGTCACC GGATTACCCTCTCCCTCCTGA 52 24 16 18 160 21 59,887 59,779 40,200 38,600 3,333,889 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 90 TTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctc TTCTGTGCCTCCCTGTCCTT CCTCTCCCTCCTGATGGTGT 2 18 64 20 153 20 60,768 60,326 33,600 41,600 1,094,269 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 154 TTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctc TTCTGTGCCTCCCTGTCCTT TGAGCTCTGTCGGTGGTAGA 2 82 64 20 217 20 60,768 59,962 33,600 25,900 0.805954 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 1 96 TCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctct TCTGTGCCTCCCTGTCCTTT GGATTACCCTCTCCCTCCTGA 1 24 65 20 160 21 60,768 59,779 31,100 38,600 1,988,971 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 1 153 TCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctct TCTGTGCCTCCCTGTCCTTT TGAGCTCTGTCGGTGGTAGA 1 82 65 20 217 20 60,768 59,962 31,100 25,900 0.805954 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 43 194 CAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCAGTGTCACCCACCCACAC TGAGCTCTGTCGGTGGTAGA 43 82 24 19 217 20 60,526 59,962 38,200 25,900 1,563,728 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 41 192 GTGTCACCCACCCACACTGCACTCATTACCCTTTCCCGTGTCACCCACCCACACTG TGAGCTCTGTCGGTGGTAGA 41 82 26 19 217 20 60,526 59,962 36,600 25,900 1,563,728 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 33 185 CCACCCACACTGCACTCATTACCCTTTCCCCTTCTGT CCACCCACACTGCACTCATT TGAGCTCTGTCGGTGGTAGA 33 82 33 20 217 20 60,538 59,962 25,700 25,900 0.575791 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 25 129 CCACCCACACTGCACTCATTACCCTTTCCCCTTCTGT CCACCCACACTGCACTCATT AGGATTACCCTCTCCCTCCTG 33 25 33 20 161 21 60,538 59,778 25,700 38,600 1,759,838 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 24 128 CCACCCACACTGCACTCATTACCCTTTCCCCTTCTGT CCACCCACACTGCACTCATT GGATTACCCTCTCCCTCCTGA 33 24 33 20 160 21 60,538 59,779 25,700 38,600 1,758,807 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 18 121 CCACCCACACTGCACTCATTACCCTTTCCCCTTCTGT CCACCCACACTGCACTCATT CCTCTCCCTCCTGATGGTGT 33 18 33 20 153 20 60,538 60,326 25,700 41,600 0.864106 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 16 119 CCACCCACACTGCACTCATTACCCTTTCCCCTTCTGT CCACCCACACTGCACTCATT TCTCCCTCCTGATGGTGTGT 33 16 33 20 151 20 60,538 59,883 25,700 37,200 0.655197 F 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 24 141 CACCCAGTGTCACCCACCCACACTGCACTCATTACC CACCCAGTGTCACCCACC GGATTACCCTCTCCCTCCTGA 48 24 20 18 160 21 59,887 59,779 46,100 38,600 3,333,889 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30239:58585 1 86 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 24 142 CCACCCAGTGTCACCCACCCACACTGCACTCATTAC CCACCCAGTGTCACCCAC GGATTACCCTCTCCCTCCTGA 49 24 19 18 160 21 59,887 59,779 46,100 38,600 3,333,889 B 273 CCCGCCACCCCACGACACCCACCCAGTGTCACCCACCCACACTGCACTCATTACCCTTTCCCCTTCTGTGCCTCCCTGTCCTTTTtctctctctctctctctctctctctctctcCTCCCCTTCTGTCTTTacacacCATCAGGAGGGAGAGGGTAATCCTCCtttttccccccTCTcccccTTTATAAATGCTGTTTCTACCACCGACAGAGCTCAGGGTGGGTGTGGCTCATcccccAATGGCTGCCGTGCGGTCACCgggggTCGGGCCC

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 10 17 150 aTGCCCTcacacacaGTCACTCTcacacaAGTATTActct ATGCCCTCACACACAGTCAC GAATGTGCGTTTGTGCGTCT 63 17 64 20 213 20 60,250 60,041 36,700 41,800 0.291779 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 17 151 caTGCCCTcacacacaGTCACTCTcacacaAGTATTActc CATGCCCTCACACACAGTCA GAATGTGCGTTTGTGCGTCT 64 17 63 20 213 20 60,250 60,041 34,100 41,800 0.291736 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 2 135 aTGCCCTcacacacaGTCACTCTcacacaAGTATTActct ATGCCCTCACACACAGTCAC CGTCTGTGTGCGTGTGAATA 63 2 64 20 198 20 60,250 58,586 36,700 17,500 1,664,845 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 2 136 caTGCCCTcacacacaGTCACTCTcacacaAGTATTActc CATGCCCTCACACACAGTCA CGTCTGTGTGCGTGTGAATA 64 2 63 20 198 20 60,250 58,586 34,100 17,500 1,664,801 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 17 152 acaTGCCCTcacacacaGTCACTCTcacacaAGTATTAct ACATGCCCTCACACACAGTC GAATGTGCGTTTGTGCGTCT 65 17 62 20 213 20 60,250 60,041 35,100 41,800 0.291779 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 147 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 2 137 acaTGCCCTcacacacaGTCACTCTcacacaAGTATTAct ACATGCCCTCACACACAGTC CGTCTGTGTGCGTGTGAATA 65 2 62 20 198 20 60,250 58,586 35,100 17,500 1,664,845 F 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 1 8 0 208 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG GACAGAGAGGGAATGTGCGT 0 27 16 25 223 20 58,719 59,752 44,500 52,400 6,529,141 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 10 0 182 TGTATACTTTCTCATACACCCAGGcacacacacacaAAATGTATACTTTCTCATACACCCAGG CGTCTGTGTGCGTGTGAATA 0 2 17 24 198 20 57,520 58,586 44,500 17,500 7,894,350 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 10 0 183 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG CGTCTGTGTGCGTGTGAATA 0 2 16 25 198 20 58,719 58,586 44,500 17,500 7,695,782 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 10 0 197 TGTATACTTTCTCATACACCCAGGcacacacacacaAAATGTATACTTTCTCATACACCCAGG GAATGTGCGTTTGTGCGTCT 0 17 17 24 213 20 57,520 60,041 44,500 41,800 6,521,284 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 10 0 198 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG GAATGTGCGTTTGTGCGTCT 0 17 16 25 213 20 58,719 60,041 44,500 41,800 6,322,716 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 12 0 184 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG GCGTCTGTGTGCGTGTGAAT 0 3 16 25 199 20 58,719 61,831 44,500 25,700 8,112,794 G 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 14 0 225 TGTATACTTTCTCATACACCCAGGcacacacacacaAAATGTATACTTTCTCATACACCCAGG CAGAGGGAGAGGGACAGAGA 0 45 17 24 241 20 57,520 59,371 44,500 31,000 7,108,494 D 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 14 0 225 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG AGAGGGAGAGGGACAGAGAC 0 44 16 25 240 20 58,719 59,371 44,500 33,600 6,910,463 D 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:30929:33727 1 41 136 15 2 AC CACACACACACAAAAGCACACACATGCCCTCACACANA 0 0 14 0 226 GTGTATACTTTCTCATACACCCAGGcacacacacacaA GTGTATACTTTCTCATACACCCAGG CAGAGGGAGAGGGACAGAGA 0 45 16 25 241 20 58,719 59,371 44,500 31,000 6,909,926 D 266 cacacaCTTTTACGGGTGTATACTTTCTCATACACCCAGGcacacacacacaAAAGcacacacaTGCCCTcacacacaGTCACTCTcacacaAGTATTActctctTTCTcacacacaTACACAGacacacAGTCGCTCGCCCTCTCcacacacacacacacacacacacacacacaGATATTCACACGcacacaGACGCACAAACGCACATTCCctctctGTCTCTGTCCCTCTCCCTCTGtctctctctctcTGTCTCTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 55 250 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGTGGAAATCGTGCTGCTGC TTCCTGGATATAAGGTGTTTAGGAA 122 55 1 18 250 25 58,733 57,241 52,500 33,600 11,025,784 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 52 249 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGTGGAAATCGTGCTGCTGC TCCTGGATATAAGGTGTTTAGGAAAGA 122 52 1 18 249 27 58,733 59,374 52,500 25,200 10,893,048 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 54 249 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGTGGAAATCGTGCTGCTGC TCCTGGATATAAGGTGTTTAGGAAA 122 54 1 18 249 25 58,733 57,241 52,500 31,300 11,025,784 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 24 123 tGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACC TGTTCCTCAGCTCTAGTCTTAGA AAAGGGTTGGCAGGATTGGT 26 24 92 23 214 20 57,819 59,809 21,000 36,700 5,371,625 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 24 184 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA AAAGGGTTGGCAGGATTGGT 90 24 31 20 214 20 59,682 59,809 40,400 36,700 0.509255 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 23 122 tGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACC TGTTCCTCAGCTCTAGTCTTAGA AAGGGTTGGCAGGATTGGTT 26 23 92 23 213 20 57,819 59,809 21,000 36,700 5,371,625 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 23 123 ttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCTTGTTCCTCAGCTCTAGTCTTAGA AAGGGTTGGCAGGATTGGTT 26 23 91 24 213 20 58,429 59,809 21,000 36,700 5,762,100 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 23 183 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA AAGGGTTGGCAGGATTGGTT 90 23 31 20 213 20 59,682 59,809 40,400 36,700 0.509255 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 118 CCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCCCTCAGCTCTAGTCTTAGATATTGT AAGGGTTGGCAGGATTGGTT 20 23 96 25 213 20 57,241 59,809 27,100 36,700 7,950,304 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 119 TCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCT TCCTCAGCTCTAGTCTTAGATATTGT AAGGGTTGGCAGGATTGGTT 20 23 95 26 213 20 58,477 59,809 27,100 36,700 7,713,357 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 120 TCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCT TCCTCAGCTCTAGTCTTAGATATTGT AAAGGGTTGGCAGGATTGGT 20 24 95 26 214 20 58,477 59,809 27,100 36,700 7,713,357 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 144 TCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCT TCCTCAGCTCTAGTCTTAGATATTGT AGGTGTTTAGGAAAGATAGGAAAGA 20 43 95 26 238 25 58,477 57,430 27,100 25,200 15,092,141 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 155 TCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCT TCCTCAGCTCTAGTCTTAGATATTGT TCCTGGATATAAGGTGTTTAGGAAA 20 54 95 26 249 25 58,477 57,241 27,100 31,300 15,281,362 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 20 155 TCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCT TCCTCAGCTCTAGTCTTAGATATTGT TCCTGGATATAAGGTGTTTAGGAAAGA 20 52 95 26 249 27 58,477 59,374 27,100 25,200 15,148,626 A 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 25 185 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA GAAAGGGTTGGCAGGATTGG 90 25 31 20 215 20 59,682 59,102 40,400 31,600 1,216,061 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 29 190 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA GGAAAGAAAGGGTTGGCAGGA 90 29 31 20 220 21 59,682 60,480 40,400 38,600 1,798,938 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 190 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA GGAAAGAAAGGGTTGGCAGG 90 30 31 20 220 20 59,682 59,031 40,400 48,500 1,287,590 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:31822:68676 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 30 191 CCTTCAGGCAGTGAACTCGagaagaagaCGACTACACCCTTCAGGCAGTGAACTCGA AGGAAAGAAAGGGTTGGCAGG 90 30 31 20 221 21 59,682 60,481 40,400 48,500 1,799,682 F 268 TGGAAATCGtgctgctgcAGGTCGGACCTGCCTTCAGGCAGTGAACTCGagaagaagaCGACTACACTCAGCAATGTCATTGCACCttttttGTTCCTCAGCTCTAGTCTTAGATATTGTTCTTGACCCCTCTGGGACATtctctctctctctctctctctctctctctcTGTAGCACTGCAATATTCTCCTTAACCAATCCTGCCAACCCTTTCTTTCCTATCTTTCCTAAACACCTTATATCCAGGAAAATCGAATATCTAGCCCT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 5 19 153 TGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGA TCATTGTAAATTGCATGGTTCAACA 19 55 68 24 220 25 58,917 58,481 43,700 33,300 11,602,504 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 18 153 TGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGAC TCATTGTAAATTGCATGGTTCAACA 18 55 68 25 220 25 60,047 58,481 44,600 33,300 11,566,759 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 17 152 GCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGACA TCATTGTAAATTGCATGGTTCAACA 17 55 69 25 220 25 60,047 58,481 40,200 33,300 11,566,759 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 9 101 GCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGACA ATTCCCTGGCTCACTGTGAG 17 9 69 25 169 20 60,047 59,383 40,200 35,100 5,664,790 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 9 102 TGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGAC ATTCCCTGGCTCACTGTGAG 18 9 68 25 169 20 60,047 59,383 44,600 35,100 5,664,790 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:19065 1 111 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 9 102 TGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGCAAATTAGGAAATTGACTGGGA ATTCCCTGGCTCACTGTGAG 19 9 68 24 169 20 58,917 59,383 43,700 35,100 5,700,535 A 235 AGAAAACAGGAGCTGCTTaaaaaTaaaaaTAAAAGTCCCCACACTAGAAGGTTAAAAGATTGAAGATTGCAAATTAGGAAATTGACTGGGACATATTTATCTGTGTAATTtatatatatatatatatatatatatatataATGTTATTTCTCACAGTGAGCCAGGGAATAAGATGCTGTTTTGCACTAATAGTCATGTTGAACCATGCAATTTACAATGAAATATCAGTGCTACT

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 7 22 192 TGGtctctcACTCTtctctcActctctCACTGTTAAAGGCC TGGTCTCTCACTCTTCTCTCACT TTGACCTCGACTTGCTCCTG 97 22 30 23 221 20 59,926 59,682 34,100 38,600 3,392,238 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 22 211 TCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcAcTCCCTCTTGCACTCTTTAATGGT TTGACCTCGACTTGCTCCTG 116 22 11 23 221 20 59,669 59,682 35,500 38,600 3,649,142 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 21 191 TGGtctctcACTCTtctctcActctctCACTGTTAAAGGCC TGGTCTCTCACTCTTCTCTCACT TGACCTCGACTTGCTCCTGA 97 21 30 23 220 20 59,926 60,540 34,100 38,600 3,613,467 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 22 211 TCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcAcTCCCTCTTGCACTCTTTAATGG TTGACCTCGACTTGCTCCTG 117 22 11 22 221 20 58,045 59,682 31,600 38,600 4,273,912 B 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 21 210 TCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcAcTCCCTCTTGCACTCTTTAATGG TGACCTCGACTTGCTCCTGA 117 21 11 22 220 20 58,045 60,540 31,600 38,600 4,495,141 B 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 10 199 TCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcAcTCCCTCTTGCACTCTTTAATGG TGCTCCTGAAACAGTGTGGT 117 10 11 22 209 20 58,045 59,454 31,600 41,600 4,501,593 B 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 22 147 TCctctctCActctctCGCTATAAATGACCATGCTGTTtct TCCTCTCTCACTCTCTCGCT TTGACCTCGACTTGCTCCTG 55 22 75 20 221 20 59,091 59,682 49,300 38,600 1,227,351 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 21 146 TCctctctCActctctCGCTATAAATGACCATGCTGTTtct TCCTCTCTCACTCTCTCGCT TGACCTCGACTTGCTCCTGA 55 21 75 20 220 20 59,091 60,540 49,300 38,600 1,448,579 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 10 135 TCctctctCActctctCGCTATAAATGACCATGCTGTTtct TCCTCTCTCACTCTCTCGCT TGCTCCTGAAACAGTGTGGT 55 10 75 20 209 20 59,091 59,454 49,300 41,600 1,455,032 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 10 136 CTCctctctCActctctCGCTATAAATGACCATGCTGTTt CTCCTCTCTCACTCTCTCGC TGCTCCTGAAACAGTGTGGT 56 10 74 20 209 20 58,700 59,454 50,300 41,600 1,845,663 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 22 148 CTCctctctCActctctCGCTATAAATGACCATGCTGTTt CTCCTCTCTCACTCTCTCGCT TTGACCTCGACTTGCTCCTG 55 22 74 21 221 20 60,134 59,682 49,300 38,600 1,452,841 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 10 136 CTCctctctCActctctCGCTATAAATGACCATGCTGTTt CTCCTCTCTCACTCTCTCGCT TGCTCCTGAAACAGTGTGGT 55 10 74 21 209 20 60,134 59,454 49,300 41,600 1,680,523 F 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 1 92 AGCTGTAAATGACCATGCTGTTtctctctctctctctctctc AGCTGTAAATGACCATGCTGT GACCTCGACTTGCTCCTGAA 1 20 128 21 219 20 57,923 59,396 44,000 30,200 3,681,053 A 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 1 93 AGCTGTAAATGACCATGCTGTTtctctctctctctctctctc AGCTGTAAATGACCATGCTGT TGACCTCGACTTGCTCCTGA 1 21 128 21 220 20 57,923 60,540 44,000 38,600 3,617,153 A 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6431:58761 1 150 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 1 94 AGCTGTAAATGACCATGCTGTTtctctctctctctctctctc AGCTGTAAATGACCATGCTGT TTGACCTCGACTTGCTCCTG 1 22 128 21 221 20 57,923 59,682 44,000 38,600 3,395,925 A 225 TGCACTCTTTTCCCTCTTGCACTCTTTAATGGtctctcACTCTtctctcActctctCACTGTTAAAGGCCCCACTCctctctCActctctCGCTATAAATGACCATGCTGTTtctctctcActctctAGCTGTAAATGACCATGCTGTTtctctctctctctctctctctctctctctcGCTGTAAATGACCACACTGTTTCAGGAGCAAGTCGAGGTCAATGTG

ST‐E00142:460:H2K7HCCXY:6:2118:6735:45681 1 69 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 18 7 122 CCACACCCTCATACCCTcacacaAacacacCCTCATACCCCACACCCTCATACCCTCAC ATGAGGGTATGTGTGTGGGT 45 7 4 20 125 20 59,458 58,331 35,100 45,100 2,210,689 F 131 TACCCACACCCTCATACCCTcacacaAacacacCCTCATACCCTcacacaAacacacCCTCACACCCTcacacacacacacacacacacacacacacaCCCTCATACCcacacacaTACCCTCATACCTTC

ST‐E00142:460:H2K7HCCXY:6:2118:6735:45681 1 69 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 7 109 CCCTcacacaAacacacCCTCATACCCTcacacaAacacacCCCTCACACAAACACACCCT ATGAGGGTATGTGTGTGGGT 8 7 41 20 125 20 60,107 58,331 43,400 45,100 1,775,545 F 131 TACCCACACCCTCATACCCTcacacaAacacacCCTCATACCCTcacacaAacacacCCTCACACCCTcacacacacacacacacacacacacacacaCCCTCATACCcacacacaTACCCTCATACCTTC

ST‐E00142:460:H2K7HCCXY:6:2118:6735:45681 1 69 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 7 110 ACCCTcacacaAacacacCCTCATACCCTcacacaAacac ACCCTCACACAAACACACCC ATGAGGGTATGTGTGTGGGT 9 7 40 20 125 20 60,395 58,331 46,100 45,100 2,063,999 F 131 TACCCACACCCTCATACCCTcacacaAacacacCCTCATACCCTcacacaAacacacCCTCACACCCTcacacacacacacacacacacacacacacaCCCTCATACCcacacacaTACCCTCATACCTTC

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 10 121 tgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctcTGTGGAGGAGACGGTCAGAT ACAGAGGCACCAGATTTGCA 10 41 50 20 170 20 59,960 59,889 29,000 40,800 0.150826 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 10 134 tgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctcTGTGGAGGAGACGGTCAGAT CGACTGGGACATGACAGAGG 10 54 50 20 183 20 59,960 59,826 29,000 36,900 0.214154 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 10 143 tgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctcTGTGGAGGAGACGGTCAGAT GAGGTTCATCGACTGGGACA 10 63 50 20 192 20 59,960 59,104 29,000 40,200 0.935294 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 10 144 tgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctcTGTGGAGGAGACGGTCAGAT AGAGGTTCATCGACTGGGAC 10 64 50 20 193 20 59,960 58,813 29,000 44,600 1,226,851 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 8 141 tgGAGGAGACGGTCAGATGAGGCACGCGtctctctctc TGGAGGAGACGGTCAGATGA GAGGTTCATCGACTGGGACA 8 63 52 20 192 20 59,668 59,104 29,200 40,200 1,227,146 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 3 114 GAGACGGTCAGATGAGGCACGCGtctctctctctctctct GAGACGGTCAGATGAGGCAC ACAGAGGCACCAGATTTGCA 3 41 57 20 170 20 60,179 59,889 50,100 40,800 0.290185 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 3 127 GAGACGGTCAGATGAGGCACGCGtctctctctctctctct GAGACGGTCAGATGAGGCAC CGACTGGGACATGACAGAGG 3 54 57 20 183 20 60,179 59,826 50,100 36,900 0.353513 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 3 140 GAGACGGTCAGATGAGGCACGCGtctctctctctctctct GAGACGGTCAGATGAGGCAC GATAGAGGTTCATCGACTGGGAC 3 64 57 20 196 23 60,179 59,995 50,100 44,600 3,184,068 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 55 190 GTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGGTGAAGCGTGCCTGGCTG GATAGAGGTTCATCGACTGGGAC 55 64 7 18 196 23 61,731 59,995 48,500 44,600 6,735,706 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 55 213 GTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGGTGAAGCGTGCCTGGCTG GGTAGGGTGCACATGCCC 55 92 7 18 219 18 61,731 60,440 48,500 53,600 6,171,009 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 55 214 GTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGGTGAAGCGTGCCTGGCTG GGGTAGGGTGCACATGCC 55 93 7 18 220 18 61,731 60,440 48,500 44,000 6,171,009 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 133 tgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctcTGTGGAGGAGACGGTCAGAT GACTGGGACATGACAGAGGC 10 53 50 20 182 20 59,960 60,108 29,000 47,000 0.147709 F 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 140 GAGGAGACGGTCAGATGAGGCACGCGtctctctctctc GAGGAGACGGTCAGATGAGG AGAGGTTCATCGACTGGGAC 6 64 54 20 193 20 58,971 58,813 38,600 44,600 2,215,992 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 140 GAGGAGACGGTCAGATGAGGCACGCGtctctctctctc GAGGAGACGGTCAGATGAGG AGAGGTTCATCGACTGGGACA 6 63 54 20 193 21 58,971 60,550 38,600 40,200 2,579,084 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2118:8197:7110 1 80 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 3 126 GAGACGGTCAGATGAGGCACGCGtctctctctctctctct GAGACGGTCAGATGAGGCAC GACTGGGACATGACAGAGGC 3 53 57 20 182 20 60,179 60,108 50,100 47,000 0.287069 B 238 CCTGGGGTGAAGCGTGCCTGGCTGCTccccccATGTCTATGGGAATAtgtgtgGAGGAGACGGTCAGATGAGGCACGCGtctctctctctctctctctctctctctctcATTACAATGACAATGCCGGAGGGGCCgagagaGTAACAGTTTGCAAATCTGGTGCCTCTGTCATGTCCCAGTCGATGAACCTCTATCTGAgggggCATGTGCACCCTACCCCGaccaccaccGcccccc

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 65 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 4 2 129 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATC TCTCACAAACTGTCTTCAGCA 20 2 40 21 168 21 57,607 57,458 20,800 44,100 6,935,084 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 65 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 2 129 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCT TCTCACAAACTGTCTTCAGCA 19 2 40 22 168 21 59,031 57,458 19,800 44,100 6,510,570 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 65 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 2 129 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCTC TCTCACAAACTGTCTTCAGCA 18 2 40 23 168 21 59,994 57,458 27,500 44,100 6,548,319 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 116 15 3 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 1 16 1 164 TTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACA TTCTCTTTCTGTCTCCCTTTCTCT TCTCACAAACTGTCTTCAGCA 1 2 5 24 168 21 58,849 57,458 31,000 44,100 8,693,449 D 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 116 15 3 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 0 16 0 163 TCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTCTCTTTCTGTCTCCCTTTCTCTT TCTCACAAACTGTCTTCAGCA 0 2 6 24 168 21 58,849 57,458 28,500 44,100 8,693,449 D 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 116 15 3 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 0 17 1 163 TCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTCTCTTTCTGTCTCCCTTTCTCT TCTCACAAACTGTCTTCAGCA 1 2 6 23 168 21 58,254 57,458 31,000 44,100 8,288,462 D 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 12 9 190 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCT TGTTCCTTCTCTCTGTCTCTCC 19 9 40 22 229 22 59,031 58,573 19,800 37,100 6,395,189 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 9 190 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCTC TGTTCCTTCTCTCTGTCTCTCC 18 9 40 23 229 22 59,994 58,573 27,500 37,100 6,432,939 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 8 190 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCT TGTTCCTTCTCTCTGTCTCTCCC 19 8 40 22 229 23 59,031 60,816 19,800 43,000 6,784,692 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 6 187 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCT TCCTTCTCTCTGTCTCTCCCTC 19 6 40 22 226 22 59,031 59,759 19,800 43,000 5,209,750 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 6 187 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCTC TCCTTCTCTCTGTCTCTCCCTC 18 6 40 23 226 22 59,994 59,759 27,500 43,000 5,247,499 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 81 118 15 3 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 5 186 CCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTCCCACAGTGTATGCTCCTATCT CCTTCTCTCTGTCTCTCCCTCT 19 5 40 22 225 22 59,031 59,758 19,800 36,900 5,210,770 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 169 15 4 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 1 17 1 220 TCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTCTCTTTCTGTCTCCCTTTCTCT CCTTCTCTCTGTCTCTCCCTCT 1 5 6 23 225 22 58,254 59,758 31,000 36,900 6,988,662 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 169 15 4 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 0 17 1 221 TCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTCTCTTTCTGTCTCCCTTTCTCT TCCTTCTCTCTGTCTCTCCCT 1 7 6 23 226 21 58,254 58,716 31,000 42,000 7,030,301 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:11677:55473 1 30 169 15 4 AG TCTCTCTCTCCCCACAGTGTATGCTCCTATCTCTCTG NA 0 0 17 1 221 TCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTCTCTTTCTGTCTCCCTTTCTCT TCCTTCTCTCTGTCTCTCCCTC 1 6 6 23 226 22 58,254 59,759 31,000 43,000 6,987,642 G 237 CTCTTTCTCTTTCTGTCTCCCTTTCTCTTtctctctctcCCCACAGTGTATGCTCCTAtctctcTGGAAATACAAGTAAGgagagaAagagagagagagagagagagagagagagagAAAGAAagagagagagggagggagggagAATGCTGAAGACAGTTTGTGAGATAGAGAAAATCAGAGGGATGgagagagagaAAGAAAGAGGgagagaCagagagAAGGAACAAGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 1 1 17 12 140 cccATCCAGAAacacacGCACACTcacacaCTAccccccc CCCATCCAGAAACACACGC GGGATACAATGTGTGTGTTTCTGG 24 12 23 19 162 24 59,124 60,083 53,400 38,600 5,958,750 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 0 0 18 13 140 cccATCCAGAAacacacGCACACTcacacaCTAccccccc CCCATCCAGAAACACACGCA GGGATACAATGTGTGTGTTTCTG 23 13 23 20 162 23 60,889 57,953 52,400 30,200 5,935,646 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 0 0 18 12 140 cccATCCAGAAacacacGCACACTcacacaCTAccccccc CCCATCCAGAAACACACGCA GGGATACAATGTGTGTGTTTCTGG 23 12 23 20 162 24 60,889 60,083 52,400 38,600 4,971,523 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 0 0 18 7 116 acGCACACTcacacaCTAcccccccATGcacacacacacac ACGCACACTCACACACTACC TGTGTGTGTTTCTGGATGGG 8 7 38 20 153 20 60,249 58,020 31,800 40,000 2,229,176 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 0 0 18 7 126 CCAGAAacacacGCACACTcacacaCTAcccccccATGcaCCAGAAACACACGCACACTC TGTGTGTGTTTCTGGATGGG 18 7 28 20 153 20 59,695 58,020 35,100 40,000 2,284,559 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12073:5388 1 66 61 15 2 AC CACACACACACACACACACACACACACACACTGCGCNA 0 0 18 7 127 TCCAGAAacacacGCACACTcacacaCTAcccccccATGcTCCAGAAACACACGCACACT TGTGTGTGTTTCTGGATGGG 19 7 27 20 153 20 60,108 58,020 35,500 40,000 2,087,751 G 168 acacacacacacacacTGTGcccccATCCAGAAacacacGCACACTcacacaCTAcccccccATGcacacacacacacacacacacacacacacaCTGCGcccccATACAGACTcacacacacacaCTGTGcccccATCCAGAAacacacacATTGTATCCCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 1 17 1 137 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTC TTGCGTGTGTGTGAGAGAGG 1 20 1 23 137 20 57,347 60,249 35,100 36,900 5,902,441 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 0 18 0 135 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTCT GCGTGTGTGTGAGAGAGGAG 0 18 1 24 135 20 58,671 60,388 32,400 36,900 5,717,276 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 0 18 0 137 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTCT TTGCGTGTGTGTGAGAGAGG 0 20 1 24 137 20 58,671 60,249 32,400 36,900 5,578,846 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 0 18 0 141 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTCT CTGTTTGCGTGTGTGTGAGAG 0 23 1 24 141 21 58,671 60,005 32,400 32,000 6,334,008 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 0 18 0 143 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTCT GTCTGTTTGCGTGTGTGTGA 0 26 1 24 143 20 58,671 59,275 32,400 35,800 6,053,947 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12753:29455 1 25 73 15 2 AC CACACACACACACACACACACACACACACACTCTCANA 0 0 18 0 144 ACTCATACACTTTCCTCTCACTCTcacacacacacacaca ACTCATACACTTTCCTCTCACTCT AGTCTGTTTGCGTGTGTGTG 0 27 1 24 144 20 58,671 59,273 32,400 38,200 6,056,225 G 160 ACTCATACACTTTCCTCTCACTCTcacacacacacacacacacacacacacacaCTCTCACTCATACACTCTCctctctTTCTcacacacacacacaCTCTCACTCATATActctctCctctctcacacacaCGCAAACAGACTctcactcactcaTACA

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 1 1 17 0 92 TCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctc TCCATCTCTGTCTCTCTGTCC TGGACATTGAGACAGAGATGG 5 0 112 21 203 21 57,988 57,099 40,200 35,100 6,912,532 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 17 0 164 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA TGGACATTGAGACAGAGATGG 78 0 40 20 203 21 59,822 57,099 26,900 35,100 4,079,034 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 17 0 166 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA AATGGACATTGAGACAGAGATGG 78 0 40 20 205 23 59,822 58,221 26,900 35,100 4,956,647 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 17 0 192 GTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTT GTGCATCTCTGTATCTCTGTCCT TGGACATTGAGACAGAGATGG 103 0 12 23 203 21 59,364 57,099 38,500 35,100 7,537,265 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 17 0 193 CGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCT CGTGCATCTCTGTATCTCTGTC TGGACATTGAGACAGAGATGG 105 0 11 22 203 21 58,373 57,099 35,100 35,100 7,527,942 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 17 0 193 CGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCT CGTGCATCTCTGTATCTCTGTCC TGGACATTGAGACAGAGATGG 104 0 11 23 203 21 60,550 57,099 40,200 35,100 7,450,793 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 18 0 93 GTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctc GTCCATCTCTGTCTCTCTGTCC TGGACATTGAGACAGAGATGG 5 0 111 22 203 21 59,312 57,099 40,200 35,100 6,588,901 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 18 0 94 GTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctc GTCCATCTCTGTCTCTCTGTCC ATGGACATTGAGACAGAGATGG 5 0 111 22 204 22 59,312 57,581 40,200 35,100 7,106,908 G 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:12885:64878 1 138 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCGTCCCTCTNA 0 0 18 0 165 GCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctc GCATCTCTTGCCCGTCCTTA ATGGACATTGAGACAGAGATGG 78 0 40 20 204 22 59,822 57,581 26,900 35,100 4,597,041 D 208 tctctctctcCGTGCATCTCTGTATCTCTGTCCTTCTCTGCATCTCTTGCCCGTCCTTACctctctctctctctGTGtctctctctcTTTCTGTCTGtctctctctctcTGTCCATCTCTGtctctcTGTCCATCTGtctctctctctctctctctctctctctctcCGTCCctctctctctCCATCTCTGTCTCAATGTCCATTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 138 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATATANA 1 1 9 5 120 TTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgt TTGGTGGAGAAAGTGGTTGAT ACATAGACACACATGCATGATGT 5 33 112 21 231 23 57,407 58,480 25,700 30,600 8,113,621 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 138 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATATANA 0 0 10 4 120 TTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgt TTGGTGGAGAAAGTGGTTGATT ACATAGACACACATGCATGATGT 4 33 112 22 231 23 58,090 58,480 25,700 30,600 8,429,911 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT
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ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 138 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATATANA 0 0 11 4 119 TGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtg TGGTGGAGAAAGTGGTTGATT ACATAGACACACATGCATGATGT 4 33 113 21 231 23 57,407 58,480 25,700 30,600 8,113,621 F 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 1 11 0 190 ACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATT ACAGTGTGTGTGGAGGTGG CCCACAACACACAGTCACA 64 0 5 19 194 19 59,473 57,833 46,100 35,800 4,694,076 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 12 0 125 GGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgt GGGCTGATTGCAGTGTGG CCCACAACACACAGTCACA 0 0 70 18 194 19 58,719 57,833 41,700 35,800 6,448,429 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 12 0 156 TTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTG TTACAGTGTGTATGGCCGCG CCCACAACACACAGTCACA 29 0 39 20 194 19 60,738 57,833 64,600 35,800 3,905,252 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 12 0 170 GAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGAGGGAGGCGCTGATTACAG CCCACAACACACAGTCACA 43 0 25 20 194 19 60,250 57,833 27,400 35,800 3,416,846 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 12 0 191 TACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGAT TACAGTGTGTGTGGAGGTGG CCCACAACACACAGTCACA 64 0 4 20 194 19 59,244 57,833 46,100 35,800 3,923,483 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 13 0 192 TTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGA TTACAGTGTGTGTGGAGGTGG CCCACAACACACAGTCACA 64 0 3 21 194 19 59,860 57,833 46,100 35,800 4,307,241 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14509:42903 1 88 88 15 2 AC GTGTGTGTGTGTGGGTGTGTGTGTTTGGTGGAGAANA 0 0 14 0 169 AGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAG AGGGAGGCGCTGATTACAGT CCCACAACACACAGTCACA 42 0 26 20 194 19 60,978 57,833 35,500 35,800 4,145,335 G 233 GATTACAgtgtgtgtGGAGGTGGGGAGGGAGGCGCTGATTACAgtgtgtATGGCCGCGGAGGAagagagGGGCTGATTGCAGTGTGGgtgtgtgtgtgtGGgtgtgtgtgtTTGGTGGAGAAAGTGGTTGATTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatataTGTGACtgtgtgTTGTGGGGAGAGGGGCTGATTACATCATGCAtgtgtgTCTATGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 21 160 TATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTATTGTGTTGCTGCCCTCCC CCTCCTGGCCTCCCTGTC 61 21 124 20 283 18 60,323 61,087 43,000 35,100 3,409,959 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 128 CAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGCAAACCTTTGTGTTGCTGGG CTCCTGGCCTCCCTGTCC 30 20 155 20 282 18 58,061 61,087 44,500 40,200 5,025,225 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 145 CCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGCCTCCCTCAAGCCTGTTCAA CTCCTGGCCTCCCTGTCC 47 20 138 20 282 18 59,598 61,087 26,900 40,200 3,488,338 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 159 TATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTATTGTGTTGCTGCCCTCCC CTCCTGGCCTCCCTGTCC 61 20 124 20 282 18 60,323 61,087 43,000 40,200 3,409,959 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 12 134 CCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACCCTCAAGCCTGTTCAAACC CTCCCTGTCCTGCAGCAG 44 12 141 20 274 18 59,038 59,732 32,700 42,400 3,230,034 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 12 137 CCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGCCTCCCTCAAGCCTGTTCAA CTCCCTGTCCTGCAGCAG 47 12 138 20 274 18 59,598 59,732 26,900 42,400 2,670,018 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 12 137 CCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGCCTCCCTCAAGCCTGTTCAAA CTCCCTGTCCTGCAGCAG 46 12 138 21 274 18 60,203 59,732 26,900 42,400 3,471,208 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 12 151 TATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTATTGTGTTGCTGCCCTCCC CTCCCTGTCCTGCAGCAG 61 12 124 20 274 18 60,323 59,732 43,000 42,400 2,591,640 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 21 130 TCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGA TCAAACCTTTGTGTTGCTGGG CCTCCTGGCCTCCCTGTC 30 21 154 21 283 18 59,520 61,087 44,500 35,100 4,566,737 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 20 129 TCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGA TCAAACCTTTGTGTTGCTGGG CTCCTGGCCTCCCTGTCC 30 20 154 21 282 18 59,520 61,087 44,500 40,200 4,566,737 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 12 260 tgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGTGGGATTTCCTGTGGCTG CTCCCTGTCCTGCAGCAG 170 12 15 20 274 18 60,251 59,732 48,500 42,400 2,519,577 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 12 261 ctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTCTGTGGGATTTCCTGTGGCT CTCCCTGTCCTGCAGCAG 171 12 14 20 274 18 59,961 59,732 47,500 42,400 2,307,025 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 21 267 TGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGT TGGGATTTCCTGTGGCTGTT CCTCCTGGCCTCCCTGTC 168 21 17 20 283 18 59,518 61,087 31,600 35,100 3,569,046 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 20 266 TGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGT TGGGATTTCCTGTGGCTGTT CTCCTGGCCTCCCTGTCC 168 20 17 20 282 18 59,518 61,087 31,600 40,200 3,569,046 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 19 265 TGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGT TGGGATTTCCTGTGGCTGTT TCCTGGCCTCCCTGTCCT 168 19 17 20 281 18 59,518 61,616 31,600 38,500 4,098,257 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 12 272 TGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgct TGTTTCTGCTGCTGTGGGAT CTCCCTGTCCTGCAGCAG 182 12 3 20 274 18 59,889 59,732 38,500 42,400 2,379,342 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 17 12 221 GTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTGGCTGTTCCTGCTGCTA CTCCCTGTCCTGCAGCAG 132 12 54 19 274 18 60,003 59,732 34,900 42,400 3,271,635 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 21 230 GTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTGGCTGTTCCTGCTGCTAT CCTCCTGGCCTCCCTGTC 131 21 54 20 283 18 60,394 61,087 29,700 35,100 3,480,137 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 20 229 GTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTGGCTGTTCCTGCTGCTAT CTCCTGGCCTCCCTGTCC 131 20 54 20 282 18 60,394 61,087 29,700 40,200 3,480,137 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 12 221 GTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTGGCTGTTCCTGCTGCTAT CTCCCTGTCCTGCAGCAG 131 12 54 20 274 18 60,394 59,732 29,700 42,400 2,661,818 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 20 261 TTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTG TTTCCTGTGGCTGTTCCTGC CTCCTGGCCTCCCTGTCC 137 20 48 20 282 18 60,823 61,087 48,500 40,200 3,909,955 B 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:14671:2153 1 205 40 15 1.5 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 12 253 TTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTG TTTCCTGTGGCTGTTCCTGC CTCCCTGTCCTGCAGCAG 137 12 48 20 274 18 60,823 59,732 48,500 42,400 3,091,636 F 286 GCTGTTTctgctgctgTGGGATTTCCTGTGGCTGTTCctgctgctgTTTTCCTGTGGCTGTTCCTGCTGCTATAGGATTTCCAGTGGCAGTTCctgctgctgTTTTCCTGTGGATGTTCCTATTATTGTGTTGCTGCCCTCCCTCAAGCCTGTTCAAACCTTTGTGTTGCTGGGGACGTAGAGCGTGAGGCGTGAGGCCTGGAGgagagagaGGgagagagagagagagagagagagagagagaTAGGCGGtgctgctgctgcAGGACAGGGAGGCCAGGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2119:18507:32531 1 54 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTATGTGTG NA 1 1 21 7 130 ATCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctATCCGTTATGTGTCTGTCCC GTTAGACAGGGACAGACACAT 7 7 27 20 156 21 57,018 57,037 44,600 32,100 6,945,288 D 156 CTCCctctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctctctctctctctctctTAtgtgtgtgTCCCTGTCTATCActctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAAC

ST‐E00142:460:H2K7HCCXY:6:2119:18507:32531 1 54 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTATGTGTG NA 0 0 21 6 129 TCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctc TCCGTTATGTGTCTGTCCCT GTTAGACAGGGACAGACACAT 6 7 28 20 156 21 58,067 57,037 42,000 32,100 5,896,450 D 156 CTCCctctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctctctctctctctctctTAtgtgtgtgTCCCTGTCTATCActctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAAC

ST‐E00142:460:H2K7HCCXY:6:2119:18507:32531 1 54 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTATGTGTG NA 0 0 21 6 130 ATCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctATCCGTTATGTGTCTGTCCCT GTTAGACAGGGACAGACACAT 6 7 27 21 156 21 58,532 57,037 42,000 32,100 6,431,309 D 156 CTCCctctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAActctctctctctctctctctctctctctctTAtgtgtgtgTCCCTGTCTATCActctctctctctctCActctctATCCGTTATGTGTCTGTCCCTGTCTAAC

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 130 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 6 99 AGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgt AGGGAAGCGGATTCAAACCA AACAAATCAGAAGTGGGTTGGC 6 21 104 20 202 22 59,596 59,635 36,700 45,200 2,769,334 F 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 130 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 97 AGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgt AGGGAAGCGGATTCAAACCA CAAATCAGAAGTGGGTTGGCT 6 20 104 20 200 21 59,596 58,758 36,700 47,500 2,646,083 F 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 130 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 98 AGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgt AGGGAAGCGGATTCAAACCA ACAAATCAGAAGTGGGTTGGC 6 21 104 20 201 21 59,596 59,036 36,700 45,200 2,367,555 F 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 1 4 7 188 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAATC GGGTTGGCTATTTCAAACTCCC 52 7 1 22 188 22 58,463 59,504 26,700 43,000 6,032,640 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 0 4 7 188 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAAT GGGTTGGCTATTTCAAACTCCC 53 7 1 21 188 22 57,364 59,504 25,700 43,000 6,132,223 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 0 5 21 179 CCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCCCAGCTAATTATCAAAGCGTCT ACAAATCAGAAGTGGGTTGGC 29 21 23 23 201 21 58,870 59,036 41,800 45,200 6,093,632 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 0 5 21 201 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAATC ACAAATCAGAAGTGGGTTGGC 52 21 1 22 201 21 58,463 59,036 26,700 45,200 5,500,085 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 0 5 21 201 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAAT ACAAATCAGAAGTGGGTTGGC 53 21 1 21 201 21 57,364 59,036 25,700 45,200 5,599,668 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:19654:55157 1 75 85 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGCAAAGGGAANA 0 0 5 20 200 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCGTCTGGCTTTAGGGAGTCAATC CAAATCAGAAGTGGGTTGGCT 52 20 1 22 200 21 58,463 58,758 26,700 47,500 5,778,613 G 234 GTCTGGCTTTAGGGAGTCAATCCCCAGCTAATTATCAAAGCGTCTAGAAAACTGTGAGCTCCTAGCTTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgCAAAGGGAAGCGGATTCAAACCAAttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCTTGGGAGTTTGAAATAGCCAACCCACTTCTGATTTGTTTCAAGGCTTGATTGCTGAAATTTGttttttCT

ST‐E00142:460:H2K7HCCXY:6:2119:20070:64703 1 30 101 15 3 AG GAGAGAGAGACCGACTCACCGAGAGAGAGAGAGANA 1 1 16 0 145 gagagaGCCTCAGTCCGACTGACCgagagagagaCCGAGAGAGAGCCTCAGTCCGACT CTCTGTCTGTTGGCTGGTGT 4 0 6 20 150 20 60,394 59,893 41,800 41,600 0.501264 G 150 AGGgagagagaGCCTCAGTCCGACTGACCgagagagagaCCGACTCACCgagagagagagagagagaCACCGGCCAACagagagagagagagagagagagagagagagATagagagagagagagagagagACACCAGCCAACAGACAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:20070:64703 1 30 101 15 3 AG GAGAGAGAGACCGACTCACCGAGAGAGAGAGAGANA 0 0 16 0 147 gagagagaGCCTCAGTCCGACTGACCgagagagagaCC GAGAGAGAGCCTCAGTCCGA CTCTGTCTGTTGGCTGGTGT 6 0 4 20 150 20 60,107 59,893 45,500 41,600 0.214866 G 150 AGGgagagagaGCCTCAGTCCGACTGACCgagagagagaCCGACTCACCgagagagagagagagagaCACCGGCCAACagagagagagagagagagagagagagagagATagagagagagagagagagagACACCAGCCAACAGACAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:20070:64703 1 30 101 15 3 AG GAGAGAGAGACCGACTCACCGAGAGAGAGAGAGANA 0 0 16 0 150 AGGgagagagaGCCTCAGTCCGACTGACCgagagagagAGGGAGAGAGAGCCTCAGTC CTCTGTCTGTTGGCTGGTGT 9 0 1 20 150 20 59,741 59,893 35,100 41,600 0.366230 G 150 AGGgagagagaGCCTCAGTCCGACTGACCgagagagagaCCGACTCACCgagagagagagagagagaCACCGGCCAACagagagagagagagagagagagagagagagATagagagagagagagagagagACACCAGCCAACAGACAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 1 1 10 6 143 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCAG ACGCACACTCACACTCTCAG 42 6 10 23 152 20 59,807 59,969 30,200 33,500 3,224,793 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 6 143 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCA ACGCACACTCACACTCTCAG 43 6 10 22 152 20 58,838 59,969 25,700 33,500 3,193,180 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 5 103 AAGCGTGGTTTCACAACACTACGTCcacacaatatatG AAGCGTGGTTTCACAACACT ACGCACACTCACACTCTCAG 5 6 50 20 152 20 58,541 59,969 35,500 33,500 1,490,764 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 2 101 GCGTGGTTTCACAACACTACGTCcacacaatatatGCgt GCGTGGTTTCACAACACTACG ACGCACACTCACACTCTCAG 2 6 52 21 152 20 60,333 59,969 35,100 33,500 1,363,866 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 5 142 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCA CGCACACTCACACTCTCAGA 43 5 10 22 151 20 58,838 59,688 25,700 32,700 3,473,968 F 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 52 15 1.5 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 2 100 GCGTGGTTTCACAACACTACGTCcacacaatatatGCgt GCGTGGTTTCACAACACTACG CGCACACTCACACTCTCAGA 2 5 52 21 151 20 60,333 59,688 35,100 32,700 1,644,655 B 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 1 5 7 216 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCA ACACACTCACTCATCACAGACA 43 7 10 22 225 22 58,838 59,305 25,700 34,100 5,857,013 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 2 174 GCGTGGTTTCACAACACTACGTCcacacaatatatGCgt GCGTGGTTTCACAACACTACG ACACACTCACTCATCACAGACA 2 7 52 21 225 22 60,333 59,305 35,100 34,100 4,027,699 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 174 AAGCGTGGTTTCACAACACTACGTCcacacaatatatG AAGCGTGGTTTCACAACACT ACACTCACTCATCACAGACACA 5 5 50 20 223 22 58,541 59,305 35,500 37,200 4,154,597 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 214 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCAG ACACTCACTCATCACAGACACA 42 5 10 23 223 22 59,807 59,305 30,200 37,200 5,888,626 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 214 GGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGAT GGGTTTCCAGCCAGTAAATTCA ACACTCACTCATCACAGACACA 43 5 10 22 223 22 58,838 59,305 25,700 37,200 5,857,013 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 2 172 GCGTGGTTTCACAACACTACGTCcacacaatatatGCgt GCGTGGTTTCACAACACTACG ACACTCACTCATCACAGACACA 2 5 52 21 223 22 60,333 59,305 35,100 37,200 4,027,699 G 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 168 GCGTGGTTTCACAACACTACGTCcacacaatatatGCgt GCGTGGTTTCACAACACTACG TCACTCATCACAGACACATACAT 2 0 52 21 219 23 60,333 57,334 35,100 22,900 6,998,468 D 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 170 AAGCGTGGTTTCACAACACTACGTCcacacaatatatG AAGCGTGGTTTCACAACACT TCACTCATCACAGACACATACAT 5 0 50 20 219 23 58,541 57,334 35,500 22,900 7,125,366 D 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20364:20805 1 75 122 15 2 AC CACACAATATATGCGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 171 AAAGCGTGGTTTCACAACACTACGTCcacacaatatat AAAGCGTGGTTTCACAACACT TCACTCATCACAGACACATACAT 5 0 49 21 219 23 59,184 57,334 35,500 22,900 7,482,139 D 226 ATCAATGAGGGGTTTCCAGCCAGTAAATTCAGAAATAAtttttGATATAAAGCGTGGTTTCACAACACTACGTCcacacaatatatGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGAGTCTCTGAGAGTGTGAGTGTGCGTAtgtgtgtgACtgtgtgtgAGTTTGTgagagagagtgtgtgtgtATGTATGTGTCTGTGATGAGTGAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 4 54 254 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA GTCTTTGGCTACTATCATTTGTGCT 125 54 20 20 273 25 59,522 59,645 39,600 44,000 5,833,422 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 51 249 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA TGGCTACTATCATTTGTGCTTCT 125 51 20 20 268 23 59,522 57,897 39,600 28,500 5,581,024 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 27 182 TGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCA TGTCAGTCAGCATTTCAGGACA TGTCTCCTGCTCTCTACCCA 83 27 60 22 241 20 59,895 59,295 40,200 45,100 2,809,285 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 24 179 TGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCA TGTCAGTCAGCATTTCAGGACA CTCCTGCTCTCTACCCAAGC 83 24 60 22 238 20 59,895 59,536 40,200 40,100 2,568,241 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 24 219 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA CTCCTGCTCTCTACCCAAGC 125 24 20 20 238 20 59,522 59,536 39,600 40,100 0.941692 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 8 167 TGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCA TGTCAGTCAGCATTTCAGGACA ACCCAAGCATTTCAGTTTATTCAA 83 8 60 22 226 24 59,895 57,582 40,200 26,900 8,522,678 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 8 207 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA ACCCAAGCATTTCAGTTTATTCAA 125 8 20 20 226 24 59,522 57,582 39,600 26,900 6,896,129 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 8 208 CAGGGTTGACACCTCAATGCATCTGTAGAGAAACA CAGGGTTGACACCTCAATGC ACCCAAGCATTTCAGTTTATTCAA 126 8 19 20 226 24 59,116 57,582 35,600 26,900 7,301,890 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 55 255 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA TGTCTTTGGCTACTATCATTTGTGC 125 55 20 20 274 25 59,522 59,876 39,600 45,700 5,601,892 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 27 240 GGGTTTGAACACATAATCAGGGTTGACACCTCAATGGGGTTTGAACACATAATCAGGGT TGTCTCCTGCTCTCTACCCA 140 27 2 23 241 20 58,914 59,295 43,400 45,100 4,791,121 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 27 241 AGGGTTTGAACACATAATCAGGGTTGACACCTCAA AGGGTTTGAACACATAATCAGGGT TGTCTCCTGCTCTCTACCCA 140 27 1 24 241 20 60,203 59,295 43,400 45,100 4,907,337 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 27 241 AGGGTTTGAACACATAATCAGGGTTGACACCTCAA AGGGTTTGAACACATAATCAGGG TGTCTCCTGCTCTCTACCCA 141 27 1 23 241 20 58,656 59,295 44,500 45,100 5,048,768 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 7 167 TGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCA TGTCAGTCAGCATTTCAGGACA ACCCAAGCATTTCAGTTTATTCAAT 83 7 60 22 226 25 59,895 57,992 40,200 25,700 9,112,643 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 7 207 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA ACCCAAGCATTTCAGTTTATTCAAT 125 7 20 20 226 25 59,522 57,992 39,600 25,700 7,486,093 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 23 178 TGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCA TGTCAGTCAGCATTTCAGGACA TCCTGCTCTCTACCCAAGCA 83 23 60 22 237 20 59,895 60,252 40,200 39,100 2,356,860 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 23 218 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA TCCTGCTCTCTACCCAAGCA 125 23 20 20 237 20 59,522 60,252 39,600 39,100 0.730311 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 23 219 CAGGGTTGACACCTCAATGCATCTGTAGAGAAACA CAGGGTTGACACCTCAATGC TCCTGCTCTCTACCCAAGCA 126 23 19 20 237 20 59,116 60,252 35,600 39,100 1,136,072 F 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 8 169 TCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCTCTGTCAGTCAGCATTTCAGGA ACCCAAGCATTTCAGTTTATTCAA 85 8 58 22 226 24 59,366 57,582 38,600 26,900 9,052,510 A 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 9 38 236 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA TTGTGCTTCTTAAATGTCTCCTG 125 38 20 20 255 23 59,522 57,053 39,600 38,600 6,425,300 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 9 38 237 CAGGGTTGACACCTCAATGCATCTGTAGAGAAACA CAGGGTTGACACCTCAATGC TTGTGCTTCTTAAATGTCTCCTG 126 38 19 20 255 23 59,116 57,053 35,600 38,600 6,831,062 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:20923:60976 1 165 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 38 237 AGGGTTGACACCTCAATGCATCTGTAGAGAAACAG AGGGTTGACACCTCAATGCA TTTGTGCTTCTTAAATGTCTCCTG 125 38 20 20 256 24 59,522 57,682 39,600 38,600 6,795,861 B 280 AGGGTTTGAACACATAATCAGGGTTGACACCTCAATGCATCTGTAGAGAAACAGAAGTCTGTCAGTCAGCATTTCAGGACATAAATCCTTCCTCAGATCTGGAAGATATTAAAGATGAACAAAATTTAGAGAAGAACACAAAAGGGATCGGAAGAAGTGAATGAacacacacacacacacacacacacacacacGAAATAAATTGAATAAACTGAAATGCTTGGGTagagagCAGGAGACATTTAAGAAGCACAAATGATAGTAGCCAAAGACAAAAGGG

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 1 1 14 18 142 tgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTGTGTCTGTGTCAATGTGTGTG ACACCCTGTCACACAACCTG 18 21 49 22 190 20 59,323 60,107 38,200 40,000 2,784,552 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 0 0 14 18 143 tgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTGTGTCTGTGTCAATGTGTGTG CACACCCTGTCACACAACCT 18 22 49 22 191 20 59,323 60,107 38,200 35,000 2,784,552 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 0 0 16 2 126 tgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTT TGTGTGTATGAGTGAGTGTGGG ACACCCTGTCACACAACCTG 2 21 65 22 190 20 59,963 60,107 46,100 40,000 2,144,336 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 0 0 16 2 127 tgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTT TGTGTGTATGAGTGAGTGTGGG CACACCCTGTCACACAACCT 2 22 65 22 191 20 59,963 60,107 46,100 35,000 2,144,336 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 0 0 16 2 139 tgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTT TGTGTGTATGAGTGAGTGTGGG CCAACACACTGACACACCCT 2 34 65 22 203 20 59,963 60,107 46,100 43,400 2,144,336 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 89 61 15 2 AC TGTGTGTGTGTGTGTTTCACTGTGTGCATCAGTGTGNA 0 0 16 2 140 tgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTT TGTGTGTATGAGTGAGTGTGGG TCCAACACACTGACACACCC 2 35 65 22 204 20 59,963 60,107 46,100 46,100 2,144,532 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 1 8 3 187 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA CCCTGTCACACAACCTGAGA 3 18 1 20 187 20 60,321 59,241 24,100 32,700 1,079,944 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 0 8 3 188 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA ACCCTGTCACACAACCTGAG 3 19 1 20 188 20 60,321 59,530 24,100 33,500 0.791127 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 0 8 3 189 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA CACCCTGTCACACAACCTGA 3 20 1 20 189 20 60,321 59,820 24,100 38,600 0.501381 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 0 9 3 190 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA ACACCCTGTCACACAACCTG 3 21 1 20 190 20 60,321 60,107 24,100 40,000 0.428424 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 0 10 3 191 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA CACACCCTGTCACACAACCT 3 22 1 20 191 20 60,321 60,107 24,100 35,000 0.428424 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21054:66091 1 24 126 15 3 AC GTGTGTGTGTCAGTGTGAGTATGTGTGTGTCTGTGTNA 0 0 10 3 203 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGCGTGCCAGGGTGTGATTGTA CCAACACACTGACACACCCT 3 34 1 20 203 20 60,321 60,107 24,100 43,400 0.428424 G 213 CGTGCCAGGGTGTGATTGTATGGgtgtgtgtgtCAGTGTGAGTAtgtgtgtgTCTGTGTCAAtgtgtgtgTATGAGTGAGTGTGGGTTtgtgtgtgtgtgtgTTTCACtgtgtgCATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggTGGTGAGAGTCTGTCTCAGGTtgtgtgACAGGgtgtgtCAgtgtgtTGGATtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 1 1 7 38 195 CGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGCGTCTCTCTGTGGGCATCAG TCAGACACTAACATGCATGCA 38 54 14 20 208 21 60,179 57,943 29,000 39,600 3,235,704 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 7 35 192 ctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTG CTCTCTGTGGGCATCAGCTC TCAGACACTAACATGCATGCA 35 54 17 20 208 21 60,179 57,943 40,900 39,600 3,235,666 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 8 45 202 TTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCTTGTGCACGTCTCTCTGTGG TCAGACACTAACATGCATGCA 45 54 7 20 208 21 60,249 57,943 41,700 39,600 3,306,035 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 11 138 GCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCGCATCAGCTCGTTTGTGCAT ACACACACATCCACACACCA 25 11 27 20 164 20 59,830 59,746 39,600 41,700 0.424135 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 11 148 ctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTG CTCTCTGTGGGCATCAGCTC ACACACACATCCACACACCA 35 11 17 20 164 20 60,179 59,746 40,900 41,700 0.433541 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 11 151 CGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGCGTCTCTCTGTGGGCATCAG ACACACACATCCACACACCA 38 11 14 20 164 20 60,179 59,746 29,000 41,700 0.433578 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 11 158 TTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCTTGTGCACGTCTCTCTGTGG ACACACACATCCACACACCA 45 11 7 20 164 20 60,249 59,746 41,700 41,700 0.503910 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 2 115 TGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATC TGTGAGCTTGAGCATGAGGG ACACACACATCCACACACCA 2 11 50 20 164 20 60,036 59,746 43,000 41,700 0.290187 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21227:64175 1 72 62 15 2 AC TGTGTGTGTGAGTATCTCTGTGTGAGTGTGATTGTGNA 0 0 14 1 114 GTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCT GTGAGCTTGAGCATGAGGGT ACACACACATCCACACACCA 1 11 51 20 164 20 60,036 59,746 43,400 41,700 0.290092 G 216 GTGTTCTTGTGCACGtctctcTGTGGGCATCAGCTCGTTTGTGCATGAATGTGAGCTTGAGCATGAGGGTTtgtgtgtgtgAGTATCTCtgtgtgAGTGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTGAtttttGgtgtgtGGAtgtgtgtgTTTCCATTGGTGACAGTTCATGTATGCATGCATGTTAGTGTCTGAATTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 61 216 agCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAGCACAGTAGCTGTCAGGG CAACATCCCAACCTCCCTCC 61 86 14 19 229 20 59,022 60,034 44,500 43,000 2,012,562 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 61 217 agCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAGCACAGTAGCTGTCAGGG CCAACATCCCAACCTCCCTC 61 87 14 19 230 20 59,022 60,034 44,500 43,000 2,012,562 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 61 219 agCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAGCACAGTAGCTGTCAGGG TTCCAACATCCCAACCTCCC 61 89 14 19 232 20 59,022 59,592 44,500 43,000 2,386,391 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 21 177 TGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGTGGTGAGTGAAATCCCTGCA CAACATCCCAACCTCCCTCC 21 86 53 20 229 20 59,230 60,034 44,100 43,000 0.804588 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 21 178 TGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGTGGTGAGTGAAATCCCTGCA CCAACATCCCAACCTCCCTC 21 87 53 20 230 20 59,230 60,034 44,100 43,000 0.804588 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:21349:38297 1 94 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 21 180 TGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGTGGTGAGTGAAATCCCTGCA TTCCAACATCCCAACCTCCC 21 89 53 20 232 20 59,230 59,592 44,100 43,000 1,178,418 F 238 GAAGGCcagcagcagCACAGTAGCTGTCAGGGGAATGTTCTTGCTTGATAAATGGTGAGTGAAATCCCTGCAATTTTAGAACCAATTGGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTggggggggAgggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggggAGGGAGGTTGGGATGTTGGAAGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 1 1 12 17 195 aGCCTAATCCACTcacacacaTACAGTCACGCATTCAAAGCCTAATCCACTCACACACA AGTGAATGAGTGCGTGAGGG 17 95 16 21 210 20 59,022 60,037 37,200 43,000 2,014,806 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 12 5 182 cacacacaTACAGTCACGCATTCAAtctctctctctcacaca CACACACATACAGTCACGCA AGTGAATGAGTGCGTGAGGG 5 95 29 20 210 20 58,503 60,037 52,400 43,000 1,533,886 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 6 184 CTcacacacaTACAGTCACGCATTCAAtctctctctctcacaCTCACACACATACAGTCACGC AGTGAATGAGTGCGTGAGGG 6 95 27 21 210 20 59,279 60,037 53,400 43,000 1,758,341 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 127 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA TGCGAGCACAAGTGAGTGT 5 40 28 21 154 19 59,932 59,856 52,400 35,500 2,211,660 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 128 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA GTGCGAGCACAAGTGAGTGT 5 40 28 21 155 20 59,932 61,154 52,400 35,500 2,222,027 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 138 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA AAGTGTATGTGTGCGAGCAC 5 50 28 21 165 20 59,932 58,852 52,400 44,000 2,216,131 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 183 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA AGTGAATGAGTGCGTGAGGG 5 95 28 21 210 20 59,932 60,037 52,400 43,000 1,104,774 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 193 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA CGCACGTGAGAGTGAATGAG 5 105 28 21 220 20 59,932 59,012 52,400 29,000 2,055,537 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:23378:36258 1 54 42 15 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANA 0 0 13 5 195 TcacacacaTACAGTCACGCATTCAAtctctctctctcacac TCACACACATACAGTCACGCA TGCGCACGTGAGAGTGAAT 5 108 28 21 222 19 59,932 60,006 52,400 25,700 2,074,041 F 233 GATTGCAAGaaaaaaaGCCTAATCCACTcacacacaTACAGTCACGCATTCAAtctctctctctcacacacacacacacacacacacacacacacGCGCTCATTAACTCACATACTCACTCATGCAGTCACATacacacTCACTTGTGCTCGcacacaTACACTTACACGCATTTGcacacaTGCACATGCCCTCACGCACTCATTCACTCTCACGTGCGCACGCACTCATTC

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 9 9 142 CGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCGTATCACTGTCCCTCTGTCT AGAGTTAATGAATGATAAACAGAGTGT 42 9 38 21 179 27 58,630 57,050 34,100 35,500 12,320,845 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 8 141 CGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCGTATCACTGTCCCTCTGTCT GAGTTAATGAATGATAAACAGAGTGTG 42 8 38 21 178 27 58,630 57,021 34,100 38,200 12,349,620 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 7 140 CGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCGTATCACTGTCCCTCTGTCT AGTTAATGAATGATAAACAGAGTGTGA 42 7 38 21 177 27 58,630 57,275 34,100 35,800 12,095,368 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 92 TCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctTCTGACACCTCCCTCTCAATCT TGATAAACAGAGTGTGAGTGAAGC 3 0 76 22 167 24 59,956 59,009 24,000 38,600 7,034,720 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 96 TGTATCTGACACCTCCCTCTCAATCTTCAtctctctctct TGTATCTGACACCTCCCTCTCA TGATAAACAGAGTGTGAGTGAAGC 7 0 72 22 167 24 59,688 59,009 32,700 38,600 7,302,897 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:26880:48652 1 101 43 15 1.5 AG TCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 130 CGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCGTATCACTGTCCCTCTGTCT TGATAAACAGAGTGTGAGTGAAGC 42 0 38 21 167 24 58,630 59,009 34,100 38,600 7,361,406 B 197 ACCTCTGCACATCTTGCAAtctctctctcTGtctctcCGTATCACTGTCCCTCTGTCTATCTAtctctcTGTGTATCTGACACCTCCCTCTCAATCTTCAtctctctctctcCctctctctctctctctctctctctctctctGCTTCACTCACACTCTGTTTATCATTCATTAACTCTGtctctctctcAGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2119:28970:59868 1 81 70 15 3 AC CACACACACACACTAGTGTATCCTCACACACACAAGNA 1 1 17 4 120 AATCCTcacacacaCGCGAATCCTcacacacacacaCTAGAATCCTCACACACACGCGAA TCTGTGAGGATACACTGGTGT 4 5 57 20 176 21 60,250 58,110 47,000 41,600 3,139,212 G 176 GTATCCTcacacacaAAGTGAATCCTcacacacaCTcacacacacacaGACAAGTGAATCCTcacacacaCGCGAATCCTcacacacacacaCTAGTGTATCCTcacacacacaAGTCAGcacacacacacacacacacacacacacacaAAAacacacCAGTGTATCCTCACAGA

ST‐E00142:460:H2K7HCCXY:6:2119:28970:59868 1 81 70 15 3 AC CACACACACACACTAGTGTATCCTCACACACACAAGNA 0 0 17 3 119 ATCCTcacacacaCGCGAATCCTcacacacacacaCTAGTATCCTCACACACACGCGAAT TCTGTGAGGATACACTGGTGT 3 5 58 20 176 21 60,037 58,110 33,400 41,600 2,926,838 G 176 GTATCCTcacacacaAAGTGAATCCTcacacacaCTcacacacacacaGACAAGTGAATCCTcacacacaCGCGAATCCTcacacacacacaCTAGTGTATCCTcacacacacaAGTCAGcacacacacacacacacacacacacacacaAAAacacacCAGTGTATCCTCACAGA

ST‐E00142:460:H2K7HCCXY:6:2119:28970:59868 1 81 70 15 3 AC CACACACACACACTAGTGTATCCTCACACACACAAGNA 0 0 17 2 118 TCCTcacacacaCGCGAATCCTcacacacacacaCTAGTGTCCTCACACACACGCGAATC TCTGTGAGGATACACTGGTGT 2 5 59 20 176 21 60,666 58,110 25,200 41,600 3,555,787 G 176 GTATCCTcacacacaAAGTGAATCCTcacacacaCTcacacacacacaGACAAGTGAATCCTcacacacaCGCGAATCCTcacacacacacaCTAGTGTATCCTcacacacacaAGTCAGcacacacacacacacacacacacacacacaAAAacacacCAGTGTATCCTCACAGA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 2 47 190 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACCTTCTGTTGCTGCACATCA TTCGCTGTGACAAGGACTGT 73 47 1 20 190 20 58,759 59,536 30,700 35,500 1,705,201 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 46 190 GCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCAGGCTGACAGTTAAAGCG TCTGAAGAGTCCCAGCAAAGG 46 73 28 20 217 21 59,833 59,651 46,800 31,100 1,515,840 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 51 194 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACCTTCTGTTGCTGCACATCA ATGCTTCGCTGTGACAAGGA 73 51 1 20 194 20 58,759 59,965 30,700 33,600 1,276,482 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 46 167 GCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCAGGCTGACAGTTAAAGCG ATGCTTCGCTGTGACAAGGA 46 51 28 20 194 20 59,833 59,965 46,800 33,600 0.202131 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 45 166 CAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCAGGCTGACAGTTAAAGCGC ATGCTTCGCTGTGACAAGGA 45 51 29 20 194 20 59,833 59,965 59,200 33,600 0.202131 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 43 164 GGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCGGCTGACAGTTAAAGCGCAG ATGCTTCGCTGTGACAAGGA 43 51 31 20 194 20 59,833 59,965 51,800 33,600 0.202131 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 5 118 GGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCGGCTGACAGTTAAAGCGCAG CGCCTCACGGTGACTAAGAT 43 5 31 20 148 20 59,833 59,544 51,800 24,000 0.623036 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 5 120 CAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCAGGCTGACAGTTAAAGCGC CGCCTCACGGTGACTAAGAT 45 5 29 20 148 20 59,833 59,544 59,200 24,000 0.623036 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:29721:29138 1 94 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 5 121 GCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCAGGCTGACAGTTAAAGCG CGCCTCACGGTGACTAAGAT 46 5 28 20 148 20 59,833 59,544 46,800 24,000 0.623036 A 230 CCTTCTGTTGCTGCACATCATAATGTAGCAGGCTGACAGTTAAAGCGCAGAACTAGTCAATGGCCAAATTTCTCACTCTGCAATTTATTTATTtatatatatatatatatatatatatatataTGTATATCTTAGTCACCGTGAGGCGCACAAAACCCCAGTTTCATCCCACAGTCCTTGTCACAGCGAAGCATTTCCTTTGCTGGGACTCTTCAGAAATGTGTCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 18 121 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAG TGAGAAGTCTGTTGCACGAGT 18 26 14 26 134 21 57,841 59,591 30,200 41,800 9,568,408 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 17 120 GTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGTTTAGAGTTTGGAGAAATGTCAAGT TGAGAAGTCTGTTGCACGAGT 17 26 15 26 134 21 58,069 59,591 31,600 41,800 9,340,340 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 17 121 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAGT TGAGAAGTCTGTTGCACGAGT 17 26 14 27 134 21 59,224 59,591 31,600 41,800 9,184,626 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 193 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAGT ACACCACTCAGATTTCATTGACG 17 96 14 27 206 23 59,224 59,252 31,600 43,500 11,523,609 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 18 175 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAG TGACGTGAAGCAGCAACAGA 18 81 14 26 188 20 57,841 60,179 30,200 34,100 8,338,430 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 174 GTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGTTTAGAGTTTGGAGAAATGTCAAGT TGACGTGAAGCAGCAACAGA 17 81 15 26 188 20 58,069 60,179 31,600 34,100 8,110,362 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 175 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAGT TGACGTGAAGCAGCAACAGA 17 81 14 27 188 20 59,224 60,179 31,600 34,100 7,954,648 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 191 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAGT ACCACTCAGATTTCATTGACGTG 17 94 14 27 204 23 59,224 59,252 31,600 44,900 11,523,609 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:3102:29789 1 58 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 192 AGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTAGTTTAGAGTTTGGAGAAATGTCAAGT CACCACTCAGATTTCATTGACGT 17 95 14 27 205 23 59,224 59,252 31,600 43,400 11,523,609 F 263 GAACATCAACAAAAGTTTAGAGTTTGGAGAAATGTCAAGTTTTGtttttGTTGGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCCACAGATTAGCTGAGTTTGTGTTACTCGTGCAACAGACTTCTCAAATAGGACAGCACCATCTTTTCTGGCGACAGGAATCTGTTGCTGCTTCACGTCAATGAAATCTGAGTGGTGTCAAATGTGAcccccACCCCAcccccAGCTCCCCAGCCCAAAATCTAATATGGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:9252:61433 1 71 76 15 3 AG AGAGAGAGAGAGAGAGAGACACAGAGAGAGAGA NA 1 1 17 0 133 aGGGAAAGGgagagaCTCAGAAagagagagACAGAAaAGGGAAAGGGAGAGACTCAGA TCTGTCTCTCTGGGTCTCTGT 15 0 35 21 167 21 59,281 59,292 32,700 34,100 3,427,367 G 171 GGGAGGGCTAGTTTGAAAAGTTCAAATTTTaaaaaGGGAAAGGgagagaCTCAGAAagagagagACAGAAagagagagagagagagagACACagagagagagagagagagagagagagagagACAGAGACACagagagagagagagACAGAGACCCagagagACagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:9252:61433 1 71 76 15 3 AG AGAGAGAGAGAGAGAGAGACACAGAGAGAGAGA NA 0 0 17 0 133 aGGGAAAGGgagagaCTCAGAAagagagagACAGAAaAGGGAAAGGGAGAGACTCAGAA TCTGTCTCTCTGGGTCTCTGT 14 0 35 22 167 21 59,887 59,292 30,200 34,100 3,820,680 G 171 GGGAGGGCTAGTTTGAAAAGTTCAAATTTTaaaaaGGGAAAGGgagagaCTCAGAAagagagagACAGAAagagagagagagagagagACACagagagagagagagagagagagagagagagACAGAGACACagagagagagagagACAGAGACCCagagagACagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:9252:61433 1 71 76 15 3 AG AGAGAGAGAGAGAGAGAGACACAGAGAGAGAGA NA 0 0 18 1 135 aGGGAAAGGgagagaCTCAGAAagagagagACAGAAaAGGGAAAGGGAGAGACTCAGA TCTCTGTCTCTCTGGGTCTCTG 15 1 35 21 169 22 59,281 60,026 32,700 33,500 3,745,734 G 171 GGGAGGGCTAGTTTGAAAAGTTCAAATTTTaaaaaGGGAAAGGgagagaCTCAGAAagagagagACAGAAagagagagagagagagagACACagagagagagagagagagagagagagagagACAGAGACACagagagagagagagACAGAGACCCagagagACagagagA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 104 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 26 125 ctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCTCCTGACACTCTGTGCG TGCAGGAGAGAGCATGACAC 29 26 55 20 179 20 60,109 59,751 53,400 36,700 0.357931 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 104 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 25 124 ctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCTCCTGACACTCTGTGCG GCAGGAGAGAGCATGACACA 29 25 55 20 178 20 60,109 59,751 53,400 37,200 0.357931 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 104 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 15 110 TGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgTGTGCGTATGTGTGTGTTGC GCAGGAGAGAGCATGACACA 15 25 69 20 178 20 59,694 59,751 41,700 37,200 0.554793 F 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 100 15 2 AC TGTGTGTGTGTGTGTGTTGCTCTCTCCTGACACTCTGNA 0 1 14 11 177 GTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgGTCAATGTGAGTGTGTTGCCC GCAGGAGAGAGCATGACACA 11 25 2 21 178 20 60,001 59,751 53,600 37,200 1,249,943 G 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 100 15 2 AC TGTGTGTGTGTGTGTGTTGCTCTCTCCTGACACTCTGNA 0 0 14 8 173 ATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgATGTGAGTGTGTTGCCCTCT GCAGGAGAGAGCATGACACA 8 25 6 20 178 20 59,233 59,751 36,900 37,200 1,015,940 G 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2119:9688:45241 1 34 100 15 2 AC TGTGTGTGTGTGTGTGTTGCTCTCTCCTGACACTCTGNA 0 0 14 8 174 ATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgATGTGAGTGTGTTGCCCTCT TGCAGGAGAGAGCATGACAC 8 26 6 20 179 20 59,233 59,751 36,900 36,700 1,015,940 G 179 TGTCAATGTGAgtgtgtTGCCCTCTACTGTCACtgtgtgtgtgtgtgtgTTGctctctCCTGACACTCTGTGCGTAtgtgtgtgTTGctctctCCTCTCACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCTCCTTTCAATCtgtgtgCAtgtgtgTCATGctctctCCTGCA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 6 0 107 GTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGGTGAAGTTCGGCTCCCAGAA AGTCTGTTAAAGTGACTCGGGA 35 0 160 20 266 22 59,965 58,772 30,200 51,400 3,263,349 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 108 GTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGGTGAAGTTCGGCTCCCAGAA CAGTCTGTTAAAGTGACTCGGGA 35 0 160 20 267 23 59,965 59,995 30,200 51,400 3,040,368 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 111 ATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAATCAGTGAAGTTCGGCTCCC AGTCTGTTAAAGTGACTCGGGA 39 0 156 20 266 22 59,749 58,772 43,000 51,400 3,478,967 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 112 ATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAATCAGTGAAGTTCGGCTCCC CAGTCTGTTAAAGTGACTCGGGA 39 0 156 20 267 23 59,749 59,995 43,000 51,400 3,255,986 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 173 AGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGAGCGAGCTGGAAAGTTAAGGA AGTCTGTTAAAGTGACTCGGGA 100 0 94 21 266 22 59,376 58,772 33,600 51,400 4,852,264 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 174 AGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGAGCGAGCTGGAAAGTTAAGGA CAGTCTGTTAAAGTGACTCGGGA 100 0 94 21 267 23 59,376 59,995 33,600 51,400 4,629,283 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 223 GCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaGCAAGAGTGTGCTGAATGTGT AGTCTGTTAAAGTGACTCGGGA 150 0 44 21 266 22 59,394 58,772 37,200 51,400 4,834,163 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 224 GCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaGCAAGAGTGTGCTGAATGTGT CAGTCTGTTAAAGTGACTCGGGA 150 0 44 21 267 23 59,394 59,995 37,200 51,400 4,611,183 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 257 CCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAACCAACTCCTACTAAAGTTAAGCTGA CAGTCTGTTAAAGTGACTCGGGA 179 0 11 25 267 23 58,302 59,995 42,600 51,400 9,703,852 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 258 TCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCATCCAACTCCTACTAAAGTTAAGCTGA CAGTCTGTTAAAGTGACTCGGGA 179 0 10 26 267 23 59,504 59,995 42,600 51,400 9,501,344 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 258 TCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCATCCAACTCCTACTAAAGTTAAGCTG CAGTCTGTTAAAGTGACTCGGGA 180 0 10 25 267 23 58,302 59,995 42,400 51,400 9,703,852 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 7 1 113 ATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAATCAGTGAAGTTCGGCTCCC ACAGTCTGTTAAAGTGACTCGGG 39 1 156 20 268 23 59,749 60,244 43,000 51,400 3,494,285 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 7 1 175 AGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGAGCGAGCTGGAAAGTTAAGGA ACAGTCTGTTAAAGTGACTCGGG 100 1 94 21 268 23 59,376 60,244 33,600 51,400 4,867,582 B 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:11485:12420 1 215 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 7 1 225 GCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaGCAAGAGTGTGCTGAATGTGT ACAGTCTGTTAAAGTGACTCGGG 150 1 44 21 268 23 59,394 60,244 37,200 51,400 4,849,482 F 270 CGATTACTTTCCAACTCCTACTAAAGTTAAGCTGaaaaaTGCAGCAAGAGTGTGCTGAATGTGTTTCTCTTCCttttttaaaaaaaaTAATAAAGCGAGCTGGAAAGTTAAGGAAACTTATAAAAGTGTTTGAAACTCACTGGAAATCGAGTTGAATCAGTGAAGTTCGGCTCCCAGAagcagcagcAACGAGCAGAGTGTTTGACAGATCTGGacacacacacacacacacacacacacacacTCCCGAGTCACTTTAACAGACTGTAA

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 1 1 14 53 195 tgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTC TGTGTGTGAATGTGTGTGCG CAAGCACACACACCCACAAA 53 53 22 20 216 20 59,623 59,470 53,400 28,300 0.906335 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 51 193 tgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTT TGTGTGAATGTGTGTGCGTG CAAGCACACACACCCACAAA 51 53 24 20 216 20 59,623 59,470 53,400 28,300 0.906335 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 50 192 gtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTGTGTGAATGTGTGTGCGTGT CAAGCACACACACCCACAAA 50 53 25 20 216 20 59,623 59,470 44,900 28,300 0.906685 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 2 126 CGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCGTGTTTGTGTGGGTGTGTG GTTGGCACACATTCACCCAC 35 2 40 20 165 20 60,179 59,968 38,200 46,100 0.211170 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 2 141 gtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTGTGTGAATGTGTGTGCGTGT GTTGGCACACATTCACCCAC 50 2 25 20 165 20 59,623 59,968 44,900 46,100 0.408846 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 2 142 tgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTT TGTGTGAATGTGTGTGCGTG GTTGGCACACATTCACCCAC 51 2 24 20 165 20 59,623 59,968 53,400 46,100 0.408495 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 14 2 144 tgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTC TGTGTGTGAATGTGTGTGCG GTTGGCACACATTCACCCAC 53 2 22 20 165 20 59,623 59,968 53,400 46,100 0.408495 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 16 5 137 tgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAG TGTGTGTGCGTGTTTGTGTG CACGTTGGCACACATTCACC 43 5 32 20 168 20 60,110 60,318 38,200 40,200 0.427780 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:12621:16111 1 95 49 15 2 AC TGTGTGTGTGCGCACAGGAGTGTGTGTGTGTGTGT NA 0 0 16 2 134 tgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAG TGTGTGTGCGTGTTTGTGTG GTTGGCACACATTCACCCAC 43 2 32 20 165 20 60,110 59,968 38,200 46,100 0.142004 G 240 GTGGGTGTGAGTTtgtgtgTAtgtgtgtgAAtgtgtgtgCGTGTTtgtgtgGgtgtgtgtTTCTCTTTTAGAGCgtgtgtCCTTTGAATTTCATtgtgtgtgtgCGCACAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGGGTGAAtgtgtgCCAACGTGCATATGGGTGTTTGAACAtgtgtgGTGATTTGTGGgtgtgtgtGCTTGTGCAACAGTGTTACCACATGAATG

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 30 186 TTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCTTTGTGAGCGAGCTTCACTG ATGTGGCAGACAGAAACGGG 30 86 72 20 257 20 58,779 60,606 36,600 52,800 1,826,931 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 198 TTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCTTTGTGAGCGAGCTTCACTG AGCAGAAAGAGGATGTGGCA 30 98 72 20 269 20 58,779 59,305 36,600 49,200 1,915,301 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 29 185 TTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCTTGTGAGCGAGCTTCACTGC ATGTGGCAGACAGAAACGGG 29 86 73 20 257 20 61,224 60,606 44,000 52,800 1,830,471 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 29 197 TTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCTTGTGAGCGAGCTTCACTGC AGCAGAAAGAGGATGTGGCA 29 98 73 20 269 20 61,224 59,305 44,000 49,200 1,918,841 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 23 179 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT ATGTGGCAGACAGAAACGGG 23 86 79 20 257 20 61,084 60,606 18,900 52,800 1,690,771 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 23 191 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT AGCAGAAAGAGGATGTGGCA 23 98 79 20 269 20 61,084 59,305 18,900 49,200 1,779,142 B 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 23 169 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT CAGAAACGGGCTGAGAGACA 23 76 79 20 247 20 61,084 59,682 18,900 34,100 1,402,811 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 23 170 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT ACAGAAACGGGCTGAGAGAC 23 77 79 20 248 20 61,084 59,681 18,900 33,600 1,403,132 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 23 173 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT CAGACAGAAACGGGCTGAGA 23 80 79 20 251 20 61,084 59,682 18,900 32,700 1,402,811 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 6 99 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT CCACCGGCAGACATACACAA 23 6 79 20 177 20 61,084 60,321 18,900 33,300 1,405,580 A 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 6 105 TTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCTTGTGAGCGAGCTTCACTGC CCACCGGCAGACATACACAA 29 6 73 20 177 20 61,224 60,321 44,000 33,300 1,545,279 A 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 6 106 TTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCTTTGTGAGCGAGCTTCACTG CCACCGGCAGACATACACAA 30 6 72 20 177 20 58,779 60,321 36,600 33,300 1,541,740 A 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 19 112 GCGAGCTTCACTGCCGTAATAAATAACGCCAACTATGCGAGCTTCACTGCCGTAAT GAAACAAACACACCCACCGG 23 19 79 20 190 20 61,084 59,898 18,900 52,800 1,185,949 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 19 118 TTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCTTGTGAGCGAGCTTCACTGC GAAACAAACACACCCACCGG 29 19 73 20 190 20 61,224 59,898 44,000 52,800 1,325,648 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 19 119 TTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCTTTGTGAGCGAGCTTCACTG GAAACAAACACACCCACCGG 30 19 72 20 190 20 58,779 59,898 36,600 52,800 1,322,108 F 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 1 10 23 229 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC CAGAAACGGGCTGAGAGACA 23 76 19 20 247 20 59,422 59,682 45,700 34,100 0.896652 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 230 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC ACAGAAACGGGCTGAGAGAC 23 77 19 20 248 20 59,422 59,681 45,700 33,600 0.896973 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 233 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC CAGACAGAAACGGGCTGAGA 23 80 19 20 251 20 59,422 59,682 45,700 32,700 0.896652 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 235 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC GGCAGACAGAAACGGGCT 23 84 19 20 253 18 59,422 59,967 45,700 51,900 2,610,892 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 238 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC TGTGGCAGACAGAAACGGG 23 86 19 20 256 19 59,422 60,228 45,700 52,800 1,806,034 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 239 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC ATGTGGCAGACAGAAACGGG 23 86 19 20 257 20 59,422 60,606 45,700 52,800 1,184,613 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 240 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC GATGTGGCAGACAGAAACGG 23 87 19 20 258 20 59,422 59,201 45,700 44,400 1,376,987 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 241 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC GGATGTGGCAGACAGAAACG 23 88 19 20 259 20 59,422 59,201 45,700 36,000 1,376,987 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 23 251 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC AGCAGAAAGAGGATGTGGCA 23 98 19 20 269 20 59,422 59,305 45,700 49,200 1,272,983 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 19 172 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC GAAACAAACACACCCACCGG 23 19 19 20 190 20 59,422 59,898 45,700 52,800 0.679790 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 6 159 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC CCACCGGCAGACATACACAA 23 6 19 20 177 20 59,422 60,321 45,700 33,300 0.899421 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 4 157 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC ACCGGCAGACATACACAAGC 23 4 19 20 175 20 59,422 60,674 45,700 40,100 1,251,856 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 10 3 156 GTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGCATGTGTTTGCTTGTGC CCGGCAGACATACACAAGCA 23 3 19 20 174 20 59,422 60,673 45,700 39,100 1,251,544 D 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 12 3 139 TGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTTGCATTTGTGTGTATGTATGCGT CCGGCAGACATACACAAGCA 3 3 36 23 174 20 59,562 60,673 52,400 39,100 4,111,767 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 13 19 178 GTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTAT GTGTCTGTGCATGTGTTTGCT GAAACAAACACACCCACCGG 28 19 13 21 190 20 59,934 59,898 39,100 52,800 1,167,581 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 13 2 138 GCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGGCATTTGTGTGTATGTATGCGTG CCGGCAGACATACACAAGCA 2 3 37 23 174 20 59,214 60,673 53,400 39,100 4,458,854 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:15097:52115 1 62 90 15 2 AC TGTGTGTGTGTTTGTGAGCGAGCTTCACTGCCGTAANA 0 0 13 2 139 GCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGGCATTTGTGTGTATGTATGCGTG ACCGGCAGACATACACAAGC 2 4 37 23 175 20 59,214 60,674 53,400 40,100 4,459,166 G 277 gtgtgtCTGTATGTGTCTGTGCATGTGTTTGCTTGTGCATTtgtgtgTATGTATGCGTGTCtgtgtgtgtgTTTGTGAGCGAGCTTCACTGCCGTAATAAATAACGCCAACTATTACGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACTTGCTTGTGTATGTCTGCCGGTGGgtgtgtTTGTTtctctcTGTGCATGTATTGTGTATGTGTCTGTCTATTTATGtctctcAGCCCGTTTCTGTCTGCCACATCCTCTTTCTGCTTTTATCCC

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 1 1 4 11 241 CCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGCCCGCATAGGTGTCAGAGAA GTTGCATCTATCTTTCTGCTCTCC 123 11 7 20 247 24 59,176 59,489 28,700 37,100 5,335,191 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 4 10 240 CCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGCCCGCATAGGTGTCAGAGAA TTGCATCTATCTTTCTGCTCTCCC 123 10 7 20 246 24 59,176 60,444 28,700 43,000 5,268,132 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 5 11 240 CCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGCCCGCATAGGTGTCAGAGAA TTGCATCTATCTTTCTGCTCTCC 123 11 7 20 246 23 59,176 58,298 28,700 37,100 5,525,874 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 6 6 232 CCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGCCCGCATAGGTGTCAGAGAA ATCTTTCTGCTCTCCCTCCC 123 6 7 20 238 20 59,176 58,494 28,700 43,000 2,330,134 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 6 154 agagGAGCAGGAagagagGAAGACAGGAagagagGG AGAGGAGCAGGAAGAGAGGA ATCTTTCTGCTCTCCCTCCC 45 6 85 20 238 20 58,993 58,494 37,100 43,000 2,512,838 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 6 159 GCCagagagGAGCAGGAagagagGAAGACAGGAagagGCCAGAGAGGAGCAGGAAGA ATCTTTCTGCTCTCCCTCCC 50 6 80 20 238 20 60,975 58,494 28,700 43,000 2,481,066 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 6 160 AGCCagagagGAGCAGGAagagagGAAGACAGGAag AGCCAGAGAGGAGCAGGAAG ATCTTTCTGCTCTCCCTCCC 51 6 79 20 238 20 60,977 58,494 34,600 43,000 2,483,134 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 6 213 AagagagCAAACGGTCGAGGGCGAGCGCAAAAGCG AAGAGAGCAAACGGTCGAGG ATCTTTCTGCTCTCCCTCCC 104 6 26 20 238 20 60,038 58,494 46,300 43,000 1,544,184 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 6 215 AagagagCAAACGGTCGAGGGCGAGCGCAAAAGCG AAGAGAGCAAACGGTCGAGG CTATCTTTCTGCTCTCCCTCCC 104 6 26 20 240 22 60,038 59,367 46,300 43,000 2,670,671 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 14 3 112 gggAGAGGgagagagaCACAGAAagagagagagagagagGGGAGAGGGAGAGAGACACA ATCTTTCTGCTCTCCCTCCC 3 6 127 20 238 20 59,667 58,494 37,200 43,000 1,839,337 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 14 3 114 gggAGAGGgagagagaCACAGAAagagagagagagagagGGGAGAGGGAGAGAGACACA CTATCTTTCTGCTCTCCCTCCC 3 6 127 20 240 22 59,667 59,367 37,200 43,000 2,965,824 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:19654:5124 1 150 63 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 15 1 111 ggAGAGGgagagagaCACAGAAagagagagagagagagaGGAGAGGGAGAGAGACACAGA ATCTTTCTGCTCTCCCTCCC 1 6 128 21 238 20 59,716 58,494 34,100 43,000 2,789,638 G 255 TACAACCCCGCATAGGTGTCAGAGAAagagagCAAACGGTCGAGGGCGAGCGCAAAAGCGGGCAGTCGAGCGGGCGCCAGCCagagagGAGCAGGAagagagGAAGACAGGAagagagGGGAGAgggggAGAGGgagagagaCACAGAAagagagagagagagagagagagagagagagACagagagATAGACATTgagagagagagagagaAAGTgggggAGGGAGAGCAGAAAGATAGATGCAACTTGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 1 1 2 16 192 ATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGcATTTGCCTTGCCACCTTCAC AACAGGCGTACACATGGCAT 16 99 20 20 211 20 59,319 60,322 31,800 44,000 1,003,631 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 2 16 195 ATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGcATTTGCCTTGCCACCTTCAC TGGAACAGGCGTACACATGG 16 102 20 20 214 20 59,319 60,321 31,800 36,600 1,002,385 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 2 12 188 GCCTTGCCACCTTCACAGATTTCATGCCCGCGctctct GCCTTGCCACCTTCACAGAT AACAGGCGTACACATGGCAT 12 99 24 20 211 20 60,610 60,322 29,000 44,000 0.932688 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 2 12 191 GCCTTGCCACCTTCACAGATTTCATGCCCGCGctctct GCCTTGCCACCTTCACAGAT TGGAACAGGCGTACACATGG 12 102 24 20 214 20 60,610 60,321 29,000 36,600 0.931443 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 4 12 184 GCCTTGCCACCTTCACAGATTTCATGCCCGCGctctct GCCTTGCCACCTTCACAGAT GGCGTACACATGGCATCTGA 12 95 24 20 207 20 60,610 60,462 29,000 32,700 1,072,102 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 4 12 185 GCCTTGCCACCTTCACAGATTTCATGCCCGCGctctct GCCTTGCCACCTTCACAGAT AGGCGTACACATGGCATCTG 12 96 24 20 208 20 60,610 60,463 29,000 29,000 1,072,813 F 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 5 0 90 GCCTTGCCACCTTCACAGATTTCATGCCCGCGctctct GCCTTGCCACCTTCACAGAT ACATGTGTAAAGGGTGGTGCA 12 0 24 20 113 21 60,610 60,134 29,000 45,700 1,743,870 B 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 5 0 93 TTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGct TTTGCCTTGCCACCTTCACA ACATGTGTAAAGGGTGGTGCA 15 0 21 20 113 21 60,686 60,134 35,800 45,700 1,819,422 B 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:21775:55245 1 56 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTC NA 0 0 5 0 94 ATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGcATTTGCCTTGCCACCTTCAC ACATGTGTAAAGGGTGGTGCA 16 0 20 20 113 21 59,319 60,134 31,800 45,700 1,814,812 B 231 TTTATAAAATGTTTTCTTAATTTGCCTTGCCACCTTCACAGATTTCATGCCCGCGctctctctctctctctctctctctctctctGtctctcTGCACCACCCTTTACACATGTGGAATTTATGTTGTCTTCTCTGCCCCAATGCTTTCTCCaaaaaTATATCACCTCACATTATTCGgtgtgtAAATTCAGATGCCATGTGTACGCCTGTTCCATTAGAAAGAATAATAGC

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 11 240 ATTTCAGTGACTTCGAATGATTAGGCAATCttttttttc ATTTCAGTGACTTCGAATGATTAGGC AGAGTGAGAATTAACTCAGGAGGT 11 149 19 26 258 24 59,962 58,662 39,300 38,500 11,375,398 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 11 240 TTCAGTGACTTCGAATGATTAGGCAATCttttttttctct TTCAGTGACTTCGAATGATTAGGC AAAGAGTGAGAATTAACTCAGGAGGT 11 149 21 24 260 26 59,130 59,729 39,300 38,500 11,141,585 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 11 137 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGC TGGAACCCAGTAAGTGTTGTGT 11 51 22 23 158 22 58,566 59,760 39,300 37,200 6,673,775 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 11 240 TTTCAGTGACTTCGAATGATTAGGCAATCttttttttctc TTTCAGTGACTTCGAATGATTAGGC AAGAGTGAGAATTAACTCAGGAGGT 11 149 20 25 259 25 59,649 59,217 39,300 38,500 11,134,310 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 137 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGCA TGGAACCCAGTAAGTGTTGTGT 10 51 22 24 158 22 60,082 59,760 47,500 37,200 6,321,857 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 158 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGCA GTAGCGGGACCAGACTATTGG 10 73 22 24 179 21 60,082 59,931 47,500 31,600 5,150,438 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 160 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGCA CGGTAGCGGGACCAGACTAT 10 76 22 24 181 20 60,082 60,823 47,500 21,200 4,904,229 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 197 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGCA TAGGCTGTGTGAATAACGCA 10 113 22 24 218 20 60,082 57,247 47,500 52,400 6,834,752 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 198 TCAGTGACTTCGAATGATTAGGCAATCttttttttctctc TCAGTGACTTCGAATGATTAGGCA TTAGGCTGTGTGAATAACGCA 10 113 22 24 219 21 60,082 57,953 47,500 52,400 7,128,665 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 10 136 CAGTGACTTCGAATGATTAGGCAATCttttttttctctctcCAGTGACTTCGAATGATTAGGCA TGGAACCCAGTAAGTGTTGTGT 10 51 23 23 158 22 58,816 59,760 47,500 37,200 6,424,025 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 10 159 CAGTGACTTCGAATGATTAGGCAATCttttttttctctctcCAGTGACTTCGAATGATTAGGCA CGGTAGCGGGACCAGACTAT 10 76 23 23 181 20 58,816 60,823 47,500 21,200 5,006,397 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:2321:3155 1 56 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 10 196 CAGTGACTTCGAATGATTAGGCAATCttttttttctctctcCAGTGACTTCGAATGATTAGGCA TAGGCTGTGTGAATAACGCA 10 113 23 23 218 20 58,816 57,247 47,500 52,400 6,936,920 F 270 CGATTTGTTTCCATTTTCATTTCAGTGACTTCGAATGATTAGGCAATCttttttttctctctctctctctctctctctctctctcCATTTTCTGAAATATTCGTGATCATTGCTTTTCATCAAGGTTTCTTTCAAAACACAACACTTACTGGGTTCCACCAATAGTCTGGTCCCGCTACCGAAAATAATCTTGCCCCTTGCGTTATTcacacaGCCTAATACATCCTAACaaaaaCCTCCTGAGTTAATTCTCACTCTTTAACTATCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 0 136 gaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgt GAATGTGTGTATGTGTGGGAGT GGCTGCCACCTGTTCATGTA 0 57 18 22 153 20 58,325 60,322 38,500 22,900 3,997,453 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 149 gaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgt GAATGTGTGTATGTGTGGGAGT TTTATCGTACCCTGGCTGCC 0 70 18 22 166 20 58,325 59,821 38,500 48,500 3,854,464 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 139 agagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgt AGAGAATGTGTGTATGTGTGGGA GGCTGCCACCTGTTCATGTA 2 57 15 23 153 20 59,417 60,322 43,700 22,900 3,905,103 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 152 agagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgt AGAGAATGTGTGTATGTGTGGGA TTTATCGTACCCTGGCTGCC 2 70 15 23 166 20 59,417 59,821 43,700 48,500 3,762,114 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 0 137 agaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgAGAATGTGTGTATGTGTGGGAGT GGCTGCCACCTGTTCATGTA 0 57 17 23 153 20 59,672 60,322 38,500 22,900 3,650,213 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23297:51904 1 40 37 15 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 0 150 agaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgAGAATGTGTGTATGTGTGGGAGT TTTATCGTACCCTGGCTGCC 0 70 17 23 166 20 59,672 59,821 38,500 48,500 3,507,224 F 172 TGTGTTTGAGAGTgagagaAtgtgtgTAtgtgtgGGAGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGAATTTCCAGCATCCGCAGttttttGtttttATAACTTCTACTCATGCTGCATTACATGAACAGGTGGCAGCCAGGGTACGATAAATGGCCT

ST‐E00142:460:H2K7HCCXY:6:2120:23835:20946 1 53 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 20 0 95 CGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGTCGAGTGTATCAGTGTGTGTGAG TCTGATACACTCGCTTTGTCTC 21 0 10 22 104 22 58,762 57,902 35,100 33,600 7,335,683 F 161 GAGACAAAGCGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGTATCGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAGAgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgtgtgtgtATGAGACAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23835:20946 1 53 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 20 0 95 CGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGTCGAGTGTATCAGTGTGTGTGAGA TCTGATACACTCGCTTTGTCTC 20 0 10 23 104 22 60,058 57,902 32,700 33,600 7,156,280 F 161 GAGACAAAGCGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGTATCGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAGAgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgtgtgtgtATGAGACAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23835:20946 1 53 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 20 0 96 GCGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGGCGAGTGTATCAGTGTGTGTGA TCTGATACACTCGCTTTGTCTC 22 0 9 22 104 22 60,607 57,902 35,800 33,600 6,705,094 F 161 GAGACAAAGCGAGTGTATCAgtgtgtgtgagagagaCAAAGTGAGTGTATCGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAGAgtgtgtgtgtgtgtGAGACAAAGCGAGTGTATCAgtgtgtgtgtgtATGAGACAAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 Mar‐75 7 132 GCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccGCATTTAGCACCTTTACTCCTTT TTGGGAATATGGTGGTATTCTGT 49 7 41 23 172 23 57,355 57,274 31,100 34,100 11,370,528 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Mar‐75 7 153 AGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTAAGCTTCTCATTACAAATGCAAGCA TTGGGAATATGGTGGTATTCTGT 69 7 20 24 172 23 59,781 57,274 39,100 34,100 9,944,621 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Mar‐75 3 90 ACAAATTATCTCTATTAACCTTTCCGCAGCcacacaca ACAAATTATCTCTATTAACCTTTCCGC TTGGGAATATGGTGGTATTCTGT 3 7 83 27 172 23 58,163 57,274 55,400 34,100 14,562,940 A 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Apr‐75 7 133 GCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccGCATTTAGCACCTTTACTCCTTT TTTGGGAATATGGTGGTATTCTGT 49 7 41 23 173 24 57,355 57,914 31,100 34,100 11,730,989 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Apr‐75 5 131 GCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccGCATTTAGCACCTTTACTCCTTT TGGGAATATGGTGGTATTCTGTAA 49 5 41 23 171 24 57,355 57,167 31,100 24,100 12,478,323 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Apr‐75 3 91 ACAAATTATCTCTATTAACCTTTCCGCAGCcacacaca ACAAATTATCTCTATTAACCTTTCCGC TTTGGGAATATGGTGGTATTCTGT 3 7 83 27 173 24 58,163 57,914 55,400 34,100 14,923,400 A 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Apr‐75 2 90 CAAATTATCTCTATTAACCTTTCCGCAGCcacacacac CAAATTATCTCTATTAACCTTTCCGCA TTTGGGAATATGGTGGTATTCTGT 2 7 84 27 173 24 58,164 57,914 56,900 34,100 14,922,425 A 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 7 167 ACCCACTTTACCATAGCTTCTCATTACAAATGCAAG ACCCACTTTACCATAGCTTCTCA TTGGGAATATGGTGGTATTCTGT 84 7 6 23 172 23 59,156 57,274 32,700 34,100 9,569,762 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:23977:1502 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 7 168 ACCCACTTTACCATAGCTTCTCATTACAAATGCAAG ACCCACTTTACCATAGCTTCTCA TTTGGGAATATGGTGGTATTCTGT 84 7 6 23 173 24 59,156 57,914 32,700 34,100 9,930,222 F 197 NATAAACCCACTTTACCATAGCTTCTCATTACAAATGCAAGCATTTAGCACCTTTACTCCTTTTGtctctcGACTcccccAGACAAATTATCTCTATTAACCTTTCCGCAGCcacacacacacacacacacacacacacacaCTTCTTTACAGAATACCACCATATTCCCAAAACTACTaaaaaaTAACACCCATCN

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 1 1 6 31 217 GTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTGTCCACTGCCTTTCACAACC AGGAGAGCAAGAGAGGCAGA 31 83 4 20 220 20 59,331 59,959 37,700 42,600 0.709476 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 216 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT AGGAGAGCAAGAGAGGCAGA 30 83 5 20 220 20 59,449 59,959 35,000 42,600 0.591855 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 6 29 215 CCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCTG AGGAGAGCAAGAGAGGCAGA 29 83 6 20 220 20 59,330 59,959 40,000 42,600 0.711104 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 140 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT GGAAATACCAGCACACACACG 30 6 5 20 144 21 59,449 59,803 35,000 44,900 1,747,722 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 141 GTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTGTCCACTGCCTTTCACAACC GGAAATACCAGCACACACACG 31 6 4 20 144 21 59,331 59,803 37,700 44,900 1,865,343 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 9 32 190 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTATGTCCACTGCCTTTCACAAC GAGATGAACACAGAGATTGAAAGAG 32 48 1 22 190 25 58,854 57,707 33,200 28,500 10,439,468 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 9 32 190 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTATGTCCACTGCCTTTCACAAC GAGATGAACACAGAGATTGAAAGAGAC 32 46 1 22 190 27 58,854 59,937 33,200 33,600 10,209,375 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 9 30 178 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT CACAGAGATTGAAAGAGACACGT 30 42 5 20 182 23 59,449 58,698 35,000 44,900 4,853,368 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 32 190 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTATGTCCACTGCCTTTCACAAC GAGATGAACACAGAGATTGAAAGAGA 32 47 1 22 190 26 58,854 58,904 33,200 31,000 10,241,976 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 30 179 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT ACACAGAGATTGAAAGAGACACGT 30 42 5 20 183 24 59,449 60,202 35,000 44,900 4,753,075 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 138 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT AAATACCAGCACACACACGC 30 5 5 20 142 20 59,449 59,409 35,000 53,400 1,142,084 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 140 TGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTGTCCACTGCCTTTCACAAC AAATACCAGCACACACACGC 32 5 3 20 142 20 58,611 59,409 33,200 53,400 1,979,717 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 137 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT AATACCAGCACACACACGCA 30 4 5 20 141 20 59,449 60,534 35,000 52,400 1,084,892 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 138 GTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTGTCCACTGCCTTTCACAACC AATACCAGCACACACACGCA 31 4 4 20 141 20 59,331 60,534 37,700 52,400 1,202,513 G 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:24921:28101 1 55 63 15 2 AC CTCTCTCTCTCTGTCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 11 30 179 TCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATCCACTGCCTTTCACAACCT ACACAGAGATTGAAAGAGACACG 30 43 5 20 183 23 59,449 58,698 35,000 44,900 4,853,368 D 220 TATGTCCACTGCCTTTCACAACCTGATGTTGCCTTTGTCTATTtctctcCATCActctctctctctGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTATTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCctctctTGCTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 1 1 10 1 140 CACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACA CACTTCTCCTCTCCTCTGGC ACAAACACAGACAGACACGG 63 1 72 20 211 20 59,177 58,348 48,500 49,400 2,475,447 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 11 0 126 TCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTA TCTGGCTTGCTTCACCCAAA ACAAACACAGACAGACACGGA 49 0 86 20 211 21 60,106 59,794 32,800 46,900 1,312,400 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 11 0 131 TCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTCTCCTCTGGCTTGCTTCAC ACAAACACAGACAGACACGGA 54 0 81 20 211 21 59,677 59,794 31,800 46,900 1,529,106 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 11 0 133 CCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCCCTCTCCTCTGGCTTGCTTC ACAAACACAGACAGACACGGA 56 0 79 20 211 21 60,108 59,794 38,600 46,900 1,313,883 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 11 0 140 CACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACA CACTTCTCCTCTCCTCTGGCT ACAAACACAGACAGACACGGA 62 0 72 21 211 21 60,619 59,794 47,500 46,900 2,825,564 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 11 0 140 CACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACA CACTTCTCCTCTCCTCTGGC ACAAACACAGACAGACACGGA 63 0 72 20 211 21 59,177 59,794 48,500 46,900 2,029,592 B 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 155 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGNA 0 0 12 0 90 TTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgTTCCTCGCTCTCTCGCTTTC ACAAACACAGACAGACACGGA 13 0 122 20 211 21 59,829 59,794 26,200 46,900 1,377,586 F 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 169 15 3 AC CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 1 14 0 210 ctctctcActctctCCCTCCctctctctctctctctGCctctctTTC CTCTCTCACTCTCTCCCTCC ACAAACACAGACAGACACGGA 0 0 2 20 211 21 57,652 59,794 43,000 46,900 3,554,543 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 169 15 3 AC CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 211 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC ACAAACACAGACAGACACGG 0 1 1 21 211 20 59,156 58,348 43,000 49,400 3,495,839 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:2767:63208 1 22 169 15 3 AC CTCTCTCTCTCTCTCTGCCTCTCTTTCTCCTATAAACANA 0 0 15 0 211 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCTCTCTCACTCTCTCCCTCC ACAAACACAGACAGACACGGA 0 0 1 21 211 21 59,156 59,794 43,000 46,900 3,049,983 G 230 tctctctcActctctCCCTCCctctctctctctctctGCctctctTTCTCCTATAAacacacacacacTCACACTTCTCCTCTCCTCTGGCTTGCTTCACCCAAAACAGTCCGTCTCTGTATTCCTCGctctctCGCTTTCCGTtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTCCGTGTCTGTCTGTGTTTGTATGTCTCTGTGTAtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 1 1 8 38 191 AGCTCATACACATATACGCCCTCAAAGTGACAGACAAGCTCATACACATATACGCCCT TCCTGATTCGCGGTGTTTCT 38 45 68 22 258 20 58,834 59,680 51,900 25,200 3,486,249 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 11 36 190 GCTCATACACATATACGCCCTCAAAGTGACAGACACGCTCATACACATATACGCCCTCA TCCTGATTCGCGGTGTTTCT 36 45 69 23 258 20 60,057 59,680 38,600 25,200 3,377,194 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 11 36 198 GCTCATACACATATACGCCCTCAAAGTGACAGACACGCTCATACACATATACGCCCTCA GACTTTGCTCCTGATTCGCG 36 53 69 23 266 20 60,057 59,628 38,600 58,700 3,428,465 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 11 1 147 GCTCATACACATATACGCCCTCAAAGTGACAGACACGCTCATACACATATACGCCCTCA AGTGTATGAGCTTGAGGGTGT 36 1 69 23 215 21 60,057 58,739 38,600 41,600 5,317,643 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 11 1 148 AGCTCATACACATATACGCCCTCAAAGTGACAGACAAGCTCATACACATATACGCCCT AGTGTATGAGCTTGAGGGTGT 38 1 68 22 215 21 58,834 58,739 51,900 41,600 5,426,697 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 11 1 148 AGCTCATACACATATACGCCCTCAAAGTGACAGACAAGCTCATACACATATACGCCCTC AGTGTATGAGCTTGAGGGTGT 37 1 68 23 215 21 59,806 58,739 43,000 41,600 5,454,513 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 25 176 ACGCCCTCAAAGTGACAGACACGCACATGAATCCT ACGCCCTCAAAGTGACAGAC TCCTGATTCGCGGTGTTTCT 25 45 83 20 258 20 60,250 59,680 35,100 25,200 0.570284 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 24 175 CGCCCTCAAAGTGACAGACACGCACATGAATCCTCACGCCCTCAAAGTGACAGACA TCCTGATTCGCGGTGTTTCT 24 45 84 20 258 20 60,250 59,680 34,100 25,200 0.570242 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 24 183 CGCCCTCAAAGTGACAGACACGCACATGAATCCTCACGCCCTCAAAGTGACAGACA GACTTTGCTCCTGATTCGCG 24 53 84 20 266 20 60,250 59,628 34,100 58,700 0.621513 G 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 1 132 CGCCCTCAAAGTGACAGACACGCACATGAATCCTCACGCCCTCAAAGTGACAGACA AGTGTATGAGCTTGAGGGTGT 24 1 84 20 215 21 60,250 58,739 34,100 41,600 2,510,690 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 1 133 ACGCCCTCAAAGTGACAGACACGCACATGAATCCT ACGCCCTCAAAGTGACAGAC AGTGTATGAGCTTGAGGGTGT 25 1 83 20 215 21 60,250 58,739 35,100 41,600 2,510,733 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:28787:12015 1 128 66 15 2 AC CACACACACAGATACACCGTCAAATATATACATACT NA 0 0 12 0 132 CGCCCTCAAAGTGACAGACACGCACATGAATCCTCACGCCCTCAAAGTGACAGACA AGTGTATGAGCTTGAGGGTGTT 24 0 84 20 215 22 60,250 59,360 34,100 33,200 2,889,708 D 273 ACCcacacaCTAAAACACCCTCAAAATGAAacacacTCACTcacacacacaCCCTCAAACAGATATAAGCTCATACACATATACGCCCTCAAAGTGACAGACACGCACATGAATCCTCAATTAAATTcacacacacaGATACACCGTCAAatatatACATACTcacacacacacacacacacacacacacacaAACACCCTCAAGCTCATACACTaaaaaaTATACACAATCCAACACAGAAACACCGCGAATCAGGAGCAAAGTCACAAATA

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 67 232 AGGCAATAGACAAGCAGCCTACAGCAGCTGCACCT AGGCAATAGACAAGCAGCCT GCTCGATAAACGGCCTAACG 95 67 12 20 243 20 59,377 59,149 45,800 31,800 1,473,520 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 64 201 ACCTTCGCATTCTCACCACGCCCAGcccccccccccccccACCTTCGCATTCTCACCACG GCTCGATAAACGGCCTAACG 64 67 43 20 243 20 60,671 59,149 49,400 31,800 1,521,402 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 18 183 AGGCAATAGACAAGCAGCCTACAGCAGCTGCACCT AGGCAATAGACAAGCAGCCT TTCCAGCCCTTCAACAAGCA 95 18 12 20 194 20 59,377 60,106 45,800 39,100 0.728933 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 67 205 CTGCACCTTCGCATTCTCACCACGCCCAGccccccccc CTGCACCTTCGCATTCTCAC GCTCGATAAACGGCCTAACG 68 67 39 20 243 20 59,555 59,149 35,100 31,800 1,296,292 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 67 240 CCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCCTTAGGAAGGCAATAGACAAGC GCTCGATAAACGGCCTAACG 100 67 4 23 243 20 59,120 59,149 40,100 31,800 4,730,748 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 67 240 CCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCCTTAGGAAGGCAATAGACAAGCA GCTCGATAAACGGCCTAACG 99 67 4 24 243 20 60,626 59,149 39,100 31,800 5,477,143 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 66 240 CCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCCTTAGGAAGGCAATAGACAAGC GCTCGATAAACGGCCTAACGA 100 66 4 23 243 21 59,120 60,535 40,100 38,500 5,414,487 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 18 156 CTGCACCTTCGCATTCTCACCACGCCCAGccccccccc CTGCACCTTCGCATTCTCAC TTCCAGCCCTTCAACAAGCA 68 18 39 20 194 20 59,555 60,106 35,100 39,100 0.551704 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 17 155 CTGCACCTTCGCATTCTCACCACGCCCAGccccccccc CTGCACCTTCGCATTCTCAC TCCAGCCCTTCAACAAGCAT 68 17 39 20 193 20 59,555 59,887 35,100 37,900 0.558431 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 13 139 ATTCTCACCACGCCCAGccccccccccccccccccccccAc ATTCTCACCACGCCCAGC GCCCTTCAACAAGCATCAAC 58 13 51 18 189 20 60,046 57,930 48,500 31,800 4,116,188 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 12 139 ATTCTCACCACGCCCAGccccccccccccccccccccccAc ATTCTCACCACGCCCAGC GCCCTTCAACAAGCATCAACT 58 12 51 18 189 21 60,046 59,385 48,500 31,600 3,661,318 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30279:38684 1 127 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 11 139 ATTCTCACCACGCCCAGccccccccccccccccccccccAc ATTCTCACCACGCCCAGC GCCCTTCAACAAGCATCAACTT 58 11 51 18 189 22 60,046 59,964 48,500 26,600 4,082,272 F 243 GTGCCTTAGGAAGGCAATAGACAAGCAGCCTACAGCAGCTGCACCTTCGCATTCTCACCACGCCCAGccccccccccccccccccccccAcccccccccccccccccccccAccccccccccGCCCcacacacacacacacacacacacacacacaAACAGCTAATAAAGTTGATGCTTGTTGAAGGGCTGGAAGATGGCGGCCTCCAGGACGCCCTTGGCTTCGTTAGGCCGTTTATCGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 12 14 191 TGTCCAacacacTCGCTGTAacacacAACACCAacacac TGTCCAACACACTCGCTGTA TGTTTGTGTTTGCATGTGCG 107 14 18 20 208 20 59,252 58,724 27,400 53,400 2,023,357 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 12 190 TGTCCAacacacTCGCTGTAacacacAACACCAacacac TGTCCAACACACTCGCTGTA GTTTGTGTTTGCATGTGCGTG 107 12 18 20 207 21 59,252 60,006 27,400 53,400 1,754,035 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 14 192 TGTCCAacacacTCGCTGTAacacacAACACCAacacac TGTCCAACACACTCGCTGTA GTGTTTGTGTTTGCATGTGCG 107 14 18 20 209 21 59,252 60,006 27,400 53,400 1,754,035 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 11 110 acCACACCAacacacTTGCTATAacacacCACACCAaca ACCACACCAACACACTTGCT TTGTGTTTGCATGTGCGTGT 29 11 96 20 205 20 60,323 59,828 39,100 44,900 0.495487 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 11 111 cacCACACCAacacacTTGCTATAacacacCACACCAac CACCACACCAACACACTTGC TTGTGTTTGCATGTGCGTGT 30 11 95 20 205 20 60,179 59,828 40,100 44,900 0.351267 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 11 164 acAACACCAacacacTCGCTATAATACACCACACCAacACAACACCAACACACTCGCT TTGTGTTTGCATGTGCGTGT 83 11 42 20 205 20 60,392 59,828 49,300 44,900 0.564588 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 11 165 cacAACACCAacacacTCGCTATAATACACCACACCAaCACAACACCAACACACTCGC TTGTGTTTGCATGTGCGTGT 84 11 41 20 205 20 60,248 59,828 50,300 44,900 0.420182 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 6 160 cacAACACCAacacacTCGCTATAATACACCACACCAaCACAACACCAACACACTCGC TTTGCATGTGCGTGTGTGTG 84 6 41 20 200 20 60,248 60,525 50,300 38,200 0.773083 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:31091:9466 1 145 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 6 114 acacacCACACCAacacacTTGCTATAacacacCACACCAACACACCACACCAACACACT TTGTGTTTGCATGTGCGTGT 6 11 119 20 205 20 59,962 59,828 35,500 44,900 0.209717 F 273 ATCGCTATAATACACCGTGTCCAacacacTCGCTGTAacacacAACACCAacacacTCGCTATAATACACCACACCAacacacTCACTATAacacacCACACCAacacacTTGCTATAacacacCACACCAacacacTCGCTATcacacacacacacacacacacacacacacacccccccacacacacGCACATGCAAACACAAACACATACGAGCGcacacacacacacacacaCGCACACTCACACTcacacacacacaCGCACACTCCC

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 1 1 2 49 209 TGGATGAGTTATGCTTACAATCCAATATCACAGATATGGATGAGTTATGCTTACAATCCA CTGGACCACAAGCTAGCAGA 49 79 6 24 214 20 58,000 59,390 34,100 42,600 6,610,420 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 1 161 AGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtg AGGAGCACACTAAGATATGTTTGC CTGGACCACAAGCTAGCAGA 1 79 54 24 214 20 59,122 59,390 36,800 42,600 5,488,571 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 0 94 GGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgGGAGCACACTAAGATATGTTTGCA TTCCTCCAGCATTGTGGGTG 0 13 55 24 148 20 59,364 60,251 40,800 46,100 4,887,062 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 0 95 GGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgGGAGCACACTAAGATATGTTTGCA GTTCCTCCAGCATTGTGGGT 0 14 55 24 149 20 59,364 60,251 40,800 45,100 4,887,106 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 0 96 GGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgGGAGCACACTAAGATATGTTTGCA TGTTCCTCCAGCATTGTGGG 0 15 55 24 150 20 59,364 60,251 40,800 46,100 4,887,062 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 0 160 GGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgGGAGCACACTAAGATATGTTTGCA CTGGACCACAAGCTAGCAGA 0 79 55 24 214 20 59,364 59,390 40,800 42,600 5,245,939 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 0 161 GGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgGGAGCACACTAAGATATGTTTGCA TCTGGACCACAAGCTAGCAG 0 80 55 24 215 20 59,364 59,390 40,800 42,400 5,245,939 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 6 54 214 TGTGTTGGATGAGTTATGCTTACAATCCAATATCAC TGTGTTGGATGAGTTATGCTTACA CTGGACCACAAGCTAGCAGA 54 79 1 24 214 20 58,444 59,390 24,100 42,600 6,166,140 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:6756:57143 1 79 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 6 54 215 TGTGTTGGATGAGTTATGCTTACAATCCAATATCAC TGTGTTGGATGAGTTATGCTTACA TCTGGACCACAAGCTAGCAG 54 80 1 24 215 20 58,444 59,390 24,100 42,400 6,166,140 B 257 TGTGTTGGATGAGTTATGCTTACAATCCAATATCACAGATATAATAGATATCAAGGAGCACACTAAGATATGTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGCGTATGTGTCCCCACCCACAATGCTGGAGGAACATAATTAATTCTCTGCTAGCCTCTCAGTGTTAGAAATTCCTGCTATCTGCTAGCTTGTGGTCCAGATGGATCAGAAGATTtgtgtgtgtgACCCCTGATGCTTCAATG

ST‐E00142:460:H2K7HCCXY:6:2120:7131:18625 1 28 104 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTTTA NA 1 1 9 1 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtg AGCACAGCTACATATGTAATATTTGT TGCACATTCACACAGACACAA 1 5 1 26 157 21 57,091 58,636 28,300 33,300 11,272,469 G 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttAtgtgtgtgTATTtgtgtgtgTTtgtgtgtgTTtgtgtgTCtgtgtgtgtgTTTTtgtgtgtgtgtgtgCATGTTTGTGTCtgtgtgAATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2120:7131:18625 1 28 104 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTTTA NA 0 0 10 1 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtg AGCACAGCTACATATGTAATATTTGT TGCACATTCACACAGACACA 1 6 1 26 157 20 57,091 57,964 28,300 37,200 10,944,316 G 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttAtgtgtgtgTATTtgtgtgtgTTtgtgtgtgTTtgtgtgTCtgtgtgtgtgTTTTtgtgtgtgtgtgtgCATGTTTGTGTCtgtgtgAATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2120:7131:18625 1 28 104 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTTTA NA 0 0 10 0 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtg AGCACAGCTACATATGTAATATTTGTC TGCACATTCACACAGACACA 0 6 1 27 157 20 58,007 57,964 31,800 37,200 11,028,651 G 157 AGCACAGCTACATATGTAATATTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttAtgtgtgtgTATTtgtgtgtgTTtgtgtgtgTTtgtgtgTCtgtgtgtgtgTTTTtgtgtgtgtgtgtgCATGTTTGTGTCtgtgtgAATGTGCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 139 102 15 3 AC CACACAGACACACACACGTGGTTGTACAGAAAACA NA 1 1 19 0 158 GGcacacaCTCATAACGATAacacacacATTcacacaGacGGCACACACTCATAACGATAACA TGAGTTTGTGTGTATCTGTATGAGC 8 0 108 23 265 25 59,070 59,131 24,100 42,600 9,799,573 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 139 102 15 3 AC CACACAGACACACACACGTGGTTGTACAGAAAACA NA 0 0 19 0 158 GGcacacaCTCATAACGATAacacacacATTcacacaGacGGCACACACTCATAACGATAACAC TGAGTTTGTGTGTATCTGTATGAGC 7 0 108 24 265 25 60,202 59,131 33,200 42,600 10,071,030 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 139 102 15 3 AC CACACAGACACACACACGTGGTTGTACAGAAAACA NA 0 0 19 0 159 AGGcacacaCTCATAACGATAacacacacATTcacacaG AGGCACACACTCATAACGATAAC TGAGTTTGTGTGTATCTGTATGAGC 9 0 107 23 265 25 58,818 59,131 18,900 42,600 10,050,922 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 185 15 6 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 1 19 0 247 cacacacTCATACAGGTGTACACCAATTTACAGACAT CACACACTCATACAGGTGTACAC TGAGTTTGTGTGTATCTGTATGAGC 14 0 19 23 265 25 59,012 59,131 29,000 42,600 9,857,212 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 185 15 6 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 0 19 0 248 acacacacTCATACAGGTGTACACCAATTTACAGACA ACACACACTCATACAGGTGTACA TGAGTTTGTGTGTATCTGTATGAGC 15 0 18 23 265 25 59,360 59,131 29,000 42,600 9,508,905 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:8582:48002 1 56 185 15 6 AC ACACACACACTTGTCCAGATAACACACACACTCATA NA 0 0 19 0 249 AacacacacTCATACAGGTGTACACCAATTTACAGAC AACACACACTCATACAGGTGT TGAGTTTGTGTGTATCTGTATGAGC 18 0 17 21 265 25 57,162 59,131 41,600 42,600 9,707,588 G 265 CAAACATTCATATGATAacacacacTCATACAGGTGTACACCAATTTACAGACATacacacacacTTGTCCAGATAacacacacacTCATACATTTacacacacacAGGcacacaCTCATAACGATAacacacacATTcacacaGacacacacacGTGGTTGTACAGAAAacacacacacTCATACAGATACACAAACACTCATATAGATacacacacacacacacacacacacacacacGCTCATACAGATacacacAAACTCA

ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 1 1 12 0 129 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC ATCGCTGTCTCTCTCACTGT 0 10 46 19 174 20 58,125 58,167 44,600 35,500 4,708,071 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 0 0 13 0 134 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC TGTGAATCGCTGTCTCTCTCA 0 14 46 19 179 21 58,125 58,837 44,600 32,700 5,037,870 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT
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ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 0 0 14 0 134 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC TGTGAATCGCTGTCTCTCTCAC 0 13 46 19 179 22 58,125 60,095 44,600 35,100 4,970,196 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 0 0 14 0 140 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC TCTCTCTGTGAATCGCTGTCTC 0 19 46 19 185 22 58,125 59,578 44,600 33,600 5,296,963 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 0 0 14 0 141 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC CTCTCTCTGTGAATCGCTGTCT 0 20 46 19 186 22 58,125 59,577 44,600 34,100 5,298,373 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2120:9120:40389 1 65 80 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGGATAGANA 0 0 14 0 142 TCgagagagaGCAAGACCCagagagagagagagagagagaTCGAGAGAGAGCAAGACCC TCTCTCTCTGTGAATCGCTGTC 0 21 46 19 187 22 58,125 59,578 44,600 35,100 5,296,963 G 188 GATGGGAGAAATCAagagagagagTGAGACATCCagagagagagATCgagagagaGCAAGACCCagagagagagagagagagagagagagGGATAGAGATATAGAGATAGAGATagagagagagagagagagagagagagagagATAGCGACTTACAGTgagagagaCAGCGATTCACagagagagAT

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 1 1 8 6 138 AGGCACATGCATCCAACAGACACTCTcacacacaTcacAGGCACATGCATCCAACAGA GAGATGTGTGCGTGTTTCCG 6 6 17 20 154 20 59,961 59,836 34,100 43,000 0.202387 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 0 0 10 6 141 cacAGGCACATGCATCCAACAGACACTCTcacacacaTCACAGGCACATGCATCCAAC GAGATGTGTGCGTGTTTCCG 9 6 14 20 154 20 60,109 59,836 37,700 43,000 0.272780 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 0 0 12 1 133 AGGCACATGCATCCAACAGACACTCTcacacacaTcacAGGCACATGCATCCAACAGA GTGTGCGTGTTTCCGTTTGA 6 1 17 20 149 20 59,961 59,903 34,100 26,900 0.135924 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 0 0 12 1 136 cacAGGCACATGCATCCAACAGACACTCTcacacacaTCACAGGCACATGCATCCAAC GTGTGCGTGTTTCCGTTTGA 9 1 14 20 149 20 60,109 59,903 37,700 26,900 0.206316 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 0 0 12 1 140 GacacacAGGCACATGCATCCAACAGACACTCTcaca GACACACAGGCACATGCATC GTGTGCGTGTTTCCGTTTGA 13 1 10 20 149 20 59,830 59,903 39,100 26,900 0.266997 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9242:64826 1 43 86 15 1.5 AC CACACACATCACACACACATCACACAGACACACACANA 0 0 14 1 145 acacAGacacacAGGCACATGCATCCAACAGACACTC ACACAGACACACAGGCACAT GTGTGCGTGTTTCCGTTTGA 18 1 5 20 149 20 59,819 59,903 32,100 26,900 0.278438 F 157 acacacacAGacacacAGGCACATGCATCCAACAGACACTCTcacacacaTcacacacacaTcacacaGacacacacacacacacacacacacacacAacacacacacacacacacacacacacacacATCAAACGGAAACACGcacacaTCTCACA

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 5 26 174 GTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTGTTCTAATTTAATTGCCTTTCAACAGT GGGACTATGGAATCATTGGAGGA 26 68 49 27 222 23 57,524 59,347 35,500 37,100 13,129,071 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 26 175 GTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTGTTCTAATTTAATTGCCTTTCAACAGT AGGGACTATGGAATCATTGGAGG 26 69 49 27 223 23 57,524 59,345 35,500 43,000 13,131,007 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 26 203 GTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTGTTCTAATTTAATTGCCTTTCAACAGT CAGTCTCACTGGTGGCATTAGT 26 98 49 27 251 22 57,524 60,028 35,500 22,400 11,503,947 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 26 198 GTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTGTTCTAATTTAATTGCCTTTCAACAGT TCACTGGTGGCATTAGTCAGT 26 94 49 27 246 21 57,524 59,022 35,500 34,100 11,454,056 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 26 199 GTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTGTTCTAATTTAATTGCCTTTCAACAGT CTCACTGGTGGCATTAGTCAGT 26 94 49 27 247 22 57,524 60,028 35,500 34,100 11,503,947 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9658:45329 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 36 184 ACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtACATGCAATAGTTCTAATTTAATTGCC GGGACTATGGAATCATTGGAGGA 36 68 39 27 222 23 57,467 59,347 45,200 37,100 13,186,122 F 281 TTTTAAAAtttttttGCACAGGGTAACGTTTTCATTTTACATGCAATAGTTCTAATTTAATTGCCTTTCAACAGtttttATTAAACTTGCATTGGAAGGTGtatatatatatatatatatatatatatataTTTCAAATATGAACTTAAACTTGTATGTTATTCATGCAACTATAACAAATTAGCAtttttAAAATTCTTCCTCCAATGATTCCATAGTCCCTTAACTGACTAATGCCACCAGTGAGACTGGATATTTGACTCACACTGTCATATGTTACC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 24 177 AGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGCACTGCAAGAACAATGGA TACTCTTGCCAAGTGCCCTG 24 83 12 20 188 20 58,015 59,963 34,100 44,500 2,022,205 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 24 190 AAGCACTGCAAGAACAATGGAAAGTGCTGAGACCAAAGCACTGCAAGAACAATGGA CCCTTATATTAGTACTCTTGCCAAGTG 24 88 11 21 200 27 58,690 59,342 34,100 31,600 9,967,374 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 24 190 AAGCACTGCAAGAACAATGGAAAGTGCTGAGACCAAAGCACTGCAAGAACAATGGA CCCTTATATTAGTACTCTTGCCAAGT 24 89 11 21 200 26 58,690 58,263 34,100 31,600 10,046,506 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 24 190 AAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCAAAGCACTGCAAGAACAATGGA CCTTATATTAGTACTCTTGCCAAGTGC 24 87 10 22 199 27 59,305 59,828 34,100 44,000 9,866,306 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 96 AGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGCACTGCAAGAACAATGGA ATTGGCTGTATTGGCATGCG 24 2 12 20 107 20 58,015 59,614 34,100 47,300 2,371,949 A 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 96 AGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGCACTGCAAGAACAATGGAA ATTGGCTGTATTGGCATGCG 23 2 12 21 107 20 58,690 59,614 35,300 47,300 2,696,089 A 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 97 AAGCACTGCAAGAACAATGGAAAGTGCTGAGACCAAAGCACTGCAAGAACAATGGA ATTGGCTGTATTGGCATGCG 24 2 11 21 107 20 58,690 59,614 34,100 47,300 2,696,089 A 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 24 178 AGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGCACTGCAAGAACAATGGA GTACTCTTGCCAAGTGCCCT 24 84 12 20 189 20 58,015 59,963 34,100 51,900 2,022,348 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2120:9678:38297 1 56 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 24 179 AGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGCACTGCAAGAACAATGGA AGTACTCTTGCCAAGTGCCC 24 85 12 20 190 20 58,015 59,963 34,100 53,600 2,022,348 F 206 TGGACGTTAAAAGCACTGCAAGAACAATGGAAAGTGCTGAGACCATAGTAGGGATgagagagagagagagagagagagagagagaAGCGCATGCCAATACAGCCAATGACATGTACTTGTTTATTGCTGaaaaaaGAGACATGTCAAAGCtttttGCCTTGCACTCATCAGGGCACTTGGCAAGAGTACTAATATAAGGGGAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 32 139 GGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGT GGTGCCTTTCTCTGTGTGTT CGCACAGAACGTCAAACACA 37 32 69 20 207 20 58,320 59,628 33,200 37,200 2,052,327 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 39 160 TGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGT TGGGTGCCTTTCTCTGTGTG AAACAAACGCACCCATACGC 39 51 67 20 226 20 60,179 60,040 38,200 44,200 0.218908 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 38 159 GGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGGGGTGCCTTTCTCTGTGTGT AAACAAACGCACCCATACGC 38 51 68 20 226 20 60,179 60,040 37,200 44,200 0.218905 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 140 GGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGGGGTGCCTTTCTCTGTGTGT CGCACAGAACGTCAAACACA 38 32 68 20 207 20 60,179 59,628 37,200 37,200 0.551007 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 31 139 GGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGGGGTGCCTTTCTCTGTGTGT GCACAGAACGTCAAACACAC 38 31 68 20 206 20 60,179 58,190 37,200 38,200 1,989,215 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 30 139 GGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGGGGTGCCTTTCTCTGTGTGT GCACAGAACGTCAAACACACT 38 30 68 20 206 21 60,179 59,603 37,200 35,500 1,576,013 F 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 4 140 TCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgt TCAGTGAGTGTATGTGTATGTGTC TACACAAACACAAACAAACGCAC 4 59 98 24 237 23 58,290 59,331 36,700 53,400 9,379,087 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 3 129 TCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgt TCAGTGAGTGTATGTGTATGTGTCT AAACAAACGCACCCATACGC 3 51 98 25 226 20 59,523 60,040 34,100 44,200 5,516,833 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 3 140 TCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgt TCAGTGAGTGTATGTGTATGTGTCT TACACAAACACAAACAAACGCAC 3 59 98 25 237 23 59,523 59,331 34,100 53,400 9,146,067 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 140 TCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgt TCAGTGAGTGTATGTGTATGTGTCT TACACAAACACAAACAAACGCA 3 60 98 25 237 22 59,523 58,103 34,100 52,400 9,374,269 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 127 AGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgAGTGAGTGTATGTGTATGTGTCTGT AAACAAACGCACCCATACGC 1 51 100 25 226 20 59,756 60,040 34,100 44,200 5,283,841 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 126 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 126 GTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgt GTGAGTGTATGTGTATGTGTCTGT AAACAAACGCACCCATACGC 1 51 101 24 226 20 58,530 60,040 34,100 44,200 5,510,255 B 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 1 5 0 185 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA TACGCGCACAGAACGTCAA 0 37 27 20 211 19 59,212 60,299 29,000 31,800 2,087,027 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 6 0 186 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA ATACGCGCACAGAACGTCAA 0 37 27 20 212 20 59,212 60,665 29,000 31,800 1,452,854 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 7 0 186 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA ATACGCGCACAGAACGTCA 0 38 27 20 212 19 59,212 60,081 29,000 43,500 1,868,828 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 8 5 186 tgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGTGTGTGCGCATCTGTGTTTC CGCACAGAACGTCAAACACA 5 32 22 20 207 20 59,693 59,628 27,800 37,200 0.679442 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 10 6 187 gtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTT GTGTGTGCGCATCTGTGTTT CGCACAGAACGTCAAACACA 6 32 21 20 207 20 59,971 59,628 28,300 37,200 0.401289 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 10 6 188 gtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTT GTGTGTGCGCATCTGTGTTT GCGCACAGAACGTCAAACAC 6 33 21 20 208 20 59,971 60,924 28,300 33,200 0.953212 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 26 226 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTG GCGTTTGTGTTGGTGTAAGC AAACAAACGCACCCATACGC 26 51 1 20 226 20 58,527 60,040 30,900 44,200 1,512,878 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 18 218 GTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGT GTTGGTGTAAGCGTGTGTGC AAACAAACGCACCCATACGC 18 51 9 20 226 20 60,317 60,040 45,700 44,200 0.356577 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 6 206 gtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTT GTGTGTGCGCATCTGTGTTT AAACAAACGCACCCATACGC 6 51 21 20 226 20 59,971 60,040 28,300 44,200 0.069188 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 5 205 tgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGTGTGTGCGCATCTGTGTTTC AAACAAACGCACCCATACGC 5 51 22 20 226 20 59,693 60,040 27,800 44,200 0.347341 G 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 0 200 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA AAACAAACGCACCCATACGC 0 51 27 20 226 20 59,212 60,040 29,000 44,200 0.827674 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:14357:5229 1 47 109 15 2 AC TGTGTGTGTGTGTTTGAGCATGGGTGCCTTTCTCTGNA 0 0 12 0 205 GCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGC GCGCATCTGTGTTTCGTGTA AACACAAACAAACGCACCCA 0 56 27 20 231 20 59,212 59,396 29,000 45,100 1,391,355 D 237 GCGTTTGTGTTGGTGTAAGCgtgtgtGCGCATCTGTGTTTCGTGTAtgtgtgtgtgtgTTTGAGCATGGGTGCCTTTCTCtgtgtgTTTtgtgtgtgTCAGTGAGTGTATGTGTATGTGTCTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTATGTACAACTTTCACTCtgtgtgTAAgtgtgtTTGACGTTCTGTGCGCGTATGGGTGCGTTTGTTTGTGTTTGTGTA

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 11 0 114 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT CCATCTATCTGCTGCTTGGTCT 0 41 101 21 214 22 58,062 59,896 32,400 38,500 5,041,970 A 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 115 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT ACCATCTATCTGCTGCTTGGT 0 43 101 21 215 21 58,062 59,157 32,400 36,700 4,780,082 A 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 115 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT ACCATCTATCTGCTGCTTGGTC 0 42 101 21 215 22 58,062 60,159 32,400 40,200 5,096,361 A 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 132 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT TTCCGGGTGGTGGTGTTAC 0 62 101 21 232 19 58,062 59,549 32,400 25,000 4,388,592 F 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 133 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT CTTCCGGGTGGTGGTGTTAC 0 62 101 21 233 20 58,062 60,605 32,400 25,000 3,542,031 F 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 134 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT ACTTCCGGGTGGTGGTGTTA 0 63 101 21 234 20 58,062 61,056 32,400 24,100 3,993,071 F 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 159 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT AGGGTGGTGAGTCTCTTGGA 0 88 101 21 259 20 58,062 59,809 32,400 35,300 3,128,583 B 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 160 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT CAGGGTGGTGAGTCTCTTGG 0 89 101 21 260 20 58,062 59,677 32,400 36,100 3,260,494 B 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 122 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 0 161 TCTCACTCACAGTCACAGTCTcacacacacacacacacacTCTCACTCACAGTCACAGTCT CCAGGGTGGTGAGTCTCTTG 0 90 101 21 261 20 58,062 59,677 32,400 30,200 3,260,494 B 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:15788:34570 1 60 92 15 3 AC CTCTCTCACACACACACACACACACATTCATACACA NA 0 1 14 0 138 CATGCACAGTCTCACACGCACActctctcacacacacacaCATGCACAGTCTCACACGCA TCAACAAAGCTCACTGACAATACA 2 0 38 20 175 24 61,223 58,877 52,400 22,900 6,345,936 D 278 ACAGACACGCAGTAACATCcacacacacaAACTCATACATGCACAGTCTCACACGCACActctctcacacacacacacacacacaTTCATacacacacacTCTCACTCACAGTCACAGTCTcacacacacacacacacacacacacacacaTGTATTGTCAGTGAGCTTTGTTGAATCAGAAGAGACTGAAAAGACCAAGCAGCAGATAGATGGTAAcaccaccacCCGGAAGTTCCCCTCCAAGAGACTCACCACCCTGGCTTGGAAATACATCGCC

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 1 1 18 3 190 CAGGgagagagaGCGACAGAGCAagagagagagagagC CAGGGAGAGAGAGCGACAGA CCCGCTCCTCAAACTCAGTG 3 33 1 20 190 20 60,394 60,672 34,100 36,600 1,065,454 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 0 0 18 2 168 AGGgagagagaGCGACAGAGCAagagagagagagagCGAGGGAGAGAGAGCGACAGAG GTTCCTTGAGGTCAGGCCAG 2 12 2 20 169 20 60,107 60,322 33,500 48,500 0.429223 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 0 0 18 2 170 AGGgagagagaGCGACAGAGCAagagagagagagagCGAGGGAGAGAGAGCGACAGAG GAGTTCCTTGAGGTCAGGCC 2 14 2 20 171 20 60,107 60,036 33,500 51,900 0.143129 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 0 0 18 2 188 AGGgagagagaGCGACAGAGCAagagagagagagagCGAGGGAGAGAGAGCGACAGAG CCGCTCCTCAAACTCAGTGA 2 32 2 20 189 20 60,107 59,682 33,500 34,100 0.425655 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 0 0 18 2 190 AGGgagagagaGCGACAGAGCAagagagagagagagCGAGGGAGAGAGAGCGACAGAG GCCCGCTCCTCAAACTCAG 2 35 2 20 191 19 60,107 60,743 33,500 33,500 1,850,466 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:16275:38930 1 24 114 15 4 AG AGAGAGAGAGAGAGCGACAGAGAGAGAGAGCGA NA 0 0 18 2 192 AGGgagagagaGCGACAGAGCAagagagagagagagCGAGGGAGAGAGAGCGACAGAG CTGCCCGCTCCTCAAACTC 2 37 2 20 193 19 60,107 60,743 33,500 30,100 1,850,466 G 209 CAGGgagagagaGCGACAGAGCAagagagagagagagCGACagagagagagagCGACagagagagagagagagagagagagagagagACagagagagagagagagACagagagagagagagCGACagagagagagagGATGGGAGAGGGCTGGCCTGACCTCAAGGAACTCACTGAGTTTGAGGAGCGGGCAGCCCAGCAGGCAGGGGA

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 2 19 107 CAGGTTCGCATTCCACAAGCGcccccGcccccccACCC CAGGTTCGCATTCCACAAGC GGGAGGAGACCAGAGGTTT 19 19 139 20 245 19 60,110 57,909 40,100 32,700 3,200,101 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 19 143 GGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGGACGTCTTGAGGCAGTGAG GGGAGGAGACCAGAGGTTT 55 19 103 20 245 19 60,389 57,909 35,100 32,700 3,479,671 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 108 GCAGGTTCGCATTCCACAAGCGcccccGcccccccACC GCAGGTTCGCATTCCACAAG GGGAGGAGACCAGAGGTTT 20 19 138 20 245 19 60,110 57,909 31,600 32,700 3,200,101 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 139 GTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTCTTGAGGCAGTGAGAGGC GGGAGGAGACCAGAGGTTT 51 19 107 20 245 19 60,391 57,909 47,000 32,700 3,481,502 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 140 CGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCACGTCTTGAGGCAGTGAGAGG GGGAGGAGACCAGAGGTTT 52 19 106 20 245 19 60,109 57,909 36,900 32,700 3,199,402 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 175 TGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACTGACCGCACTTCCCTAATGC GGGAGGAGACCAGAGGTTT 87 19 71 20 245 19 60,392 57,909 35,600 32,700 3,482,965 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 19 190 cTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGCTTGCGTTGCGGGAGTGAC GGGAGGAGACCAGAGGTTT 103 19 56 19 245 19 61,955 57,909 36,700 32,700 6,045,257 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 19 190 cTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGCTTGCGTTGCGGGAGTGA GGGAGGAGACCAGAGGTTT 104 19 56 18 245 19 60,665 57,909 34,100 32,700 5,755,355 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:21044:68605 1 178 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 19 225 GATCCTGCTGTGCGCGAGCCAGGCTGCCGCGccccc GATCCTGCTGTGCGCGAG GGGAGGAGACCAGAGGTTT 139 19 21 18 245 19 61,260 57,909 50,300 32,700 6,350,987 F 245 TACCGCCCTGCTgcgcgcGGGATCCTGCTGTGCGCGAGCCAGGCTGCCGCGcccccTTGCGTTGCGGGAGTGACCGCACTTCCCTAATGCGAAAACCCTCTGGGACGTCTTGAGGCAGTGAGAGGCACTATAGGAATGCAGGTTCGCATTCCACAAGCGcccccGcccccccACCCTacacacacacacacacacacacacacacacCGCGTACTTAACGTaaaaaaaaCCTCTGGTCTCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 10 44 188 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC GCCCTCTCTTTCCACCACTC 44 74 10 20 197 20 60,036 60,036 47,000 35,100 0.071545 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 44 202 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC ACTGATCTCAGAGGGCCCTC 44 88 10 20 211 20 60,036 60,398 47,000 43,000 0.434010 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 44 203 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC CACTGATCTCAGAGGGCCCT 44 89 10 20 212 20 60,036 60,690 47,000 51,900 0.726040 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 44 210 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC GGCTTCCCACTGATCTCAGAG 44 95 10 20 219 21 60,036 59,861 47,000 33,500 1,174,291 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 44 211 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC GGGCTTCCCACTGATCTCAG 44 97 10 20 220 20 60,036 59,820 47,000 33,500 0.215566 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 43 210 CATGAGAACAGCAGGAGGCCCAAAGGCACAGTGG CATGAGAACAGCAGGAGGCC GGGCTTCCCACTGATCTCAG 43 97 11 20 220 20 60,747 59,820 51,900 33,500 0.927220 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 8 122 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC CGGGTCTCTCACTGTTCTCG 44 8 10 20 131 20 60,036 59,831 47,000 40,400 0.204859 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 7 121 ACATGAGAACAGCAGGAGGCCCAAAGGCACAGTG ACATGAGAACAGCAGGAGGC GGGTCTCTCACTGTTCTCGC 44 7 10 20 130 20 60,036 60,109 47,000 50,300 0.144668 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 121 AGGAGAGGCAGAAAGGGAGAGCgagagagagagagaAGGAGAGGCAGAAAGGGAGA ATCCCTGCTGTTCTCATGGG 2 49 52 20 172 20 59,585 59,450 37,100 40,000 0.965379 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 169 AGGAGAGGCAGAAAGGGAGAGCgagagagagagagaAGGAGAGGCAGAAAGGGAGA GGGCTTCCCACTGATCTCAG 2 97 52 20 220 20 59,585 59,820 37,100 33,500 0.595365 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 0 119 GAGAGGCAGAAAGGGAGAGCgagagagagagagaga GAGAGGCAGAAAGGGAGAGC ATCCCTGCTGTTCTCATGGG 0 49 54 20 172 20 59,822 59,450 40,900 40,000 0.727786 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 0 144 GAGAGGCAGAAAGGGAGAGCgagagagagagagaga GAGAGGCAGAAAGGGAGAGC GCCCTCTCTTTCCACCACTC 0 74 54 20 197 20 59,822 60,036 40,900 35,100 0.213751 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 0 167 GAGAGGCAGAAAGGGAGAGCgagagagagagagaga GAGAGGCAGAAAGGGAGAGC GGGCTTCCCACTGATCTCAG 0 97 54 20 220 20 59,822 59,820 40,900 33,500 0.357772 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 1 120 GGAGAGGCAGAAAGGGAGAGCgagagagagagagag GGAGAGGCAGAAAGGGAGAG ATCCCTGCTGTTCTCATGGG 1 49 53 20 172 20 59,170 59,450 32,000 40,000 1,379,941 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 1 168 GGAGAGGCAGAAAGGGAGAGCgagagagagagagag GGAGAGGCAGAAAGGGAGAG GGGCTTCCCACTGATCTCAG 1 97 53 20 220 20 59,170 59,820 32,000 33,500 1,009,927 B 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:23612:57758 1 74 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 0 108 GAGAGGCAGAAAGGGAGAGCgagagagagagagaga GAGAGGCAGAAAGGGAGAGC TCTCATGGGCCTCTCTCTGT 0 38 54 20 161 20 59,822 59,662 40,900 34,100 0.515610 F 247 CTATTGGAAACATGAGAACAGCAGGAGGCCCAAAGGCACAGTGGGGATTAAAGGAGAGGCAGAAAGGGAGAGCgagagagagagagagagagagagagagagaAAACACTGCGAGAACAGTgagagaCCCgagagaACAGTACagagagagGCCCATGAGAACAGCAGGGATAAAAGGAGTGGTGGAAagagagGGCCCTCTGAGATCAGTGGGAAGCCCAGCAGCACTGTGGAGATAAAATGAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 14 3 90 CACCCACACTCCCACACGCGCTCACTTTcacacacaCT CACCCACACTCCCACACG CGTGCGTCAGTGTGCGTG 21 3 61 18 150 18 60,281 62,340 44,900 53,400 6,620,605 B 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 2 90 GCACCCACACTCCCACACGCGCTCACTTTcacacacaCGCACCCACACTCCCACAC GTGCGTCAGTGTGCGTGT 22 2 60 18 149 18 60,595 61,262 38,200 44,900 5,856,543 B 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 2 96 acacaCGCACCCACACTCCCACACGCGCTCACTTTcacACACACGCACCCACACTC GTGCGTCAGTGTGCGTGT 28 2 54 18 149 18 60,203 61,262 35,100 44,900 5,464,965 F 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 1 95 acacaCGCACCCACACTCCCACACGCGCTCACTTTcacACACACGCACCCACACTC TGCGTCAGTGTGCGTGTG 28 1 54 18 148 18 60,203 61,261 35,100 38,200 5,464,231 F 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 1 90 GCACCCACACTCCCACACGCGCTCACTTTcacacacaCGCACCCACACTCCCACAC GTGCGTCAGTGTGCGTGTG 22 1 60 18 149 19 60,595 62,492 38,200 38,200 6,086,100 B 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25276:56176 1 100 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 1 96 acacaCGCACCCACACTCCCACACGCGCTCACTTTcacACACACGCACCCACACTC GTGCGTCAGTGTGCGTGTG 28 1 54 18 149 19 60,203 62,492 35,100 38,200 5,694,523 F 152 cacacaCGcacacacaCGcacacacacacacacacacacacacaCGCACGcacacacaCGCACCCACACTCCCACACGCGCTCACTTTcacacacaCTGacacacacacacacacacacacacacacacCCACACGCACACTGACGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 30 142 GCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCGCAATCTAGCCGACAATGGG TGATACAGCTGTCACCACGG 42 30 52 20 193 20 59,053 59,754 40,000 49,400 1,193,604 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 28 140 GCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCGCAATCTAGCCGACAATGGG ATACAGCTGTCACCACGGTG 42 28 52 20 191 20 59,053 60,037 40,000 49,400 0.984569 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 28 190 AAGCACATGAAGATATAGATGGCAAGACTATTCAG AAGCACATGAAGATATAGATGGCA ATACAGCTGTCACCACGGTG 88 28 2 24 191 20 58,127 60,037 49,200 49,400 5,910,288 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 22 120 CTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTACTCCATCCTGCAACTCCCAG ATACAGCTGTCACCACGGTG 22 28 72 20 191 20 60,107 60,037 44,500 49,400 0.144638 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 13 111 GCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcac GCAACTCCCAGGTGGAAAGT ATACAGCTGTCACCACGGTG 13 28 81 20 191 20 60,179 60,037 26,600 49,400 0.216315 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 10 108 ACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacac ACTCCCAGGTGGAAAGTCCT ATACAGCTGTCACCACGGTG 10 28 84 20 191 20 60,104 60,037 38,500 49,400 0.141735 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 30 191 AGCACATGAAGATATAGATGGCAAGACTATTCAGT AGCACATGAAGATATAGATGGCA TGATACAGCTGTCACCACGG 88 30 3 23 193 20 57,506 59,754 49,200 49,400 5,740,750 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 29 141 GCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCGCAATCTAGCCGACAATGGG GATACAGCTGTCACCACGGT 42 29 52 20 192 20 59,053 59,753 40,000 48,300 1,193,878 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:25824:45734 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 29 190 AGCACATGAAGATATAGATGGCAAGACTATTCAGT AGCACATGAAGATATAGATGGCA GATACAGCTGTCACCACGGT 88 29 3 23 192 20 57,506 59,753 49,200 48,300 5,741,025 A 210 AAAGCACATGAAGATATAGATGGCAAGACTATTCAGTCCATTAAACTAAGTGCAATCTAGCCGACAATGGGCTCCATCCTGCAACTCCCAGGTGGAAAGTCCTGCTAAATCTTcacacacacacacacacacacacacacacaGCGAAGCAGAGTCCAAGCCTGGACATCTCACCGTGGTGACAGCTGTATCATTTGTCTTGtttttATT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 2 27 139 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG CCCAGTTCTGTCCAACCTGT 27 42 49 20 187 20 59,896 59,526 44,100 40,000 0.577756 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 27 207 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG TCATAAGGGAAGCCAGATCGTG 27 108 49 20 255 22 59,896 59,897 44,100 43,500 2,206,666 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 27 210 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG TGCTCATAAGGGAAGCCAGA 27 113 49 20 258 20 59,896 58,416 44,100 38,600 1,687,128 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 27 210 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG TGCTCATAAGGGAAGCCAGATC 27 111 49 20 258 22 59,896 59,895 44,100 27,500 2,209,049 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 72 255 CCAACGATAAGCAAATAACTCCAATAAATAAACGA CCAACGATAAGCAAATAACTCCA TCATAAGGGAAGCCAGATCGTG 72 108 1 23 255 22 57,189 59,897 38,600 43,500 7,914,493 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 72 258 CCAACGATAAGCAAATAACTCCAATAAATAAACGA CCAACGATAAGCAAATAACTCCA TGCTCATAAGGGAAGCCAGA 72 113 1 23 258 20 57,189 58,416 38,600 38,600 7,394,955 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 11 108 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG ATGTGCCAACAATCGGGAGG 27 11 49 20 156 20 59,896 60,681 44,100 43,000 0.784493 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 8 191 GGCCACACCCAGTTCCTAagagagCAGGctctctctctct GGCCACACCCAGTTCCTAAG TGCTCATAAGGGAAGCCAGA 8 113 68 20 258 20 60,323 58,416 21,800 38,600 1,906,102 F 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 71 258 CCAACGATAAGCAAATAACTCCAATAAATAAACGA CCAACGATAAGCAAATAACTCCAA TGCTCATAAGGGAAGCCAGA 71 113 1 24 258 20 57,810 58,416 35,300 38,600 7,773,233 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 27 140 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG TCCCAGTTCTGTCCAACCTG 27 43 49 20 188 20 59,896 59,235 44,100 40,000 0.868462 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 14 111 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG GGAATGTGCCAACAATCGGG 27 14 49 20 159 20 59,896 59,827 44,100 51,400 0.276827 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 8 92 GGCCACACCCAGTTCCTAagagagCAGGctctctctctct GGCCACACCCAGTTCCTAAG GGAATGTGCCAACAATCGGG 8 14 68 20 159 20 60,323 59,827 21,800 51,400 0.495801 F 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 27 141 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG TTCCCAGTTCTGTCCAACCTG 27 43 49 20 189 21 59,896 59,857 44,100 40,000 1,246,442 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 27 144 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG ACCTTCCCAGTTCTGTCCAAC 27 46 49 20 192 21 59,896 59,857 44,100 37,700 1,246,645 B 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:27691:26958 1 96 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 6 103 AAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCC AAAGCAAAGCCACTGTGCAG CCAACAATCGGGAGGGAGAG 27 6 49 20 151 20 59,896 59,821 44,100 32,000 0.282572 F 266 CCAACGATAAGCAAATAACTCCAATAAATAAACGAAAATTCAAACAATAAAGCAAAGCCACTGTGCAGGCCACACCCAGTTCCTAagagagCAGGctctctctctctctctctctctctctctctTTCGctctctCCCTCCCGATTGTTGGCACATTCCACTGTCTAACAGGTTGGACAGAACTGGGAAGGTTACTCATTATCGAACGTAAGAGGAAGTAACTGCAATAATTCCACGATCTGGCTTCCCTTATGAGCATTAACCTT

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 4 0 152 GGAGACAAACAGatatatCAGAACAAGAAAATATAG GGAGACAAACAGATATATCAGAACAAG TCTCCCAGCCTGATGATACA 75 0 40 27 191 20 57,960 57,523 31,600 22,900 11,516,974 F 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 0 152 GGAGACAAACAGatatatCAGAACAAGAAAATATAG GGAGACAAACAGATATATCAGAACAA TCTCCCAGCCTGATGATACA 76 0 40 26 191 20 57,051 57,523 28,300 22,900 11,425,735 F 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 0 153 GGAGACAAACAGatatatCAGAACAAGAAAATATAG GGAGACAAACAGATATATCAGAACAA TTCTCCCAGCCTGATGATACA 76 0 40 26 192 21 57,051 58,237 28,300 22,900 11,711,670 F 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 119 TAGACCAGGAGACACCGGAGAGTGCGCGAGGGGATAGACCAGGAGACACCGGAG TCTCCCAGCCTGATGATACA 49 0 73 20 191 20 60,034 57,523 46,300 22,900 2,511,484 A 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 120 TAGACCAGGAGACACCGGAGAGTGCGCGAGGGGATAGACCAGGAGACACCGGAG TTCTCCCAGCCTGATGATACA 49 0 73 20 192 21 60,034 58,237 46,300 22,900 2,797,419 A 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 142 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 120 ATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGATAGACCAGGAGACACCGGA TCTCCCAGCCTGATGATACA 50 0 72 20 191 20 59,370 57,523 51,400 22,900 3,106,700 A 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 152 15 2 AG AGAGAGAGAGAGAGAGAGAGGGAGACAAACAGA NA 0 1 3 0 192 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TTCTCCCAGCCTGATGATACA 0 0 1 19 192 21 60,928 58,237 38,500 22,900 4,690,565 D 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 152 15 2 AG AGAGAGAGAGAGAGAGAGAGGGAGACAAACAGA NA 0 0 4 0 191 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGAT TCTCCCAGCCTGATGATACA 0 0 1 19 191 20 60,928 57,523 38,500 22,900 4,404,631 D 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:29366:49830 1 20 152 15 2 AG AGAGAGAGAGAGAGAGAGAGGGAGACAAACAGA NA 0 0 4 0 191 AGCAGGTTGGAGCAGGGATagagagagagagagagag AGCAGGTTGGAGCAGGGA TCTCCCAGCCTGATGATACA 1 0 1 18 191 20 60,530 57,523 42,000 22,900 5,007,255 D 210 AGCAGGTTGGAGCAGGGATagagagagagagagagagagGGAGACAAACAGatatatCAGAACAAGAAAATATAGACCAGGAGACACCGGAGAGTGCGCGAGGGGAGGCAAGACCAGGACACAGCCAGCATAAAGGGAGAAagagagagagagagagagagagagagagagTGTATCATCAGGCTGGGAGAAAACCTATGGACCTTTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 1 1 6 14 139 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC GTCTGGTCGGGTCGGAGG 14 45 28 20 166 18 59,469 61,450 36,900 43,000 3,981,315 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 6 14 174 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC TTCAGAGCACAGTTGGGAGG 14 78 28 20 201 20 59,469 59,602 36,900 43,000 0.929141 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 6 14 197 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC AACTGAGTGGCTTGCTAGGC 14 101 28 20 224 20 59,469 60,322 36,900 39,300 0.853209 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 6 14 240 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC ACTGGCAATGCTAGCATTTGT 14 143 28 20 267 21 59,469 58,826 36,900 28,300 2,704,720 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 6 14 241 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC CACTGGCAATGCTAGCATTTGT 14 143 28 20 268 22 59,469 60,094 36,900 28,300 2,625,590 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 6 14 241 cccTCACTGTTCGACTACCCTcccccACCACACCcacac CCCTCACTGTTCGACTACCC CACTGGCAATGCTAGCATTTG 14 144 28 20 268 21 59,469 58,464 36,900 23,200 3,067,565 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 135 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC GTCTGGTCGGGTCGGAGG 10 45 32 20 166 18 59,469 61,450 43,000 43,000 3,981,315 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 136 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC GGTCTGGTCGGGTCGGAG 10 46 32 20 167 18 59,469 61,450 43,000 46,300 3,981,315 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 170 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC TTCAGAGCACAGTTGGGAGG 10 78 32 20 201 20 59,469 59,602 43,000 43,000 0.929141 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 177 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC AGGCCATTTCAGAGCACAGT 10 85 32 20 208 20 59,469 59,597 43,000 35,500 0.934471 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 193 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC AACTGAGTGGCTTGCTAGGC 10 101 32 20 224 20 59,469 60,322 43,000 39,300 0.853209 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:30949:60026 1 62 42 15 1.5 AC CACACACACACACACACACACACACACACACCCACANA 0 0 10 10 198 CACTGTTCGACTACCCTcccccACCACACCcacacacac CACTGTTCGACTACCCTCCC CCTTGAACTGAGTGGCTTGC 10 106 32 20 229 20 59,469 59,405 43,000 40,100 1,126,295 F 268 GACTAACCTCCCCTTCTCTTGACTAcccccTCACTGTTCGACTACCCTcccccACCACACCcacacacacacacacacacacacacacacaCCcacacacacaCCCAccccccccccTCTGctctctcccccccccACCCCGGATACCCCTCCGACCCGACCAGACCCCAAACTGATTACCCCTCCCAACTGTGCTCTGAAATGGCCTAGCAAGCCACTCAGTTCAAGGACTATTAGGGATGGGCAACAAATGCTAGCATTGCCAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 8 8 140 TCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctc TCCCTTTCAGGCAATGTCTCC CAGGGAGAGAATGTGCGACA 8 61 16 21 155 20 59,995 59,753 37,100 43,500 1,252,205 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 8 129 TCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctc TCCCTTTCAGGCAATGTCTCC TGTGCGACATACATAGAAAGATAAAGA 8 43 16 21 144 27 59,995 58,805 37,100 25,200 9,199,514 B 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 6 127 CCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctct CCTTTCAGGCAATGTCTCCCT TGTGCGACATACATAGAAAGATAAAGA 6 43 18 21 144 27 59,995 58,805 42,000 25,200 9,199,984 B 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 4 124 TTCAGGCAATGTCTCCCTGTATTCctctctctctctctctct TTCAGGCAATGTCTCCCTGT TGTGCGACATACATAGAAAGATAAAGA 4 43 21 20 144 27 58,933 58,805 40,000 25,200 9,262,065 B 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 16 147 ctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctc CTCTCACTCCCTTTCAGGCA CAGGGAGAGAATGTGCGACA 16 61 9 20 155 20 59,020 59,753 47,500 43,500 1,227,125 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 16 148 ctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctc CTCTCACTCCCTTTCAGGCA ACAGGGAGAGAATGTGCGAC 16 62 9 20 156 20 59,020 59,752 47,500 51,900 1,227,401 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 11 97 ctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctc CTCTCACTCCCTTTCAGGCA GATGCAGAGAGGGACAGAGC 16 11 9 20 105 20 59,020 59,895 47,500 40,900 1,084,336 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 11 99 GtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCcGTCTCTCACTCCCTTTCAGGC GATGCAGAGAGGGACAGAGC 17 11 7 21 105 20 60,067 59,895 48,500 40,900 1,171,173 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 8 90 TCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctc TCCCTTTCAGGCAATGTCTCC GATGCAGAGAGGGACAGAGC 8 11 16 21 105 20 59,995 59,895 37,100 40,900 1,109,416 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 17 191 GtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCcGTCTCTCACTCCCTTTCAGGC GGGATTTCGAGACAGAGAGTGA 17 101 7 21 197 22 60,067 59,244 48,500 34,100 3,822,156 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 17 192 GtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCcGTCTCTCACTCCCTTTCAGGC AGGGATTTCGAGACAGAGAGTG 17 102 7 21 198 22 60,067 59,242 48,500 35,100 3,824,370 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3244:70645 1 45 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 16 190 ctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctc CTCTCACTCCCTTTCAGGCA AGGGATTTCGAGACAGAGAGTG 16 102 9 20 198 22 59,020 59,242 47,500 35,100 3,737,533 F 231 ATCTATGtctctcACTCCCTTTCAGGCAATGTCTCCCTGTATTCctctctctctctctctctctctctctctctCACTCTGTCTCGCTCTGTCCctctctGCATCTCActctctGTCTCTTTATCTTTCTATGTATGTCGCACATtctctcCCTGTATGTCCCTACCGTtctctctcActctctGTCTCGAAATCCctctctATTCTACTCTGTCACTCCGTCTTTCACTG

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 10 131 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG AGGGACACACTCACATACACAC 10 49 23 20 153 22 59,971 59,963 48,500 38,200 2,066,419 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 132 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG CAGGGACACACTCACATACACA 10 50 23 20 154 22 59,971 59,963 48,500 37,200 2,066,289 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 144 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG CGCTATCTGATACAGGGACACA 10 62 23 20 166 22 59,971 59,377 48,500 37,200 2,652,583 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 145 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG ACGCTATCTGATACAGGGACAC 10 63 23 20 167 22 59,971 59,376 48,500 36,700 2,653,057 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 214 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG CAGAGGCTCTCTCACATCCG 10 134 23 20 236 20 59,971 59,615 48,500 41,800 0.414196 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 224 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG CGCACATACACAGAGGCTCT 10 144 23 20 246 20 59,971 59,826 48,500 40,900 0.203557 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 225 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG ACGCACATACACAGAGGCTC 10 145 23 20 247 20 59,971 60,109 48,500 47,000 0.137782 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 240 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG TCTCCTATCATCCACACGCAC 10 159 23 20 262 21 59,971 59,591 48,500 53,400 1,438,232 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 240 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG TCTCCTATCATCCACACGCA 10 160 23 20 262 20 59,971 58,225 48,500 52,400 1,804,553 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 10 241 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG TTCTCCTATCATCCACACGCA 10 160 23 20 263 21 59,971 58,893 48,500 52,400 2,136,534 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 123 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG ACTCACATACACACAGAGGCA 10 42 23 20 145 21 59,971 59,029 48,500 47,500 1,999,807 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:3528:23530 1 53 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 177 TGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtTGTGAATGTGTGTGCTTGCG ACACATGCACACACAGAAAGA 10 96 23 20 199 21 59,971 58,358 48,500 25,200 2,671,595 F 280 CCtgtgtgtgtgtttttGTGTCTGTGAAtgtgtgtgCTTGCGGgtgtgtGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTGTCTATGTCTGTTTGCgtgtgtATGTATTTtgtgtgAGTGCCTCtgtgtgTATGTGAgtgtgtCCCTGTATCAGATAGCGTATGCATCTGTATCTTTCtgtgtgtgCATGTGTATGtttttACCTgcgcgcGGATGTgagagaGCCTCTGTGTATGTGCGTGTGGATGATAGGAGAATTGCACGTTTATGCCTA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 1 1 10 3 186 ACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTACCCTCTCACACACAGTCAC TGGGTGAAGCTGCATATATTTGTG 68 3 7 20 192 24 59,247 59,661 36,700 33,300 5,092,226 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 10 3 191 CACATACCCTCTcacacacaGTCACACTcacacaGatata CACATACCCTCTCACACACAGT TGGGTGAAGCTGCATATATTTGTG 71 3 2 22 192 24 59,700 59,661 35,500 33,300 6,639,116 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 10 2 190 CACATACCCTCTcacacacaGTCACACTcacacaGatata CACATACCCTCTCACACACAGT GGGTGAAGCTGCATATATTTGTGT 71 2 2 22 191 24 59,700 59,661 35,500 37,200 6,639,399 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 4 134 CCcacacaGatatattctctctcATacacacacTCActctctctc CCCACACAGATATATTCTCTCTCA TGGGTGAAGCTGCATATATTTGT 12 4 59 24 192 23 57,092 58,464 32,700 28,300 11,443,633 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 3 134 CCcacacaGatatattctctctcATacacacacTCActctctctc CCCACACAGATATATTCTCTCTCA TGGGTGAAGCTGCATATATTTGTG 12 3 59 24 192 24 57,092 59,661 32,700 33,300 11,246,817 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 3 185 CCCTCTcacacacaGTCACACTcacacaGatatatTCCTTACCCTCTCACACACAGTCACA TGGGTGAAGCTGCATATATTTGTG 67 3 8 20 192 24 59,247 59,661 35,800 33,300 5,091,622 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 3 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatACACATACCCTCTCACACACAG TGGGTGAAGCTGCATATATTTGTG 72 3 1 22 192 24 59,700 59,661 36,600 33,300 6,639,116 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 2 133 CCcacacaGatatattctctctcATacacacacTCActctctctc CCCACACAGATATATTCTCTCTCA GGGTGAAGCTGCATATATTTGTGT 12 2 59 24 191 24 57,092 59,661 32,700 37,200 11,247,100 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2121:4665:4157 1 95 71 15 2 AC CTCTCTCTCTCTCACACACCAAGTCACATTCTCTCTC NA 0 0 12 2 184 CCCTCTcacacacaGTCACACTcacacaGatatatTCCTTACCCTCTCACACACAGTCACA GGGTGAAGCTGCATATATTTGTGT 67 2 8 20 191 24 59,247 59,661 35,800 37,200 5,091,905 G 192 ACACATACCCTCTcacacacaGTCACACTcacacaGatatatTCCTTATTTCACAAACCCcacacaGatatattctctctcATacacacacTCActctctctctctcacacaCCAAGTCACATtctctctctcTTacacacacacacacacacacacacacacacAAACACAAatatatGCAGCTTCACCCA

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 17 116 TGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGG TGGAAGCCTGGATGCAAGTT TAAGAAGCTTGATCCTTCCAGG 27 17 148 20 263 22 59,887 57,506 26,600 44,500 4,607,086 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 4 234 ACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAAACTGTTCAAATGTTCGTGCCC TCCTTCCAGGATGTAAATGACAG 156 4 18 21 251 23 59,663 57,897 53,600 35,100 6,439,707 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 3 233 ACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAAACTGTTCAAATGTTCGTGCCC CCTTCCAGGATGTAAATGACAGA 156 3 18 21 250 23 59,663 57,897 53,600 34,100 6,439,707 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 3 234 ACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAAACTGTTCAAATGTTCGTGCCC TCCTTCCAGGATGTAAATGACAGA 156 3 18 21 251 24 59,663 59,217 53,600 34,100 6,119,446 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 115 TGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGG TGGAAGCCTGGATGCAAGTT AAGAAGCTTGATCCTTCCAGG 27 17 148 20 262 21 59,887 57,637 26,600 44,500 3,475,865 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 116 ATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTG ATGGAAGCCTGGATGCAAGT AAGAAGCTTGATCCTTCCAGG 28 17 147 20 262 21 59,666 57,637 31,600 44,500 3,696,863 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 153 GATGTGAATGATGAGTCTCGCTAATGAATAGTGCA GATGTGAATGATGAGTCTCGCT AAGAAGCTTGATCCTTCCAGG 63 17 110 22 262 21 58,285 57,637 49,300 44,500 7,078,365 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 154 TGATGTGAATGATGAGTCTCGCTAATGAATAGTGC TGATGTGAATGATGAGTCTCGCT AAGAAGCTTGATCCTTCCAGG 63 17 109 23 262 21 59,868 57,637 49,300 44,500 6,494,625 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 154 TGATGTGAATGATGAGTCTCGCTAATGAATAGTGC TGATGTGAATGATGAGTCTCGC AAGAAGCTTGATCCTTCCAGG 64 17 109 22 262 21 58,548 57,637 50,300 44,500 6,814,395 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 244 CTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAAC CTGTTCAAATGTTCGTGCCC AAGAAGCTTGATCCTTCCAGG 156 17 19 20 262 21 57,950 57,637 53,600 44,500 5,413,347 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 245 ACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAAACTGTTCAAATGTTCGTGCCC AAGAAGCTTGATCCTTCCAGG 156 17 18 21 262 21 59,663 57,637 53,600 44,500 4,699,624 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:12388:22001 1 195 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 17 248 ACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTT ACCACTGTTCAAATGTTCGTGC AAGAAGCTTGATCCTTCCAGG 158 17 15 22 262 21 60,223 57,637 53,400 44,500 5,586,348 A 265 TACCTGAAAATTTCACCACTGTTCAAATGTTCGTGCCCCATTCCTTCATTTCAACAATACAACAAAGGATTGTCAACTGAACTTTAAACCTGTAATTATCTGACCTCATGATGTGAATGATGAGTCTCGCTAATGAATAGTGCAAAATGGAAGCCTGGATGCAAGTTAAATTCAATGGTTGGAAATCAGATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATCTGTCATTTACATCCTGGAAGGATCAAGCTTCTTATT

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 1 1 3 60 219 CGCACAGATGGGCACAATGATCATCATATAGATAA CGCACAGATGGGCACAATG TGAAGGAATGTGGCTTCGCA 65 60 8 19 226 20 59,862 60,251 28,200 51,000 1,388,720 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 Mar‐75 60 218 GCACAGATGGGCACAATGATCATCATATAGATAAA GCACAGATGGGCACAATGATC TGAAGGAATGTGGCTTCGCA 62 60 9 21 226 20 59,933 60,251 29,200 51,000 1,317,289 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 Apr‐75 60 218 GCACAGATGGGCACAATGATCATCATATAGATAAA GCACAGATGGGCACAATGAT TGAAGGAATGTGGCTTCGCA 63 60 9 20 226 20 58,891 60,251 24,500 51,000 1,359,460 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 130 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC GCCAACGTTTATATCACACCCA 1 32 71 20 200 22 60,179 58,989 53,400 45,100 3,190,279 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 131 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC TGCCAACGTTTATATCACACCC 1 33 71 20 201 22 60,179 58,989 53,400 46,100 3,190,279 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 132 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC GTGCCAACGTTTATATCACACCC 1 33 71 20 202 23 60,179 60,182 53,400 46,100 3,360,665 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 149 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC ATGTGGCTTCGCATTCTGTG 1 53 71 20 219 20 60,179 59,193 53,400 36,600 0.986029 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 155 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC GAAGGAATGTGGCTTCGCAT 1 59 71 20 225 20 60,179 58,902 53,400 47,300 1,277,211 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:13119:1713 1 92 55 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 8 1 156 ACTCTATCTCACACGCACGCGcacacacacacacacaca ACTCTATCTCACACGCACGC TGAAGGAATGTGGCTTCGCA 1 60 71 20 226 20 60,179 60,251 53,400 51,000 0.429844 F 242 NGATGCACGCACAGATGGGCACAATGATCATCATATAGATAAACAGACACAAACAAACGCAAACTCACATACTCTATCTCACACGCACGCGcacacacacacacacacacacacacacacaAacacacacacacacacAAacacacAGaaaaaCATAAGCACTTGTCAAGTGAAATTATGGGTGTGATATAAACGTTGGCACAGAATGCGAAGCCACATTCCTTCATAATGCATTAAGCAAC

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 46 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 1 1 14 4 109 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG ACTCACTCGAATAGGCACGC 19 4 24 20 132 20 58,994 60,179 53,400 53,400 1,185,220 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 46 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 3 108 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG CTCACTCGAATAGGCACGCA 19 3 24 20 131 20 58,994 60,179 53,400 52,400 1,185,223 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 46 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 0 105 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG ACTCGAATAGGCACGCACTC 19 0 24 20 128 20 58,994 60,179 53,400 35,100 1,185,220 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 1 10 21 190 GCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAGCGAGTGCATATGTGTGTGA AAATACATGCACTCACATACATGC 36 21 7 20 196 24 58,641 58,176 35,800 40,600 7,183,306 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 11 21 190 GCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAGCGAGTGCATATGTGTGTGAG AAATACATGCACTCACATACATGC 35 21 7 21 196 24 59,674 58,176 35,100 40,600 7,150,070 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 12 21 190 GCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAGCGAGTGCATATGTGTGTGAGT AAATACATGCACTCACATACATGC 34 21 7 22 196 24 61,246 58,176 34,100 40,600 9,070,441 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 12 3 138 tgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgTGTGCGAATGTGTGTGTTAGTG TGCATTCACACTCTCACATGT 3 3 38 22 175 21 59,713 57,870 27,400 32,100 5,416,843 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 15 166 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG TGCACTCACATACATGCATTCAC 19 15 24 20 189 23 58,994 59,873 53,400 31,800 4,133,461 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 14 165 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG GCACTCACATACATGCATTCACA 19 14 24 20 188 23 58,994 59,873 53,400 35,800 4,133,461 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 3 152 tgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgTGAGTGAGTGTTTGTGTGCG TGCATTCACACTCTCACATGT 19 3 24 20 175 21 58,994 57,870 53,400 32,100 4,136,365 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 1 136 tgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgTGCGAATGTGTGTGTTAGTGTG TGCATTCACACTCTCACATGT 1 3 40 22 175 21 59,713 57,870 38,200 32,100 5,416,843 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:14955:44275 1 63 89 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTC NA 0 0 14 1 139 tgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgTGCGAATGTGTGTGTTAGTGTG ACATGCATTCACACTCTCACA 1 6 40 22 178 21 59,713 57,870 38,200 35,800 5,416,843 G 196 GTACATGCGAGTGCATAtgtgtgtgAGTGAGTGTTtgtgtgCGAAtgtgtgtgTTAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTCAgtgtgtgtgtGAGTGCGTGCCTATTCGAGTGAGTGTATGTGTTtgtgtgtgtgCATACATGTGAGAGTGTGAATGCATGTATGTGAGTGCATGTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 1 1 2 31 206 CCCTACTGGACTATATCAATGTGACATTTCTTATTATCCCTACTGGACTATATCAATGTGACA TGATGCCTTAAACAGTTGAATACCC 87 31 18 26 223 25 59,732 59,582 35,800 36,900 11,685,280 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 2 31 207 ACCCTACTGGACTATATCAATGTGACATTTCTTATTAACCCTACTGGACTATATCAATGTGAC TGATGCCTTAAACAGTTGAATACCC 88 31 17 26 223 25 59,732 59,582 36,700 36,900 11,685,509 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 31 148 TGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTTGTTGGTGCTCAGTTCCACA TGATGCCTTAAACAGTTGAATACCC 35 31 76 20 223 25 59,746 59,582 41,700 36,900 5,672,043 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 31 207 ACCCTACTGGACTATATCAATGTGACATTTCTTATTAACCCTACTGGACTATATCAATGTGA TGATGCCTTAAACAGTTGAATACCC 89 31 17 25 223 25 58,618 59,582 35,800 36,900 11,799,667 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 27 139 GCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCTCAGTTCCACAGGCATTGA ATGCCTTAAACAGTTGAATACCC 27 31 83 21 221 23 60,884 57,085 25,700 36,900 7,798,535 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 31 146 TTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAATTGGTGCTCAGTTCCACAGG TGATGCCTTAAACAGTTGAATACCC 33 31 78 20 223 25 60,179 59,582 40,000 36,900 5,596,601 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 29 142 TGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCTCAGTTCCACAGGCATT TGATGCCTTAAACAGTTGAATACCC 29 31 82 20 223 25 59,889 59,582 35,600 36,900 5,528,641 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 28 139 GCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCTCAGTTCCACAGGCATTG ATGCCTTAAACAGTTGAATACCC 28 31 83 20 221 23 59,475 57,085 28,200 36,900 6,439,760 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:16254:54014 1 131 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 26 139 TCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCTCAGTTCCACAGGCATTGAA TGATGCCTTAAACAGTTGAATACCC 26 31 85 20 223 25 57,345 59,582 26,900 36,900 8,072,670 F 243 AGTTTTAAATGAACATACCCTACTGGACTATATCAATGTGACATTTCTTATTATTTTGCCAATTTGCTCCCTTATTGTTGGTGCTCAGTTCCACAGGCATTGAAAACCAGTAAGTACTGCACCATTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtGGGGAggggggggAATGCGCGTGGCAGGCAGGGGTATTCAACTGTTTAAGGCATCACAATTATATTGGTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 1 1 2 74 245 GCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGA GCCGCTGTGATTGGAAAGGA TGTGAGTCTTGGAAATGGGCT 74 85 28 20 272 21 60,960 59,575 33,600 51,900 2,385,430 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 2 74 246 GCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGA GCCGCTGTGATTGGAAAGGA GTGTGAGTCTTGGAAATGGGC 74 86 28 20 273 21 60,960 59,458 33,600 53,600 2,501,952 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 2 70 242 GCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTGCTGTGATTGGAAAGGATGCG TGTGAGTCTTGGAAATGGGCT 70 85 31 21 272 21 60,202 59,575 47,300 51,900 2,627,288 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 2 39 199 GCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGA GCCGCTGTGATTGGAAAGGA TGCTGTCCTCACTTGACATGT 74 39 28 20 226 21 60,960 59,582 33,600 32,100 2,377,881 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 4 41 212 GACTCTTCGGGTGGCCAAAGACCCCACCATCCGAA GACTCTTCGGGTGGCCAAAG TGTGAGTCTTGGAAATGGGCT 41 85 61 20 272 21 60,956 59,575 27,700 51,900 2,380,985 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 4 39 164 CTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAA CTCTTCGGGTGGCCAAAGAC TGCTGTCCTCACTTGACATGT 39 39 63 20 226 21 60,956 59,582 30,100 32,100 2,373,436 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 4 39 166 GACTCTTCGGGTGGCCAAAGACCCCACCATCCGAA GACTCTTCGGGTGGCCAAAG TGCTGTCCTCACTTGACATGT 41 39 61 20 226 21 60,956 59,582 27,700 32,100 2,373,436 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 4 39 210 CTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAA CTCTTCGGGTGGCCAAAGAC TGTGAGTCTTGGAAATGGGCT 39 85 63 20 272 21 60,956 59,575 30,100 51,900 2,380,985 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 5 39 163 TCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTTCTTCGGGTGGCCAAAGAC TGCTGTCCTCACTTGACATGT 39 39 64 19 226 21 59,927 59,582 30,100 32,100 2,490,022 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 6 7 132 AAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtAAACTGCTGCCCAACGTGTG TGCTGTCCTCACTTGACATGT 7 39 95 20 226 21 62,004 59,582 38,200 32,100 3,421,175 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 7 8 131 AACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtg AACTGCTGCCCAACGTGT TGCTGTCCTCACTTGACATGT 8 39 96 18 226 21 60,124 59,582 44,900 32,100 3,541,837 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19451:45101 1 122 45 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACATGTNA 0 0 7 8 132 AAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtAAACTGCTGCCCAACGTGT TGCTGTCCTCACTTGACATGT 8 39 95 19 226 21 60,753 59,582 44,900 32,100 3,170,211 D 273 CTCCTCAAAGTGTTAAATGGCTGTGGGGCCGCTGTGATTGGAAAGGATGCGTTCCCCACTGACTCTTCGGGTGGCCAAAGACCCCACCATCCGAAAACTGCTGCCCAACGTGTGCATCCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAtgtgtgtgtgtgTACgtgtgtgtgtgtgtATACACATGGgtgtgtGGGTATACATGTCAAGTGAGGACAGCAATGAACTCAGTCACTATATTTGAATAGCCCATTTCCAAGACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 1 1 11 2 189 ACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAACAGACATGTTTCCTTGTAAGCT GTCTGTATGTGTATGTGTACATGTC 99 2 36 23 224 25 58,281 57,549 37,400 30,600 12,170,242 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 12 1 189 ACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAACAGACATGTTTCCTTGTAAGCT GTCTGTATGTGTATGTGTACATGTCT 99 1 36 23 224 26 58,281 58,742 37,400 34,100 11,977,402 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 13 1 188 ACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAACAGACATGTTTCCTTGTAAGCT TCTGTATGTGTATGTGTACATGTCT 99 1 36 23 223 25 58,281 57,595 37,400 34,100 12,123,632 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 21 230 TGCTGTGACCATACAAGGcacacaACAGACATGTTTCTGCTGTGACCATACAAGGCA TGTATGTGGGTATGTGTGTCTGT 126 21 12 20 241 23 59,600 59,419 47,500 34,100 3,980,728 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 21 240 ACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAACTGTTTAAGTGCTGTGACCA TGTATGTGGGTATGTGTGTCTGT 135 21 2 21 241 23 57,724 59,419 40,200 34,100 6,856,512 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 21 240 ACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAACTGTTTAAGTGCTGTGACCAT TGTATGTGGGTATGTGTGTCTGT 134 21 2 22 241 23 58,179 59,419 35,500 34,100 7,401,452 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 21 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAACTGTTTAAGTGCTGTGACCA TGTATGTGGGTATGTGTGTCTGT 135 21 1 22 241 23 58,384 59,419 40,200 34,100 7,197,114 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 17 226 TGCTGTGACCATACAAGGcacacaACAGACATGTTTCTGCTGTGACCATACAAGGCA TGTGGGTATGTGTGTCTGTATGT 126 17 12 20 237 23 59,600 59,419 47,500 22,900 3,980,728 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 15 224 TGCTGTGACCATACAAGGcacacaACAGACATGTTTCTGCTGTGACCATACAAGGCA TGGGTATGTGTGTCTGTATGTGT 126 15 12 20 235 23 59,600 59,419 47,500 37,200 3,980,728 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 9 107 ACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacac ACTCTCCTTCACTCAGGCAC TGGGTATGTGTGTCTGTATGTGT 9 15 129 20 235 23 59,027 59,419 50,100 37,200 4,553,777 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 9 109 ACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacac ACTCTCCTTCACTCAGGCAC TGTGGGTATGTGTGTCTGTATGT 9 17 129 20 237 23 59,027 59,419 50,100 22,900 4,553,777 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19624:59007 1 158 40 15 1.5 AC CACACACACACACACACACACACACACACATGCACANA 0 0 15 9 113 ACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacac ACTCTCCTTCACTCAGGCAC TGTATGTGGGTATGTGTGTCTGT 9 21 129 20 241 23 59,027 59,419 50,100 34,100 4,553,777 F 241 AACTGTTTAAGTGCTGTGACCATACAAGGcacacaACAGACATGTTTCCTTGTAAGCTTTTAGAAAGAAAAGGAAATAGTATTTACTTGACTTAATATCCAATCTAAATAAAATAACAAAATACTCCAACTCTCCTTCACTCAGGCACTTAAGAGCTcacacacacacacacacacacacacacacaTGcacacacaTAGACATGTACACATACACATACAGacacacATACCCACATACA

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 1 1 3 19 150 TTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTGGGTCAGACCTCTCCTGG TGCGTTGAACTTCTGGGACA 49 19 51 20 200 20 60,545 59,821 44,500 40,200 0.724543 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 22 194 TGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGTGTTCACCACAGACATCGCT CCATGCGTTGAACTTCTGGG 90 22 10 20 203 20 59,607 59,477 49,300 44,500 0.915778 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 20 193 TGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGTGTTCACCACAGACATCGCT CATGCGTTGAACTTCTGGGAC 90 20 10 20 202 21 59,607 59,802 49,300 44,600 1,590,427 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 19 148 GGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTGGGTCAGACCTCTCCTGGTT TGCGTTGAACTTCTGGGACA 47 19 53 20 200 20 60,546 59,821 36,700 40,200 0.724782 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 19 152 CCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAACCTTGGGTCAGACCTCTCCT TGCGTTGAACTTCTGGGACA 51 19 49 20 200 20 60,252 59,821 36,900 40,200 0.431700 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 19 191 TGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGTGTTCACCACAGACATCGCT TGCGTTGAACTTCTGGGACA 90 19 10 20 200 20 59,607 59,821 49,300 40,200 0.571940 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 6 139 CCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAACCTTGGGTCAGACCTCTCCT TGGGACAGCCAAGCTAAGAA 51 6 49 20 187 20 60,252 58,936 36,900 25,200 1,316,470 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 5 139 CCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAACCTTGGGTCAGACCTCTCCT TGGGACAGCCAAGCTAAGAAG 51 5 49 20 187 21 60,252 59,996 36,900 28,500 1,256,047 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:19664:43290 1 120 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTGTCTNA 0 0 4 4 138 CCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAACCTTGGGTCAGACCTCTCCT GGGACAGCCAAGCTAAGAAGA 51 4 49 20 186 21 60,252 59,721 36,900 28,700 1,531,738 B 217 CAGACTTCCTGTTCACCACAGACATCGCTAGTGTCTTGAGTATAGCCACCTTGGGTCAGACCTCTCCTGGTTCTAATATTCTTAATATTCTTTATCTCTGGACTCTTGCATCTAAGAAAtctctctctctctctctctctctctctctctgtctgtctgtcTTTCTCTTCTTAGCTTGGCTGTCCCAGAAGTTCAACGCATGGTAAGTAGTGTCCTT

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 1 1 2 7 148 CCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAG CCTCTGGATGGCAGTGGAAG ACTCCGCTACATGAATAATGCCA 58 7 79 20 226 23 60,107 60,181 34,600 49,200 3,288,768 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 2 7 153 CAACACCTCTGGATGGCAGTGGAAGAAAAGGAAG CAACACCTCTGGATGGCAGT ACTCCGCTACATGAATAATGCCA 63 7 74 20 226 23 59,963 60,181 44,000 49,200 3,218,758 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 2 7 195 GGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGT GGCTCAAACAACTGGGTCCT CTCCGCTACATGAATAATGCCA 106 7 31 20 225 22 60,179 58,598 38,500 49,200 3,581,099 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 2 7 196 GGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGT GGCTCAAACAACTGGGTCCT ACTCCGCTACATGAATAATGCCA 106 7 31 20 226 23 60,179 60,181 38,500 49,200 3,360,445 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 2 7 197 AGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGAGGCTCAAACAACTGGGTCC ACTCCGCTACATGAATAATGCCA 107 7 30 20 226 23 60,179 60,181 44,600 49,200 3,360,445 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 3 7 152 AACACCTCTGGATGGCAGTGGAAGAAAAGGAAGA AACACCTCTGGATGGCAGTG ACTCCGCTACATGAATAATGCCA 62 7 75 20 226 23 59,963 60,181 36,600 49,200 3,218,758 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 4 32 240 ATTCATGACTATTCTTCAGGCTCAAACAACTGGGTC ATTCATGACTATTCTTCAGGCTCA TGAGGACGCCATATAGAATTCTCT 120 32 13 24 252 24 57,755 58,920 42,600 31,000 11,324,889 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 4 8 106 GCAACAAGCCAGAGAAGGGAAAACTGCGAGAATA GCAACAAGCCAGAGAAGGGA ACTCCGCTACATGAATAATGCC 16 8 121 20 226 22 60,251 58,597 42,000 44,000 3,653,940 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 4 7 105 GCAACAAGCCAGAGAAGGGAAAACTGCGAGAATA GCAACAAGCCAGAGAAGGGA CTCCGCTACATGAATAATGCCA 16 7 121 20 225 22 60,251 58,598 42,000 49,200 3,653,011 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 4 7 106 GCAACAAGCCAGAGAAGGGAAAACTGCGAGAATA GCAACAAGCCAGAGAAGGGA ACTCCGCTACATGAATAATGCCA 16 7 121 20 226 23 60,251 60,181 42,000 49,200 3,432,357 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 5 32 240 TTCATGACTATTCTTCAGGCTCAAACAACTGGGTCC TTCATGACTATTCTTCAGGCTCA TTGAGGACGCCATATAGAATTCTCT 120 32 14 23 253 25 57,318 59,460 42,600 31,000 11,222,571 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20892:27661 1 157 40 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 6 33 240 TTCATGACTATTCTTCAGGCTCAAACAACTGGGTCC TTCATGACTATTCTTCAGGCTCA TTGAGGACGCCATATAGAATTCTC 120 33 14 23 253 24 57,318 58,216 42,600 28,700 11,466,411 F 270 GTTTCTTGTTATATTCATGACTATTCTTCAGGCTCAAACAACTGGGTCCTCTTGAGCATGGGAGTCATTAAGGCAACACCTCTGGATGGCAGTGGAAGAAAAGGAAGATAAGATGGAGAAGCAACAAGCCAGAGAAGGGAAAACTGCGAGAATATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaaaaaaGATGGCATTATTCATGTAGCGGAGTCTAGAGAATTCTATATGGCGTCCTCaaaaaTCGCGTAAAGCGAG

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 1 1 16 13 154 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC AGGCTGACTGCTATGTGTGG 13 13 17 20 170 20 59,454 59,749 53,600 41,700 0.797476 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 0 0 16 13 163 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC GAGGAGAAGAGGCTGACTGC 13 22 17 20 179 20 59,454 59,824 53,600 44,000 0.721653 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 0 0 16 13 197 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC GATGCTGTGGAGACCCAGAC 13 56 17 20 213 20 59,454 60,108 53,600 35,100 0.654067 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 0 0 16 13 207 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC CTGGGAGTGAGATGCTGTGG 13 66 17 20 223 20 59,454 60,108 53,600 41,700 0.653922 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 0 0 16 13 208 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC CCTGGGAGTGAGATGCTGTG 13 67 17 20 224 20 59,454 60,108 53,600 36,600 0.653922 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:20943:52080 1 50 88 15 2 AC CACACACACACACACACACACCTTCTCACCCCCACA NA 0 0 16 11 152 TCACTCCCATACACATGcccccACTCTCACTCCcacaca TCACTCCCATACACATGCCC GCTGACTGCTATGTGTGGGA 13 11 17 20 168 20 59,454 59,750 53,600 43,700 0.796356 G 226 acacacacacacCTTCTCACTCCCATACACATGcccccACTCTCACTCCcacacacacacacacacacaCCTTCTCAcccccacacacATGcccccACTCTCACTCCcacacacacacacacacacacacacacacaTACTCTCAATCTCCcacacaTAGCAGTCAGCCTCTTCTCCTcccccccGTACCTCAGTCTGGGTCTCCACAGCATCTCACTCCCAGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 1 1 11 6 134 ctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctcCTCTATGTTTCTTTATGTCTCTCTGAC GGAGAGTTGCCTTCGAAGCT 6 41 3 27 136 20 57,485 60,037 35,100 37,400 9,551,878 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 11 6 140 ctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctcCTCTATGTTTCTTTATGTCTCTCTGAC AGGGAGGGAGAGTTGCCTTC 6 47 3 27 142 20 57,485 60,912 35,100 34,600 10,427,025 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 135 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA GGAGAGTTGCCTTCGAAGCT 7 41 2 27 136 20 57,532 60,037 32,700 37,400 9,504,655 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 141 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA AGGGAGGGAGAGTTGCCTTC 7 47 2 27 142 20 57,532 60,912 32,700 34,600 10,379,802 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 142 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA GAGGGAGGGAGAGTTGCCTT 7 48 2 27 143 20 57,532 60,912 32,700 43,500 10,379,802 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 251 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA GCCAGCAAGCCCAGTAATCT 7 157 2 27 252 20 57,532 60,395 32,700 24,000 9,862,695 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 252 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA AGCCAGCAAGCCCAGTAATC 7 158 2 27 253 20 57,532 60,395 32,700 17,500 9,862,695 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 13 7 253 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA GAGCCAGCAAGCCCAGTAAT 7 159 2 27 254 20 57,532 60,395 32,700 18,900 9,862,695 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 14 7 224 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA AGAGAGCGAGAGAGAGTGGA 7 130 2 27 225 20 57,532 59,091 32,700 40,200 10,376,706 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 14 6 223 ctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctcCTCTATGTTTCTTTATGTCTCTCTGAC AGAGAGCGAGAGAGAGTGGA 6 130 3 27 225 20 57,485 59,091 35,100 40,200 10,423,930 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 15 8 136 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctcCTCTCTATGTTTCTTTATGTCTCTCTG GGAGAGTTGCCTTCGAAGCT 8 41 1 27 136 20 57,265 60,037 33,500 37,400 9,771,479 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:26737:16586 1 36 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTNA 0 0 15 7 226 tctctATGTTTCTTTATGtctctcTGACACCCGTtctctctct TCTCTATGTTTCTTTATGTCTCTCTGA AGAGAGAGCGAGAGAGAGTGG 7 131 2 27 227 21 57,532 60,134 32,700 40,000 10,602,197 F 271 ctctctATGTTTCTTTATGtctctcTGACACCCGTtctctctctctctctctctctctctctctcTTtctctctcCCTGTATCTCACTCGCCCTCAAATAAATTCTATGGTTTGCCAGCTTCGAAGGCAACTctccctccctccCCCAATGCCCCACAACTCtatataTCTCTTTGTAATACCATTCCACAGTCGAtctctctcTTCCActctctctCGctctctctGATAGAGATTACTGGGCTTGCTGGCTCTGTATTCATTTGAAGCT

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 12 10 140 ATCCTCATGAGCGATCCCTGAGAGTTAGAAagagag ATCCTCATGAGCGATCCCTG GTGATTACTCACTGGGTACGATCT 10 56 20 20 159 24 59,025 59,661 44,500 27,500 5,313,816 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 109 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA TTCAGGGATCACTCATTGGAAT 9 28 21 20 129 22 60,106 57,132 38,600 30,100 4,974,187 A 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 110 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA ATTCAGGGATCACTCATTGGAA 9 29 21 20 130 22 60,106 57,132 38,600 35,300 4,974,187 A 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 131 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA TCACTGGGTACGATCTCTCTCA 9 50 21 20 151 22 60,106 59,761 38,600 32,700 2,344,913 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 133 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA ACTCACTGGGTACGATCTCTCT 9 52 21 20 153 22 60,106 59,760 38,600 31,000 2,346,175 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 8 130 CCTCATGAGCGATCCCTGAGAGTTAGAAagagagagaCCTCATGAGCGATCCCTGAG TCACTGGGTACGATCTCTCTCA 8 50 22 20 151 22 59,682 59,761 33,500 32,700 2,556,697 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 11 142 AGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagAGATCCTCATGAGCGATCCCT GTGATTACTCACTGGGTACGATCT 11 56 18 21 159 24 60,203 59,661 42,000 27,500 5,541,844 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 10 141 GATCCTCATGAGCGATCCCTGAGAGTTAGAAagaga GATCCTCATGAGCGATCCCTG GTGATTACTCACTGGGTACGATCT 10 56 19 21 159 24 60,067 59,661 44,500 27,500 5,405,682 F 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 15 5 90 AGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagAGATCCTCATGAGCGATCCCT ATCTATCTCAAGGGTCACTCACC 11 5 18 21 107 23 60,203 59,036 42,000 40,200 5,167,193 A 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 1 15 2 178 CCTCATGAGCGATCCCTGAGAGTTAGAAagagagagaCCTCATGAGCGATCCCTGAG CTCTCAAGGATCACTCACGGG 8 2 22 20 199 21 59,682 59,864 33,500 52,800 1,453,715 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 0 15 2 179 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA CTCTCAAGGATCACTCACGGG 9 2 21 20 199 21 60,106 59,864 38,600 52,800 1,241,930 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 0 16 2 178 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA TCTCAAGGATCACTCACGGG 9 2 21 20 198 20 60,106 58,814 38,600 52,800 1,292,215 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 0 17 9 202 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA CAGGATCACTCACCAGGATTTCT 9 23 21 20 222 23 60,106 59,800 38,600 25,200 3,305,523 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 0 17 8 201 CCTCATGAGCGATCCCTGAGAGTTAGAAagagagagaCCTCATGAGCGATCCCTGAG CAGGATCACTCACCAGGATTTCT 8 23 22 20 222 23 59,682 59,800 33,500 25,200 3,517,307 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:27438:20014 1 50 127 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTT NA 0 0 19 9 200 TCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagTCCTCATGAGCGATCCCTGA GGATCACTCACCAGGATTTCTCT 9 21 21 20 220 23 60,106 59,546 38,600 31,000 3,560,097 G 248 TAATCCCTgagagagaTAGATCCTCATGAGCGATCCCTGAGAGTTAGAAagagagagagagagagagagagagagagagGTTCCGGTGAGTGACCCTTGAGATAGATATTCCAATGAGTGATCCCTGAATgagagagaTCGTACCCAGTGAGTAATCACTgagagagagagagagaTCCCCGTGAGTGATCCTTgagagagaAATCCTGGTGAGTGATCCTGgagagagagaTCCTGTTGAGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 10 240 GAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCGAGTTTCGGTGAGCTGATGC CCCTCACCTGAACCACCACT 160 10 3 20 242 20 59,276 61,419 39,100 40,000 2,142,889 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 11 240 GAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCGAGTTTCGGTGAGCTGATGC CCCTCACCTGAACCACCAC 160 11 3 20 242 19 59,276 59,927 39,100 41,600 1,797,180 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 9 240 TGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCTGAGTTTCGGTGAGCTGATGC CCTCACCTGAACCACCACTT 160 9 2 21 241 20 60,941 59,526 39,100 31,600 2,415,393 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 139 GCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTT GCAGCAACTGTGAGTGTTCT TGAACCACCACTTCACCTCA 67 2 96 20 234 20 58,697 58,791 30,100 38,600 2,512,015 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 139 GCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTT GCAGCAACTGTGAGTGTTCTT TGAACCACCACTTCACCTCA 66 2 96 21 234 20 59,327 58,791 25,200 38,600 2,881,587 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 101 GCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGCTGGTAAGTCCCTTAGTCACT ACCTGAACCACCACTTCACC 24 5 137 22 237 20 59,167 59,817 34,100 40,200 3,015,508 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 142 GCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTT GCAGCAACTGTGAGTGTTCT ACCTGAACCACCACTTCACC 67 5 96 20 237 20 58,697 59,817 30,100 40,200 1,486,084 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 143 AGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGT AGCAGCAACTGTGAGTGTTCT ACCTGAACCACCACTTCACC 67 5 95 21 237 20 60,134 59,817 30,100 40,200 1,317,055 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 146 AGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCAGAAGCAGCAACTGTGAGTGT ACCTGAACCACCACTTCACC 70 5 92 21 237 20 60,134 59,817 35,500 40,200 1,317,055 A 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 232 TTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTT TTTCGGTGAGCTGATGCACT ACCTGAACCACCACTTCACC 157 5 6 20 237 20 59,965 59,817 44,000 40,200 0.218092 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 233 GTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTT GTTTCGGTGAGCTGATGCAC ACCTGAACCACCACTTCACC 158 5 5 20 237 20 59,833 59,817 45,700 40,200 0.349589 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:30817:64580 1 183 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 234 AGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTAGTTTCGGTGAGCTGATGCA ACCTGAACCACCACTTCACC 159 5 4 20 237 20 59,965 59,817 39,600 40,200 0.218092 F 250 CTGAGTTTCGGTGAGCTGATGCACTGCTGCTTCTGGCCTTTGGGCAGCTTCGTGGTTCCGATTTTGaaaaaCCACAAAGTGCCTTAAAGTTAGAAGCAGCAACTGTGAGTGTTCTTAATTTAAGATCTGTTTGAAAGCTGGTAAGTCCCTTAGTCACTTTAGAGTTCGTTGGGTGCTGCTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGAGGTGAAGTGGTGGTTCAGGTGAggggggTGATG

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 3 3 187 TTTCAAATTGAACCACTCAGAGTTAAAacacacacaca TTTCAAATTGAACCACTCAGAGTT ACGCTATAGTCTCAGGTAATCAGC 3 106 9 24 195 24 57,226 59,783 30,100 42,600 10,990,663 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 8 186 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA GTCTCAGGTAATCAGCCATACA 8 100 2 26 187 22 59,675 57,327 34,100 22,900 10,997,615 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 8 187 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA AGTCTCAGGTAATCAGCCATACA 8 100 2 26 188 23 59,675 58,710 34,100 22,900 10,615,121 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 8 216 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA GCGCTCGATGAGGGAAATGT 8 132 2 26 217 20 59,675 60,812 34,100 27,100 7,136,644 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 8 217 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA TGCGCTCGATGAGGGAAATG 8 133 2 26 218 20 59,675 60,811 34,100 23,200 7,136,247 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 8 218 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA GTGCGCTCGATGAGGGAAAT 8 134 2 26 219 20 59,675 60,812 34,100 21,700 7,136,644 F 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 6 91 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA TCCTCAAAGTGGTCCATGAGC 8 6 2 26 92 21 59,675 59,996 34,100 42,600 7,328,608 A 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 6 91 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACT TCCTCAAAGTGGTCCATGAGC 10 6 2 24 92 21 57,261 59,996 40,000 42,600 7,742,911 A 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:3752:20893 1 36 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 5 90 TGGGTTATTTCAAATTGAACCACTCAGAGTTAAAac TGGGTTATTTCAAATTGAACCACTCA CCTCAAAGTGGTCCATGAGCT 8 5 2 26 91 21 59,675 59,996 34,100 40,900 7,329,072 A 256 CTGGGTTATTTCAAATTGAACCACTCAGAGTTAAAacacacacacacacacacacacacacacacTTCTTAGCTCATGGACCACTTTGAGGAAATGTCTTTTAGTGATTATGACAGTAATTACAtttttATAGTACTTAAtttttttGTAAGTGtttttAGtttttGTATGGCTGATTACCTGAGACTATAGCGTGAACATTTCCCTCATCGAGCGCACACGATCGGCAGGCCCGGGAGCGATCGGGGAACGGGAC

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 3 30 166 TCTTCTGAAGGCACCTTTCAAAATGAATGCATACAT TCTTCTGAAGGCACCTTTCAA ACCCTAATGAGCGAGCAGTG 65 30 32 21 197 20 57,424 59,823 26,900 36,600 3,752,758 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 21 157 TCTTCTGAAGGCACCTTTCAAAATGAATGCATACAT TCTTCTGAAGGCACCTTTCAA AGCGAGCAGTGATGCAGAAT 65 21 32 21 188 20 57,424 60,108 26,900 24,000 3,683,878 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 20 156 TCTTCTGAAGGCACCTTTCAAAATGAATGCATACAT TCTTCTGAAGGCACCTTTCAA GCGAGCAGTGATGCAGAATC 65 20 32 21 187 20 57,424 59,696 26,900 25,200 3,880,177 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 34 190 TCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAA TCATGCATTAAAGTATCTTCTGAAGGC TAACCTATAACCCTAATGAGCGAGC 74 34 17 27 206 25 59,987 60,048 43,500 50,300 12,060,223 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 7 33 191 AACTTCATGCATTAAAGTATCTTCTGAAGGCACCTT AACTTCATGCATTAAAGTATCTTCTGA CCTATAACCCTAATGAGCGAGCA 78 33 13 27 203 23 57,546 59,742 32,700 42,600 12,711,944 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 33 190 ACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCACTTCATGCATTAAAGTATCTTCTGAA CCTATAACCCTAATGAGCGAGCA 77 33 14 27 203 23 57,546 59,742 30,200 42,600 12,711,944 B 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 5 99 TGCATACatatatTCCcacacaCTTACAGacacacacacac TGCATACATATATTCCCACACACT GCGAGCAGTGATGCAGAATC 5 20 89 24 187 20 57,814 59,696 35,500 25,200 6,490,518 F 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 5 100 TGCATACatatatTCCcacacaCTTACAGacacacacacac TGCATACATATATTCCCACACACT AGCGAGCAGTGATGCAGAAT 5 21 89 24 188 20 57,814 60,108 35,500 24,000 6,294,220 F 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2122:7557:36803 1 118 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 5 109 TGCATACatatatTCCcacacaCTTACAGacacacacacac TGCATACATATATTCCCACACACT ACCCTAATGAGCGAGCAGTG 5 30 89 24 197 20 57,814 59,823 35,500 36,600 6,363,100 F 221 AATCATCTTCTAAACTTCATGCATTAAAGTATCTTCTGAAGGCACCTTTCAAAATGAATGCATACATATCTATCTCCatatatatGTATGCATACatatatTCCcacacaCTTACAGacacacacacacacacacacacacacacacATTGGCTTAGCCCAAGCTACGATTCTGCATCACTGCTCGCTCATTAGGGTTATAGGTTAGATTTATTTTAGACT

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 1 6 1 122 tgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgt TGTGAATCTGTGCCAGGGTG TCCAAACACGGTCAGGCAG 2 1 70 20 191 19 60,251 60,228 46,100 48,500 1,478,681 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 124 tgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgt TGTGTGAATCTGTGCCAGGG TCCAAACACGGTCAGGCAG 4 1 68 20 191 19 60,251 60,228 44,500 48,500 1,478,681 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 129 GCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtg GCGTCTGTGTGAATCTGTGC TCCAAACACGGTCAGGCAG 9 1 63 20 191 19 59,835 60,228 45,700 48,500 1,392,470 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 191 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATTGAGTTTATCAGTCTGCATTTCTGTT TCCAAACACGGTCAGGCAG 65 1 1 26 191 19 59,288 60,228 31,600 48,500 7,939,918 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 191 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATTGAGTTTATCAGTCTGCATTTCTG TCCAAACACGGTCAGGCAG 67 1 1 24 191 19 57,267 60,228 30,200 48,500 7,960,354 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 80 15 3 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 191 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATTGAGTTTATCAGTCTGCATTTCTGT TCCAAACACGGTCAGGCAG 66 1 1 25 191 19 58,767 60,228 34,100 48,500 7,461,257 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12571:21895 1 92 110 15 4 AC TGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 1 8 0 159 GCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtg GCGTCTGTGTGAATCTGTGC CAGTCCCAAATGGAGGCAAA 9 0 63 20 221 20 59,835 58,369 45,700 36,800 1,796,052 G 221 TGAGTTTATCAGTCTGCATTTCTGTTTGTGGCTGTATGCCTAAGCGAATTGTGCGAGTGTGCGCGTCtgtgtgAATCTGTGCCAGGGTGCTtgtgtgGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCACgtgtgtgtgtTCAtgtgtgtgTATGTTtgtgtgtgtgCCTGCCTGACCGTGTTTGGAtgtgtgtgtgTTTGCCTCCATTTGGGACTG

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 55 214 GTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAGTGAGTGCCCAGTGAATGCA CCCACTCAACAACCCTCCC 90 55 12 20 225 19 60,891 59,925 39,600 43,000 1,965,494 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 55 224 CTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCAC CTTGAGAAGCGTGAGTGCCC CCCACTCAACAACCCTCCC 100 55 2 20 225 19 61,295 59,925 53,600 43,000 2,369,611 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 55 225 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCA ACTTGAGAAGCGTGAGTGCC CCCACTCAACAACCCTCCC 101 55 1 20 225 19 60,601 59,925 50,100 43,000 1,676,262 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 53 177 TCACGCTGCCATCAATTGACGTTAAGCTCCTCAACT TCACGCTGCCATCAATTGAC CCCACTCAACAACCCTCCC 53 55 49 20 225 19 59,196 59,925 31,800 43,000 1,879,315 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 52 176 CACGCTGCCATCAATTGACGTTAAGCTCCTCAACTC CACGCTGCCATCAATTGACG CCCACTCAACAACCCTCCC 52 55 50 20 225 19 60,522 59,925 43,500 43,000 1,596,819 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 50 174 CGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTC CGCTGCCATCAATTGACGTT CCCACTCAACAACCCTCCC 50 55 52 20 225 19 59,831 59,925 39,900 43,000 1,243,739 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA
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ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 12 136 ATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgATGTGGCGATGGACAGGTTG CCCACTCAACAACCCTCCC 12 55 90 20 225 19 60,678 59,925 37,700 43,000 1,752,682 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 6 130 CGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtg CGATGGACAGGTTGCTTGGT CCCACTCAACAACCCTCCC 6 55 96 20 225 19 60,606 59,925 36,700 43,000 1,681,353 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:12662:73246 1 122 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 4 128 ATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgt ATGGACAGGTTGCTTGGTGG CCCACTCAACAACCCTCCC 4 55 98 20 225 19 60,540 59,925 46,100 43,000 1,615,316 F 261 ACTTGAGAAGCGTGAGTGCCCAGTGAATGCACTCACTGACTTATTCAATCACGCTGCCATCAATTGACGTTAAGCTCCTCAACTCTCATATGTGGCGATGGACAGGTTGCTTGGTgggggTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTgggggggggggTGGGGTGGTGGGTGTggggggggTggggggggggggggggggAGGGTTGTTGAGTgggggAgggggggggggTGTTGGCGGGGTAAGCCTCTTA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 24 158 GGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTA GGGACACTGCTGTTTCTTTCT TTGTGCTGGTAGAATTGCAGT 62 24 68 21 225 21 58,423 58,137 25,200 44,000 5,439,156 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 24 210 TGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAATGGGAACAAGATCCTTTGAGAGT TTGTGCTGGTAGAATTGCAGT 112 24 16 23 225 21 59,347 58,137 32,400 44,000 6,515,410 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 23 117 AGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATG AGTAAGTGGAATGCACCGCA TGTGCTGGTAGAATTGCAGTT 23 23 108 20 224 21 59,964 58,137 56,900 31,600 2,898,704 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 23 157 GGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTA GGGACACTGCTGTTTCTTTCT TGTGCTGGTAGAATTGCAGTT 62 23 68 21 224 21 58,423 58,137 25,200 31,600 5,439,156 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 23 209 TGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAATGGGAACAAGATCCTTTGAGAGT TGTGCTGGTAGAATTGCAGTT 112 23 16 23 224 21 59,347 58,137 32,400 31,600 6,515,410 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 24 157 GGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTA GGGACACTGCTGTTTCTTTCT TGTGCTGGTAGAATTGCAGT 62 24 68 21 224 20 58,423 57,433 25,200 44,000 5,143,448 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 24 209 TGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAATGGGAACAAGATCCTTTGAGAGT TGTGCTGGTAGAATTGCAGT 112 24 16 23 224 20 59,347 57,433 32,400 44,000 6,219,702 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 23 117 AGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATG AGTAAGTGGAATGCACCGCA TGTGCTGGTAGAATTGCAGT 23 24 108 20 224 20 59,964 57,433 56,900 44,000 2,602,997 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:13372:61081 1 151 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 15 109 GAATGCACCGCAGCTGTTAGTTTAATGTGGttttttat GAATGCACCGCAGCTGTTAG TGTGCTGGTAGAATTGCAGT 15 24 116 20 224 20 59,902 57,433 23,400 44,000 2,664,507 F 255 CCATAGTAACATGCATGGGAACAAGATCCTTTGAGAGTTTAATTACTGTAACCTAAACAGACTCCTGGGGACACTGCTGTTTCTTTCTTTAATGAGTACAGTAGAAAAGTAAGTGGAATGCACCGCAGCTGTTAGTTTAATGTGGttttttatatatatatatatatatatatatatataCACATacacacAAAGGGAATAATAACTGCAATTCTACCAGCACAAATAgtgtgtTCTATTTTGGATGTCCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 1 1 2 0 118 ACTCactactactCCACCGCtgtgtgtatatatatatatatatat ACTCACTACTACTCCACCGC TGCTCTGGAAACGCTGAGAA 0 6 27 20 144 20 58,538 59,607 56,800 28,700 1,854,266 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 2 0 255 ACTCactactactCCACCGCtgtgtgtatatatatatatatatat ACTCACTACTACTCCACCGC TGTTTGTACGCTATGCCTGT 0 143 27 20 281 20 58,538 57,534 56,800 40,000 3,927,420 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 22 241 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA TCATGTCTCAACACCTGCTCA 22 103 2 23 242 21 57,996 59,306 35,300 42,600 6,697,967 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 22 243 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA ACTCATGTCTCAACACCTGCT 22 105 2 23 244 21 57,996 59,304 35,300 42,400 6,700,697 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 6 139 TCATTGTAACCAATTTCCAACACTCactactactCCACC TCATTGTAACCAATTTCCAACACTC TGCTCTGGAAACGCTGAGAA 16 6 6 25 144 20 58,256 59,607 35,100 28,700 7,136,819 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 6 143 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA TGCTCTGGAAACGCTGAGAA 22 6 2 23 144 20 57,996 59,607 35,300 28,700 5,397,067 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 0 119 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TGCTCTGGAAACGCTGAGAA 0 6 26 21 144 20 59,867 59,607 56,800 28,700 1,525,349 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 0 197 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC AGCTTGTTCTGCCACCTTCA 0 84 26 21 222 20 59,867 59,817 56,800 30,200 1,316,135 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 0 256 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TGTTTGTACGCTATGCCTGT 0 143 26 21 281 20 59,867 57,534 56,800 40,000 3,598,503 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 3 0 256 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TGTTTGTACGCTATGCCTGTT 0 142 26 21 281 21 59,867 58,227 56,800 31,600 3,906,130 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 22 234 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA TCAACACCTGCTCAGCTTGT 22 97 2 23 235 20 57,996 59,819 35,300 31,600 5,185,475 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 22 237 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA GTCTCAACACCTGCTCAGCT 22 100 2 23 238 20 57,996 59,965 35,300 42,400 5,038,977 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 19 236 CCCTCATTGTAACCAATTTCCAACACTCactactactCC CCCTCATTGTAACCAATTTCCAACA GTCTCAACACCTGCTCAGCT 19 100 3 25 238 20 59,988 59,965 33,300 42,400 5,046,149 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 19 240 CCCTCATTGTAACCAATTTCCAACACTCactactactCC CCCTCATTGTAACCAATTTCCAACA TCATGTCTCAACACCTGCTCA 19 103 3 25 242 21 59,988 59,306 33,300 42,600 6,705,139 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 7 144 TCCCTCATTGTAACCAATTTCCAACACTCactactactC TCCCTCATTGTAACCAATTTCCA ATGCTCTGGAAACGCTGAGA 22 7 2 23 145 20 57,996 59,390 35,300 32,700 5,614,535 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 6 139 TCATTGTAACCAATTTCCAACACTCactactactCCACC TCATTGTAACCAATTTCCAACACT TGCTCTGGAAACGCTGAGAA 17 6 6 24 144 20 57,277 59,607 35,500 28,700 7,116,004 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 6 142 CCCTCATTGTAACCAATTTCCAACACTCactactactCC CCCTCATTGTAACCAATTTCCAACA TGCTCTGGAAACGCTGAGAA 19 6 3 25 144 20 59,988 59,607 33,300 28,700 5,404,239 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 5 139 TCATTGTAACCAATTTCCAACACTCactactactCCACC TCATTGTAACCAATTTCCAACACT TGCTCTGGAAACGCTGAGAAA 17 5 6 24 144 21 57,277 60,203 35,500 25,200 7,925,937 D 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 0 120 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC ATGCTCTGGAAACGCTGAGA 0 7 26 21 145 20 59,867 59,390 56,800 32,700 1,742,817 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 0 188 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TGCCACCTTCAAAGATCTCTCA 0 73 26 21 213 22 59,867 59,361 56,800 32,700 3,771,990 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 0 210 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TCAACACCTGCTCAGCTTGT 0 97 26 21 235 20 59,867 59,819 56,800 31,600 1,313,757 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 4 0 213 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC GTCTCAACACCTGCTCAGCT 0 100 26 21 238 20 59,867 59,965 56,800 42,400 1,167,259 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 6 0 172 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC CTCTCAGGTCTCTCTGTTCCTG 0 57 26 21 197 22 59,867 59,245 56,800 38,600 3,887,195 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16315:51412 1 47 72 15 2 AT TGTGTGTATATATATATATATATATATATATATATATNA 0 0 8 0 173 CACTCactactactCCACCGCtgtgtgtatatatatatatatataCACTCACTACTACTCCACCGC TCTCTCAGGTCTCTCTGTTCCT 0 58 26 21 198 22 59,867 59,353 56,800 33,600 3,779,942 G 288 TTCCCTCATTGTAACCAATTTCCAACACTCactactactCCACCGCtgtgtgtatatatatatatatatatatatatatataTTTATTTATTtatatatatatatctctctctctctcATGTATTTCTCAGCGTTTCCAGAGCATTGTAATATGACACCGATTTTAAAGAGTATTCAGGAACagagagACCTgagagaTCTTTGAAGGTGGCAGAACAAGCTGAGCAGGTGTTGAGACATGAGTGATCCATGGCTTTATTAACAGGCATAGCGTACAAACATATGAAC

ST‐E00142:460:H2K7HCCXY:6:2123:16386:45593 1 39 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 13 7 97 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGAGTGGGAATGAGAAAGAAATAGAGA TCAGTCTCTCTGTTTCTCTGCC 11 7 1 27 97 22 59,599 59,439 31,000 48,500 9,962,035 F 119 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGACagagagagagagagagagagagagagagagATACAGAGGCAGAGAAACagagagACTGAGGAagagagTgagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2123:16386:45593 1 39 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 6 96 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGAGTGGGAATGAGAAAGAAATAGAGA CAGTCTCTCTGTTTCTCTGCCT 11 6 1 27 96 22 59,599 59,438 31,000 47,500 9,963,791 F 119 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGACagagagagagagagagagagagagagagagATACAGAGGCAGAGAAACagagagACTGAGGAagagagTgagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2123:16386:45593 1 39 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 2 92 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGAGTGGGAATGAGAAAGAAATAGAGA CTCTCTGTTTCTCTGCCTCTGT 11 2 1 27 92 22 59,599 59,438 31,000 34,100 9,963,791 F 119 AGAGTGGGAATGAGAAAGAAATAGAGAAAGAGAAAGACagagagagagagagagagagagagagagagATACAGAGGCAGAGAAACagagagACTGAGGAagagagTgagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 155 58 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNA 0 1 10 0 100 GgagagaCACAGGGAGGAGTgagagagagagagagaga GGAGAGACACAGGGAGGAGT GTCTCCCTCTCTCCTGTCTCT 0 1 135 20 234 21 59,960 59,436 38,500 31,000 1,604,847 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 155 58 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNA 0 0 12 1 110 AGAGGCAGAGGgagagaCACAGGGAGGAGTgagagaAGAGGCAGAGGGAGAGACAC GTCTCCCTCTCTCCTGTCTCT 10 1 125 20 234 21 60,324 59,436 36,700 31,000 1,888,623 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 155 58 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNA 0 0 14 1 105 CAGAGGgagagaCACAGGGAGGAGTgagagagagaga CAGAGGGAGAGACACAGGGA GTCTCCCTCTCTCCTGTCTCT 5 1 130 20 234 21 59,960 59,436 42,000 31,000 1,604,699 F 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 1 9 1 172 CATCAGGGAGCAACTCACCAAATAAACAGCTGCAT CATCAGGGAGCAACTCACCA GTCTCCCTCTCTCCTGTCTCT 31 1 63 20 234 21 59,674 59,436 41,700 31,000 1,890,281 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 0 9 1 173 ACATCAGGGAGCAACTCACCAAATAAACAGCTGCA ACATCAGGGAGCAACTCACC GTCTCCCTCTCTCCTGTCTCT 32 1 62 20 234 21 59,674 59,436 40,200 31,000 1,890,612 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 0 9 1 204 AAGCAGGGTAGTGAGAGGGATCAGAGAACTCACA AAGCAGGGTAGTGAGAGGGA GTCTCCCTCTCTCCTGTCTCT 63 1 31 20 234 21 59,586 59,436 42,000 31,000 1,978,180 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 0 9 1 233 CTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGCTGCATCCCTCGTTCCTGAG GTCTCCCTCTCTCCTGTCTCT 92 1 2 20 234 21 60,179 59,436 33,500 31,000 1,743,437 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 0 10 1 171 CATCAGGGAGCAACTCACCAAATAAACAGCTGCAT CATCAGGGAGCAACTCACCA TCTCCCTCTCTCCTGTCTCT 31 1 63 20 233 20 59,674 58,020 41,700 31,000 2,305,742 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:18375:31916 1 114 99 15 2 AG GAGAGAGAGAAAGAGGCAGAGGGAGAGACACAG NA 0 0 10 1 232 CTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGCTGCATCCCTCGTTCCTGAG TCTCCCTCTCTCCTGTCTCT 92 1 2 20 233 20 60,179 58,020 33,500 31,000 2,158,898 G 272 TCTGCATCCCTCGTTCCTGAGGAGTTCAGAAAGCAGGGTAGTGAGAGGGATCAGAGAACTCACATCAGGGAGCAACTCACCAAATAAACAGCTGCATAATTATTCAACCACAGgagagagagaAAGAGGCAGAGGgagagaCACAGGGAGGAGTgagagagagagagagagagagagagagagaGGgagagagagaAagagagagGgagagaTAGAGACAGgagagaGGGAGACagagagagagACagagagagATagagagagagagACAG

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 1 1 16 0 134 TCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGTCACCCTGACTCTGTACCCT ACAGGGTGAGAGAGATACGG 20 0 22 20 155 20 59,216 57,940 43,400 40,200 2,844,545 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 0 135 TCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGTCACCCTGACTCTGTACCCT GACAGGGTGAGAGAGATACGG 20 0 22 20 156 21 59,216 59,049 43,400 40,200 2,735,403 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 0 133 ACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGG ACCCTGACTCTGTACCCTCTC GACAGGGTGAGAGAGATACGG 17 0 24 21 156 21 59,994 59,049 32,000 40,200 2,957,070 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 0 0 20 20 160 TCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGTCACCCTGACTCTGTACCCT AGAACTGAGCAAGAGAGGGT 20 26 22 20 181 20 59,216 57,977 43,400 43,400 2,807,213 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 0 0 20 20 162 TCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGTCACCCTGACTCTGTACCCT GAAGAACTGAGCAAGAGAGGGT 20 26 22 20 183 22 59,216 59,698 43,400 43,400 3,086,078 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:20780:16955 1 62 74 15 1.5 AG CTCTCTATCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCNA 0 0 20 17 158 ACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGG ACCCTGACTCTGTACCCTCTC AGAACTGAGCAAGAGAGGGT 17 26 24 21 181 20 59,994 57,977 32,000 43,400 3,028,879 F 207 CTCCctctctctGTATCTCTATCACCCTGACTCTGTACCctctctTGCTCAGTTCTACTGGctctctAtctctctcActctctctctctctctctctctctctctctGtctctctctctcTGtctctcCctctctCCGTAtctctctcACCCTGTCTCTATACCctctctTGCTCAGTTCTTCTGtctctctctctctctctcTGTC

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 1 1 3 13 149 ccTGAGGCAGCTCCGATATGGAGCTGGATATGGata CCTGAGGCAGCTCCGATATG TGTCCCATCACACAGTCACA 13 58 53 20 201 20 60,038 58,873 17,800 35,800 1,164,855 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 3 12 148 cTGAGGCAGCTCCGATATGGAGCTGGATATGGatat CTGAGGCAGCTCCGATATGG TGTCCCATCACACAGTCACA 12 58 54 20 201 20 60,038 58,873 27,400 35,800 1,164,855 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 52 188 CAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGA CAGGGAGAGGAGGGAGAGTC TGTCCCATCACACAGTCACA 52 58 14 20 201 20 60,106 58,873 33,600 35,800 1,233,561 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 52 190 CAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGA CAGGGAGAGGAGGGAGAGTC CATGTCCCATCACACAGTCAC 52 59 14 20 203 21 60,106 58,921 33,600 36,700 2,185,376 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 52 191 CAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGA CAGGGAGAGGAGGGAGAGTC ACATGTCCCATCACACAGTCA 52 60 14 20 204 21 60,106 59,301 33,600 34,100 1,805,300 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 52 192 CAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGA CAGGGAGAGGAGGGAGAGTC AACATGTCCCATCACACAGTCA 52 60 14 20 205 22 60,106 59,894 33,600 34,100 2,212,556 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 0 138 TCCGATATGGAGCTGGATATGGatatatTGtatatatat TCCGATATGGAGCTGGATATGG TGTCCCATCACACAGTCACA 0 58 64 22 201 20 58,966 58,873 27,400 35,800 4,161,252 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 6 0 138 TCCGATATGGAGCTGGATATGGatatatTGtatatatat TCCGATATGGAGCTGGATATGG TGTCCCATCACACAGTCACAT 0 57 64 22 201 21 58,966 59,301 27,400 32,100 4,732,992 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21531:65863 1 86 38 15 1.5 AT ATATATTGTATATATATATATATATATATATATATATANA 0 0 7 0 137 CCGATATGGAGCTGGATATGGatatatTGtatatatata CCGATATGGAGCTGGATATGG TGTCCCATCACACAGTCACA 0 58 65 21 201 20 57,534 58,873 27,400 35,800 4,593,085 F 226 TCACCtgtgtgGGCAGGGAGAGGAGGGAGAGTCGGAAGAACGCAGAAATcccccTGAGGCAGCTCCGATATGGAGCTGGATATGGatatatTGtatatatatatatatatatatatatatataATGGATATGAAATAAATTAAATAATCGATTTAAAATGTTATTCAAACATGTCCCCTCATGTGACtgtgtgATGGGACATGTTTGTAAAAGTGGGAAATTTTAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 1 1 9 2 172 AGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgt AGGGTATTTGTAAATTGCAAATGCT TGTTTAGCAGACATCAAAGCCT 2 86 21 25 192 22 58,290 58,245 37,900 45,800 10,465,243 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 90 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC TTTATTACTGTACTCAGCTTTACATGT 0 0 22 26 111 27 59,963 57,062 47,000 32,100 15,975,342 B 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 98 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC CACCAATATTTATTACTGTACTCAGCT 0 8 22 26 119 27 59,963 57,452 47,000 42,400 15,584,815 B 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 99 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC TCACCAATATTTATTACTGTACTCAGC 0 9 22 26 120 27 59,963 57,458 47,000 42,600 15,579,524 B 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 171 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC TGTTTAGCAGACATCAAAGCCT 0 86 22 26 192 22 59,963 58,245 47,000 45,800 9,792,027 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 172 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC TTGTTTAGCAGACATCAAAGCCT 0 86 22 26 193 23 59,963 58,856 47,000 45,800 10,181,359 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 224 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC AATCAGCGCTCTACACTGCC 0 141 22 26 245 20 59,963 60,461 47,000 48,500 6,498,049 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 227 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC GGGAATCAGCGCTCTACACT 0 144 22 26 248 20 59,963 59,538 47,000 35,500 6,499,023 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:21805:33885 1 48 37 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGTGTNA 0 0 10 0 228 GGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtg GGGTATTTGTAAATTGCAAATGCTCC TGGGAATCAGCGCTCTACAC 0 145 22 26 249 20 59,963 59,824 47,000 29,000 6,212,822 F 250 GAGCCAAGTGTTACCCCTAAAGGGTATTTGTAAATTGCAAATGCTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtACATGTAAAGCTGAGTACAGTAATAAATATTGGTGAAATAATCTCaaaaaaaGTCGACTGAGGTCttttttCAAACTGATTGTTTTAGGCTTTGATGTCTGCTAAACAATTTTGGCAATAAGATTACAATGGAAATAAATCGGCAGTGTAGAGCGCTGATTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 19 185 TCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGC TCACCTGGGTCAATTGTTCGA ACAAGTCAAGTGTACTTAACCACCT 19 90 52 21 236 25 59,582 60,105 37,100 40,000 6,522,915 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 19 185 TCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGC TCACCTGGGTCAATTGTTCGA ACAAGTCAAGTGTACTTAACCACC 19 91 52 21 236 24 59,582 58,879 37,100 46,100 6,539,368 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 43 255 ACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGACGTTGAACTAAATAACAGACTCAGT CCCTTTGCAGGCTTGATGC 43 137 23 26 277 19 58,792 59,783 34,100 39,100 8,425,324 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 30 236 ACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGACTCAGTCTGTCACCTGGGT CCCTTTGCAGGCTTGATGC 30 137 42 20 277 19 60,105 59,783 45,100 39,100 1,322,696 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 29 235 CTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGT CTCAGTCTGTCACCTGGGTC CCCTTTGCAGGCTTGATGC 29 137 43 20 277 19 59,394 59,783 44,600 39,100 1,822,833 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 28 189 TCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTT TCAGTCTGTCACCTGGGTCA GTCAAGTGTACTTAACCACCTACT 28 87 44 20 232 24 60,106 57,906 40,200 25,700 6,199,902 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 28 234 TCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTT TCAGTCTGTCACCTGGGTCA CCCTTTGCAGGCTTGATGC 28 137 44 20 277 19 60,106 59,783 40,200 39,100 1,322,953 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 102 ACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGACTCAGTCTGTCACCTGGGT CAATCACGCGAGGGCTCTTA 30 2 42 20 143 20 60,105 60,179 45,100 21,000 0.284563 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 1 99 TCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTT TCAGTCTGTCACCTGGGTCA AATCACGCGAGGGCTCTTAG 28 1 44 20 142 20 60,106 59,897 40,200 21,800 0.208917 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 1 101 ACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGACTCAGTCTGTCACCTGGGT AATCACGCGAGGGCTCTTAG 30 1 42 20 142 20 60,105 59,897 45,100 21,800 0.208660 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 42 255 ACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGACGTTGAACTAAATAACAGACTCAGTC CCCTTTGCAGGCTTGATGC 42 137 23 27 277 19 59,618 59,783 35,100 39,100 8,598,922 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:2524:29666 1 92 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 41 254 CGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGCGTTGAACTAAATAACAGACTCAGTCT CCCTTTGCAGGCTTGATGC 41 137 24 27 277 19 59,404 59,783 32,400 39,100 8,812,746 A 278 ATAttttttCCTTTAGTTTAAAACGTTGAACTAAATAACAGACTCAGTCTGTCACCTGGGTCAATTGTTCGAGACTGTTTTCTCTGCCAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTAAGAGCCCTCGCGTGATTGTCCTCTATCTTAATGTGTTTGGAATTAATGGAGAAGTATTTGAGTTATTAATAGCTGTATATCTTAGTAGGTGGTTAAGTACACTTGACTTGTTCCTTTATCCCAGGGTATTTTGGCATCAAGCCTGCAAAGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 6 3 154 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA AACTCCAACAAGACCGCGAA 3 79 50 22 203 20 59,767 60,179 53,600 47,000 2,412,498 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 163 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA CCTCCCAGCAACTCCAACAA 3 88 50 22 212 20 59,767 60,179 53,600 28,300 2,412,423 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 19 176 GCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGGCCTCTCTCCTGTGCCATC CCTCCCAGCAACTCCAACAA 19 88 37 19 212 20 59,854 60,179 35,100 28,300 1,324,812 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 16 166 CctctctCCTGTGCCATCTTGTTTAACATGGGCACTGg CCTCTCTCCTGTGCCATCTTG AACTCCAACAAGACCGCGAA 16 79 38 21 203 20 60,134 60,179 30,200 47,000 1,313,528 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 16 175 CctctctCCTGTGCCATCTTGTTTAACATGGGCACTGg CCTCTCTCCTGTGCCATCTTG CCTCCCAGCAACTCCAACAA 16 88 38 21 212 20 60,134 60,179 30,200 28,300 1,313,453 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 4 164 TGCCATCTTGTTTAACATGGGCACTGgagagagagagaTGCCATCTTGTTTAACATGGGC CCTCCCAGCAACTCCAACAA 4 88 49 22 212 20 59,767 60,179 53,600 28,300 2,412,423 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 19 203 GCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGGCCTCTCTCCTGTGCCATC CCGGGATCTGTAGTCCTCCC 19 115 37 19 239 20 59,854 60,828 35,100 43,000 1,974,162 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 17 202 CctctctCCTGTGCCATCTTGTTTAACATGGGCACTGg CCTCTCTCCTGTGCCATCTT CCGGGATCTGTAGTCCTCCC 17 115 38 20 239 20 58,798 60,828 24,000 43,000 2,030,673 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 16 202 CctctctCCTGTGCCATCTTGTTTAACATGGGCACTGg CCTCTCTCCTGTGCCATCTTG CCGGGATCTGTAGTCCTCCC 16 115 38 21 239 20 60,134 60,828 30,200 43,000 1,962,804 F 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 4 191 TGCCATCTTGTTTAACATGGGCACTGgagagagagagaTGCCATCTTGTTTAACATGGGC CCGGGATCTGTAGTCCTCCC 4 115 49 22 239 20 59,767 60,828 53,600 43,000 3,061,774 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 3 190 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA CCGGGATCTGTAGTCCTCCC 3 115 50 22 239 20 59,767 60,828 53,600 43,000 3,061,774 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 191 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA GCCGGGATCTGTAGTCCTCC 3 116 50 22 240 20 59,767 61,465 53,600 43,000 3,698,630 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 3 138 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA CGAACTACAACTCCCGGCG 3 64 50 22 187 19 59,767 60,804 53,600 64,600 4,037,756 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 4 138 TGCCATCTTGTTTAACATGGGCACTGgagagagagagaTGCCATCTTGTTTAACATGGGC GAACTACAACTCCCGGCGG 4 63 49 22 186 19 59,767 60,447 53,600 61,300 3,680,745 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:26737:28962 1 75 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 3 137 GCCATCTTGTTTAACATGGGCACTGgagagagagagagGCCATCTTGTTTAACATGGGCA GAACTACAACTCCCGGCGG 3 63 50 22 186 19 59,767 60,447 53,600 61,300 3,680,745 A 255 TGCATTTTATTTAAGATGTCCCCACCCACTGGCTCTGCctctctCCTGTGCCATCTTGTTTAACATGGGCACTGgagagagagagagagagagagagagagagaGCGACGCCAGAGGCTGCCAGCGCCTGGGAGCGGCGGCTGCGCAGGCGCCGTCCGCCGCGGTGGCCGCCGGGAGTTGTAGTTCGCGGTCTTGTTGGAGTTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGG

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 1 1 8 0 126 TCGTGAAAGTCTAAATGCTATGTCACTcacacacacac TCGTGAAAGTCTAAATGCTATGTCAC GTGCTTGTACGTGTGTGCAA 1 0 44 26 169 20 59,690 59,625 36,700 40,800 6,685,921 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 8 0 152 ACGGTGATTGCTTGTTCACATATTCATCGTGAAAGT ACGGTGATTGCTTGTTCACA GTGCTTGTACGTGTGTGCAA 33 0 18 20 169 20 58,326 59,625 35,800 40,800 2,049,813 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 12 33 197 ACGGTGATTGCTTGTTCACATATTCATCGTGAAAGT ACGGTGATTGCTTGTTCACA TGCTTGTGTATATCTCTGTGTGTG 33 41 18 20 214 24 58,326 58,829 35,800 38,200 6,845,108 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 12 2 154 ACGGTGATTGCTTGTTCACATATTCATCGTGAAAGT ACGGTGATTGCTTGTTCACA GTGTGCTTGTACGTGTGTGC 33 2 18 20 171 20 58,326 60,316 35,800 45,700 1,990,229 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 12 2 155 AACGGTGATTGCTTGTTCACATATTCATCGTGAAAGAACGGTGATTGCTTGTTCACA GTGTGCTTGTACGTGTGTGC 33 2 17 21 171 20 58,979 60,316 35,800 45,700 2,336,590 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 12 1 128 TCGTGAAAGTCTAAATGCTATGTCACTcacacacacac TCGTGAAAGTCTAAATGCTATGTCAC GTGTGCTTGTACGTGTGTGC 1 2 44 26 171 20 59,690 60,316 36,700 45,700 6,626,337 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 12 0 127 CGTGAAAGTCTAAATGCTATGTCACTcacacacacaca CGTGAAAGTCTAAATGCTATGTCACT GTGTGCTTGTACGTGTGTGC 0 2 45 26 171 20 59,689 60,316 34,100 45,700 6,627,314 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 13 33 198 ACGGTGATTGCTTGTTCACATATTCATCGTGAAAGT ACGGTGATTGCTTGTTCACA GTGCTTGTGTATATCTCTGTGTGTG 33 41 18 20 215 25 58,326 59,937 35,800 38,200 6,737,043 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:27093:67586 1 71 79 15 1.5 AC CACACACACACACACACACACACACACACAGACACANA 0 0 14 33 199 ACGGTGATTGCTTGTTCACATATTCATCGTGAAAGT ACGGTGATTGCTTGTTCACA TGTGCTTGTGTATATCTCTGTGTG 33 43 18 20 216 24 58,326 58,829 35,800 38,200 6,845,108 F 220 TGCAGTCAATTTAAATAACGGTGATTGCTTGTTCACATATTCATCGTGAAAGTCTAAATGCTATGTCACTcacacacacacacacacacacacacacacaGacacacAGacacacacacacacacAAacacacacacacacacacacacTTGcacacaCGTACAAGcacacaTATACCCACAAACACATacacacacAGAGATATACACAAGCACATATA

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 1 1 3 74 268 ACTGGTCATAACAATCTGCACAACtttttCATCTCTAG ACTGGTCATAACAATCTGCACA GCACTCCAATCCATCAGCCT 74 114 4 22 271 20 57,980 60,107 45,700 45,800 4,126,611 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 3 74 269 GACTGGTCATAACAATCTGCACAACtttttCATCTCTA GACTGGTCATAACAATCTGCACA GCACTCCAATCCATCAGCCT 74 114 3 23 271 20 58,997 60,107 45,700 45,800 4,109,800 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 3 72 268 ACTGGTCATAACAATCTGCACAACtttttCATCTCTAG ACTGGTCATAACAATCTGCACAAC GCACTCCAATCCATCAGCCT 72 114 4 24 271 20 59,784 60,107 33,200 45,800 4,323,075 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 2 194 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGC GCACTCCAATCCATCAGCCT 2 114 78 20 271 20 57,371 60,107 30,900 45,800 2,736,155 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 135 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA TCCACAATCTTCTTCCATTATTCCA 1 50 78 21 212 25 59,160 58,270 39,100 35,300 8,570,441 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 135 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA TCCACAATCTTCTTCCATTATTCCAA 1 49 78 21 212 26 59,160 58,819 39,100 35,300 9,021,356 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 136 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA TTCCACAATCTTCTTCCATTATTCCA 1 50 78 21 213 26 59,160 58,819 39,100 35,300 9,021,356 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 149 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA CTGGCACCTTTGATTCCACA 1 69 78 21 226 20 59,160 58,380 39,100 41,700 3,459,648 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 150 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA TCTGGCACCTTTGATTCCACA 1 69 78 21 227 21 59,160 59,855 39,100 41,700 2,984,702 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 1 194 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCA GCACTCCAATCCATCAGCCT 1 114 78 21 271 20 59,160 60,107 39,100 45,800 1,946,813 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 0 150 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCAC TCTGGCACCTTTGATTCCACA 0 69 78 22 227 21 60,421 59,855 44,000 41,700 3,565,395 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:3630:41391 1 100 38 15 1.5 AT ATATATATTATATATATATATATATATATATATATATANA 0 0 5 0 194 cccACTCTCCCTGAATAAGCACatatatattatatatatata CCCACTCTCCCTGAATAAGCAC GCACTCCAATCCATCAGCCT 0 114 78 22 271 20 60,421 60,107 44,000 45,800 2,527,506 F 271 GAGACTGGTCATAACAATCTGCACAACtttttCATCTCTAGGAAACTCAGACACTGGAATCAtctctctcCCTCTcccccACTCTCCCTGAATAAGCACatatatattatatatatatatatatatatatatatataTTTAGTGCACATCTTACCAAAATTTCttttttCACTGTACATTAAATGTTTGGAATAATGGAAGAAGATTGTGGAATCAAAGGTGCCAGAAGTTTCAAGAAGAAACTGGATATTAGGCTGATGGATTGGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 8 116 GGCCACCAGAGAAAGGACAAggggggACTGGACTTAGGCCACCAGAGAAAGGACAA CATTCAGCCCATCGGGTCTG 31 8 104 20 219 20 59,890 60,817 31,800 35,100 0.927311 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 3 90 ACTGGACTTAACTGGATTGCTCTTTgagagaAagagagACTGGACTTAACTGGATTGCTC CATTCAGCCCATCGGGTCTG 3 8 130 22 219 20 58,056 60,817 42,600 35,100 4,760,912 B 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 8 136 CGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGCGTGATGCATTTGGCTACCG CATTCAGCCCATCGGGTCTG 51 8 84 20 219 20 59,972 60,817 40,200 35,100 0.844804 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 2 90 ACTGGACTTAACTGGATTGCTCTTTgagagaAagagagACTGGACTTAACTGGATTGCTCT CATTCAGCCCATCGGGTCTG 2 8 130 23 219 20 59,415 60,817 40,900 35,100 4,401,673 B 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 20 190 AAATTGGCTGTCACGTTTCCAACATCACACCAGCGAAAATTGGCTGTCACGTTTCCAA CATGAAAGGAGGCCATTCAGC 90 20 43 22 232 21 59,571 59,592 35,300 42,600 3,836,869 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 20 190 AAATTGGCTGTCACGTTTCCAACATCACACCAGCGAAAATTGGCTGTCACGTTTCCA CATGAAAGGAGGCCATTCAGC 91 20 43 21 232 21 58,972 59,592 35,300 42,600 3,436,110 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 8 135 GTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGGTGATGCATTTGGCTACCGG CATTCAGCCCATCGGGTCTG 50 8 85 20 219 20 59,618 60,817 52,800 35,100 1,198,626 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 8 157 AACATCACACCAGCGACCTCACGTGATGCATTTGGCAACATCACACCAGCGACCTC CATTCAGCCCATCGGGTCTG 72 8 63 20 219 20 60,321 60,817 38,500 35,100 1,137,596 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 8 161 TTCCAACATCACACCAGCGACCTCACGTGATGCATT TTCCAACATCACACCAGCGA CATTCAGCCCATCGGGTCTG 76 8 59 20 219 20 59,892 60,817 49,300 35,100 0.924468 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 90 ACTGGACTTAACTGGATTGCTCTTTgagagaAagagagACTGGACTTAACTGGATTGCTCTT CATTCAGCCCATCGGGTCTG 1 8 130 24 219 20 59,958 60,817 28,500 35,100 4,859,012 B 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 21 190 ATTGGCTGTCACGTTTCCAACATCACACCAGCGACC ATTGGCTGTCACGTTTCCAAC GTCATGAAAGGAGGCCATTCAG 89 21 45 21 234 22 59,663 59,313 37,700 30,200 4,023,670 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2123:6867:54911 1 155 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 8 141 CCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGCCTCACGTGATGCATTTGGC CATTCAGCCCATCGGGTCTG 56 8 79 20 219 20 60,179 60,817 45,200 35,100 0.995981 F 234 TTTTCATCACCATGCTGtttttttGGGATCTTGCTGTGTATAAAATTGGCTGTCACGTTTCCAACATCACACCAGCGACCTCACGTGATGCATTTGGCTACCGGGCCACCAGAGAAAGGACAAggggggACTGGACTTAACTGGATTGCTCTTTgagagaAagagagagagagagagagagagagagagagGGCTGGCACAGACCCGATGGGCTGAATGGCCTCCTTTCATGAC

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 1 9 18 140 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC CATTCTGAGTGTATTTCTGAGTGTACC 18 36 118 19 257 27 60,300 59,723 48,500 33,400 8,576,737 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 18 145 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC GCTTACATTCTGAGTGTATTTCTGAGT 18 41 118 19 262 27 60,300 59,453 48,500 34,100 8,847,450 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 18 165 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC GCACGCTTCTCTGTATATATGCT 18 65 118 19 282 23 60,300 58,510 48,500 37,900 5,789,890 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 18 166 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC TGCACGCTTCTCTGTATATATGC 18 66 118 19 283 23 60,300 58,762 48,500 31,400 5,537,804 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 18 166 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC TGCACGCTTCTCTGTATATATGCT 18 65 118 19 283 24 60,300 60,022 48,500 37,900 5,322,061 F 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 13 111 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC TGAGTGCTTGAAATGCGTCAG 18 13 118 19 228 21 60,300 59,468 48,500 35,100 2,832,517 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 12 109 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC AGTGCTTGAAATGCGTCAGC 18 12 118 19 226 20 60,300 59,761 48,500 42,600 1,539,427 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 10 12 108 ACATGCACGCAAACAGGCGCGTGCGCATGCACACCACATGCACGCAAACAGGC AGTGCTTGAAATGCGTCAGC 18 12 119 18 226 20 59,664 59,761 48,500 42,600 2,575,436 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 155 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 11 18 141 AACATGCACGCAAACAGGCGCGTGCGCATGCACACAACATGCACGCAAACAGGC ACATTCTGAGTGTATTTCTGAGTGT 18 39 118 19 258 25 60,300 58,237 48,500 35,500 8,063,435 B 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 1 4 12 159 AAACCTTACACCCAGACGCCCTTATACCCACAGTAA AAACCTTACACCCAGACGCC AGTGCTTGAAATGCGTCAGC 18 12 68 20 226 20 60,251 59,761 56,800 42,600 0.489944 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 4 10 151 CACCCAGACGCCCTTATACCCACAGTAAAGcacacac CACCCAGACGCCCTTATACC AGTGCTTGAAATGCGTCAGC 10 12 76 20 226 20 59,894 59,761 27,300 42,600 0.345497 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 4 7 148 CCAGACGCCCTTATACCCACAGTAAAGcacacacacacCCAGACGCCCTTATACCCAC AGTGCTTGAAATGCGTCAGC 7 12 79 20 226 20 59,894 59,761 46,100 42,600 0.345497 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 5 65 278 ACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCAACAGAGTCACAGCAATGCAGA TGCACGCTTCTCTGTATATATGCT 79 65 6 21 283 24 59,929 60,022 42,600 37,900 5,093,209 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 5 12 218 GAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTGAGTCACAGCAATGCAGAAGC AGTGCTTGAAATGCGTCAGC 76 12 9 21 226 20 60,136 59,761 38,600 42,600 1,375,093 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 5 12 221 ACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCAACAGAGTCACAGCAATGCAGA AGTGCTTGAAATGCGTCAGC 79 12 6 21 226 20 59,929 59,761 42,600 42,600 1,310,575 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 6 66 274 AGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTA AGTCACAGCAATGCAGAAGC TGCACGCTTCTCTGTATATATGC 76 66 10 20 283 23 59,120 58,762 38,600 31,400 5,117,490 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 6 65 274 AGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTA AGTCACAGCAATGCAGAAGC TGCACGCTTCTCTGTATATATGCT 76 65 10 20 283 24 59,120 60,022 38,600 37,900 4,901,747 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 6 12 217 AGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTA AGTCACAGCAATGCAGAAGC AGTGCTTGAAATGCGTCAGC 76 12 10 20 226 20 59,120 59,761 38,600 42,600 1,119,113 G 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 9 18 190 AAACCTTACACCCAGACGCCCTTATACCCACAGTAA AAACCTTACACCCAGACGCC CATTCTGAGTGTATTTCTGAGTGTACC 18 36 68 20 257 27 60,251 59,723 56,800 33,400 7,527,254 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 9 18 195 AAACCTTACACCCAGACGCCCTTATACCCACAGTAA AAACCTTACACCCAGACGCC GCTTACATTCTGAGTGTATTTCTGAGT 18 41 68 20 262 27 60,251 59,453 56,800 34,100 7,797,967 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:13555:70258 1 106 89 15 2 AC CACACACACACAAACATGCACGCAAACAGGCGCGT NA 0 0 11 18 191 AAACCTTACACCCAGACGCCCTTATACCCACAGTAA AAACCTTACACCCAGACGCC ACATTCTGAGTGTATTTCTGAGTGT 18 39 68 20 258 25 60,251 58,237 56,800 35,500 7,013,952 D 283 AACCTACAGAGTCACAGCAATGCAGAAGCACGCaaaaaaCACCTAAGCaaaaaCAGGCActctctCAAAACCTTACACCCAGACGCCCTTATACCCACAGTAAAGcacacacacacaAACATGCACGCAAACAGGCGCGTGCGCATGCACACCGacacacacacacacacacacacacacacacAAacacacacAACCACAAAATCGCTGACGCATTTCAAGCACTCATAGGTACACTCAGAAATACACTCAGAATGTAAGCatatatACAGAGAAGCGTGCA

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 52 189 AGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTAGGTGTCCACTCTTCGGAGA TTCTGCAGAGCGGACTTGAC 67 52 68 20 256 20 59,887 60,320 37,100 31,800 0.432506 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 56 193 AGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTAGGTGTCCACTCTTCGGAGA CAGTTTCTGCAGAGCGGACT 67 56 68 20 260 20 59,887 60,320 37,100 38,500 0.432853 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 56 224 AGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGAGTGGCCTGTGCTAACAACA CAGTTTCTGCAGAGCGGACT 98 56 37 20 260 20 59,817 60,320 33,300 38,500 0.502783 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 56 257 ACCCTTTCTCACACCAGCTTCACTTATgggggAAGTG ACCCTTTCTCACACCAGCTT CAGTTTCTGCAGAGCGGACT 131 56 4 20 260 20 59,153 60,320 37,400 38,500 1,166,940 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 53 189 GGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGTGTCCACTCTTCGGAGAC TTTCTGCAGAGCGGACTTGA 66 53 69 20 257 20 59,756 59,607 33,600 30,200 0.636884 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 52 188 GGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGTGTCCACTCTTCGGAGAC TTCTGCAGAGCGGACTTGAC 66 52 69 20 256 20 59,756 60,320 33,600 31,800 0.564078 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 52 220 AGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGAGTGGCCTGTGCTAACAACA TTCTGCAGAGCGGACTTGAC 98 52 37 20 256 20 59,817 60,320 33,300 31,800 0.502437 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 52 253 ACCCTTTCTCACACCAGCTTCACTTATgggggAAGTG ACCCTTTCTCACACCAGCTT TTCTGCAGAGCGGACTTGAC 131 52 4 20 256 20 59,153 60,320 37,400 31,800 1,166,593 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 52 254 AACCCTTTCTCACACCAGCTTCACTTATgggggAAGT AACCCTTTCTCACACCAGCT TTCTGCAGAGCGGACTTGAC 132 52 3 20 256 20 59,153 60,320 42,400 31,800 1,166,593 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 121 gggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgt GGGTCTGGTGTGTGTGCG TTCTGCAGAGCGGACTTGAC 1 52 136 18 256 20 60,973 60,320 53,400 31,800 3,292,405 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 120 ggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtg GGTCTGGTGTGTGTGCGG TTCTGCAGAGCGGACTTGAC 0 52 137 18 256 20 60,973 60,320 56,900 31,800 3,292,405 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:16843:69414 1 155 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 124 ggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtg GGTCTGGTGTGTGTGCGG CAGTTTCTGCAGAGCGGACT 0 56 137 18 260 20 60,973 60,320 56,900 38,500 3,292,752 F 260 CCAACCCTTTCTCACACCAGCTTCACTTATgggggAAGTGGCCTGTGCTAACAACACCCTCACTACAAGGTGTCCACTCTTCGGAGACATTTCTGGGAAATGTTGGGGCATGATGCGAAAATCCGGCGATggggggggTCTGgtgtgtgtGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggggAgctgctgctCTTTCTGGTGTTACTCATCACTTATTGGCACAGTCAAGTCCGCTCTGCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 1 1 4 49 177 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT CAACACTAGGAGCCGCACTT 49 51 82 20 258 20 58,331 60,321 39,100 31,600 1,989,597 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 4 43 169 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT GGAGCCGCACTTTAGGACAT 49 43 82 20 250 20 58,331 60,108 39,100 30,600 1,776,480 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 4 26 152 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT CATCTCTGAGGGTGCCAACA 49 26 82 20 233 20 58,331 59,674 39,100 33,300 1,994,759 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 5 51 243 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCTT CAACACTAGGAGCCGCACTT 114 51 16 21 258 20 59,713 60,321 33,600 31,600 1,607,324 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 6 51 243 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCT CAACACTAGGAGCCGCACTT 115 51 16 20 258 20 59,077 60,321 33,600 31,600 1,244,128 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 6 50 242 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCT AACACTAGGAGCCGCACTTT 115 50 16 20 257 20 59,077 59,603 33,600 26,600 1,320,168 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 6 8 134 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT CAAGGTGGTGGGAGCAAGAT 49 8 82 20 215 20 58,331 59,961 39,100 24,000 1,707,570 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 6 8 200 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCT CAAGGTGGTGGGAGCAAGAT 115 8 16 20 215 20 59,077 59,961 33,600 24,000 0.962102 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 8 7 133 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT AAGGTGGTGGGAGCAAGATG 49 7 82 20 214 20 58,331 59,961 39,100 29,000 1,707,570 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 8 7 199 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCT AAGGTGGTGGGAGCAAGATG 115 7 16 20 214 20 59,077 59,961 33,600 29,000 0.962102 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 8 2 128 TGGGACTATTGGACCTTGCTAATGAGGATTTCTACGTGGGACTATTGGACCTTGCT GGTGGGAGCAAGATGGGAAA 49 2 82 20 209 20 58,331 59,960 39,100 31,300 1,708,444 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:18619:6460 1 151 37 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTC NA 0 0 8 2 194 TGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACT TGTGTTGGTTCCTGGTTCCT GGTGGGAGCAAGATGGGAAA 115 2 16 20 209 20 59,077 59,960 33,600 31,300 0.962976 F 278 ACTAAGTTTACAAGATGTGTTGGTTCCTGGTTCCTTTTCCTCTCCtttttAACTTCCTCCATTTGCACTCTTCTAAACAGTTGGGACTATTGGACCTTGCTAATGAGGATTTCTACGACAACGCTTTGtttttCTTCCTGccccccccccctctctctctctctctctctctctctctctTtctctcCTTTTCCCATCTTGCTCCCACCACCTTGTTGGCACCCTCAGAGATGTCCTAAAGTGCGGCTCCTAGTGTTGCCAATTGACCTCAGTATCTC

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 45 241 aaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTG AAAGCAGGCAGGGCTCAAAC TGGACCAGGAATCTACTTGCT 45 125 22 20 262 21 61,467 58,449 29,300 39,100 4,018,121 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 46 241 aaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTG AAAGCAGGCAGGGCTCAAA TGGACCAGGAATCTACTTGCT 46 125 22 19 262 21 60,152 58,449 26,900 39,100 3,703,753 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 37 167 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TGATGAGCCGACTAACCCTC 37 60 30 20 196 20 59,682 58,888 40,400 43,000 1,430,553 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 37 168 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA GTGATGAGCCGACTAACCCT 37 61 30 20 197 20 59,682 59,175 40,400 43,400 1,143,200 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 37 169 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TGTGATGAGCCGACTAACCC 37 62 30 20 198 20 59,682 59,465 40,400 41,100 0.853776 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 37 192 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA GGTCAGTTGGTGAGAAGGGA 37 85 30 20 221 20 59,682 58,943 40,400 42,000 1,375,100 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 37 193 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TGGTCAGTTGGTGAGAAGGG 37 86 30 20 222 20 59,682 59,235 40,400 39,500 1,083,330 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 17 124 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TTTCAACAGGCCAGGCAACA 37 17 30 20 153 20 59,682 60,686 40,400 33,300 1,004,225 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 123 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TTCAACAGGCCAGGCAACAA 37 16 30 20 152 20 59,682 60,686 40,400 28,300 1,004,225 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 42 241 CAGGCAGGGCTCAAACTGACGAGATAAGTTGAGG CAGGCAGGGCTCAAACTGA ACCATGGACCAGGAATCTACT 42 129 26 19 266 21 59,926 57,863 34,100 25,700 4,210,363 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 37 194 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA CTGGTCAGTTGGTGAGAAGGG 37 86 30 20 223 21 59,682 60,271 40,400 39,500 1,589,495 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1925:14283 1 87 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 15 122 CAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgCAGGGCTCAAACTGACGAGA TCAACAGGCCAGGCAACAAA 37 15 30 20 151 20 59,682 60,686 40,400 28,300 1,004,225 F 279 CTGTGACATGTGAATTATCaaaaaGCAGGCAGGGCTCAAACTGACGAGATAAGTTGAGGGGTTgggggggTGGTAGGTGAAGAGAAagagagagagagagagagagagagagagagCATGGTCGGGCTTCTTTTGTTGCCTGGCCTGTTGAAAAGCAGCTTCTTaaaaaCACAAAAGAGGGTTAGTCGGCTCATCACATTATCCCTTCTCACCAACTGACCAGTTACCCAAACATGGTCATAGCAAGTAGATTCCTGGTCCATGGTTTAGATATGATTA

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 1 1 3 49 195 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT CCGGACATTGTTTATTTAACCATCA 55 49 27 22 221 25 59,489 58,142 22,900 30,700 9,369,174 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 3 49 196 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT TCCGGACATTGTTTATTTAACCATCA 55 49 27 22 222 26 59,489 59,340 22,900 30,700 9,170,886 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 52 197 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT TTCCGGACATTGTTTATTTAACCA 55 52 27 22 223 24 59,489 57,104 22,900 36,700 9,407,239 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 1 142 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT CAGCTGAGGACCAGAGAACA 55 1 27 22 168 20 59,489 59,028 22,900 31,800 3,483,352 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 2 106 ACACTCATCAATGTTGCAGAGAATATAAGAGCAGA ACACTCATCAATGTTGCAGAGA GCAGCTGAGGACCAGAGAAC 18 2 64 22 169 20 57,988 60,391 31,000 30,100 4,402,964 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 2 139 GCCCATGATGACCTATGTATGTAGGAAATAGATACAGCCCATGATGACCTATGTATGT GCAGCTGAGGACCAGAGAAC 51 2 31 22 169 20 57,708 60,391 22,900 30,100 4,683,184 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 2 143 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT GCAGCTGAGGACCAGAGAAC 55 2 27 22 169 20 59,489 60,391 22,900 30,100 2,902,216 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 3 107 ACACTCATCAATGTTGCAGAGAATATAAGAGCAGA ACACTCATCAATGTTGCAGAGA AGCAGCTGAGGACCAGAGAA 18 3 64 22 170 20 57,988 60,544 31,000 28,700 4,555,849 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:1935:35924 1 104 44 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 3 144 ACAAGCCCATGATGACCTATGTATGTAGGAAATAG ACAAGCCCATGATGACCTATGT AGCAGCTGAGGACCAGAGAA 55 3 27 22 170 20 59,489 60,544 22,900 28,700 3,055,101 B 235 GGAACAATTGCCTATTAGCTTTTAATACAAGCCCATGATGACCTATGTATGTAGGAAATAGATACACTCATCAATGTTGCAGAGAATATAAGAGCAGATTCTTtctctctctctctctctctctctctctctcTAtctctctctctcTTGTTCTCTGGTCCTCAGCTGCTGCAGGCAGTCATTTGAGAGTCCCTGTTGATGGTTAAATAAACAATGTCCGGAAAAGCATTGTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:2321:59552 1 83 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 1 1 13 0 120 GCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtg GCATGTGTTTGTGTCTGTGCA TCACAGTCACACACACTGATT 0 0 62 21 181 21 60,202 57,458 45,700 25,700 4,744,275 G 202 GTGTCAGTGCCtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgCCTGTTTGTTGTCTGTGCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtCtgtgtgtgtgtgtgtgtgAgtgtgtATGTCtgtgtgtgtgAATCAgtgtgtgtGACTGTGAgtgtgtgtgtgtgtATGTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:2321:59552 1 83 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 14 0 120 GCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtg GCATGTGTTTGTGTCTGTGC TCACAGTCACACACACTGATT 1 0 62 20 181 21 58,520 57,458 45,700 25,700 5,022,200 G 202 GTGTCAGTGCCtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgCCTGTTTGTTGTCTGTGCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtCtgtgtgtgtgtgtgtgtgAgtgtgtATGTCtgtgtgtgtgAATCAgtgtgtgtGACTGTGAgtgtgtgtgtgtgtATGTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:2321:59552 1 83 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 15 0 121 TGCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgt TGCATGTGTTTGTGTCTGTGC TCACAGTCACACACACTGATT 1 0 61 21 181 21 60,202 57,458 45,700 25,700 4,744,275 G 202 GTGTCAGTGCCtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgCCTGTTTGTTGTCTGTGCATGTGTTTGTGTCTGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtCtgtgtgtgtgtgtgtgtgAgtgtgtATGTCtgtgtgtgtgAATCAgtgtgtgtGACTGTGAgtgtgtgtgtgtgtATGTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 1 1 4 5 189 GCTCTACTTATATGCATGGTCACCATGTAAGAGAAAGCTCTACTTATATGCATGGTCACCA CTTGGTGGCGGGAGAGAAAG 84 5 44 25 232 20 60,511 60,675 41,700 26,200 6,186,268 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 4 5 189 GCTCTACTTATATGCATGGTCACCATGTAAGAGAAAGCTCTACTTATATGCATGGTCACC CTTGGTGGCGGGAGAGAAAG 85 5 44 24 232 20 59,068 60,675 40,200 26,200 5,607,094 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 5 20 246 TGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTT TGTTGAAGTCAGCAGAGTGAC CAAAGCCCTTACCCTCTTGG 130 20 2 21 247 20 58,174 58,161 36,700 36,100 4,665,851 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 5 20 247 TGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTT TGTTGAAGTCAGCAGAGTGAC TCAAAGCCCTTACCCTCTTGG 130 20 2 21 248 21 58,174 59,646 36,700 36,100 4,180,795 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 5 5 188 GCTCTACTTATATGCATGGTCACCATGTAAGAGAAAGCTCTACTTATATGCATGGTCACC TTGGTGGCGGGAGAGAAAG 85 5 44 24 231 19 59,068 59,625 40,200 26,200 6,307,147 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 5 5 231 TGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTT TGTTGAAGTCAGCAGAGTGAC CTTGGTGGCGGGAGAGAAAG 130 5 2 21 232 20 58,174 60,675 36,700 26,200 3,501,322 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 6 20 240 GTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGGTCAGCAGAGTGACAAAGTGT TCAAAGCCCTTACCCTCTTGG 123 20 9 21 248 21 58,445 59,646 35,500 36,100 3,909,566 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 6 5 223 TCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCAGCAGAGTGACAAAGTGT CTTGGTGGCGGGAGAGAAAG 123 5 10 20 232 20 57,012 60,675 35,500 26,200 3,662,905 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:24393:31617 1 153 55 15 2 AG TCTCTCTCTCTTCTTTTCCTTCCCATCTCTCTCTCTCTCNA 0 0 6 5 224 GTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGGTCAGCAGAGTGACAAAGTGT CTTGGTGGCGGGAGAGAAAG 123 5 9 21 232 20 58,445 60,675 35,500 26,200 3,230,093 G 281 ATGTTGAAGTCAGCAGAGTGACAAAGTGTAAAACTTTTAATATGCTCTACTTATATGCATGGTCACCATGTAAGAGAAATAAAGTATTGGTTTTGATTCTGAAACCTCTAtttttCTATCAAAGAACaaaaaGAAACAGGTAGTACAAAGCTtctctctctcTTCTTTTCCTTCCCAtctctctctctctctctctctctctctctcACTCCCTTtctctcCCGCCACCAAGAGGGTAAGGGCTTTGAGATAAGATTTAGGATTACACTATCATTTGTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 61 240 AGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCA AGTTAGCAGATCTTAGTCAGGGT CCGGTTCTCACCTAAGGAGC 61 106 18 23 257 20 58,384 59,824 43,400 47,000 4,791,502 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 74 254 TCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTCCAGTCTGTGTTAAGTTAGCAGA CCGGTTCTCACCTAAGGAGC 74 106 4 24 257 20 59,413 59,824 42,600 47,000 4,763,252 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 74 261 TCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTCCAGTCTGTGTTAAGTTAGCAGA GCTCAATCCGGTTCTCACCT 74 113 4 24 264 20 59,413 59,749 42,600 40,000 4,837,776 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 33 160 GGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGCACTGCAGTTTGCTTCAG GAGAAGGCAGCATCCTGTGA 33 57 49 20 208 20 60,318 59,749 30,200 35,800 0.569798 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 33 209 GGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGCACTGCAGTTTGCTTCAG CCGGTTCTCACCTAAGGAGC 33 106 49 20 257 20 60,318 59,824 30,200 47,000 0.494434 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 30 206 ACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGC CCGGTTCTCACCTAAGGAGC 30 106 52 20 257 20 59,617 59,824 44,000 47,000 0.559221 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 29 156 CTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGCC GAGAAGGCAGCATCCTGTGA 29 57 53 20 208 20 60,318 59,749 50,100 35,800 0.569798 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 29 157 CTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGCC AGAGAAGGCAGCATCCTGTG 29 58 53 20 209 20 60,318 59,748 50,100 36,600 0.570924 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 29 205 CTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGCC CCGGTTCTCACCTAAGGAGC 29 106 53 20 257 20 60,318 59,824 50,100 47,000 0.494434 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 25 124 CTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGCC TACCCACCACCACCCATACC 29 25 53 20 176 20 60,318 60,915 50,100 27,300 1,233,831 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 25 125 ACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGACTGCAGTTTGCTTCAGTGC TACCCACCACCACCCATACC 30 25 52 20 176 20 59,617 60,915 44,000 27,300 1,298,618 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:27072:19592 1 102 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 25 128 GGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGCACTGCAGTTTGCTTCAG TACCCACCACCACCCATACC 33 25 49 20 176 20 60,318 60,915 30,200 27,300 1,233,831 F 277 AATTCCAGTCTGTGTTAAGTTAGCAGATCTTAGTCAGGGTACCAGTAAGGCACTGCAGTTTGCTTCAGTGCCCTTAGGATGATTGGGAGGAGGCCCCGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggggggggTGGCTGGGTATGggtggtggtGGGTATTAAAAGGAAATTCACAGGATGCTGCCTTCTCTGCGAGAATGCTACCGAAATTGAACGTGTGCTCCTTAGGTGAGAACCGGATTGAGCTTAGCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 0 136 CTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGACTGCGGAGTGACAGTCAACA ATTAGCCACACCCACAGAAC 66 0 86 20 221 20 60,249 57,800 33,300 30,100 2,449,820 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 137 TCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGTCTGCGGAGTGACAGTCAAC ATTAGCCACACCCACAGAAC 67 0 85 20 221 20 59,968 57,800 31,800 30,100 2,232,503 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 138 GTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGTCTGCGGAGTGACAGTCAA ATTAGCCACACCCACAGAAC 68 0 84 20 221 20 59,968 57,800 31,800 30,100 2,232,503 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 37 190 AGAAATGCAAATATGTCTGCGGAGTGACAGTCAAC AGAAATGCAAATATGTCTGCGGA TGCTCCTATTGCAGCCTATCT 79 37 70 23 259 21 59,053 58,667 55,400 19,800 6,280,265 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 175 TCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGTCTGCGGAGTGACAGTCAAC TGCTCCTATTGCAGCCTATCTG 67 36 85 20 259 22 59,968 59,962 31,800 29,000 2,070,294 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 176 GTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGTCTGCGGAGTGACAGTCAA TGCTCCTATTGCAGCCTATCTG 68 36 84 20 259 22 59,968 59,962 31,800 29,000 2,070,294 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 190 AGAAATGCAAATATGTCTGCGGAGTGACAGTCAAC AGAAATGCAAATATGTCTGCGGAG TGCTCCTATTGCAGCCTATCTG 78 36 70 24 259 22 59,964 59,962 46,300 29,000 6,074,191 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 190 AGAAATGCAAATATGTCTGCGGAGTGACAGTCAAC AGAAATGCAAATATGTCTGCGGA TGCTCCTATTGCAGCCTATCTG 79 36 70 23 259 22 59,053 59,962 55,400 29,000 5,985,360 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 258 TCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTC TCTGTGAGATGGTGAATAAGTATGT TGCTCCTATTGCAGCCTATCTG 145 36 2 25 259 22 57,576 59,962 22,900 29,000 9,462,007 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 36 259 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTT CTCTGTGAGATGGTGAATAAGTATGT TGCTCCTATTGCAGCCTATCTG 145 36 1 26 259 22 58,504 59,962 22,900 29,000 9,534,065 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 174 TCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGTCTGCGGAGTGACAGTCAAC GCTCCTATTGCAGCCTATCTGT 67 35 85 20 258 22 59,968 59,962 31,800 34,100 2,070,425 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 257 TCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTC TCTGTGAGATGGTGAATAAGTATGT GCTCCTATTGCAGCCTATCTGT 145 35 2 25 258 22 57,576 59,962 22,900 34,100 9,462,138 F 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 115 TCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtg TCATTATGAGGTATTGTAAAGTCAGC TGCTCCTATTGCAGCCTATCTG 1 36 145 26 259 22 57,337 59,962 42,600 29,000 10,700,945 A 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 114 TCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtg TCATTATGAGGTATTGTAAAGTCAGCT GCTCCTATTGCAGCCTATCTGT 0 35 145 27 258 22 58,514 59,962 42,400 34,100 10,524,504 A 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:29904:21930 1 172 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 115 TCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtg TCATTATGAGGTATTGTAAAGTCAGCT TGCTCCTATTGCAGCCTATCTG 0 36 145 27 259 22 58,514 59,962 42,400 29,000 10,524,373 A 268 CTCTGTGAGATGGTGAATAAGTATGTTAATCTGCTTCAATAAGCCCATTCATTTCTATTGCAGACTGTAAGAAATGCAAATATGTCTGCGGAGTGACAGTCAACACTTTCATTTGTCAGGAAACCATTAttttttttCATCATATCATTATGAGGTATTGTAAAGTCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCTGTGGGTGTGGCTAATTTACTGAAATTAGAGACAGATAGGCTGCAATAGGAGCAGGAATAGAC

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 1 1 15 10 217 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG GAGATCAGCGGAGTGTGCAA 10 90 1 19 217 20 59,932 60,390 41,800 40,800 1,458,423 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 15 10 237 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG GCTCCAAGTGCCAACTAGCA 10 110 1 19 237 20 59,932 60,606 41,800 34,900 1,674,484 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 15 10 238 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG TGCTCCAAGTGCCAACTAGC 10 111 1 19 238 20 59,932 60,606 41,800 34,200 1,674,484 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 15 10 240 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG GGTGCTCCAAGTGCCAACTA 10 113 1 19 240 20 59,932 60,251 41,800 22,400 1,318,810 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 15 10 247 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG ACACTCTGGTGCTCCAAGTG 10 120 1 19 247 20 59,932 59,893 41,800 31,600 1,175,538 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 15 10 248 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG CACACTCTGGTGCTCCAAGT 10 121 1 19 248 20 59,932 59,893 41,800 31,600 1,175,538 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 10 146 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG GCATCTGTGTCTGCCTGTCT 10 19 1 19 146 20 59,932 60,037 41,800 34,100 1,104,659 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 10 147 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG TGCATCTGTGTCTGCCTGTC 10 20 1 19 147 20 59,932 60,321 41,800 35,100 1,389,117 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 10 152 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG GTGTGTGCATCTGTGTCTGC 10 25 1 19 152 20 59,932 59,763 41,800 42,600 1,304,793 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 167 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC TGGTCAGACTGTAAGACTTTGG 5 44 7 18 173 22 59,970 57,663 38,200 32,800 6,366,555 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 168 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC CTGGTCAGACTGTAAGACTTTGG 5 44 7 18 174 23 59,970 58,689 38,200 32,800 6,340,435 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 169 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC ACTGGTCAGACTGTAAGACTTTGG 5 44 7 18 175 24 59,970 60,202 38,200 32,800 6,231,930 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 211 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC GAGATCAGCGGAGTGTGCAA 5 90 7 18 217 20 59,970 60,390 38,200 40,800 2,420,007 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 231 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC GCTCCAAGTGCCAACTAGCA 5 110 7 18 237 20 59,970 60,606 38,200 34,900 2,636,067 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 234 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC GGTGCTCCAAGTGCCAACTA 5 113 7 18 240 20 59,970 60,251 38,200 22,400 2,280,393 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 240 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC CACTCTGGTGCTCCAAGTGC 5 119 7 18 246 20 59,970 61,233 38,200 44,000 3,262,951 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 241 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC ACACTCTGGTGCTCCAAGTG 5 120 7 18 247 20 59,970 59,893 38,200 31,600 2,137,122 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 5 242 AGACAGGCAGACGCACACGCATGcacacacacacaca AGACAGGCAGACGCACAC CACACTCTGGTGCTCCAAGT 5 121 7 18 248 20 59,970 59,893 38,200 31,600 2,137,122 D 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 16 0 127 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG TGTGTGCGTTTGTGTCTGTC 10 0 1 19 127 20 59,932 59,275 41,800 35,100 1,792,631 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 18 6 133 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG CCTGTCTGTGTGCGTTTGTG 10 6 1 19 133 20 59,932 59,972 41,800 33,300 1,096,061 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:30371:27872 1 30 78 15 2 AC CACACACACACACACACACACACACACACAGACACANA 0 0 18 4 131 acacacAGACAGGCAGACGCACACGCATGcacacaca ACACACAGACAGGCAGACG TGTCTGTGTGCGTTTGTGTC 10 4 1 19 131 20 59,932 59,275 41,800 36,700 1,792,631 G 254 acacacAGACAGGCAGACGCACACGCATGcacacacacacacacacacacacacacacaGacacacacGcacacaGACAGGCAGacacacacGcacacacacacacaGACAGACACAAACGcacacaGACAGGCAGACACAGATGcacacaCCAAAGTCTTACAGTCTGACCAGTTTACAAATCAATCCTCTGCCTGTTGCACACTCCGCTGATCTCTGCTAGTTGGCACTTGGAGCACCAGAGTGTGCCTCAG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 27 190 CTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGCTCAGTGACCTCAGCTGTCC AAAGGCAGCAGCTAAGGTACA 27 92 2 20 191 21 59,754 59,649 40,200 29,000 1,597,103 F 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 28 190 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCT CCTCAGTGACCTCAGCTGTC AAGGCAGCAGCTAAGGTACA 28 92 1 20 190 20 59,754 59,016 35,100 29,000 1,230,317 F 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 28 190 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCT CCTCAGTGACCTCAGCTGTC AAGGCAGCAGCTAAGGTACAA 28 91 1 20 190 21 59,754 59,649 35,100 24,100 1,597,103 F 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 17 143 TCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGTCAGCTGTCCCAGACTCTGA TGCCTGTTCTTGAGGGTGAC 17 56 12 20 154 20 59,887 59,891 32,700 36,700 0.221775 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 17 144 TCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGTCAGCTGTCCCAGACTCTGA GTGCCTGTTCTTGAGGGTGA 17 57 12 20 155 20 59,887 59,891 32,700 40,200 0.221775 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 15 141 AGCTGTCCCAGACTCTGACAGCTGGTCAGACATGC AGCTGTCCCAGACTCTGACA TGCCTGTTCTTGAGGGTGAC 15 56 14 20 154 20 60,179 59,891 35,800 36,700 0.287534 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 12 138 TGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgTGTCCCAGACTCTGACAGCT TGCCTGTTCTTGAGGGTGAC 12 56 17 20 154 20 60,179 59,891 42,400 36,700 0.287534 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 12 139 TGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgTGTCCCAGACTCTGACAGCT GTGCCTGTTCTTGAGGGTGA 12 57 17 20 155 20 60,179 59,891 42,400 40,200 0.287534 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:5294:43009 1 49 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 11 137 GTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgt GTCCCAGACTCTGACAGCTG TGCCTGTTCTTGAGGGTGAC 11 56 18 20 154 20 59,754 59,891 42,400 36,700 0.354671 B 228 CCTCAGTGACCTCAGCTGTCCCAGACTCTGACAGCTGGTCAGACATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCgtgtgtgtGCGTGTGCGTGTCTGCAGGAACACAGAAGAGGAAAGTAAAGTCACCCTCAAGAACAGGCACAACATTTATGCAGCTTGTACCTTAGCTGCTGCCtttttGGGCGTTGGCAtgtgtgtgCCATTAGGCCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 1 1 3 41 197 TAACGTGTGGATGGTGGCTGAGGTTTCCTATAAAC TAACGTGTGGATGGTGGCTG TGGTGGAACAGTCTGGAATAACA 41 70 11 20 207 23 60,321 59,607 48,500 24,100 3,714,157 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 41 241 TAACGTGTGGATGGTGGCTGAGGTTTCCTATAAAC TAACGTGTGGATGGTGGCTG GTGATTGCTTGAGTAGAATGTGTT 41 113 11 20 251 24 60,321 57,754 48,500 33,200 6,567,630 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 35 191 GTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgGTGGATGGTGGCTGAGGTTT TGGTGGAACAGTCTGGAATAACA 35 70 17 20 207 23 60,251 59,607 32,700 24,100 3,644,288 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 35 194 GTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgGTGGATGGTGGCTGAGGTTT GAGTGGTGGAACAGTCTGGA 35 76 17 20 210 20 60,251 58,951 32,700 38,600 1,299,942 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 34 190 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC TGGTGGAACAGTCTGGAATAACA 34 70 18 20 207 23 59,962 59,607 27,800 24,100 3,431,112 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 34 193 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC GAGTGGTGGAACAGTCTGGA 34 76 18 20 210 20 59,962 58,951 27,800 38,600 1,086,767 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 34 194 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC AGAGTGGTGGAACAGTCTGG 34 77 18 20 211 20 59,962 58,948 27,800 38,600 1,089,978 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 4 21 139 GATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGGATGGTGGCTGAGGTTTCCT TCCTGAGAGCAGTTTACAAGACT 32 21 20 20 158 23 59,670 59,102 33,600 32,400 4,227,718 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 5 42 242 ATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAA ATAACGTGTGGATGGTGGCT GTGATTGCTTGAGTAGAATGTGT 42 114 10 20 251 23 59,382 57,130 47,500 37,200 6,488,210 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 5 41 241 TAACGTGTGGATGGTGGCTGAGGTTTCCTATAAAC TAACGTGTGGATGGTGGCTG GTGATTGCTTGAGTAGAATGTGT 41 114 11 20 251 23 60,321 57,130 48,500 37,200 6,190,963 F 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 5 2 122 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC GACTGCTGATGTTTGAAGACTCA 34 2 18 20 139 23 59,962 58,939 27,800 34,100 4,099,066 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 6 2 121 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC ACTGCTGATGTTTGAAGACTCA 34 2 18 20 138 22 59,962 57,923 27,800 34,100 4,115,466 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 7 31 148 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC CCTTGTCTCCTGAGAGCAGT 34 31 18 20 165 20 59,962 58,735 27,800 44,000 1,303,402 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 7 31 149 GTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgGTGGATGGTGGCTGAGGTTT CCTTGTCTCCTGAGAGCAGT 35 31 17 20 165 20 60,251 58,735 32,700 44,000 1,516,577 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:7547:28945 1 72 43 15 1.5 AC CACACACACACAGACACACACACACACACACACACANA 0 0 8 32 149 TGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgt TGGATGGTGGCTGAGGTTTC ACCTTGTCTCCTGAGAGCAG 34 32 18 20 166 20 59,962 58,735 27,800 42,400 1,303,402 B 251 CCTCAGCAGATAACGTGTGGATGGTGGCTGAGGTTTCCTATAAACAGGAgtgtgtGCTGACACAATGAAAGcacacacacacaGacacacacacacacacacacacacacacacCTTGAGTCTTCAAACATCAGCAGTCTTGTAAACTGCTCTCAGGAGACAAGGTTCAAAACCCTGGGTGAAATGTTATTCCAGACTGTTCCACCActctctGTGCAAGGGATaaaaaCACATTCTACTCAAGCAATCAC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 11 134 GCAGTCTGAACATGGAAGAGCAGACTTCtatttattta GCAGTCTGAACATGGAAGAGC AATCATTTAAGAAGGAGCTGAAAGG 47 11 101 21 234 25 59,263 57,598 40,900 31,100 9,138,636 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 11 162 GTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGGTTCATCTGGAGGCTGCTGT AATCATTTAAGAAGGAGCTGAAAGG 76 11 73 20 234 25 60,036 57,598 44,000 31,100 7,437,585 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 11 163 TGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCT TGTTCATCTGGAGGCTGCTG AATCATTTAAGAAGGAGCTGAAAGG 77 11 72 20 234 25 60,036 57,598 44,100 31,100 7,437,680 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 11 201 GGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATGGTTCCTTGACCTCCATCAG AATCATTTAAGAAGGAGCTGAAAGG 115 11 34 20 234 25 57,590 57,598 29,000 31,100 9,811,903 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 11 201 GGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATGGTTCCTTGACCTCCATCAGTT AATCATTTAAGAAGGAGCTGAAAGG 113 11 34 22 234 25 59,960 57,598 31,600 31,100 9,442,367 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 11 201 GGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATGGTTCCTTGACCTCCATCAGT AATCATTTAAGAAGGAGCTGAAAGG 114 11 34 21 234 25 59,369 57,598 34,100 31,100 9,032,833 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 7 94 TGCATGCAGGGTACTTTCATGTTCCAGTcacacacacaTGCATGCAGGGTACTTTCATG AATCATTTAAGAAGGAGCTGAAAGG 7 11 141 21 234 25 58,906 57,598 30,700 31,100 9,495,845 A 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 6 93 GCATGCAGGGTACTTTCATGTTCCAGTcacacacacac GCATGCAGGGTACTTTCATGT AATCATTTAAGAAGGAGCTGAAAGG 6 11 142 21 234 25 58,905 57,598 32,100 31,100 9,496,630 A 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 90 TGCAGGGTACTTTCATGTTCCAGTcacacacacacacacTGCAGGGTACTTTCATGTTCCA AATCATTTAAGAAGGAGCTGAAAGG 2 11 145 22 234 25 59,893 57,598 35,300 31,100 9,509,333 A 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2124:8349:65072 1 169 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 11 160 TCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAATCATCTGGAGGCTGCTGTTC AATCATTTAAGAAGGAGCTGAAAGG 74 11 75 20 234 25 59,749 57,598 31,800 31,100 7,653,309 B 257 AGATAATACCTCTATCACTCTCCCCTTACTTTAGGTTCCTTGACCTCCATCAGTTTCATCATATCTTGATTTGTTCATCTGGAGGCTGCTGTTCCAACTTGCAGTCTGAACATGGAAGAGCAGACTTCtatttatttattTGCATGCAGGGTACTTTCATGTTCCAGTcacacacacacacacacacacacacacacaTTTAAAGATAACCTTTCAGCTCCTTCTTAAATGATTAGATTTGCTTGAATTCACATTTC

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 6 0 161 ATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGATCGAAGCGAGTCTGGAAGC TGGTTGCTGCTCTCTGTCTC 91 0 2 20 162 20 60,179 59,680 38,600 33,600 0.498852 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 112 ATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACATTTCACAGCGCCAGGAAGA CCAGTTGGTTGCTGCTCTCT 37 5 56 20 167 20 59,963 60,251 28,700 31,000 0.287372 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 115 AGAATTTCACAGCGCCAGGAagagagagGaaaaaaaa AGAATTTCACAGCGCCAGGA CCAGTTGGTTGCTGCTCTCT 40 5 53 20 167 20 59,963 60,251 38,600 31,000 0.287372 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 131 GTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGGTGGCAGGGATCCAACAGAA CCAGTTGGTTGCTGCTCTCT 56 5 37 20 167 20 59,962 60,251 30,200 31,000 0.288806 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 159 CGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGCGAGTCTGGAAGCATTGCCT CCAGTTGGTTGCTGCTCTCT 84 5 9 20 167 20 60,392 60,251 47,500 31,000 0.642833 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 166 ATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGATCGAAGCGAGTCTGGAAGC CCAGTTGGTTGCTGCTCTCT 91 5 2 20 167 20 60,179 60,251 38,600 31,000 0.429764 F 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 1 4 22 185 CGCCAGGAagagagagGaaaaaaaaTCACAACAATACACGCCAGGAAGAGAGAGGAAA AAGGAATCAGACTGCCTGCC 28 22 65 20 249 20 59,102 60,035 31,300 48,500 0.932990 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 4 22 194 ATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACATTTCACAGCGCCAGGAAGA AAGGAATCAGACTGCCTGCC 37 22 56 20 249 20 59,963 60,035 28,700 48,500 0.071402 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 4 22 213 GTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGGTGGCAGGGATCCAACAGAA AAGGAATCAGACTGCCTGCC 56 22 37 20 249 20 59,962 60,035 30,200 48,500 0.072836 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 4 22 246 CGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTCGAAGCGAGTCTGGAAGCAT AAGGAATCAGACTGCCTGCC 89 22 4 20 249 20 60,459 60,035 37,900 48,500 0.493907 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 4 22 248 ATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGATCGAAGCGAGTCTGGAAGC AAGGAATCAGACTGCCTGCC 91 22 2 20 249 20 60,179 60,035 38,600 48,500 0.213794 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 5 22 188 CAGCGCCAGGAagagagagGaaaaaaaaTCACAACAA CAGCGCCAGGAAGAGAGAG AAGGAATCAGACTGCCTGCC 32 22 62 19 249 20 59,859 60,035 32,000 48,500 1,176,120 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 5 22 197 AGAATTTCACAGCGCCAGGAagagagagGaaaaaaaa AGAATTTCACAGCGCCAGGA AAGGAATCAGACTGCCTGCC 40 22 53 20 249 20 59,963 60,035 38,600 48,500 0.071402 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 6 22 241 CGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGCGAGTCTGGAAGCATTGCCT AAGGAATCAGACTGCCTGCC 84 22 9 20 249 20 60,392 60,035 47,500 48,500 0.426864 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13261:50867 1 113 95 15 2 AC CACACACACACACACACACACACACACACAGAGAC NA 0 0 6 19 182 CGCCAGGAagagagagGaaaaaaaaTCACAACAATACACGCCAGGAAGAGAGAGGAAA GAATCAGACTGCCTGCCTCC 28 19 65 20 246 20 59,102 60,463 31,300 43,000 1,361,794 G 289 AATCGAAGCGAGTCTGGAAGCATTGCCTGCAGGGTGGTGGCAGGGATCCAACAGAATTTCACAGCGCCAGGAagagagagGaaaaaaaaTCACAACAATACATATACTACTTcacacacacacacacacacacacacacacaGAGACagagagCAGCAACCAACTGGGCAACCgtgtgtgtgtgtgtgtgtgagagagagagagagaGTGTGAGGGGCTTGCGATCGGAGGCAGGCAGTCTGATTCCTtctctcTGGTGATTCCTtctctcTGGTGATTCTCAGAATTA

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 1 1 15 14 242 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGA CATACACGCACGCACACAC 98 14 2 20 243 19 59,306 60,155 38,600 38,200 1,848,294 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 15 14 242 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGAA CATACACGCACGCACACAC 97 14 2 21 243 19 59,926 60,155 35,300 38,200 2,228,756 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 15 13 241 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGA ATACACGCACGCACACACA 98 13 2 20 242 19 59,306 60,593 38,600 37,200 2,286,561 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 137 GGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgt GGACGATGAGTATGAGACTGCA GCACACACACGCATACACAT 2 2 96 22 232 20 59,641 59,483 44,100 32,100 2,876,092 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 138 GGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgGGGACGATGAGTATGAGACTGC GCACACACACGCATACACAT 3 2 95 22 232 20 60,288 59,483 44,000 32,100 2,804,786 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 146 ACAATGGTGGGACGATGAGTATGAGACTGCATCtg ACAATGGTGGGACGATGAGT GCACACACACGCATACACAT 13 2 87 20 232 20 59,016 59,483 34,100 32,100 1,501,107 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 150 TGCTACAATGGTGGGACGATGAGTATGAGACTGCATGCTACAATGGTGGGACGAT GCACACACACGCATACACAT 17 2 83 20 232 20 59,091 59,483 37,300 32,100 1,425,787 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 151 ATGCTACAATGGTGGGACGATGAGTATGAGACTGCATGCTACAATGGTGGGACGA GCACACACACGCATACACAT 18 2 82 20 232 20 59,091 59,483 42,000 32,100 1,425,787 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 231 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGA GCACACACACGCATACACAT 98 2 2 20 232 20 59,306 59,483 38,600 32,100 1,210,499 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 18 2 231 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGAA GCACACACACGCATACACAT 97 2 2 21 232 20 59,926 59,483 35,300 32,100 1,590,961 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 19 ‐64 139 GGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgGGGACGATGAGTATGAGACTGC CGCACACACACGCATACAC 3 ‐64 95 22 165 19 60,288 60,155 44,000 29,000 3,442,581 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:13342:35221 1 120 91 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGCGNA 0 0 19 ‐64 232 AGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAGGTCTGACGTCTCTCTGGA CGCACACACACGCATACAC 98 ‐64 2 20 165 19 59,306 60,155 38,600 29,000 1,848,294 G 244 TAGGTCTGACGtctctcTGGAAATCTCAGAAAGgtgtgtGAATATTCTAACATCAGGTTAATGTTAGTATTAAATAATTAAATGCTACAATGGTGGGACGATGAGTATGAGACTGCATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtgtGCgtgtgtGCgtgtgtgtgtgtgtAtgtgtgtgtgCgtgtgtgtgtgtGCATGTGTATGCgtgtgtgtGCGTGCGTGTATGC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 1 1 12 8 139 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC ACACACAGACACAGAGTGGC 8 33 46 20 184 20 59,685 60,179 34,600 50,100 0.494324 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 12 8 140 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC GACACACAGACACAGAGTGG 8 34 46 20 185 20 59,685 58,142 34,600 40,000 2,173,343 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 13 8 140 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC GACACACAGACACAGAGTGGC 8 33 46 20 185 21 59,685 61,136 34,600 50,100 2,451,626 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 13 8 141 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC AGACACACAGACACAGAGTGG 8 34 46 20 186 21 59,685 59,589 34,600 40,000 1,725,769 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 14 36 198 ACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGGTGTTACTGATGTCTGAG GACAGAGACACACAGACAGACA 36 60 16 22 213 22 57,472 59,641 33,500 34,100 6,886,724 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 14 35 198 ACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGGTGTTACTGATGTCTGAGA GACAGAGACACACAGACAGACA 35 60 16 23 213 22 58,847 59,641 32,700 34,100 6,511,861 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 14 8 136 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC CACAGACACAGAGTGGCACA 8 30 46 20 181 20 59,685 60,179 34,600 45,700 0.494327 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 14 8 137 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCTTC ACACAGACACAGAGTGGCAC 8 31 46 20 182 20 59,685 60,179 34,600 50,100 0.494324 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 15 35 197 ACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGGTGTTACTGATGTCTGAGA ACAGAGACACACAGACAGACA 35 60 16 23 212 21 58,847 58,621 32,700 34,100 6,531,651 G 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 1 137 ACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGGTGTTACTGATGTCTGAGA AGACAGACACAGAGGGACAC 35 1 16 23 152 20 58,847 58,667 32,700 36,700 5,485,824 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 0 106 GCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGT GCAAACACTGCCTTCCCT GACAGACACAGAGGGACACA 10 0 46 18 151 20 57,819 58,959 42,000 37,200 5,221,698 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 0 136 ACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGGTGTTACTGATGTCTGAGA GACAGACACAGAGGGACACA 35 0 16 23 151 20 58,847 58,959 32,700 37,200 5,193,293 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 0 141 GCATTACTGGTGTTACTGATGTCTGAGAAATACTAGGCATTACTGGTGTTACTGATGTCTG GACAGACACAGAGGGACACA 38 0 11 25 151 20 59,936 58,959 35,100 37,200 6,104,590 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 0 142 AGCATTACTGGTGTTACTGATGTCTGAGAAATACTAAGCATTACTGGTGTTACTGATGTCT GACAGACACAGAGGGACACA 39 0 10 25 151 20 60,046 58,959 34,100 37,200 6,086,950 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16396:16533 1 74 58 15 2 AG TCTCTCTCTCTGTGTCCCTCTCTCTGTGTCTCTCTCTCNA 0 0 16 0 143 CAGCATTACTGGTGTTACTGATGTCTGAGAAATACTCAGCATTACTGGTGTTACTGATGT GACAGACACAGAGGGACACA 41 0 9 24 151 20 59,062 58,959 30,600 37,200 5,978,266 D 213 AGTGAAAACAGCATTACTGGTGTTACTGATGTCTGAGAAATACTAGCAAACACTGCCTTCCCTtctctcTGTGtctctctctcTGTGTCCctctctctGTGtctctctctctctctctctctctctctctcTGTGTCCCTCTGTGTCTGTCTTTCTAtgtgtgtgCCACTCTGTGTCtgtgtgtctctcTTTGTCTGTCtgtgtgTCTCTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 1 1 14 4 130 GCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTCTG TCACACACACGCAGAGAGAC 4 4 2 20 131 20 60,722 59,969 35,100 33,600 0.753242 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 0 0 14 3 129 CGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTCTGT TCACACACACGCAGAGAGAC 3 4 3 20 131 20 59,418 59,969 34,100 33,600 0.612302 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 0 0 16 1 126 CGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTCTGT CACACACGCAGAGAGACACA 3 1 3 20 128 20 59,418 60,249 34,100 37,200 0.830560 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC
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ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 0 0 19 6 140 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTC AGACACAAATCACACACACGC 6 12 1 19 140 21 59,722 59,669 36,700 53,400 2,608,858 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 0 0 20 6 141 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTC TAGACACAAATCACACACACGC 6 12 1 19 141 22 59,722 59,458 36,700 53,400 3,820,516 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2201:16437:58761 1 26 82 15 3 AC TGTGTGTGTGTGATTTGTGTCTATGTGTGTGTGTGT NA 0 0 21 3 140 CGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGCGTGCGTGATTTGTGTCTGT ATAGACACAAATCACACACACGC 3 12 3 20 142 23 59,418 59,814 34,100 53,400 3,767,938 G 205 TGCGTGCGTGATTTGTGTCTGTCTCtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTTGTGTCTGTCtgtgtgtgtgtgtgtgTTGTGtctctcTGCgtgtgtgtGATTTGTGTCTATGTTtgtgtgtgTAATTTGTGTCTAtgtgtgtgtgtgtgtgtgATTTGTGTCTAtgtgtgtgCC

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 87 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 16 1 91 TCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtg TCCTGTGCATTGACTCTGCT GAACACACAGACACACGCAC 1 20 66 20 156 20 59,311 59,974 42,400 53,400 0.715340 F 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 87 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 1 92 TCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtg TCCTGTGCATTGACTCTGCT AGAACACACAGACACACGCA 1 21 66 20 157 20 59,311 60,108 42,400 52,400 0.797431 F 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 87 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 1 96 TCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtg TCCTGTGCATTGACTCTGCT ACGCAGAACACACAGACACA 1 25 66 20 161 20 59,311 60,108 42,400 37,200 0.797431 F 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 96 15 3 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 1 15 1 156 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATCCTGTGCATCGACTCTGCC GAACACACAGACACACGCAC 1 20 1 19 156 20 60,813 59,974 48,500 53,400 1,839,207 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 96 15 3 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 15 0 155 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCCC GAACACACAGACACACGCAC 0 20 2 19 156 20 60,813 59,974 53,600 53,400 1,839,207 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 96 15 3 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 15 0 156 CTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTCTGTGCATCGACTCTGCCC AGAACACACAGACACACGCA 0 21 2 19 157 20 60,813 60,108 53,600 52,400 1,921,298 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:17330:27995 1 21 96 15 3 AC GTGTGTGTGTCCTGTGGATTGACTTTGCCTGTGTGT NA 0 0 16 0 139 TGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGTGTGCATCGACTCTGCCC CGCACAGGCAGAGTCAATAC 0 5 3 18 141 20 59,734 58,998 53,600 18,900 3,268,105 G 244 CCTGTGCATCGACTCTGCCCgtgtgtgtgtCCTGTGGATTGACTTTGCCtgtgtgtgtgtgtgtgTCCTGTGCATTGACTCTGCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTGTGTATTGACTCTGCCTGTGCgtgtgtCtgtgtgTTCTGCGTTTTGTCTCCTCCGCgtgtgtgtgtgtCCTGTGTATTAACTCTGCCtgtgtgtgtgtgtgTCCTGTGGATTGACTCTGCCCGTG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 9 105 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA AGAACCAACCACACTCGCAT 26 9 27 20 131 20 58,038 59,891 20,100 47,300 2,070,378 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 102 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA ACCAACCACACTCGCATTCA 26 6 27 20 128 20 58,038 60,179 20,100 25,700 2,140,825 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 4 100 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA CAACCACACTCGCATTCACC 26 4 27 20 126 20 58,038 59,762 20,100 40,200 2,200,082 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 26 142 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA CACGCAGACACAGCAACAG 26 47 27 20 168 19 58,038 59,722 20,100 31,600 3,239,533 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 26 144 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA CACACGCAGACACAGCAAC 26 49 27 20 170 19 58,038 60,011 20,100 41,700 2,972,590 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:19867:47509 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 26 143 GGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGGGGCAGTGTCTGTGTGTAAA ACACGCAGACACAGCAACAG 26 47 27 20 169 20 58,038 61,431 20,100 31,600 3,393,281 F 195 ATATGTGGGGCGGTgggggCGTGATGGGGCAGTGTCtgtgtgTAAATATGCAtgtgtgAATATGGATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGTGAATGCGAGTGTGGTTGGTTCtgtgtgGAGATAAATTTGGCTGTTGCTGTGTCTGCGTGTGGGTGTGGTGGGGCGGTGAGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 1 1 3 59 251 CACAGAGGGTATCACGTGACCCACACGATAAAGGACACAGAGGGTATCACGTGACC TGGATACTGTTCAGTGGGTCT 82 59 11 21 261 21 60,135 58,097 40,200 38,500 4,037,690 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 3 41 235 CACAGAGGGTATCACGTGACCCACACGATAAAGGACACAGAGGGTATCACGTGACC GGTCTTAATGACGCCTTTGTAGT 82 41 11 21 245 23 60,135 58,749 40,200 27,300 5,386,351 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 4 41 234 ACAGAGGGTATCACGTGACCCACACGATAAAGGAAACAGAGGGTATCACGTGACC GGTCTTAATGACGCCTTTGTAGT 82 41 12 20 245 23 58,816 58,749 40,200 27,300 5,434,817 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 61 239 GTGACCCACACGATAAAGGAAGAAGAGGaaaaaaT GTGACCCACACGATAAAGGA TGTTGGATACTGTTCAGTGGGT 68 61 26 20 264 22 57,245 59,291 33,600 45,100 5,463,807 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 61 253 ACAGAGGGTATCACGTGACCCACACGATAAAGGAAACAGAGGGTATCACGTGACC TGTTGGATACTGTTCAGTGGGT 82 61 12 20 264 22 58,816 59,291 40,200 45,100 3,892,409 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 61 254 CACAGAGGGTATCACGTGACCCACACGATAAAGGACACAGAGGGTATCACGTGACC TGTTGGATACTGTTCAGTGGGT 82 61 11 21 264 22 60,135 59,291 40,200 45,100 3,843,943 F 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 21 191 TGAGCACAATGATCATTCACCCCACATGAAACAGGATGAGCACAATGATCATTCACCC TGGATACTGTTCAGTGGGTCT 21 59 71 22 261 21 58,981 58,097 46,100 38,500 5,921,464 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 21 193 TGAGCACAATGATCATTCACCCCACATGAAACAGGATGAGCACAATGATCATTCACCC GTTGGATACTGTTCAGTGGGTCT 21 59 71 22 263 23 58,981 59,992 46,100 38,500 6,026,905 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 6 21 194 TGAGCACAATGATCATTCACCCCACATGAAACAGGATGAGCACAATGATCATTCACCC TGTTGGATACTGTTCAGTGGGT 21 61 71 22 264 22 58,981 59,291 46,100 45,100 5,727,717 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 8 1 171 CCCACATGAAACAGGATGGAACAacacacatatatatatCCCACATGAAACAGGATGGAAC TGGATACTGTTCAGTGGGTCT 1 59 91 22 261 21 59,507 58,097 36,200 38,500 5,395,885 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 8 1 174 CCCACATGAAACAGGATGGAACAacacacatatatatatCCCACATGAAACAGGATGGAAC TGTTGGATACTGTTCAGTGGGT 1 61 91 22 264 22 59,507 59,291 36,200 45,100 5,202,139 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:20628:18309 1 114 68 15 1.5 AT ACACACATATATATATATATATATATATATATATATANA 0 0 10 3 174 CCCACATGAAACAGGATGGAACAacacacatatatatatCCCACATGAAACAGGATGGA TGTTGGATACTGTTCAGTGGGT 3 61 91 20 264 22 57,487 59,291 34,100 45,100 5,221,553 B 266 CATCTTCCATCACAGAGGGTATCACGTGACCCACACGATAAAGGAAGAAGAGGaaaaaaTGACATgggggTGAGCACAATGATCATTCACCCCACATGAAACAGGATGGAACAacacacatatatatatatatatatatatatatatatacacacacatatatatatacacacacatatatAGTTCTTGTACTTAATAAATGCATACAGTTACCTACTTAAGACTACAAAGGCGTCATTAAGACCCACTGAACAGTATCCAACATG

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 1 1 6 25 141 CAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCC CAGTCAGTCTGTCCTCGTCC AACAGATAGGAAGTGAGGCAGG 25 28 43 20 183 22 59,476 59,497 47,900 48,500 3,027,322 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 6 24 140 AGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCC AGTCAGTCTGTCCTCGTCCC AACAGATAGGAAGTGAGGCAGG 24 28 44 20 183 22 60,610 59,497 44,600 48,500 3,113,037 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 6 7 117 AGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCC AGTCAGTCTGTCCTCGTCCC GCAGAGGAAGGGAGGACAGA 24 7 44 20 160 20 60,610 60,616 44,600 34,100 1,225,792 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 6 7 118 CAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCC CAGTCAGTCTGTCCTCGTCC GCAGAGGAAGGGAGGACAGA 25 7 43 20 160 20 59,476 60,616 47,900 34,100 1,140,077 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 6 5 97 CTTCGGTCACTAGCCCTGCACTCActctctctctctctctctCTTCGGTCACTAGCCCTGC GCAGAGGAAGGGAGGACAGA 5 7 64 19 160 20 60,154 60,616 48,500 34,100 1,769,660 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:25144:42939 1 88 46 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 7 25 140 CAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCC CAGTCAGTCTGTCCTCGTCC ACAGATAGGAAGTGAGGCAGG 25 28 43 20 182 21 59,476 58,885 47,900 48,500 2,638,582 B 255 AGGTCAGTCATTACTCCCCAACTGTGATCTCAGATGGAAGGACAGTCAGTCTGTCCTCGTCCCCTTCGGTCACTAGCCCTGCACTCActctctctctctctctctctctctctctctcacacacacacacacaCTTTGTATCTGTCCTCCCTTCCTCTGCCCCTGCCTCACTTCCTATCTGTTTCACTATTATAACCCAATTTTCCCCAGAAATTTGAtttttCAGGTAATTAATCTGTCtaataataaATCTGA

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 1 1 Mar‐75 22 190 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGA TGTACAATATTGGTAAGCCATTGAC 22 48 35 25 224 25 58,284 57,672 25,700 31,800 14,044,561 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 Mar‐75 22 190 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGA TGTACAATATTGGTAAGCCATTGACT 22 47 35 25 224 26 58,284 58,884 25,700 34,100 13,832,359 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 Mar‐75 21 190 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGAA TGTACAATATTGGTAAGCCATTGACT 21 47 35 26 224 26 58,828 58,884 25,700 34,100 14,287,728 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 Mar‐75 4 141 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGAA AACCTGTCCTCCCACTTTGT 21 4 35 26 175 20 58,828 58,777 25,700 28,300 8,394,220 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 Mar‐75 4 141 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGA AACCTGTCCTCCCACTTTGT 22 4 35 25 175 20 58,284 58,777 25,700 28,300 7,938,851 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 4 1 139 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGA CCTGTCCTCCCACTTTGTAAC 22 1 35 25 173 21 58,284 58,220 25,700 25,000 9,495,790 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 Apr‐75 4 142 TTGTACATAACACCCAATCTGAATGAAAACAATaaa TTGTACATAACACCCAATCTGAATGA AACCTGTCCTCCCACTTTGT 22 4 34 26 175 20 58,828 58,777 25,700 28,300 8,394,220 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 5 0 139 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGA CCTGTCCTCCCACTTTGTAACT 22 0 35 25 173 22 58,284 59,628 25,700 22,400 9,088,456 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:2554:37102 1 82 70 15 2 AC CACACACACATGCATTCATGCATTGGCACACACACANA 0 0 5 0 139 TGTACATAACACCCAATCTGAATGAAAACAATaaaa TGTACATAACACCCAATCTGAATGAA CCTGTCCTCCCACTTTGTAACT 21 0 35 26 173 22 58,828 59,628 25,700 22,400 9,543,826 G 229 TGTAAGTTTTAAAAGGAAagagagTAGTATCTATTGTACATAACACCCAATCTGAATGAAAACAATaaaaaTGCTCCAACTcacacacacaTGCATTCATGCATTGGcacacacacacaCGcacacacacacacacacacacacacacacaAGTTACAAAGTGGGAGGACAGGTTAAGTCATTTAAAAGTCTAATAAAAGTCAATGGCTTACCAATATTGTACATTGAN

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 1 1 6 16 157 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT GTCACTGAAACAAAGCGGGA 16 36 15 20 171 20 60,179 58,695 31,600 51,400 1,484,121 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 16 158 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGTCACTGAAACAAAGCGGGA 16 36 15 20 172 21 60,179 60,134 31,600 51,400 1,313,140 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 16 254 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGTGAGATCGTACTGCACAGT 16 132 15 20 268 21 60,179 58,836 31,600 35,500 2,342,430 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 16 254 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGTGAGATCGTACTGCACAGTG 16 131 15 20 268 22 60,179 60,095 31,600 36,600 2,273,929 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 10 131 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT GACAGGACGAGACAAGGAGG 16 10 15 20 145 20 60,179 59,472 31,600 43,000 0.707391 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 9 129 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT CAGGACGAGACAAGGAGGG 16 9 15 20 143 19 60,179 59,106 31,600 43,000 2,072,707 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 6 9 130 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT ACAGGACGAGACAAGGAGGG 16 9 15 20 144 20 60,179 60,901 31,600 43,000 1,079,568 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 18 160 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG AGTCACTGAAACAAAGCGGGA 18 36 13 20 172 21 60,324 60,134 48,500 51,400 1,458,403 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 18 256 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG AGTGAGATCGTACTGCACAGTG 18 131 13 20 268 22 60,324 60,095 48,500 36,600 2,419,191 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 16 143 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT GCGGGATAGAGAGACAGGAC 16 22 15 20 157 20 60,179 59,044 31,600 38,500 1,134,826 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 10 133 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG GACAGGACGAGACAAGGAGG 18 10 13 20 145 20 60,324 59,472 48,500 43,000 0.852654 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 9 131 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG CAGGACGAGACAAGGAGGG 18 9 13 20 143 19 60,324 59,106 48,500 43,000 2,217,970 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 8 9 132 GTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAGTCTCTGACCCTCTCAGCCA CAGGACGAGACAAGGAGGG 19 9 12 20 143 19 60,613 59,106 47,500 43,000 2,507,078 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 10 18 146 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG AGCGGGATAGAGAGACAGGA 18 23 13 20 158 20 60,324 59,153 48,500 38,600 1,171,556 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 10 16 144 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGCGGGATAGAGAGACAGGA 16 23 15 20 158 20 60,179 59,153 31,600 38,600 1,026,293 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 19 243 GTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAGTCTCTGACCCTCTCAGCCA GCACAGTGAGAGAGTGAGGG 19 119 12 20 254 20 60,613 59,754 47,500 43,000 0.859378 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 18 242 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG GCACAGTGAGAGAGTGAGGG 18 119 13 20 254 20 60,324 59,754 48,500 43,000 0.570270 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 16 240 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT GCACAGTGAGAGAGTGAGGG 16 119 15 20 254 20 60,179 59,754 31,600 43,000 0.425007 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 12 236 ACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctct ACCCTCTCAGCCAGTTATCC GCACAGTGAGAGAGTGAGGG 12 119 19 20 254 20 58,498 59,754 25,900 43,000 1,747,668 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 12 237 GACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctcGACCCTCTCAGCCAGTTATCC GCACAGTGAGAGAGTGAGGG 12 119 18 21 254 20 59,585 59,754 25,900 43,000 1,660,636 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 12 11 236 ACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctct ACCCTCTCAGCCAGTTATCCT GCACAGTGAGAGAGTGAGGG 11 119 19 21 254 20 59,991 59,754 32,400 43,000 1,255,024 G 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 13 18 197 TCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAATCTCTGACCCTCTCAGCCAG AGAGTGAGAGGGAAAGAAGGAGA 18 71 13 20 209 23 60,324 59,923 48,500 37,100 3,400,969 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 13 16 195 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGAGTGAGAGGGAAAGAAGGAGA 16 71 15 20 209 23 60,179 59,923 31,600 37,100 3,255,706 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:26859:34869 1 51 65 15 2 AG CTCTCTCTCTCTCTCTGTGTGTGTCTCTGTCTCTGTCTNA 0 0 13 16 205 TCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAAcTCTGACCCTCTCAGCCAGTT AGAAGGAGAAAGAGTGAGAGGGA 16 81 15 20 219 23 60,179 59,923 31,600 42,000 3,255,706 D 287 tctctcTATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtCTCTGTCTCTGtctctctctctctctctctctctctctctcCCTCACATCCCCTCCTTGTCTCGTCCTGtctctcTATCCCGCTTTGTTTCAGTGACTATCTGTCACACTTTTCTCCTTCTTTCCCTCTCACTCTTTCTCCTTCTCTTTCAGTATCCTTCCCCTCActctctCACTGTGCAGTACGATCTCACTATCCTCCTCATTATTTGTC

ST‐E00142:460:H2K7HCCXY:6:2201:27651:31002 1 30 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 14 9 92 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagCAGAGACAGGGCAAGAAAGC TCCCTCTCTCTCACAATCTTTCTT 9 9 1 20 92 24 58,836 58,910 35,100 25,200 6,253,693 F 164 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagagagagagagagagagagagagagGGAGAGGGGAAGAAAGATTGTgagagagaGGGAagagagagagGAagagagagagagATAGGGCAACAAAGCTGTTgagagaGGgagagagagaGGGAGACAGGG

ST‐E00142:460:H2K7HCCXY:6:2201:27651:31002 1 30 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 8 92 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagCAGAGACAGGGCAAGAAAGC TCCCTCTCTCTCACAATCTTTCTTC 9 8 1 20 92 25 58,836 59,813 35,100 28,700 6,350,352 F 164 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagagagagagagagagagagagagagGGAGAGGGGAAGAAAGATTGTgagagagaGGGAagagagagagGAagagagagagagATAGGGCAACAAAGCTGTTgagagaGGgagagagagaGGGAGACAGGG

ST‐E00142:460:H2K7HCCXY:6:2201:27651:31002 1 30 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 15 9 92 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagCAGAGACAGGGCAAGAAAGC TCCCTCTCTCTCACAATCTTTCT 9 10 1 20 92 23 58,836 58,317 35,100 25,200 5,846,117 F 164 CAGAGACAGGGCAAGAAAGCCGGTGAGAAagagagagagagagagagagagagagagagGGAGAGGGGAAGAAAGATTGTgagagagaGGGAagagagagagGAagagagagagagATAGGGCAACAAAGCTGTTgagagaGGgagagagagaGGGAGACAGGG

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 1 1 3 17 185 TCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACTCACCACTCAGTCCAGCTCT GGTGATCTTGATAGTGGCGGA 69 17 70 20 254 21 60,179 59,587 40,900 55,400 1,591,660 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 19 181 CTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTT CTCAGTCCAGCTCTCCGTTC AGGGTGATCTTGATAGTGGCG 63 19 76 20 256 21 59,828 59,586 39,500 56,900 1,586,533 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 17 179 CTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTT CTCAGTCCAGCTCTCCGTTC GGTGATCTTGATAGTGGCGGA 63 17 76 20 254 21 59,828 59,587 39,500 55,400 1,585,062 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 1 162 CTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTT CTCAGTCCAGCTCTCCGTTC CGGAGAGACACACCATGGAG 63 1 76 20 237 20 59,828 59,826 39,500 38,600 0.346741 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 1 167 CACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCACCACTCAGTCCAGCTCTC CGGAGAGACACACCATGGAG 68 1 71 20 237 20 59,754 59,826 32,000 38,600 0.420476 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 1 168 TCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACTCACCACTCAGTCCAGCTCT CGGAGAGACACACCATGGAG 69 1 70 20 237 20 60,179 59,826 40,900 38,600 0.353339 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 5 1 130 CCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGA CCTTTGTGGCCACTCTCTCAA CGGAGAGACACACCATGGAG 30 1 108 21 237 20 60,203 59,826 30,200 38,600 1,377,195 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 1 130 CCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGA CCTTTGTGGCCACTCTCTCA CGGAGAGACACACCATGGAG 31 1 108 20 237 20 59,602 59,826 32,700 38,600 0.572330 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 0 129 CCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGA CCTTTGTGGCCACTCTCTCA GGAGAGACACACCATGGAGT 31 0 108 20 236 20 59,602 58,729 32,700 38,500 1,668,847 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 19 211 GGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCGT AGGGTGATCTTGATAGTGGCG 93 19 46 20 256 21 60,035 59,586 46,900 56,900 1,449,044 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 17 209 GGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCGT GGTGATCTTGATAGTGGCGGA 93 17 46 20 254 21 60,035 59,587 46,900 55,400 1,447,573 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 17 210 TGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCG GGTGATCTTGATAGTGGCGGA 94 17 45 20 254 21 60,035 59,587 46,300 55,400 1,447,670 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 1 192 GGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCGT CGGAGAGACACACCATGGAG 93 1 46 20 237 20 60,035 59,826 46,900 38,600 0.209252 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 1 193 TGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCG CGGAGAGACACACCATGGAG 94 1 45 20 237 20 60,035 59,826 46,300 38,600 0.209349 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 8 0 191 GGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTGGGAGTCTCAGAGTCTCCGT GGAGAGACACACCATGGAGT 93 0 46 20 236 20 60,035 58,729 46,900 38,500 1,305,770 F 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 9 34 240 CTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCA CTGCCACTCTATCTGGGAGTC GGTAGAGGGAAAGACAGGGTG 106 34 32 21 271 21 59,314 59,444 33,600 46,100 3,241,585 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 9 34 241 TCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTC TCTGCCACTCTATCTGGGAGT GGTAGAGGGAAAGACAGGGTG 107 34 31 21 271 21 59,711 59,444 38,500 46,100 2,844,764 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:29406:35449 1 159 58 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 9 34 243 TCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCG TCTCTGCCACTCTATCTGGGA GGTAGAGGGAAAGACAGGGTG 109 34 29 21 271 21 59,429 59,444 43,700 46,100 3,126,512 B 271 AGCGTCAGCAATCaaaaaTGTAAATGCTTCTCTGCCACTCTATCTGGGAGTCTCAGAGTCTCCGTCACATCACCACTCAGTCCAGCTCTCCGTTCCCCTGATTTACGCCTTTGTGGCCActctctCAAATATTTGCCTTCCCCGAAAGtctctcTGTAtctctctctctctctctctctctctctctcTAtctctctctctctctctctctctctcACTCCATGgtgtgtCTCTCCGCCACTATCAAGATCACCCTGTCTTTCCCTCTACC

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 187 70 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 0 1 19 4 130 AGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagaAGAGCCAGCAGATGAAGGAAC ACTCTCTCTCCCTCTATCTATCTCT 10 4 156 21 285 25 60,066 58,425 36,200 31,000 7,640,975 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 187 70 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 0 0 20 4 128 GCCAGCAGATGAAGGAACTGaaaaaGAAagagagag GCCAGCAGATGAAGGAACTG CACTCTCTCTCCCTCTATCTATCTCT 8 4 159 20 286 26 58,907 59,558 31,600 31,000 7,535,083 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 187 70 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 0 0 20 4 131 AGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagaAGAGCCAGCAGATGAAGGAAC CACTCTCTCTCCCTCTATCTATCTCT 10 4 156 21 286 26 60,066 59,558 36,200 31,000 7,507,487 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 140 117 15 3 AG GAGAGAGAGAGAGAGAAGAGCCAGCAGATGAAG NA 0 1 18 6 173 ACGCAGACAGCAGAATCAGTCACAGTgagagagagagACGCAGACAGCAGAATCAGT CACTCTCTCTCCCTCTATCTATCT 6 6 114 20 286 24 59,680 57,373 34,100 19,800 6,946,815 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 140 117 15 3 AG GAGAGAGAGAGAGAGAAGAGCCAGCAGATGAAG NA 0 0 19 4 172 ACGCAGACAGCAGAATCAGTCACAGTgagagagagagACGCAGACAGCAGAATCAGT ACTCTCTCTCCCTCTATCTATCTCT 6 4 114 20 285 25 59,680 58,425 34,100 31,000 6,895,139 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 140 117 15 3 AG GAGAGAGAGAGAGAGAAGAGCCAGCAGATGAAG NA 0 0 20 4 173 ACGCAGACAGCAGAATCAGTCACAGTgagagagagagACGCAGACAGCAGAATCAGT CACTCTCTCTCCCTCTATCTATCTCT 6 4 114 20 286 26 59,680 59,558 34,100 31,000 6,761,651 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 1 18 6 280 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG CACTCTCTCTCCCTCTATCTATCT 70 6 7 20 286 24 59,754 57,373 50,300 19,800 6,873,174 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 19 4 279 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG ACTCTCTCTCCCTCTATCTATCTCT 70 4 7 20 285 25 59,754 58,425 50,300 31,000 6,821,497 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 19 0 210 GACAGCAGATTCTGAAACCGCgagagagagagaGTGAGACAGCAGATTCTGAAACCGC ACTCTCTCTCCCTCTATCTATCTCT 0 4 76 21 285 25 59,871 58,425 56,800 31,000 7,704,848 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 20 4 280 AAACAGAGCCagagagagCGGGGACAGGATAATTGAAAACAGAGCCAGAGAGAGCG CACTCTCTCTCCCTCTATCTATCTCT 70 4 7 20 286 26 59,754 59,558 50,300 31,000 6,688,010 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 20 0 210 ACAGCAGATTCTGAAACCGCgagagagagagaGTGAT ACAGCAGATTCTGAAACCGC CACTCTCTCTCCCTCTATCTATCTCT 0 4 77 20 286 26 58,840 59,558 56,800 31,000 7,602,060 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:2991:28505 1 97 160 15 4 AG GAGAGAGAGAGAGTGATACGCAGACAGCAGAATC NA 0 0 20 0 211 GACAGCAGATTCTGAAACCGCgagagagagagaGTGAGACAGCAGATTCTGAAACCGC CACTCTCTCTCCCTCTATCTATCTCT 0 4 76 21 286 26 59,871 59,558 56,800 31,000 7,571,361 G 287 ATTCAGAAACAGAGCCagagagagCGGGGACAGGATAATTGAGAATCAGTGAGAGTGAGATTGAGAGTGAACGGGGACAGCAGATTCTGAAACCGCgagagagagagaGTGATACGCAGACAGCAGAATCAGTCACAGTgagagagagagagagaAGAGCCAGCAGATGAAGGAACTGaaaaaGAAagagagagagagagagagagagagagagagATAGGgagagagagaTagagagagagagagagATagagagGGATAGAGATAGATAGAGGgagagagaGTGN

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 1 1 2 55 240 ATTAATTGACGGCCTGAACCCCAATACGGAAGACA ATTAATTGACGGCCTGAACCC ATGCAGCGACAGTGAAGTAA 55 97 25 21 264 20 58,625 57,544 41,100 22,400 4,830,819 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 237 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC GCAGCGACAGTGAAGTAAAGG 55 94 26 20 262 21 58,171 59,539 41,100 31,100 3,290,106 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 238 ATTAATTGACGGCCTGAACCCCAATACGGAAGACA ATTAATTGACGGCCTGAACCC GCAGCGACAGTGAAGTAAAGG 55 94 25 21 262 21 58,625 59,539 41,100 31,100 3,836,273 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 238 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC TGCAGCGACAGTGAAGTAAAG 55 95 26 20 263 21 58,171 58,865 41,100 18,500 3,964,118 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 240 AATTAATTGACGGCCTGAACCCCAATACGGAAGAC AATTAATTGACGGCCTGAACCC TGCAGCGACAGTGAAGTAAAG 55 95 24 22 263 21 59,242 58,865 41,100 18,500 4,893,562 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 240 GAATTAATTGACGGCCTGAACCCCAATACGGAAGA GAATTAATTGACGGCCTGAACCC GCAGCGACAGTGAAGTAAAGG 55 94 23 23 262 21 60,181 59,539 41,100 31,100 4,642,617 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 241 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC TTATGCAGCGACAGTGAAGT 55 99 26 20 266 20 58,171 57,544 41,100 30,100 4,284,653 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 55 242 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC TTTATGCAGCGACAGTGAAGT 55 99 26 20 267 21 58,171 58,234 41,100 30,100 4,595,292 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 24 167 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC GGTGGTAATGTTCCCATGTGC 55 24 26 20 192 21 58,171 59,524 41,100 45,700 3,305,467 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 16 159 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC TGTTCCCATGTGCATGTTGTG 55 16 26 20 184 21 58,171 59,659 41,100 33,300 3,169,548 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 3 2 145 TTAATTGACGGCCTGAACCCCAATACGGAAGACAA TTAATTGACGGCCTGAACCC TGTTGTGCTTGTCCTTCGAGA 55 2 26 20 170 21 58,171 59,862 41,100 40,400 2,967,048 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 4 16 123 TGATTAGATTGTGGTCGCTGAGATAAGgagagaGCG TGATTAGATTGTGGTCGCTGAGA TGTTCCCATGTGCATGTTGTG 16 16 62 23 184 21 59,553 59,659 32,700 33,300 4,787,798 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 4 10 192 TGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagTGTGGTCGCTGAGATAAGGA GCAGCGACAGTGAAGTAAAGG 10 94 71 20 262 21 58,153 59,539 33,600 31,100 3,308,455 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 4 2 109 TGATTAGATTGTGGTCGCTGAGATAAGgagagaGCG TGATTAGATTGTGGTCGCTGAGA TGTTGTGCTTGTCCTTCGAGA 16 2 62 23 170 21 59,553 59,862 32,700 40,400 4,585,298 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 4 2 109 TGATTAGATTGTGGTCGCTGAGATAAGgagagaGCG TGATTAGATTGTGGTCGCTGAG TGTTGTGCTTGTCCTTCGAGA 17 2 62 22 170 21 58,215 59,862 33,500 40,400 4,923,555 B 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 5 9 192 TGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagTGTGGTCGCTGAGATAAGGAG GCAGCGACAGTGAAGTAAAGG 9 94 71 21 262 21 59,249 59,539 36,900 31,100 3,212,478 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 7 3 108 CGCTGAGATAAGgagagaGCGAGGgagagagagagagaCGCTGAGATAAGGAGAGAGCG TGTTCCCATGTGCATGTTGTG 3 16 77 21 184 21 60,069 59,659 50,300 33,300 2,409,864 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 7 3 116 CGCTGAGATAAGgagagaGCGAGGgagagagagagagaCGCTGAGATAAGGAGAGAGCG GGTGGTAATGTTCCCATGTGC 3 24 77 21 192 21 60,069 59,524 50,300 45,700 2,545,784 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 7 3 186 CGCTGAGATAAGgagagaGCGAGGgagagagagagagaCGCTGAGATAAGGAGAGAGCG GCAGCGACAGTGAAGTAAAGG 3 94 77 21 262 21 60,069 59,539 50,300 31,100 2,530,423 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:32664:7796 1 101 47 15 1.5 AG GAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGNA 0 0 7 2 94 CGCTGAGATAAGgagagaGCGAGGgagagagagagagaCGCTGAGATAAGGAGAGAGCG TGTTGTGCTTGTCCTTCGAGA 3 2 77 21 170 21 60,069 59,862 50,300 40,400 2,207,365 F 284 ATCAAACTTCTTAATAAGTCTTGAATTAATTGACGGCCTGAACCCCAATACGGAAGACAATTGATTAGATTGTGGTCGCTGAGATAAGgagagaGCGAGGgagagagagagagagaTagagagagagagagagagagagagagagagCATCTCGAAGGACAAGCACAACATGCACATGGGAACATTACCACCTGGAAGTTCTCCTCCAAACTacacacCATCCTGAATTGCAATGATACTACCTTTACTTCACTGTCGCTGCATaaaaaTCCTGGAACTCCCTA

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 12 1 187 TCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATC TCCTGTCTGGCTGACTCTCT TGAGAGATAGACGGAGAGAGGC 104 1 29 20 215 22 59,592 60,224 31,000 47,000 2,631,954 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 24 209 TCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATC TCCTGTCTGGCTGACTCTCT GGGAGAGAAAGGGAGAGACAC 104 24 29 20 237 21 59,592 59,171 31,000 36,700 2,236,123 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 133 CCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATCCCTATCAATCTCTCTCAAACTCTGT AGAGATAGACGGAGAGAGGCA 46 0 81 26 213 21 59,902 59,228 34,100 47,500 7,869,977 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 134 TCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATCCCTATCAATCTCTCTCAAACTCT AGAGATAGACGGAGAGAGGCA 48 0 80 25 213 21 58,561 59,228 32,400 47,500 8,211,340 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 134 TCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATCCCTATCAATCTCTCTCAAACTCTG AGAGATAGACGGAGAGAGGCA 47 0 80 26 213 21 59,677 59,228 33,500 47,500 8,095,335 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 185 TCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATC TCCTGTCTGGCTGACTCTCT AGAGATAGACGGAGAGAGGCA 104 0 29 20 213 21 59,592 59,228 31,000 47,500 2,179,382 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 192 tctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTCTCTCTTCCTGTCTGGCTGA AGAGATAGACGGAGAGAGGCA 110 0 22 21 213 21 59,924 59,228 42,600 47,500 2,848,040 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 25 209 TCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATC TCCTGTCTGGCTGACTCTCT GGGAGAGAAAGGGAGAGACA 104 25 29 20 237 20 59,592 57,760 31,000 34,100 2,647,210 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:7212:12472 1 153 40 15 1.5 AG TCTCTCTCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 0 186 TCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATC TCCTGTCTGGCTGACTCTCT GAGAGATAGACGGAGAGAGGCA 104 0 29 20 214 22 59,592 60,224 31,000 47,500 2,631,954 F 269 CTCCctctctctCAGTCATtctctctcTTCCTGTCTGGCTGActctctAATTCTTTCTCAATTTATCTCTGtctctcATTCCCTATCAAtctctctcAAACTCTGTCTATAtttttttATATTTTATGTCTATCTCTGCCCCTCACTTCCTGtctctctcATtctctctctctctctctctctctctctctcTGCctctctCCGTCTAtctctcATGTGtctctcCCTTtctctcCCCCTTACTCTGTTtctctctctcTTTCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 1 1 5 0 135 acaGAAATGCAAAGGCGTGCGCACCGAATcacacaG ACAGAAATGCAAAGGCGTGC CCAATGAATGTGTGCGTCTCG 46 0 148 20 282 21 60,319 60,202 53,400 40,400 1,520,909 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 5 0 160 TGCGTTTGTTcacacaGCATcacacacaGAAATGCAAA TGCGTTTGTTCACACAGCAT CCAATGAATGTGTGCGTCTCG 71 0 123 20 282 21 59,262 60,202 37,900 40,400 1,939,758 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 5 0 161 ATGCGTTTGTTcacacaGCATcacacacaGAAATGCAA ATGCGTTTGTTCACACAGCA CCAATGAATGTGTGCGTCTCG 72 0 122 20 282 21 59,262 60,202 44,100 40,400 1,939,758 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 5 0 269 TGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAATGCAGAGTGACAACAACAATGT CCAATGAATGTGTGCGTCTCG 178 0 14 22 282 21 58,984 60,202 27,100 40,400 4,217,985 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 5 0 272 TCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTCATGCAGAGTGACAACAACA CCAATGAATGTGTGCGTCTCG 182 0 11 21 282 21 58,083 60,202 33,300 40,400 4,118,594 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 5 0 273 CTCATGCAGAGTGacaacaacaATGtctctcACACaaaa CTCATGCAGAGTGACAACAACA CCAATGAATGTGTGCGTCTCG 182 0 10 22 282 21 59,126 60,202 33,300 40,400 4,076,040 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 6 0 137 acacaGAAATGCAAAGGCGTGCGCACCGAATcacacaACACAGAAATGCAAAGGCGT CCAATGAATGTGTGCGTCTCG 48 0 146 20 282 21 58,968 60,202 56,800 40,400 2,233,968 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 7 0 226 AAGACCACGCACGCACAAAATGACACTcacacaATG AAGACCACGCACGCACAAA CCAATGAATGTGTGCGTCTCG 138 0 57 19 282 21 61,110 60,202 28,300 40,400 3,311,693 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 7 0 230 AAACAAGACCACGCACGCACAAAATGACACTcacac AAACAAGACCACGCACGCA CCAATGAATGTGTGCGTCTCG 142 0 53 19 282 21 61,110 60,202 52,400 40,400 3,311,693 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 8 0 116 CGCACCGAATcacacaGACTCAAacacacATCGATGCACGCACCGAATCACACAGACT CCAATGAATGTGTGCGTCTCG 27 0 167 20 282 21 60,667 60,202 32,400 40,400 1,869,441 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 8 0 183 CCGAAACTCAGGCAAACACAATATGCGTTTGTTcac CCGAAACTCAGGCAAACACA CCAATGAATGTGTGCGTCTCG 94 0 100 20 282 21 58,979 60,202 37,200 40,400 2,223,156 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8024:13281 1 214 48 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 8 0 227 CAAGACCACGCACGCACAAAATGACACTcacacaATGCAAGACCACGCACGCACAAA CCAATGAATGTGTGCGTCTCG 138 0 56 20 282 21 62,316 60,202 28,300 40,400 3,518,315 G 282 GCTCAAACACTCATGCAGAGTGacaacaacaATGtctctcACACaaaaaaTAAAACAAGACCACGCACGCACAAAATGACACTcacacaATGAAATACTCCGAAACTCAGGCAAACACAATATGCGTTTGTTcacacaGCATcacacacaGAAATGCAAAGGCGTGCGCACCGAATcacacaGACTCAAacacacATCGATGCACATACACAAacacacacacacacacacacacacacacacAGAAAAacacacacacacCGAGACGcacacaTTCATTGG

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 10 4 106 AACCATGGTGCTTCACAGGGGCATTATCAAACAAA AACCATGGTGCTTCACAGGG TCCCTCGCTCACTGTCTCTT 32 4 138 20 243 20 60,540 60,251 44,500 28,500 0.791750 A 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 4 154 GGGaacaacaacTTGCATTGGTATAGCACCTACAAGCGGGAACAACAACTTGCATTGGT TCCCTCGCTCACTGTCTCTT 78 4 90 22 243 20 60,159 60,251 36,700 28,500 2,410,357 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 4 207 TGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGTGGCTCCATTGAAGACTTCCC TCCCTCGCTCACTGTCTCTT 132 4 37 21 243 20 59,995 60,251 39,700 28,500 1,256,130 B 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 4 243 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTAGGTACAGCATTAATGTGTGTCAC TCCCTCGCTCACTGTCTCTT 165 4 1 24 243 20 59,305 60,251 36,700 28,500 4,946,841 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 105 AACCATGGTGCTTCACAGGGGCATTATCAAACAAA AACCATGGTGCTTCACAGGG CCCTCGCTCACTGTCTCTTG 32 3 138 20 242 20 60,540 60,109 44,500 30,200 0.649263 A 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 106 GAACCATGGTGCTTCACAGGGGCATTATCAAACAA GAACCATGGTGCTTCACAGG CCCTCGCTCACTGTCTCTTG 33 3 137 20 242 20 59,116 60,109 40,000 30,200 0.992731 A 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 153 GGGaacaacaacTTGCATTGGTATAGCACCTACAAGCGGGAACAACAACTTGCATTGGT CCCTCGCTCACTGTCTCTTG 78 3 90 22 242 20 60,159 60,109 36,700 30,200 2,267,869 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 153 GGGaacaacaacTTGCATTGGTATAGCACCTACAAGCGGGAACAACAACTTGCATTGG CCCTCGCTCACTGTCTCTTG 79 3 90 21 242 20 58,517 60,109 31,600 30,200 2,591,762 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 206 TGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGTGGCTCCATTGAAGACTTCCC CCCTCGCTCACTGTCTCTTG 132 3 37 21 242 20 59,995 60,109 39,700 30,200 1,113,643 B 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 209 TGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGTGGCTCCATTGAAGACT CCCTCGCTCACTGTCTCTTG 136 3 34 20 242 20 58,933 60,109 32,400 30,200 1,176,193 B 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 242 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTAGGTACAGCATTAATGTGTGTCA CCCTCGCTCACTGTCTCTTG 166 3 1 23 242 20 58,095 60,109 35,800 30,200 5,014,327 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:8359:39563 1 190 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 3 242 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTAGGTACAGCATTAATGTGTGTCAC CCCTCGCTCACTGTCTCTTG 165 3 1 24 242 20 59,305 60,109 36,700 30,200 4,804,353 F 262 AGGTACAGCATTAAtgtgtgTCACAAGAGAAAATGGTGGCTCCATTGAAGACTTCCCTTTACCTCTGTTTTGGGGAAGAAGGGGCTGAGGGGaacaacaacTTGCATTGGTATAGCACCTACAAGCTAATAACAAAGAACCATGGTGCTTCACAGGGGCATTATCAAACAAAATATCACACTGAGGTGTgagagagagagagagagagagagagagagaGGGCAAGAGACAGTGAGCGAGGGACagagagagagAAAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 1 1 2 0 115 tttACCTCTGACTTCCCTTTGATATTCAAACAAACTCT TTTACCTCTGACTTCCCTTTGAT TGTCTTATTCTGTGAAGAAGGGC 29 0 54 23 168 23 57,157 58,420 25,700 51,900 10,422,888 F 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 2 0 147 ATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCATGGAACTCCTACAAGATGCAA TGTCTTATTCTGTGAAGAAGGGC 62 0 22 22 168 23 57,425 58,420 40,800 51,900 9,154,543 F 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 3 0 111 CCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACCTCTGACTTCCCTTTGATATTCA TGTCTTATTCTGTGAAGAAGGGC 24 0 58 24 168 23 58,006 58,420 25,700 51,900 10,574,119 B 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 3 0 112 ACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACCTCTGACTTCCCTTTGATATTCA TGTCTTATTCTGTGAAGAAGGGC 24 0 57 25 168 23 59,511 58,420 25,700 51,900 10,068,788 B 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 3 0 113 ACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACCTCTGACTTCCCTTTGATATTCA TTGTCTTATTCTGTGAAGAAGGGC 24 0 57 25 169 24 59,511 58,996 25,700 51,900 10,492,723 B 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 4 0 146 TGGAACTCCTACAAGATGCAAAATGTTTCtttttACCT TGGAACTCCTACAAGATGCAAA TGTCTTATTCTGTGAAGAAGGGC 61 0 23 22 168 23 57,634 58,420 36,800 51,900 8,945,383 F 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2201:9008:48142 1 106 40 15 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 4 0 147 TGGAACTCCTACAAGATGCAAAATGTTTCtttttACCT TGGAACTCCTACAAGATGCAAA TTGTCTTATTCTGTGAAGAAGGGC 61 0 23 22 169 24 57,634 58,996 36,800 51,900 9,369,318 F 185 TATATCCTTTTCTGTTTACTTATGGAACTCCTACAAGATGCAAAATGTTTCtttttACCTCTGACTTCCCTTTGATATTCAAACAAACTCTCAACACATACACATacacacacAGacacacacacacacacacacacacacacacGCCCTTCTTCACAGAATAAGACAATATTCCCCaaaaaTAT

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 35 170 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA AGGCAAAGACACAGGCACG 35 66 8 20 177 19 57,477 60,894 26,900 53,400 4,416,644 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 35 171 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA CAGGCAAAGACACAGGCAC 35 67 8 20 178 19 57,477 59,344 26,900 50,100 4,179,277 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 35 171 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA CAGGCAAAGACACAGGCACG 35 66 8 20 178 20 57,477 62,122 26,900 53,400 4,644,400 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 105 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAAT TACATGCAGACACAGGCACG 34 0 8 21 112 20 57,957 60,670 25,700 53,400 3,713,109 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 105 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA TACATGCAGACACAGGCACG 35 0 8 20 112 20 57,477 60,670 26,900 53,400 3,193,074 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 105 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAATT TACATGCAGACACAGGCACG 33 0 8 22 112 20 58,599 60,670 23,200 53,400 4,071,421 B 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 35 153 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA CGCACACACAGACATTGACA 35 48 8 20 160 20 57,477 59,063 26,900 35,800 3,459,436 F 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 35 155 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA CACGCACACACAGACATTGA 35 50 8 20 162 20 57,477 59,063 26,900 25,700 3,459,436 F 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:13727:8359 1 63 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 35 156 ACCAAATTGCGCACATTCAATTTTCCTTTGATATaca ACCAAATTGCGCACATTCAA GCACGCACACACAGACATTG 35 51 8 20 163 20 57,477 60,658 26,900 28,200 3,181,079 F 224 ATTTTATACCAAATTGCGCACATTCAATTTTCCTTTGATATacacacTAGGAGTAACTTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGTCTGCATGTATAtgtctgtctgtcTTTTAGtgtctgtctgtcAATGTCtgtgtgtgCGTGCCTGTGTCTTTGCCTGCCCgtgtgtgtgtctgtctgtctgtCAgtgtgtCTATGTGTAAGTG

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 12 112 ATGTGCGTGTGGAGAGTGAGATAATGTGAGACAG ATGTGCGTGTGGAGAGTGAG GTCATCCGCAGAAACACTCA 23 12 63 20 174 20 60,038 58,204 35,100 34,100 1,833,650 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 111 GTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGCGTGTGGAGAGTGAGAT AGTCATCCGCAGAAACACTCA 21 12 65 20 175 21 59,755 59,656 27,500 34,100 1,589,432 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 113 ATGTGCGTGTGGAGAGTGAGATAATGTGAGACAG ATGTGCGTGTGGAGAGTGAG AGTCATCCGCAGAAACACTCA 23 12 63 20 175 21 60,038 59,656 35,100 34,100 1,382,321 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 159 GAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgt GAGCATGTGGGTTTCAGTGC AGTCATCCGCAGAAACACTCA 69 12 17 20 175 21 59,758 59,656 44,000 34,100 1,586,456 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 30 190 CTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATG CTGCATGTGAGAGCATGTGG ACCTCACATGTAAACACACATAGT 79 30 7 20 196 24 59,267 58,135 41,700 21,200 6,598,235 F 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 29 190 CTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATG CTGCATGTGAGAGCATGTGG ACCTCACATGTAAACACACATAGTC 79 29 7 20 196 25 59,267 59,068 41,700 25,900 6,665,453 F 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 168 TGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGC TGCATGTGAGAGCATGTGGG AGTCATCCGCAGAAACACTCA 78 12 8 20 175 21 60,679 59,656 46,100 34,100 2,023,122 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 30 193 TGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGC TGTCTGCATGTGAGAGCATGT ACCTCACATGTAAACACACATAGT 81 30 4 21 196 24 59,997 58,135 32,100 21,200 6,867,858 F 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 12 167 GCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCAGCATGTGAGAGCATGTGGGT AGTCATCCGCAGAAACACTCA 77 12 9 20 175 21 60,679 59,656 45,100 34,100 2,023,441 B 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14265:40161 1 106 37 15 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 12 120 AgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGA AGTGTGTATGTGCGTGTGGA AGTCATCCGCAGAAACACTCA 30 12 56 20 175 21 59,609 59,656 40,200 34,100 1,735,666 F 234 ACATGTCTGCATGTGAGAGCATGTGGGTTTCAGTGCGCATGCATATGTAtgtgtgAgtgtgtATGTGCGTGTGGAGAGTGAGATAATGTGAGACAGCTTGTGAGAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACTTGAGTGTTTCTGCGGATGACTAtgtgtgTTTACATGTGAGGTTTATAAGACAttttttAAGATATGTGGCTTCGCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 1 1 5 16 148 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA GCTACACACGTGACGGACA 47 16 3 20 150 19 59,606 60,008 35,300 40,200 1,402,386 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 6 14 137 GGCAGTTCCATCAATGAAATGCTTCACAACACCAATGGCAGTTCCATCAATGAAATGCT CTACACACGTGACGGACACC 34 14 13 23 149 20 60,119 60,662 37,900 41,600 3,781,258 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 6 14 147 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA CTACACACGTGACGGACACC 47 14 3 20 149 20 59,606 60,662 35,300 41,600 1,056,566 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 6 14 148 TCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTC TCACTCAGTCAGGCAGTTCC CTACACACGTGACGGACACC 48 14 2 20 149 20 59,318 60,662 36,200 41,600 1,344,107 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 114 TCACAACACCAATACACAGGGGAAGAATGGTGTGc TCACAACACCAATACACAGGG CTACACACGTGACGGACACC 13 14 36 21 149 20 58,143 60,662 44,500 41,600 3,519,857 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 46 15 2 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 7 14 138 AGGCAGTTCCATCAATGAAATGCTTCACAACACCAAAGGCAGTTCCATCAATGAAATGC CTACACACGTGACGGACACC 35 14 12 23 149 20 60,119 60,662 35,600 41,600 3,781,258 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 1 7 13 192 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA TTGCACACATTACACACACGT 47 13 3 20 194 21 59,606 58,990 35,300 44,900 2,404,689 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 191 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA TGCACACATTACACACACGT 47 13 3 20 193 20 59,606 58,342 35,300 44,900 2,052,014 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 192 TCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTC TCACTCAGTCAGGCAGTTCC TGCACACATTACACACACGT 48 13 2 20 193 20 59,318 58,342 36,200 44,900 2,339,556 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 14 3 181 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA ACACACACGTACACGCTACA 47 3 3 20 183 20 59,606 59,619 35,300 27,400 0.775637 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 14 3 182 TCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTC TCACTCAGTCAGGCAGTTCC ACACACACGTACACGCTACA 48 3 2 20 183 20 59,318 59,619 36,200 27,400 1,063,178 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:15625:57882 1 70 91 15 3 AC CACACACACACACGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 180 CACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACACTCAGTCAGGCAGTTCCA CACACACGTACACGCTACAC 47 2 3 20 182 20 59,606 59,226 35,300 29,000 1,168,290 G 197 GTCACTCAGTCAGGCAGTTCCATCAATGAAATGCTTCACAACACCAATACACAGGGGAAGAATGGTGTGcacacacacacaCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGCAGGGTgggggggTGTCCGTCACgtgtgtAGCgtgtgtgtgtGCGTGTAGCGTGTACgtgtgtgtAAtgtgtgCAAAGC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 14 18 128 GTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGTCTCGCACTCACCTCTCAC GTGTGTGATTGCGTGTGTGG 40 18 10 20 137 20 60,110 60,317 35,100 41,700 0.426442 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 18 129 AGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTAGTCTCGCACTCACCTCTCA GTGTGTGATTGCGTGTGTGG 41 18 9 20 137 20 60,251 60,317 32,700 41,700 0.567882 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 18 130 CAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACCAGTCTCGCACTCACCTCTC GTGTGTGATTGCGTGTGTGG 42 18 8 20 137 20 59,830 60,317 32,000 41,700 0.487053 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 42 177 CAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACCAGTCTCGCACTCACCTCTC TGGGAGTGGGCAACTAGAGT 42 65 8 20 184 20 59,830 60,179 32,000 32,400 0.349019 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 40 174 GTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGTCTCGCACTCACCTCTCAC GGGAGTGGGCAACTAGAGTG 40 64 10 20 183 20 60,110 59,749 35,100 35,100 0.360018 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 40 175 GTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGTCTCGCACTCACCTCTCAC TGGGAGTGGGCAACTAGAGT 40 65 10 20 184 20 60,110 60,179 35,100 32,400 0.288407 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 42 228 CAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACCAGTCTCGCACTCACCTCTC AGAGTGTGACTGAGCGTGTG 42 83 8 20 202 20 59,830 59,969 32,000 38,200 0.201430 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 40 226 GTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGTCTCGCACTCACCTCTCAC AGAGTGTGACTGAGCGTGTG 40 83 10 20 202 20 60,110 59,969 35,100 38,200 0.140818 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 40 226 GTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGTCTCGCACTCACCTCTCAC AGAGTGTGACTGAGCGTGTG 40 83 10 20 202 20 60,110 59,969 35,100 38,200 0.140818 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 21 49 242 acacGCAGTCTCGCACTCACCTCTcacacaCTCAATCG ACACGCAGTCTCGCACTC TGGGCAACTAGAGTGTGACTG 49 58 3 18 178 21 60,050 59,656 35,100 35,100 3,394,423 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 21 48 241 cacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGC CACGCAGTCTCGCACTCA TGGGCAACTAGAGTGTGACTG 48 58 4 18 178 21 60,050 59,656 34,100 35,100 3,394,515 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:16193:7673 1 70 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 21 47 240 acGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCAACGCAGTCTCGCACTCAC TGGGCAACTAGAGTGTGACTG 47 58 5 18 178 21 60,050 59,656 35,100 35,100 3,394,423 F 245 acacacGCAGTCTCGCACTCACCTCTcacacaCTCAATCGCACACTTGCACTCCCCTCCCTCTCACACTcacacacacacacacacacacacacacacaAACTCTCGCAATCCCCTCCcacacaCGCAATcacacaCGccccccccccccccccGCTCAGTCACACTCTAGTTGCCCACTCCCACACGCTCAGTCACACTCTCGCTGCCCACTCCCACACGCTCAGTCACACTCTAGTTGCCCAC

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 1 1 15 42 190 TGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGTGTGCTGGAAATACTGTGCA TGTGTGTATGTGCATGTGTGT 54 42 9 20 198 21 57,731 58,430 45,700 37,200 4,838,897 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 15 42 191 CTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTCTGTGCTGGAAATACTGTGCA TGTGTGTATGTGCATGTGTGT 54 42 8 21 198 21 58,846 58,430 45,700 37,200 4,723,780 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 15 42 192 TCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTCTGTGCTGGAAATACTGTGCA TGTGTGTATGTGCATGTGTGT 54 42 7 22 198 21 60,224 58,430 45,700 37,200 4,794,634 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 15 12 148 ACGCTGAGCAAACACATacacacacATAAATGcacaca ACGCTGAGCAAACACATACA TGTGTGTATGTGCATGTGTGT 12 42 51 20 198 21 58,122 58,430 22,900 37,200 4,447,772 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 15 11 148 ACGCTGAGCAAACACATacacacacATAAATGcacaca ACGCTGAGCAAACACATACAC TGTGTGTATGTGCATGTGTGT 11 42 51 21 198 21 59,469 58,430 29,000 37,200 4,101,284 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 15 10 147 CGCTGAGCAAACACATacacacacATAAATGcacacac CGCTGAGCAAACACATACACA TGTGTGTATGTGCATGTGTGT 10 42 52 21 198 21 59,469 58,430 37,200 37,200 4,100,855 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 19 11 138 ACGCTGAGCAAACACATacacacacATAAATGcacaca ACGCTGAGCAAACACATACAC TGCATGTGTGTAATTGTGTCTGT 11 30 51 21 188 23 59,469 59,118 29,000 34,100 5,413,437 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 19 10 137 CGCTGAGCAAACACATacacacacATAAATGcacacac CGCTGAGCAAACACATACACA TGCATGTGTGTAATTGTGTCTGT 10 30 52 21 188 23 59,469 59,118 37,200 34,100 5,413,008 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:18741:15777 1 83 53 15 1.5 AC CACACACACACACACACACACACACACACAAACACANA 0 0 19 10 139 CGCTGAGCAAACACATacacacacATAAATGcacacac CGCTGAGCAAACACATACACA TGTGCATGTGTGTAATTGTGTCT 10 32 52 21 190 23 59,469 59,118 37,200 34,100 5,413,008 F 198 CCTGTTTCTGTGCTGGAAATACTGTGCAATTGAATGTAAATTTGAGAAATACGCTGAGCAAACACATacacacacATAAATGcacacacacacacacacacacacacacacaAacacacacacacacacacacacAGACACAATTacacacAGACACAATTacacacAGACACAATTacacacATGCACATacacacA

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 13 119 GCTCTGCATGAGACTCGTCACCTCACCCTATTGACA GCTCTGCATGAGACTCGTCA GCTCACAGACACACATACACAG 34 13 46 20 164 22 59,828 59,266 43,500 36,600 2,905,680 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 13 121 GTGCTCTGCATGAGACTCGTCACCTCACCCTATTGA GTGCTCTGCATGAGACTCGT GCTCACAGACACACATACACAG 36 13 44 20 164 22 60,109 59,266 41,800 36,600 2,842,450 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 13 151 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC GCTCACAGACACACATACACAG 67 13 14 19 164 22 59,625 59,266 42,600 36,600 4,108,499 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 14 121 GTGCTCTGCATGAGACTCGTCACCTCACCCTATTGA GTGCTCTGCATGAGACTCGT GCTCACAGACACACATACACA 36 14 44 20 164 21 60,109 58,246 41,800 37,200 2,863,370 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 14 151 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC GCTCACAGACACACATACACA 67 14 14 19 164 21 59,625 58,246 42,600 37,200 4,129,419 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 141 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC ACACATACACAGACACACATCCA 67 2 14 19 154 23 59,625 59,929 42,600 34,100 4,445,825 F 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 1 16 0 177 GCTCTGCATGAGACTCGTCACCTCACCCTATTGACA GCTCTGCATGAGACTCGTCA ACACTCACAGACACACGCAG 34 0 46 20 222 20 59,828 60,528 43,500 51,800 0.700594 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 0 16 0 178 TGCTCTGCATGAGACTCGTCACCTCACCCTATTGAC TGCTCTGCATGAGACTCGTC ACACTCACAGACACACGCAG 35 0 45 20 222 20 59,828 60,528 42,000 51,800 0.700594 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 0 16 0 179 GTGCTCTGCATGAGACTCGTCACCTCACCCTATTGA GTGCTCTGCATGAGACTCGT ACACTCACAGACACACGCAG 36 0 44 20 222 20 60,109 60,528 41,800 51,800 0.637364 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 0 16 0 209 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC ACACTCACAGACACACGCAG 67 0 14 19 222 20 59,625 60,528 42,600 51,800 1,903,413 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 0 18 2 211 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC ACACACTCACAGACACACGC 67 2 14 19 224 20 59,625 60,806 42,600 53,400 2,181,048 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:23216:54190 1 100 103 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGANA 0 0 18 1 210 TGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCT TGGTAACAGGCCACTCAGC CACACTCACAGACACACGCA 67 1 14 19 223 20 59,625 60,806 42,600 52,400 2,180,658 G 237 CACACTCAGTGCATGGTAACAGGCCACTCAGCCCAACCAGCCAGTGCTCTGCATGAGACTCGTCACCTCACCCTATTGACATATCCTGTGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGGAtgtgtgTCTGTGTAtgtgtgTCTGTGAGCgtgtgtgtCtgtgtgtgtgTCTGTGAgtgtgtgtgtgtCTGCgtgtgtCTGTGAgtgtgtCTGTGAATGTGAG

ST‐E00142:460:H2K7HCCXY:6:2202:25905:14019 1 92 98 15 2 AC CACACACATGCACACACACACACACACATACACACANA 1 1 8 0 152 AAGGGAAATCCACCACCGTGCCCCTACTCACACTca AAGGGAAATCCACCACCGTG TGTGAGGGTTTGTGAGGCTC 14 0 58 20 209 20 60,251 59,891 49,400 47,000 0.359749 D 231 GTTGCCTGTGTCAAAATCAGAAGCTACTTaaaaaGACTAAATTTACACATTGTCCACAAGGGAAATCCACCACCGTGCCCCTACTCACACTcacacacaTGcacacacacacacacacaTacacacacacacacacacacacacacacacATacacacacAAAGAGTCTcacacacacaGGcacacacaGAGCCTCACAAACCCTCACATGcacacacacacacacaGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:25905:14019 1 92 98 15 2 AC CACACACATGCACACACACACACACACATACACACANA 0 0 8 0 153 CAAGGGAAATCCACCACCGTGCCCCTACTCACACTc CAAGGGAAATCCACCACCGT TGTGAGGGTTTGTGAGGCTC 15 0 57 20 209 20 60,251 59,891 48,300 47,000 0.359749 D 231 GTTGCCTGTGTCAAAATCAGAAGCTACTTaaaaaGACTAAATTTACACATTGTCCACAAGGGAAATCCACCACCGTGCCCCTACTCACACTcacacacaTGcacacacacacacacacaTacacacacacacacacacacacacacacacATacacacacAAAGAGTCTcacacacacaGGcacacacaGAGCCTCACAAACCCTCACATGcacacacacacacacaGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:25905:14019 1 92 98 15 2 AC CACACACATGCACACACACACACACACATACACACANA 0 0 8 0 154 ACAAGGGAAATCCACCACCGTGCCCCTACTCACACTACAAGGGAAATCCACCACCG TGTGAGGGTTTGTGAGGCTC 16 0 56 20 209 20 60,251 59,891 49,400 47,000 0.359749 D 231 GTTGCCTGTGTCAAAATCAGAAGCTACTTaaaaaGACTAAATTTACACATTGTCCACAAGGGAAATCCACCACCGTGCCCCTACTCACACTcacacacaTGcacacacacacacacacaTacacacacacacacacacacacacacacacATacacacacAAAGAGTCTcacacacacaGGcacacacaGAGCCTCACAAACCCTCACATGcacacacacacacacaGAAT

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 50 188 TTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGG TTTAGCCACGACAGGAAGGT ACCACTCCCACAAGTAACTTCT 50 66 8 20 195 22 58,947 58,954 35,000 28,500 4,099,798 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 47 184 GCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCCACGACAGGAAGGTAGG ACCACTCCCACAAGTAACTTCT 47 66 12 19 195 22 59,782 58,954 31,800 28,500 4,264,690 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 32 153 TTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGG TTTAGCCACGACAGGAAGGT TCCCATCTCTACCCAAACTGA 50 32 8 20 160 21 58,947 57,801 35,000 34,100 4,252,866 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 55 240 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGCATGACATTTAGCCACGACAGG TATACACCCTGTCCTATAGTGTGGT 55 108 1 22 240 25 59,647 60,103 40,000 41,600 7,456,038 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 55 240 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGCATGACATTTAGCCACGACAGG TATACACCCTGTCCTATAGTGTGG 55 109 1 22 240 24 59,647 58,609 40,000 41,700 7,743,906 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 54 240 ATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTATGACATTTAGCCACGACAGGA CTATACACCCTGTCCTATAGTGTGG 54 109 2 22 241 25 59,764 59,523 38,600 41,700 7,713,437 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 50 199 TTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGG TTTAGCCACGACAGGAAGGT GGGACCGATAAACCACTCCC 50 79 8 20 206 20 58,947 59,820 35,000 43,000 1,233,125 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 47 195 GCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCCACGACAGGAAGGTAGG GGGACCGATAAACCACTCCC 47 79 12 19 206 20 59,782 59,820 31,800 43,000 1,398,018 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 46 195 GCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCCACGACAGGAAGGTAGGA GGGACCGATAAACCACTCCC 46 79 12 20 206 20 61,256 59,820 29,400 43,000 1,435,369 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 1 118 GCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCCACGACAGGAAGGTAGG TGATCACCAGAGCTAAGGTCA 47 1 12 19 129 21 59,782 58,180 31,800 40,200 4,038,494 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 1 118 GCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCCACGACAGGAAGGTAGGA TGATCACCAGAGCTAAGGTCA 46 1 12 20 129 21 61,256 58,180 29,400 40,200 4,075,845 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:4543:32918 1 78 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 1 122 TTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGG TTTAGCCACGACAGGAAGGT TGATCACCAGAGCTAAGGTCA 50 1 8 20 129 21 58,947 58,180 35,000 40,200 3,873,602 A 241 CATGACATTTAGCCACGACAGGAAGGTAGGAAAAGTGGAGGGGTAGCTCTGTTAATAAAGGATGACATTGGTACAATagagagagagagagagagagagagagagagATGACCTTAGCTCTGGTGATCAAGATGTAGAATCAGTTTGGGTAGAGATGGGAAATAGTAAAGGTAAGAAGTTACTTGTGGGAGTGGTTTATCGGTCCCCTAACAGTAACCACACTATAGGACAGGGTGTATAG

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 1 1 16 18 241 ATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGAC ATGCCACTGTACTGCCCTCT GGGTTTGTATGTGTGTACATGTGT 98 18 21 20 261 24 60,912 59,483 36,900 37,200 5,428,979 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 16 18 242 cATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGA CATGCCACTGTACTGCCCTC GGGTTTGTATGTGTGTACATGTGT 99 18 20 20 261 24 60,746 59,483 43,000 37,200 5,263,298 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 16 2 136 AAGAAGCAGAGGCCTGTGACACAGACACGcacacacAAGAAGCAGAGGCCTGTGAC ACATGTGTGTATGTGTGTGTATGT 9 2 110 20 245 24 59,964 58,695 36,700 22,900 5,340,800 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 17 16 241 cATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGA CATGCCACTGTACTGCCCTC GGTTTGTATGTGTGTACATGTGTGT 99 16 20 20 260 25 60,746 59,992 43,000 37,200 5,754,062 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 17 6 139 AAGAAGCAGAGGCCTGTGACACAGACACGcacacacAAGAAGCAGAGGCCTGTGAC TGTACATGTGTGTATGTGTGTGT 9 6 110 20 248 23 59,964 58,301 36,700 37,200 4,734,597 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 18 6 140 AAGAAGCAGAGGCCTGTGACACAGACACGcacacacAAGAAGCAGAGGCCTGTGAC GTGTACATGTGTGTATGTGTGTGT 9 6 110 20 249 24 59,964 59,490 36,700 37,200 4,545,992 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 18 6 222 TGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGC TGTACTGCCCTCTGTTCCCT GTGTACATGTGTGTATGTGTGTGT 91 6 28 20 249 24 60,179 59,490 42,000 37,200 4,688,873 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 20 9 143 AAGAAGCAGAGGCCTGTGACACAGACACGcacacacAAGAAGCAGAGGCCTGTGAC TGTGTGTACATGTGTGTATGTGTG 9 9 110 20 252 24 59,964 59,490 36,700 38,200 4,545,622 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 20 9 225 TGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGC TGTACTGCCCTCTGTTCCCT TGTGTGTACATGTGTGTATGTGTG 91 9 28 20 252 24 60,179 59,490 42,000 38,200 4,688,503 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 20 7 139 GAAGCAGAGGCCTGTGACACAGACACGcacacacac GAAGCAGAGGCCTGTGACAC TGTGTACATGTGTGTATGTGTGTG 7 7 112 20 250 24 60,953 59,490 36,700 38,200 5,462,584 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 20 7 141 AAGAAGCAGAGGCCTGTGACACAGACACGcacacacAAGAAGCAGAGGCCTGTGAC TGTGTACATGTGTGTATGTGTGTG 9 7 110 20 250 24 59,964 59,490 36,700 38,200 4,545,622 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:5812:45101 1 139 81 15 1.5 AC CACACACACACAAACACACACACACACACACACACANA 0 0 20 7 223 TGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGC TGTACTGCCCTCTGTTCCCT TGTGTACATGTGTGTATGTGTGTG 91 7 28 20 250 24 60,179 59,490 42,000 38,200 4,688,503 F 280 AGTGATGCTGGGAGAcccccATGCCACTGTACTGCCCTCTGTTCCCTTGAAGCGACTCGGTGCCCATCAGTCCCACCAAAACTCAAGAAAGCTGAGCGATACGGAAAGGAAGAAGCAGAGGCCTGTGACACAGACACGcacacacacacaAacacacacacacacacacacacacacacacGcacacacaTacacacacGcacacacaTacacacacacAAACATacacacacATacacacATGTacacacATACAAACCCCcacacacacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 1 1 13 0 140 CGAACAGAGTGACAGgagagaGCAacacacacacacac CGAACAGAGTGACAGGAGAGA GTTGCCTCACCTGTCACTCT 3 0 2 21 141 20 58,845 59,605 31,000 32,400 2,549,844 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 0 0 14 0 141 ACGAACAGAGTGACAGgagagaGCAacacacacacaca ACGAACAGAGTGACAGGAGA GTTGCCTCACCTGTCACTCT 5 0 1 20 141 20 58,017 59,605 37,100 32,400 2,377,225 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 0 0 15 0 141 ACGAACAGAGTGACAGgagagaGCAacacacacacaca ACGAACAGAGTGACAGGAGAG GTTGCCTCACCTGTCACTCT 4 0 1 21 141 20 59,117 59,605 32,000 32,400 2,277,839 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 0 0 16 0 136 CAGAGTGACAGgagagaGCAacacacacacacacagaga CAGAGTGACAGGAGAGAGCA GTTGCCTCACCTGTCACTCT 0 0 6 20 141 20 58,456 59,605 42,600 32,400 1,938,172 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 0 0 16 0 137 ACAGAGTGACAGgagagaGCAacacacacacacacagag ACAGAGTGACAGGAGAGAGC GTTGCCTCACCTGTCACTCT 1 0 5 20 141 20 58,455 59,605 40,900 32,400 1,939,288 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2202:9861:25886 1 26 96 15 3 AC ACACACACACACACAGAGAGGCAGGAGAGAGCAA NA 0 0 17 0 137 ACAGAGTGACAGgagagaGCAacacacacacacacagag ACAGAGTGACAGGAGAGAGCA GTTGCCTCACCTGTCACTCT 0 0 5 21 141 20 60,203 59,605 42,600 32,400 1,597,553 G 141 ACGAACAGAGTGACAGgagagaGCAacacacacacacacagagagGCAGgagagaGCAAAacacacacacacacagagagAAAAGAAAGAGacacacacacacacacacacacacacacacAGAGTGACAGGTGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 6 3 140 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagaGAGCAGGAGAATTTGCGAAAGG GTCTCCATCTCTCTGGATTGGA 3 63 1 22 140 22 60,159 58,696 31,100 35,300 5,463,400 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 3 140 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagaGAGCAGGAGAATTTGCGAAAGG GTCTCCATCTCTCTGGATTGGAC 3 62 1 22 140 23 60,159 59,931 31,100 40,200 5,228,905 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 3 140 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagaGAGCAGGAGAATTTGCGAAAGG GTCTCCATCTCTCTGGATTGG 3 64 1 22 140 21 60,159 57,250 31,100 31,600 5,909,127 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 2 137 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TCTCCATCTCTCTGGATTGGACT 2 61 3 21 139 23 60,135 60,052 39,500 38,500 4,187,548 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 2 138 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG GTCTCCATCTCTCTGGATTGGAC 2 62 3 21 140 23 60,135 59,931 39,500 40,200 4,204,729 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 137 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TCTCCATCTCTCTGGATTGGAC 2 62 3 21 139 22 60,135 58,696 39,500 40,200 4,439,225 F 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 1 5 2 191 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG GCCCTTCTCTACCACTGCTT 2 7 3 21 193 20 60,135 59,384 39,500 39,100 1,751,137 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 5 2 192 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TGCCCTTCTCTACCACTGCT 2 8 3 21 194 20 60,135 60,545 39,500 42,400 1,680,596 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 5 2 193 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TTGCCCTTCTCTACCACTGC 2 9 3 21 195 20 60,135 59,675 39,500 44,000 1,460,229 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 5 2 253 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG ACCCTTCGCCAGCTGATATG 2 69 3 21 255 20 60,135 59,893 39,500 17,800 1,242,742 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 5 2 254 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG CACCCTTCGCCAGCTGATAT 2 70 3 21 256 20 60,135 59,893 39,500 16,300 1,242,742 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 5 0 185 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG CTCTACCACTGCTTCCACCAA 2 0 3 21 187 21 60,135 59,652 39,500 36,700 2,482,993 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 6 2 278 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TCCTTGTTCGCTACCCAACC 2 94 3 21 280 20 60,135 59,964 39,500 37,700 1,171,026 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 6 1 185 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG CTCTACCACTGCTTCCACCA 2 1 3 21 187 20 60,135 59,023 39,500 41,700 2,111,927 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11809:17764 1 26 141 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTT NA 0 0 8 2 186 GCAGGAGAATTTGCGAAAGGGAAagagagagagaga GCAGGAGAATTTGCGAAAGGG TCTCTACCACTGCTTCCACC 2 2 3 21 188 20 60,135 58,733 39,500 46,100 2,402,408 G 281 GAGCAGGAGAATTTGCGAAAGGGAAagagagagagagagagagagagagagagagTTTGGATTGCTGAAACATagagagagATAGAGAAagagagAAATTGAAGATAGAATGaaaaaGTCCAATCCagagagATGGAGACagagagagagagGgagagaGgagagaTTGGTGGAAGCAGTGGTAGAGAAGGGCAAAGGGATGaaaaaaTGAAGGAGAGCATCTGAATGGACACTTCATATCAGCTGGCGAAGGGTGAgggggTTGGGTAGCGAACAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 1 1 12 4 113 CACAGacacacacTCCCTCAAACACAGTCACACTCCCACACAGACACACACTCCCTCA GAGAATATATCTGCACGTGTGACA 25 4 156 20 268 24 59,247 58,718 38,600 35,800 6,034,385 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 0 0 12 4 140 TCTTATAGACGCAGacacacATACTTACACAGacacac TCTTATAGACGCAGACACACAT GAGAATATATCTGCACGTGTGACA 50 4 129 22 268 24 57,016 58,718 32,100 35,800 10,265,399 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 0 0 12 4 141 TTCTTATAGACGCAGacacacATACTTACACAGacaca TTCTTATAGACGCAGACACACA GAGAATATATCTGCACGTGTGACA 51 4 128 22 268 24 57,223 58,718 37,200 35,800 10,058,523 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 0 0 13 4 112 CACAGacacacacTCCCTCAAACACAGTCACACTCCCACACAGACACACACTCCCTCA AGAATATATCTGCACGTGTGACA 25 4 156 20 267 23 59,247 57,737 38,600 35,800 6,015,245 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 0 0 13 4 140 TTCTTATAGACGCAGacacacATACTTACACAGacaca TTCTTATAGACGCAGACACACA AGAATATATCTGCACGTGTGACA 51 4 128 22 267 23 57,223 57,737 37,200 35,800 10,039,383 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 201 40 15 1.5 AC TCTCTCTCTCACACACACACACACACACACACACACANA 0 0 14 4 113 ACACAGacacacacTCCCTCAAACACAGTCACACTCCCACACAGACACACACTCCCTC AGAATATATCTGCACGTGTGACA 26 4 155 20 267 23 59,247 57,737 43,000 35,800 6,015,849 F 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 1 12 4 233 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT GAGAATATATCTGCACGTGTGACA 15 4 36 20 268 24 59,605 58,718 31,000 35,800 5,676,665 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 13 4 225 GCTCGctctctctCCCTCATATACACAGacacacacATtct GCTCGCTCTCTCTCCCTCAT AGAATATATCTGCACGTGTGACA 8 4 43 20 267 23 60,823 57,737 29,000 35,800 6,085,944 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 13 4 232 tatCCTCGCTCGctctctctCCCTCATATACACAGacacacTATCCTCGCTCGCTCTCTCT AGAATATATCTGCACGTGTGACA 15 4 36 20 267 23 59,605 57,737 31,000 35,800 5,657,526 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 4 264 CCCTCACATACACAGTCACACTCATACAGatatatCCTCCCTCACATACACAGTCACACT AGAATATATCTGCACGTGTGACA 45 4 4 22 267 23 59,700 57,737 35,500 35,800 7,562,740 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 4 265 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC AGAATATATCTGCACGTGTGACA 46 4 3 22 267 23 59,963 57,737 38,200 35,800 7,299,839 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:11982:57548 1 71 170 15 2 AC ACACACACATTCTCTCTCTCACACACACAAACACACANA 0 0 16 4 266 ACCCTCACATACACAGTCACACTCATACAGatatatCCACCCTCACATACACAGTCACAC GAGAATATATCTGCACGTGTGACA 46 4 3 22 268 24 59,963 58,718 38,200 35,800 7,318,979 G 268 ATACCCTCACATACACAGTCACACTCATACAGatatatCCTCGCTCGctctctctCCCTCATATACACAGacacacacATtctctctctcacacacacAAacacacacacacTCGCAGatatatTCTTTCTTATAGACGCAGacacacATACTTACACAGacacacacTCCCTCAAACACAGTCACACTCCCAGATGTCTtctctctctcacacacacacacacacacacacacacacacAAAATGTCACACGTGCAGatatatTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 1 9 23 140 CTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGCTCTATGTGAGCCTGTGTTGC TCTATCTCCCAACTGCGCAC 23 28 81 21 220 20 58,995 59,824 41,700 53,400 2,181,211 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 11 22 140 TCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGATCTATGTGAGCCTGTGTTGCA CTCTATCTCCCAACTGCGCA 22 29 82 21 221 20 59,653 59,538 40,800 60,900 1,808,926 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 11 22 141 TCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGATCTATGTGAGCCTGTGTTGCA TCTCTATCTCCCAACTGCGC 22 30 82 21 222 20 59,653 59,253 40,800 60,900 2,094,634 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 19 131 TGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTG TGTGAGCCTGTGTTGCATGT TCTCCCAACTGCGCACATAA 19 24 86 20 216 20 60,466 59,677 32,100 19,000 0.789308 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 19 132 TGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTG TGTGAGCCTGTGTTGCATGT ATCTCCCAACTGCGCACATA 19 25 86 20 217 20 60,466 59,459 32,100 22,900 1,007,399 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 19 134 TGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTG TGTGAGCCTGTGTTGCATGT CTATCTCCCAACTGCGCACA 19 27 86 20 219 20 60,466 60,108 32,100 45,700 0.574192 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 19 135 TGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTG TGTGAGCCTGTGTTGCATGT TCTATCTCCCAACTGCGCAC 19 28 86 20 220 20 60,466 59,824 32,100 53,400 0.641767 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 18 130 GTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTGAGCCTGTGTTGCATGTT TCTCCCAACTGCGCACATAA 18 24 87 20 216 20 59,330 59,677 27,100 19,000 0.993464 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 12 18 133 GTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTGAGCCTGTGTTGCATGTT CTATCTCCCAACTGCGCACA 18 27 87 20 219 20 59,330 60,108 27,100 45,700 0.778348 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 25 193 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT ATCTCCCAACTGCGCACATA 79 25 25 21 217 20 60,134 59,459 52,800 22,900 1,675,612 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 24 191 GTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgT GTTTGTGAGAAAGAGCGGGTC TCTCCCAACTGCGCACATAA 78 24 26 21 216 20 59,468 59,677 44,600 19,000 1,854,879 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 24 192 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT TCTCCCAACTGCGCACATAA 79 24 25 21 216 20 60,134 59,677 52,800 19,000 1,457,521 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 21 188 GTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgT GTTTGTGAGAAAGAGCGGGTC CCCAACTGCGCACATAAACA 78 21 26 21 213 20 59,468 59,404 44,600 28,300 2,127,166 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 21 189 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT CCCAACTGCGCACATAAACA 79 21 25 21 213 20 60,134 59,404 52,800 28,300 1,729,808 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 125 48 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATGANA 0 0 19 20 189 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT CCCAACTGCGCACATAAACAA 79 20 25 21 213 21 60,134 60,001 52,800 28,300 2,135,047 D 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 47 126 15 3 AC GTGTGTGTGTATGTGTGTGAGAGAGAGAGAGTGTCNA 0 1 19 1 195 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT CTATCTCCCAACTGCGCACA 1 27 25 21 219 20 60,134 60,108 52,800 45,700 1,242,405 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:13190:27960 1 47 126 15 3 AC GTGTGTGTGTATGTGTGTGAGAGAGAGAGAGTGTCNA 0 0 19 1 196 TGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTTGTTTGTGAGAAAGAGCGGGT TCTATCTCCCAACTGCGCAC 1 28 25 21 220 20 60,134 59,824 52,800 53,400 1,309,980 G 224 GAGTGTATGTGAGTGTGCGTTGAATGTTTGTGAGAAAGAGCGGGTCgtgtgtgtgtAtgtgtgTgagagagagagaGTGTCTCTATGTGAGCCTGTGTTGCATGTTTGTGAGAAAGAGTGGGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATgagagagagagagaGTACTCATACGTACATGTGGTTGTTTATGTGCGCAGTTGGGAGATagagagT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 1 1 3 36 223 AGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCA AGGCTGTTTCCTTCATAGGTCTG AGTGGTGGCCATAAAGACAA 36 100 2 23 224 20 60,055 57,030 35,100 31,800 6,024,623 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 3 36 224 AGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCA AGGCTGTTTCCTTCATAGGTCTG AAGTGGTGGCCATAAAGACA 36 101 2 23 225 20 60,055 57,030 35,100 34,100 6,024,623 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 3 4 190 GCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcg GCATACCCTTCAAGATCTCACG AGTGGTGGCCATAAAGACAA 4 100 35 22 224 20 58,873 57,030 43,500 31,800 6,096,652 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 4 30 159 AGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCA AGGCTGTTTCCTTCATAGGTCTG AGTTAAGAACAATGGGTAAAGATGAA 36 30 2 23 160 26 60,055 57,066 35,100 25,700 11,988,825 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 4 1 122 ACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacACCCTTCAAGATCTCACGTGG AGTTAAGAACAATGGGTAAAGATGAA 1 30 39 21 160 26 59,724 57,066 49,400 25,700 10,210,445 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 4 1 186 ACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacACCCTTCAAGATCTCACGTGG AGTGGTGGCCATAAAGACAA 1 100 39 21 224 20 59,724 57,030 49,400 31,800 4,246,243 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 4 1 187 ACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacACCCTTCAAGATCTCACGTGG AAGTGGTGGCCATAAAGACA 1 101 39 21 225 20 59,724 57,030 49,400 34,100 4,246,243 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 4 0 184 CCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacac CCTTCAAGATCTCACGTGGC AGTGGTGGCCATAAAGACAA 0 100 41 20 224 20 58,636 57,030 50,100 31,800 4,333,565 F 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 5 31 160 AGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCA AGGCTGTTTCCTTCATAGGTCTG AAGTTAAGAACAATGGGTAAAGATGA 36 31 2 23 161 26 60,055 57,066 35,100 29,200 11,988,825 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 5 1 123 ACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacACCCTTCAAGATCTCACGTGG AAGTTAAGAACAATGGGTAAAGATGA 1 31 39 21 161 26 59,724 57,066 49,400 29,200 10,210,445 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 6 34 163 AGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCA AGGCTGTTTCCTTCATAGGTCTG AGAAAGTTAAGAACAATGGGTAAAGA 36 34 2 23 164 26 60,055 57,010 35,100 25,200 12,044,965 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19015:21491 1 61 44 15 1.5 AC CACACATGCGCGCGCACACACACACACACACACAC NA 0 0 6 1 126 ACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacACCCTTCAAGATCTCACGTGG AGAAAGTTAAGAACAATGGGTAAAGA 1 34 39 21 164 26 59,724 57,010 49,400 25,200 10,266,585 B 274 AAGGCTGTTTCCTTCATAGGTCTGTCTTCAAACAGCATACCCTTCAAGATCTCACGTGGCcacacaTgcgcgcGcacacacacacacacacacacacacacacaCTAATCTTTCCTTAAatatatTTCTTCCTTTTCATCTTTACCCATTGTTCTTAACTTTCTTTTGAAAGTTACCTTTCCCAAAATCTaaaaaTCTTTCATTTTGTCTTTATGGCCACCACTTTTGGGAAGAATAAACTTAATAACATTGCtttatttatttaTGATCTTTT

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 0 139 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC GGCTGTGGATTGATCACAAGA 0 66 15 22 153 21 58,089 58,285 56,800 30,200 6,625,694 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 139 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC GGCTGTGGATTGATCACAAGAA 0 65 15 22 153 22 58,089 58,916 56,800 25,200 6,994,687 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 225 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC GCCAAAGGCTAATGGAAGGA 0 153 15 22 239 20 58,089 57,856 56,800 33,600 6,054,524 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 227 GAACTCAGTTCTACTTTGTACCGCcacacacacacacac GAACTCAGTTCTACTTTGTACCGC GCCAAAGGCTAATGGAAGGA 0 153 13 24 239 20 59,615 57,856 56,800 33,600 6,529,022 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 0 94 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC TGCTGAGAGATCTCTTGGAGT 0 21 15 22 108 21 58,089 57,901 56,800 38,500 7,009,422 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 0 226 AACTCAGTTCTACTTTGTACCGCcacacacacacacaca AACTCAGTTCTACTTTGTACCGC GCCAAAGGCTAATGGAAGGA 0 153 14 23 239 20 58,695 57,856 56,800 33,600 6,448,815 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 0 270 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC GTTGTGGGTGGAGGCTGG 0 200 15 22 284 18 58,089 60,282 56,800 48,500 6,193,110 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 0 271 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC GGTTGTGGGTGGAGGCTG 0 201 15 22 285 18 58,089 60,282 56,800 48,500 6,193,110 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 0 271 AACTCAGTTCTACTTTGTACCGCcacacacacacacaca AACTCAGTTCTACTTTGTACCGC GTTGTGGGTGGAGGCTGG 0 200 14 23 284 18 58,695 60,282 56,800 48,500 6,587,401 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 0 145 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC CCAGAGGGCTGTGGATTGAT 0 73 15 22 159 20 58,089 59,450 56,800 25,700 4,460,598 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 0 146 ACTCAGTTCTACTTTGTACCGCcacacacacacacacacaACTCAGTTCTACTTTGTACCGC TCCAGAGGGCTGTGGATTGA 0 74 15 22 160 20 58,089 60,547 56,800 25,700 4,458,119 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:19613:23126 1 37 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 0 147 AACTCAGTTCTACTTTGTACCGCcacacacacacacaca AACTCAGTTCTACTTTGTACCGC TCCAGAGGGCTGTGGATTGA 0 74 14 23 160 20 58,695 60,547 56,800 25,700 4,852,410 F 288 GACATATGCTGTGAACTCAGTTCTACTTTGTACCGCcacacacacacacacacacacacacacacaccccccccccccACAcccccAACTCCAAGAGAtctctcAGCAAAATCTTTAAGCTTCGTTCACTTTTCTTGTGATCAATCCACAGCCCTCTGGAATTTACTTAAATTCTCCTTAGTATTTCAGTTATTCCTCAAGGTACACATTATATTAGGATCCTTCCATTAGCCTTTGGCTTTGGACATACATTGACttttttttCCCCAGCCTCCACCCACAACCCTC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 1 1 12 3 139 TCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctc TCTTTCTCCGTGCTCACTGT GAGTACAGGGAGTGACTGGC 3 40 13 20 151 20 58,959 59,467 35,500 48,500 1,573,678 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 136 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG AGTACAGGGAGTGACTGGCC 1 39 15 20 150 20 60,250 60,905 41,700 53,600 1,155,205 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 137 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG GAGTACAGGGAGTGACTGGC 1 40 15 20 151 20 60,250 59,467 41,700 48,500 0.782900 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 148 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG AGGGTCCCAGTGAGTACAGG 1 51 15 20 162 20 60,250 60,252 41,700 40,000 0.502153 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 201 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG CGCAGCAGTGAGTACAGGG 1 105 15 20 215 19 60,250 60,447 41,700 44,500 1,696,660 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 254 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG GGTCCCAGTGAGCACGAAC 1 158 15 20 268 19 60,250 60,668 41,700 39,500 1,918,019 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 13 4 205 ACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctct ACTCTTTCTCCGTGCTCACTG CGCAGCAGTGAGTACAGGG 4 105 11 21 215 19 60,000 60,447 36,600 44,500 2,447,075 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 13 4 258 ACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctct ACTCTTTCTCCGTGCTCACTG GGTCCCAGTGAGCACGAAC 4 158 11 21 268 19 60,000 60,668 36,600 39,500 2,668,434 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 13 3 151 CTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctct CTCTTTCTCCGTGCTCACTGT AGGGTCCCAGTGAGTACAGG 3 51 12 21 162 20 60,000 60,252 35,500 40,000 1,252,567 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 13 3 204 CTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctct CTCTTTCTCCGTGCTCACTGT CGCAGCAGTGAGTACAGGG 3 105 12 21 215 19 60,000 60,447 35,500 44,500 2,447,075 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 13 3 257 CTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctct CTCTTTCTCCGTGCTCACTGT GGTCCCAGTGAGCACGAAC 3 158 12 21 268 19 60,000 60,668 35,500 39,500 2,668,434 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 56 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 16 1 150 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG CGAGGGTCCCAGTGAGTACA 1 53 15 20 164 20 60,250 60,611 41,700 29,000 0.860931 D 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC
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ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 1 12 8 252 cccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctc CCCACTCTTTCTCCGTGCTC GAGCACGAACAGAGAGAGGG 8 120 8 20 259 20 60,390 59,828 42,600 43,000 0.562824 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 7 154 ccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctct CCACTCTTTCTCCGTGCTCA AGGGTCCCAGTGAGTACAGG 7 23 9 20 162 20 59,682 60,252 42,600 40,000 0.570725 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 7 251 ccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctct CCACTCTTTCTCCGTGCTCA GAGCACGAACAGAGAGAGGG 7 120 9 20 259 20 59,682 59,828 42,600 43,000 0.490793 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 188 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG ACAGGGAGAGAGAGTGAGGG 1 63 15 20 202 20 60,250 59,665 41,700 43,000 0.584545 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 12 1 245 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG GAGCACGAACAGAGAGAGGG 1 120 15 20 259 20 60,250 59,828 41,700 43,000 0.422221 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 14 8 207 cccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctc CCCACTCTTTCTCCGTGCTC GCAGCAGTGAGTACAGGGAG 8 75 8 20 214 20 60,390 60,108 42,600 43,000 0.498896 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 14 7 206 ccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctct CCACTCTTTCTCCGTGCTCA GCAGCAGTGAGTACAGGGAG 7 75 9 20 214 20 59,682 60,108 42,600 43,000 0.426865 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:25012:51816 1 36 84 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAATTACTC NA 0 0 14 1 200 TTTCTCCGTGCTCACTGTGGCctctctctctctctctctctct TTTCTCCGTGCTCACTGTGG GCAGCAGTGAGTACAGGGAG 1 75 15 20 214 20 60,250 60,108 41,700 43,000 0.358293 G 273 CCCATcccccACTCTTTCTCCGTGCTCACTGTGGCctctctctctctctctctctctctctctctAATTACTCGGGCctctctctctctctTTTCTCTACAGGCACCCCctctctctctCCGCTCACTGGGGCCAGTCACTCCCTGTACTCACTGGGACCCTCGCTCTGTGCTCACTGGGGCCCCTCActctctctCCCTGTACTCACTGCTGCGCCATtctctctcTGCTGACTGGGCCCctctctctGTTCGTGCTCACTGGGACCCTCGC

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 73 246 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC TGCAGTGTTCTCAGCAGTTTC 102 73 3 20 248 21 59,530 59,057 40,200 27,800 2,412,999 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 48 220 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC ATCACATGGAGCGAACCAAA 102 48 3 20 222 20 59,530 57,801 40,200 32,800 2,669,168 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 47 219 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC TCACATGGAGCGAACCAAAT 102 47 3 20 221 20 59,530 57,801 40,200 23,200 2,669,168 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 37 211 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC AGCGAACCAAATTAGCTGAAGC 102 37 3 20 213 22 59,530 59,838 40,200 38,600 2,632,749 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 29 139 TTCTACctctctTCAGCTCTGAAGAAGTCATACAGATT TTCTACCTCTCTTCAGCTCTGA GCGAACCAAATTAGCTGAAGC 29 37 74 22 212 21 57,691 58,480 32,700 38,600 6,828,489 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 76 250 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC TGTATGCAGTGTTCTCAGCAGT 102 76 3 20 252 22 59,530 59,962 40,200 44,000 2,507,983 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 28 138 TCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCTCTACCTCTCTTCAGCTCTGAA GCGAACCAAATTAGCTGAAGC 28 37 75 22 212 21 57,691 58,480 30,200 38,600 6,828,489 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 28 139 TCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCTCTACCTCTCTTCAGCTCTGAA AGCGAACCAAATTAGCTGAAGC 28 37 75 22 213 22 57,691 59,838 30,200 38,600 6,470,934 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 15 128 TCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTATCAGCTCTGAAGAAGTCATACAGA AGCGAACCAAATTAGCTGAAGC 15 37 86 24 213 22 58,987 59,838 34,100 38,600 7,175,300 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 15 136 TCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTATCAGCTCTGAAGAAGTCATACAGA TCACATGGAGCGAACCAAAT 15 47 86 24 221 20 58,987 57,801 34,100 23,200 7,211,720 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 15 137 TCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTATCAGCTCTGAAGAAGTCATACAGA ATCACATGGAGCGAACCAAA 15 48 86 24 222 20 58,987 57,801 34,100 32,800 7,211,720 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 79 252 GCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCGCTCCCACCTATCCTTGACC GCTGTATGCAGTGTTCTCAGC 102 79 3 20 254 21 59,530 59,604 40,200 42,600 1,866,642 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 29 181 TTCTACctctctTCAGCTCTGAAGAAGTCATACAGATT TTCTACCTCTCTTCAGCTCTGA GCTGTATGCAGTGTTCTCAGC 29 79 74 22 254 21 57,691 59,604 32,700 42,600 5,704,827 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 28 180 TCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCTCTACCTCTCTTCAGCTCTGAA GCTGTATGCAGTGTTCTCAGC 28 79 75 22 254 21 57,691 59,604 30,200 42,600 5,704,827 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 28 181 TTCTACctctctTCAGCTCTGAAGAAGTCATACAGATT TTCTACCTCTCTTCAGCTCTGAA GCTGTATGCAGTGTTCTCAGC 28 79 74 23 254 21 58,332 59,604 30,200 42,600 6,063,874 F 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 16 169 TCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTATCAGCTCTGAAGAAGTCATACAG GCTGTATGCAGTGTTCTCAGC 16 79 86 23 254 21 57,678 59,604 27,400 42,600 6,718,260 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 15 168 CAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACAGCTCTGAAGAAGTCATACAGA GCTGTATGCAGTGTTCTCAGC 15 79 87 23 254 21 57,678 59,604 34,100 42,600 6,718,260 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:31619:10415 1 125 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 15 169 TCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTATCAGCTCTGAAGAAGTCATACAGA GCTGTATGCAGTGTTCTCAGC 15 79 86 24 254 21 58,987 59,604 34,100 42,600 6,409,194 B 260 GAGCTCCCACCTATCCTTGACCTTCTATTTTATTTATTCCAcccccTCTTGAACAGTATAAAATCCATCACATTTCTACctctctTCAGCTCTGAAGAAGTCATACAGATTCAGAACCTTAACCctctctctctctctctctctctctctctctCCAGCATCTGCAGTATTTTGCTTttattattaCCTGAGCTTCAGCTAATTTGGTTCGCTCCATGTGATATGAAGAAACTGCTGAGAACACTGCATACAGCAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 1 1 8 0 130 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA AAAGGCAGGTGTCTCAGTCC 0 52 53 19 182 20 59,552 59,602 43,500 38,500 1,846,815 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 8 0 156 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA GCGAATCCTTGATTCCTGCAC 0 77 53 19 208 21 59,552 59,935 43,500 45,700 2,513,151 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 8 0 168 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA TGTCACTTGGATGCGAATCCT 0 89 53 19 220 21 59,552 59,721 43,500 32,400 2,727,481 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 8 0 204 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA CTGCCTATGGGTGCTTGTCA 0 126 53 19 256 20 59,552 60,035 43,500 35,800 1,483,648 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 8 0 212 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA ATGTCTCCCTGCCTATGGGT 0 134 53 19 264 20 59,552 60,030 43,500 45,100 1,478,177 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 9 1 157 GGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGTGTGTTTCCGTG GCGAATCCTTGATTCCTGCAC 1 77 52 19 208 21 60,600 59,935 49,400 45,700 2,664,451 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 9 1 213 GGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGTGTGTTTCCGTG ATGTCTCCCTGCCTATGGGT 1 134 52 19 264 20 60,600 60,030 49,400 45,100 1,629,478 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 10 1 100 GGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGTGTGTTTCCGTG CCCGACCACAAACTCACACT 1 21 52 19 151 20 60,600 60,179 49,400 35,500 1,778,854 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5822:12560 1 72 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGNA 0 0 10 0 99 GGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgGGAGGGTGTGTTTCCGTGA CCCGACCACAAACTCACACT 0 21 53 19 151 20 59,552 60,179 43,500 35,500 1,627,553 F 270 TGGGGTGtttttGTGAGAgtgtgtgtgtgtggggggTGggtggtggtGGCGGGGAGGgtgtgtTTCCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgTTTggggggggTgggggTGTGAGTGTGAGTTTGTGGTCGGGGAAGAGACCCTGGACTGAGACACCTGCCTTTATCTTGTGCAGGAATCAAGGATTCGCATCCAAGTGACATGAACACTGCTCATCATGACAAGCACCCATAGGCAGGGAGACATTCTTGG

ST‐E00142:460:H2K7HCCXY:6:2203:5883:31828 1 23 81 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTANA 1 1 10 0 130 TGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgTGGTGACAAGGCAACGAC CACATACACCGTCACTGCCC 0 11 5 18 134 20 57,865 61,019 43,400 53,600 5,153,901 G 138 TGAATGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGGGTGTGGGTCTATGGCGgtgtgtgtgtgtgtgtgtgtgtgtgtTTATGGTACCGGGGCAGTGACGGTGTAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2203:5883:31828 1 23 81 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTANA 0 0 12 0 131 TGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgTGGTGACAAGGCAACGAC ACACATACACCGTCACTGCC 0 12 5 18 135 20 57,865 60,320 43,400 48,500 4,455,044 G 138 TGAATGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGGGTGTGGGTCTATGGCGgtgtgtgtgtgtgtgtgtgtgtgtgtTTATGGTACCGGGGCAGTGACGGTGTAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2203:5883:31828 1 23 81 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTANA 0 0 12 0 132 TGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgTGGTGACAAGGCAACGAC CACACATACACCGTCACTGC 0 13 5 18 136 20 57,865 59,210 43,400 44,000 4,924,830 G 138 TGAATGGTGACAAGGCAACGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGGGTGTGGGTCTATGGCGgtgtgtgtgtgtgtgtgtgtgtgtgtTTATGGTACCGGGGCAGTGACGGTGTAtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 1 1 12 0 109 cacacacCcacacaCTAACGcacacacacacacaCGcacacaCACACACCCACACACTAACG TTCCCTCCACTGTGTGAGTC 0 0 47 20 155 20 59,066 58,951 31,800 33,600 1,983,097 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 0 0 12 0 110 cacacacCcacacaCTAACGcacacacacacacaCGcacacaCACACACCCACACACTAACG ATTCCCTCCACTGTGTGAGTC 0 0 47 20 156 21 59,066 59,374 31,800 33,600 2,560,313 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 0 0 12 0 140 cacacacCcacacaCTAACGcacacacacacacaCGcacacaCACACACCCACACACTAACG CACTCCCATCACTGTGTAAGT 0 30 47 20 186 21 59,066 57,315 31,800 22,400 4,619,635 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 0 0 12 0 141 cacacacCcacacaCTAACGcacacacacacacaCGcacacaCACACACCCACACACTAACG ACACTCCCATCACTGTGTAAGT 0 30 47 20 187 22 59,066 59,027 31,800 22,400 3,907,209 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 0 0 15 4 146 AGTTacacacacCcacacaCTAACGcacacacacacacaCGAGTTACACACACCCACACACT ACACTCCCATCACTGTGTAAGT 4 30 42 21 187 22 59,442 59,027 35,500 22,400 4,530,546 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:5923:14775 1 67 69 15 2 AC CACACACACACACACGCACACACAGTGAGGGGAGCNA 0 0 15 0 114 AGTTacacacacCcacacaCTAACGcacacacacacacaCGAGTTACACACACCCACACACT TTCCCTCCACTGTGTGAGTC 4 0 42 21 155 20 59,442 58,951 35,500 33,600 2,606,433 G 197 CACAGTGAAGGGAGTTacacacacacTcacacaGTATAGGAAGTTacacacacCcacacaCTAACGcacacacacacacaCGcacacacaGTGAGGGGAGCTGCGcacacacacacacacacacacacacacacaGACTcacacaGTGGAGGGAATTAGACACTCACTTACACAGTGATGGGAGTGTcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 3 28 190 CCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACCGGCTCAGACAGGGAGG ACCACGAAGCTCTGATCTGC 28 94 20 18 209 20 61,465 60,108 43,000 42,600 3,573,828 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 28 240 CCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACCGGCTCAGACAGGGAGG GGGATACACTGTATTAATGCTACTTGG 28 137 20 18 259 27 61,465 59,612 43,000 36,100 10,853,351 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 28 240 CCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACCGGCTCAGACAGGGAGG GGGATACACTGTATTAATGCTACTTG 28 138 20 18 259 26 61,465 57,688 43,000 31,600 11,777,053 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 176 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC AGCTCTGATCTGCCGCAATT 19 87 27 20 202 20 60,032 60,107 33,600 23,200 0.138928 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 177 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC AAGCTCTGATCTGCCGCAAT 19 88 27 20 203 20 60,032 60,107 33,600 35,600 0.138928 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 183 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC ACCACGAAGCTCTGATCTGC 19 94 27 20 209 20 60,032 60,108 33,600 42,600 0.140040 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 192 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC TGTTACTTTACCACGAAGCTCTGA 19 99 27 20 218 24 60,032 59,962 33,600 32,700 4,069,898 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 194 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC TGTGTTACTTTACCACGAAGCTC 19 102 27 20 220 23 60,032 58,947 33,600 40,900 4,084,911 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 14 104 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC CCCGATACTTTGCATCCCTCA 19 14 27 20 130 21 60,032 59,859 33,600 38,600 1,172,468 A 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 98 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC ACTTTGCATCCCTCATTCGGA 19 8 27 20 124 21 60,032 59,718 33,600 45,500 1,313,482 A 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 3 93 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC GCATCCCTCATTCGGATCTCC 19 3 27 20 119 21 60,032 60,339 33,600 37,100 1,370,195 A 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 19 134 AGACAGGGAGGGACTGGATCCATTCGAACGAGCG AGACAGGGAGGGACTGGATC CCCTCTCCCACTCCCTCTTT 19 45 27 20 160 20 60,032 60,253 33,600 25,200 0.284543 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 4 119 GGATCCATTCGAACGAGCGAGAGGgagagagagagagGGATCCATTCGAACGAGCGA CCCTCTCCCACTCCCTCTTT 4 45 42 20 160 20 60,249 60,253 49,300 25,200 0.501835 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:6898:12982 1 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 1 116 TCCATTCGAACGAGCGAGAGGgagagagagagagaga TCCATTCGAACGAGCGAGAG CCCTCTCCCACTCCCTCTTT 1 45 45 20 160 20 59,901 60,253 32,000 25,200 0.351832 F 278 CGGCACCCAGAGCCGAGCCCCGGCTCAGACAGGGAGGGACTGGATCCATTCGAACGAGCGAGAGGgagagagagagagagagagagagagagagaCAAGGAGATCCGAATGAGGGATGCAAAGTATCGGGAAACAGAAAGAAAGAGGGAGTGGGAGAggggggggAGaaaaaaaaaCGATATAATTGCGGCAGATCAGAGCTTCGTGGTAAAGTAACACATTATTACATTGTCCAAGTAGCATTAATACAGTGTATCCCCTCTTTGACACAATGTACC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 1 1 2 14 200 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT AGAAAGTGCCTACAAAGGTGGA 14 94 30 20 229 22 59,966 59,558 44,400 40,200 2,475,809 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 2 14 201 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT GAGAAAGTGCCTACAAAGGTGG 14 95 30 20 230 22 59,966 59,186 44,400 46,100 2,848,395 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 32 218 TACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGG TACTGCCTTCGAACCTTGCA AGAAAGTGCCTACAAAGGTGGA 32 94 12 20 229 22 59,605 59,558 40,800 40,200 2,836,688 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 2 140 CCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTCCCACTACTTACTGCCTTCGAA AATATTGTGCTATTCTGCAAAGAAAGG 39 2 3 22 142 27 59,767 59,022 37,100 31,100 10,210,794 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 2 140 CCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTCCCACTACTTACTGCCTTCG AATATTGTGCTATTCTGCAAAGAAAGG 41 2 3 20 142 27 57,705 59,022 37,900 31,100 10,273,106 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 2 140 CCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTCCCACTACTTACTGCCTTCGA AATATTGTGCTATTCTGCAAAGAAAGG 40 2 3 21 142 27 59,177 59,022 37,100 31,100 9,800,844 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 1 108 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT TGTGCTATTCTGCAAAGAAAGGT 14 1 30 20 137 23 59,966 58,856 44,400 35,000 4,178,356 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 1 109 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT TTGTGCTATTCTGCAAAGAAAGGT 14 1 30 20 138 24 59,966 59,416 44,400 35,000 4,618,383 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 4 1 126 TACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGG TACTGCCTTCGAACCTTGCA TGTGCTATTCTGCAAAGAAAGGT 32 1 12 20 137 23 59,605 58,856 40,800 35,000 4,539,235 B 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 9 14 158 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT GGGAAGGTATGTGAGAATGGATG 14 51 30 20 187 23 59,966 58,607 44,400 35,100 4,426,999 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 10 32 176 TACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGG TACTGCCTTCGAACCTTGCA GGGAAGGTATGTGAGAATGGATGT 32 50 12 20 187 24 59,605 60,141 40,800 30,600 4,536,328 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2203:8866:35414 1 64 50 15 1.5 AC ACACACACACACCCACACACCACACACACACACACANA 0 0 10 14 158 CAGCCTGACTGTCTTCGGTTTAATTAAATTATTTaca CAGCCTGACTGTCTTCGGTT GGGAAGGTATGTGAGAATGGATGT 14 50 30 20 187 24 59,966 60,141 44,400 30,600 4,175,449 F 230 ACCCCACTACTTACTGCCTTCGAACCTTGCAGCCTGACTGTCTTCGGTTTAATTAAATTATTTacacacacacacCcacacaCcacacacacacacacacacacacacacacaTACCTTTCTTTGCAGAATAGCACAATATTccccccAAATATTTaaaaaaaaCATCCATTCTCACATACCTTcccccTATACCCTGAACaaaaaTTCCACCTTTGTAGGCACTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 1 1 2 12 139 CATACGAGCCGTGACCAACTGATTTGTTGATTcacacCATACGAGCCGTGACCAACT AGAAAGATGGTTCGGGTGGC 12 43 68 20 206 20 60,109 60,323 31,600 50,100 0.431350 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 2 12 142 CATACGAGCCGTGACCAACTGATTTGTTGATTcacacCATACGAGCCGTGACCAACT CCGAGAAAGATGGTTCGGGT 12 46 68 20 209 20 60,109 59,751 31,600 52,800 0.358202 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 2 12 194 CATACGAGCCGTGACCAACTGATTTGTTGATTcacacCATACGAGCCGTGACCAACT GACCTGCCGCTGAACAAATT 12 98 68 20 261 20 60,109 59,402 31,600 18,200 0.706868 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 2 10 140 TACGAGCCGTGACCAACTGATTTGTTGATTcacacac TACGAGCCGTGACCAACTGA CCGAGAAAGATGGTTCGGGT 10 46 70 20 209 20 61,174 59,751 34,100 52,800 1,423,476 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 52 240 AAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAAGAACAAGTAACTTAACTAACTGGG GACCTGCCGCTGAACAAATT 52 98 22 26 261 20 57,327 59,402 44,500 18,200 9,270,887 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 121 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG GGCCTGAGGTCGCGAATATC 11 26 69 20 189 20 60,109 60,668 31,600 16,300 0.776595 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 138 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG AGAAAGATGGTTCGGGTGGC 11 43 69 20 206 20 60,109 60,323 31,600 50,100 0.431350 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 141 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG CCGAGAAAGATGGTTCGGGT 11 46 69 20 209 20 60,109 59,751 31,600 52,800 0.358202 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 174 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG TTGTTGCCGCGTTTCTCAAA 11 79 69 20 242 20 60,109 59,548 31,600 26,900 0.560988 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 193 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG GACCTGCCGCTGAACAAATTT 11 97 69 20 261 21 60,109 60,000 31,600 18,200 1,109,078 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 4 11 193 ATACGAGCCGTGACCAACTGATTTGTTGATTcacaca ATACGAGCCGTGACCAACTG GACCTGCCGCTGAACAAATT 11 98 69 20 261 20 60,109 59,402 31,600 18,200 0.706868 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 5 51 240 AAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAAGAACAAGTAACTTAACTAACTGGGT GACCTGCCGCTGAACAAATTT 51 97 22 27 261 21 58,730 60,000 45,100 18,200 9,270,304 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 5 51 240 AAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAAGAACAAGTAACTTAACTAACTGGGT GACCTGCCGCTGAACAAATT 51 98 22 27 261 20 58,730 59,402 45,100 18,200 8,868,095 F 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 5 48 190 AACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAAACAAGTAACTTAACTAACTGGGTTGC ATTCACCGAGAAAGATGGTTCG 48 49 25 27 214 22 60,202 58,738 41,700 39,500 10,464,178 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 6 49 190 AGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAAGAACAAGTAACTTAACTAACTGGGT TCACCGAGAAAGATGGTTCG 51 49 23 26 212 20 58,201 57,636 45,100 39,500 10,162,868 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:11343:26695 1 100 44 15 1.5 AC CACACACACACACACACACACACACACACAAGCACANA 0 0 6 49 191 AGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAAGAACAAGTAACTTAACTAACTGGGT TTCACCGAGAAAGATGGTTCG 51 49 23 26 213 21 58,201 58,316 45,100 39,500 10,483,048 B 261 ATACTAAGGCGAAATTTTGTTAAGAACAAGTAACTTAACTAACTGGGTTGCTCTTGCAGAGGCCGGGCATACGAGCCGTGACCAACTGATTTGTTGATTcacacacacacacacacacacacacacacaAGcacacacacacaCCCTTTGCCTTTTGGTTATAAACAGCGATATTCGCGACCTCAGGCCACCCGAACCATCTTTCTCGGTGAATAAAGTGtttttGAGAAACGCGGCAACAAATTTGTTCAGCGGCAGGTC

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 1 1 4 35 240 AATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTAATTTGGCCCTGAGTTTGCC CCTCTGCATATACACACATGATAC 94 35 18 20 257 24 59,313 57,042 45,200 22,400 7,644,773 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 4 34 240 AATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTAATTTGGCCCTGAGTTTGCC CCTCTGCATATACACACATGATACA 94 34 18 20 257 25 59,313 58,542 45,200 22,900 7,144,999 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 4 33 240 AATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTAATTTGGCCCTGAGTTTGCC CCTCTGCATATACACACATGATACAC 94 33 18 20 257 26 59,313 59,633 45,200 29,000 7,053,938 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 12 10 139 CTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTCTGGAATCCACCTGCTTTGT TAGACACACACGCACACATG 22 10 90 20 228 20 58,085 58,503 28,300 32,100 3,412,075 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 13 10 139 CCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGCCTGGAATCCACCTGCTTTG AGACACACACGCACACATG 23 10 89 20 227 19 58,820 58,690 27,700 32,100 3,490,338 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 15 15 148 GACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgt GACCTGGAATCCACCTGCTT CACACATAGACACACACGCAC 25 15 87 20 234 21 59,670 59,808 39,100 53,400 1,521,908 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 15 15 208 CTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACTGAGTTTGCCTCCTGCTCA CACACATAGACACACACGCAC 85 15 27 20 234 21 59,964 59,808 42,600 53,400 1,228,193 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 17 13 136 CCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgCCACCTGCTTTGTAAATCAGGG CACATAGACACACACGCACAC 13 13 97 22 232 21 59,507 59,808 44,500 38,200 3,685,590 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 17 13 146 GACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgt GACCTGGAATCCACCTGCTT CACATAGACACACACGCACAC 25 13 87 20 232 21 59,670 59,808 39,100 38,200 1,521,908 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 17 13 206 CTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACTGAGTTTGCCTCCTGCTCA CACATAGACACACACGCACAC 85 13 27 20 232 21 59,964 59,808 42,600 38,200 1,228,193 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 17 12 145 GACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgt GACCTGGAATCCACCTGCTT ACATAGACACACACGCACACA 25 12 87 20 231 21 59,670 60,202 39,100 37,200 1,532,071 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:44046 1 132 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTNA 0 0 17 12 205 CTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACTGAGTTTGCCTCCTGCTCA ACATAGACACACACGCACACA 85 12 27 20 231 21 59,964 60,202 42,600 37,200 1,238,356 G 257 AGATGCTCAGTGCCACTAATTTGGCCCTGAGTTTGCCTCCTGCTCAACTACATTTTAAAATGACATCTCATGGCAGCACGGGCTGGGACCTGGAATCCACCTGCTTTGTAAATCAGGgtgtgtATGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgCGTGTGCCTCtgtgtgTCtgtgtgtgtgtgCCTGTGAGTGCAtgtgtgCgtgtgtgtCTAtgtgtgTATCAtgtgtgTATATGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 1 1 6 11 140 GCTACAACATACACTCACATACTTcacacaTTCACATt GCTACAACATACACTCACATACTTCA TGAGGGTGAAAGTGTGCCAG 11 18 1 26 140 20 59,188 60,179 30,200 48,500 6,990,685 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 0 0 6 11 141 GCTACAACATACACTCACATACTTcacacaTTCACATt GCTACAACATACACTCACATACTTCA GTGAGGGTGAAAGTGTGCCA 11 19 1 26 141 20 59,188 60,465 30,200 49,200 7,277,125 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 0 0 8 11 142 GCTACAACATACACTCACATACTTcacacaTTCACATt GCTACAACATACACTCACATACTTCA AGTGAGGGTGAAAGTGTGCC 11 20 1 26 142 20 59,188 60,179 30,200 50,100 6,990,683 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 0 0 8 2 127 ACACTCACATACTTcacacaTTCACATtctctctctctctctcACACTCACATACTTCACACATTCAC GGGTGAAAGTGTGCCAGAGA 2 15 11 25 137 20 59,533 59,891 31,800 31,000 5,575,313 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 0 0 9 1 126 CACTCACATACTTcacacaTTCACATtctctctctctctctct CACTCACATACTTCACACATTCACA GGGTGAAAGTGTGCCAGAGA 1 15 12 25 137 20 59,534 59,891 35,800 31,000 5,574,978 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:21596 1 38 65 15 2 AC TCTCTCTCTCTCTCTCTCTCTCATACACACATAATCACNA 0 0 9 1 128 CACTCACATACTTcacacaTTCACATtctctctctctctctct CACTCACATACTTCACACATTCACA GAGGGTGAAAGTGTGCCAGA 1 17 12 25 139 20 59,534 59,891 35,800 38,600 5,574,978 G 149 GCTACAACATACACTCACATACTTcacacaTTCACATtctctctctctctctctctctcATacacacATAATcacacacacacacacacacacacacacacaCTCTTGCATACActctctctGGCACACTTTCACCCTCACTCACAGAC

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 1 1 12 43 202 TGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGTGGACCAGGGTAAGCACTCT ACCAACAGGCACACACACTA 53 43 76 20 277 20 60,179 59,456 32,400 27,400 0.723126 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 12 43 203 CTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTCTGGACCAGGGTAAGCACTC ACCAACAGGCACACACACTA 54 43 75 20 277 20 59,749 59,456 35,100 27,400 0.794736 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 12 43 268 GGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACAGGTGGTACTGGCTAAAGGAGG ACCAACAGGCACACACACTA 118 43 10 21 277 20 59,790 59,456 43,000 27,400 1,753,970 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 12 42 191 AAGCACTCTGGAAAGCGACAGTTGGCCCCAGTggggAAGCACTCTGGAAAGCGACA ACCAACAGGCACACACACTA 42 43 87 20 277 20 59,893 59,456 43,500 27,400 0.650931 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 22 247 GGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACAGGTGGTACTGGCTAAAGGAGG ATGGTCACCAACACACACCC 118 22 10 21 256 20 59,790 60,467 43,000 46,100 1,677,037 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 16 164 AAGCACTCTGGAAAGCGACAGTTGGCCCCAGTggggAAGCACTCTGGAAAGCGACA ACCAACACACACCCACACAA 42 16 87 20 250 20 59,893 60,251 43,500 33,300 0.358094 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 16 175 TGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGTGGACCAGGGTAAGCACTCT ACCAACACACACCCACACAA 53 16 76 20 250 20 60,179 60,251 32,400 33,300 0.430289 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 16 176 CTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTCTGGACCAGGGTAAGCACTC ACCAACACACACCCACACAA 54 16 75 20 250 20 59,749 60,251 35,100 33,300 0.501899 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 16 241 GGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACAGGTGGTACTGGCTAAAGGAGG ACCAACACACACCCACACAA 118 16 10 21 250 20 59,790 60,251 43,000 33,300 1,461,133 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 1 124 GGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtGGTGAGTGACCATTGAGTGTG ACCAACACACACCCACACAA 1 16 127 21 250 20 58,854 60,251 38,200 33,300 2,397,728 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 0 123 GTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtg GTGAGTGACCATTGAGTGTGG ACCAACACACACCCACACAA 0 16 128 21 250 20 58,854 60,251 41,700 33,300 2,397,728 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14560:28259 1 149 66 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATTTNA 0 0 14 0 129 GTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtg GTGAGTGACCATTGAGTGTGG ATGGTCACCAACACACACCC 0 22 128 21 256 20 58,854 60,467 41,700 46,100 2,613,632 G 285 GTTAACAGTGGTGGTACTGGCTAAAGGAGGTGCTAATGGTGACATTAAAAGTGGAGAGCAGAATGTGATAATGGCTGGACCAGGGTAAGCACTCTGGAAAGCGACAGTTGGCCCCAGTgggggTGGGGTGAGTGACCATTGAGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATTTAgtgtgtGGTtgtgtgtgtgtgtgtgtgtgGGTAtgtgtgACCATTTtgtgtgGgtgtgtgtTGGTGACCATTTAgtgtgtgtGCCTGTTGGTGACCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 1 1 3 21 189 ACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGACTGTCCACTAGTCTACGCC GCTGGAGCTAGCAATACTCTT 90 21 53 20 241 21 58,538 57,533 56,800 28,500 4,928,933 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 21 189 ACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGACTGTCCACTAGTCTACGCCT GCTGGAGCTAGCAATACTCTT 89 21 53 21 241 21 59,995 57,533 55,200 28,500 4,471,884 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 20 189 ACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGACTGTCCACTAGTCTACGCCT GCTGGAGCTAGCAATACTCTTT 89 20 53 21 241 22 59,995 58,197 55,200 25,200 4,807,377 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 17 134 TTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAA TTTCACATTTAGAGCCTCCTAATTC CTGGAGCTAGCAATACTCTTTAGA 31 17 107 25 240 24 57,134 57,602 21,700 21,000 14,263,939 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 17 188 ACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGACTGTCCACTAGTCTACGCCT CTGGAGCTAGCAATACTCTTTAGA 89 17 53 21 240 24 59,995 57,602 55,200 21,000 7,402,744 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 17 189 CACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTACACTGTCCACTAGTCTACGCC CTGGAGCTAGCAATACTCTTTAGA 90 17 52 21 240 24 59,867 57,602 56,800 21,000 7,530,877 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 17 212 ACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTACTGTCTGTTCCTCCCACCT CTGGAGCTAGCAATACTCTTTAGA 114 17 29 20 240 24 60,105 57,602 40,000 21,000 6,503,168 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 3 17 213 GACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGGACTGTCTGTTCCTCCCACC CTGGAGCTAGCAATACTCTTTAGA 115 17 28 20 240 24 59,678 57,602 46,100 21,000 6,720,230 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 38 242 GTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACGTGAAGATTCTTGACTGTCTGTTCC AGAAGGGCTTGTGTGTGCTG 122 38 16 25 257 20 59,822 60,821 36,200 44,100 5,999,329 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 32 223 ACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTACTGTCTGTTCCTCCCACCT GCTTGTGTGTGCTGGAGCTA 114 32 29 20 251 20 60,105 60,604 40,000 33,200 0.708641 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 30 221 ACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTACTGTCTGTTCCTCCCACCT TTGTGTGTGCTGGAGCTAGC 114 30 29 20 249 20 60,105 60,604 40,000 34,200 0.708641 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 30 222 GACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGGACTGTCTGTTCCTCCCACC TTGTGTGTGCTGGAGCTAGC 115 30 28 20 249 20 59,678 60,604 46,100 34,200 0.925703 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 20 132 GAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTT GAGCCTCCTAATTCATATATGGTGT TTGTGTGTGCTGGAGCTAGC 20 30 118 25 249 20 58,048 60,604 41,600 34,200 7,555,678 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 20 133 AGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTAGAGCCTCCTAATTCATATATGGTGT TTGTGTGTGCTGGAGCTAGC 20 30 117 26 249 20 59,267 60,604 41,600 34,200 7,336,569 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 20 135 AGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTAGAGCCTCCTAATTCATATATGGTGT GCTTGTGTGTGCTGGAGCTA 20 32 117 26 251 20 59,267 60,604 41,600 33,200 7,336,569 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 16 133 TTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAA TTTCACATTTAGAGCCTCCTAATTC TGGAGCTAGCAATACTCTTTAGAA 31 16 107 25 239 24 57,134 57,208 21,700 21,000 14,657,573 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 16 134 TTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAA TTTCACATTTAGAGCCTCCTAATTC CTGGAGCTAGCAATACTCTTTAGAA 31 16 107 25 240 25 57,134 58,189 21,700 21,000 14,676,617 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 16 187 ACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGACTGTCCACTAGTCTACGCCT TGGAGCTAGCAATACTCTTTAGAA 89 16 53 21 239 24 59,995 57,208 55,200 21,000 7,796,378 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 4 16 211 ACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTACTGTCTGTTCCTCCCACCT TGGAGCTAGCAATACTCTTTAGAA 114 16 29 20 239 24 60,105 57,208 40,000 21,000 6,896,802 B 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 5 38 241 TGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACATGAAGATTCTTGACTGTCTGTTCCT AGAAGGGCTTGTGTGTGCTG 121 38 17 25 257 20 59,929 60,821 33,600 44,100 5,891,873 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:14610:54506 1 163 37 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGTGTNA 0 0 5 38 243 TGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAATGTGAAGATTCTTGACTGTCTGT AGAAGGGCTTGTGTGTGCTG 125 38 15 23 257 20 57,718 60,821 34,100 44,100 6,102,946 F 257 TGCTATTCTATCTATGTGAAGATTCTTGACTGTCTGTTCCTCCCACCTTAACACTGTCCACTAGTCTACGCCTTTAACATTTGTCTTAGAATCTTTCAATTATCATTTTCACATTTAGAGCCTCCTAATTCatatatGGTGTAATCCTTGTTGTTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtACACGTATGTGTTTATTTCTAAAGAGTATTGCTAGCTCCAGcacacacaAGCCCTTCT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 1 1 9 13 165 TGAGACAGCGACACATAGTGAGAAATAGATGGAA TGAGACAGCGACACATAGTGA TGCCTCTCACTCTATAATTCTCTTTGT 13 40 17 21 181 27 58,841 59,875 34,100 28,300 9,284,283 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 9 12 165 TGAGACAGCGACACATAGTGAGAAATAGATGGAA TGAGACAGCGACACATAGTGAG TGCCTCTCACTCTATAATTCTCTTTGT 12 40 17 22 181 27 59,838 59,875 35,100 28,300 9,287,309 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 10 11 164 GAGACAGCGACACATAGTGAGAAATAGATGGAAagGAGACAGCGACACATAGTGAGA TGCCTCTCACTCTATAATTCTCTTTGT 11 40 18 22 181 27 59,580 59,875 32,700 28,300 9,545,274 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 10 0 120 TGAGACAGCGACACATAGTGAGAAATAGATGGAA TGAGACAGCGACACATAGTGA CATTCTTTCTCTTCCTCTCCGC 13 0 17 21 136 22 58,841 58,806 34,100 55,400 5,353,443 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 10 0 126 agagaATGAGACAGCGACACATAGTGAGAAATAGA AGAGAATGAGACAGCGACACA CATTCTTTCTCTTCCTCTCCGC 19 0 11 21 136 22 59,111 58,806 37,200 55,400 5,083,232 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 11 0 121 TGAGACAGCGACACATAGTGAGAAATAGATGGAA TGAGACAGCGACACATAGTGA TCATTCTTTCTCTTCCTCTCCGC 13 0 17 21 137 23 58,841 60,119 34,100 55,400 5,278,338 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 11 0 121 TGAGACAGCGACACATAGTGAGAAATAGATGGAA TGAGACAGCGACACATAGTGAG TCATTCTTTCTCTTCCTCTCCGC 12 0 17 22 137 23 59,838 60,119 35,100 55,400 5,281,364 D 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 11 0 127 agagaATGAGACAGCGACACATAGTGAGAAATAGA AGAGAATGAGACAGCGACACA TCATTCTTTCTCTTCCTCTCCGC 19 0 11 21 137 23 59,111 60,119 37,200 55,400 5,008,126 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 12 0 133 ACAGTgagagaATGAGACAGCGACACATAGTGAGAAACAGTGAGAGAATGAGACAGCG TCATTCTTTCTCTTCCTCTCCGC 24 0 5 22 137 23 60,095 60,119 51,800 55,400 5,213,759 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 13 19 151 agagaATGAGACAGCGACACATAGTGAGAAATAGA AGAGAATGAGACAGCGACACA TCTTTGTCTCTTTCTCTCCACCT 19 24 11 21 161 23 59,111 58,773 37,200 40,000 6,116,367 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 14 19 152 agagaATGAGACAGCGACACATAGTGAGAAATAGA AGAGAATGAGACAGCGACACA CTCTTTGTCTCTTTCTCTCCACCT 19 24 11 21 162 24 59,111 59,717 37,200 40,000 6,172,382 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15189:54137 1 51 64 15 2 AG AGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGGNA 0 0 16 19 153 agagaATGAGACAGCGACACATAGTGAGAAATAGA AGAGAATGAGACAGCGACACA TCTCTTTGTCTCTTTCTCTCCACC 19 25 11 21 163 24 59,111 59,718 37,200 46,100 6,171,365 G 184 AGATACAGTgagagaATGAGACAGCGACACATAGTGAGAAATAGATGGAAagagagagagagagagagagAAagagagagGGGGgagagagagagagagagagagagagagagaGCGGAGAGGAAGAGAAAGAATGATAGGTGgagagaAAGAGACAAAGAGAATTATAGAGTGAGAGGCATAT

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 5 27 126 CTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCTTCAGGGAGCTCGCTAGAAG TGAGAAAGCCTCAGCACTGC 27 28 28 21 153 20 59,933 60,605 28,500 44,000 1,671,689 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 29 198 CCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACC CCTTCAGGGAGCTCGCTAGA CCAGGCAATGACGCAAACTT 29 99 27 20 224 20 60,753 59,685 24,300 26,600 1,068,414 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 29 202 CCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACC CCTTCAGGGAGCTCGCTAGA ATTCCCAGGCAATGACGCAA 29 103 27 20 228 20 60,753 60,612 24,300 48,500 1,365,097 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 29 204 CCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACC CCTTCAGGGAGCTCGCTAGA AAATTCCCAGGCAATGACGC 29 105 27 20 230 20 60,753 59,468 24,300 51,900 1,285,594 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 28 127 CCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACC CCTTCAGGGAGCTCGCTAGA TGAGAAAGCCTCAGCACTGC 29 28 27 20 153 20 60,753 60,605 24,300 44,000 1,358,259 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 50 240 GCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTGCTTCGCAGCAGCTGTCT TGGAAACAGTTCAGAGGAAATTCC 50 118 8 18 247 24 60,742 59,173 34,100 30,100 7,568,882 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 50 240 GCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTGCTTCGCAGCAGCTGTCT TGGAAACAGTTCAGAGGAAATTCCC 50 117 8 18 247 25 60,742 61,214 34,100 39,700 8,955,818 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 49 240 GCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTGCTTCGCAGCAGCTGTCTG TGGAAACAGTTCAGAGGAAATTCC 49 118 8 19 247 24 62,025 59,173 35,100 30,100 7,852,066 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 26 123 CAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCA CAGGGAGCTCGCTAGAAGC TGAGAAAGCCTCAGCACTGC 26 28 31 19 153 20 59,933 60,605 38,600 44,000 1,672,030 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 29 146 CCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACC CCTTCAGGGAGCTCGCTAGA GGAGTCTGTGAGTGCATGCT 29 47 27 20 172 20 60,753 60,037 24,300 37,900 0.790056 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 27 145 CTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCTTCAGGGAGCTCGCTAGAAG GGAGTCTGTGAGTGCATGCT 27 47 28 21 172 20 59,933 60,037 28,500 37,900 1,103,485 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:15442:17518 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 26 142 CAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCA CAGGGAGCTCGCTAGAAGC GGAGTCTGTGAGTGCATGCT 26 47 31 19 172 20 59,933 60,037 38,600 37,900 1,103,826 F 257 GTCTGCAGCTTCGCAGCAGCTGTCTGCCTTCAGGGAGCTCGCTAGAAGCCCCACCCGCACCCTCACTTTTCTCAGcacacacacacacacacacacacacacacaCCGCAccccccAcccccGACAcccccGGGCAGTGCTGAGGCTTTCTCAGCATGCACTCACAGACTCCCCTTGCCGCCTGGAGGCTTGTAGTATTCTTAAAAGTTTGCGTCATTGCCTGGGAATTTCCTCTGAACTGTTTCCATTTTGCTATC

ST‐E00142:460:H2K7HCCXY:6:2204:19735:36662 1 24 134 15 4 AG GAGAGAGAGAGAGAGAAAGAGAGAGAAAGGGGGNA 1 1 11 0 176 GTGAGAGCCACAGGTTAGGgagagagagagagagaAa GTGAGAGCCACAGGTTAGG CCGTCTCTCCCTCTCTGCA 0 4 5 19 180 19 57,157 60,379 26,900 44,100 5,222,046 G 201 GAAAGTGAGAGCCACAGGTTAGGgagagagagagagagaAagagagagAAAgggggCCAAAGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagagagagagagagagagACGGTGCagagagGgagagaCGGTGCagagagagagagagACGG

ST‐E00142:460:H2K7HCCXY:6:2204:19735:36662 1 24 134 15 4 AG GAGAGAGAGAGAGAGAAAGAGAGAGAAAGGGGGNA 0 0 13 0 177 GTGAGAGCCACAGGTTAGGgagagagagagagagaAa GTGAGAGCCACAGGTTAGG ACCGTCTCTCCCTCTCTGC 0 5 5 19 181 19 57,157 60,379 26,900 42,600 5,222,179 G 201 GAAAGTGAGAGCCACAGGTTAGGgagagagagagagagaAagagagagAAAgggggCCAAAGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagagagagagagagagagACGGTGCagagagGgagagaCGGTGCagagagagagagagACGG

ST‐E00142:460:H2K7HCCXY:6:2204:19735:36662 1 24 134 15 4 AG GAGAGAGAGAGAGAGAAAGAGAGAGAAAGGGGGNA 0 0 17 0 173 GTGAGAGCCACAGGTTAGGgagagagagagagagaAa GTGAGAGCCACAGGTTAGG TCTCTCCCTCTCTGCACCG 0 1 5 19 177 19 57,157 60,379 26,900 49,400 5,222,046 G 201 GAAAGTGAGAGCCACAGGTTAGGgagagagagagagagaAagagagagAAAgggggCCAAAGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagAAAgggggCCATGGGTTagagagagagagagagagagagagagagagACGGTGCagagagGgagagaCGGTGCagagagagagagagACGG

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 23 193 TGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGA TGTCATGTGACCCAGTCTTGG TTACCACTGCTGATCACCGT 23 99 22 21 214 20 59,928 59,026 36,100 48,300 2,045,805 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 23 194 TGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGA TGTCATGTGACCCAGTCTTGG CTTACCACTGCTGATCACCGT 23 99 22 21 215 21 59,928 60,067 36,100 48,300 2,139,031 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 22 188 TCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGC TCATGTGACCCAGTCTTGGT CCACTGCTGATCACCGTATCA 22 95 24 20 211 21 58,566 59,863 36,700 21,500 2,571,079 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 22 189 GTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAG GTCATGTGACCCAGTCTTGGT CCACTGCTGATCACCGTATCA 22 95 23 21 211 21 59,928 59,863 36,700 21,500 2,209,221 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 22 192 GTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAG GTCATGTGACCCAGTCTTGGT TTACCACTGCTGATCACCGT 22 99 23 21 214 20 59,928 59,026 36,700 48,300 2,045,963 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 10 104 GTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAG GTCATGTGACCCAGTCTTGGT TTGTTGTGTAGCTTGGAGACA 22 10 23 21 126 21 59,928 57,448 36,700 34,100 4,624,462 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 10 105 TGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGA TGTCATGTGACCCAGTCTTGG TTGTTGTGTAGCTTGGAGACA 23 10 22 21 126 21 59,928 57,448 36,100 34,100 4,624,304 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 9 104 TGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGA TGTCATGTGACCCAGTCTTGG TGTTGTGTAGCTTGGAGACAT 23 9 22 21 125 21 59,928 57,230 36,100 30,600 4,841,911 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 41 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCA ACATCACTAAGAAGGGAAATGTGT GGTTGTCTCATGCCATGTAGC 41 174 1 24 290 21 58,119 59,327 37,200 35,800 7,553,782 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 40 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCA ACATCACTAAGAAGGGAAATGTGTC GGTTGTCTCATGCCATGTAGC 40 174 1 25 290 21 59,060 59,327 36,700 35,800 7,613,351 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 39 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCA ACATCACTAAGAAGGGAAATGTGTCA GGTTGTCTCATGCCATGTAGC 39 174 1 26 290 21 60,466 59,327 35,800 35,800 8,138,632 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 26 260 TGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGTGTGTCATGTGACCCAGTCT GCCATGTAGCATGATCCAAGC 26 163 20 20 279 21 58,576 59,731 32,400 40,100 2,692,483 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 23 258 TGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGA TGTCATGTGACCCAGTCTTGG GCCATGTAGCATGATCCAAGC 23 163 22 21 279 21 59,928 59,731 36,100 40,100 2,341,072 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 22 257 GTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAG GTCATGTGACCCAGTCTTGGT GCCATGTAGCATGATCCAAGC 22 163 23 21 279 21 59,928 59,731 36,700 40,100 2,341,230 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:19857:63068 1 66 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 18 188 TGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGA TGTGACCCAGTCTTGGTTTCA TTACCACTGCTGATCACCGT 18 99 27 21 214 20 59,438 59,026 26,900 48,300 2,535,640 F 290 ACATCACTAAGAAGGGAAATGTGTCATGTGACCCAGTCTTGGTTTCACtttttCTTTGAGCAGAGcacacacacacacacacacacacacacacaCTGCTTCTAATGTCTCCAAGCTACACAACAATATAAGGCTGTTCTCATGTGTCTAATACAGTAAATAAGCTCAAGGACTTGTGATTATAAGAACATGATACGGTGATCAGCAGTGGTAAGATAGGTGGCAGCAAGATTAAGTACAGGTACAACATGGTGAATAGCTTGGATCATGCTACATGGCATGAGACAACC

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 94 258 AGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGAGTGGGTTTCTGATCGGTCC GAACCGGGAGTGACATGGTC 94 94 19 20 276 20 59,386 60,391 44,600 40,200 1,005,040 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 94 269 CGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAACGAGAGTGGGAAGTGGGTTT GAACCGGGAGTGACATGGTC 105 94 8 20 276 20 59,603 60,391 32,700 40,200 0.788074 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 93 257 GTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGGTGGGTTTCTGATCGGTCCA GAACCGGGAGTGACATGGTC 93 94 20 20 276 20 59,676 60,391 40,200 40,200 0.714892 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 55 190 GGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTT GGAGAGGTGGGTTGCTGAAG TGGAGAAAGCGGCGAGTTAG 65 55 48 20 237 20 60,322 60,109 30,200 23,400 0.430812 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 24 146 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT AGAAAGCGGCGAGTTAGAGG 24 52 89 20 234 20 60,179 59,826 30,100 36,900 0.352666 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 24 148 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT GGAGAAAGCGGCGAGTTAGA 24 54 89 20 236 20 60,179 59,827 30,100 21,000 0.351761 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 24 149 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT TGGAGAAAGCGGCGAGTTAG 24 55 89 20 237 20 60,179 60,109 30,100 23,400 0.287762 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 36 199 GTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGGTGGGTTTCTGATCGGTCCA GAGGGACAGATGGAGAGGGT 93 36 20 20 218 20 59,676 60,032 40,200 43,400 0.355245 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 36 211 CGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAACGAGAGTGGGAAGTGGGTTT GAGGGACAGATGGAGAGGGT 105 36 8 20 218 20 59,603 60,032 32,700 43,400 0.428427 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 24 130 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT GAGGGACAGATGGAGAGGGT 24 36 89 20 218 20 60,179 60,032 30,100 43,400 0.210574 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 22 116 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT GAGGGTGAGAGAGGGATGGA 24 22 89 20 204 20 60,179 59,737 30,100 34,100 0.442130 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:22638:20735 1 133 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 20 114 ACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTACGGTGACTCTCCCTGTTCT GGGTGAGAGAGGGATGGAGA 24 20 89 20 202 20 60,179 59,737 30,100 37,100 0.442130 F 279 GGTGGTGCGAGAGTGGGAAGTGGGTTTCTGATCGGTCCATAATAGTGGGAGAGGTGGGTTGCTGAAGAGGACGTATGAGTTgggggTAACGGTGACTCTCCCTGTtctctctcActctctTtctctcCCCTGtctctctctctctctctctctctctctctcCCTcccccccTCTTTCTCCCTCTCCATCCctctctCACCCTCTCCATCTGTCCCTCTAACTCGCCGCTTTCTCCATGGTGATGGCTATTTTCTGGACCATGTCACTCCCGGTTCCCG

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 77 15 2 AC ACACACACACTCACAAAACTCACCCACACACACCCANA 0 1 2 0 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAATCAACACGCAACCCTTCC GTGCTTGTCTGGAAAGTAAGAG 25 0 1 18 142 22 57,849 57,000 34,600 28,500 9,150,745 D 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 77 15 2 AC ACACACACACTCACAAAACTCACCCACACACACCCANA 0 0 3 0 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAATCAACACGCAACCCTTCCC GTGCTTGTCTGGAAAGTAAGAG 24 0 1 19 142 22 60,527 57,000 39,700 28,500 6,527,131 D 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:23186:56141 1 44 77 15 2 AC ACACACACACTCACAAAACTCACCCACACACACCCANA 0 0 4 0 141 CAACACGCAACCCTTCCCCTCATACTCACACTCAAAACAACACGCAACCCTTCCC GTGCTTGTCTGGAAAGTAAGAG 24 0 2 18 142 22 58,961 57,000 39,700 28,500 8,038,885 D 142 TCAACACGCAACCCTTCCCCTCATACTCACACTCAAAACTCATacacacacacTCACAAAACTCACCcacacacaCccaccaccaACACTcacacacacacacacacacacacacacacaCTCTTACTTTCCAGACAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 9 0 122 TCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCGCTACTGCTCTCACTCCT AGAAGAGTTAAAGAGAGACAGGG 35 0 36 20 157 23 60,035 57,006 36,900 44,500 6,028,707 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 123 GTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCC GTCGCTACTGCTCTCACTCC AGAAGAGTTAAAGAGAGACAGGG 36 0 35 20 157 23 59,900 57,006 38,500 44,500 6,093,539 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 126 TTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCT TTCGTCGCTACTGCTCTCAC AGAAGAGTTAAAGAGAGACAGGG 39 0 32 20 157 23 59,832 57,006 35,100 44,500 6,162,096 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 140 TCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTT TCTGTTCATCTCTCTTCGTCGC AGAAGAGTTAAAGAGAGACAGGG 51 0 18 22 157 23 60,160 57,006 51,900 44,500 8,153,251 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 140 TGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTT TGTTCATCTCTCTTCGTCGCT GAAGAAGAGTTAAAGAGAGACAGGG 50 0 20 21 159 25 59,187 58,605 49,300 44,500 8,207,987 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:23673:45734 1 91 44 15 1.5 AG CTCTCTCTCTCTACCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 3 142 TGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTT TGTTCATCTCTCTTCGTCGCT GGGAAGAAGAGTTAAAGAGAGACA 50 3 20 21 161 24 59,187 57,652 49,300 34,100 8,161,037 F 179 CTCAGTTTCCCTCTCCATCTGTTCAtctctcTTCGTCGCTACTGCTCTCACTCCTTTTCCAACTATCTCCCCGTCTGTCTTTCAACATTGctctctctctctACctctctctctctctctctctctctctctctCCCTGtctctcTTTAACTCTTCTTcccccTCTTtctctcctctct

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 1 1 4 60 246 GCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGAC GCTCTTTGTCTTCTGACTCAAAGG AATGCCAGGAAGTGCCCAAT 103 60 4 24 249 20 59,787 60,252 31,100 31,600 4,465,434 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 4 32 172 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCA AATGCCAGGAAGTGCCCAAT 32 60 78 21 249 20 58,487 60,252 40,800 31,600 2,765,081 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 4 31 170 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCAG TGCCAGGAAGTGCCCAATAT 31 58 78 22 247 20 59,511 59,369 44,100 12,800 3,119,609 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 4 31 172 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCAG AATGCCAGGAAGTGCCCAAT 31 60 78 22 249 20 59,511 60,252 44,100 31,600 2,741,312 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 5 60 216 TGCGACCAGAATCCATCATGATTGTgagagaAATTCATGCGACCAGAATCCATCATGA AATGCCAGGAAGTGCCCAAT 76 60 34 21 249 20 59,514 60,252 30,700 31,600 1,738,270 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 5 59 215 TGCGACCAGAATCCATCATGATTGTgagagaAATTCATGCGACCAGAATCCATCATGA ATGCCAGGAAGTGCCCAATA 76 59 34 21 248 20 59,514 59,369 30,700 19,000 2,116,568 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 5 58 214 TGCGACCAGAATCCATCATGATTGTgagagaAATTCATGCGACCAGAATCCATCATGA TGCCAGGAAGTGCCCAATAT 76 58 34 21 247 20 59,514 59,369 30,700 12,800 2,116,568 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 5 22 135 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCAG TGCCAACATGTTCCTTCATCC 31 22 78 22 212 21 59,511 58,830 44,100 35,100 4,659,103 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 5 22 135 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCA TGCCAACATGTTCCTTCATCC 32 22 78 21 212 21 58,487 58,830 40,800 35,100 4,682,871 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 6 60 249 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGC CATGCTCTTTGTCTTCTGACTCA AATGCCAGGAAGTGCCCAAT 107 60 1 23 249 20 58,687 60,252 34,100 31,600 4,565,657 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 6 21 135 TGTGCACAACTGGATATTGCAGTGATGAAAAGCAC TGTGCACAACTGGATATTGCAG TGCCAACATGTTCCTTCATCCT 31 21 78 22 212 22 59,511 60,225 44,100 32,400 4,714,028 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:24840:70574 1 131 39 15 1.5 AT TATATATATATATATATATATATATATATATTATATATANA 0 0 7 60 247 TGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGA TGCTCTTTGTCTTCTGACTCAA AATGCCAGGAAGTGCCCAAT 106 60 3 22 249 20 57,593 60,252 30,200 31,600 4,659,023 F 280 CATGCTCTTTGTCTTCTGACTCAAAGGTACAAATGCGACCAGAATCCATCATGATTGTgagagaAATTCACATAAAATGTGCACAACTGGATATTGCAGTGATGAAAAGCACCTTGCTCCATaaaaaTGTtatatatatatatatatatatatatatataTtatatataAGAtttttGCGATCTTTTAAGAGGATGAAGGAACATGTTGGCAATTGAACCATACAGAATATTGGGCACTTCCTGGCATTGGGGAACAATCTAAATTAAATTAAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 9 19 121 TCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTAT TCTTGTGCCTGTACATTAAATTGC CACAAGCACTCGAACACGC 19 19 13 24 133 19 58,291 60,083 35,600 53,400 6,792,349 B 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 19 122 TTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTA TTCTTGTGCCTGTACATTAAATTGC CACAAGCACTCGAACACGC 19 19 12 25 133 19 58,844 60,083 35,600 53,400 7,239,228 B 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 19 122 TCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTAT TCTTGTGCCTGTACATTAAATTGC GCACAAGCACTCGAACACG 19 20 13 24 134 19 58,291 60,083 35,600 44,900 6,792,349 B 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 19 132 TCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgTCCCTGTGTGTTCTTGTGCC CACAAGCACTCGAACACGC 34 19 2 20 133 19 60,465 60,083 50,100 53,400 1,548,861 F 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 99 GCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtg GCGTGTGTCTGCCTATCGAT CACAAGCACTCGAACACGC 1 19 35 20 133 19 60,249 60,083 35,900 53,400 1,332,474 F 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:25581:2241 1 56 40 15 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 100 GCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtg GCGTGTGTCTGCCTATCGAT GCACAAGCACTCGAACACG 1 20 35 20 134 19 60,249 60,083 35,900 44,900 1,332,474 F 146 GTCCCtgtgtgTTCTTGTGCCTGTACATTAAATTGCgtgtgtCTGCCTATCGATAtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCCTGGGCGTTTGCGCGTGTTCGAGTGCTTGTGCAtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 210 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 13 9 91 ACGcacacacaGGCACTTACCCCTCTTTCTCTcacacac ACGCACACACAGGCACTTA CATGTGCTTGTCCATCTGCC 13 9 178 19 268 20 59,855 59,545 22,400 48,500 1,599,756 F 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 210 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 9 91 ACGcacacacaGGCACTTACCCCTCTTTCTCTcacacac ACGCACACACAGGCACTTAC CATGTGCTTGTCCATCTGCC 12 9 178 20 268 20 61,158 59,545 23,400 48,500 1,612,471 F 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 210 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 9 92 CACGcacacacaGGCACTTACCCCTCTTTCTCTcacaca CACGCACACACAGGCACTTA CATGTGCTTGTCCATCTGCC 13 9 177 20 268 20 61,157 59,545 22,400 48,500 1,611,858 F 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 164 15 4 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 1 10 9 224 CCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGCCCTCTCTCCCTCTATCTCTGA CATGTGCTTGTCCATCTGCC 9 9 45 22 268 20 59,014 59,545 32,700 48,500 3,440,619 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 164 15 4 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 10 8 223 CCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGCCCTCTCTCCCTCTATCTCTGA ATGTGCTTGTCCATCTGCCC 9 8 45 22 267 20 59,014 60,682 32,700 53,600 3,668,228 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:26453:48863 1 76 164 15 4 AC CTCTCTCTCTTGCACACACTCACCCATTTCTCTCTCTCNA 0 0 12 2 217 tCCCTCTATCTCTGAAACAcccccctctctctctTGcacaca TCCCTCTATCTCTGAAACACCC CATGTGCTTGTCCATCTGCC 2 9 52 22 268 20 58,624 59,545 46,100 48,500 3,830,300 G 270 CTcacacacacaCTTACCACTTTcacacacacacacacaCTTACCCctctctCCCTCTATCTCTGAAACAcccccctctctctctTGcacacaCTCACCCATTtctctctctctctcCcacacacacaCTTACTACTTTcacacacacacacacaCTCAccccccccTCTCCCTCCCACGcacacacaGGCACTTACCCCTCTTTCTCTcacacacacacacacacacacacacacacaTACTTTAGGGGCAGATGGACAAGCACATGAG

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 1 1 6 0 111 ACAGGGAATGAGAAAGGCCGAGAATGAGACAGTT ACAGGGAATGAGAAAGGCCG TCTGTTCTCTCTCGTTCCGC 14 0 65 20 175 20 60,035 59,478 61,300 55,400 0.557236 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 0 0 6 0 152 GAAAGGGAGGGTGACTCTGCAAGAAATagagagAC GAAAGGGAGGGTGACTCTGC TCTGTTCTCTCTCGTTCCGC 55 0 24 20 175 20 60,036 59,478 42,600 55,400 0.558096 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 0 0 6 0 161 GCACAGGATGAAAGGGAGGGTGACTCTGCAAGAA GCACAGGATGAAAGGGAGGG TCTGTTCTCTCTCGTTCCGC 64 0 15 20 175 20 60,395 59,478 43,000 55,400 0.917079 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 0 0 6 0 162 gGCACAGGATGAAAGGGAGGGTGACTCTGCAAGA GGCACAGGATGAAAGGGAGG TCTGTTCTCTCTCGTTCCGC 65 0 14 20 175 20 60,395 59,478 43,000 55,400 0.917079 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 0 0 8 0 110 CAGGGAATGAGAAAGGCCGAGAATGAGACAGTTa CAGGGAATGAGAAAGGCCGA TCTGTTCTCTCTCGTTCCGC 13 0 66 20 175 20 59,747 59,478 55,400 55,400 0.775224 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:30614:56211 1 99 57 15 2 AG AGAGAGAGAGAGAGATACAGATGGAACGAGAGAGNA 0 0 12 0 124 gagagACAGAGGGACAGGGAATGAGAAAGGCCGAGGAGAGACAGAGGGACAGGGA TCTGTTCTCTCTCGTTCCGC 27 0 52 20 175 20 59,667 59,478 42,000 55,400 0.855492 G 178 AGAGACagagagagGCACAGGATGAAAGGGAGGGTGACTCTGCAAGAAATagagagACAGAGGGACAGGGAATGAGAAAGGCCGAGAATGAGACAGTTagagagagagagagATACAGATGGAACgagagagagagagagagagagagagagagaGCGGAACgagagagaACAGAAGA

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 83 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 17 2 92 TTACAGCCACACCcacacacaAAAacacacTCACAGAC TTACAGCCACACCCACACAC GCCTGGCTGTCAGTGTGTT 21 2 42 20 133 19 60,465 60,527 38,200 33,200 1,991,651 F 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 83 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 17 1 91 TACAGCCACACCcacacacaAAAacacacTCACAGACA TACAGCCACACCCACACAC GCCTGGCTGTCAGTGTGTTT 21 1 43 19 133 20 59,853 61,103 38,200 28,300 2,250,774 F 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 83 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 17 1 92 TTACAGCCACACCcacacacaAAAacacacTCACAGAC TTACAGCCACACCCACACAC GCCTGGCTGTCAGTGTGTTT 21 1 42 20 133 20 60,465 61,103 38,200 28,300 1,568,132 F 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 26 87 15 2 AC ACACACACACACACACTTACAGCCACACCCACACACNA 0 1 17 0 126 ACAGCCAGGCCCAGACATacacacacacacacacTTACAACAGCCAGGCCCAGACAT GCCTGGCTGTCAGTGTGTT 0 2 8 18 133 19 60,938 60,527 30,600 33,200 4,464,606 G 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 26 87 15 2 AC ACACACACACACACACTTACAGCCACACCCACACACNA 0 0 17 0 126 ACAGCCAGGCCCAGACATacacacacacacacacTTACAACAGCCAGGCCCAGACAT GCCTGGCTGTCAGTGTGTTT 0 1 8 18 133 20 60,938 61,103 30,600 28,300 4,041,087 G 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:4553:38631 1 26 87 15 2 AC ACACACACACACACACTTACAGCCACACCCACACACNA 0 0 17 0 127 GACAGCCAGGCCCAGACATacacacacacacacacTTA GACAGCCAGGCCCAGACAT GCCTGGCTGTCAGTGTGTTT 0 1 7 19 133 20 61,976 61,103 30,600 28,300 4,079,888 G 135 CACACTGACAGCCAGGCCCAGACATacacacacacacacacTTACAGCCACACCcacacacaAAAacacacTCACAGACAGCcacacacacacacacacacacacacacacaAAAacacacTGACAGCCAGGCCC

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 1 1 4 5 138 CTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCCTCCATCCAGCCACTGACAG TTTCATCACAGGCCTGGGTC 34 5 24 20 161 20 60,108 59,962 35,100 44,600 0.145966 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 0 0 4 5 140 AACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCAACTCCATCCAGCCACTGAC TTTCATCACAGGCCTGGGTC 36 5 22 20 161 20 59,674 59,962 35,100 44,600 0.364429 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 0 0 4 5 141 GAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGGAACTCCATCCAGCCACTGA TTTCATCACAGGCCTGGGTC 37 5 21 20 161 20 59,385 59,962 34,100 44,600 0.653497 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 0 0 4 5 142 AGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGAGAACTCCATCCAGCCACTG TTTCATCACAGGCCTGGGTC 38 5 20 20 161 20 59,383 59,962 36,600 44,600 0.655578 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 0 0 4 3 136 CTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCCTCCATCCAGCCACTGACAG TCATCACAGGCCTGGGTCTA 34 3 24 20 159 20 60,108 59,957 35,100 25,900 0.150381 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:8603:45470 1 78 59 15 1.5 AT AAATAAATAAATAAATAAATAAATAAATGTATATATNA 0 0 4 3 138 AACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCAACTCCATCCAGCCACTGAC TCATCACAGGCCTGGGTCTA 36 3 22 20 159 20 59,674 59,957 35,100 25,900 0.368845 B 252 AACTGGTAGATGGCCTTAAAGAACTCCATCCAGCCACTGACAGGGCCATTGCTTGGCCCTATGACTATGCACAGGTGaaataaataaataaataaataaataaatGtatatatatatatatatatatatatatataAATTAGACCCAGGCCTGTGATGAAATGGTAAATAACCTGTAAAATTAAATGAAAGGAATTGATTGAGGATATAATATAGAAACAGGAAAGTAAAATGAGAAtttttCTAAAATCAT

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 1 1 3 55 240 GGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGGGCCTGCTGTGTGGAGAATA GCACAGGCTTTGAGGAACAA 90 55 45 20 284 20 59,747 58,968 17,500 28,300 1,285,058 F 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 3 31 216 GGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGGGCCTGCTGTGTGGAGAATA TTGAGGTCAGGGACAGCTCT 90 31 45 20 260 20 59,747 60,179 17,500 40,900 0.431965 F 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 3 1 127 GAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtg GAGGGAGGATGACACAGGGA TTGAGGTCAGGGACAGCTCT 1 31 134 20 260 20 60,326 60,179 42,000 40,900 0.504592 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 55 258 ACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAAT ACATTACTGCGGTTCCCTGG GCACAGGCTTTGAGGAACAA 108 55 27 20 284 20 60,035 58,968 44,500 28,300 1,067,453 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 54 258 ACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAAT ACATTACTGCGGTTCCCTGG GCACAGGCTTTGAGGAACAAT 108 54 27 20 284 21 60,035 59,385 44,500 27,100 1,650,831 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 31 234 ACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAAT ACATTACTGCGGTTCCCTGG TTGAGGTCAGGGACAGCTCT 108 31 27 20 260 20 60,035 60,179 44,500 40,900 0.214360 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 27 153 TGTTGGCTGGTGGAAACAGTAAACATGAGGGAGG TGTTGGCTGGTGGAAACAGT TTGAGGTCAGGGACAGCTCT 27 31 108 20 260 20 60,034 60,179 35,500 40,900 0.212521 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 26 148 TGTTGGCTGGTGGAAACAGTAAACATGAGGGAGG TGTTGGCTGGTGGAAACAGT GTCAGGGACAGCTCTGGTTG 27 26 108 20 255 20 60,034 60,321 35,500 37,700 0.354723 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 26 229 ACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAAT ACATTACTGCGGTTCCCTGG GTCAGGGACAGCTCTGGTTG 108 26 27 20 255 20 60,035 60,321 44,500 37,700 0.356561 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 15 218 ACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAAT ACATTACTGCGGTTCCCTGG CTCTGGTTGCCTGGCACTAC 108 15 27 20 244 20 60,035 60,675 44,500 27,300 0.710334 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 0 121 AGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgAGGGAGGATGACACAGGGAA GTCAGGGACAGCTCTGGTTG 0 26 135 20 255 20 59,881 60,321 39,700 37,700 0.440277 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 4 0 126 AGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgAGGGAGGATGACACAGGGAA TTGAGGTCAGGGACAGCTCT 0 31 135 20 260 20 59,881 60,179 39,700 40,900 0.298075 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 6 31 161 AATGCGTTTGTTGGCTGGTGGAAACAGTAAACATG AATGCGTTTGTTGGCTGGTG TTGAGGTCAGGGACAGCTCT 35 31 100 20 260 20 60,249 60,179 41,700 40,900 0.428326 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2204:9496:2645 1 155 55 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGNA 0 0 7 55 256 ATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATAT ATTACTGCGGTTCCCTGGC GCACAGGCTTTGAGGAACAA 107 55 29 19 284 20 60,078 58,968 48,500 28,300 2,109,730 B 288 GTTGTAATGAAACAGTGTAAATTTTAACATTACTGCGGTTCCCTGGCCTGCtgtgtgGAGAATATGATTTCTGTGCAGGAGTTGCCCTAGTAACAACGAAATGCGTTTGTTGGCTGGTGGAAACAGTAAACATGAGGGAGGATGACACAGGGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGAgtgtgtATAAGTGAGAATCCTGTAGTGCCAGGCAACCAGAGCTGTCCCTGACCTCAAATGATTGTTCCTCAAAGCCTGTGCTGTA

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 74 248 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTA GCGTAGGTCGATGACAGGTG GGGTGCTTACTCTGTAACTAACA 101 74 1 20 248 23 60,526 57,857 40,000 24,100 5,669,044 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 30 131 CAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTCAACTGAGTGGCTTGTTGGC AAACTGTCGGCGTACTTGGT 30 31 72 20 202 20 59,969 59,895 45,200 36,700 0.136587 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 129 CAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTCAACTGAGTGGCTTGTTGGC ACTGTCGGCGTACTTGGTTT 30 29 72 20 200 20 59,969 59,895 45,200 32,700 0.136587 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 74 243 GGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTAGGTCGATGACAGGTGAGCTG GGGTGCTTACTCTGTAACTAACA 96 74 6 20 248 23 60,459 57,857 42,400 24,100 5,602,613 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 130 CAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTCAACTGAGTGGCTTGTTGGC AACTGTCGGCGTACTTGGTT 30 30 72 20 201 20 59,969 59,895 45,200 36,700 0.136587 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 74 242 GTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTAT GTCGATGACAGGTGAGCTGT GGGTGCTTACTCTGTAACTAACA 95 74 7 20 248 23 59,755 57,857 44,000 24,100 5,388,370 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 31 196 GTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTAT GTCGATGACAGGTGAGCTGT AAACTGTCGGCGTACTTGGT 95 31 7 20 202 20 59,755 59,895 44,000 36,700 0.350402 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 30 195 GTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTAT GTCGATGACAGGTGAGCTGT AACTGTCGGCGTACTTGGTT 95 30 7 20 201 20 59,755 59,895 44,000 36,700 0.350402 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 29 194 GTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTAT GTCGATGACAGGTGAGCTGT ACTGTCGGCGTACTTGGTTT 95 29 7 20 200 20 59,755 59,895 44,000 32,700 0.350402 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 31 188 CAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACCAGGTGAGCTGTCCTGTTCT AAACTGTCGGCGTACTTGGT 87 31 15 20 202 20 59,316 59,895 30,100 36,700 0.789381 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 30 187 CAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACCAGGTGAGCTGTCCTGTTCT AACTGTCGGCGTACTTGGTT 87 30 15 20 201 20 59,316 59,895 30,100 36,700 0.789381 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:10125:41919 1 122 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 29 186 CAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACCAGGTGAGCTGTCCTGTTCT ACTGTCGGCGTACTTGGTTT 87 29 15 20 200 20 59,316 59,895 30,100 32,700 0.789381 F 258 GCGTAGGTCGATGACAGGTGAGCTGTCCTGTTCTATTCTTATTTTCTAGACACTTTTAAAGTGGTCTGATACAACTGAGTGGCTTGTTGGCCATATCACCAGGCATTTATGATTCAGCCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCGTGTATGGAGTCaaaaaTCGGCCAAACCAAGTACGCCGACAGTTTTGCATTCCTAAAGGACATGAACTTGTTAGTTACAGAGTAAGCACCCCTTACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 1 1 3 1 190 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC GCTTGTGCTCCTTTAGTAGGC 1 47 1 19 190 21 60,448 58,990 51,900 39,300 3,458,336 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 3 1 190 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC GCTTGTGCTCCTTTAGTAGGCT 1 46 1 19 190 22 60,448 60,355 51,900 45,800 3,803,047 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 3 1 191 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC TGCTTGTGCTCCTTTAGTAGGC 1 47 1 19 191 22 60,448 60,615 51,900 39,300 4,063,332 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 8 1 143 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC GCTAGGGCAAGAAAGGGAGG 1 1 1 19 143 20 60,448 60,107 51,900 43,000 1,554,806 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 9 0 139 tctcCGCATTTGGTCGCActctctctctctctctctctctctctctTCTCCGCATTTGGTCGCA TAGGGCAAGAAAGGGAGGG 0 0 3 18 141 19 59,654 58,290 51,000 43,000 5,055,609 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 10 1 151 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC ACGAGAGAGCTAGGGCAAGA 1 9 1 19 151 20 60,448 60,034 51,900 30,200 1,481,830 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 10 1 154 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctTCTCTCCGCATTTGGTCGC AGAACGAGAGAGCTAGGGCA 1 12 1 19 154 20 60,448 60,034 51,900 53,600 1,481,830 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 10 0 138 tctcCGCATTTGGTCGCActctctctctctctctctctctctctctTCTCCGCATTTGGTCGCA AGGGCAAGAAAGGGAGGG 0 0 3 18 140 18 59,654 58,487 51,000 43,000 5,858,644 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11657:40178 1 21 102 15 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCNA 0 0 10 0 139 ctctcCGCATTTGGTCGCActctctctctctctctctctctctctcCTCTCCGCATTTGGTCGCA AGGGCAAGAAAGGGAGGG 0 0 2 19 140 18 60,741 58,487 51,000 43,000 5,254,427 G 194 tctctcCGCATTTGGTCGCActctctctctctctctctctctctctctctTGctctctctCGctctctTGCCCCctctctctctctctAGctctctTGCCCTCACActctctctctctctctCCCTCCCTTTCTTGCCCTAGctctctCGTTCTCCTGCACAGGAGCCAGCCTACTAAAGGAGCACAAGCATCA

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 2 27 265 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GGGTTAGATTCTCACAGCTTTCG 27 165 5 20 269 23 60,108 59,381 35,100 34,600 3,726,838 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 18 115 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG TCGAGTGTCAGTGCAGACTC 27 18 5 20 119 20 60,108 59,406 35,100 33,600 0.701418 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 17 114 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG CGAGTGTCAGTGCAGACTCA 27 17 5 20 118 20 60,108 59,688 35,100 34,100 0.419902 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 27 264 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GGTTAGATTCTCACAGCTTTCGC 27 164 5 20 268 23 60,108 59,937 35,100 47,000 3,170,574 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 29 237 cacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAACACACATGCTCCTCCCTGTG GCTGCTGTTTGACAGGGAAC 29 138 3 20 239 20 60,676 59,688 36,600 36,200 0.987939 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 27 179 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG TTCAGCCAATCAGCAGCCAA 27 82 5 20 183 20 60,108 60,540 35,100 45,200 0.647933 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 27 180 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG ATTCAGCCAATCAGCAGCCA 27 83 5 20 184 20 60,108 60,324 35,100 47,500 0.431799 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 27 235 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GCTGCTGTTTGACAGGGAAC 27 138 5 20 239 20 60,108 59,688 35,100 36,200 0.419902 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 27 236 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GGCTGCTGTTTGACAGGGAA 27 139 5 20 240 20 60,108 60,823 35,100 39,700 0.931156 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 12 109 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GTCAGTGCAGACTCACTCCC 27 12 5 20 113 20 60,108 60,038 35,100 43,000 0.145590 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 29 240 cacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAACACACATGCTCCTCCCTGTG CCGGCTGCTGTTTGACAGG 29 142 3 20 242 19 60,676 61,620 36,600 40,000 3,295,949 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:11941:17676 1 52 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 27 175 cacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAG CACATGCTCCTCCCTGTGAG GCCAATCAGCAGCCAACAAA 27 78 5 20 179 20 60,108 59,966 35,100 28,300 0.141581 F 270 AGcacacaTGCTCCTCCCTGTGAGGCTATCTGTATCTCAAGGACTGACGGGgagagagagagagagagagagagagagagaGTGTCCTGAggggggAGTGAGTCTGCACTGACACTCGAGCCTTGGGCACATTTTAGAGCCCAGTTGTCACTCTTGACTTTTGTTGGCTGCTGATTGGCTGAATTCTGTAGTTTTGCTGCTgggggAAGTGGTGAgggggTTCCCTGTCAAACAGCAGCCGGCCAGCGAAAGCTGTGAGAATCTAACCCT

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 1 1 8 13 139 acacAGCCACCACATGCATACGCTGACATACCCcaca ACACAGCCACCACATGCATA GGGAGGTGAGAGAGCGAAAG 13 18 56 20 194 20 59,962 59,825 31,400 26,200 0.212638 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 8 6 132 CACCACATGCATACGCTGACATACCCcacacacacaca CACCACATGCATACGCTGAC GGGAGGTGAGAGAGCGAAAG 6 18 63 20 194 20 59,625 59,825 35,100 26,200 0.549374 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 8 5 131 ACCACATGCATACGCTGACATACCCcacacacacacac ACCACATGCATACGCTGACA GGGAGGTGAGAGAGCGAAAG 5 18 64 20 194 20 60,036 59,825 35,800 26,200 0.211099 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 52 223 CcacacaAACCCATCCCACATAGacacacacTCTCATca CCACACAAACCCATCCCACA GGGTGAGAGTGTGTGTGAGG 63 52 6 20 228 20 60,469 59,966 41,700 38,600 0.503016 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 51 222 CcacacaAACCCATCCCACATAGacacacacTCTCATca CCACACAAACCCATCCCACA GGTGAGAGTGTGTGTGAGGG 63 51 6 20 227 20 60,469 59,966 41,700 43,000 0.503016 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 51 223 CCcacacaAACCCATCCCACATAGacacacacTCTCATc CCCACACAAACCCATCCCA GGTGAGAGTGTGTGTGAGGG 65 51 5 19 227 20 59,845 59,966 43,700 43,000 1,188,980 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 13 172 acacAGCCACCACATGCATACGCTGACATACCCcaca ACACAGCCACCACATGCATA GGTGAGAGTGTGTGTGAGGG 13 51 56 20 227 20 59,962 59,966 31,400 43,000 0.072080 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 5 164 ACCACATGCATACGCTGACATACCCcacacacacacac ACCACATGCATACGCTGACA GGTGAGAGTGTGTGTGAGGG 5 51 64 20 227 20 60,036 59,966 35,800 43,000 0.070541 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:13930:13808 1 89 68 15 2 AC CACACACACACACACACACACACACACACACCCCCCNA 0 0 14 5 165 ACCACATGCATACGCTGACATACCCcacacacacacac ACCACATGCATACGCTGACA GGGTGAGAGTGTGTGTGAGG 5 52 64 20 228 20 60,036 59,966 35,800 38,600 0.070541 G 242 ACACCCcacacaAACCCATCCCACATAGacacacacTCTCATcacacacaTacacacacAGCCACCACATGCATACGCTGACATACCCcacacacacacacacacacacacacacacaccccccccccccACAGAATCATACCTCTcacacacacaTACTCTCACTCACTGTCGCTTTCGctctctCACCTCCCcacacaCTCTCACCCCTcacacacaCTCTCACCCCTcacacaAGCACA

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 10 154 AGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgAGGGAGAGGGAGAAAGCGAG TCAGCGAAGTCCACTTTCCT 10 74 45 20 198 20 60,686 58,951 50,300 33,600 1,734,714 F 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 9 153 GGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgt GGGAGAGGGAGAAAGCGAGA TCAGCGAAGTCCACTTTCCT 9 74 46 20 198 20 60,685 58,951 40,400 33,600 1,733,406 F 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 9 161 GGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgt GGGAGAGGGAGAAAGCGAGA TGGAACATTCAGCGAAGTCCA 9 81 46 20 206 21 60,685 59,928 40,400 40,200 1,756,346 F 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Dec‐75 10 96 AGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgAGGGAGAGGGAGAAAGCGAG CACAAGCGCACAAAGATACACA 10 14 45 20 140 22 60,686 60,032 50,300 37,200 2,718,230 A 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Dec‐75 9 95 GGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgt GGGAGAGGGAGAAAGCGAGA CACAAGCGCACAAAGATACACA 9 14 46 20 140 22 60,685 60,032 40,400 37,200 2,716,922 A 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Dec‐75 8 94 GGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgt GGAGAGGGAGAAAGCGAGAG CACAAGCGCACAAAGATACACA 8 14 47 20 140 22 59,256 60,032 32,000 37,200 2,776,398 A 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 10 97 AGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgAGGGAGAGGGAGAAAGCGAG ACACAAGCGCACAAAGATACAC 10 15 45 20 141 22 60,686 60,032 50,300 29,000 2,718,143 F 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:14915:1907 1 75 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 9 96 GGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgt GGGAGAGGGAGAAAGCGAGA ACACAAGCGCACAAAGATACAC 9 15 46 20 141 22 60,685 60,032 40,400 29,000 2,716,835 F 216 NGTGtatatatgtgtgATtgtgtgAgtgtgtgtgtgtAtgtgtgAGGGAGAGGGAGAAAGCGAGAGTTATAATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTGCACATGTGTATCTTTGTGCGCTTGTGtttttCAGTGTATGTGTCAGGttttttATTGCATTTTAAGGAAAGTGGACTTCGCTGAATGTTCCAGCATTGAAGT

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 1 1 5 16 175 TGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAg TGAAGAGCATGCTTGTGAGTG GACGTGCCGAACCAAACAC 16 17 73 21 247 19 58,851 60,010 35,100 33,200 3,159,229 D 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 5 15 174 GAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgt GAAGAGCATGCTTGTGAGTGC GACGTGCCGAACCAAACAC 15 17 74 21 247 19 60,136 60,010 44,000 33,200 2,146,208 D 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 6 18 240 ACATGTATATGTTAGAGTGAGCACCTGTGCGtttttG ACATGTATATGTTAGAGTGAGCACCT AGACGTGCCGAACCAAACA 75 18 9 26 248 19 59,675 60,153 40,000 28,300 7,478,357 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 6 15 173 AAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgt AAGAGCATGCTTGTGAGTGC GACGTGCCGAACCAAACAC 15 17 75 20 247 19 59,120 60,010 44,000 33,200 1,890,227 D 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 7 20 191 CGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCCGGGTGTGTAAGATGAAGAGC ACAGACGTGCCGAACCAAA 29 20 60 21 250 19 58,728 60,153 40,900 32,800 3,425,129 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 7 20 240 ATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGG ATGTATATGTTAGAGTGAGCACCTGT ACAGACGTGCCGAACCAAA 73 20 11 26 250 19 59,675 60,153 40,000 32,800 7,478,357 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 8 20 240 TGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGT TGTATATGTTAGAGTGAGCACCTGT CACAGACGTGCCGAACCAAA 73 20 12 25 251 20 59,343 61,433 40,000 32,800 7,089,912 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 10 9 160 ATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCATGCTTGTGAGTGCTCGTGT CGAACCAAACACGCACACAT 9 9 81 20 240 20 60,250 59,971 44,900 32,100 0.278808 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 10 9 161 CATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCATGCTTGTGAGTGCTCGTG CGAACCAAACACGCACACAT 10 9 80 20 240 20 59,835 59,971 43,500 32,100 0.194064 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 10 9 223 TGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGT TGTTAGAGTGAGCACCTGTG CGAACCAAACACGCACACAT 72 9 18 20 240 20 57,180 59,971 36,600 32,100 2,848,829 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 10 9 224 ATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAG ATGTTAGAGTGAGCACCTGTG CGAACCAAACACGCACACAT 72 9 17 21 240 20 57,675 59,971 36,600 32,100 3,354,062 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19167:9941 1 110 102 15 4 AC GTGTGTGTGTGCACGTGTGTGTGTATGTCTGTGTGTNA 0 0 14 5 156 TTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgTTGTGAGTGCTCGTGTGTGT CGAACCAAACACGCACACAT 5 9 85 20 240 20 60,108 59,971 37,200 32,100 0.137147 G 255 GTGTGAATACATGTATATGTTAGAGTGAGCACCTGTGCGtttttGGGTTTAAGTTTATACGGgtgtgtAAGATGAAGAGCATGCTTGTGAGTGCTCgtgtgtgtATTTAgtgtgtgtgtGCACgtgtgtgtgtATGTCtgtgtgtgTTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGCGTGTAtgtgtgtgtgtgtgtgtgtgCGCATGCACAtgtgtgCGTGTTTGGTTCGGCACGTCtgtgtgTA

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 1 1 11 31 190 TACagagagATGAAGAGAACGACAGAGACACagaga TACAGAGAGATGAAGAGAACGACAG ACTCTCTGTTTCTCAAGCCTTT 63 31 3 25 192 22 59,647 57,570 35,100 31,100 9,782,700 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 11 31 190 TACagagagATGAAGAGAACGACAGAGACACagaga TACAGAGAGATGAAGAGAACGAC ACTCTCTGTTTCTCAAGCCTTT 65 31 3 23 192 22 57,195 57,570 43,400 31,100 10,234,546 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 12 31 172 ACGACAGAGACACagagagaaaaaaaCGATAGGTaga ACGACAGAGACACAGAGAGA ACTCTCTGTTTCTCAAGCCTTT 50 31 21 20 192 22 57,447 57,570 31,000 31,100 6,982,453 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 12 31 190 TACagagagATGAAGAGAACGACAGAGACACagaga TACAGAGAGATGAAGAGAACGACA ACTCTCTGTTTCTCAAGCCTTT 64 31 3 24 192 22 58,754 57,570 43,500 31,100 9,676,161 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 14 31 174 GAACGACAGAGACACagagagaaaaaaaCGATAGGTaGAACGACAGAGACACAGAGAGA ACTCTCTGTTTCTCAAGCCTTT 50 31 19 22 192 22 59,191 57,570 31,000 31,100 7,238,973 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 14 31 176 GAGAACGACAGAGACACagagagaaaaaaaCGATAG GAGAACGACAGAGACACAGAGA ACTCTCTGTTTCTCAAGCCTTT 52 31 17 22 192 22 59,191 57,570 31,000 31,100 7,238,973 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 14 8 130 ACAGGGAGATGGACagagagagATAGACagagagaga ACAGGGAGATGGACAGAGAG ACTCTCTGTTTCTCAAGCCTTT 8 31 63 20 192 22 57,842 57,570 32,000 31,100 6,587,494 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 15 7 130 ACAGGGAGATGGACagagagagATAGACagagagaga ACAGGGAGATGGACAGAGAGA ACTCTCTGTTTCTCAAGCCTTT 7 31 63 21 192 22 59,357 57,570 31,000 31,100 6,073,140 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:19999:30826 1 91 49 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCA NA 0 0 16 5 129 CAGGGAGATGGACagagagagATAGACagagagagag CAGGGAGATGGACAGAGAGAGA ACTCTCTGTTTCTCAAGCCTTT 5 31 64 22 192 22 60,092 57,570 31,000 31,100 6,521,793 F 192 GATACagagagATGAAGAGAACGACAGAGACACagagagaaaaaaaCGATAGGTagagagATACAGGGAGATGGACagagagagATAGACagagagagagagagagagagagagagagagTcagagacagagacagagaCAGAGCGAGAgggggTAGATAAATTGAGAGTAAAGGCTTGAGAAACagagagT

ST‐E00142:460:H2K7HCCXY:6:2205:22252:66689 1 77 67 15 3 AG ACACACACACAGACACAGAGAGAGAGAGAGAGAGNA 1 1 8 6 130 GTGTAAGCGGCAGAGACagagagagATaaaaaCGGacGTGTAAGCGGCAGAGACAGA TGTATCACTCTTTCGGTGCACT 15 6 42 20 171 22 59,756 59,701 34,100 44,000 2,542,920 G 172 agagagATAGATGGAGaaaaaTATACAAAGGGAATTTTAGAGTGTAAGCGGCAGAGACagagagagATaaaaaCGGacacacacacAGACACagagagagagagagagagagagagagagagTGAGTGAGAGTgagagagagaGGaaaaaGTGCACCGAAAGAGTGATACAG

ST‐E00142:460:H2K7HCCXY:6:2205:22252:66689 1 77 67 15 3 AG ACACACACACAGACACAGAGAGAGAGAGAGAGAGNA 0 0 8 6 131 AGTGTAAGCGGCAGAGACagagagagATaaaaaCGGaAGTGTAAGCGGCAGAGACAG TGTATCACTCTTTCGGTGCACT 16 6 41 20 171 22 59,755 59,701 35,100 44,000 2,544,007 G 172 agagagATAGATGGAGaaaaaTATACAAAGGGAATTTTAGAGTGTAAGCGGCAGAGACagagagagATaaaaaCGGacacacacacAGACACagagagagagagagagagagagagagagagTGAGTGAGAGTgagagagagaGGaaaaaGTGCACCGAAAGAGTGATACAG

ST‐E00142:460:H2K7HCCXY:6:2205:22252:66689 1 77 67 15 3 AG ACACACACACAGACACAGAGAGAGAGAGAGAGAGNA 0 0 8 6 132 GAGTGTAAGCGGCAGAGACagagagagATaaaaaCGGGAGTGTAAGCGGCAGAGACA TGTATCACTCTTTCGGTGCACT 17 6 40 20 171 22 59,756 59,701 34,100 44,000 2,542,920 G 172 agagagATAGATGGAGaaaaaTATACAAAGGGAATTTTAGAGTGTAAGCGGCAGAGACagagagagATaaaaaCGGacacacacacAGACACagagagagagagagagagagagagagagagTGAGTGAGAGTgagagagagaGGaaaaaGTGCACCGAAAGAGTGATACAG

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 67 230 AACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAACTTCAACTTGCAGTGCGC GCACACAAATGCACCCTCAC 67 83 3 20 232 20 60,249 60,319 60,900 35,100 0.567575 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 65 228 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT GCACACAAATGCACCCTCAC 65 83 5 20 232 20 59,970 60,319 46,800 35,100 0.348788 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 65 254 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT ACTATCGCACACATCCACCC 65 109 5 20 258 20 59,970 59,822 46,800 46,100 0.207902 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 65 257 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT CCCACTATCGCACACATCCA 65 112 5 20 261 20 59,970 59,822 46,800 34,100 0.207670 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 65 258 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT ACCCACTATCGCACACATCC 65 113 5 20 262 20 59,970 59,822 46,800 35,100 0.207902 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 8 153 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT CCCATCCTCACATGCATCCA 65 8 5 20 157 20 59,970 59,816 46,800 34,100 0.214045 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 150 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT ATCCTCACATGCATCCACCC 65 5 5 20 154 20 59,970 59,816 46,800 46,100 0.214285 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT
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ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 90 ACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgACAACACCTTGTAGACATGCA ATCCTCACATGCATCCACCC 4 5 65 21 154 20 57,793 59,816 39,600 46,100 3,391,716 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 91 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCA ATCCTCACATGCATCCACCC 4 5 64 22 154 20 59,122 59,816 39,600 46,100 3,062,238 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 94 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCA CCCATCCTCACATGCATCCA 4 8 64 22 157 20 59,122 59,816 39,600 34,100 3,061,997 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 141 ACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgACAACACCTTGTAGACATGCA CTCGCACACGCTTGCATG 4 58 65 21 205 18 57,793 60,202 39,600 40,600 5,409,525 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 142 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCA CTCGCACACGCTTGCATG 4 58 64 22 205 18 59,122 60,202 39,600 40,600 5,080,046 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 142 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCAA CTCGCACACGCTTGCATG 3 58 64 23 205 18 59,685 60,202 40,800 40,600 5,517,173 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 9 154 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT ACCCATCCTCACATGCATCC 65 9 5 20 158 20 59,970 59,816 46,800 35,100 0.214285 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 95 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCA ACCCATCCTCACATGCATCC 4 9 64 22 158 20 59,122 59,816 39,600 35,100 3,062,238 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 128 CACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtg CACAACACCTTGTAGACATGCA CATGCACCAACCCTCACATG 4 42 64 22 191 20 59,122 59,471 39,600 32,100 3,406,710 B 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:22394:70979 1 90 40 15 1.5 AC TGTGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 65 223 CTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAAT CTTCAACTTGCAGTGCGCTT CAAATGCACCCTCACACACAG 65 77 5 20 227 21 59,970 60,001 46,800 36,600 1,030,881 F 264 ATAACTTCAACTTGCAGTGCGCTTAGCTACAAAGTGTAATTAAATCACACCCAGACATaaaaaCACAACACCTTGTAGACATGCAAGGAtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGGGTGGATGCATGTGAGGATGGgtgtgtGCGAGGGCGCATGTGAGGGTTGGTGCATGCAAGCGTGTGCGAGGCtgtgtgtgAGGGTGCATTtgtgtgCATACTAGGGTGGAtgtgtgCGATAGTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 1 9 2 149 TGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACA TGCCTCACCCTCTATCTCTCC GCTGCACTTGTGTGTTTCTCC 65 2 36 21 184 21 60,133 60,269 37,100 37,100 2,402,068 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 1 148 TGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACA TGCCTCACCCTCTATCTCTCC CTGCACTTGTGTGTTTCTCCG 65 1 36 21 183 21 60,133 60,004 37,100 46,300 2,136,870 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 10 1 147 TGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACA TGCCTCACCCTCTATCTCTCC TGCACTTGTGTGTTTCTCCG 65 1 36 21 182 20 60,133 58,986 37,100 46,300 2,146,921 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 3 90 GACACATGCACGcacacaAACATACAacacacacacacaGACACATGCACGCACACAAA TGCTGCACTTGTGTGTTTCTC 6 3 96 20 185 21 60,248 59,598 28,300 28,700 1,649,969 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 1 95 CACTCACAGACACATGCACGcacacaAACATACAaca CACTCACAGACACATGCACG TGCACTTGTGTGTTTCTCCG 14 1 88 20 182 20 59,490 58,986 53,400 46,300 1,523,525 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 40 15 1.5 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 1 96 CACTCACAGACACATGCACGcacacaAACATACAaca CACTCACAGACACATGCACG CTGCACTTGTGTGTTTCTCCG 14 1 88 20 183 21 59,490 60,004 53,400 46,300 1,513,474 F 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 1 9 0 198 GCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAA GCCTCACCCTCTATCTCTCCC CTCATGTGAGCGCATGTGTT 64 0 37 21 234 20 60,826 59,199 43,000 33,200 2,626,273 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 9 0 199 TGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACA TGCCTCACCCTCTATCTCTCC CTCATGTGAGCGCATGTGTT 65 0 36 21 234 20 60,133 59,199 37,100 33,200 1,933,956 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 10 0 198 GCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAA GCCTCACCCTCTATCTCTCC CTCATGTGAGCGCATGTGTT 65 0 37 20 234 20 58,372 59,199 37,100 33,200 2,428,495 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 11 0 141 CAGACACATGCACGcacacaAACATACAacacacacac CAGACACATGCACGCACAC CTCATGTGAGCGCATGTGTT 9 0 94 19 234 20 60,083 59,199 38,200 33,200 1,883,193 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 0 136 ACATGCACGcacacaAACATACAacacacacacacacacaACATGCACGCACACAAACAT CTCATGTGAGCGCATGTGTT 3 0 99 20 234 20 59,615 59,199 27,100 33,200 1,185,660 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 0 139 GACACATGCACGcacacaAACATACAacacacacacacaGACACATGCACGCACACAAA CTCATGTGAGCGCATGTGTT 6 0 96 20 234 20 60,248 59,199 28,300 33,200 1,049,048 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 12 0 147 CACTCACAGACACATGCACGcacacaAACATACAaca CACTCACAGACACATGCACG CTCATGTGAGCGCATGTGTT 14 0 88 20 234 20 59,490 59,199 53,400 33,200 1,310,560 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 13 0 143 CACAGACACATGCACGcacacaAACATACAacacacac CACAGACACATGCACGCAC CTCATGTGAGCGCATGTGTT 11 0 92 19 234 20 60,083 59,199 53,400 33,200 1,883,193 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 122 93 15 2 AC ACACACACACACACACACACACACACACACAAACACNA 0 0 14 0 137 CACATGCACGcacacaAACATACAacacacacacacaca CACATGCACGCACACAAACA CTCATGTGAGCGCATGTGTT 4 0 98 20 234 20 60,525 59,199 28,300 33,200 1,325,660 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 136 15 2 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 1 10 2 184 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT GCTGCACTTGTGTGTTTCTCC 5 2 1 20 184 21 60,686 60,269 25,200 37,100 1,954,855 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 136 15 2 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 1 182 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT TGCACTTGTGTGTTTCTCCG 5 1 1 20 182 20 60,686 58,986 25,200 46,300 1,699,708 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 136 15 2 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 1 183 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT CTGCACTTGTGTGTTTCTCCG 5 1 1 20 183 21 60,686 60,004 25,200 46,300 1,689,658 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 1 10 5 246 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT TCCACTTGTATGCTCATGTGAG 5 10 1 20 246 22 60,686 58,135 25,200 35,100 4,551,559 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 5 246 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT TCCACTTGTATGCTCATGTGA 5 11 1 20 246 21 60,686 57,021 25,200 35,800 4,665,214 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 4 245 GCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCTC TCCACTTGTATGCTCATGTGAG 4 10 2 20 246 22 58,880 58,135 28,700 35,100 4,985,130 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 0 233 GCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCTC CTCATGTGAGCGCATGTGTT 4 0 2 20 234 20 58,880 59,199 28,700 33,200 1,920,315 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 10 0 234 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACGCCCTCTCTCCCTCTTTCT CTCATGTGAGCGCATGTGTT 5 0 1 20 234 20 60,686 59,199 25,200 33,200 1,486,744 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24312:48705 1 26 189 15 3 AC TCTCTCTCTCTGCCTCACCCTCTATCTCTCCCCCTCTC NA 0 0 11 0 232 CCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACC CCCTCTCTCCCTCTTTCTCCC CTCATGTGAGCGCATGTGTT 2 0 3 21 234 20 60,691 59,199 43,000 33,200 2,491,795 G 270 CGCCctctctCCCTCTTTCTCCCCAtctctctctcTGCCTCACCCTCTAtctctcCCCCTCTCATtctctctcACAAACACaaaaaaCACTCACAGACACATGCACGcacacaAACATACAacacacacacacacacacacacacacacacAAacacacacTCGGAGAAacacacAAGTGCAGCAAAacacacATCTGCATGcacacacacacaAACACATGCGCTCACATGAGCATACAAGTGGATACACTGATCCAAATGTACTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 1 1 9 2 168 ctcCCTTTATCACGTGTGCGTGcacacacaTacacacaca CTCCCTTTATCACGTGTGCG TGTGCATGTGACAGTATATGGGT 2 72 48 20 215 23 59,001 59,800 53,400 45,100 4,199,133 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 41 196 TCCTGTTACTCATATAAAGAAacacacacAAATTCaaa TCCTGTTACTCATATAAAGAAACACAC TGGGTATCTGTGACAGCATG 41 57 2 27 197 20 57,568 57,303 38,200 40,600 12,128,877 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 40 195 CCTGTTACTCATATAAAGAAacacacacAAATTCaaaa CCTGTTACTCATATAAAGAAACACACA TGGGTATCTGTGACAGCATG 40 57 3 27 197 20 57,785 57,303 37,200 40,600 11,911,947 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 2 108 ctcCCTTTATCACGTGTGCGTGcacacacaTacacacaca CTCCCTTTATCACGTGTGCG TCTGTAACAGTGTGCTCGCA 2 15 48 20 155 20 59,001 59,612 53,400 51,000 1,386,971 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 2 109 tctcCCTTTATCACGTGTGCGTGcacacacaTacacacac TCTCCCTTTATCACGTGTGCG TCTGTAACAGTGTGCTCGCA 2 15 47 21 155 20 60,404 59,612 53,400 51,000 1,791,213 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 2 109 ctcCCTTTATCACGTGTGCGTGcacacacaTacacacaca CTCCCTTTATCACGTGTGCG GTCTGTAACAGTGTGCTCGC 2 16 48 20 156 20 59,001 59,215 53,400 50,300 1,784,184 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 2 150 ctcCCTTTATCACGTGTGCGTGcacacacaTacacacaca CTCCCTTTATCACGTGTGCG TGGGTATCTGTGACAGCATG 2 57 48 20 197 20 59,001 57,303 53,400 40,600 3,696,396 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 10 2 151 tctcCCTTTATCACGTGTGCGTGcacacacaTacacacac TCTCCCTTTATCACGTGTGCG TGGGTATCTGTGACAGCATG 2 57 47 21 197 20 60,404 57,303 53,400 40,600 4,100,637 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:24322:58286 1 70 51 15 1.5 AC CACACACATACACACACACACACACACACACACACANA 0 0 11 38 193 TGTTACTCATATAAAGAAacacacacAAATTCaaaaaC TGTTACTCATATAAAGAAACACACACA TGGGTATCTGTGACAGCATG 38 57 5 27 197 20 57,451 57,303 37,200 40,600 12,246,068 F 220 ATCCTGTTACTCATATAAAGAAacacacacAAATTCaaaaaCTAtctctcCCTTTATCACGTGTGCGTGcacacacaTacacacacacacacacacacacacacacacAAacacacacacAGAAacacacacATATGCGAGCACACTGTTACAGacacacATAACTTCAAGGGCTTACATGCTGTCACAGATACCCATATACTGTCACATGCACACCTAT

ST‐E00142:460:H2K7HCCXY:6:2205:25976:38192 1 49 56 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 1 1 16 0 104 ATCCagagagAATTAGAGACAGACagagagagagagag ATCCAGAGAGAATTAGAGACAGAC CTCTCTATCTCTCTCTGTCTACCA 0 0 25 24 128 24 57,040 57,581 35,100 32,500 13,379,123 G 131 AGATAGTtatataGCTAGGGAATTATCCagagagAATTAGAGACAGACagagagagagagagagagagagagagagagATagagagATACagagagagagagagTGGTAGACagagagagATagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2205:25976:38192 1 49 56 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 0 0 16 0 106 ATCCagagagAATTAGAGACAGACagagagagagagag ATCCAGAGAGAATTAGAGACAGAC TTCTCTCTATCTCTCTCTGTCTACCA 0 0 25 24 130 26 57,040 59,386 35,100 32,500 13,573,318 G 131 AGATAGTtatataGCTAGGGAATTATCCagagagAATTAGAGACAGACagagagagagagagagagagagagagagagATagagagATACagagagagagagagTGGTAGACagagagagATagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2205:25976:38192 1 49 56 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATA NA 0 0 17 0 105 ATCCagagagAATTAGAGACAGACagagagagagagag ATCCAGAGAGAATTAGAGACAGAC TCTCTCTATCTCTCTCTGTCTACCA 0 0 25 24 129 25 57,040 58,860 35,100 32,500 13,100,015 G 131 AGATAGTtatataGCTAGGGAATTATCCagagagAATTAGAGACAGACagagagagagagagagagagagagagagagATagagagATACagagagagagagagTGGTAGACagagagagATagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 81 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctACACTGGGTAACACAAATTCCT TGAAGTTGCAGTCGCCATTT 81 109 1 22 262 20 57,821 58,682 33,600 23,200 5,496,569 F 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 80 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctACACTGGGTAACACAAATTCCTT TGAAGTTGCAGTCGCCATTT 80 109 1 23 262 20 58,457 58,682 33,600 23,200 5,860,310 F 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 69 252 ACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCACACAAATTCCTTATTCCCTTCCC TGAAGTTGCAGTCGCCATTT 69 109 11 24 262 20 58,977 58,682 39,700 23,200 6,341,065 F 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 6 184 GTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctGTCCGTCTCGCTGTCTAGC TGAAGTTGCAGTCGCCATTT 6 109 79 19 262 20 59,937 58,682 34,200 23,200 2,380,458 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 121 CTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctc CTGTCCGTCTCGCTGTCTAG AGGGAGGATAGTGAGTCGGAC 7 43 77 20 197 21 59,625 60,134 24,300 47,900 1,509,184 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 123 CTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctc CTGTCCGTCTCGCTGTCTAG TGAGGGAGGATAGTGAGTCGG 7 45 77 20 199 21 59,625 60,134 24,300 47,900 1,509,215 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 186 CTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctc CTGTCCGTCTCGCTGTCTAG TGAAGTTGCAGTCGCCATTT 7 109 77 20 262 20 59,625 58,682 24,300 23,200 1,693,067 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 6 185 TGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctct TGTCCGTCTCGCTGTCTAGC TGAAGTTGCAGTCGCCATTT 6 109 78 20 262 20 61,646 58,682 34,200 23,200 2,963,317 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 7 116 CTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctc CTGTCCGTCTCGCTGTCTAG GGATAGTGAGTCGGACAGGG 7 39 77 20 192 20 59,625 58,966 24,300 44,500 1,409,028 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 7 90 CTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctc CTGTCCGTCTCGCTGTCTAG ACAGTGGATGAGAGAGACGGA 7 12 77 20 166 21 59,625 59,995 24,300 46,900 1,380,316 F 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 37 218 cccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGCCCTCTCTTTCTCTGTTTCCCT TGAAGTTGCAGTCGCCATTT 37 109 45 22 262 20 59,090 58,682 42,000 23,200 4,227,275 F 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 32 213 TCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCTCTTTCTCTGTTTCCCTCTCGT TGAAGTTGCAGTCGCCATTT 32 109 50 22 262 20 58,768 58,682 41,800 23,200 4,549,431 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 14 191 TTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctct TTTCGCTGTCCGTCTCGC TGAAGTTGCAGTCGCCATTT 14 109 72 18 262 20 60,430 58,682 50,300 23,200 3,747,857 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:26981:60114 1 104 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 13 191 TTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctct TTTCGCTGTCCGTCTCGCT TGAAGTTGCAGTCGCCATTT 13 109 72 19 262 20 61,916 58,682 49,300 23,200 4,233,665 B 262 ACACTGGGTAACACAAATTCCTTATTCCCTTCCCctctctctcccccTCTCTTTCTCTGTTTCCCTCTCGTTTTCGCTGTCCGTCTCGCTGTCTAGCTCACTTtctctctctctctctctctctctctctctcATTTACTCTGTCTCCGtctctctcATCCACTGTCCTTTTCCCTGTCCGACTCACTATCCTCCCTCActctctAACGTGGAGAAACATATCAGATAAACAGACAGCATTAAAATGGCGACTGCAACTTCA

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 14 5 104 ATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgATGTGCGAATGTGTCTGTGC CACACATGCACTCACAGCAC 5 29 4 20 107 20 59,481 60,041 45,700 44,000 0.559328 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 4 103 TGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgt TGTGCGAATGTGTCTGTGCT CACACATGCACTCACAGCAC 4 29 5 20 107 20 60,533 60,041 44,000 44,000 0.573332 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 3 102 GTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtg GTGCGAATGTGTCTGTGCTT CACACATGCACTCACAGCAC 3 29 6 20 107 20 59,412 60,041 39,100 44,000 0.628945 F 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 5 98 ATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgATGTGCGAATGTGTCTGTGC TGCACTCACAGCACGGATAC 5 23 4 20 101 20 59,481 60,390 45,700 22,400 0.908453 A 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 5 97 ATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgATGTGCGAATGTGTCTGTGC GCACTCACAGCACGGATACA 5 22 4 20 100 20 59,481 60,390 45,700 22,900 0.908453 A 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 18 4 96 TGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgt TGTGCGAATGTGTCTGTGCT GCACTCACAGCACGGATACA 4 22 5 20 100 20 60,533 60,390 44,000 22,900 0.922457 A 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 1 10 5 221 ATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgATGTGCGAATGTGTCTGTGC CTCAAACTAACTCGCAGCGC 5 71 4 20 224 20 59,481 59,906 45,700 59,200 0.612341 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 0 12 5 175 ATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgATGTGCGAATGTGTCTGTGC TACATACTCACTCACGGCGC 5 25 4 20 178 20 59,481 59,900 45,700 65,300 0.618604 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 0 12 4 174 TGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgt TGTGCGAATGTGTCTGTGCT TACATACTCACTCACGGCGC 4 25 5 20 178 20 60,533 59,900 44,000 65,300 0.632608 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 0 12 4 220 TGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgt TGTGCGAATGTGTCTGTGCT CTCAAACTAACTCGCAGCGC 4 71 5 20 224 20 60,533 59,906 44,000 59,200 0.626345 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 0 12 3 173 GTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtg GTGCGAATGTGTCTGTGCTT TACATACTCACTCACGGCGC 3 25 6 20 178 20 59,412 59,900 39,100 65,300 0.688221 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3589:16217 1 29 105 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCCATGTNA 0 0 12 3 219 GTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtg GTGCGAATGTGTCTGTGCTT CTCAAACTAACTCGCAGCGC 3 71 6 20 224 20 59,412 59,906 39,100 59,200 0.681958 D 224 AGTATGTGCGAATGTGTCTGTGCTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCATGTTGTGAGTGAGTGTGAGTGTATCCGTGCTGTGAGTGCAtgtgtgTATATGCGCGGTGAgtgtgtgtgtgtCCGTGCTGTGAGTGCGTGTATTTCCGCGCCGTGAGTGAGTATGTATGTGTCTGTGCTGTGAGTCTGTATCCGCGCTGCGAGTTAGTTTGAG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 1 1 3 11 151 AGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtg AGTGTCCGAGCACAATTGGT CCAGAGTTGGCAACCTGCTA 11 62 82 20 232 20 59,891 59,963 36,700 34,900 0.145317 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 3 10 150 GTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgGTGTCCGAGCACAATTGGTC CCAGAGTTGGCAACCTGCTA 10 62 83 20 232 20 59,483 59,963 40,200 34,900 0.554048 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 62 204 TAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCTAATGCCACCTTTCAGCCGG CCAGAGTTGGCAACCTGCTA 64 62 29 20 232 20 60,680 59,963 61,300 34,900 0.716372 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 62 205 CTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCTAATGCCACCTTTCAGCCG CCAGAGTTGGCAACCTGCTA 65 62 28 20 232 20 59,265 59,963 55,200 34,900 0.771622 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 62 206 GCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTGCTAATGCCACCTTTCAGCC CCAGAGTTGGCAACCTGCTA 66 62 27 20 232 20 59,543 59,963 48,500 34,900 0.494175 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 12 152 CAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgt CAGTGTCCGAGCACAATTGG CCAGAGTTGGCAACCTGCTA 12 62 81 20 232 20 59,481 59,963 31,600 34,900 0.555368 F 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 92 GTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgGTGTCCGAGCACAATTGGTC GCGGACTGTCAGATGGAACT 10 4 83 20 174 20 59,483 59,752 40,200 30,100 0.765052 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 93 AGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtg AGTGTCCGAGCACAATTGGT GCGGACTGTCAGATGGAACT 11 4 82 20 174 20 59,891 59,752 36,700 30,100 0.356321 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 94 CAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgt CAGTGTCCGAGCACAATTGG GCGGACTGTCAGATGGAACT 12 4 81 20 174 20 59,481 59,752 31,600 30,100 0.766372 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 146 TAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCTAATGCCACCTTTCAGCCGG GCGGACTGTCAGATGGAACT 64 4 29 20 174 20 60,680 59,752 61,300 30,100 0.927376 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 147 CTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCTAATGCCACCTTTCAGCCG GCGGACTGTCAGATGGAACT 65 4 28 20 174 20 59,265 59,752 55,200 30,100 0.982625 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:3610:27820 1 113 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTCTCTNA 0 0 4 4 148 GCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTGCTAATGCCACCTTTCAGCC GCGGACTGTCAGATGGAACT 66 4 27 20 174 20 59,543 59,752 48,500 30,100 0.705179 B 236 CAcccccTCCCaaaaaaaaaaGTCCAGCTAATGCCACCTTTCAGCCGGAGCACTCGGCTAGTTCAGCCGCCCCACTGTGCCAGTGTCCGAGCACAATTGGTCAAATCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgctctctctTCCCAGTTCCATCTGACAGTCCGCCTGAAGCCCGTACATTGtttttGGCAGGTTTTATTATTTAGCAGGTTGCCAACTCTGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 1 1 18 20 134 tCCAActctctctccctccctccctCTCTCCCCAGCACCCGtcTCCAACTCTCTCTCCCTCCC GAGAGAGGGAGAGAGCGAGA 21 20 27 20 160 20 59,663 59,532 43,000 40,400 0.804963 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 0 0 18 20 156 CCACCAGCAGTCTCActctctctCCAActctctctccctccct CCACCAGCAGTCTCACTCTC GAGAGAGGGAGAGAGCGAGA 43 20 5 20 160 20 59,754 59,532 32,000 40,400 0.714312 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 0 0 18 19 155 CCACCAGCAGTCTCActctctctCCAActctctctccctccct CCACCAGCAGTCTCACTCTC AGAGAGGGAGAGAGCGAGAG 43 19 5 20 159 20 59,754 59,530 32,000 32,000 0.716004 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 0 0 18 18 131 CCAActctctctccctccctccctCTCTCCCCAGCACCCGtctCCAACTCTCTCTCCCTCCCT GAGAGGGAGAGAGCGAGAGA 20 18 28 20 158 20 59,662 59,532 42,000 31,000 0.806346 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 0 0 18 18 132 tCCAActctctctccctccctccctCTCTCCCCAGCACCCGtcTCCAACTCTCTCTCCCTCCC GAGAGGGAGAGAGCGAGAGA 21 18 27 20 158 20 59,663 59,532 43,000 31,000 0.804963 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4269:68342 1 68 53 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTNA 0 0 18 18 154 CCACCAGCAGTCTCActctctctCCAActctctctccctccct CCACCAGCAGTCTCACTCTC GAGAGGGAGAGAGCGAGAGA 43 18 5 20 158 20 59,754 59,532 32,000 31,000 0.714312 F 184 CTCCCCACCAGCAGTCTCActctctctCCAActctctctccctccctccctCTCTCCCCAGCACCCGtctctctctctctctctctctcCctctctctctctctctctctctctctctctCCCCACCACAAGTCTCTAtctctcGctctctCCctctctCCCCACCAGCAGtctctcCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 162 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGAGNA 1 1 9 12 114 AGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGAGTGTAGTGTGCGTGTGTGT ATTGAGCCCTCCCTGTCTCC 26 12 116 20 229 20 59,825 60,985 37,200 37,100 1,160,334 F 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 162 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 9 5 108 AGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGAGTGTAGTGTGCGTGTGTGT CCCTCCCTGTCTCCATCAAAC 26 5 116 20 223 21 59,825 60,065 37,200 29,300 1,239,971 F 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 162 36 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 14 12 108 GTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCGTGTGCGTGTGTGTAAGTGC ATTGAGCCCTCCCTGTCTCC 20 12 122 20 229 20 60,316 60,985 44,000 37,100 1,301,359 F 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 164 15 4 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 1 6 0 211 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC GCCCTCCCTGTCTCCATCAA 0 7 14 20 224 20 59,470 61,275 45,700 25,700 1,804,991 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 164 15 4 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 8 0 216 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC ATTGAGCCCTCCCTGTCTCC 0 12 14 20 229 20 59,470 60,985 45,700 37,100 1,515,778 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:4970:17412 1 34 164 15 4 AC GTGTGTGTGTGTAAGTGAATATGTGTGTTTTGTCTGNA 0 0 9 0 210 GAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATGAGGGAGAGAGACACTGTGC CCCTCCCTGTCTCCATCAAAC 0 5 14 20 223 21 59,470 60,065 45,700 29,300 1,595,414 G 246 AGCgtgtgtgtgtGAGGgagagagaCACTGTGCgtgtgtgtgtgtAAGTGAATAtgtgtgTTTTGTCTGTGcacacaTAtgtgtgtgtgtgTCTGTGTCtgtgtgtgtgCATCTCAGTGTAGTGTGCgtgtgtgtAAGTGCAtgtgtgCATGCGTGGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGGAGAGTTTGATGGAGACAGGGAGGGCTCAATAAATAATATGAGTGATA

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 68 239 CACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCCACTGCTCACATTCCCACCT TGTTCAGGAACACCACCTCT 101 68 23 20 261 20 59,963 58,493 40,000 36,900 1,544,443 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 68 242 CCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATC CCTCACTGCTCACATTCCCA TGTTCAGGAACACCACCTCT 104 68 20 20 261 20 59,674 58,493 43,700 36,900 1,833,073 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 68 243 TCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCAT TCCTCACTGCTCACATTCCC TGTTCAGGAACACCACCTCT 105 68 19 20 261 20 59,385 58,493 39,700 36,900 2,122,471 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 63 236 CACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCCACTGCTCACATTCCCACCT TCAGGAACACCACCTCTACTCT 101 63 23 20 258 22 59,963 59,890 40,000 32,400 2,147,491 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 40 182 AGATTCCCTCATCCAAATCATTGATACATATTGTGAAAGATTCCCTCATCCAAATCATTGA TGTTCAGGAACACCACCTCT 40 68 80 24 261 20 57,978 58,493 25,700 36,900 7,529,247 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 37 183 GCCATCAGCAAATATGGAAACATTACATTAGATTCCGCCATCAGCAAATATGGAAACA ACAGAAGAGTTTCACAGACACCA 71 37 51 22 233 23 57,610 59,802 28,300 41,700 7,587,656 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 36 178 TCCCTCATCCAAATCATTGATACATATTGTGAATAG TCCCTCATCCAAATCATTGATACA TGTTCAGGAACACCACCTCT 36 68 84 24 261 20 57,735 58,493 22,900 36,900 7,771,911 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 68 240 TCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGTCACTGCTCACATTCCCACC TGTTCAGGAACACCACCTCT 102 68 22 20 261 20 59,963 58,493 46,100 36,900 1,543,872 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 63 237 TCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGTCACTGCTCACATTCCCACC TCAGGAACACCACCTCTACTCT 102 63 22 20 258 22 59,963 59,890 46,100 32,400 2,146,920 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 136 GGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtg GGGCCCAAGCTCTGACCC TCAGGAACACCACCTCTACTCT 3 63 123 18 258 22 62,433 59,890 44,600 32,400 6,542,929 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 139 GGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtg GGGCCCAAGCTCTGACCC TGTTCAGGAACACCACCTCTAC 3 66 123 18 261 22 62,433 59,632 44,600 25,900 6,800,309 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5487:54770 1 144 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 139 GGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtg GGGCCCAAGCTCTGACCC TGTTCAGGAACACCACCTCT 3 68 123 18 261 20 62,433 58,493 44,600 36,900 5,939,881 A 270 TGAAGCCTCTTAACATCCTCCTCACTGCTCACATTCCCACCTAGTTTTCTGCCATCAGCAAATATGGAAACATTACATTAGATTCCCTCATCCAAATCATTGATACATATTGTGAATAGCTGGGGCCCAAGCTCTGACCCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTAACCCTGTCTTGATATTTTAGATAGATGGATTTTGGTGTCTGTGAAACTCTTCTGTTGAAGAGTAGAGGTGGTGTTCCTGAACATGAAAGGAT

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 1 1 12 1 139 GCTGTCTCCctctctCACCTAtctctctctctctctctctctctct GCTGTCTCCCTCTCTCACCT AAGGGACTGGGTGAAAGGC 1 1 54 20 192 19 60,324 59,539 40,000 43,500 1,784,974 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 0 0 12 1 140 GCTGTCTCCctctctCACCTAtctctctctctctctctctctctct GCTGTCTCCCTCTCTCACCT AAAGGGACTGGGTGAAAGGC 1 1 54 20 193 20 60,324 60,179 40,000 43,500 0.503236 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 0 0 12 1 143 CTCGCTGTCTCCctctctCACCTAtctctctctctctctctctct CTCGCTGTCTCCCTCTCTCA AAAGGGACTGGGTGAAAGGC 4 1 51 20 193 20 60,394 60,179 32,700 43,500 0.572634 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 0 0 12 0 138 GCTGTCTCCctctctCACCTAtctctctctctctctctctctctct GCTGTCTCCCTCTCTCACCT AGGGACTGGGTGAAAGGCA 1 0 54 20 191 19 60,324 60,774 40,000 47,500 2,098,493 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 0 0 12 0 139 GCTGTCTCCctctctCACCTAtctctctctctctctctctctctct GCTGTCTCCCTCTCTCACCT AAGGGACTGGGTGAAAGGCA 1 0 54 20 192 20 60,324 61,360 40,000 47,500 1,684,668 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:5771:29982 1 75 98 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCCCTNA 0 0 14 1 144 TCTCGCTGTCTCCctctctCACCTAtctctctctctctctctct TCTCGCTGTCTCCCTCTCTC AAAGGGACTGGGTGAAAGGC 5 1 50 20 193 20 60,107 60,179 32,000 43,500 0.286372 G 195 CATCACtttttttttCACATGATGTCCTCTATCTTtctctcTTGCCCTGTCTCGCTGTCTCCctctctCACCTAtctctctctctctctctctctctctctctcCCTGTCCctctctCCctctctctctctCCCTCTccccccTTCCCTCTAtctctcTTtctctctctctcTGCCTTTCACCCAGTCCCTTTTC

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 1 1 7 57 200 GCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTG GCAATGGAGTGCAGTGAAGA AGAGATGTGGACCAAACCTCG 57 62 6 20 205 21 58,473 59,724 28,700 46,300 2,803,456 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 7 29 172 cacacaTGCAGCCACTTCAACTTGAATCATATCAGCC CACACATGCAGCCACTTCAA AGAGATGTGGACCAAACCTCG 29 62 34 20 205 21 59,330 59,724 26,900 46,300 1,946,041 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 8 57 198 GCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTG GCAATGGAGTGCAGTGAAGA AGATGTGGACCAAACCTCGA 57 61 6 20 203 20 58,473 58,652 28,700 40,400 2,875,098 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 8 19 139 CAGCCACTTCAACTTGAATCATATCAGCCATTTTATTCAGCCACTTCAACTTGAATCAT GATCTTGCAGACTTAAAGGTCAAA 19 34 42 22 180 24 57,221 57,440 24,500 26,900 11,338,787 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 9 57 199 GCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTG GCAATGGAGTGCAGTGAAGA GAGATGTGGACCAAACCTCGA 57 61 6 20 204 21 58,473 59,725 28,700 40,400 2,802,326 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 9 29 171 cacacaTGCAGCCACTTCAACTTGAATCATATCAGCC CACACATGCAGCCACTTCAA GAGATGTGGACCAAACCTCGA 29 61 34 20 204 21 59,330 59,725 26,900 40,400 1,944,910 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 9 28 170 acacaTGCAGCCACTTCAACTTGAATCATATCAGCCA ACACATGCAGCCACTTCAAC GAGATGTGGACCAAACCTCGA 28 61 35 20 204 21 59,330 59,725 31,800 40,400 1,945,454 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 9 11 135 ACTTCAACTTGAATCATATCAGCCATTTTATTGCCTc ACTTCAACTTGAATCATATCAGCCA TGATCTTGCAGACTTAAAGGTCA 11 36 47 25 181 23 58,817 57,772 47,500 40,200 11,410,196 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:7192:71928 1 83 40 15 1.5 AC CACACACACACACACACACACACACACACATATATANA 0 0 9 11 136 CACTTCAACTTGAATCATATCAGCCATTTTATTGCCT CACTTCAACTTGAATCATATCAGCCA TGATCTTGCAGACTTAAAGGTCA 11 36 46 26 181 23 59,906 57,772 47,500 40,200 11,322,033 F 252 GTACTGCAATGGAGTGCAGTGAAGATTTCTGTGcacacaTGCAGCCACTTCAACTTGAATCATATCAGCCATTTTATTGCCTcacacacacacacacacacacacacacacatatatatataTTTACaaaaaGCAAAATTACAATCTGTTGCTGATTTTGACCTTTAAGTCTGCAAGATCAATTCGAGGTTTGGTCCACATCTCTAACTCATCTCTGAATGTCCATTATTGTTTGTGTAATTTTACTGCCAT

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 1 1 4 50 203 GTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGGTTTCTTTGGCGGTGTGCTT GGGATGTCAGAAAGATATAATGATGC 62 50 33 20 235 26 59,898 58,017 39,100 39,100 8,085,607 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 4 0 143 GGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCT GGCGGTGTGCTTATGTGTTC AGAGTATATGTGTCAATATGGGCC 54 0 41 20 183 24 59,832 57,945 31,800 58,000 6,222,988 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 4 0 151 GTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGGTTTCTTTGGCGGTGTGCTT AGAGTATATGTGTCAATATGGGCC 62 0 33 20 183 24 59,898 57,945 39,100 58,000 6,157,160 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 5 49 195 GGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCT GGCGGTGTGCTTATGTGTTC GGGATGTCAGAAAGATATAATGATGCT 54 49 41 20 235 27 59,832 59,172 31,800 37,900 7,996,350 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 5 49 203 GTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGGTTTCTTTGGCGGTGTGCTT GGGATGTCAGAAAGATATAATGATGCT 62 49 33 20 235 27 59,898 59,172 39,100 37,900 7,930,523 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 5 0 125 TCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgT TCATGAATTTGCGTCTCTGTGTT AGAGTATATGTGTCAATATGGGCC 33 0 59 23 183 24 59,185 57,945 33,200 58,000 9,869,702 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 5 0 144 TGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTC TGGCGGTGTGCTTATGTGTT AGAGTATATGTGTCAATATGGGCC 55 0 40 20 183 24 60,536 57,945 33,200 58,000 6,591,093 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 6 0 125 TCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgT TCATGAATTTGCGTCTCTGTGT AGAGTATATGTGTCAATATGGGCC 34 0 59 22 183 24 58,598 57,945 37,200 58,000 9,456,970 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:8278:31125 1 115 45 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCACANA 0 0 7 0 126 TTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtg TTCATGAATTTGCGTCTCTGTGT AGAGTATATGTGTCAATATGGGCC 34 0 58 23 183 24 59,185 57,945 37,200 58,000 9,869,702 G 266 TTATGCTTTGGTGCCCAtgtgtgCATGTCCACGTTTCTTTGGCGGTGTGCTTATGTGTTCATGAATTTGCGTCTCTGTGtttttCCATGCTtgtgtgTCTAATTCAATTAACATtctctctctctctctctctctctctctctcACTCTcacacacacaGGCCCATATTGACACATATACTCTATTGTATTATAAATTCCAACATTTTAGCATCATTATATCTTTCTGACATcccccTACTTATTTaaaaaaTAACCGTCCAATTC

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 1 1 5 37 192 ACTGAGTTAAACTGATACAAGGTGACTTTGTATACAACTGAGTTAAACTGATACAAGGTGAC AGAGGGAAATGGATTCGATGGA 71 37 23 26 214 22 59,070 58,951 36,700 34,100 9,978,206 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 5 24 139 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCA AGAGGGAAATGGATTCGATGGA 24 37 76 20 214 22 57,115 58,951 41,700 34,100 5,933,735 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 5 23 139 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCAA AGAGGGAAATGGATTCGATGGA 23 37 76 21 214 22 57,841 58,951 36,700 34,100 6,207,814 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 6 38 193 ACTGAGTTAAACTGATACAAGGTGACTTTGTATACAACTGAGTTAAACTGATACAAGGTGAC CAGAGGGAAATGGATTCGATGG 71 38 23 26 215 22 59,070 58,855 36,700 35,100 10,074,112 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 6 37 193 ACTGAGTTAAACTGATACAAGGTGACTTTGTATACAACTGAGTTAAACTGATACAAGGTGAC CAGAGGGAAATGGATTCGATGGA 71 37 23 26 215 23 59,070 60,181 36,700 34,100 10,111,057 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 6 24 138 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCA GAGGGAAATGGATTCGATGGA 24 37 76 20 213 21 57,115 57,508 41,700 34,100 6,377,237 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 6 24 140 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCA CAGAGGGAAATGGATTCGATGG 24 38 76 20 215 22 57,115 58,855 41,700 35,100 6,029,642 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 6 24 140 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCA CAGAGGGAAATGGATTCGATGGA 24 37 76 20 215 23 57,115 60,181 41,700 34,100 6,066,586 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9120:5722 1 120 36 15 1.5 AT ATATATATATATATATATATATATATATATACACAC NA 0 0 7 24 144 ACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCACTGATTGAGGATTGCACCA TGAACAGAGGGAAATGGATTCGA 24 41 76 20 219 23 57,115 59,737 41,700 37,100 6,148,305 B 261 TCCCTCAGAGGGGAAAGTGTTAACTGAGTTAAACTGATACAAGGTGACTTTGTATACATTGGGTGGTCTATCCAAACTGATTGAGGATTGCACCAATATCAAAAGCTGCCCAACTGTAAatatatatatatatatatatatatatatatacacacATAAATGTATTCTCCCAATAATATAATGCTACAGAAATCCATCGAATCCATTTCCCTCTGTTCAAATTAAACCTACAtttttttttCACTTACtgtgtgAACTGCA

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 24 190 ATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtg ATAGCATGGATGTATCACTGAGAGC ACTGTAGTCATACTCTGGTACTTGC 24 86 19 25 208 25 60,337 59,874 40,900 40,100 10,463,149 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 24 190 TAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgt TAGCATGGATGTATCACTGAGAGC GACTGTAGTCATACTCTGGTACTTGC 24 86 20 24 209 26 60,022 60,678 40,900 40,100 10,700,041 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 3 99 GCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtT GCATGGATGTATCACTGAGAGC GTGGTGTTCCAACCTCTCCC 24 3 22 22 120 20 58,934 60,251 40,900 43,000 3,316,425 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 24 174 GCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtT GCATGGATGTATCACTGAGAGC TCTGGTACTTGCTTACCACTTGT 24 75 22 22 195 23 58,934 59,610 40,900 31,600 6,455,638 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 24 190 TAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgt TAGCATGGATGTATCACTGAGAGC GACTGTAGTCATACTCTGGTACTTG 24 87 20 24 209 25 60,022 58,213 40,900 31,600 10,808,856 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 24 176 GCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtT GCATGGATGTATCACTGAGAGC ACTCTGGTACTTGCTTACCACT 24 78 22 22 197 22 58,934 58,760 40,900 40,000 6,305,957 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 24 177 AGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtAGCATGGATGTATCACTGAGAGC ACTCTGGTACTTGCTTACCACT 24 78 21 23 197 22 60,244 58,760 40,900 40,000 6,484,448 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 11 159 TGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagaga TGAGAGCAGTCAGTCGTGTG TCTGGTACTTGCTTACCACTTGT 11 75 37 20 195 23 59,688 59,610 38,200 31,600 3,702,085 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 11 161 TGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagaga TGAGAGCAGTCAGTCGTGTG ACTCTGGTACTTGCTTACCACT 11 78 37 20 197 22 59,688 58,760 38,200 40,000 3,552,404 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 10 160 GAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagag GAGAGCAGTCAGTCGTGTGT ACTCTGGTACTTGCTTACCACT 10 78 38 20 197 22 59,688 58,760 37,200 40,000 3,552,717 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 9 90 TGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagaga TGAGAGCAGTCAGTCGTGTG CTGAGTGTGGTGTTCCAACC 11 9 37 20 126 20 59,688 58,691 38,200 37,700 1,621,100 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 8 90 TGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagaga TGAGAGCAGTCAGTCGTGTG CTGAGTGTGGTGTTCCAACCT 11 8 37 20 126 21 59,688 60,134 38,200 35,000 1,446,200 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 8 90 CTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagag CTGAGAGCAGTCAGTCGTGT TGAGTGTGGTGTTCCAACCT 12 8 36 20 125 20 59,404 59,084 44,900 35,000 1,511,675 F 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 1 97 GCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtT GCATGGATGTATCACTGAGAGC GGTGTTCCAACCTCTCCCTC 24 1 22 22 118 20 58,934 59,675 40,900 43,000 3,390,927 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2205:9546:33287 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 0 96 GCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtT GCATGGATGTATCACTGAGAGC GTGTTCCAACCTCTCCCTCC 24 0 22 22 117 20 58,934 59,675 40,900 43,000 3,390,927 B 220 GATAGGATATGCTAATGTATAGCATGGATGTATCACTGAGAGCAGTCAGTCgtgtgtTAGATTCTTAagagagagagagagagagagagagagagagGGAGGGAGAGGTTGGAACACCACACTCAGTGGCAACATACCTACTCTGTAACCTGTTTAGATGTAGTACTAATAAACAAGTGGTAAGCAAGTACCAGAGTATGACTACAGTCTGTCCAGTAAC

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 2 69 244 GGAGGAAACACTCAAATGGTGCAATGCTATACTAA GGAGGAAACACTCAAATGGTGC TCACATCCATTTACCCAATATTTCGA 69 97 21 22 264 26 60,030 58,943 50,100 37,100 9,087,182 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 2 63 237 ACACTCAAATGGTGCAATGCTATACTAAGTGATGATACACTCAAATGGTGCAATGCT TCACATCCATTTACCCAATATTTCGA 63 97 28 21 264 26 59,034 58,943 37,900 37,100 9,022,907 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 2 0 173 TTGTAGGAGCTGACCTGACAacacacacacacacacaca TTGTAGGAGCTGACCTGACA TCACATCCATTTACCCAATATTTCGA 0 97 92 20 264 26 57,990 58,943 35,800 37,100 9,066,946 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 69 243 GGAGGAAACACTCAAATGGTGCAATGCTATACTAA GGAGGAAACACTCAAATGGTGC CACATCCATTTACCCAATATTTCGA 69 97 21 22 263 25 60,030 57,729 50,100 37,100 9,300,674 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 69 244 GGAGGAAACACTCAAATGGTGCAATGCTATACTAA GGAGGAAACACTCAAATGGTGC TCACATCCATTTACCCAATATTTCG 69 98 21 22 264 25 60,030 57,729 50,100 34,600 9,300,674 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 63 236 ACACTCAAATGGTGCAATGCTATACTAAGTGATGATACACTCAAATGGTGCAATGCT CACATCCATTTACCCAATATTTCGA 63 97 28 21 263 25 59,034 57,729 37,900 37,100 9,236,400 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 63 237 ACACTCAAATGGTGCAATGCTATACTAAGTGATGATACACTCAAATGGTGCAATGCT TCACATCCATTTACCCAATATTTCG 63 98 28 21 264 25 59,034 57,729 37,900 34,600 9,236,400 F 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 0 172 TTGTAGGAGCTGACCTGACAacacacacacacacacaca TTGTAGGAGCTGACCTGACA CACATCCATTTACCCAATATTTCGA 0 97 92 20 263 25 57,990 57,729 35,800 37,100 9,280,438 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 0 173 TTGTAGGAGCTGACCTGACAacacacacacacacacaca TTGTAGGAGCTGACCTGACA TCACATCCATTTACCCAATATTTCG 0 98 92 20 264 25 57,990 57,729 35,800 34,600 9,280,438 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 0 124 TTGTAGGAGCTGACCTGACAacacacacacacacacaca TTGTAGGAGCTGACCTGACA TCAAGACATGGTCATACATAAGTTCA 0 48 92 20 215 26 57,990 58,380 35,800 31,800 9,629,646 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 10 190 CAGTCTATGCTATACATTTGTAGGAGCTGACCTGACCAGTCTATGCTATACATTTGTAGGAGC TCACATCCATTTACCCAATATTTCGA 10 97 75 27 264 26 59,456 58,943 47,000 37,100 14,601,133 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 10 190 CAGTCTATGCTATACATTTGTAGGAGCTGACCTGACCAGTCTATGCTATACATTTGTAGGAGC TCACATCCATTTACCCAATATTTCG 10 98 75 27 264 25 59,456 57,729 47,000 34,600 14,814,625 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 9 190 AGTCTATGCTATACATTTGTAGGAGCTGACCTGACAAGTCTATGCTATACATTTGTAGGAGCT ATCACATCCATTTACCCAATATTTCGA 9 97 76 27 265 27 59,547 59,276 40,900 37,100 15,176,742 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 0 126 TTGTAGGAGCTGACCTGACAacacacacacacacacaca TTGTAGGAGCTGACCTGACA TCTCAAGACATGGTCATACATAAGT 0 51 92 20 217 25 57,990 57,576 35,800 22,400 9,433,525 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:11292:10081 1 112 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 0 127 TTTGTAGGAGCTGACCTGACAacacacacacacacacac TTTGTAGGAGCTGACCTGACA TCTCAAGACATGGTCATACATAAGT 0 51 91 21 217 25 58,675 57,576 35,800 22,400 9,749,327 A 265 AGAAAGGCagagagATTTAGGGAGGAAACACTCAAATGGTGCAATGCTATACTAAGTGATGATCtttttttACTCAGTCTATGCTATACATTTGTAGGAGCTGACCTGACAacacacacacacacacacacacacacacacAAATTGGTGGGAAATATTCCTCTATTAATTTAGAGAATAAACCAGTTTTGAACTTATGTATGACCATGTCTTGAGAAAATATGAATCAGTCTGTCTATCGAAATATTGGGTAAATGGATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 1 1 2 10 188 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCC TCAGAATTATTGATTTACTATGCAGCA 10 88 1 21 188 27 58,097 57,659 40,200 44,100 12,243,601 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 2 9 121 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT ACAAGCTGTAGTCTGGAAGTGT 9 26 1 22 121 22 59,499 59,299 38,500 35,500 5,201,401 B 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 2 9 188 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT TCAGAATTATTGATTTACTATGCAGCA 9 88 1 22 188 27 59,499 57,659 38,500 44,100 11,841,582 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 2 9 223 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT ACACATGGCCTTTAACCAGG 9 130 1 22 223 20 59,499 58,077 38,500 44,500 4,423,859 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 2 9 224 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT CACACATGGCCTTTAACCAGG 9 130 1 22 224 21 59,499 59,454 38,500 44,500 4,046,086 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 3 9 120 AGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgt AGACCCTATTCGGTTTGTCCT ACAAGCTGTAGTCTGGAAGTGT 9 26 2 21 121 22 58,452 59,299 38,500 35,500 5,248,887 B 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 3 9 187 AGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgt AGACCCTATTCGGTTTGTCCT TCAGAATTATTGATTTACTATGCAGCA 9 88 2 21 188 27 58,452 57,659 38,500 44,100 11,889,068 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 3 9 223 AGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgt AGACCCTATTCGGTTTGTCCT CACACATGGCCTTTAACCAGG 9 130 2 21 224 21 58,452 59,454 38,500 44,500 4,093,572 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 4 9 126 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT AGCATACAAGCTGTAGTCTGGA 9 31 1 22 126 22 59,499 58,900 38,500 38,600 5,600,409 B 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 6 10 269 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCC TTGCAGCGTGGCTCACTAAT 10 176 1 21 269 20 58,097 60,322 40,200 17,300 3,224,086 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 6 9 268 AGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgt AGACCCTATTCGGTTTGTCCT TTGCAGCGTGGCTCACTAAT 9 176 2 21 269 20 58,452 60,322 38,500 17,300 2,869,553 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:15899:53821 1 32 42 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 6 9 269 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgGAGACCCTATTCGGTTTGTCCT TTGCAGCGTGGCTCACTAAT 9 176 1 22 269 20 59,499 60,322 38,500 17,300 2,822,067 F 281 GAGACCCTATTCGGTTTGTCCTTTGTTTTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCTGGGATTTAAATGGGGTAGATTGATACACTTCCAGACTACAGCTTGTATGCTACACAAGTCAGaaaaaaCTGCTTaaaaaaaTGTTTTGCTGCATAGTAAATCAATAATTCTGAGTTGATTGAAAGAAGCCTGGTTAAAGGCCAtgtgtgtgAatatatGGAGCTTCTAGCATACATTAGTGAGCCACGCTGCAAGCCCGACTGATA

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 3 39 201 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT TCAATGAAGGTGGCAGGACA 39 89 2 23 202 20 58,077 59,230 45,100 40,200 5,693,914 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 39 245 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT TCTAAAGGAGGTGCAGGAGC 39 133 2 23 246 20 58,077 59,095 45,100 47,000 5,828,772 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 39 246 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT TTCTAAAGGAGGTGCAGGAGC 39 133 2 23 247 21 58,077 59,721 45,100 47,000 6,202,686 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 38 245 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGTT TCTAAAGGAGGTGCAGGAGC 38 133 2 24 246 20 58,675 59,095 41,100 47,000 6,230,596 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 8 120 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT ATCGTCAAAGTGGCCTGTGA 39 8 2 23 121 20 58,077 59,604 45,100 35,800 5,319,850 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 7 119 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT TCGTCAAAGTGGCCTGTGAG 39 7 2 23 120 20 58,077 60,250 45,100 35,100 5,173,283 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 39 189 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT GCAGGACAGATTGAGAGAGCA 39 76 2 23 190 21 58,077 59,793 45,100 42,600 6,130,025 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 39 193 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT GGTGGCAGGACAGATTGAGA 39 81 2 23 194 20 58,077 59,385 45,100 32,700 5,538,746 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 39 185 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT GACAGATTGAGAGAGCAGCCA 39 72 2 23 186 21 58,077 59,793 45,100 47,500 6,130,025 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 39 184 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT ACAGATTGAGAGAGCAGCCA 39 72 2 23 185 20 58,077 58,726 45,100 47,500 6,197,173 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 39 194 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT AGGTGGCAGGACAGATTGAG 39 82 2 23 195 20 58,077 59,383 45,100 30,200 5,540,827 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:17086:54576 1 64 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 5 117 AGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGA AGAATAAAGCTTAACTGCTGGGT GTCAAAGTGGCCTGTGAGCT 39 5 2 23 118 20 58,077 60,536 45,100 40,900 5,459,421 F 274 AAGAATAAAGCTTAACTGCTGGGTTAtttttAAAGTGAACCACTCACAAAATTAGAAGGAGGCcacacacacacacacacacacacacacacaATTTTAGCTCACAGGCCACTTTGACGATATCCCTCTTATGTGGTTGTGACACTAGGATACTCTGTGCATTATTGGCTGctctctCAATCTGTCCTGCCACCTTCATTGACTCATACACATACAAGGTcccccTGCTCCTGCACCTCCTTTAGAATTGTACCCTTTGTTTTATATTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 1 1 20 22 144 ACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTACAGTAGCACACACACGCA GCGTGTGTGTACCTGCTACT 32 22 12 19 155 20 59,857 60,039 52,400 25,700 1,181,492 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 0 0 20 18 140 ACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTACAGTAGCACACACACGCA GTGTGTACCTGCTACTGCGT 32 18 12 19 151 20 59,857 60,039 52,400 52,400 1,181,492 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 0 0 20 9 122 acaCGCAGTAGCAGGTacacacacGCACGcacacacacaACACGCAGTAGCAGGTACAC GCGTGTGTGTACCTGCTACT 9 22 34 20 155 20 60,039 60,039 29,000 25,700 0.077053 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 0 0 20 3 108 AGTAGCAGGTacacacacGCACGcacacacacacacacacAGTAGCAGGTACACACACGC GTACCTGCTACTGCGTGTGT 3 14 40 20 147 20 60,039 60,039 53,400 37,200 0.077053 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 0 0 20 3 110 AGTAGCAGGTacacacacGCACGcacacacacacacacacAGTAGCAGGTACACACACGC GTGTACCTGCTACTGCGTGT 3 16 40 20 149 20 60,039 60,039 53,400 44,900 0.077053 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:18944:42745 1 63 51 15 2 AC CACACACACACACACACACACACACACACACGGTAGNA 0 0 20 ‐74 142 AGTAGcacacacaCGcacacacaCGCAGTAGCAGGTac AGTAGCACACACACGCACA GCGTGTGTGTACCTGCTACT 30 ‐74 14 19 59 20 59,857 60,039 45,700 25,700 1,181,492 G 204 CGcacacaTGCACAGTAGcacacacaCGcacacacaCGCAGTAGCAGGTacacacacGCACGcacacacacacacacacacacacacacacaCGGTAGCAGGTacacacacacATGCACAGTAGcacacacaCGCAGTAGCAGGTacacacacGcacacaGTAGCAGGTacacacacacacacacacATAGTAGCAGGTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 2 90 AGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtg AGCTCGTGAGTGTCTGTCTG GGCAAGACACACACAAAGACAA 16 2 9 20 98 22 59,404 59,837 35,100 31,800 2,759,000 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 90 AGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtg AGCTCGTGAGTGTCTGTCTG GGCAAGACACACACAAAGACA 16 3 9 20 98 21 59,404 59,257 35,100 34,100 2,338,419 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 91 AAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCt AAGCTCGTGAGTGTCTGTCTG GGCAAGACACACACAAAGACA 16 3 8 21 98 21 60,001 59,257 35,100 34,100 2,743,658 F 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 1 7 16 197 AAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCt AAGCTCGTGAGTGTCTGTCTG GGAAGTTTCCCACACTGGCA 16 72 8 21 204 20 60,001 60,467 35,100 49,200 1,468,118 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 7 0 125 AAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCt AAGCTCGTGAGTGTCTGTCTG ATAACCCTCAGACAGACGGA 16 0 8 21 132 20 60,001 57,473 35,100 46,900 3,527,715 D 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 8 16 196 AGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtg AGCTCGTGAGTGTCTGTCTG GGAAGTTTCCCACACTGGCA 16 72 9 20 204 20 59,404 60,467 35,100 49,200 1,062,878 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 8 0 124 AGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtg AGCTCGTGAGTGTCTGTCTG ATAACCCTCAGACAGACGGA 16 0 9 20 132 20 59,404 57,473 35,100 46,900 3,122,476 D 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 10 15 195 GCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtg GCTCGTGAGTGTCTGTCTGT GGAAGTTTCCCACACTGGCA 15 72 10 20 204 20 59,688 60,467 34,100 49,200 0.779706 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 10 0 123 GCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtg GCTCGTGAGTGTCTGTCTGT ATAACCCTCAGACAGACGGA 15 0 10 20 132 20 59,688 57,473 34,100 46,900 2,839,303 D 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 15 7 188 AGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgAGTGTCTGTCTGTGTCTGTGT GGAAGTTTCCCACACTGGCA 7 72 17 21 204 20 58,897 60,467 37,200 49,200 2,570,663 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 16 7 189 GAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtg GAGTGTCTGTCTGTGTCTGTGT GGAAGTTTCCCACACTGGCA 7 72 16 22 204 20 59,900 60,467 37,200 49,200 2,567,212 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:19979:3436 1 45 68 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTTGTNA 0 0 17 5 186 TGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgt TGTCTGTCTGTGTCTGTGTGT GGAAGTTTCCCACACTGGCA 5 72 19 21 204 20 59,175 60,467 37,200 49,200 2,292,142 G 230 ACTCACAAAGCTCGTGAGTGTCTGTCTGTGTCtgtgtgTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGTCTTtgtgtgtgTCTTGCCtgtgtgtgtgtgtgTCCGTCTGTCTGAGGGTTATAAAACATATCTATTTTGTTGCTGAACATTCTTTaaaaaaaaTTTCAAATTATTGCCAGTGTGGGAAACTTCCCACCACTTTGATGTTATCCTTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 6 34 141 cccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAG CCCAAACCCAGCAGTCAGG GTTTGCTTCCATCTCTCTCACG 36 34 102 19 242 22 60,605 59,330 38,600 43,500 4,275,008 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 25 122 CAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGC CAGTCAGGCTGTGGGATGG CCATCTCTCTCACGCGTCTG 25 28 113 19 234 20 60,078 60,248 35,100 35,100 1,326,347 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 25 127 CAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGC CAGTCAGGCTGTGGGATGG TGCTTCCATCTCTCTCACGC 25 33 113 19 239 20 60,078 59,826 35,100 53,400 1,252,319 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 1 95 CAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGC CAGTCAGGCTGTGGGATGG GGCTGGTCTTTCTCTCGCTT 25 1 113 19 207 20 60,078 60,037 35,100 46,800 1,114,788 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 34 140 cccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAG CCCAAACCCAGCAGTCAGG TTTGCTTCCATCTCTCTCACG 36 34 102 19 241 21 60,605 58,035 38,600 43,500 4,569,334 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:20841:41532 1 157 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 33 140 cccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAG CCCAAACCCAGCAGTCAGG TTTGCTTCCATCTCTCTCACGC 36 33 102 19 241 22 60,605 60,933 38,600 53,400 4,537,215 F 250 TCATTGGTCAATCgaaagaaagaaaAAAATGCTGGTTGAGGGGAATTGGCCTTTCaaaaaGTGAcccccTTCCTcccccTcccccccAccccccTcccccccccAAACCCAGCAGTCAGGCTGTGGGATGGGGCAGAGTCTGCAGCACACCCGGGAagagagagagagagagagagagagagagagAAAGCgagagaAAGACCAGCCCCGACGTCAGACGCGTgagagagaTGGAAGCAAACTGAACAAT

ST‐E00142:460:H2K7HCCXY:6:2206:21156:66127 1 67 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 10 0 92 caCGCTcacacaGATAGGCATTcacacacaTACAAACACCACGCTCACACAGATAGGCA TCTGTGTGATTGATTGTGGGTC 20 0 27 20 118 22 60,109 58,589 47,500 44,600 3,520,108 F 121 AAATCAAACAGTCATacacacTcacacaCGCTcacacaGATAGGCATTcacacacaTACAAACACCcacacacacacacacacacacacacacacaGACCCACAATCAATcacacaGAAAT

ST‐E00142:460:H2K7HCCXY:6:2206:21156:66127 1 67 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 0 93 acaCGCTcacacaGATAGGCATTcacacacaTACAAACAACACGCTCACACAGATAGGC TCTGTGTGATTGATTGTGGGTC 21 0 26 20 118 22 60,109 58,589 39,300 44,600 3,520,061 F 121 AAATCAAACAGTCATacacacTcacacaCGCTcacacaGATAGGCATTcacacacaTACAAACACCcacacacacacacacacacacacacacacaGACCCACAATCAATcacacaGAAAT

ST‐E00142:460:H2K7HCCXY:6:2206:21156:66127 1 67 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 1 93 acaCGCTcacacaGATAGGCATTcacacacaTACAAACAACACGCTCACACAGATAGGC TCTGTGTGATTGATTGTGGGT 21 1 26 20 118 21 60,109 57,493 39,300 45,100 3,615,776 F 121 AAATCAAACAGTCATacacacTcacacaCGCTcacacaGATAGGCATTcacacacaTACAAACACCcacacacacacacacacacacacacacacaGACCCACAATCAATcacacaGAAAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 0 139 TCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgTCTGTCTCACCTCTCTGTCAA GGTTCAGAAAGCCATCCTGT 0 22 34 21 172 20 57,770 57,793 31,800 40,000 5,436,273 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 3 174 ACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgt ACCTCTGTCTCACCTCTCTGT GGCCTGTTCTCTCCTTGCTT 3 54 31 21 204 20 59,573 59,963 34,100 39,100 1,464,814 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 3 176 ACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgt ACCTCTGTCTCACCTCTCTGT ATGGCCTGTTCTCTCCTTGC 3 56 31 21 206 20 59,573 60,035 34,100 40,100 1,462,038 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 3 236 CCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgt CCTCTGTCTCACCTCTCTGT GGGCTCCAGCACAACTAGTT 3 117 32 20 267 20 57,786 59,963 34,100 22,400 2,251,251 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 3 237 ACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgt ACCTCTGTCTCACCTCTCTGT GGGCTCCAGCACAACTAGTT 3 117 31 21 267 20 59,573 59,963 34,100 22,400 1,464,242 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 2 125 ACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgt ACCTCTGTCTCACCTCTCTGT TGTATTCACTACAGAGGAAGCGA 3 2 31 21 155 23 59,573 58,986 34,100 49,300 5,441,773 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 1 139 TCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgTCTGTCTCACCTCTCTGTCA GGTTCAGAAAGCCATCCTGT 1 22 34 20 172 20 57,041 57,793 35,800 40,000 5,166,041 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 2 236 CCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgt CCTCTGTCTCACCTCTCTGTC GGGCTCCAGCACAACTAGTT 2 117 32 21 267 20 58,908 59,963 35,100 22,400 2,128,416 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 10 244 GctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTGCTCTCTACCTCTGTCTCACC GGGCTCCAGCACAACTAGTT 10 117 24 21 267 20 58,979 59,963 40,200 22,400 2,058,332 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 9 12 185 TCGctctctACCTCTGTCTCACctctctGTCAAtctctctctc TCGCTCTCTACCTCTGTCTCA ATGGCCTGTTCTCTCCTTGC 12 56 22 21 206 20 59,444 60,035 32,700 40,100 1,590,203 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 9 12 246 TCGctctctACCTCTGTCTCACctctctGTCAAtctctctctc TCGCTCTCTACCTCTGTCTCA GGGCTCCAGCACAACTAGTT 12 117 22 21 267 20 59,444 59,963 32,700 22,400 1,592,407 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:21278:64509 1 55 76 15 2 AC TCTCTCTCTCTCTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 9 11 245 CGctctctACCTCTGTCTCACctctctGTCAAtctctctctct CGCTCTCTACCTCTGTCTCAC GGGCTCCAGCACAACTAGTT 11 117 23 21 267 20 59,331 59,963 35,100 22,400 1,705,625 G 275 tctctctctctcTGTTATTTATCGctctctACCTCTGTCTCACctctctGTCAAtctctctctctcTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGAGTATTTCACTTGCTGTTtctctctctcTTTCGCTTCCTCTGTAGTGAATACAGGATGGCTTTCTGAACCAATACGTTGAGGAAGCAAGgagagaACAGGCCATCTTATGCTGGGTATTGTGTAATGaaaaaGGAACAATTGGCAAACTAGTTGTGCTGGAGCCCATGGGGAT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 1 15 14 172 GCCTCTACCCTCActctctGACTCTGTCTcccccctctctct GCCTCTACCCTCACTCTCTG ACGGAGAGACAGAGTCAGTGA 14 59 82 20 253 21 58,601 59,928 33,500 34,100 2,471,181 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 0 15 13 125 GCCTCTACCCTCActctctGACTCTGTCTcccccctctctct GCCTCTACCCTCACTCTCTGA CAGGGAGGGTGAGACAGAGA 13 13 82 21 206 20 60,064 59,960 32,700 31,000 1,104,666 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 0 15 13 130 GCCTCTACCCTCActctctGACTCTGTCTcccccctctctct GCCTCTACCCTCACTCTCTGA AGAGACAGGGAGGGTGAGAC 13 18 82 21 211 20 60,064 59,960 32,700 33,600 1,104,813 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 0 15 13 133 GCCTCTACCCTCActctctGACTCTGTCTcccccctctctct GCCTCTACCCTCACTCTCTGA CAGAGAGACAGGGAGGGTGA 13 21 82 21 214 20 60,064 59,960 32,700 40,200 1,104,666 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 0 15 13 172 GCCTCTACCCTCActctctGACTCTGTCTcccccctctctct GCCTCTACCCTCACTCTCTGA ACGGAGAGACAGAGTCAGTGA 13 59 82 21 253 21 60,064 59,928 32,700 34,100 2,136,804 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 116 58 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCNA 0 0 15 7 166 ACCCTCActctctGACTCTGTCTcccccctctctctctctctct ACCCTCACTCTCTGACTCTGT ACGGAGAGACAGAGTCAGTGA 7 59 88 21 253 21 59,573 59,928 34,100 34,100 2,499,857 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 1 14 21 198 GCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACC GCATCTCTGACTCTGGGCTC CAGAGAGACAGGGAGGGTGA 35 21 17 20 214 20 59,895 59,960 47,000 40,200 0.145022 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 14 18 195 GCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACC GCATCTCTGACTCTGGGCTC AGAGACAGGGAGGGTGAGAC 35 18 17 20 211 20 59,895 59,960 47,000 33,600 0.145170 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 14 13 190 GCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACC GCATCTCTGACTCTGGGCTC CAGGGAGGGTGAGACAGAGA 35 13 17 20 206 20 59,895 59,960 47,000 31,000 0.145022 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 14 8 163 GCCTGTACCAGCActctctGACTCTGGGctctctctctGC GCCTGTACCAGCACTCTCTG CAGGGAGGGTGAGACAGAGA 8 13 44 20 206 20 60,108 59,960 33,500 31,000 0.148776 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 14 8 168 GCCTGTACCAGCActctctGACTCTGGGctctctctctGC GCCTGTACCAGCACTCTCTG AGAGACAGGGAGGGTGAGAC 8 18 44 20 211 20 60,108 59,960 33,500 33,600 0.148923 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 14 8 171 GCCTGTACCAGCActctctGACTCTGGGctctctctctGC GCCTGTACCAGCACTCTCTG CAGAGAGACAGGGAGGGTGA 8 21 44 20 214 20 60,108 59,960 33,500 40,200 0.148776 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 15 48 250 tctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGC TCTGCCTTTACCCGCATCTC ACGGAGAGACAGAGTCAGTGA 48 59 4 20 253 21 59,822 59,928 27,500 34,100 1,250,557 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 15 46 248 tGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTTTACCCGCATCTCTG ACGGAGAGACAGAGTCAGTGA 46 59 6 20 253 21 60,108 59,928 33,500 34,100 1,180,192 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:22333:67287 1 72 102 15 3 AG CTCTCTCTCTGCCTCTACCCTCACTCTCTGACTCTGTCNA 0 0 15 45 247 GCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCG GCCTTTACCCGCATCTCTGA ACGGAGAGACAGAGTCAGTGA 45 59 7 20 253 21 59,822 59,928 32,700 34,100 1,250,557 G 253 ctctctGCCTTTACCCGCATCTCTGACTCTGGGCTCTCGCCGTGCCTGTACCAGCActctctGACTCTGGGctctctctctGCCTCTACCCTCActctctGACTCTGTCTcccccctctctctctctctctctctctctctctctGtctctctctctcTGActctctctctctGTCACTCCCTCTTTCTCTGTCTCACCCTCCCTGtctctcTGtctctcTGtctctctcTGTCACTGACTCTGtctctcCGT

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 1 1 4 18 224 AGCATAACTGAAACTTATAAGGGAGGAATATGATA AGCATAACTGAAACTTATAAGGGAGG TCCCTATTCAGTAGCAATGGCC 18 70 21 26 244 22 58,717 59,893 43,000 53,600 9,389,840 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 4 17 174 AGCATAACTGAAACTTATAAGGGAGGAATATGATA AGCATAACTGAAACTTATAAGGGAGGA GCACTTTCCCATTTCTGGCA 17 22 21 27 194 20 59,873 59,032 37,100 49,200 8,095,744 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 4 17 223 GCATAACTGAAACTTATAAGGGAGGAATATGATAA GCATAACTGAAACTTATAAGGGAGGA TCCCTATTCAGTAGCAATGGCC 17 70 22 26 244 22 58,720 59,893 37,100 53,600 9,386,867 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 4 17 224 AGCATAACTGAAACTTATAAGGGAGGAATATGATA AGCATAACTGAAACTTATAAGGGAGGA TCCCTATTCAGTAGCAATGGCC 17 70 21 27 244 22 59,873 59,893 37,100 53,600 9,233,850 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 5 18 240 TAGCATAACTGAAACTTATAAGGGAGGAATATGAT TAGCATAACTGAAACTTATAAGGGAGG ATTAAGAATCCCTAATCCCTATTCAGT 18 80 20 27 259 27 58,570 57,588 43,000 34,100 17,841,489 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 5 17 176 AGCATAACTGAAACTTATAAGGGAGGAATATGATA AGCATAACTGAAACTTATAAGGGAGGA CTGCACTTTCCCATTTCTGGC 17 23 21 27 196 21 59,873 60,067 37,100 48,500 8,194,693 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25682:55368 1 65 88 15 2 AG AGAGAGAGAGAGAGAGAGAGACAGACAGAGAGA NA 0 0 6 17 175 AGCATAACTGAAACTTATAAGGGAGGAATATGATA AGCATAACTGAAACTTATAAGGGAGGA TGCACTTTCCCATTTCTGGC 17 23 21 27 195 20 59,873 59,032 37,100 48,500 8,095,744 G 262 TGGATAAAGAAAGAGATTATAGCATAACTGAAACTTATAAGGGAGGAATATGATAATCaaaaaCagagagagagagagagagagACAGACagagagagagagACagagagagagagagagACagagagagagagagagagagagagagagagAAGTGAAAATTCATCAGAGTGATGCCAGAAATGGGAAAGTGCAGTTATCTGAAGGGGCTTgagagaCTGGGGCCATTGCTACTGAATAGGGATTAGGGATTCTTAATATA

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 173 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 8 9 92 TATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctc TATCTGTCTCGCCGTTGCTG AGGGTCGTGATGGCAGAGTA 9 13 144 20 235 20 60,179 60,324 44,100 25,900 0.503505 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 173 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 9 101 TATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctc TATCTGTCTCGCCGTTGCTG GAGGGAGAGAGGGTCGTGAT 9 22 144 20 244 20 60,179 60,106 44,100 30,600 0.285556 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 173 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 9 105 TATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctc TATCTGTCTCGCCGTTGCTG TTCAGAGGGAGAGAGGGTCG 9 26 144 20 248 20 60,179 60,034 44,100 47,900 0.213129 F 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 1 12 16 186 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC AGGGAGAGAGGGTCGTGATG 16 21 58 20 243 20 60,033 60,396 43,000 30,700 0.429032 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 0 12 16 187 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC GAGGGAGAGAGGGTCGTGAT 16 22 58 20 244 20 60,033 60,106 43,000 30,600 0.139034 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 0 12 16 190 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC TCAGAGGGAGAGAGGGTCGT 16 25 58 20 247 20 60,033 61,209 43,000 43,400 1,241,459 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 0 12 16 191 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC TTCAGAGGGAGAGAGGGTCG 16 26 58 20 248 20 60,033 60,034 43,000 47,900 0.066606 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 0 12 15 190 TCTCTGCctctctCCCTCCACCACTATTGTCATAGtctct TCTCTGCCTCTCTCCCTCCA TTCAGAGGGAGAGAGGGTCG 15 26 59 20 248 20 61,218 60,034 38,600 47,900 1,251,739 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:25936:53029 1 94 109 15 2 AG TCTCTCTCTCTCTATCTCCCCATCTCTATCCATCACAANA 0 0 12 13 178 TTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctc TTCTCTGCCTCTCTCCCTCC AGGGTCGTGATGGCAGAGTA 16 13 58 20 235 20 60,033 60,324 43,000 25,900 0.356982 G 264 TATGTCCAtctctctctcCGCCTCTTtctctctctcTACTTGTCTCCCATTATCTCTTTCTCTGCctctctCCCTCCACCACTATTGTCATAGtctctctctctcTATCTCCCCATCTCTATCCATCACAAAATGTGTCTCTATATCTGTCTCGCCGTTGCTGTCTGTCTGCctctctctctctctctctctctctctctctcccccTCTCTGTTTACTCTGCCATCACGACCctctctCCCTCTGAAtctctcTAtctctctc

ST‐E00142:460:H2K7HCCXY:6:2206:26058:34359 1 80 38 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCT NA 1 1 16 1 93 CTGtctctcTGTCGCACTCGctctctCCCTCGCActctctct CTGTCTCTCTGTCGCACTCG GACAGAGAGACAGTGCCTGG 14 1 46 20 138 20 60,179 59,754 41,800 44,500 0.425288 F 140 TCCCTCGCACTGtctctctctctctctcGCActctctCCCTCGCACTGtctctcTGTCGCACTCGctctctCCCTCGCActctctctctctctctctctctctctctctCGctctctCCCAGGCACTGtctctcTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2206:26058:34359 1 80 38 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCT NA 0 0 18 1 104 tctCCCTCGCACTGtctctcTGTCGCACTCGctctctCCCT TCTCCCTCGCACTGTCTCTC GACAGAGAGACAGTGCCTGG 25 1 35 20 138 20 60,678 59,754 32,000 44,500 0.924452 F 140 TCCCTCGCACTGtctctctctctctctcGCActctctCCCTCGCACTGtctctcTGTCGCACTCGctctctCCCTCGCActctctctctctctctctctctctctctctCGctctctCCCAGGCACTGtctctcTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2206:26058:34359 1 80 38 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCT NA 0 0 18 1 106 tctctCCCTCGCACTGtctctcTGTCGCACTCGctctctCCCTCTCTCCCTCGCACTGTCTC GACAGAGAGACAGTGCCTGG 27 1 33 20 138 20 60,678 59,754 33,600 44,500 0.924452 F 140 TCCCTCGCACTGtctctctctctctctcGCActctctCCCTCGCACTGtctctcTGTCGCACTCGctctctCCCTCGCActctctctctctctctctctctctctctctCGctctctCCCAGGCACTGtctctcTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 3 36 246 GCCAAATAAGCAACTACCACCACAAACACATTCCCAGCCAAATAAGCAACTACCACCA ACCAGTAACAAAGCCATGAGC 36 137 5 22 250 21 59,177 58,837 41,700 42,600 4,985,835 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 37 247 TGCCAAATAAGCAACTACCACCACAAACACATTCCC TGCCAAATAAGCAACTACCACC ACCAGTAACAAAGCCATGAGC 37 137 4 22 250 21 59,177 58,837 46,100 42,600 4,985,835 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 29 240 AAGCAACTACCACCACAAACACATTCCCAGACACTc AAGCAACTACCACCACAAACAC AACCAGTAACAAAGCCATGAGC 29 137 12 22 251 22 59,574 59,442 33,200 42,600 4,984,027 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 21 202 CCACCACAAACACATTCCCAGACACTcacacaGTCCT CCACCACAAACACATTCCCAG TATTTCCATTGCGCGTGGGA 21 110 21 21 222 20 59,659 60,393 44,500 43,700 1,734,021 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 22 202 CCACCACAAACACATTCCCAGACACTcacacaGTCCT CCACCACAAACACATTCCCA TATTTCCATTGCGCGTGGGA 22 110 21 20 222 20 58,592 60,393 43,700 43,700 1,801,068 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 22 203 ACCACCACAAACACATTCCCAGACACTcacacaGTCC ACCACCACAAACACATTCCCA TATTTCCATTGCGCGTGGGA 22 110 20 21 222 20 60,342 60,393 43,700 43,700 1,735,606 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 7 187 TCCCAGACACTcacacaGTCCTATACTcacacacacacacTCCCAGACACTCACACAGTC TATTTCCATTGCGCGTGGGA 7 110 36 20 222 20 58,959 60,393 35,100 43,700 1,433,779 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 132 CCCAGACACTcacacaGTCCTATACTcacacacacacacaCCCAGACACTCACACAGTCC GGGAAATGCTCTTGAGTTTGC 6 55 37 20 168 21 59,966 58,048 38,500 36,800 2,985,785 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 132 CCCAGACACTcacacaGTCCTATACTcacacacacacacaCCCAGACACTCACACAGTCC GGGAAATGCTCTTGAGTTTGCA 6 54 37 20 168 22 59,966 59,703 38,500 40,800 2,331,092 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 133 CCCAGACACTcacacaGTCCTATACTcacacacacacacaCCCAGACACTCACACAGTCC TGGGAAATGCTCTTGAGTTTGC 6 55 37 20 169 22 59,966 59,703 38,500 36,800 2,331,092 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 186 CCCAGACACTcacacaGTCCTATACTcacacacacacacaCCCAGACACTCACACAGTCC TATTTCCATTGCGCGTGGGA 6 110 37 20 222 20 59,966 60,393 38,500 43,700 0.427191 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:27904:59991 1 63 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 187 CCCAGACACTcacacaGTCCTATACTcacacacacacacaCCCAGACACTCACACAGTCC ATATTTCCATTGCGCGTGGG 6 111 37 20 223 20 59,966 59,332 38,500 46,100 0.702052 F 272 AACTGCCAAATAAGCAACTACCACCACAAACACATTCCCAGACACTcacacaGTCCTATACTcacacacacacacacacacacacacacacaTGCcacacacaTACAATTCtttttCCAGCATCAATCCAGATCATGAACAATACATGCAAACTCAAGAGCATTTCCCATTTAAACCACATTATTTTAATCACTGTTGGTGGTCCCACGCGCAATGGAAATATAAAGTAGCTCATGGCTTTGTTACTGGTTTGAGTAGGACTTCTAAATTCA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 6 0 105 GCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccc GCCCAGCTGCCAAATTATTCA TTTGTTTGGTGTGTCTGTGC 34 0 152 21 256 20 59,518 57,354 25,700 45,700 4,127,502 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 137 ATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAATTTGTCCCGCTGTGTCCG TTTGTTTGGTGTGTCTGTGC 68 0 120 19 256 20 60,671 57,354 47,900 45,700 4,316,785 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 139 CCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCCATTTGTCCCGCTGTGTCC TTTGTTTGGTGTGTCTGTGC 69 0 118 20 256 20 61,586 57,354 40,200 45,700 4,231,885 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 146 ACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCT ACAGAGCCCATTTGTCCCG TTTGTTTGGTGTGTCTGTGC 77 0 111 19 256 20 60,002 57,354 51,400 45,700 3,647,864 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 147 GACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCGACAGAGCCCATTTGTCCCG TTTGTTTGGTGTGTCTGTGC 77 0 110 20 256 20 61,027 57,354 51,400 45,700 3,672,448 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 148 TGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGG TGACAGAGCCCATTTGTCCC TTTGTTTGGTGTGTCTGTGC 78 0 109 20 256 20 59,962 57,354 44,600 45,700 2,683,896 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 222 AGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAGCGTTCATCTCTCCACGTT TTTGTTTGGTGTGTCTGTGC 152 0 35 20 256 20 59,396 57,354 39,900 45,700 3,249,299 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 223 CAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCACAGCGTTCATCTCTCCACGT TTTGTTTGGTGTGTCTGTGC 153 0 34 20 256 20 60,109 57,354 44,900 45,700 2,754,816 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 224 ACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCACAGCGTTCATCTCTCCACG TTTGTTTGGTGTGTCTGTGC 154 0 33 20 256 20 60,109 57,354 49,400 45,700 2,754,816 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 254 TGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTGGCTATCCAGTGCTCAGTA TTTGTTTGGTGTGTCTGTGC 184 0 3 20 256 20 57,841 57,354 27,400 45,700 4,804,909 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 255 TTGGCTATCCAGTGCTCAGTATTACCGAATCACAGC TTGGCTATCCAGTGCTCAGT TTTGTTTGGTGTGTCTGTGC 185 0 2 20 256 20 58,721 57,354 34,100 45,700 3,925,227 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:28138:22352 1 207 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 0 256 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAG TTTGGCTATCCAGTGCTCAGT TTTGTTTGGTGTGTCTGTGC 185 0 1 21 256 20 59,370 57,354 34,100 45,700 4,276,100 F 277 TTTGGCTATCCAGTGCTCAGTATTACCGAATCACAGCGTTCAtctctcCACGTTCCAGAACTCTTGGCTCAAAATGCAACAAGAAATTACCACAGTCTGGTGCAGATATGACAGAGCCCATTTGTCCCGCTGTGTCCGTTTTGGCTTTCAGGCCCAGCTGCCAAATTATTCACAGCCCCTGCGccccccccccccccAcccccccAacacacacacacacacacacacacacacacGCACAGacacacCAAACaaaaaaaTTATTCTGGTCATTAGA

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 1 1 14 5 122 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG ATGTGTTGGCCTGTGTGTGA 5 7 37 20 158 20 60,806 60,107 36,600 35,800 0.912480 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 123 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG GATGTGTTGGCCTGTGTGTG 5 8 37 20 159 20 60,806 59,688 36,600 38,200 1,117,501 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 142 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG GGGCAGTCTGTAGTGTGTGG 5 27 37 20 178 20 60,806 60,321 36,600 41,700 1,126,482 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 143 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG TGGGCAGTCTGTAGTGTGTG 5 28 37 20 179 20 60,806 59,607 36,600 38,200 1,198,418 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 194 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG CCCTCCAAGGCCTCAGAAAG 5 79 37 20 230 20 60,806 60,035 36,600 26,200 0.840382 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 199 TCACACGcacacaGACACAGCCCCTcacacacacacaca TCACACGCACACAGACACAG TTAGTCCCTCCAAGGCCTCA 5 84 37 20 235 20 60,806 59,882 36,600 38,600 0.924057 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 16 6 123 CTCACACGcacacaGACACAGCCCCTcacacacacacac CTCACACGCACACAGACACA ATGTGTTGGCCTGTGTGTGA 6 7 36 20 158 20 60,806 60,107 37,200 35,800 0.912480 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 16 6 143 CTCACACGcacacaGACACAGCCCCTcacacacacacac CTCACACGCACACAGACACA GGGCAGTCTGTAGTGTGTGG 6 27 36 20 178 20 60,806 60,321 37,200 41,700 1,126,482 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29061:15479 1 62 70 15 3 AC CACACACACACACACACACACACACACACACGCACANA 0 0 16 6 195 CTCACACGcacacaGACACAGCCCCTcacacacacacac CTCACACGCACACAGACACA CCCTCCAAGGCCTCAGAAAG 6 79 36 20 230 20 60,806 60,035 37,200 26,200 0.840382 G 261 AGacacacacAGCCCcacacacacaAACACAGCCCCTCACACGcacacaGACACAGCCCCTcacacacacacacacacacacacacacacaCGcacacaTGGTCCcacacacacaGTCCCTcacacacacaCGGACCCTcacacacaGGCCAACACATCcacacaCTACAGACTGCCCAAAGCACTGATTTTAACACCGTGGAGAAAACGCTTTCTGAGGCCTTGGAGGGACTAACATCCTACTATGAAGAAAACCACCTT

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 36 163 GTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGGTGCTGTAGCTGAGTAGAGGT TATAGCGGGACAAGATGCGG 56 36 63 21 225 20 58,904 59,683 38,500 56,900 2,413,408 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 36 170 CCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTG CCACTAAGTGCTGTAGCTGAGT TATAGCGGGACAAGATGCGG 62 36 56 22 225 20 59,768 59,683 34,100 56,900 2,549,612 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 158 GTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGGTGCTGTAGCTGAGTAGAGGT CGGGACAAGATGCGGGAAA 56 32 63 21 220 19 58,904 60,377 38,500 31,300 3,472,931 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 165 CCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTG CCACTAAGTGCTGTAGCTGAGT CGGGACAAGATGCGGGAAA 62 32 56 22 220 19 59,768 60,377 34,100 31,300 3,609,135 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 218 CCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCCCCATTATACTCTCCATCACAAAGTA CGGGACAAGATGCGGGAAA 111 32 3 26 220 19 58,264 60,377 22,400 31,300 9,112,600 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 218 CCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCCCCATTATACTCTCCATCACAAAGT CGGGACAAGATGCGGGAAA 112 32 3 25 220 19 58,404 60,377 26,600 31,300 7,972,365 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 0 101 TCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctc TCCTCTGACTTCCTTTCCGG CGGGACAAGATGCGGGAAA 0 32 120 20 220 19 58,733 60,377 51,400 31,300 2,643,804 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 0 102 ATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctATCCTCTGACTTCCTTTCCGG CGGGACAAGATGCGGGAAA 0 32 119 21 220 19 59,166 60,377 51,400 31,300 3,210,945 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 0 106 TCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctc TCCTCTGACTTCCTTTCCGG TATAGCGGGACAAGATGCGG 0 36 120 20 225 20 58,733 59,683 51,400 56,900 1,584,281 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 0 107 TCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctc TCCTCTGACTTCCTTTCCGG ATATAGCGGGACAAGATGCGG 0 36 120 20 226 21 58,733 60,067 51,400 56,900 2,333,980 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 0 107 ATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctATCCTCTGACTTCCTTTCCGG TATAGCGGGACAAGATGCGG 0 36 119 21 225 20 59,166 59,683 51,400 56,900 2,151,423 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 36 171 ACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCT ACCACTAAGTGCTGTAGCTGAG TATAGCGGGACAAGATGCGG 63 36 55 22 225 20 59,768 59,683 33,500 56,900 2,549,612 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 36 190 ATGCAGTATGAACACATTAACCACTAAGTGCTGTAGATGCAGTATGAACACATTAACCAC TATAGCGGGACAAGATGCGG 80 36 36 24 225 20 57,805 59,683 41,600 56,900 6,511,956 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 33 218 CCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCCCCATTATACTCTCCATCACAAAGT CGGGACAAGATGCGGGAA 112 33 3 25 220 18 58,404 59,732 26,600 39,700 8,863,325 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 32 166 ACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCT ACCACTAAGTGCTGTAGCTGAG CGGGACAAGATGCGGGAAA 63 32 55 22 220 19 59,768 60,377 33,500 31,300 3,609,135 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 101 TCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctc TCCTCTGACTTCCTTTCCGG CGGGACAAGATGCGGGAA 0 33 120 20 220 18 58,733 59,732 51,400 39,700 3,534,764 A 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 36 190 ATGCAGTATGAACACATTAACCACTAAGTGCTGTAGATGCAGTATGAACACATTAACCACT TATAGCGGGACAAGATGCGG 79 36 36 25 225 20 59,054 59,683 40,000 56,900 6,262,944 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:29609:11330 1 140 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 36 190 TGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGCAGTATGAACACATTAACCACT ATATAGCGGGACAAGATGCGG 79 36 37 24 226 21 58,687 60,067 40,000 56,900 6,379,753 F 237 ACCCCATTATACTCTCCATCACAAAGTAGTTTTGAATGCAGTATGAACACATTAACCACTAAGTGCTGTAGCTGAGTAGAGGTTGACCTGAAACATGTTTCTTATAAATCAACTAACCATCCTCTGACTTCCTTTCCGGtctctctctctctctctctctctctctctcTGCAGCATAGATTTCCAATCACTCCTTAACATTTTCCCGCATCTTGTCCCGCtatataAATATAAGTG

ST‐E00142:460:H2K7HCCXY:6:2206:6208:11435 1 22 78 15 2 AG CTCTCTCTCTCTCTCTCTCTGTCTTTCTCTCCCTCTCTCNA 1 1 14 0 118 TTCCCTATCCctctctGACCctctctctctctctctctctGTCTTTTCCCTATCCCTCTCTGACC TGAGGGAGAGAGAGGGAGAC 0 0 2 20 119 20 57,223 59,077 40,200 33,600 3,700,816 G 157 TTTCCCTATCCctctctGACCctctctctctctctctctctGTCTTtctctcCctctctctctctctctctctctctctctctCCctctctctctctctGTCTCCctctctctCCCTCActctctGtctctcCctctctctctGtctctcCctctct

ST‐E00142:460:H2K7HCCXY:6:2206:6208:11435 1 22 78 15 2 AG CTCTCTCTCTCTCTCTCTCTGTCTTTCTCTCCCTCTCTCNA 0 0 14 0 119 TTTCCCTATCCctctctGACCctctctctctctctctctctGTCTTTTCCCTATCCCTCTCTGACC TGAGGGAGAGAGAGGGAGAC 0 0 1 21 119 20 57,952 59,077 40,200 33,600 3,971,052 G 157 TTTCCCTATCCctctctGACCctctctctctctctctctctGTCTTtctctcCctctctctctctctctctctctctctctctCCctctctctctctctGTCTCCctctctctCCCTCActctctGtctctcCctctctctctGtctctcCctctct

ST‐E00142:460:H2K7HCCXY:6:2206:6208:11435 1 22 78 15 2 AG CTCTCTCTCTCTCTCTCTCTGTCTTTCTCTCCCTCTCTCNA 0 0 15 0 118 TTCCCTATCCctctctGACCctctctctctctctctctctGTCTTTTCCCTATCCCTCTCTGACC TGAGGGAGAGAGAGGGAGA 0 1 2 20 119 19 57,223 57,555 40,200 37,100 6,222,414 G 157 TTTCCCTATCCctctctGACCctctctctctctctctctctGTCTTtctctcCctctctctctctctctctctctctctctctCCctctctctctctctGTCTCCctctctctCCCTCActctctGtctctcCctctctctctGtctctcCctctct

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 1 1 12 16 140 TGACAGGTAGAGCAATacacacacAAAGGGTGACAG TGACAGGTAGAGCAATACACACA ACTCTGTGTGTGTTTCTGTTGC 22 16 21 23 160 22 59,423 59,580 37,200 41,700 5,996,573 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 13 14 140 aaGTGACAGGTAGAGCAATacacacacAAAGGGTGA AAGTGACAGGTAGAGCAATACACA CTGTGTGTGTTTCTGTTGCCA 24 14 18 24 157 21 59,717 59,528 37,200 49,200 5,755,549 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 15 15 140 aGTGACAGGTAGAGCAATacacacacAAAGGGTGAC AGTGACAGGTAGAGCAATACACA TCTGTGTGTGTTTCTGTTGCC 24 15 19 23 158 21 59,168 59,257 37,200 45,200 5,575,321 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 15 2 102 cAAAGGGTGACAGGAGAGGGCAacacacacacacaca CAAAGGGTGACAGGAGAGGG CTGTTGCCATCTCCTGTCACT 2 2 44 20 145 21 59,674 59,997 43,000 34,100 1,329,152 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 15 1 103 AAAGGGTGACAGGAGAGGGCAacacacacacacacac AAAGGGTGACAGGAGAGGGC TTCTGTTGCCATCTCCTGTCA 1 4 45 20 147 21 61,493 59,301 51,900 35,800 3,192,075 D 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 16 1 101 AAGGGTGACAGGAGAGGGCAacacacacacacacaca AAGGGTGACAGGAGAGGGC TCTGTTGCCATCTCCTGTCA 1 4 46 19 146 20 60,921 58,649 51,900 35,800 3,271,912 D 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 16 1 102 AAAGGGTGACAGGAGAGGGCAacacacacacacacac AAAGGGTGACAGGAGAGGGC TCTGTTGCCATCTCCTGTCA 1 4 45 20 146 20 61,493 58,649 51,900 35,800 2,844,069 D 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 17 2 103 cAAAGGGTGACAGGAGAGGGCAacacacacacacaca CAAAGGGTGACAGGAGAGGG TCTGTTGCCATCTCCTGTCAC 2 3 44 20 146 21 59,674 59,998 43,000 36,700 1,328,693 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:6553:39071 1 66 57 15 2 AC ACACACACACACACACACACACACACACACAGAAA NA 0 0 17 1 101 cAAAGGGTGACAGGAGAGGGCAacacacacacacaca CAAAGGGTGACAGGAGAGGG TGTTGCCATCTCCTGTCACTC 2 1 44 20 144 21 59,674 59,998 43,000 35,100 1,328,693 G 160 CAACACAAGCCCACaaaaaGTGACAGGTAGAGCAATacacacacAAAGGGTGACAGGAGAGGGCAacacacacacacacacacacacacacacacAGAAACAGgagagagaAacacacacacAGAGTGACAGGAGATGGCAACAGAAacacacacAGAGT

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 8 1 110 GTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAGTTAGCCCAGGGATGGAGTG ATGTGTGAGTGCTTGCACGT 39 1 81 20 190 20 59,819 60,815 35,100 44,900 0.996563 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 111 TGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGTGTTAGCCCAGGGATGGAGT ATGTGTGAGTGCTTGCACGT 40 1 80 20 190 20 60,253 60,815 38,500 44,900 1,068,373 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 157 CCCACAAACGGTCGTATTTACCTTTACATTCTGTACACCCACAAACGGTCGTATTTACC ATGTGTGAGTGCTTGCACGT 84 1 34 22 190 20 59,584 60,815 28,500 44,900 3,231,415 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 158 TCCCACAAACGGTCGTATTTACCTTTACATTCTGTACTCCCACAAACGGTCGTATTT ATGTGTGAGTGCTTGCACGT 87 1 33 20 190 20 57,453 60,815 14,000 44,900 3,362,513 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 26 135 GTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAGTTAGCCCAGGGATGGAGTG TGCATGTGTGTGTCTGTGTG 39 26 81 20 215 20 59,819 58,984 35,100 38,200 1,197,218 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 26 182 CCCACAAACGGTCGTATTTACCTTTACATTCTGTACACCCACAAACGGTCGTATTTACC TGCATGTGTGTGTCTGTGTG 84 26 34 22 215 20 59,584 58,984 28,500 38,200 3,432,069 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA
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ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 26 210 ataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACATACCCGAGAGCAAGATTAGAAA TGCATGTGTGTGTCTGTGTG 111 26 6 23 215 20 57,129 58,984 25,200 38,200 6,887,264 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 25 209 ataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACATACCCGAGAGCAAGATTAGAAA GCATGTGTGTGTCTGTGTGT 111 25 6 23 214 20 57,129 58,983 25,200 37,200 6,888,023 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:9506:67427 1 140 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 15 24 209 ataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACATACCCGAGAGCAAGATTAGAAA GCATGTGTGTGTCTGTGTGTG 111 24 6 23 214 21 57,129 60,268 25,200 38,200 7,139,580 F 215 tatatataCCCGAGAGCAAGATTAGaaaaaTATCCCACAAACGGTCGTATTTACCTTTACATTCTGTACAgtgtgtAATTGTTAGCCCAGGGATGGAGTGGAATTGGTAACAAGAATGGgagagagaCAGACAGACATCcacacacacacacacacacacacacacacaAACGTGCAAGCACTcacacaTATacacacacAGacacacacATGCA

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 24 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGC CGCCACTCCATTGTGACGTC AACATCAGCTTTGTTTCTCGACT 93 24 1 20 190 23 61,627 58,870 43,400 41,800 5,756,771 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 23 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGC CGCCACTCCATTGTGACGTC AACATCAGCTTTGTTTCTCGACTC 93 23 1 20 190 24 61,627 59,788 43,400 33,600 5,838,868 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 16 178 GCCACTCCATTGTGACGTCACGCCAGAGGCTGGCC GCCACTCCATTGTGACGTCA TGTTTCTCGACTCATTGCGA 92 16 2 20 179 20 60,603 57,568 43,500 51,000 3,034,844 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 16 179 GCCACTCCATTGTGACGTCACGCCAGAGGCTGGCC GCCACTCCATTGTGACGTCA TTGTTTCTCGACTCATTGCGA 92 16 2 20 180 21 60,603 58,250 43,500 51,000 3,352,414 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 15 178 GCCACTCCATTGTGACGTCACGCCAGAGGCTGGCC GCCACTCCATTGTGACGTCA TGTTTCTCGACTCATTGCGAA 92 15 2 20 179 21 60,603 58,250 43,500 47,000 3,352,414 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 24 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGC CGCCACTCCATTGTGACGT AACATCAGCTTTGTTTCTCGACT 94 24 1 19 190 23 60,668 58,870 43,400 41,800 5,797,948 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 13 98 CCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacaCCACGTGACAGTAGGCTCC TGTTTCTCGACTCATTGCGA 13 16 82 19 179 20 59,784 57,568 47,000 51,000 3,647,853 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 12 97 CACGTGACAGTAGGCTCCCGcccccGCCCTCcacacac CACGTGACAGTAGGCTCCC TGTTTCTCGACTCATTGCGA 12 16 83 19 179 20 59,784 57,568 43,000 51,000 3,647,853 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11028:50726 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 16 102 CCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCc CCTGCCACGTGACAGTAGG TGTTTCTCGACTCATTGCGA 17 16 78 19 179 20 60,080 57,568 31,800 51,000 3,512,025 F 190 CGCCACTCCATTGTGACGTCACGCCAGAGGCTGGCCGCCCACTCGTCGGTTTCAACCATTCaaaaaaGACTGCGACGCCTGCCACGTGACAGTAGGCTCCCGcccccGCCCTCcacacacacacacacacacacacacacacaGTACCTGAATTGAAATTCGCAATGAGTCGAGAAACAAAGCTGATGTT

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 46 228 GGTCGTAATGCGGACACAGTAATCctctctGTCCAAA GGTCGTAATGCGGACACAGT CGTCGGTCTGTCTGAGTCTC 112 46 11 20 238 20 60,389 59,555 35,500 33,600 0.834078 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 117 GAGTTCGGTCGTCGGGAATGTtctctctctctctctctctct GAGTTCGGTCGTCGGGAATG CGTCGGTCTGTCTGAGTCTC 1 46 122 20 238 20 60,801 59,555 26,700 33,600 1,245,718 A 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 174 cAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTCAATCCCTCAGCCTGCCC CGGTCTGTCTGAGTCTCTGC 63 43 62 18 235 20 60,124 59,830 53,600 42,600 2,294,098 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 175 ccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCCCAATCCCTCAGCCTGCC CGGTCTGTCTGAGTCTCTGC 64 43 61 18 235 20 60,124 59,830 48,500 42,600 2,294,098 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 176 cccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCCCAATCCCTCAGCCTGC CGGTCTGTCTGAGTCTCTGC 65 43 60 18 235 20 60,124 59,830 48,500 42,600 2,294,098 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 225 GGTCGTAATGCGGACACAGTAATCctctctGTCCAAA GGTCGTAATGCGGACACAGT CGGTCTGTCTGAGTCTCTGC 112 43 11 20 235 20 60,389 59,830 35,500 42,600 0.559542 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 230 TAGTGGGTCGTAATGCGGACACAGTAATCctctctGT TAGTGGGTCGTAATGCGGAC CGGTCTGTCTGAGTCTCTGC 117 43 6 20 235 20 59,543 59,830 47,900 42,600 0.627151 F 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 1 114 GAGTTCGGTCGTCGGGAATGTtctctctctctctctctctct GAGTTCGGTCGTCGGGAATG CGGTCTGTCTGAGTCTCTGC 1 43 122 20 235 20 60,801 59,830 26,700 42,600 0.971183 A 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:11546:62347 1 143 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 112 GTTCGGTCGTCGGGAATGTtctctctctctctctctctctctc GTTCGGTCGTCGGGAATGT CGGTCTGTCTGAGTCTCTGC 0 43 124 19 235 20 60,080 59,830 27,100 42,600 1,250,414 A 284 GGGGTTAGTGGGTCGTAATGCGGACACAGTAATCctctctGTCCAAATGAATAGTGccccccAATCCCTCAGCCTGCCCCGTACAGCGTGGGGAGCTGGGGTggggggCCGCTGGGCTGGGGAGTTCGGTCGTCGGGAATGTtctctctctctctctctctctctctctctcTTTCTGTGCAGGAGCGGGCCTGACAGGCACCCCTATGACCTTTGCAGAGACTCAGACAGACCGACGGGGAAagagagagagagagagGGAgagggagggagggagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 75 242 CCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAttttCCAGCAAAGTCCAGTCGGAT TGTCTCTAATCGTGGGCAGC 97 75 24 20 265 20 60,036 59,824 41,800 52,500 0.211770 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 75 252 GCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATGCTCTCCATCCCAGCAAAGT TGTCTCTAATCGTGGGCAGC 107 75 14 20 265 20 60,035 59,824 26,600 52,500 0.210430 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 75 253 TGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATGCTCTCCATCCCAGCAAAG TGTCTCTAATCGTGGGCAGC 108 75 13 20 265 20 60,035 59,824 27,700 52,500 0.210527 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 60 205 tGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGTGCTCCAGGATTTCCAGTGA TGTCTCTAATCGTGGGCAGC 60 75 61 20 265 20 58,639 59,824 34,100 52,500 1,536,964 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 8 154 GGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctct GGGTTCTCTGTCTTCCCTCAA TGTCTCTAATCGTGGGCAGC 8 75 112 21 265 20 59,021 59,824 30,200 52,500 2,154,340 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 50 226 GCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATGCTCTCCATCCCAGCAAAGT CTTTCCGACCGCCTCCATC 107 50 14 20 239 19 60,035 60,522 26,600 35,100 1,556,352 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 50 227 TGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATGCTCTCCATCCCAGCAAAG CTTTCCGACCGCCTCCATC 108 50 13 20 239 19 60,035 60,522 27,700 35,100 1,556,448 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 9 128 GGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctct GGGTTCTCTGTCTTCCCTCA CTTTCCGACCGCCTCCATC 9 50 112 20 239 19 58,354 60,522 38,600 35,100 3,167,391 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 9 154 GGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctct GGGTTCTCTGTCTTCCCTCA TGTCTCTAATCGTGGGCAGC 9 75 112 20 265 20 58,354 59,824 38,600 52,500 1,821,470 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 8 128 GGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctct GGGTTCTCTGTCTTCCCTCAA CTTTCCGACCGCCTCCATC 8 50 112 21 239 19 59,021 60,522 30,200 35,100 3,500,262 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 32 177 TGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTC TGAGTGGGCTCAGTGAGAAA TGTCTCTAATCGTGGGCAGC 32 75 89 20 265 20 58,576 59,824 25,200 52,500 1,599,344 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 9 122 GGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctct GGGTTCTCTGTCTTCCCTCA GACCGCCTCCATCGAGTC 9 45 112 20 233 18 58,354 59,586 38,600 33,600 4,059,474 F 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 104 TGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTC TGAGTGGGCTCAGTGAGAAA CCCAGAGAAACAGAAAGGAACA 32 0 89 20 192 22 58,576 58,179 25,200 31,800 5,244,141 A 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 131 GCTCCAGGATTTCCAGTGATTGAACATTGAGTGGG GCTCCAGGATTTCCAGTGAT CCCAGAGAAACAGAAAGGAACA 59 0 62 20 192 22 57,275 58,179 30,600 31,800 6,545,778 A 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19126:23829 1 141 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 131 GCTCCAGGATTTCCAGTGATTGAACATTGAGTGGG GCTCCAGGATTTCCAGTGATTG CCCAGAGAAACAGAAAGGAACA 57 0 62 22 192 22 59,313 58,179 26,700 31,800 6,507,472 A 266 CGCCCTGCCTCTTGCTCTCCATCCCAGCAAAGTCCAGTCGGATGAAAATCCGTCCAtttttGCTCCAGGATTTCCAGTGATTGAACATTGAGTGGGCTCAGTGAGAAAATGGGGTTCTCTGTCTTCCCTCAATTTCTCCAtctctctctctctctctctctctctctctcTGTTCCTTTCTGTTTCTCTGGGGAGGAtttttCCCTTGTCGGGCGGACTCGATGGAGGCGGTCGGAAAGGCGGCCGCTGCCCACGATTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 9 151 tgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGA TGTGTGAGAGATTGCAGGAGG TCACACTGACTGATATATTATTCCTCA 54 9 8 21 158 27 59,723 57,633 43,000 38,600 10,644,433 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 8 150 tgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGA TGTGTGAGAGATTGCAGGAGG CACACTGACTGATATATTATTCCTCAC 54 8 8 21 157 27 59,723 57,583 43,000 35,100 10,694,066 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 7 149 tgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGA TGTGTGAGAGATTGCAGGAGG ACACTGACTGATATATTATTCCTCACA 54 7 8 21 156 27 59,723 57,852 43,000 35,800 10,425,005 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 9 125 TgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTGAGAGAGGGAGAGTGTGTGA TCACACTGACTGATATATTATTCCTCA 28 9 34 21 158 27 59,575 57,633 35,800 38,600 10,792,608 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 7 121 agagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTAAGAGAGGGAGAGTGTGTGAGT ACACTGACTGATATATTATTCCTCACA 26 7 36 21 156 27 59,573 57,852 34,100 35,800 10,575,100 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19268:53996 1 83 40 15 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 7 123 TgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTGAGAGAGGGAGAGTGTGTGA ACACTGACTGATATATTATTCCTCACA 28 7 34 21 156 27 59,575 57,852 35,800 35,800 10,573,181 F 195 GAGACtgtgtgtgAGAGATTGCAGGAGGAAATTTgagagaGGGAGAgtgtgtGAGTTTGTGTATCAGAAATTATGTTTGTGTgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTTAATGTGAGGAATAatatatCAGTCAGTGTGACAGTAtgtgtgTAtgtgtgtgtgtgAGAGTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 10 97 GCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtg GCGTCTGCGTCCATAAGAAAG GACTCAAACACAGACATTCTTTCTCA 10 10 34 21 130 26 59,675 59,741 26,200 32,700 7,583,462 B 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 10 96 GCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtg GCGTCTGCGTCCATAAGAAA ACTCAAACACAGACATTCTTTCTCA 11 10 34 20 129 25 58,644 58,885 25,200 32,700 7,471,417 B 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 10 96 GCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtg GCGTCTGCGTCCATAAGAAAG ACTCAAACACAGACATTCTTTCTCA 10 10 34 21 129 25 59,675 58,885 26,200 32,700 7,440,182 B 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 24 142 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGC AGTGTGTGTCTTTGTGAGAGTGT TCTTCTCTCTCAGACTCAAACACA 41 24 1 23 142 24 60,056 59,110 35,500 37,200 7,945,814 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 22 140 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGC AGTGTGTGTCTTTGTGAGAGTGT TTCTCTCTCAGACTCAAACACAGA 41 22 1 23 140 24 60,056 59,110 35,500 34,100 7,945,814 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 118 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTGTAAGTGTGTGCGTCTGC TCTCTCTCAGACTCAAACACAGAC 23 21 22 20 139 24 59,768 59,723 42,600 35,100 4,509,477 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 20 116 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTGTAAGTGTGTGCGTCTGC TCTCTCAGACTCAAACACAGACA 23 20 22 20 137 23 59,768 59,046 42,600 34,100 4,186,561 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 20 117 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTGTAAGTGTGTGCGTCTGC CTCTCTCAGACTCAAACACAGACA 23 20 22 20 138 24 59,768 59,963 42,600 34,100 4,269,630 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:19948:48529 1 65 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 24 141 gtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGGTGTGTGTCTTTGTGAGAGTGTG TCTTCTCTCTCAGACTCAAACACA 40 24 2 23 142 24 59,937 59,110 38,200 37,200 7,952,633 F 151 AgtgtgtgtCTTTGTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCTGTGTATGAGAAAGAATGTCTGTGTTTGAGTCTgagagagaAGatatatCTGT

ST‐E00142:460:H2K7HCCXY:6:2207:2087:10732 1 33 44 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 1 1 15 10 110 GTGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgGTGTGAGTGAGAAGAAGGGAGA ACTCTCTCACATGCACACACA 10 13 1 22 110 21 59,106 59,586 37,100 37,200 4,307,939 F 134 GTGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagaGTATgagagagaAtgtgtgtgCATGTgagagaGTATGTATCTTTTAGTGTGACTGTAT

ST‐E00142:460:H2K7HCCXY:6:2207:2087:10732 1 33 44 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 15 9 109 TGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgt TGTGAGTGAGAAGAAGGGAGAG ACTCTCTCACATGCACACACA 9 13 2 22 110 21 58,839 59,586 32,000 37,200 4,574,880 F 134 GTGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagaGTATgagagagaAtgtgtgtgCATGTgagagaGTATGTATCTTTTAGTGTGACTGTAT

ST‐E00142:460:H2K7HCCXY:6:2207:2087:10732 1 33 44 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGNA 0 0 15 9 110 GTGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgGTGTGAGTGAGAAGAAGGGAGAG ACTCTCTCACATGCACACACA 9 13 1 23 110 21 60,057 59,586 32,000 37,200 4,470,704 F 134 GTGTGAGTGAGAAGAAGGgagagagaATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagaGTATgagagagaAtgtgtgtgCATGTgagagaGTATGTATCTTTTAGTGTGACTGTAT

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 5 96 GCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCC GCCTGAAATCCCTCACTCCC AGCAGCAGATGGTGAGTAGA 21 5 84 20 179 20 60,107 58,142 43,000 25,900 1,964,932 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 5 119 CACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCC CACGAACCAGGAAAGAGCCT AGCAGCAGATGGTGAGTAGA 44 5 61 20 179 20 59,965 58,142 45,800 25,900 1,893,422 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 5 139 GGACCACTGCAAATCCTGGACACGAACCAGGAAAGGGACCACTGCAAATCCTGGA AGCAGCAGATGGTGAGTAGA 64 5 41 20 179 20 59,962 58,142 38,600 25,900 1,896,130 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 5 140 TGGACCACTGCAAATCCTGGACACGAACCAGGAAATGGACCACTGCAAATCCTGG AGCAGCAGATGGTGAGTAGA 65 5 40 20 179 20 60,251 58,142 44,500 25,900 2,109,262 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 5 142 ACTGGACCACTGCAAATCCTGGACACGAACCAGGA ACTGGACCACTGCAAATCCT AGCAGCAGATGGTGAGTAGA 67 5 38 20 179 20 59,226 58,142 32,400 25,900 2,631,609 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:22810:18045 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 5 147 CCATCACTGGACCACTGCAAATCCTGGACACGAACCCCATCACTGGACCACTGCAA AGCAGCAGATGGTGAGTAGA 72 5 33 20 179 20 60,251 58,142 40,800 25,900 2,108,822 F 180 GAGAAAATTTCCAGATCTCCGGGGAAACAATCCCATCACTGGACCACTGCAAATCCTGGACACGAACCAGGAAAGAGCCTGTTGCCTGAAATCCCTCACTcccccTCTCTGTTCTTCTCCCTCCcacacacacacacacacacacacacacacaACCTATCTACTCACCATctgctgctg

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 14 2 96 CACACTcacacacaGAGCGAAGGGAGTTATAGacaca CACACTCACACACAGAGCGA TGTGCCTTCCCTGAGTATGTG 23 2 18 20 113 21 60,249 59,721 49,300 32,100 1,528,016 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 2 93 ACTcacacacaGAGCGAAGGGAGTTATAGacacacGC ACTCACACACAGAGCGAAGG TGTGCCTTCCCTGAGTATGTG 20 2 21 20 113 21 59,967 59,721 34,600 32,100 1,311,662 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 1 92 ACTcacacacaGAGCGAAGGGAGTTATAGacacacGC ACTCACACACAGAGCGAAGG GTGCCTTCCCTGAGTATGTGA 20 1 21 20 112 21 59,967 59,445 34,600 35,800 1,587,752 F 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 1 14 0 130 CACACTcacacacaGAGCGAAGGGAGTTATAGacaca CACACTCACACACAGAGCGA TCGTATGTAACTCCCTTCGCT 23 0 18 20 147 21 60,249 58,628 49,300 49,300 2,621,296 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 15 31 190 ATGCACGCACACTcacacacaGAGCGAAGGGAGTTA ATGCACGCACACTCACACA TGTGTTTGTGTGCAACTCCC 31 54 11 19 200 20 60,523 59,186 37,200 43,000 2,337,942 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 15 31 191 ATGCACGCACACTcacacacaGAGCGAAGGGAGTTA ATGCACGCACACTCACACA TTGTGTTTGTGTGCAACTCCC 31 54 11 19 201 21 60,523 59,796 37,200 43,000 2,727,007 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 30 190 ATGCACGCACACTcacacacaGAGCGAAGGGAGTTA ATGCACGCACACTCACACAC TGTGTTTGTGTGCAACTCCC 30 54 11 20 200 20 61,775 59,186 38,200 43,000 2,589,497 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 20 169 ACTcacacacaGAGCGAAGGGAGTTATAGacacacGC ACTCACACACAGAGCGAAGG GCAACTCCCTCCACTGTGAG 20 43 21 20 189 20 59,967 60,321 34,600 35,100 0.353800 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 20 176 ACTcacacacaGAGCGAAGGGAGTTATAGacacacGC ACTCACACACAGAGCGAAGG TTTGTGTGCAACTCCCTCCA 20 50 21 20 196 20 59,967 59,743 34,600 38,600 0.290005 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 0 127 ACTcacacacaGAGCGAAGGGAGTTATAGacacacGC ACTCACACACAGAGCGAAGG TCGTATGTAACTCCCTTCGCT 20 0 21 20 147 21 59,967 58,628 34,600 49,300 2,404,942 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 18 15 139 cacacaGAGCGAAGGGAGTTATAGacacacGCACGca CACACAGAGCGAAGGGAGTT CCCTTTACTGCATGTGTTCGT 15 17 26 20 164 21 59,966 58,849 30,100 38,500 2,185,261 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25885:45699 1 61 66 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 18 15 171 cacacaGAGCGAAGGGAGTTATAGacacacGCACGca CACACAGAGCGAAGGGAGTT TTTGTGTGCAACTCCCTCCA 15 50 26 20 196 20 59,966 59,743 30,100 38,600 0.291386 G 240 acacacacacATGCACGCACACTcacacacaGAGCGAAGGGAGTTATAGacacacGCACGcacacacacacacacacacacacacacacaCTCACATACTCAGGGAAGGCACATacacacacacacAGCGAAGGGAGTTACATACGAACACATGCAGTAAAGGGAGTTACTCACAGTGGAGGGAGTTGcacacaAACACAAAGTGAATGGAGTTACATacacacAGTAAAGGGAGTTTTA

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 2 6 120 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA TCAGGAACCTCACAGTGGGA 6 43 5 21 124 20 57,515 60,105 26,900 43,700 3,590,657 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 6 175 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA CATGGCCTGTTCAAACGTCG 6 98 5 21 179 20 57,515 60,110 26,900 51,200 3,595,700 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 6 181 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA TCACCACATGGCCTGTTCAA 6 104 5 21 185 20 57,515 59,815 26,900 26,900 3,670,155 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 6 217 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA CTCTAAGGCTGGGAAGCAGC 6 140 5 21 221 20 57,515 60,463 26,900 52,500 3,948,937 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 6 218 AACGACAAACATCCTCCTTTGATTTCTTcacacacacacAACGACAAACATCCTCCTTTGA CTCTAAGGCTGGGAAGCAGC 6 140 4 22 221 20 58,184 60,463 26,900 52,500 4,279,283 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 10 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacAGAAACGACAAACATCCTCCT CTCTAAGGCTGGGAAGCAGC 10 140 1 21 221 20 57,228 60,463 36,900 52,500 4,235,051 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 6 118 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA AGGAACCTCACAGTGGGAGA 6 41 5 21 122 20 57,515 59,809 26,900 37,100 3,676,527 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 6 178 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA CCACATGGCCTGTTCAAACG 6 101 5 21 182 20 57,515 60,039 26,900 36,000 3,524,719 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:28171 1 32 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 6 117 ACGACAAACATCCTCCTTTGATTTCTTcacacacacacaACGACAAACATCCTCCTTTGA GGAACCTCACAGTGGGAGAC 6 40 5 21 121 20 57,515 59,678 26,900 33,600 3,807,459 B 221 AGAAACGACAAACATCCTCCTTTGATTTCTTcacacacacacacacacacacacacacacaGACAGagacagacagacAGAGCTGCAAGAGGCAGGAGAATGTCTCCCACTGTGAGGTTCCTGATCTGGCTGATTCTTTACTTTCAGCAAGGTAGGATTCGACGTTTGAACAGGCCATGTGGTGATGGGGAAAGTAACGGGGCTGCTTCCCAGCCTTAGAG

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 1 1 3 25 142 TGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGATGCCTGAGGATAGGTCTGGT AAACGAGTGACATCCCTGCA 25 39 54 20 195 20 59,660 59,604 40,000 44,100 0.736294 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 0 0 3 24 141 GCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGA GCCTGAGGATAGGTCTGGTG AAACGAGTGACATCCCTGCA 24 39 55 20 195 20 59,244 59,604 41,700 44,100 1,152,121 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 0 0 3 19 136 AGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAG AGGATAGGTCTGGTGAGCGA AAACGAGTGACATCCCTGCA 19 39 60 20 195 20 59,741 59,604 49,300 44,100 0.655500 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 0 0 3 6 123 TGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtataTGAGCGAGTGCATGGAAAGA AAACGAGTGACATCCCTGCA 6 39 73 20 195 20 59,679 59,604 25,200 44,100 0.717781 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 0 0 4 25 141 TGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGATGCCTGAGGATAGGTCTGGT AACGAGTGACATCCCTGCAT 25 38 54 20 194 20 59,660 59,385 40,000 39,600 0.955190 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:25997:68992 1 99 38 15 1.5 AT TATATATTTATATATATATATATATATATATATATATANA 0 0 5 4 121 AGCGAGTGCATGGAAAGAGTCCTGtatataTTtatata AGCGAGTGCATGGAAAGAGT AAACGAGTGACATCCCTGCA 4 39 75 20 195 20 59,677 59,604 32,400 44,100 0.719410 B 196 CTCGGCATCAGGGGACGATGATGGGAGTTCAACTTTAGGATAAAGAGGAACTTTGCCTGAGGATAGGTCTGGTGAGCGAGTGCATGGAAAGAGTCCTGtatataTTtatatatatatatatatatatatatatataCAAACatatatatACatatatGTATTTATATTAGAGATATGCAGGGATGTCACTCGTTTC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 1 1 4 0 138 CTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACTGGTTCTCGGTCCTTCTGG ACTCTGTATCTTTCATGCCTGT 41 0 73 20 210 22 59,752 57,167 38,600 40,000 5,081,214 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 4 0 139 TGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACTGGTTCTCGGTCCTTCTGGG TCACTCTGTATCTTTCATGCCTGT 40 0 74 20 212 24 61,192 59,776 44,500 40,000 5,415,846 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 4 0 139 CTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACTGGTTCTCGGTCCTTCTGG CACTCTGTATCTTTCATGCCTGT 41 0 73 20 211 23 59,752 58,488 38,600 40,000 4,759,263 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 9 31 193 ACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGG ACCAGTCACCTTAAACCGGT CCCATCTCTCTGTCGTTCTCC 66 31 48 20 240 21 58,866 59,593 52,800 37,100 2,541,486 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 11 30 192 ACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGG ACCAGTCACCTTAAACCGGT CCATCTCTCTGTCGTTCTCCC 66 30 48 20 239 21 58,866 59,593 52,800 43,000 2,541,486 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 11 20 161 TCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGTCCTCTGGTTCTCGGTCCTT GTCGTTCTCCCTCTGTCTCAC 45 20 69 20 229 21 59,885 59,800 33,600 35,100 1,315,044 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 25 166 TCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGTCCTCTGGTTCTCGGTCCTT TCTCTGTCGTTCTCCCTCTGT 45 25 69 20 234 21 59,885 59,926 33,600 34,100 1,188,644 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 23 164 TCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGTCCTCTGGTTCTCGGTCCTT TCTGTCGTTCTCCCTCTGTCT 45 23 69 20 232 21 59,885 59,926 33,600 34,100 1,188,644 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 19 160 TCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGTCCTCTGGTTCTCGGTCCTT TCGTTCTCCCTCTGTCTCACT 45 19 69 20 228 21 59,885 59,926 33,600 34,100 1,188,644 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 19 163 GTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAAGTGTCCTCTGGTTCTCGGTC TCGTTCTCCCTCTGTCTCACT 48 19 66 20 228 21 59,756 59,926 47,900 34,100 1,318,262 B 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 1 116 TGAGAGGCagagagGGACATTgagagagagagagagagaTGAGAGGCAGAGAGGGACAT TCGTTCTCCCTCTGTCTCACT 1 19 113 20 228 21 59,662 59,926 30,600 34,100 1,411,857 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 1 120 TGAGAGGCagagagGGACATTgagagagagagagagagaTGAGAGGCAGAGAGGGACAT TCTGTCGTTCTCCCTCTGTCT 1 23 113 20 232 21 59,662 59,926 30,600 34,100 1,411,857 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 13 1 122 TGAGAGGCagagagGGACATTgagagagagagagagagaTGAGAGGCAGAGAGGGACAT TCTCTGTCGTTCTCCCTCTGT 1 25 113 20 234 21 59,662 59,926 30,600 34,100 1,411,857 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:28381:12929 1 134 55 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGNA 0 0 14 27 190 ACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGG ACCAGTCACCTTAAACCGGT ATCTCTCTGTCGTTCTCCCTCT 66 27 48 20 237 22 58,866 59,759 52,800 36,900 3,375,404 F 242 TAAAATggggggAGATCCCTTCTTCATCTTTAAAATGTGATTCTTTTACCAGTCACCTTAAACCGGTGTCCTCTGGTTCTCGGTCCTTCTGGGGTGAGGAATGGGGACAGGGTGAGAGGCagagagGGACATTgagagagagagagagagagagagagagagaCagagagagagagagagagagagagACAGGCATGAAAGATACAGAGTGAGACAGAGGGAGAACGACagagagATGGGGC

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 1 1 5 50 241 TCCCTGAACAAATCTATGCTGATGACAGCCCTTGGT TCCCTGAACAAATCTATGCTGA GCGTTAGTTAATGCATATCTGTGTC 101 50 2 22 242 25 57,157 58,644 42,600 36,700 11,198,169 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 5 49 241 TCCCTGAACAAATCTATGCTGATGACAGCCCTTGGT TCCCTGAACAAATCTATGCTGA GCGTTAGTTAATGCATATCTGTGTCT 101 49 2 22 242 26 57,157 59,799 42,600 34,100 11,043,576 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 51 241 TCCCTGAACAAATCTATGCTGATGACAGCCCTTGGT TCCCTGAACAAATCTATGCTGA GCGTTAGTTAATGCATATCTGTGT 101 51 2 22 242 24 57,157 57,713 42,600 37,200 11,129,639 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 202 CCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTACCCTTGGTTGATCCATGCCT TGCATATCTGTGTCTGGATTCA 75 42 30 20 231 22 60,033 57,241 47,500 25,700 4,791,586 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 207 GACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGACAGCCCTTGGTTGATCCA TGCATATCTGTGTCTGGATTCA 80 42 25 20 231 22 59,962 57,241 34,100 25,700 4,796,939 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 208 TGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGA TGACAGCCCTTGGTTGATCC TGCATATCTGTGTCTGGATTCA 81 42 24 20 231 22 59,962 57,241 33,600 25,700 4,796,939 G 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 111 AACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAACAAGGGTTGAGCGAGACC CTGACTAGGGTCTCGGTCTC 28 0 77 20 187 20 60,250 58,329 38,500 33,600 1,921,129 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 11 3 190 TCCCTGAACAAATCTATGCTGATGACAGCCCTTGGT TCCCTGAACAAATCTATGCTGA GTTACTGACTAGGGTCTCGGT 101 3 2 22 191 21 57,157 58,279 42,600 46,900 7,563,447 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 11 0 112 AACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAACAAGGGTTGAGCGAGACC ACTGACTAGGGTCTCGGTCTC 28 0 77 20 188 21 60,250 60,065 38,500 33,600 1,315,610 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 190 TCCCTGAACAAATCTATGCTGATGACAGCCCTTGGT TCCCTGAACAAATCTATGCTGA GTTACTGACTAGGGTCTCGGTC 101 2 2 22 191 22 57,157 59,318 42,600 47,900 7,524,883 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 112 AACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAACAAGGGTTGAGCGAGACC ACTGACTAGGGTCTCGGTCT 28 1 77 20 188 20 60,250 59,007 38,500 38,500 1,243,808 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 159 CCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTACCCTTGGTTGATCCATGCCT ACTGACTAGGGTCTCGGTCT 75 1 30 20 188 20 60,033 59,007 47,500 38,500 1,026,283 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 164 GACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGACAGCCCTTGGTTGATCCA ACTGACTAGGGTCTCGGTCT 80 1 25 20 188 20 59,962 59,007 34,100 38,500 1,031,636 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 165 TGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGA TGACAGCCCTTGGTTGATCC ACTGACTAGGGTCTCGGTCT 81 1 24 20 188 20 59,962 59,007 33,600 38,500 1,031,636 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30188:27275 1 125 43 15 2 AG GAGAGAGAGAGCAAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 190 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGG TTCCCTGAACAAATCTATGCTGA TTACTGACTAGGGTCTCGGTCT 101 1 1 23 190 22 57,822 59,425 42,600 38,500 7,753,375 D 258 TTCCCTGAACAAATCTATGCTGATGACAGCCCTTGGTTGATCCATGCCTTTCTAAATGAGGATTTATATTGACAGTAACAAGGGTTGAGCGAGACCCCAATCAGTGAACAGAGAAATACAGGGTgagagagagaGCAagagagagagagagagagagagagagagagGAGACCGAGACCCTAGTCAGTAACaaaaaTAAGTAATGAAATTGAATCCAGACACAGATATGCATTAACTAACGCCATTTTATGAACAGAT

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 2 57 189 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC TATCCAACACCACCAGCTCG 57 62 3 20 191 20 59,043 59,751 48,500 50,300 1,206,482 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 2 57 228 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC TTGCCTGCAAGTCTCCTGAA 57 101 3 20 230 20 59,043 59,526 48,500 30,200 1,431,116 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 6 100 TTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCA TTTCCTAGCCATGCATGTGC CTGTTCCGTCCCTAACTCGG 24 6 36 20 135 20 58,895 59,827 45,700 46,300 1,278,260 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 6 133 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC CTGTTCCGTCCCTAACTCGG 57 6 3 20 135 20 59,043 59,827 48,500 46,300 1,130,165 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 57 227 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC TGCCTGCAAGTCTCCTGAAA 57 100 3 20 229 20 59,043 59,526 48,500 26,900 1,431,116 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 28 155 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC GAGCAGGAACCGCATCTGAT 57 28 3 20 157 20 59,043 60,179 48,500 29,000 1,136,423 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 27 154 GCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCGCTGAATGGCCTATTCCTGC AGCAGGAACCGCATCTGATT 57 27 3 20 156 20 59,043 59,746 48,500 25,700 1,211,540 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 24 122 TTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCA TTTCCTAGCCATGCATGTGC GAGCAGGAACCGCATCTGAT 24 28 36 20 157 20 58,895 60,179 45,700 29,000 1,284,519 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:30817:10363 1 80 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 24 194 TTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCA TTTCCTAGCCATGCATGTGC TGCCTGCAAGTCTCCTGAAA 24 100 36 20 229 20 58,895 59,526 45,700 26,900 1,579,212 B 261 GGGCTGAATGGCCTATTCCTGCCCCTAAGTCCTATTTTCCTAGCCATGCATGTGCAtgtgtgcacacacaCGCAGGCAGacacacacacacacacacacacacacacacCACTGCCCGAGTTAGGGACGGAACAGAAATCAGATGCGGTTCCTGCTCTGGATCATATTGACCGAGCTGGTGGTGTTGGATATTTCTGGAGTTGacacacTTTCAGGAGACTTGCAGGCAATTGATGCCCAGAATGAAAACACAGCCGTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 20 15 102 ATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATATGACAGTGTCCAGCAGAGG TGCAATCTACCCTCTGCTGG 15 17 46 20 147 20 59,388 59,457 36,900 48,500 1,155,506 A 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 12 98 ACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacaACAGTGTCCAGCAGAGGGTA GCAATCTACCCTCTGCTGGA 12 16 49 20 146 20 60,179 59,167 36,900 38,600 1,012,220 A 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 20 12 99 ACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacaACAGTGTCCAGCAGAGGGTA TGCAATCTACCCTCTGCTGG 12 17 49 20 147 20 60,179 59,457 36,900 48,500 0.722209 A 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 98 15 2 AC CACACACACACACACACACACACACACACACGCACCNA 0 1 20 3 147 AGCAGAGGGTAGATTGCTGGAATcacacacacacacacAGCAGAGGGTAGATTGCTGG TACCCTCTGCTGGACACTGT 3 6 58 20 204 20 59,164 60,179 48,500 35,500 1,014,873 D 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 98 15 2 AC CACACACACACACACACACACACACACACACGCACCNA 0 0 20 2 146 GCAGAGGGTAGATTGCTGGAATcacacacacacacacaGCAGAGGGTAGATTGCTGGA TACCCTCTGCTGGACACTGT 2 6 59 20 204 20 59,167 60,179 38,600 35,500 1,012,220 D 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 98 15 2 AC CACACACACACACACACACACACACACACACGCACCNA 0 0 20 ‐56 148 GCAGAGGGTAGATTGCTGGAATcacacacacacacacaGCAGAGGGTAGATTGCTGGA TCTACCCTCTGCTGGACACT 2 ‐56 59 20 142 20 59,167 59,590 38,600 35,500 1,243,164 D 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 154 15 3 AC CACACACACACACACACACACACACACACACGCACCNA 0 1 20 ‐124 214 ACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacaACAGTGTCCAGCAGAGGGTA AGGAGTGACAGAGAGATGGG ‐124 8 185 20 262 20 60,179 57,842 36,900 40,000 2,336,572 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 154 15 3 AC CACACACACACACACACACACACACACACACGCACCNA 0 0 20 ‐124 215 ACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacaACAGTGTCCAGCAGAGGGTA AAGGAGTGACAGAGAGATGGG ‐124 8 185 20 263 21 60,179 58,534 36,900 40,000 2,644,746 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:31253:72403 1 81 154 15 3 AC CACACACACACACACACACACACACACACACGCACCNA 0 0 20 ‐126 212 AGTGTCCAGCAGAGGGTAGATTGCTGGAATcacaca AGTGTCCAGCAGAGGGTAGA AGGAGTGACAGAGAGATGGG ‐126 8 187 20 262 20 59,590 57,842 25,900 40,000 2,567,516 G 263 GATTGTTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGATTATGACAGTGTCCAGCAGAGGGTAGATTGCTGGAATcacacacacacacacacacacacacacacaCGCACCTTCAGCAGTGTCCAGCAGAGGGTAGATTGCAGAAGgtgtgtgtgtgtAtgtgtgtgtgtgtgATTATGACAGTGTCCAGCAGAGGGTAGATTTCTAAAGAtgtgtgtgtgtgtctctcCATCTCACCCCAtctctcTGTCACTCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:32512:67586 1 32 68 15 1.5 AG AGAGAGAGAGAGAGAGAGGGAGAGATAGAGAGANA 1 1 15 1 119 GAAAGAGCGAGAGGGAGGAGCACAGTTACagagagGAAAGAGCGAGAGGGAGGAG CCCTGTCTCTCTTTCTCTCCG 9 1 3 20 121 21 59,256 59,252 36,900 46,300 2,492,774 F 121 CAGAAAGAGCGAGAGGGAGGAGCACAGTTACagagagagagagagagagGgagagaTagagagagagACagagagagagagagagagagagagagagagACGgagagaAagagagACAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:32512:67586 1 32 68 15 1.5 AG AGAGAGAGAGAGAGAGAGGGAGAGATAGAGAGANA 0 0 15 1 120 AGAAAGAGCGAGAGGGAGGAGCACAGTTACagagaAGAAAGAGCGAGAGGGAGGA CCCTGTCTCTCTTTCTCTCCG 10 1 2 20 121 21 59,667 59,252 37,100 46,300 2,081,805 F 121 CAGAAAGAGCGAGAGGGAGGAGCACAGTTACagagagagagagagagagGgagagaTagagagagagACagagagagagagagagagagagagagagagACGgagagaAagagagACAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:32512:67586 1 32 68 15 1.5 AG AGAGAGAGAGAGAGAGAGGGAGAGATAGAGAGANA 0 0 15 1 121 CAGAAAGAGCGAGAGGGAGGAGCACAGTTACaga CAGAAAGAGCGAGAGGGAGG CCCTGTCTCTCTTTCTCTCCG 11 1 1 20 121 21 59,541 59,252 43,000 46,300 2,207,982 F 121 CAGAAAGAGCGAGAGGGAGGAGCACAGTTACagagagagagagagagagGgagagaTagagagagagACagagagagagagagagagagagagagagagACGgagagaAagagagACAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 5 0 113 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG TCACCCACGTGAGTTGTGTC 0 42 4 21 116 20 59,325 60,179 40,400 36,700 1,854,578 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 165 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG GGGACAAGGACAAGGAGCTT 0 94 4 21 168 20 59,325 59,598 40,400 37,400 2,077,604 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 192 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG AGGTGATGGTCCAAAGAGGG 0 121 4 21 195 20 59,325 59,005 40,400 43,000 2,670,508 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 111 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG ACCCACGTGAGTTGTGTCTC 0 40 4 21 114 20 59,325 59,896 40,400 33,600 1,779,787 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 112 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG CACCCACGTGAGTTGTGTCT 0 41 4 21 115 20 59,325 60,179 40,400 34,100 1,854,567 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 166 TCACATCTCTGTCCCTCTCGctctctctctctctctctctctct TCACATCTCTGTCCCTCTCG CAGGGACAAGGACAAGGAGC 0 96 5 20 170 20 58,244 60,322 40,400 47,000 2,078,439 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 167 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG CAGGGACAAGGACAAGGAGC 0 96 4 21 170 20 59,325 60,322 40,400 47,000 1,997,492 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 190 TCACATCTCTGTCCCTCTCGctctctctctctctctctctctct TCACATCTCTGTCCCTCTCG GGTGATGGTCCAAAGAGGGA 0 120 5 20 194 20 58,244 59,008 40,400 42,000 2,748,350 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8095:58585 1 25 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 191 CTCACATCTCTGTCCCTCTCGctctctctctctctctctctctcCTCACATCTCTGTCCCTCTCG GGTGATGGTCCAAAGAGGGA 0 120 4 21 194 20 59,325 59,008 40,400 42,000 2,667,403 F 249 TCACTCACATCTCTGTCCCTCTCGctctctctctctctctctctctctctctctGTCTCTGATATaaaaaTCAAACCTCGATTTGGATAATAAAGAGACACAACTCACGTGGGTGAAGCCTGTGGACCAGTCTATCCctctctGGAAGAAGCTCCTTGTCCTTGTCCCTGACTTTCCCTCTTTGGACCATCACCTTCCAGTTTTCAGAACACAAATTTCTCAGgagagaAAGAGATAAAATTGGTTAAA

ST‐E00142:460:H2K7HCCXY:6:2207:8684:37489 1 43 70 15 2 AG AGAGAGAGAGAGAGTGGAACATTGTGCGTTTGTGTNA 1 1 17 0 111 TGTGGGATtgtgtgtgAGGAagagagagagagagTGGAA TGTGGGATTGTGTGTGAGGA TCACAATCGCACAATGTTCCA 0 0 23 20 133 21 58,864 58,775 37,100 35,300 3,361,428 G 134 agagagagagagagTGGAAAATTGTGGGATtgtgtgtgAGGAagagagagagagagTGGAACATTGTGCGTTtgtgtgtgtgagagagagagagagagagagagagagagagTGGAACATTGTGCGATTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:8684:37489 1 43 70 15 2 AG AGAGAGAGAGAGAGTGGAACATTGTGCGTTTGTGTNA 0 0 17 0 112 TTGTGGGATtgtgtgtgAGGAagagagagagagagTGGA TTGTGGGATTGTGTGTGAGGA TCACAATCGCACAATGTTCCA 0 0 22 21 133 21 59,507 58,775 37,100 35,300 3,718,066 G 134 agagagagagagagTGGAAAATTGTGGGATtgtgtgtgAGGAagagagagagagagTGGAACATTGTGCGTTtgtgtgtgtgagagagagagagagagagagagagagagagTGGAACATTGTGCGATTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:8684:37489 1 43 70 15 2 AG AGAGAGAGAGAGAGTGGAACATTGTGCGTTTGTGTNA 0 0 18 0 112 TGTGGGATtgtgtgtgAGGAagagagagagagagTGGAA TGTGGGATTGTGTGTGAGGA CTCACAATCGCACAATGTTCCA 0 0 23 20 134 22 58,864 59,774 37,100 35,300 3,362,160 G 134 agagagagagagagTGGAAAATTGTGGGATtgtgtgtgAGGAagagagagagagagTGGAACATTGTGCGTTtgtgtgtgtgagagagagagagagagagagagagagagagTGGAACATTGTGCGATTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 1 1 3 66 240 ACCATGAAATCTCGATCAGCGACAGAGTTTGGgagaACCATGAAATCTCGATCAGCG CCCAATAGCGCCTCTGTCTT 66 95 28 21 267 20 58,522 59,821 51,800 30,100 2,656,825 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 3 66 241 AACCATGAAATCTCGATCAGCGACAGAGTTTGGgagAACCATGAAATCTCGATCAGCG CCCAATAGCGCCTCTGTCTT 66 95 27 22 267 20 59,131 59,821 51,800 30,100 3,047,583 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 3 66 242 AAACCATGAAATCTCGATCAGCGACAGAGTTTGGg AAACCATGAAATCTCGATCAGCG CCCAATAGCGCCTCTGTCTT 66 95 26 23 267 20 59,689 59,821 51,800 30,100 3,489,774 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 3 20 154 TCGATCAGCGACAGAGTTTGGgagagagaCAGAAAG TCGATCAGCGACAGAGTTTGG AGCCCTTAACATGCACTGCT 55 20 39 21 192 20 60,403 59,961 32,800 42,400 1,441,596 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 4 55 228 CGATCAGCGACAGAGTTTGGgagagagaCAGAAAGACGATCAGCGACAGAGTTTGG CCCAATAGCGCCTCTGTCTT 55 95 40 20 267 20 59,005 59,821 32,800 30,100 1,173,995 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 4 20 153 CGATCAGCGACAGAGTTTGGgagagagaCAGAAAGACGATCAGCGACAGAGTTTGG AGCCCTTAACATGCACTGCT 55 20 40 20 192 20 59,005 59,961 32,800 42,400 1,033,739 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 4 9 107 GTGAGACCGCAACTTGgagagaCTTAGATagagagagaGTGAGACCGCAACTTGGAGA AGCCCTTAACATGCACTGCT 9 20 86 20 192 20 59,966 59,961 37,100 42,400 0.072248 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 4 9 182 GTGAGACCGCAACTTGgagagaCTTAGATagagagagaGTGAGACCGCAACTTGGAGA CCCAATAGCGCCTCTGTCTT 9 95 86 20 267 20 59,966 59,821 37,100 30,100 0.212504 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 52 225 TCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTC TCAGCGACAGAGTTTGGGAG CCCAATAGCGCCTCTGTCTT 52 95 43 20 267 20 59,682 59,821 43,000 30,100 0.497440 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 51 224 CAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCACAGCGACAGAGTTTGGGAGA CCCAATAGCGCCTCTGTCTT 51 95 44 20 267 20 59,682 59,821 37,100 30,100 0.497440 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 20 149 CAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCACAGCGACAGAGTTTGGGAGA AGCCCTTAACATGCACTGCT 51 20 44 20 192 20 59,682 59,961 37,100 42,400 0.357185 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 18 116 TCAGAAACAGTGAGACCGCAACTTGgagagaCTTAG TCAGAAACAGTGAGACCGCA AGCCCTTAACATGCACTGCT 18 20 77 20 192 20 59,250 59,961 56,900 42,400 0.788993 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 18 191 TCAGAAACAGTGAGACCGCAACTTGgagagaCTTAG TCAGAAACAGTGAGACCGCA CCCAATAGCGCCTCTGTCTT 18 95 77 20 267 20 59,250 59,821 56,900 30,100 0.929249 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 10 183 AGTGAGACCGCAACTTGgagagaCTTAGATagagaga AGTGAGACCGCAACTTGGAG CCCAATAGCGCCTCTGTCTT 10 95 85 20 267 20 59,966 59,821 38,600 30,100 0.213059 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 3 90 GTGAGACCGCAACTTGgagagaCTTAGATagagagagaGTGAGACCGCAACTTGGAGA GCTAACGGCACACTCTCTGT 9 3 86 20 175 20 59,966 60,038 37,100 34,100 0.071663 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 6 3 91 AGTGAGACCGCAACTTGgagagaCTTAGATagagaga AGTGAGACCGCAACTTGGAG GCTAACGGCACACTCTCTGT 10 3 85 20 175 20 59,966 60,038 38,600 34,100 0.072218 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 7 17 116 TCAGAAACAGTGAGACCGCAACTTGgagagaCTTAG TCAGAAACAGTGAGACCGCAA AGCCCTTAACATGCACTGCT 17 20 77 21 192 20 59,862 59,961 48,500 42,400 1,176,813 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 7 17 191 TCAGAAACAGTGAGACCGCAACTTGgagagaCTTAG TCAGAAACAGTGAGACCGCAA CCCAATAGCGCCTCTGTCTT 17 95 77 21 267 20 59,862 59,821 48,500 30,100 1,317,069 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 7 15 114 AGAAACAGTGAGACCGCAACTTGgagagaCTTAGAT AGAAACAGTGAGACCGCAACT AGCCCTTAACATGCACTGCT 15 20 79 21 192 20 59,861 59,961 31,600 42,400 1,177,802 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 7 15 189 AGAAACAGTGAGACCGCAACTTGgagagaCTTAGAT AGAAACAGTGAGACCGCAACT CCCAATAGCGCCTCTGTCTT 15 95 79 21 267 20 59,861 59,821 31,600 30,100 1,318,057 B 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:10247:66777 1 115 38 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGT NA 0 0 8 49 222 GCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAGCGACAGAGTTTGGGAGAGA CCCAATAGCGCCTCTGTCTT 49 95 46 20 267 20 59,396 59,821 31,000 30,100 0.782569 F 268 AATTCCATATACATAGAAGGACAGTAAACCATGAAATCTCGATCAGCGACAGAGTTTGGgagagagaCAGAAAGAGTCAGAAACAGTGAGACCGCAACTTGgagagaCTTAGATagagagagagagagagagagagagagagagtgtgtgtgGCGACagagagTGTGCCGTTAGCAGTGCATGTTAAGGGCTCATTGATACTGGTCCAAATACCTACACAGATAGCATGCTCCTGGAATTTCTGTCAAAGACAGAGGCGCTATTGGGG

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 1 1 8 7 210 cacacATCCACATcacacacaTATAAATATTAACATACACACACATCCACATCACACACA GCCTGTCAGTTTGTGCCTTC 97 7 45 21 254 20 58,780 59,688 37,200 34,600 2,532,415 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 8 7 212 cacacacATCCACATcacacacaTATAAATATTAACATA CACACACATCCACATCACACAC GCCTGTCAGTTTGTGCCTTC 98 7 43 22 254 20 60,032 59,688 38,200 34,600 2,343,872 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 8 7 212 cacacacATCCACATcacacacaTATAAATATTAACATA CACACACATCCACATCACACA GCCTGTCAGTTTGTGCCTTC 99 7 43 21 254 20 58,780 59,688 37,200 34,600 2,532,415 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 10 7 169 CAGCcacacaTACACGCAAATacacacacAAAGACACACAGCCACACATACACGCAAA GCCTGTCAGTTTGTGCCTTC 57 7 86 20 254 20 59,409 59,688 36,800 34,600 0.902785 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 10 7 170 ACAGCcacacaTACACGCAAATacacacacAAAGACACACAGCCACACATACACGCAA GCCTGTCAGTTTGTGCCTTC 58 7 85 20 254 20 60,534 59,688 48,500 34,600 0.846081 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 10 7 172 AGACAGCcacacaTACACGCAAATacacacacAAAGACAGACAGCCACACATACACGC GCCTGTCAGTTTGTGCCTTC 60 7 83 20 254 20 60,671 59,688 53,400 34,600 0.982649 G 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 13 3 115 ACGCACAAATACACAAACGCACAAacacacacacATA ACGCACAAATACACAAACGCA CCTGTCAGTTTGTGCCTTCG 3 6 139 21 253 20 59,936 59,412 52,400 37,900 1,652,461 D 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 13 3 116 ACGCACAAATACACAAACGCACAAacacacacacATA ACGCACAAATACACAAACGCA GCCTGTCAGTTTGTGCCTTC 3 7 139 21 254 20 59,936 59,688 52,400 34,600 1,376,311 D 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:11596:64685 1 163 65 15 2 AC ACACACACACATACCCACACACACACACACACACTCNA 0 0 13 1 110 ACGCACAAATACACAAACGCACAAacacacacacATA ACGCACAAATACACAAACGCA CAGTTTGTGCCTTCGTGTGC 3 1 139 21 248 20 59,936 60,592 52,400 45,700 1,656,455 D 254 CAAacacacacacacAAATAAACATGCAGAAacacacAGAAacacacacATCCACATcacacacaTATAAATATTAACATACAGACAGCcacacaTACACGCAAATacacacacAAAGACACATacacacacATACATACGCACAAATACACAAACGCACAAacacacacacATACCcacacacacacacacacaCTcacacacacacacacacacacacacacacaGGCACACGAAGGCACAAACTGACAGGC

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 1 1 14 4 115 AAACagagagGGAGGGAGGGACAGgagagagagagag AAACAGAGAGGGAGGGAGGG TCACTTTCTCTCTGCCTCTCTT 4 12 98 20 212 22 60,253 58,495 43,000 28,500 3,758,313 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 0 0 14 4 116 AAACagagagGGAGGGAGGGACAGgagagagagagag AAACAGAGAGGGAGGGAGGG ATCACTTTCTCTCTGCCTCTCT 4 13 98 20 213 22 60,253 58,288 43,000 31,000 3,964,790 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 0 0 15 13 141 ACTGCGGgagagagaTATCCACTATAAAACagagagGGACTGCGGGAGAGAGATATCCA TCACTTTCTCTCTGCCTCTCT 29 13 72 21 212 21 59,854 57,832 34,100 31,000 4,313,980 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 0 0 15 13 145 GGTGACTGCGGgagagagaTATCCACTATAAAACaga GGTGACTGCGGGAGAGAGAT TCACTTTCTCTCTGCCTCTCT 34 13 68 20 212 21 61,040 57,832 27,500 31,000 4,208,374 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 0 0 15 13 156 CAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACAGGTGTGGGAGGTGACTG TCACTTTCTCTCTGCCTCTCT 46 13 57 19 212 21 59,627 57,832 35,100 31,000 4,540,718 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15666:37700 1 122 57 15 2 AG GAGAGAGAGAGAGACATATAGAGAAAAAGAGAGANA 0 0 15 4 115 AAACagagagGGAGGGAGGGACAGgagagagagagag AAACAGAGAGGGAGGGAGGG TCACTTTCTCTCTGCCTCTCT 4 13 98 20 212 21 60,253 57,832 43,000 31,000 3,420,963 G 264 GAGGGAGTgggggAAGGTAGATAGAGATGGAagagagagagGAAAATAGGGAAACCCAGGTGTGGGAGGTGACTGCGGgagagagaTATCCACTATAAAACagagagGGAGGGAGGGACAGgagagagagagagaCATATAGAGAAAAagagagagagagagagagagagagagagagAAACAGACTGAAAagagagGCagagagAAAGTGATAGATATAGGCagagagagAAAGACagagagagagagagagagagTGAGGCA

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 1 1 12 1 138 CCAAACAAACGcacacaCCAAacacacacacacacacaca CCAAACAAACGCACACACCA GGTGCCCTATGCTGAGAGTG 1 48 86 20 223 20 60,109 60,179 41,700 35,100 0.288147 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 12 1 142 CCAAACAAACGcacacaCCAAacacacacacacacacaca CCAAACAAACGCACACACCA GTGAGGTGCCCTATGCTGAG 1 52 86 20 227 20 60,109 60,179 41,700 33,500 0.288147 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 27 154 CCCAAACACAAACACAGACACCcacacaCCAAACAAACCCAAACACAAACACAGACACC TGAGAGTGTCTCTGTGCGTG 27 36 58 22 211 20 60,417 59,688 41,600 53,400 2,728,803 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 27 166 CCCAAACACAAACACAGACACCcacacaCCAAACAAACCCAAACACAAACACAGACACC GGTGCCCTATGCTGAGAGTG 27 48 58 22 223 20 60,417 60,179 41,600 35,100 2,595,763 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 27 170 CCCAAACACAAACACAGACACCcacacaCCAAACAAACCCAAACACAAACACAGACACC GTGAGGTGCCCTATGCTGAG 27 52 58 22 227 20 60,417 60,179 41,600 33,500 2,595,763 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 17 139 CCCAAACACAAACACAGACACCcacacaCCAAACAAACCCAAACACAAACACAGACACC GCGTGTATAGTTAATGTGTCTCGC 27 17 58 22 196 24 60,417 60,086 41,600 50,300 6,502,422 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 11 131 CCCAAACACAAACACAGACACCcacacaCCAAACAAACCCAAACACAAACACAGACACC AGTTAATGTGTCTCGCTTTCGA 27 11 58 22 188 22 60,417 58,091 41,600 37,100 6,326,131 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 8 145 CcacacaCCAAACAAACGcacacaCCAAacacacacacac CCACACACCAAACAAACGCA GGTGCCCTATGCTGAGAGTG 8 48 79 20 223 20 60,109 60,179 52,400 35,100 0.288147 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 2 127 aCCAAACAAACGcacacaCCAAacacacacacacacacac ACCAAACAAACGCACACACC TGAGAGTGTCTCTGTGCGTG 2 36 85 20 211 20 60,109 59,688 41,600 53,400 0.421141 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 2 139 aCCAAACAAACGcacacaCCAAacacacacacacacacac ACCAAACAAACGCACACACC GGTGCCCTATGCTGAGAGTG 2 48 85 20 223 20 60,109 60,179 41,600 35,100 0.288101 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 14 2 143 aCCAAACAAACGcacacaCCAAacacacacacacacacac ACCAAACAAACGCACACACC GTGAGGTGCCCTATGCTGAG 2 52 85 20 227 20 60,109 60,179 41,600 33,500 0.288101 G 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:15960:4069 1 107 49 15 2 AC ACACACACACACACACACACACACACACACAAAACANA 0 0 15 11 130 CCAAACACAAACACAGACACCcacacaCCAAACAAA CCAAACACAAACACAGACACC AGTTAATGTGTCTCGCTTTCGA 27 11 59 21 188 22 58,125 58,091 41,600 37,100 6,784,279 D 227 cacacacacaCCaaaaaCACGCAGacacacacacacacCTCAAACGcacacacacaCCCCAAACACAAACACAGACACCcacacaCCAAACAAACGcacacaCCAAacacacacacacacacacacacacacacacAAAacacacacacacacacTGACAGCAAAATCGAAAGCGAGACACATTAACTATACACGCACAGAGACACTCTCAGCATAGGGCACCTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 Aug‐75 24 146 CCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTT CCTGTGAGCCTGGCTTCC CAGGGAGACACGATCGGAAG 24 54 71 18 216 20 60,046 59,899 34,600 34,600 2,146,935 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Aug‐75 22 145 CTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTC CTGTGAGCCTGGCTTCCTG CAGGGAGACACGATCGGAAG 22 54 72 19 216 20 60,377 59,899 38,600 34,600 1,478,341 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Aug‐75 18 140 AGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtAGCCTGGCTTCCTGCATG CAGGGAGACACGATCGGAAG 18 54 77 18 216 20 60,044 59,899 40,600 34,600 2,145,651 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 132 TTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtg TTCCTGCATGTGCGTTTGTC CAGGGAGACACGATCGGAAG 8 54 85 20 216 20 59,689 59,899 31,800 34,600 0.411942 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 6 130 CCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtg CCTGCATGTGCGTTTGTCTT CAGGGAGACACGATCGGAAG 6 54 87 20 216 20 59,688 59,899 30,100 34,600 0.413189 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:16620:1450 1 113 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 133 CTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgt CTTCCTGCATGTGCGTTTGT CAGGGAGACACGATCGGAAG 9 54 84 20 216 20 59,688 59,899 28,300 34,600 0.413189 A 248 NGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgtgTCTCCCTGCCtgtgtgtgtgtgTATGTCTGTGCCCGCCTGTGAGCCTGGCTTCCTGCATGTGCGTTTGTCTTCTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTCTGATACGGCGTCCGCCGAGATCTACGCTCTTGCCCTTCTCGCCGCTCTTCCGATCGTGTCTCCCTGCCtgtgtgtgtgtgtgtgtgtgTCTCCCTGCN

ST‐E00142:460:H2K7HCCXY:6:2208:18172:63876 1 75 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 16 1 94 TacacacAGATGCACGcacacaTAAGGacacacacAGACTACACACAGATGCACGCACA AGTGTCTGTCTGTGTGTCTGTC 21 1 34 20 127 22 60,250 59,900 45,700 35,100 2,349,579 F 149 acacacacacacacacacacATACATAGACACATacacacAGATGCACGcacacaTAAGGacacacacAGACAGacacacacacacacacacacacacacacacAGACAGacacacAGACAGACACTcacacacacaCTCATGCAGACA

ST‐E00142:460:H2K7HCCXY:6:2208:18172:63876 1 75 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 17 2 94 TacacacAGATGCACGcacacaTAAGGacacacacAGACTACACACAGATGCACGCACA AGTGTCTGTCTGTGTGTCTGT 21 2 34 20 127 21 60,250 58,897 45,700 34,100 2,353,030 F 149 acacacacacacacacacacATACATAGACACATacacacAGATGCACGcacacaTAAGGacacacacAGACAGacacacacacacacacacacacacacacacAGACAGacacacAGACAGACACTcacacacacaCTCATGCAGACA

ST‐E00142:460:H2K7HCCXY:6:2208:18172:63876 1 75 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 18 0 93 TacacacAGATGCACGcacacaTAAGGacacacacAGACTACACACAGATGCACGCACA GTGTCTGTCTGTGTGTCTGTCT 21 0 34 20 126 22 60,250 59,900 45,700 34,100 2,349,579 F 149 acacacacacacacacacacATACATAGACACATacacacAGATGCACGcacacaTAAGGacacacacAGACAGacacacacacacacacacacacacacacacAGACAGacacacAGACAGACACTcacacacacaCTCATGCAGACA

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 1 1 8 2 160 TGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtg TGCCATATTGACGCATGTGTG ACATACACAGGAGCGCAGAG 12 2 3 21 162 20 59,599 59,826 38,200 33,500 1,575,588 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 0 0 12 12 191 TGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtg TGCCATATTGACGCATGTGTG TACAGACAGACACACACGCA 12 33 3 21 193 20 59,599 59,258 38,200 52,400 2,143,114 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 0 0 14 13 190 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgt GATGCCATATTGACGCATGTGT AGACAGACACACACGCACAA 13 30 1 22 190 20 59,709 60,108 37,200 33,300 2,399,842 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 0 0 14 12 188 TGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtg TGCCATATTGACGCATGTGTG AGACAGACACACACGCACAA 12 30 3 21 190 20 59,599 60,108 38,200 33,300 1,509,575 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 0 0 14 12 190 TGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtg TGCCATATTGACGCATGTGTG ACAGACAGACACACACGCAC 12 32 3 21 192 20 59,599 60,806 38,200 53,400 2,207,300 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20456:44661 1 36 105 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGNA 0 0 16 12 181 TGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtg TGCCATATTGACGCATGTGTG CACACACGCACAAAGACACA 12 23 3 21 183 20 59,599 59,554 38,200 37,200 1,847,027 G 215 GATGCCATATTGACGCAtgtgtgCGTGCCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGgtgtgtgtgtgtgtgtgtgtgtCTTGgtgtgtgtgtGCatatatGTCTCTGCGCTCCTGTGTATGTTTGTGTCTTTGTGCgtgtgtgtCTGTCTGTAtgtgtgtgtgtgTCTGTGAATT

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 4 21 179 CCCTCCATGACAACTCACCCAGTATCCATCAAGGGCCCCTCCATGACAACTCACCC ACCAATTTCAATGTATTAAATGGGCT 82 21 40 20 218 26 60,035 58,139 46,100 51,900 7,895,640 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 21 190 TTTCCCTTACACCCTCCATGACAACTCACCCAGTATCTTTCCCTTACACCCTCCATGAC ACCAATTTCAATGTATTAAATGGGCT 91 21 29 22 218 26 59,692 58,139 30,600 51,900 10,168,270 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 20 179 CCCTCCATGACAACTCACCCAGTATCCATCAAGGGCCCCTCCATGACAACTCACCC ACCAATTTCAATGTATTAAATGGGCTT 82 20 40 20 218 27 60,035 58,672 46,100 43,500 8,363,070 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 37 196 CCCTCCATGACAACTCACCCAGTATCCATCAAGGGCCCCTCCATGACAACTCACCC AGGTATTAAGTACTTGAACCAATTTCA 82 37 40 20 235 27 60,035 57,198 46,100 26,900 9,837,094 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 21 180 CCCTCCATGACAACTCACCCAGTATCCATCAAGGGCCCCTCCATGACAACTCACCC AACCAATTTCAATGTATTAAATGGGCT 82 21 40 20 219 27 60,035 58,672 46,100 51,900 8,363,070 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:20506:41444 1 142 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 22 190 TCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCCCTTACACCCTCCATGACA GAACCAATTTCAATGTATTAAATGGGC 90 22 31 21 220 27 60,203 58,388 35,800 53,600 9,815,134 A 272 GCCAACCTATGCCCCAACCCATCATCCTTTTCCCTTACACCCTCCATGACAACTCACCCAGTATCCATCAAGGGCAGACCTCAGGAGCCATCCTGAGATGAAAGAAAATAGAGTTCTAAGTATCTATTACATAACTCACTGtatatatatatatatatatatatatatataTGTAACACTCTCATTGATAAAAGCCCATTTAATACATTGAAATTGGTTCAAGTACTTAATACCTTATAAACTACAATACAAAATGAATACaaaaaCATTTG

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 1 1 10 0 133 TTTCCcacacacaAACACCAtctctctctctcacacacAATCTTTTCCCACACACAAACACCA CGGTGCAGAGAGAGTTTGGG 0 33 5 20 137 20 58,075 60,672 41,700 41,200 2,596,512 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 10 0 211 TTTCCcacacacaAACACCAtctctctctctcacacacAATCTTTTCCCACACACAAACACCA GGATCTCCATCCTCTCTCACC 0 110 5 20 215 21 58,075 58,753 41,700 40,200 4,172,089 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 10 0 254 TTTCCcacacacaAACACCAtctctctctctcacacacAATCTTTTCCCACACACAAACACCA ACACTCCCAGAGAGAAAGAGAGA 0 151 5 20 258 23 58,075 59,925 41,700 31,000 5,000,014 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 1 135 ACTTTCCcacacacaAACACCAtctctctctctcacacacAATACTTTCCCACACACAAACACC CGGTGCAGAGAGAGTTTGGG 1 33 3 21 137 20 59,178 60,672 41,600 41,200 2,494,152 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 1 156 ACTTTCCcacacacaAACACCAtctctctctctcacacacAATACTTTCCCACACACAAACACC AAGAGAGAGTGTGTGGAGGG 1 54 3 21 158 20 59,178 58,361 41,600 43,000 3,460,901 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 1 213 ACTTTCCcacacacaAACACCAtctctctctctcacacacAATACTTTCCCACACACAAACACC GGATCTCCATCCTCTCTCACC 1 110 3 21 215 21 59,178 58,753 41,600 40,200 4,069,729 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 1 256 ACTTTCCcacacacaAACACCAtctctctctctcacacacAATACTTTCCCACACACAAACACC ACACTCCCAGAGAGAAAGAGAGA 1 151 3 21 258 23 59,178 59,925 41,600 31,000 4,897,654 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 0 134 CTTTCCcacacacaAACACCAtctctctctctcacacacAATCCTTTCCCACACACAAACACCA CGGTGCAGAGAGAGTTTGGG 0 33 4 21 137 20 59,178 60,672 41,700 41,200 2,493,534 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 0 155 CTTTCCcacacacaAACACCAtctctctctctcacacacAATCCTTTCCCACACACAAACACCA AAGAGAGAGTGTGTGGAGGG 0 54 4 21 158 20 59,178 58,361 41,700 43,000 3,460,282 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 0 160 CTTTCCcacacacaAACACCAtctctctctctcacacacAATCCTTTCCCACACACAAACACCA TGGGAAAGAGAGAGTGTGTGG 0 58 4 21 163 21 59,178 59,306 41,700 41,700 3,515,904 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 0 212 CTTTCCcacacacaAACACCAtctctctctctcacacacAATCCTTTCCCACACACAAACACCA GGATCTCCATCCTCTCTCACC 0 110 4 21 215 21 59,178 58,753 41,700 40,200 4,069,111 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:22983:41620 1 25 60 15 2 AG TCTCTCTCTCTCACACACAATCTCCGTCTATCTCTCTCNA 0 0 11 0 255 CTTTCCcacacacaAACACCAtctctctctctcacacacAATCCTTTCCCACACACAAACACCA ACACTCCCAGAGAGAAAGAGAGA 0 151 4 21 258 23 59,178 59,925 41,700 31,000 4,897,036 G 263 AAACTTTCCcacacacaAACACCAtctctctctctcacacacAATCTCCGTCTAtctctctctctctctctctctctctctctcCTCATCTCCTCTCACCCCACCctctctCCCAcccccAAActctctctGCACCGCCCCTCcacacactctctctTTCCCATGCTCTATCCAATTTTGGATGTgagagagaTGGTgagagaGGATGGAGATCCCTTTTCAACCCATTTCTCAGtctctcTTtctctcTGGGAGTGTTTGAT

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 1 1 2 47 190 TCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAA TCCTGTCAAGCAGCTTTGAA AGGGATAATGAGGAACTTGAATGCA 47 49 40 20 229 25 57,653 60,340 26,900 39,600 7,687,043 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 2 47 190 TCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAA TCCTGTCAAGCAGCTTTGAA AGGGATAATGAGGAACTTGAATGC 47 50 40 20 229 24 57,653 58,864 26,900 35,600 7,482,871 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 2 45 190 TCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAA TCCTGTCAAGCAGCTTTGAATG AGGGATAATGAGGAACTTGAATGC 45 50 40 22 229 24 59,445 58,864 26,700 35,600 7,691,429 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 3 48 190 aTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAATCCTGTCAAGCAGCTTTGA GGGATAATGAGGAACTTGAATGCA 48 49 39 20 228 24 57,426 59,111 26,900 39,600 7,463,414 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 5 16 130 GTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGTTTCACTGTGTTAAAGCCGC GCACTCACCACATGCACTG 25 16 61 21 190 19 58,618 59,422 65,300 36,600 3,959,510 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 5 16 131 TGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTTGTTTCACTGTGTTAAAGCCGC GCACTCACCACATGCACTG 25 16 60 22 190 19 60,223 59,422 65,300 36,600 3,801,308 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 6 11 124 TTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGG TTCACTGTGTTAAAGCCGCT TCACCACATGCACTGACACA 24 11 63 20 186 20 58,038 59,820 55,200 37,200 2,141,730 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 6 11 126 GTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGTTTCACTGTGTTAAAGCCGCT TCACCACATGCACTGACACA 24 11 61 22 186 20 59,967 59,820 55,200 37,200 2,212,860 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 7 17 132 TGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTTGTTTCACTGTGTTAAAGCCGC CGCACTCACCACATGCACT 25 17 60 22 191 19 60,223 60,963 65,300 44,000 4,186,208 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 8 10 123 TTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGG TTCACTGTGTTAAAGCCGCT CACCACATGCACTGACACAC 24 10 63 20 185 20 58,038 59,691 55,200 38,200 2,270,478 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 10 31 166 CCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAA CCTGTCAAGCAGCTTTGAATGT CACATGAACTGAGTGCGCAC 44 31 41 22 206 20 59,705 60,111 27,100 53,400 2,405,858 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 10 31 167 TCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAA TCCTGTCAAGCAGCTTTGAA CACATGAACTGAGTGCGCAC 47 31 40 20 206 20 57,653 60,111 26,900 53,400 2,457,275 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 10 25 147 TGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTTGTTTCACTGTGTTAAAGCCGC CACATGAACTGAGTGCGCAC 25 31 60 22 206 20 60,223 60,111 65,300 53,400 2,333,895 B 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 10 24 144 TTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGG TTCACTGTGTTAAAGCCGCT CACATGAACTGAGTGCGCAC 24 31 63 20 206 20 58,038 60,111 55,200 53,400 2,072,302 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 10 24 146 GTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGTTTCACTGTGTTAAAGCCGCT CACATGAACTGAGTGCGCAC 24 31 61 22 206 20 59,967 60,111 55,200 53,400 2,143,433 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:24556:30386 1 107 49 15 1.5 AC GTGTGTGTGTCTGTGTGTCTGTGTGTGTGTGTGTGTNA 0 0 12 24 143 TTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGG TTCACTGTGTTAAAGCCGCT ACATGAACTGAGTGCGCACT 24 30 63 20 205 20 58,038 60,250 55,200 44,000 2,211,832 F 248 CAAGCTACGTAGTTCAGTATTAAGTTTGTTGGATaaaaaTCCTGTCAAGCAGCTTTGAATGTTTCACTGTGTTAAAGCCGCtatataATTGCAAGTTGGGGTGTGCgtgtgtgtgtCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATTTGCCgtgtgtCAGTGCATGTGGTGAGTGCGCACTCAGTTCATGTGCATTCAAGTTCCTCATTATCCCTTTTGTTGCTGTACACCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 14 108 TCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAATCTCGGCCACGTAGTCAAAC GATACAACCTCCTGCCCGG 25 14 128 20 235 19 60,039 59,854 29,300 57,300 1,185,155 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 15 231 TGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGT TGGTGGATGGCGAGTCTCTA GGATACAACCTCCTGCCCG 147 15 6 20 236 19 60,034 59,854 24,300 61,300 1,179,765 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 14 204 GGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAG GGTCCAGGTGAGTGATGCTC GATACAACCTCCTGCCCGG 121 14 32 20 235 19 60,108 59,854 42,600 57,300 1,254,208 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 14 230 TGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGT TGGTGGATGGCGAGTCTCTA GATACAACCTCCTGCCCGG 147 14 6 20 235 19 60,034 59,854 24,300 57,300 1,179,765 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 12 229 TGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGT TGGTGGATGGCGAGTCTCTA ATACAACCTCCTGCCCGGTT 147 12 6 20 234 20 60,034 61,205 24,300 44,400 1,238,963 F 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 15 173 TAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCTAGCCCAGTGCCTGTAGGAT GGATACAACCTCCTGCCCG 89 15 64 20 236 19 60,031 59,854 32,400 61,300 1,177,374 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 14 142 AACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTAACTCCATGGCCTGCTCTTC GATACAACCTCCTGCCCGG 59 14 94 20 235 19 60,035 59,854 28,700 57,300 1,180,933 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 14 172 TAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCTAGCCCAGTGCCTGTAGGAT GATACAACCTCCTGCCCGG 89 14 64 20 235 19 60,031 59,854 32,400 57,300 1,177,374 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 15 138 CATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGC CATGGCCTGCTCTTCACTCA GGATACAACCTCCTGCCCG 54 15 99 20 236 19 60,036 59,854 34,100 61,300 1,181,988 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26139:11541 1 173 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 14 137 CATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGC CATGGCCTGCTCTTCACTCA GATACAACCTCCTGCCCGG 54 14 99 20 235 19 60,036 59,854 34,100 57,300 1,181,988 B 259 GACGCTGGTGGATGGCGAGTCTCTACCTTCAGGTCCAGGTGAGTGATGCTCTTGCTGTGTAGGTAGCCCAGTGCCTGTAGGATCTGCTGGATAAACTCCATGGCCTGCTCTTCACTCAGGGTCTCCTTCTCGGCCACGTAGTCAAACAGCTCTCCGCCTGAAACCCTGTCACagagagagagagagagagagagagagagagACAGTgagagagaACCGGGCAGGAGGTTGTATCCCCGAGGCTGGAGAGCTGGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 1 1 8 24 245 ACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGACATGTCATACTCTGTTTCTCGCT CCTCTACCTGCCTCACTTGC 24 119 41 24 285 20 60,082 60,108 49,300 40,100 4,189,917 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 8 3 113 TATCGctctctCCGCATCTGCCActctctctctctctctctctc TATCGCTCTCTCCGCATCTG CAACTTGAGAGAGCAGGCGT 3 12 66 20 178 20 59,122 60,320 29,000 56,800 1,197,990 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 8 3 147 TATCGctctctCCGCATCTGCCActctctctctctctctctctc TATCGCTCTCTCCGCATCTG CAGGCGTGACCACCTAATGA 3 46 66 20 212 20 59,122 59,751 29,000 25,700 1,126,863 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 10 23 242 TGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATTGTCATACTCTGTTTCTCGCTC CCTCTACCTGCCTCACTTGC 23 119 44 22 285 20 57,902 60,108 50,300 40,100 4,206,000 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 22 169 TGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATTGTCATACTCTGTTTCTCGCTCT CAGGCGTGACCACCTAATGA 22 46 44 23 212 20 59,241 59,751 40,900 25,700 4,008,206 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 22 242 TGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATTGTCATACTCTGTTTCTCGCTCT CCTCTACCTGCCTCACTTGC 22 119 44 23 285 20 59,241 60,108 40,900 40,100 3,867,031 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 18 163 ACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCAACTCTGTTTCTCGCTCTATCG CAGGCGTGACCACCTAATGA 18 46 50 21 212 20 57,316 59,751 29,200 25,700 3,933,223 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 18 170 ACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCAACTCTGTTTCTCGCTCTATCG AATCTACCAGGCGTGACCAC 18 53 50 21 219 20 57,316 59,751 29,200 41,600 3,933,501 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 18 224 ACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCAACTCTGTTTCTCGCTCTATCG TCACTTGCAGTCACACCCTG 18 107 50 21 273 20 57,316 60,179 29,200 44,500 3,863,151 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 18 225 ACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCAACTCTGTTTCTCGCTCTATCG CTCACTTGCAGTCACACCCT 18 108 50 21 274 20 57,316 59,893 29,200 43,400 3,791,559 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 11 18 236 ACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCAACTCTGTTTCTCGCTCTATCG CCTCTACCTGCCTCACTTGC 18 119 50 21 285 20 57,316 60,108 29,200 40,100 3,792,048 B 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 120 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC CAACTTGAGAGAGCAGGCGT 10 12 59 20 178 20 59,204 60,320 37,100 56,800 1,116,559 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 121 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC ACAACTTGAGAGAGCAGGCG 10 13 59 20 179 20 59,204 60,320 37,100 55,200 1,116,559 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 154 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC CAGGCGTGACCACCTAATGA 10 46 59 20 212 20 59,204 59,751 37,100 25,700 1,045,432 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 161 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC AATCTACCAGGCGTGACCAC 10 53 59 20 219 20 59,204 59,751 37,100 41,600 1,045,710 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 215 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC TCACTTGCAGTCACACCCTG 10 107 59 20 273 20 59,204 60,179 37,100 44,500 0.975360 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 216 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC CTCACTTGCAGTCACACCCT 10 108 59 20 274 20 59,204 59,893 37,100 43,400 0.903768 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 89 58 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCNA 0 0 14 10 227 CTCGCTCTATCGctctctCCGCATCTGCCActctctctctctCTCGCTCTATCGCTCTCTCC CCTCTACCTGCCTCACTTGC 10 119 59 20 285 20 59,204 60,108 37,100 40,100 0.904257 F 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 1 11 0 171 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA CAACTTGAGAGAGCAGGCGT 0 12 8 23 178 20 58,052 60,320 43,700 56,800 5,268,130 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 11 0 172 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA ACAACTTGAGAGAGCAGGCG 0 13 8 23 179 20 58,052 60,320 43,700 55,200 5,268,130 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 11 0 205 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA CAGGCGTGACCACCTAATGA 0 46 8 23 212 20 58,052 59,751 43,700 25,700 5,197,003 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 11 0 212 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA AATCTACCAGGCGTGACCAC 0 53 8 23 219 20 58,052 59,751 43,700 41,600 5,197,281 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 11 0 267 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA CTCACTTGCAGTCACACCCT 0 108 8 23 274 20 58,052 59,893 43,700 43,400 5,055,339 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 11 0 278 tcACTCTTCctctctATTTCCCActctctctctACATGTCATATCACTCTTCCTCTCTATTTCCCA CCTCTACCTGCCTCACTTGC 0 119 8 23 285 20 58,052 60,108 43,700 40,100 5,055,828 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 12 0 172 ctcACTCTTCctctctATTTCCCActctctctctACATGTCATCTCACTCTTCCTCTCTATTTCCCA CAACTTGAGAGAGCAGGCGT 0 12 7 24 178 20 59,041 60,320 43,700 56,800 5,279,457 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 12 0 206 ctcACTCTTCctctctATTTCCCActctctctctACATGTCATCTCACTCTTCCTCTCTATTTCCCA CAGGCGTGACCACCTAATGA 0 46 7 24 212 20 59,041 59,751 43,700 25,700 5,208,330 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:30736:69432 1 31 116 15 2 AG CTCTCTCTCTACATGTCATACTCTGTTTCTCGCTCTATNA 0 0 12 0 268 ctcACTCTTCctctctATTTCCCActctctctctACATGTCATCTCACTCTTCCTCTCTATTTCCCA CTCACTTGCAGTCACACCCT 0 108 7 24 274 20 59,041 59,893 43,700 43,400 5,066,666 G 285 AtctctctcACTCTTCctctctATTTCCCActctctctctACATGTCATACTCTGTTTCTCGCTCTATCGctctctCCGCATCTGCCActctctctctctctctctctctctctctctCCctctctcacacacacacacacacacaCTATCTGTATCTACGCCTGctctctCAAGTTGTCATTCTCCATGTTTCATTAGGTGGTCACGCCTGGTAGATTAAGTACCTCAAGTTCGGTCAGTGGTCACGGTCAGCAGGGTGTGACTGCAAGTGAGGCAGGTAGAGG

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 13 58 195 ACACTCACTCCTCTCATACACGTATACACTCTTACCC ACACTCACTCCTCTCATACACG CCAATCCAGATACCTGACTGACC 58 62 21 22 215 23 59,250 60,181 44,900 40,200 5,931,627 B 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 57 193 ACTCACTCCTCTCATACACGTATACACTCTTACCCTT ACTCACTCCTCTCATACACGT CCAATCCAGATACCTGACTGACC 57 62 23 21 215 23 57,925 60,181 44,900 40,200 6,256,136 B 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 57 194 CACTCACTCCTCTCATACACGTATACACTCTTACCCT CACTCACTCCTCTCATACACGT CCAATCCAGATACCTGACTGACC 57 62 22 22 215 23 59,250 60,181 44,900 40,200 5,931,627 B 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 5 140 ATGACCACTCTCATGCACGTGCGCGcacacacacacac ATGACCACTCTCATGCACGT CCAATCCAGATACCTGACTGACC 5 62 76 20 215 23 59,390 60,181 44,900 40,200 3,791,635 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 5 141 AATGACCACTCTCATGCACGTGCGCGcacacacacacaAATGACCACTCTCATGCACGT CCAATCCAGATACCTGACTGACC 5 62 75 21 215 23 59,998 60,181 44,900 40,200 4,183,890 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 4 98 TGACCACTCTCATGCACGTGCGCGcacacacacacaca TGACCACTCTCATGCACGTG CCATCCAAATACAGGACTGACCA 4 21 77 20 174 23 60,320 60,054 44,900 40,200 3,374,248 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 4 99 TGACCACTCTCATGCACGTGCGCGcacacacacacaca TGACCACTCTCATGCACGTG ACCATCCAAATACAGGACTGACC 4 22 77 20 175 23 60,320 60,054 44,900 40,200 3,374,174 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 4 139 TGACCACTCTCATGCACGTGCGCGcacacacacacaca TGACCACTCTCATGCACGTG CCAATCCAGATACCTGACTGACC 4 62 77 20 215 23 60,320 60,181 44,900 40,200 3,501,274 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 4 140 TGACCACTCTCATGCACGTGCGCGcacacacacacaca TGACCACTCTCATGCACGTG TCCAATCCAGATACCTGACTGAC 4 63 77 20 216 23 60,320 59,293 44,900 35,100 4,026,407 A 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:31030:64667 1 101 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 62 205 acacacacATACACTCACTCCTCTCATACACGTATACA ACACACACATACACTCACTCCT CCAATCCAGATACCTGACTGACC 68 62 11 22 215 23 59,034 60,181 36,900 40,200 6,147,292 F 232 CACCCCTAAGacacacacATACACTCACTCCTCTCATACACGTATACACTCTTACCCTTCAAGcacacacaTACAATGACCACTCTCATGCACGTGCGCGcacacacacacacacacacacacacacacaCTTAAATTAACATTATACGAATGGTCAGTCCTGTATTTGGATGGTAATAACAGTAAACATTAGGTCAGTCAGGTATCTGGATTGGATATCTACATTaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 13 6 92 CAGAGACAGAGACAGGAAGAGAAAGACACagagagCAGAGACAGAGACAGGAAGAGAA CTGTTAGTCTATCTTTCTCTGCCT 6 9 93 23 184 24 58,921 57,536 28,700 47,500 10,542,532 A 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 7 91 CAGAGACAGAGACAGGAAGAGAAAGACACagagagCAGAGACAGAGACAGGAAGAGA TGTTAGTCTATCTTTCTCTGCCTT 7 8 93 22 183 24 58,315 57,141 31,000 43,500 10,544,020 A 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 7 92 CAGAGACAGAGACAGGAAGAGAAAGACACagagagCAGAGACAGAGACAGGAAGAGA CTGTTAGTCTATCTTTCTCTGCCT 7 9 93 22 184 24 58,315 57,536 31,000 47,500 10,148,903 A 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 91 gGgagagagaCAGAGACAGAGACAGGAAGAGAAAG GGGAGAGAGACAGAGACAGAGA TCTTTCTCTGCCTTTCTCTTGC 17 0 83 22 173 22 59,761 58,593 31,000 40,100 5,645,410 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 93 gagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGAGGGAGAGAGACAGAGACAGA TCTTTCTCTGCCTTTCTCTTGC 19 0 81 22 173 22 59,761 58,593 34,100 40,100 5,645,410 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 122 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 18 0 95 gagagGgagagagaCAGAGACAGAGACAGGAAGAGA GAGAGGGAGAGAGACAGAGACA TCTTTCTCTGCCTTTCTCTTGC 21 0 79 22 173 22 59,761 58,593 34,100 40,100 5,645,410 F 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 117 15 2 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAANA 0 1 13 0 165 ACACCGAGTATGTGGCagagagagACGgagagagagag ACACCGAGTATGTGGCAGAG CTTTCTCTGCCTTTCTCTTGC 7 0 8 20 172 21 59,467 57,172 33,500 40,100 4,360,633 G 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 117 15 2 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAANA 0 0 14 0 165 CACCGAGTATGTGGCagagagagACGgagagagagaga CACCGAGTATGTGGCAGAGA TCTTTCTCTGCCTTTCTCTTGC 6 0 9 20 173 22 59,182 58,593 31,000 40,100 4,224,418 G 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:4229:20348 1 35 117 15 2 AG GAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAANA 0 0 14 0 166 ACACCGAGTATGTGGCagagagagACGgagagagagag ACACCGAGTATGTGGCAGAG TCTTTCTCTGCCTTTCTCTTGC 7 0 8 20 173 22 59,467 58,593 33,500 40,100 3,939,337 G 184 GAGACTAACACCGAGTATGTGGCagagagagACGgagagagagagagaGCgagagagagagagagaAGGAGaaaaaTagagagGgagagagaCAGAGACAGAGACAGGAAGAGAAAGACACagagagagagagagagagagagagagagagGCAAGAGAAAGGCAGAGAAAGATAGACTAACAG

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 2 12 158 GGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTGGAGGAAGTTGCACAGCTGA ACTCTGTAAAGTCAAACCAGCA 74 12 33 20 190 22 60,250 57,849 42,600 44,100 4,401,364 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 12 159 AGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGAGGAGGAAGTTGCACAGCTG ACTCTGTAAAGTCAAACCAGCA 75 12 32 20 190 22 60,251 57,849 42,400 44,100 4,401,537 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 12 161 TCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTCAGGAGGAAGTTGCACAGC ACTCTGTAAAGTCAAACCAGCA 77 12 30 20 190 22 60,250 57,849 44,000 44,100 4,401,364 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 12 120 GCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATGCTGTCAGTGTGAAGCAACAG ACTCTGTAAAGTCAAACCAGCA 35 12 71 21 190 22 60,003 57,849 31,600 44,100 5,154,013 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 12 120 GCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATGCTGTCAGTGTGAAGCAACA ACTCTGTAAAGTCAAACCAGCA 36 12 71 20 190 22 58,983 57,849 33,300 44,100 5,167,524 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:6685:48054 1 127 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 12 121 TGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATGCTGTCAGTGTGAAGCAAC ACTCTGTAAAGTCAAACCAGCA 37 12 70 20 190 22 58,983 57,849 41,700 44,100 5,167,524 A 192 GAGGCAGTGCCAGCAGGTATTGCACAGTTTCAGGAGGAAGTTGCACAGCTGAAGTTATGTGATGTGTCTTGCTGTCAGTGTGAAGCAACAGTTACTGTGTACCAATCAGAAGCAAAACCACAACAGgagagagagagagagagagagagagagagaTAACCCTTTAAATGCTGGTTTGACTTTACAGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 1 1 2 43 194 GTTCCAAACACTGGCAGCTCCACAAGCACAGTGAC GTTCCAAACACTGGCAGCTC TGGACACGAGGTGGATATTCTC 49 43 15 20 208 22 59,688 59,306 40,900 28,700 3,005,694 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 2 39 190 GTTCCAAACACTGGCAGCTCCACAAGCACAGTGAC GTTCCAAACACTGGCAGCTC CACGAGGTGGATATTCTCTGGT 49 39 15 20 204 22 59,688 59,304 40,900 40,000 3,007,769 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 3 44 194 GTTCCAAACACTGGCAGCTCCACAAGCACAGTGAC GTTCCAAACACTGGCAGCTC TGGACACGAGGTGGATATTCT 49 44 15 20 208 21 59,688 58,253 40,900 24,000 3,059,279 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 4 40 191 GTTCCAAACACTGGCAGCTCCACAAGCACAGTGAC GTTCCAAACACTGGCAGCTC ACACGAGGTGGATATTCTCTGG 49 40 15 20 205 22 59,688 59,304 40,900 38,600 3,007,769 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 4 29 171 CACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGGGA ACACGAGGTGGATATTCTCTGG 29 40 35 20 205 22 60,179 59,304 42,000 38,600 2,874,714 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 4 29 174 CACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGGGA TGGACACGAGGTGGATATTCTC 29 43 35 20 208 22 60,179 59,306 42,000 28,700 2,872,639 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 6 31 176 TCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGG TGGACACGAGGTGGATATTCTC 31 43 33 20 208 22 60,179 59,306 40,000 28,700 2,872,639 D 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 10 24 153 CACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGGGA CTGGTGTGTGTGCATTCGTG 29 24 35 20 187 20 60,179 60,041 42,000 43,500 0.220095 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 10 24 155 TCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGG CTGGTGTGTGTGCATTCGTG 31 24 33 20 187 20 60,179 60,041 40,000 43,500 0.220095 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 10 24 173 GTTCCAAACACTGGCAGCTCCACAAGCACAGTGAC GTTCCAAACACTGGCAGCTC CTGGTGTGTGTGCATTCGTG 49 24 15 20 187 20 59,688 60,041 40,900 43,500 0.353149 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 16 4 126 ACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACT ACAGTGACAGGGAAGCTTCC CGTGTGTGCAAGTGTGTGTG 22 4 42 20 167 20 59,602 60,521 34,600 38,200 0.919352 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 16 4 133 CACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGGGA CGTGTGTGCAAGTGTGTGTG 29 4 35 20 167 20 60,179 60,521 42,000 38,200 0.700083 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:12713:59587 1 84 60 15 2 AC CACACACACACACACACACACACACACACACTTAAANA 0 0 16 4 135 TCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCCACAAGCACAGTGACAGG CGTGTGTGCAAGTGTGTGTG 31 4 33 20 167 20 60,179 60,521 40,000 38,200 0.700083 G 236 TGCTGCTTATTATGGTTCCAAACACTGGCAGCTCCACAAGCACAGTGACAGGGAAGCTTCCAGAATGTCAGTTACTTGACATGcacacacacacacacacacacacacacacaCTTAAacacacacacTTacacacTcacacaCTTGcacacacaCTTGcacacaCGCACGAATGcacacacaCCAGAGAATATCCACCTCGTGTCCAAAAGTGGATGCAACTAGTCTTGAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 0 90 ATGGGCAATTTCGCAGAGACagagagagagagagagagATGGGCAATTTCGCAGAGAC TGAGACAGCGTCTAACTCACTG 0 18 111 20 200 22 58,902 59,773 33,600 36,600 3,324,724 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 56 240 AGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAGGGTGGAGATGGGCTGAA GTTTCTAACCACAATCACTGAATGT 110 56 2 19 241 25 60,230 58,030 30,200 27,100 8,200,435 B 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 56 240 AGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAGGGTGGAGATGGGCTGAAG GTTTCTAACCACAATCACTGAATGT 109 56 2 20 241 25 61,278 58,030 30,200 27,100 8,248,064 B 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 56 241 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAG GAGGGTGGAGATGGGCTGAA GTTTCTAACCACAATCACTGAATGT 110 56 1 20 241 25 61,275 58,030 30,200 27,100 8,245,186 B 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 18 196 GTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTGGAGATGGGCTGAAGGTT TGAGACAGCGTCTAACTCACTG 106 18 5 20 200 22 59,670 59,773 35,000 36,600 2,556,270 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 13 189 GTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTGGAGATGGGCTGAAGGTT GCGTCTAACTCACTGAACCT 106 13 5 20 193 20 59,670 57,273 35,000 35,000 3,056,428 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 13 189 TGGAGATGGGCTGAAGGTTATCACTGAAGTTAATG TGGAGATGGGCTGAAGGTTA AGCGTCTAACTCACTGAACCT 105 13 6 20 194 21 58,035 58,760 28,500 35,000 4,205,694 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 13 190 GTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTGGAGATGGGCTGAAGGTT AGCGTCTAACTCACTGAACCT 106 13 5 20 194 21 59,670 58,760 35,000 35,000 2,569,875 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 13 191 GTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTGGAGATGGGCTGAAGGTT CAGCGTCTAACTCACTGAACCT 106 13 5 20 195 22 59,670 60,030 35,000 35,000 2,359,424 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 2 93 TGAATGGGCAATTTCGCAGAGACagagagagagagag TGAATGGGCAATTTCGCAGAG TGAGACAGCGTCTAACTCACTG 2 18 108 21 200 22 59,526 59,773 33,500 36,600 3,700,351 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 0 90 ATGGGCAATTTCGCAGAGACagagagagagagagagagATGGGCAATTTCGCAGAGAC TGAGACAGCGTCTAACTCACT 0 19 111 20 200 21 58,902 58,495 33,600 34,100 3,603,455 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:13930:44327 1 131 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 12 189 GTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTGGAGATGGGCTGAAGGTT GCGTCTAACTCACTGAACCTT 106 12 5 20 193 21 59,670 57,972 35,000 35,000 3,357,570 A 260 GAGGGTGGAGATGGGCTGAAGGTTATCACTGAAGTTAATGTAGGGGAATTATTCTTTATTAAGTTTTATTTTCAAACAAAGCATTATTAGAAAATCGGAGATTTAAATGAATGGGCAATTTCGCAGAGACagagagagagagagagagagagagagagagATGGAGAGCTATAAGGTTCAGTGAGTTAGACGCTGTCTCAAGTagagagATGACAGACATTCAGTGATTGTGGTTAGAAACCTGCCCCTCTTAACAAAGG

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 12 29 140 TcacacacaTGTacacacTCTCACTcacacaCTCTcacacacTCACACACATGTACACACTCTC ATACTTGCGCGTGTGTCTGA 39 29 57 22 196 20 58,023 60,039 32,000 32,700 4,016,045 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 29 141 ATcacacacaTGTacacacTCTCACTcacacaCTCTcacac ATCACACACATGTACACACTCTCA ATACTTGCGCGTGTGTCTGA 38 29 56 24 196 20 59,961 60,039 32,700 32,700 4,077,742 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 29 140 TcacacacaTGTacacacTCTCACTcacacaCTCTcacacacTCACACACATGTACACACTCTCA ATACTTGCGCGTGTGTCTGA 38 29 57 23 196 20 59,617 60,039 32,700 32,700 3,421,803 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 17 18 118 ACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTca ACTCACACACTCTCACACACA ATACTTGCGCGTGTGTCTGA 18 29 79 21 196 20 59,175 60,039 37,200 32,700 1,863,470 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT
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ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 17 16 116 TcacacaCTCTcacacacaCTCTcacacaCTCTCACTcaca TCACACACTCTCACACACACT ATACTTGCGCGTGTGTCTGA 16 29 81 21 196 20 59,175 60,039 35,500 32,700 1,863,470 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 118 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 17 6 106 TcacacacaCTCTcacacaCTCTCACTcacacacacacacac TCACACACACTCTCACACACT ATACTTGCGCGTGTGTCTGA 6 29 91 21 196 20 59,175 60,039 35,500 32,700 1,863,470 F 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 1 16 5 188 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCTT ATACTTGCGCGTGTGTCTGA 5 29 9 22 196 20 59,766 60,039 28,500 32,700 2,272,294 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 0 16 5 192 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCTT GCTTATACTTGCGCGTGTGT 5 33 9 22 200 20 59,766 59,281 28,500 37,200 2,953,141 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 0 17 6 180 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCT GCGTGTGTCTGAGGGAATGT 6 21 9 21 188 20 59,175 60,321 32,400 27,100 2,145,622 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 0 17 6 188 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCT ATACTTGCGCGTGTGTCTGA 6 29 9 21 196 20 59,175 60,039 32,400 32,700 1,863,470 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 0 17 6 192 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCT GCTTATACTTGCGCGTGTGT 6 33 9 21 200 20 59,175 59,281 32,400 37,200 2,544,317 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15422:68219 1 36 112 15 2 AC CACACACACACTCTCACTCAATCACACACATGTACA NA 0 0 17 6 193 TcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCTCACACACTCACACACACTCT AGCTTATACTTGCGCGTGTG 6 34 9 21 201 20 59,175 59,001 32,400 38,200 2,824,258 G 201 ACTCTCAATcacacaCTcacacacaCTCTTTCATTcacacacacaCTCTCACTCAATcacacacaTGTacacacTCTCACTcacacaCTCTcacacacaCTCTcacacaCTCTCACTcacacacacacacacacacacacacacacaCTCACTcacacaATTGcacacacaTTCCCTCAGacacacGCGCAAGTATAAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 6 24 171 CAGAGACCGGGCCATGAATACAGacacacAGGTGCACAGAGACCGGGCCATGAATA ACGGTGTGCAGGGAATTGC 24 78 63 20 233 19 59,241 61,268 17,500 35,600 3,026,810 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 22 169 GAGACCGGGCCATGAATACAGacacacAGGTGCATGGAGACCGGGCCATGAATACA ACGGTGTGCAGGGAATTGC 22 78 65 20 233 19 59,532 61,268 22,900 35,600 2,736,302 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 21 168 AGACCGGGCCATGAATACAGacacacAGGTGCATGCAGACCGGGCCATGAATACAG ACGGTGTGCAGGGAATTGC 21 78 66 20 233 19 59,530 61,268 27,400 35,600 2,737,993 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 5 96 AGACCGGGCCATGAATACAGacacacAGGTGCATGCAGACCGGGCCATGAATACAG CTGTGGGCATGTGTTTGTCG 21 5 66 20 161 20 59,530 60,040 27,400 43,500 0.510074 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 5 97 GAGACCGGGCCATGAATACAGacacacAGGTGCATGGAGACCGGGCCATGAATACA CTGTGGGCATGTGTTTGTCG 22 5 65 20 161 20 59,532 60,040 22,900 43,500 0.508383 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 5 94 ACCGGGCCATGAATACAGacacacAGGTGCATGCAC ACCGGGCCATGAATACAGAC CTGTGGGCATGTGTTTGTCG 19 5 68 20 161 20 59,820 60,040 35,100 43,500 0.220563 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 18 146 CCGGGCCATGAATACAGacacacAGGTGCATGCACA CCGGGCCATGAATACAGACA GCTGCGTGTGTGTCAGTTC 18 59 69 20 214 19 59,820 59,723 34,100 30,100 1,457,016 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 6 94 CCGGGCCATGAATACAGacacacAGGTGCATGCACA CCGGGCCATGAATACAGACA CCTGTGGGCATGTGTTTGTC 18 6 69 20 162 20 59,820 59,685 34,100 31,800 0.495106 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 5 93 CCGGGCCATGAATACAGacacacAGGTGCATGCACA CCGGGCCATGAATACAGACA CTGTGGGCATGTGTTTGTCG 18 5 69 20 161 20 59,820 60,040 34,100 43,500 0.220328 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 0 92 GAGACCGGGCCATGAATACAGacacacAGGTGCATGGAGACCGGGCCATGAATACA GGCATGTGTTTGTCGGTCAG 22 0 65 20 156 20 59,532 59,762 22,900 35,100 0.706515 B 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 19 146 ACCGGGCCATGAATACAGacacacAGGTGCATGCAC ACCGGGCCATGAATACAGAC CTGCGTGTGTGTCAGTTCAT 19 57 68 20 213 20 59,820 58,779 35,100 25,700 1,400,936 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 107 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 18 145 CCGGGCCATGAATACAGacacacAGGTGCATGCACA CCGGGCCATGAATACAGACA CTGCGTGTGTGTCAGTTCAT 18 57 69 20 213 20 59,820 58,779 34,100 25,700 1,400,701 F 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 1 9 5 161 GGGacacacAGACAGACATGGAGACAGGGGACACA GGGACACACAGACAGACATGG CTGTGGGCATGTGTTTGTCG 16 5 1 21 161 20 60,609 60,040 36,600 43,500 1,649,218 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 0 11 15 212 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA CTGCGTGTGTGTCAGTTCAT 15 57 2 21 213 20 59,656 58,779 34,100 25,700 2,564,968 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 0 11 15 213 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA GCTGCGTGTGTGTCAGTTC 15 59 2 21 214 19 59,656 59,723 34,100 30,100 2,621,283 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 0 11 15 213 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA GCTGCGTGTGTGTCAGTTCA 15 58 2 21 214 20 59,656 61,428 34,100 31,800 2,772,808 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 0 11 5 160 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA CTGTGGGCATGTGTTTGTCG 15 5 2 21 161 20 59,656 60,040 34,100 43,500 1,384,595 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15869:5106 1 38 99 15 2 AC CACACACACAGGCAAAGCACACAAACAGAGACCGGNA 0 0 11 0 155 GGacacacAGACAGACATGGAGACAGGGGACACAA GGACACACAGACAGACATGGA GGCATGTGTTTGTCGGTCAG 15 0 2 21 156 20 59,656 59,762 34,100 35,100 1,582,727 G 260 GGGacacacAGACAGACATGGAGACAGGGGACACAACcacacacacaGGCAAAGcacacaAACAGAGACCGGGCCATGAATACAGacacacAGGTGCATGCACAGGcacacacacacacacacacacacacacacaCTGACCGACAAACACATGCCCACAGGCATGCACATATGCACGGACATGAATTCAAATATGAACTGacacacacGCAGCGCAATTCCCTGCACACCGTcacacacacacacaTGCACGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 1 1 3 6 167 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA GCCTGTGTATTTGGCAAAGCA 6 69 59 20 225 21 60,250 59,999 51,000 39,100 1,250,983 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 3 3 164 CTGAGGCAAACATCGCATGCGGGcacacacacacaTa CTGAGGCAAACATCGCATGC GCCTGTGTATTTGGCAAAGCA 3 69 62 20 225 21 60,525 59,999 40,600 39,100 1,525,547 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 4 7 157 CTCACTGAGGCAAACATCGCATGCGGGcacacacaca CTCACTGAGGCAAACATCGC TGGCAAAGCATTCGTACGTG 7 59 58 20 214 20 59,555 59,485 45,800 44,900 0.960563 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 4 7 168 CTCACTGAGGCAAACATCGCATGCGGGcacacacaca CTCACTGAGGCAAACATCGC GCCTGTGTATTTGGCAAAGCA 7 69 58 20 225 21 59,555 59,999 45,800 39,100 1,446,166 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 4 6 155 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA GGCAAAGCATTCGTACGTGT 6 58 59 20 213 20 60,250 59,484 51,000 44,900 0.765816 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 4 6 156 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA TGGCAAAGCATTCGTACGTG 6 59 59 20 214 20 60,250 59,485 51,000 44,900 0.765379 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 8 16 190 AAACAGAAACTCTCACTGAGGCAAACATCGCATGC AAACAGAAACTCTCACTGAGGC TTTATCTGATTGCCTGTGTATTTGGC 16 75 47 22 236 26 58,528 60,406 47,000 45,200 9,877,410 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 9 15 190 AAACAGAAACTCTCACTGAGGCAAACATCGCATGC AAACAGAAACTCTCACTGAGGCA TTTATCTGATTGCCTGTGTATTTGGC 15 75 47 23 236 26 60,118 60,406 47,500 45,200 9,523,991 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 9 15 190 AAACAGAAACTCTCACTGAGGCAAACATCGCATGC AAACAGAAACTCTCACTGAGGCA TTTATCTGATTGCCTGTGTATTTGG 15 76 47 23 236 25 60,118 57,901 47,500 32,800 10,217,526 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 11 6 126 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA TGTGTCCGTATTGGTCTGTGT 6 28 59 20 184 21 60,250 59,310 51,000 37,200 1,940,064 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 11 6 128 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA TGTGTGTCCGTATTGGTCTGT 6 30 59 20 186 21 60,250 59,310 51,000 34,100 1,940,064 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 12 7 122 CTCACTGAGGCAAACATCGCATGCGGGcacacacaca CTCACTGAGGCAAACATCGC CCGTATTGGTCTGTGTTTGTGT 7 22 58 20 179 22 59,555 59,124 45,800 37,200 3,321,369 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 12 6 121 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA CCGTATTGGTCTGTGTTTGTGT 6 22 59 20 179 22 60,250 59,124 51,000 37,200 3,126,185 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 12 3 118 CTGAGGCAAACATCGCATGCGGGcacacacacacaTa CTGAGGCAAACATCGCATGC CCGTATTGGTCTGTGTTTGTGT 3 22 62 20 179 22 60,525 59,124 40,600 37,200 3,400,749 B 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:16711:5616 1 85 51 15 1.5 AC CACACACACACATACACACACACACACACACACACANA 0 0 15 6 138 TCACTGAGGCAAACATCGCATGCGGGcacacacacac TCACTGAGGCAAACATCGCA TGTGTATCTGTGTGTGTCCGT 6 40 59 20 196 21 60,250 59,316 51,000 46,900 1,934,702 F 245 TCACTTACACTCACAGacacacacacATATacacacacacacacGAAAACAGAAACTCTCACTGAGGCAAACATCGCATGCGGGcacacacacacaTacacacacacacacacacacacacacacacATacacacTTACAGAAGCATacacacacATACACAAACACAGACCAATACGGacacacacAGATacacacGTACGAATGCTTTGCCAAATACACAGGCAATCAGATAAAACCTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 1 1 10 7 183 GCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCGCGCAAAGGGAGAGAGATGA CCGCGCTCTTACAAGGACTT 30 7 59 20 241 20 59,823 60,390 29,200 30,100 0.566627 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 10 7 184 AGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGAGCGCAAAGGGAGAGAGATG CCGCGCTCTTACAAGGACTT 31 7 58 20 241 20 59,822 60,390 29,000 30,100 0.567552 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 12 15 248 AagagagagACGAGAGGCCATTAAAGAGCGCagagagAAGAGAGAGACGAGAGGCCA CTTTCCCTCCGCGCTCTTAC 87 15 2 20 249 20 59,670 60,806 53,600 23,400 1,136,424 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 12 9 242 AagagagagACGAGAGGCCATTAAAGAGCGCagagagAAGAGAGAGACGAGAGGCCA CTCCGCGCTCTTACAAGGAC 87 9 2 20 243 20 59,670 60,803 53,600 38,500 1,132,539 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 12 7 187 AAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAAAGAGCGCAAAGGGAGAGAG CCGCGCTCTTACAAGGACTT 34 7 55 20 241 20 59,751 60,390 32,000 30,100 0.638790 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 12 7 240 AagagagagACGAGAGGCCATTAAAGAGCGCagagagAAGAGAGAGACGAGAGGCCA CCGCGCTCTTACAAGGACTT 87 7 2 20 241 20 59,670 60,390 53,600 30,100 0.719879 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 16 7 198 AGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGCGTCCATTAAAGAGCGCA CCGCGCTCTTACAAGGACTT 45 7 44 20 241 20 60,391 60,390 60,900 30,100 0.781078 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 16 7 226 AGGCCATTAAAGAGCGCagagagagACAAGCGTCCA AGGCCATTAAAGAGCGCAGA CCGCGCTCTTACAAGGACTT 73 7 16 20 241 20 59,747 60,390 42,600 30,100 0.642991 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:19654:24884 1 109 106 15 3 AG GAGAGAGAGAGAGACAGAGGAGAGAGAGAGAGANA 0 0 16 7 228 AGAGGCCATTAAAGAGCGCagagagagACAAGCGTC AGAGGCCATTAAAGAGCGCA CCGCGCTCTTACAAGGACTT 75 7 14 20 241 20 59,747 60,390 60,900 30,100 0.642991 G 254 GAagagagagACGAGAGGCCATTAAAGAGCGCagagagagACAAGCGTCCATTAAAGAGCGCAAAGGgagagagaTGAGAGTCCATTAAAGAGCACagagagACAGAGgagagagagagagaCAGAGgagagagagagagaCAGAGGAGAAGGAGAGGaaaaaaGAAGGAGGCAGAAagagagagagagagagagagagagagagagCgagagaaaaaaGAAAGTCCTTGTAAGAGCGCGGAGGGAAAGGGACA

ST‐E00142:460:H2K7HCCXY:6:2209:2067:12244 1 41 109 15 1.5 AC ACACACACACAGACACACGCACACAGACACACACA NA 1 1 4 0 154 GGGATATGGTGGCTGATGTAGGAATacacacacacAGGGGATATGGTGGCTGATGTAGG GGAAACAGTGTCACCTTCCG 3 0 16 22 169 20 60,027 58,773 31,800 43,000 3,253,568 B 189 GATTGCTAGCaaaaaGGGATATGGTGGCTGATGTAGGAATacacacacacAGacacacGcacacaGacacacacacacacacAGacacacacacacacacacacacacacAGacacacacacacacacacacacacacacacCcacacaCGGAAGGTGACACTGTTTCCCATTTCAAGATATCAAGATN

ST‐E00142:460:H2K7HCCXY:6:2209:2067:12244 1 41 109 15 1.5 AC ACACACACACAGACACACGCACACAGACACACACA NA 0 0 4 0 155 aGGGATATGGTGGCTGATGTAGGAATacacacacacAAGGGATATGGTGGCTGATGT GGAAACAGTGTCACCTTCCG 6 0 15 20 169 20 58,175 58,773 30,600 43,000 3,051,851 F 189 GATTGCTAGCaaaaaGGGATATGGTGGCTGATGTAGGAATacacacacacAGacacacGcacacaGacacacacacacacacAGacacacacacacacacacacacacacAGacacacacacacacacacacacacacacacCcacacaCGGAAGGTGACACTGTTTCCCATTTCAAGATATCAAGATN

ST‐E00142:460:H2K7HCCXY:6:2209:2067:12244 1 41 109 15 1.5 AC ACACACACACAGACACACGCACACAGACACACACA NA 0 0 5 1 156 GGGATATGGTGGCTGATGTAGGAATacacacacacAGGGGATATGGTGGCTGATGTAGG TGGGAAACAGTGTCACCTTCC 3 1 16 22 171 21 60,027 60,134 31,800 34,600 3,160,736 B 189 GATTGCTAGCaaaaaGGGATATGGTGGCTGATGTAGGAATacacacacacAGacacacGcacacaGacacacacacacacacAGacacacacacacacacacacacacacAGacacacacacacacacacacacacacacacCcacacaCGGAAGGTGACACTGTTTCCCATTTCAAGATATCAAGATN

ST‐E00142:460:H2K7HCCXY:6:2209:2067:12244 1 41 109 15 1.5 AC ACACACACACAGACACACGCACACAGACACACACA NA 0 0 5 1 157 aGGGATATGGTGGCTGATGTAGGAATacacacacacAAGGGATATGGTGGCTGATGT TGGGAAACAGTGTCACCTTCC 6 1 15 20 171 21 58,175 60,134 30,600 34,600 2,959,020 F 189 GATTGCTAGCaaaaaGGGATATGGTGGCTGATGTAGGAATacacacacacAGacacacGcacacaGacacacacacacacacAGacacacacacacacacacacacacacAGacacacacacacacacacacacacacacacCcacacaCGGAAGGTGACACTGTTTCCCATTTCAAGATATCAAGATN

ST‐E00142:460:H2K7HCCXY:6:2209:2067:12244 1 41 109 15 1.5 AC ACACACACACAGACACACGCACACAGACACACACA NA 0 0 6 1 155 GGGATATGGTGGCTGATGTAGGAATacacacacacAGGGGATATGGTGGCTGATGTAGG GGGAAACAGTGTCACCTTCC 3 1 16 22 170 20 60,027 58,394 31,800 34,600 3,632,574 B 189 GATTGCTAGCaaaaaGGGATATGGTGGCTGATGTAGGAATacacacacacAGacacacGcacacaGacacacacacacacacAGacacacacacacacacacacacacacAGacacacacacacacacacacacacacacacCcacacaCGGAAGGTGACACTGTTTCCCATTTCAAGATATCAAGATN

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 1 14 21 147 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA TGCCATGTGTCTCTCTCTGTC 21 35 26 20 172 21 59,015 59,452 31,000 35,100 2,532,815 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 14 21 147 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA TGCCATGTGTCTCTCTCTGT 21 36 26 20 172 20 59,015 58,363 31,000 34,100 2,622,333 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 15 20 147 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGAG TGCCATGTGTCTCTCTCTGTC 20 35 26 21 172 21 60,066 59,452 32,000 35,100 2,613,602 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 18 8 119 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA CACTGCGTATCGGTGTCACT 21 8 26 20 144 20 59,015 60,109 31,000 34,100 1,094,267 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 18 8 119 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGAG CACTGCGTATCGGTGTCACT 20 8 26 21 144 20 60,066 60,109 32,000 34,100 1,175,054 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 50 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 18 7 118 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA ACTGCGTATCGGTGTCACTC 21 7 26 20 143 20 59,015 59,829 31,000 35,100 1,155,556 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 118 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 1 16 0 179 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGAG ATCCGTGTCATTCTCTGTCC 20 0 26 21 204 20 60,066 57,030 32,000 40,200 4,035,409 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 118 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 16 0 179 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA ATCCGTGTCATTCTCTGTCC 21 0 26 20 204 20 59,015 57,030 31,000 40,200 3,954,623 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22221:15865 1 67 118 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 17 0 182 TCGTgagagaGGGACagagagTGACACAGATACGCAGTCGTGAGAGAGGGACAGAGA TGTATCCGTGTCATTCTCTGTCC 21 0 26 20 207 23 59,015 59,869 31,000 40,200 4,115,511 G 210 ATACAGTGACagagagagagagACATCGTgagagaGGGACagagagTGACACAGATACGCAGTGACagagagagagagagagagagagagagagagACAGGGACagagagagagagGGACagagagTGACACCGATACGCAGTGACagagagACagagagagACACATGGCAagagagagagagGGACAGAGAATGACACGGATACACAG

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 1 1 4 22 126 AGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatata AGGGAAGAGAAAGCTGGCAA AGCTATCCTCCTGTCCTCTGG 27 22 12 20 137 21 59,226 60,133 45,200 38,600 1,906,844 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 0 0 5 27 172 AGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatata AGGGAAGAGAAAGCTGGCAA TCCCTGGATTTGTTTGATCTCCC 27 66 12 20 183 23 59,226 60,309 45,200 43,000 4,082,765 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 0 0 5 18 121 AGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatata AGGGAAGAGAAAGCTGGCAA TCCTCCTGTCCTCTGGAAGT 27 18 12 20 132 20 59,226 59,213 45,200 30,100 1,560,728 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 0 0 5 18 122 AAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatat AAGGGAAGAGAAAGCTGGCA TCCTCCTGTCCTCTGGAAGT 28 18 11 20 132 20 59,226 59,213 49,200 30,100 1,560,728 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 0 0 6 28 172 AAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatat AAGGGAAGAGAAAGCTGGCA CCCTGGATTTGTTTGATCTCCC 28 66 11 20 182 22 59,226 58,973 49,200 43,000 3,800,339 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22678:43343 1 59 36 15 1.5 AT TATATAATATATATATATATATATATATATATATAT NA 0 0 6 27 171 AGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatata AGGGAAGAGAAAGCTGGCAA CCCTGGATTTGTTTGATCTCCC 27 66 12 20 182 22 59,226 58,973 45,200 43,000 3,800,339 F 193 GAGGAGTGAAAAGGGAAGAGAAAGCTGGCAAAAGAAtttttAAatatatTAAAATAACtatataatatatatatatatatatatatatatatatAAAATTAGAAAAGCAAATACTTCCAGAGGACAGGAGGATAGCTAATGTAATTCTtatataCaaaaaGGGAGATCAAACAAATCCAGGGAACTATAGACC

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 11 33 240 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATGGTGATTGCGAGTCCTCATAT ATACATTATCATACACTCAGACACACG 106 33 1 21 240 27 57,607 59,137 17,800 44,900 11,255,962 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 33 240 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATGGTGATTGCGAGTCCTCATATG ATACATTATCATACACTCAGACACACG 105 33 1 22 240 27 58,937 59,137 17,800 44,900 10,925,636 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 33 240 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATGGTGATTGCGAGTCCTCATA ATACATTATCATACACTCAGACACACG 107 33 1 20 240 27 57,109 59,137 21,500 44,900 10,753,681 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 27 198 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG CACTCAGACACACGCACAGA 78 27 30 20 227 20 59,966 60,249 31,800 34,100 0.283090 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 98 CTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtCTGGAGGCTGCCATATGTGT GGACAGACACATGCACAGAC 3 2 105 20 202 20 59,818 58,848 37,200 35,100 1,333,729 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 99 ACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgt ACTGGAGGCTGCCATATGTG GGACAGACACATGCACAGAC 4 2 104 20 202 20 59,818 58,848 32,100 35,100 1,333,729 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 113 GCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTGCGAGTGGAAAGTGACTGGA GGACAGACACATGCACAGAC 18 2 90 20 202 20 59,966 58,848 38,600 35,100 1,185,172 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 173 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG GGACAGACACATGCACAGAC 78 2 30 20 202 20 59,966 58,848 31,800 35,100 1,185,726 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 174 GGGCGATCACATCCCTGTAGGAATGTATAACAGAT GGGCGATCACATCCCTGTAG GGACAGACACATGCACAGAC 79 2 29 20 202 20 59,966 58,848 27,400 35,100 1,185,726 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 199 GATTGCGAGTCCTCATATGGGGAGTGGGCGATCACGATTGCGAGTCCTCATATGGG GGACAGACACATGCACAGAC 103 2 4 21 202 20 58,307 58,848 40,000 35,100 3,844,737 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 200 TGATTGCGAGTCCTCATATGGGGAGTGGGCGATCA TGATTGCGAGTCCTCATATGGG GGACAGACACATGCACAGAC 103 2 3 22 202 20 59,962 58,848 40,000 35,100 3,189,309 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 1 173 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG GGACAGACACATGCACAGACA 78 1 30 20 202 21 59,966 60,541 31,800 34,100 1,575,074 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 1 200 TGATTGCGAGTCCTCATATGGGGAGTGGGCGATCA TGATTGCGAGTCCTCATATGGG GGACAGACACATGCACAGACA 103 1 3 22 202 21 59,962 60,541 40,000 34,100 3,578,657 B 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 25 196 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG CTCAGACACACGCACAGACA 78 25 30 20 225 20 59,966 60,249 31,800 34,100 0.283090 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 25 197 GGGCGATCACATCCCTGTAGGAATGTATAACAGAT GGGCGATCACATCCCTGTAG CTCAGACACACGCACAGACA 79 25 29 20 225 20 59,966 60,249 27,400 34,100 0.283090 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 13 124 GCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTGCGAGTGGAAAGTGACTGGA CACAGACACACGGACAGACA 18 13 90 20 213 20 59,966 59,898 38,600 34,100 0.135804 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 13 184 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG CACAGACACACGGACAGACA 78 13 30 20 213 20 59,966 59,898 31,800 34,100 0.136359 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 12 123 GCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTGCGAGTGGAAAGTGACTGGA ACAGACACACGGACAGACAC 18 12 90 20 212 20 59,966 59,898 38,600 36,700 0.135985 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 11 122 GCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTGCGAGTGGAAAGTGACTGGA CAGACACACGGACAGACACA 18 11 90 20 211 20 59,966 59,898 38,600 37,200 0.135804 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 11 182 GGCGATCACATCCCTGTAGGAATGTATAACAGATG GGCGATCACATCCCTGTAGG CAGACACACGGACAGACACA 78 11 30 20 211 20 59,966 59,898 31,800 37,200 0.136359 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:22749:24690 1 128 53 15 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 11 183 GGGCGATCACATCCCTGTAGGAATGTATAACAGAT GGGCGATCACATCCCTGTAG CAGACACACGGACAGACACA 79 11 29 20 211 20 59,966 59,898 27,400 37,200 0.136359 F 247 GGTGATTGCGAGTCCTCATATGGGGAGTGGGCGATCACATCCCTGTAGGAATGTATAACAGATGCCTCTGGGCGGAGTGCATGCCAGGGGCGAGTGGAAAGTGACTGGAGGCTGCCATATGTGTACCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtTTGTCTGTGCATGTGTCTGTCCgtgtgtCTGTGCgtgtgtCTGAGTGTATGATAATGtatataTCTG

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 12 14 160 GTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGGTCCTGGATGGTGTCAAGCT ATGTGTGAGTGTGTGCGTGA 76 14 7 20 166 20 59,674 60,179 37,400 43,500 0.505350 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 12 14 161 TGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGTGTCCTGGATGGTGTCAAGC ATGTGTGAGTGTGTGCGTGA 77 14 6 20 166 20 59,963 60,179 40,100 43,500 0.215818 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 12 6 90 TCACACTCCTGACTTGTGCCTTGTAGacacacacacacaTCACACTCCTGACTTGTGCC ATGTGTGAGTGTGTGCGTGA 6 14 77 20 166 20 59,893 60,179 50,100 43,500 0.285794 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 13 6 91 TCACACTCCTGACTTGTGCCTTGTAGacacacacacacaTCACACTCCTGACTTGTGCC TATGTGTGAGTGTGTGCGTGA 6 14 77 20 167 21 59,893 59,932 50,100 43,500 1,174,529 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 13 5 90 CACACTCCTGACTTGTGCCTTGTAGacacacacacacacCACACTCCTGACTTGTGCCT TATGTGTGAGTGTGTGCGTGA 5 14 78 20 167 21 59,893 59,932 47,500 43,500 1,175,277 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:23490:10820 1 103 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 9 156 TGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGTGTCCTGGATGGTGTCAAGC TGAGTGTGTGCGTGAGTGTG 77 9 6 20 161 20 59,963 60,806 40,100 38,200 0.842443 F 172 TGCCTTGTCCTGGATGGTGTCAAGCTTCTTGAGTGTTGTAGGAGCTGCACTCATCCAGGCCAAGGGGAGTATTCCATCACACTCCTGACTTGTGCCTTGTAGacacacacacacacacacacacacacacacGCACATGcacacaCTCACGcacacaCTcacacaTACAGAC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 1 1 13 0 169 TGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttC TGCCCACATCCCATGAAAGA ACGTGAGTGTGTGTGCTCG 42 0 77 20 245 19 59,297 60,589 25,200 50,300 2,292,420 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 180 CTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaCTTGCCAGAGATGCCCACAT ACGTGAGTGTGTGTGCTCG 53 0 66 20 245 19 60,395 60,589 32,100 50,300 1,984,242 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 180 CTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaCTTGCCAGAGATGCCCACA ACGTGAGTGTGTGTGCTCG 54 0 66 19 245 19 60,002 60,589 41,700 50,300 2,590,696 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 210 GGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCGGCAATTAGGGATGGGCAAC ACGTGAGTGTGTGTGCTCG 83 0 36 20 245 19 59,247 60,589 41,700 50,300 2,341,589 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 211 GGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGGGGCAATTAGGGATGGGCAA ACGTGAGTGTGTGTGCTCG 84 0 35 20 245 19 60,398 60,589 45,200 50,300 1,987,312 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 213 AAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTAAGGGCAATTAGGGATGGGC ACGTGAGTGTGTGTGCTCG 86 0 33 20 245 19 60,106 60,589 53,600 50,300 1,694,436 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 244 GctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGC GCTCTCTGAAATTGCCTAGCA ACGTGAGTGTGTGTGCTCG 116 0 2 21 245 19 58,363 60,589 34,900 50,300 4,225,761 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 245 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGG TGCTCTCTGAAATTGCCTAGCA ACGTGAGTGTGTGTGCTCG 116 0 1 22 245 19 60,027 60,589 34,900 50,300 3,615,846 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24180:46261 1 139 88 15 3 AC CACACACACACGCACACACACACACTCACGTGTGTGNA 0 0 13 0 245 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGG TGCTCTCTGAAATTGCCTAGC ACGTGAGTGTGTGTGCTCG 117 0 1 21 245 19 58,363 60,589 34,200 50,300 4,225,761 G 251 TGctctctGAAATTGCCTAGCAAGTTCTGTTCAAGGGCAATTAGGGATGGGCAACAAATGCTGGCCTTGCCAGAGATGCCCACATCCCATGAAAGAATTTaaaaaaaTCtttttCCTTCAGGCCTGACCTTACTCATGcacacacacaCGcacacacacacaCTCACgtgtgtgtATATacacacacacATACGCGcacacacacacacacacacacacacacacaCGAGcacacacaCTCACGtatataC

ST‐E00142:460:H2K7HCCXY:6:2209:24190:70645 1 22 87 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 1 1 15 0 136 agagagagCCagagagAAAGTgagagagagagagagagag AGAGAGAGCCAGAGAGAAAGT CTGGCTCTCTCGCTCTCTCG 0 8 1 21 136 20 57,544 61,775 26,600 40,400 5,231,420 G 148 agagagagCCagagagAAAGTgagagagagagagagagagagagagagagaGTgagagagagagagagagagagagagagaAagagagagTGTGCCagagagagagagACAGGGCGCgagagaGCgagagaGCCAGGGCTCGCAAGAG

ST‐E00142:460:H2K7HCCXY:6:2209:24190:70645 1 22 87 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 15 0 137 agagagagCCagagagAAAGTgagagagagagagagagag AGAGAGAGCCAGAGAGAAAGT CCTGGCTCTCTCGCTCTCTC 0 9 1 21 137 20 57,544 61,447 26,600 32,000 4,903,698 G 148 agagagagCCagagagAAAGTgagagagagagagagagagagagagagagaGTgagagagagagagagagagagagagagaAagagagagTGTGCCagagagagagagACAGGGCGCgagagaGCgagagaGCCAGGGCTCGCAAGAG

ST‐E00142:460:H2K7HCCXY:6:2209:24190:70645 1 22 87 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 15 0 137 agagagagCCagagagAAAGTgagagagagagagagagag AGAGAGAGCCAGAGAGAAAGT CCTGGCTCTCTCGCTCTCT 0 10 1 21 137 19 57,544 60,454 26,600 31,000 4,910,125 G 148 agagagagCCagagagAAAGTgagagagagagagagagagagagagagagaGTgagagagagagagagagagagagagagaAagagagagTGTGCCagagagagagagACAGGGCGCgagagaGCgagagaGCCAGGGCTCGCAAGAG

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 6 58 239 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT CGCTTAAGAAGTCAATAATCACGCT 58 100 1 26 239 25 57,367 59,994 18,900 50,700 13,638,854 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 58 239 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT CGCTTAAGAAGTCAATAATCACGC 58 101 1 26 239 24 57,367 58,809 18,900 53,400 13,824,134 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 58 246 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT TTCCCATCGCTTAAGAAGTCAA 58 110 1 26 246 22 57,367 57,720 18,900 31,800 12,913,511 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 58 246 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT TTCCCATCGCTTAAGAAGTCA 58 111 1 26 246 21 57,367 57,027 18,900 34,100 12,606,281 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 57 239 TGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGTGTTGTGACAAATTTGTTCTGTATTT TCGCTTAAGAAGTCAATAATCACGC 57 101 2 26 240 25 57,006 59,995 14,000 53,400 13,999,823 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 39 173 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT ATACGGCACCATCCAGTCAT 58 39 1 26 173 20 57,367 58,868 18,900 30,600 9,764,713 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 38 172 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT TACGGCACCATCCAGTCATT 58 38 1 26 172 20 57,367 59,091 18,900 25,700 9,541,985 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 37 171 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT ACGGCACCATCCAGTCATTA 58 37 1 26 171 20 57,367 59,091 18,900 19,000 9,541,985 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:25784:57477 1 85 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 7 58 245 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTCTGTTGTGACAAATTTGTTCTGTATT TCCCATCGCTTAAGAAGTCAA 58 110 1 26 245 21 57,367 57,027 18,900 31,800 12,606,281 F 283 CTGTTGTGACAAATTTGTTCTGTAtttttAGCCTTTCCTGtttttATTCCCAGCATATGAAGTTTTCtttttATTTAAACTGTAatatatatatatatatatatatatatatatACTTTATAAGAGTTGAGAGTACATTCTACAAGTTCTCTAATGACTGGATGGTGCCGTATAATGTTTGTTGAAGAAAATGTTATTTATTACTTCATGATAAAGCGTGATTATTGACTTCTTAAGCGATGGGaaaaaaCACAAACACATTCATTGTTTCTGGTATGCGTAC

ST‐E00142:460:H2K7HCCXY:6:2209:32075:6390 1 58 45 15 2 AC ACACACACACAGACGCACACACACACACACACACA NA 1 1 16 2 92 acacacAGACACAGGCAGACAGacacacacacAGACGcACACACAGACACAGGCAGAC ATGTATCTGTGTGTGTATGCCT 2 3 36 20 127 22 60,179 57,239 35,100 47,500 4,939,603 G 205 AACACAATGGGCGGAGCTCACAGACACAGACATacacacacAGACACAGGCAGACAGacacacacacAGACGcacacacacacacacacacacacacacacaGATAGGCATacacacacAGATACATACAGacacacacacacAGacacacacacacGGGCACGCGcacacacacacaGAACATGTGCGCATGcacacacacaGA

ST‐E00142:460:H2K7HCCXY:6:2209:32075:6390 1 58 45 15 2 AC ACACACACACAGACGCACACACACACACACACACA NA 0 0 16 1 91 cacacAGACACAGGCAGACAGacacacacacAGACGcaCACACAGACACAGGCAGACA ATGTATCTGTGTGTGTATGCCT 1 3 37 20 127 22 60,179 57,239 34,100 47,500 4,939,606 G 205 AACACAATGGGCGGAGCTCACAGACACAGACATacacacacAGACACAGGCAGACAGacacacacacAGACGcacacacacacacacacacacacacacacaGATAGGCATacacacacAGATACATACAGacacacacacacAGacacacacacacGGGCACGCGcacacacacacaGAACATGTGCGCATGcacacacacaGA

ST‐E00142:460:H2K7HCCXY:6:2209:32075:6390 1 58 45 15 2 AC ACACACACACAGACGCACACACACACACACACACA NA 0 0 16 0 90 acacAGACACAGGCAGACAGacacacacacAGACGcacACACAGACACAGGCAGACAG ATGTATCTGTGTGTGTATGCCT 0 3 38 20 127 22 59,894 57,239 35,100 47,500 4,866,123 G 205 AACACAATGGGCGGAGCTCACAGACACAGACATacacacacAGACACAGGCAGACAGacacacacacAGACGcacacacacacacacacacacacacacacaGATAGGCATacacacacAGATACATACAGacacacacacacAGacacacacacacGGGCACGCGcacacacacacaGAACATGTGCGCATGcacacacacaGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 16 1 103 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAA TCCTCCTCTATTTCCACACTGC 28 1 18 22 120 22 57,601 59,498 30,200 44,000 6,901,206 A 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 100 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAA TCCTCTATTTCCACACTGCG 28 0 18 22 117 20 57,601 57,327 30,200 51,800 7,072,444 A 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 16 0 101 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAA CTCCTCTATTTCCACACTGCG 28 0 18 22 118 21 57,601 58,455 30,200 51,800 6,944,168 A 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 17 28 153 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAA TCCTCTATTTGCACACTGGGT 28 52 18 22 170 21 57,601 59,015 30,200 45,100 6,384,642 F 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 17 27 153 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAAA TCCTCTATTTGCACACTGGGT 27 52 18 23 170 21 58,251 59,015 26,900 45,100 6,733,860 F 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:3833:58303 1 68 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 18 28 153 AGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGA AGAGTAGGTAACCCAGTCTGAA TCCTCTATTTGCACACTGGGTT 28 51 18 22 170 22 57,601 59,625 30,200 41,100 6,774,656 F 170 AATTAACCTAGTGAATTAGAGTAGGTAACCCAGTCTGAAAATAGAGGAGGAAAACAAGAAATAAATTagagagagagagagagagagagagagagagCGCAGTGTGGAAATAGAGGAGGAATGTAATTAATAAATGAAagagagGaaaaaCCCAGTGTGCAAATAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 14 26 166 CTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCCTCTCACCCTGAAGCGCC CTTCAGGGTGCGTGTTTGTG 26 72 32 18 197 20 60,125 59,971 65,300 33,300 2,154,651 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 11 105 CTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCCTCTCACCCTGAAGCGCC CAGGGTGTGTCTGTCTCAGG 26 11 32 18 136 20 60,125 59,680 65,300 38,600 2,445,078 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 16 16 156 GAAGCGCCCTcacacacacccccTGAAGCACCCTcacac GAAGCGCCCTCACACACA CTTCAGGGTGCGTGTTTGTG 16 72 42 18 197 20 60,281 59,971 37,200 33,300 2,310,097 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 18 158 CTGAAGCGCCCTcacacacacccccTGAAGCACCCTcac CTGAAGCGCCCTCACACA CTTCAGGGTGCGTGTTTGTG 18 72 40 18 197 20 59,969 59,971 37,200 33,300 2,060,313 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 15 101 CTGAAGCGCCCTcacacacacccccTGAAGCACCCTcac CTGAAGCGCCCTCACACA GCTTCAGGGTGTGTCTGTCT 18 15 40 18 140 20 59,969 59,605 37,200 34,100 2,425,577 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4777:24497 1 76 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 11 97 CTGAAGCGCCCTcacacacacccccTGAAGCACCCTcac CTGAAGCGCCCTCACACA CAGGGTGTGTCTGTCTCAGG 18 11 40 18 136 20 59,969 59,680 37,200 38,600 2,350,740 F 211 TGAAGTGCCCTcacacacacacacacacacaCTCTCACCCTGAAGCGCCCTcacacacacccccTGAAGCACCCTcacacacacacacacacacacacacacacaACCTGAAGCGCCCTGAGACAGacacacCCTGAAGCGCCCTCACACTCACGCACACGCCCTGAAGCGCCCTcacacaAACACGCACCCTGAAGCGCCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 4 0 135 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG TCATCCTCTGTGCCTCTCCA 0 65 13 20 147 20 59,603 59,958 36,600 38,600 0.438495 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 0 142 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG GTCACCCTCATCCTCTGTGC 0 72 13 20 154 20 59,603 60,108 36,600 45,700 0.504756 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 0 145 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CCTGTCACCCTCATCCTCTG 0 75 13 20 157 20 59,603 59,171 36,600 33,500 1,226,144 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 0 153 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CACACCTTCCTGTCACCCTC 0 83 13 20 165 20 59,603 59,965 36,600 43,000 0.432268 F 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 0 220 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG ACTTCACCATTCCTCTTCCTCT 0 148 13 20 232 22 59,603 58,474 36,600 36,900 3,922,673 B 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 0 136 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CTCATCCTCTGTGCCTCTCC 0 66 13 20 148 20 59,603 59,248 36,600 37,100 1,148,865 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 0 138 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CCCTCATCCTCTGTGCCTCT 0 68 13 20 150 20 59,603 60,690 36,600 36,900 1,087,222 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 0 146 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG TCCTGTCACCCTCATCCTCT 0 76 13 20 158 20 59,603 59,287 36,600 36,900 1,109,790 A 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 0 185 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG TTGTTCTCCCGCTCTCCTCT 0 115 13 20 197 20 59,603 60,252 36,600 36,900 0.648643 B 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 7 0 209 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CCTCTTCCTCTAAACCTTCACCT 0 136 13 20 221 23 59,603 59,159 36,600 40,000 4,238,066 B 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 7 0 210 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG TCCTCTTCCTCTAAACCTTCACC 0 137 13 20 222 23 59,603 59,161 36,600 40,200 4,235,714 B 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:4878:4280 1 33 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 8 0 177 AGACCCGGAACCTTTCAGTGatatatatatatatatatata AGACCCGGAACCTTTCAGTG CCGCTCTCCTCTCCTTTCAC 0 107 13 20 189 20 59,603 59,825 36,600 31,800 0.571428 B 248 AATAAACCCAAAAGACCCGGAACCTTTCAGTGatatatatatatatatatatatatatatatGAATTCAACTTCAAATTAAACATTGTTCATAACAGACAAGAAGGGGACAGAGGAAAGATGGATAATGGAGAGGCACAGAGGATGAGGGTGACAGGAAGgtgtgtGGAGTGAAAGGAGAGGAGAGCGGGAGAACAAAAGGTGAAGGTTTAGAGGAAGAGGAATGGTGAAGTATTAAAGTAACTGTGT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 9 58 240 CTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGCTGGCTGTTTCTCTGAATCGC GAGACAGAGTGCCACAGGAG 58 111 24 21 263 20 59,604 59,754 45,800 36,900 1,642,387 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 49 178 CTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGCTGGCTGTTTCTCTGAATCGC ACAACCGAGGGAGAGAGACA 58 49 24 21 201 20 59,604 59,887 45,800 34,100 1,508,907 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 58 239 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGC GAGACAGAGTGCCACAGGAG 58 111 25 20 263 20 58,557 59,754 45,800 36,900 1,688,855 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 0 128 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGC GGGCAGAGAGAGACAGAGAT 58 0 25 20 152 20 58,557 57,928 45,800 27,500 3,514,546 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 0 129 CTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGCTGGCTGTTTCTCTGAATCGC GGGCAGAGAGAGACAGAGAT 58 0 24 21 152 20 59,604 57,928 45,800 27,500 3,468,078 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 57 237 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT GACAGAGTGCCACAGGAGTG 57 109 25 21 261 20 59,998 60,320 49,300 35,100 1,322,677 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 57 238 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT AGACAGAGTGCCACAGGAGT 57 110 25 21 262 20 59,998 60,471 49,300 38,500 1,473,263 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 57 239 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT GAGACAGAGTGCCACAGGAG 57 111 25 21 263 20 59,998 59,754 49,300 36,900 1,248,516 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 57 240 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT GGAGACAGAGTGCCACAGGA 57 112 25 21 264 20 59,998 61,188 49,300 38,600 2,190,648 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 57 242 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT AGGGAGACAGAGTGCCACA 57 115 25 21 266 19 59,998 60,152 49,300 41,700 2,154,677 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 49 177 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT ACAACCGAGGGAGAGAGACA 57 49 25 21 201 20 59,998 59,887 49,300 34,100 1,115,036 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 18 146 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT AAAGATCGAGAGGGACAGGG 57 18 25 21 170 20 59,998 58,509 49,300 44,500 2,493,004 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 18 147 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT CAAAGATCGAGAGGGACAGGG 57 18 25 21 171 21 59,998 59,862 49,300 44,500 2,140,302 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 18 148 CTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGCTGGCTGTTTCTCTGAATCGC CAAAGATCGAGAGGGACAGGG 58 18 24 21 171 21 59,604 59,862 45,800 44,500 2,534,173 B 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 0 128 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT GGGCAGAGAGAGACAGAGAT 57 0 25 21 152 20 59,998 57,928 49,300 27,500 3,074,207 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:5680:25675 1 103 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 46 174 TGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTG TGGCTGTTTCTCTGAATCGCT ACCGAGGGAGAGAGACAGAG 57 46 25 21 198 20 59,998 59,745 49,300 33,500 1,257,177 F 266 ATTCTGTCTGCctctctctctGTCTGGCTGTTTCTCTGAATCGCTCCTtctctcTAAGTCTGActctctGTTTCTTTGtctctcTTTCTCACTCTCCATCACctctctctctctctctctctctctctctctATCTCTGtctctctcTGCCCCTGTCCCTCTCGATCTTTGTCTGtctctcTGtctctctcCCTCGGTTGTACCTTTCACTCTCACACCCATTTTCCTCGTCCATGtctctcACTCCTGTGGCACTCTGTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 72 81 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGCGC NA 0 1 14 4 127 gtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgt GTGTGTCTGAGGGCGCTT CTGAGAGCGGAAGAGCGAC 5 4 49 18 175 19 59,969 60,227 46,800 51,900 3,257,710 G 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 72 81 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGCGC NA 0 0 15 4 127 gtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgt GTGTGTCTGAGGGCGCTTC CTGAGAGCGGAAGAGCGAC 4 4 49 19 175 19 61,030 60,227 38,600 51,900 3,256,391 G 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2209:6086:19487 1 72 81 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGCGC NA 0 0 17 2 125 gtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgt GTGTCTGAGGGCGCTTCAG CTGAGAGCGGAAGAGCGAC 2 4 51 19 175 19 60,740 60,227 30,200 51,900 2,966,109 G 193 CAGGgtgtgtGCgtgtgtgtgtCtgtgtgtgAGGGCGCTTCAgggggtgtgtgTCTGAGGGCGCTTCAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCGTGTGGGGgtgtgtgtgtGGGCGAGCGCGATCGGgtgtgtgtgtgtGCGCGTCGCTCTTCCGCTCTCAGGgtgtgtgtgtGAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 3 5 97 AGGTTGGATGATCAGTTGAATGCTTGTCcacacacac AGGTTGGATGATCAGTTGAATGC CAGTGGGATGTTGTGAATTCCA 5 17 12 23 108 22 59,302 58,844 35,600 35,300 6,854,334 A 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 4 96 GGTTGGATGATCAGTTGAATGCTTGTCcacacacacacGGTTGGATGATCAGTTGAATGCT CAGTGGGATGTTGTGAATTCCA 4 17 13 23 108 22 59,302 58,844 37,900 35,300 6,854,334 A 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 4 97 GGTTGGATGATCAGTTGAATGCTTGTCcacacacacacGGTTGGATGATCAGTTGAATGCT ACAGTGGGATGTTGTGAATTCC 4 18 13 23 109 22 59,302 58,843 37,900 30,100 6,855,127 A 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 100 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA CAGTGGGATGTTGTGAATTCCA 9 17 9 22 108 22 59,088 58,844 31,800 35,300 6,068,589 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 101 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA ACAGTGGGATGTTGTGAATTCCA 9 17 9 22 109 23 59,088 60,436 31,800 35,300 6,348,620 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 101 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA ACAGTGGGATGTTGTGAATTCC 9 18 9 22 109 22 59,088 58,843 31,800 30,100 6,069,382 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 176 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA GCGAGTGTTCAAGTGCACTG 9 95 9 22 184 20 59,088 60,042 31,800 36,600 2,954,134 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 178 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA GTGCGAGTGTTCAAGTGCAC 9 97 9 22 186 20 59,088 60,316 31,800 45,700 3,228,491 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 9 182 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA ACTGGTGCGAGTGTTCAAGT 9 101 9 22 190 20 59,088 59,822 31,800 31,600 3,090,364 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 9 193 cCAGGTTGGATGATCAGTTGAATGCTTGTCcacacac CCAGGTTGGATGATCAGTTGA AGACACACTCACACTGGTGC 9 113 10 21 202 20 57,645 60,179 31,800 50,100 3,534,021 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 9 194 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGA AGACACACTCACACTGGTGC 9 113 9 22 202 20 59,088 60,179 31,800 50,100 3,091,368 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:10795:30984 1 40 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 8 194 tcCAGGTTGGATGATCAGTTGAATGCTTGTCcacaca TCCAGGTTGGATGATCAGTTGAA AGACACACTCACACTGGTGC 8 113 9 23 202 20 59,670 60,179 26,900 50,100 3,509,478 F 237 TGTGtctctcCAGGTTGGATGATCAGTTGAATGCTTGTCcacacacacacacacacacacacacacacaTAGAAAACACGTGTACGTGGAATTCACAACATCCCACTGTAAATGCTGTAATTTCtttttCAGGTTGTGTAACTAGGTCAAGCTCTTTGCACAGTCAGTGCACTTGAACACTCGCACCAGTGTGAgtgtgtCTCAGTGCTTTTCCAGTCATATAGATGAGTGAttttt

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 1 10 0 99 ACTATCTGTTGctctctctCCAtctctctctctcCCTCTCAct ACTATCTGTTGCTCTCTCTCCA TCAGAGGGAGAAGGCAGTGT 0 8 82 22 180 20 58,025 60,179 38,600 35,500 4,153,640 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 101 ACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCAACACTATCTGTTGCTCTCTCTCC TCAGAGGGAGAAGGCAGTGT 1 8 80 23 180 20 59,301 60,179 37,100 35,500 3,877,959 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 100 CACTATCTGTTGctctctctCCAtctctctctctcCCTCTCAc CACTATCTGTTGCTCTCTCTCCA TCAGAGGGAGAAGGCAGTGT 0 8 81 23 180 20 59,301 60,179 38,600 35,500 3,877,459 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 0 13 7 143 tctctcACACTATCTGTTGctctctctCCAtctctctctctcCC TCTCTCACACTATCTGTTGCTCT ACCACCTTATATTAAACACTCACCCA 7 38 74 23 216 26 58,660 60,012 40,900 45,100 10,352,080 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 141 tctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCTCACACTATCTGTTGCTCTCT ACCACCTTATATTAAACACTCACCCA 5 38 76 23 216 26 58,660 60,012 31,000 45,100 10,352,080 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 104 49 15 2 AG TCTCTCTCTCTCCCTCTCACTCTCTCTCTCTCTCTCTCTNA 0 0 14 4 141 tctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCTCACACTATCTGTTGCTCTCTC ACCACCTTATATTAAACACTCACCCA 4 38 76 24 216 26 59,602 60,012 32,000 45,100 10,410,063 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 1 7 3 168 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCAA TCAGAGGGAGAAGGCAGTGT 3 8 13 23 180 20 58,784 60,179 36,700 35,500 4,394,829 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 0 7 3 204 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCAA ACCACCTTATATTAAACACTCACCCA 3 38 13 23 216 26 58,784 60,012 36,700 45,100 10,228,241 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 0 8 4 168 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA TCAGAGGGAGAAGGCAGTGT 4 8 13 22 180 20 58,166 60,179 36,700 35,500 4,012,652 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 0 8 4 204 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA ACCACCTTATATTAAACACTCACCCA 4 38 13 22 216 26 58,166 60,012 36,700 45,100 9,846,065 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 0 8 4 205 AGtctctcACTCACACTAACCAATCCctctctctctctctctc AGTCTCTCACTCACACTAACCA CACCACCTTATATTAAACACTCACCC 4 39 13 22 217 26 58,166 59,682 36,700 46,100 10,151,625 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:4175 1 39 114 15 3 AG CTCTCTCTCTCTCTCTCTCTCACTCTATCTCTCTATCT NA 0 0 10 0 166 tctctcACTCACACTAACCAATCCctctctctctctctctctct TCTCTCACTCACACTAACCAATCC TCAGAGGGAGAAGGCAGTGT 0 8 15 24 180 20 59,779 60,179 30,100 35,500 4,399,742 G 242 GAGCTGACACAGAGtctctcACTCACACTAACCAATCCctctctctctctctctctctCACTCTAtctctcTAtctctcACACTATCTGTTGctctctctCCAtctctctctctcCCTCTCActctctctctctctctctctctctctctctCAATCTCAACACTGCCTTCTCCCTCTGAAGGTGTTCTCTGGGTGAGTGTTTAATATAAGGTGGTGTTTGTCAGTATATTTTCGATGCTCT

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 2 19 203 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG CGAGGTGGCCTTCGCATAAT 19 114 4 20 206 20 59,602 60,533 36,600 12,800 0.930803 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 19 268 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG GGTCGAGCTAAGGTGTTGGG 19 179 4 20 271 20 59,602 60,391 36,600 41,200 0.789203 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 19 241 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG AACACCGTCCTTGCATTTGC 19 152 4 20 244 20 59,602 59,968 36,600 36,800 0.429934 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 19 267 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG GTCGAGCTAAGGTGTTGGGT 19 178 4 20 270 20 59,602 59,679 36,600 45,100 0.718638 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 18 239 TGGGAGTGacacacATGGCAGACGGCATGCGATACATGGGAGTGACACACATGGC AACACCGTCCTTGCATTTGC 18 152 6 19 244 20 59,927 59,968 44,000 36,800 1,105,019 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 17 238 GGGAGTGacacacATGGCAGACGGCATGCGATACACGGGAGTGACACACATGGCA AACACCGTCCTTGCATTTGC 17 152 7 19 244 20 59,927 59,968 49,200 36,800 1,105,019 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 19 177 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG GAAAGTGAGGGTCGGAAGGG 19 88 4 20 180 20 59,602 60,036 36,600 39,500 0.434234 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 18 176 CTGGGAGTGacacacATGGCAGACGGCATGCGATACCTGGGAGTGACACACATGGC GAAAGTGAGGGTCGGAAGGG 18 88 5 20 180 20 60,957 60,036 44,000 39,500 0.993689 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 19 134 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG TCTCCTCTCCTGGCCTGTTT 19 45 4 20 137 20 59,602 60,179 36,600 28,300 0.576832 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 19 135 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG TTCTCCTCTCCTGGCCTGTT 19 46 4 20 138 20 59,602 60,179 36,600 31,600 0.576832 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 19 136 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG TTTCTCCTCTCCTGGCCTGT 19 47 4 20 139 20 59,602 60,179 36,600 40,000 0.576832 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:16122:5089 1 43 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 19 157 ACTGGGAGTGacacacATGGCAGACGGCATGCGATAACTGGGAGTGACACACATGG GGTTGCCTTTCAGCCTGGAT 19 68 4 20 160 20 59,602 60,613 36,600 34,100 1,010,952 F 283 GAGACTGGGAGTGacacacATGGCAGACGGCATGCGATACACcacacacacacacacacacacacacacacaCCAGACAAACTTcccccccccAccccccccaaaaaCCCACCCACAAAACAGGCCAGGAGAGGAGaaaaaTCCAGGCTGAAAGGCAAcccccTTCCGACCCTCACTTTCATGTGAATTATGCGAAGGCCACCTCGGAATGTGCGCCTCCAGGGGCAAATGCAAGGACGGTGTTAGTTAAACCCAACACCTTAGCTCGACCGCAGCCCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 1 1 9 24 234 TGAGACAGCGTTTGTGACAGAAACTGAGACATAGATGAGACAGCGTTTGTGACAGA GACTGCCTGTCTCACTATCTTT 108 24 4 21 237 22 59,864 57,536 34,100 25,200 5,600,179 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 24 236 ACTGAGACAGCGTTTGTGACAGAAACTGAGACATA ACTGAGACAGCGTTTGTGACA GACTGCCTGTCTCACTATCTTT 110 24 2 21 237 22 60,135 57,536 35,800 25,200 5,598,887 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 24 237 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATGACTGAGACAGCGTTTGTGAC GACTGCCTGTCTCACTATCTTT 111 24 1 21 237 22 59,477 57,536 36,700 25,200 5,987,164 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 5 130 GCGAGGGAGAATTTCAGCCAGAGAAagagagagaga GCGAGGGAGAATTTCAGCCA GACTGCCTGTCTCACTATCTTT 5 24 108 20 237 22 60,393 57,536 47,500 25,200 4,857,067 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 4 129 CGAGGGAGAATTTCAGCCAGAGAAagagagagagagaCGAGGGAGAATTTCAGCCAG GACTGCCTGTCTCACTATCTTT 4 24 109 20 237 22 58,339 57,536 48,500 25,200 6,125,410 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 3 129 CGAGGGAGAATTTCAGCCAGAGAAagagagagagagaCGAGGGAGAATTTCAGCCAGA GACTGCCTGTCTCACTATCTTT 3 24 109 21 237 22 59,792 57,536 38,600 25,200 5,672,121 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 10 24 164 GACAGCAAGGGTGAGAATGAAAGAGATTgagagaG GACAGCAAGGGTGAGAATGA GACTGCCTGTCTCACTATCTTT 39 24 74 20 237 22 57,520 57,536 25,700 25,200 6,943,635 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 10 24 165 AGACAGCAAGGGTGAGAATGAAAGAGATTgagaga AGACAGCAAGGGTGAGAATGAA GACTGCCTGTCTCACTATCTTT 38 24 73 22 237 22 59,627 57,536 25,700 25,200 6,837,238 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 59 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 11 24 165 AGACAGCAAGGGTGAGAATGAAAGAGATTgagaga AGACAGCAAGGGTGAGAATGA GACTGCCTGTCTCACTATCTTT 39 24 73 21 237 22 59,019 57,536 25,700 25,200 6,444,834 D 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 1 7 15 192 AGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAA AGGATTGTGTGTGAGACAGCA GTCTCACTCTCTCAGACTGCC 52 15 60 21 251 21 59,582 59,528 44,100 48,500 2,889,997 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 8 5 139 GCGAGGGAGAATTTCAGCCAGAGAAagagagagaga GCGAGGGAGAATTTCAGCCA ACTCTCTCAGACTGCCTGTC 5 11 108 20 246 20 60,393 58,455 47,500 35,100 1,937,721 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 8 3 139 CGAGGGAGAATTTCAGCCAGAGAAagagagagagagaCGAGGGAGAATTTCAGCCAGA CACTCTCTCAGACTGCCTGT 3 12 109 21 247 20 59,792 58,744 38,600 40,000 2,463,934 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 14 191 AGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAA AGGATTGTGTGTGAGACAGCA TCTCACTCTCTCAGACTGCCT 52 14 60 21 250 21 59,582 59,646 44,100 47,500 2,771,548 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 13 190 AGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAA AGGATTGTGTGTGAGACAGCA CTCACTCTCTCAGACTGCCTG 52 13 60 21 249 21 59,582 59,526 44,100 48,500 2,891,194 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 12 247 ACTGAGACAGCGTTTGTGACAGAAACTGAGACATA ACTGAGACAGCGTTTGTGACA TCACTCTCTCAGACTGCCTGT 110 12 2 21 248 21 60,135 60,203 35,800 40,000 2,337,807 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 11 244 TGAGACAGCGTTTGTGACAGAAACTGAGACATAGATGAGACAGCGTTTGTGACAGA CACTCTCTCAGACTGCCTGTC 108 11 4 21 247 21 59,864 59,798 34,100 35,100 2,338,224 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 11 246 ACTGAGACAGCGTTTGTGACAGAAACTGAGACATA ACTGAGACAGCGTTTGTGACA CACTCTCTCAGACTGCCTGTC 110 11 2 21 247 21 60,135 59,798 35,800 35,100 2,336,932 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 6 141 aGCGAGGGAGAATTTCAGCCAGAGAAagagagagag AGCGAGGGAGAATTTCAGCC CACTCTCTCAGACTGCCTGTC 6 11 107 20 247 21 60,107 59,798 48,500 35,100 1,309,573 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 9 3 139 CGAGGGAGAATTTCAGCCAGAGAAagagagagagagaCGAGGGAGAATTTCAGCCAGA CACTCTCTCAGACTGCCTGTC 3 11 109 21 247 21 59,792 59,798 38,600 35,100 2,410,166 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 10 12 181 gtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgaGTGTGAGACAGCAAGGGTGA TCACTCTCTCAGACTGCCTGT 45 12 68 20 248 21 59,893 60,203 40,200 40,000 1,309,696 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19157:42200 1 133 83 15 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACNA 0 0 10 11 180 gtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgaGTGTGAGACAGCAAGGGTGA CACTCTCTCAGACTGCCTGTC 45 11 68 20 247 21 59,893 59,798 40,200 35,100 1,308,822 G 252 GACTGAGACAGCGTTTGTGACAGAAACTGAGACATAGATTGAGAagagagACAGAATGAAGGATtgtgtgtgAGACAGCAAGGGTGAGAATGAAAGAGATTgagagaGCGAGGGAGAATTTCAGCCAGAGAAagagagagagagagagagagagagagagagGACAGAGGGAGAGGAagagagagagagagCAACGgagagagagagaCagagagAAAGATAGTGAGACAGGCAGTCTgagagaGTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 1 1 1 2 97 AGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgt AGCATGTGATCAGCAGACTGT TCAGGAGTTCGACACACACG 2 3 113 21 209 20 59,722 59,970 35,500 44,900 1,308,648 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 2 3 172 AGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaa AGGACTGCATTAGCCCAAGC TCAGGAGTTCGACACACACG 78 3 38 20 209 20 60,395 59,970 40,100 44,900 0.425134 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 2 3 175 GTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCGTGAGGACTGCATTAGCCCA TCAGGAGTTCGACACACACG 81 3 35 20 209 20 59,747 59,970 53,600 44,900 0.283279 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 2 3 176 GGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGG GGTGAGGACTGCATTAGCCC TCAGGAGTTCGACACACACG 82 3 34 20 209 20 60,465 59,970 51,900 44,900 0.494789 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 2 2 96 GCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtg GCATGTGATCAGCAGACTGT TCAGGAGTTCGACACACACG 2 3 114 20 209 20 58,265 59,970 35,500 44,900 1,765,622 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 2 1 96 GCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtg GCATGTGATCAGCAGACTGTC TCAGGAGTTCGACACACACG 1 3 114 21 209 20 59,335 59,970 35,100 44,900 1,694,895 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 4 3 209 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGCAGGTCCATAATAATAGAGTTGG TCAGGAGTTCGACACACACG 109 3 1 26 209 20 60,240 59,970 37,700 44,900 6,270,237 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 5 3 207 GCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGCAGGTCCATAATAATAGAGTTGGC TCAGGAGTTCGACACACACG 108 3 3 25 209 20 59,587 59,970 45,200 44,900 5,443,139 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:19695:55016 1 136 51 15 2 AC TGTGTGTGTGTGTGTGTGCGCGTGTGTGTGTGTGT NA 0 0 5 3 208 GGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGCAGGTCCATAATAATAGAGTTGG TCAGGAGTTCGACACACACG 109 3 2 25 209 20 59,060 59,970 37,700 44,900 5,970,705 G 222 AGGCAGGTCCataataataGAGTTGGCACTAAGGGTGAGGACTGCATTAGCCCAAGCAGGCAAAAGGCCTaaaaaCCTTATTGTGTCGTCACTGAAGGAAGTTATGTTATTTAGCATGTGATCAGCAGACTGTCAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgtgtgtgtCGAACTCCTGAGTTAGATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:21166:6091 1 40 66 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 1 1 12 16 177 TTTGCATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgTTTGCATGTGTCAGTGTGCG GGTGGTCGATAAATGCTGGGA 16 54 4 20 180 21 59,971 60,134 53,400 43,700 1,163,387 G 192 GTGTTTGCATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGCGTGTCtgtgtgtgtgtgTCtgtgtgCAACtgtgtgTTTATTTTAATGCAttttttAAGGAAtgtgtgTTTCACTGTCTATCCCAGCATTTATCGACCACCCCTAATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:21166:6091 1 40 66 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 12 16 177 TTTGCATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgTTTGCATGTGTCAGTGTGCG GGTGGTCGATAAATGCTGGG 16 55 4 20 180 20 59,971 58,691 53,400 44,500 1,338,165 G 192 GTGTTTGCATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGCGTGTCtgtgtgtgtgtgTCtgtgtgCAACtgtgtgTTTATTTTAATGCAttttttAAGGAAtgtgtgTTTCACTGTCTATCCCAGCATTTATCGACCACCCCTAATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:21166:6091 1 40 66 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGC NA 0 0 14 12 173 CATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgtgtgt CATGTGTCAGTGTGCGTGTG GGTGGTCGATAAATGCTGGGA 12 54 8 20 180 21 60,042 60,134 38,200 43,700 1,176,145 G 192 GTGTTTGCATGTGTCAGTGTGCgtgtgtGCGTGTGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCCTGTGCGTGTCtgtgtgtgtgtgTCtgtgtgCAACtgtgtgTTTATTTTAATGCAttttttAAGGAAtgtgtgTTTCACTGTCTATCCCAGCATTTATCGACCACCCCTAATTGCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 210 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 1 109 ccctccctcAGCCTGTCATACAATGtctctcCCACTTGGT CCCTCCCTCAGCCTGTCATA GGTGGAAGAGAGGAGAGAGGA 37 1 153 20 261 21 60,399 59,713 21,500 37,100 1,685,644 F 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 210 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 1 118 CCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCCCTCTTCCTCCCTCCCTCAG GGTGGAAGAGAGGAGAGAGGA 46 1 144 20 261 21 60,398 59,713 33,500 37,100 1,684,934 F 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 210 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 1 120 TTCCTCTTcctccctccctcAGCCTGTCATACAATGtctct TTCCTCTTCCTCCCTCCCTC GGTGGAAGAGAGGAGAGAGGA 48 1 142 20 261 21 59,660 59,713 43,000 37,100 1,626,761 F 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 1 9 1 215 CGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTACGCTCCAGGGATATGCAGTT GGTGGAAGAGAGGAGAGAGGA 21 1 47 20 261 21 59,893 59,713 31,600 37,100 1,394,009 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 1 227 GTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTG GTGGGTAGCTTACGCTCCAG GGTGGAAGAGAGGAGAGAGGA 33 1 35 20 261 21 60,179 59,713 38,600 37,100 1,465,661 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 1 229 GAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTC GAGTGGGTAGCTTACGCTCC GGTGGAAGAGAGGAGAGAGGA 35 1 33 20 261 21 59,897 59,713 47,000 37,100 1,389,216 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 1 244 ACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAACTGTCCCAATCTGAGAGTGG GGTGGAAGAGAGGAGAGAGGA 49 1 18 21 261 21 59,095 59,713 40,000 37,100 3,191,768 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 1 252 TGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTTGCCATGTACTGTCCCAATCT GGTGGAAGAGAGGAGAGAGGA 57 1 10 21 261 21 59,085 59,713 24,000 37,100 3,202,043 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:21389:54823 1 88 152 15 3 AG TCTCTCTCTCTCTCTCTCTCATGCGCTCTCTCTCATCT NA 0 0 9 1 256 TCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTA TCTTTGCCATGTACTGTCCCA GGTGGAAGAGAGGAGAGAGGA 61 1 6 21 261 21 59,298 59,713 43,700 37,100 2,988,955 G 263 GTGTCTCTTTGCCATGTACTGTCCCAATCTGAGAGTGGGTAGCTTACGCTCCAGGGATATGCAGTTCTGAATTTGCATGCTAGGCTAtctctctctctctctctctcATGCGctctctctCAtctctcAtctctctctcTTTTCCTCTTcctccctccctcAGCCTGTCATACAATGtctctcCCACTTGGTCTGTCATATGACCTCTTtctctctctctctctctctctctctctctcGTCctctctCctctctTCCACCCC

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 2 19 132 TGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTTGTGCACTGAAACTGAGGGAG GGCGACAGTTCTCACAGGAA 19 42 130 21 261 20 60,203 59,966 43,000 33,600 1,236,191 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 18 130 TGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATGCACTGAAACTGAGGGAGT GGCGACAGTTCTCACAGGAA 18 42 132 20 261 20 58,868 59,966 38,500 33,600 1,165,142 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 42 189 TGACATGTCCTGACGGTTGTTGAGAAGGAAAATGA TGACATGTCCTGACGGTTGT GGCGACAGTTCTCACAGGAA 77 42 73 20 261 20 59,244 59,966 33,200 33,600 0.789798 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 20 132 TGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTTGTGCACTGAAACTGAGGGA GGCGACAGTTCTCACAGGAA 20 42 130 20 261 20 59,163 59,966 42,000 33,600 0.870110 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 42 181 CCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTT CCTGACGGTTGTTGAGAAGGA GGCGACAGTTCTCACAGGAA 68 42 81 21 261 20 59,930 59,966 33,600 33,600 1,103,638 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 42 192 CACTGACATGTCCTGACGGTTGTTGAGAAGGAAAA CACTGACATGTCCTGACGGT GGCGACAGTTCTCACAGGAA 80 42 70 20 261 20 59,682 59,966 48,300 33,600 0.351945 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 42 193 TCACTGACATGTCCTGACGGTTGTTGAGAAGGAAA TCACTGACATGTCCTGACGG GGCGACAGTTCTCACAGGAA 81 42 69 20 261 20 59,397 59,966 47,900 33,600 0.636569 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 42 241 GTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGGTGAGGCCAGGCTGAACAG GGCGACAGTTCTCACAGGAA 130 42 21 19 261 20 60,674 59,966 31,600 33,600 1,707,169 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 20 170 CACTGACATGTCCTGACGGTTGTTGAGAAGGAAAA CACTGACATGTCCTGACGGT TGCCTCTCATCATTCCCACC 80 20 70 20 239 20 59,682 59,452 48,300 46,100 0.866472 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 51 244 GCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCAGCCAGGCTGAACAGGGTTAA GAGAGCAGGGCGACAGTTC 124 51 26 20 269 19 60,251 60,447 20,100 30,100 1,698,130 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 49 242 GCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCAGCCAGGCTGAACAGGGTTAA GAGCAGGGCGACAGTTCTC 124 49 26 20 267 19 60,251 60,447 20,100 28,700 1,698,130 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:23317:60378 1 170 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 42 236 GCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCAGCCAGGCTGAACAGGGTTAA GGCGACAGTTCTCACAGGAA 124 42 26 20 261 20 60,251 59,966 20,100 33,600 0.284669 B 279 GTCTGGCCGGGGTTGTGAGCGTGAGGCCAGGCTGAACAGGGTTAAAATGGCTGTGATGCACATGATATTCACTGACATGTCCTGACGGTTGTTGAGAAGGAAAATGAGCTCCTTTGTAAATCTCCTCACTGTGCACTGAAACTGAGGGAGTTCAGATCTCACTCTGATCcacacacacacacacacacacacacacacaTGGTTTGAAAGCcacacaAAGGTGGGAATGATGAGAGGCAAGTTCCTGTGAGAACTGTCGCCCTGCTCTCCCCACAGTGA

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 19 189 GCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGACA GCAAGGCAAAGCTTCCAGTC 19 98 31 22 219 20 58,916 60,039 34,100 35,100 3,122,840 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 18 189 GCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGACAG GCAAGGCAAAGCTTCCAGTC 18 98 31 23 219 20 59,872 60,039 35,100 35,100 3,167,042 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 137 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA TGTGAGCACAAGGTCCCATC 21 44 29 22 165 20 59,690 59,963 34,100 35,100 2,346,487 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 140 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA CAATGTGAGCACAAGGTCCC 21 47 29 22 168 20 59,690 59,116 34,100 44,600 3,193,588 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 191 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA GCAAGGCAAAGCTTCCAGTC 21 98 29 22 219 20 59,690 60,039 34,100 35,100 2,348,556 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 244 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA CCCAGAGTTGTCTTTCACAGT 21 150 29 22 272 21 59,690 57,800 34,100 35,500 5,509,635 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 244 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA CCCAGAGTTGTCTTTCACAGTG 21 149 29 22 272 22 59,690 59,125 34,100 36,600 5,184,456 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 20 190 GGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGAC GCAAGGCAAAGCTTCCAGTC 20 98 30 22 219 20 59,575 60,039 35,100 35,100 2,463,757 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 20 243 GGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGAC CCCAGAGTTGTCTTTCACAGTG 20 149 30 22 272 22 59,575 59,125 35,100 36,600 5,299,657 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 11 103 GGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGAC GGTGAAACACAGGCTTGCTG 20 11 30 22 132 20 59,575 59,969 35,100 44,100 2,456,135 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 11 104 AGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA GGTGAAACACAGGCTTGCTG 21 11 29 22 132 20 59,690 59,969 34,100 44,100 2,340,933 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24515:34746 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 21 190 GGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGCATCCCTGAATTTCACAGA GCAAGGCAAAGCTTCCAGTC 21 98 30 21 219 20 58,273 60,039 34,100 35,100 2,765,622 A 280 CAGGACCAGATTGGAAAATTCTCCTAAAAGGCATCCCTGAATTTCACAGACAGATCAGTCTGCTAGGATCCgagagagagagagagagagagagagagagaGCTGATAGGGGCAGCAAGCCTGTGTTTCACCATGCGGGAATGTGGATGGGACCTTGTGCTCACATTGAAAAGACCAGTTTTGTGAGGATTTAAAACAAGACTGGAAGCTTTGCCTTGCTTGAATTAAAGGGATGACCCAGGAGAACCTTCACTGTGAAAGACAACTCTGGGGTTAAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 8 48 245 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGACTGAGTGCATGTTAGATTGAAT GTCCTCACGTGCAATTGTGT 48 123 1 24 245 20 57,325 59,056 25,700 37,200 7,619,080 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 48 247 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGACTGAGTGCATGTTAGATTGAAT CAGTCCTCACGTGCAATTGTG 48 124 1 24 247 21 57,325 60,070 25,700 33,300 7,744,398 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 48 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGACTGAGTGCATGTTAGATTGAAT CACAGTCCTCACGTGCAATTG 48 126 1 24 249 21 57,325 60,070 25,700 23,200 7,744,398 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 155 CTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgCTTGTGTGTGCGTGCGTC AGCCACAAATTCCAACATTCCG 6 79 49 18 203 22 60,053 60,029 51,900 43,000 4,082,226 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 159 CTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgCTTGTGTGTGCGTGCGTC GCCTAGCCACAAATTCCAACA 6 84 49 18 207 21 60,053 59,108 51,900 33,300 3,945,590 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 197 CTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgCTTGTGTGTGCGTGCGTC GTCCTCACGTGCAATTGTGT 6 123 49 18 245 20 60,053 59,056 51,900 37,200 2,997,502 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 199 CTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgCTTGTGTGTGCGTGCGTC CAGTCCTCACGTGCAATTGTG 6 124 49 18 247 21 60,053 60,070 51,900 33,300 3,122,820 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 201 CTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgCTTGTGTGTGCGTGCGTC CACAGTCCTCACGTGCAATTG 6 126 49 18 249 21 60,053 60,070 51,900 23,200 3,122,820 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 186 tgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtg TGTGCGTGCGTCTGTCTC CACGTGCAATTGTGTATGGGA 0 117 55 18 240 21 60,355 59,190 33,600 43,700 4,164,204 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 107 GTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGGTGAGTGTCTGAACATGTGACA ACACACACTCCAAGACACACA 24 10 27 22 133 21 58,543 59,722 35,800 37,200 4,735,076 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 108 TGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCTGTGAGTGTCTGAACATGTGACA ACACACACTCCAAGACACACA 24 10 26 23 133 21 60,119 59,722 35,800 37,200 4,396,653 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:27194:39352 1 73 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 108 TGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCTGTGAGTGTCTGAACATGTGAC ACACACACTCCAAGACACACA 25 10 26 22 133 21 58,543 59,722 36,700 37,200 4,735,076 F 249 GACTGAGTGCATGTTAGATTGAATTTGTGAGTGTCTGAACATGTGACACTtgtgtgtgCGTGCGTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGCATTtgtgtgTCTTGGAgtgtgtgtATGTTtgtgtgtgTTCGTGATAGACATAtttttCAAAATCAttttttACGGAATGTTGGAATTTGTGGCTAGGCCAGAGtttttATTCCCATACACAATTGCACGTGAGGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 2 78 231 AAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGAAGATCTCGCAGTCCAGCAC GACAATAGGTCACTTCGACTACT 80 78 54 20 284 23 60,108 57,436 44,000 25,700 5,672,473 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 2 78 267 ACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTACGTAATAGCGCGACTGGAG GACAATAGGTCACTTCGACTACT 116 78 18 20 284 23 59,971 57,436 38,600 25,700 5,593,083 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 2 65 216 AGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAAGCACGTTAACTCCTACGCC GACAATAGGTCACTTCGACTACT 65 78 69 20 284 23 60,109 57,436 56,800 25,700 5,672,993 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 2 55 206 CTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTT CTCCTACGCCGCTAATTCCC GACAATAGGTCACTTCGACTACT 55 78 79 20 284 23 60,320 57,436 39,700 25,700 5,883,689 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 78 266 CGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTACGTAATAGCGCGACTGGAGT GACAATAGGTCACTTCGACTACT 115 78 19 20 284 23 59,971 57,436 38,500 25,700 5,593,083 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 77 266 CGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTACGTAATAGCGCGACTGGAGT GACAATAGGTCACTTCGACTACTT 115 77 19 20 284 24 59,971 58,048 38,500 22,400 5,981,067 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 27 177 TGTCAGTTACCAAGCGTCGTTAATACCATGTCCACG TGTCAGTTACCAAGCGTCGT ACAATAGGTCACTTCGACTACTT 27 77 107 20 283 23 59,614 57,021 43,400 22,400 6,365,763 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 27 178 TGTCAGTTACCAAGCGTCGTTAATACCATGTCCACG TGTCAGTTACCAAGCGTCGT GACAATAGGTCACTTCGACTACT 27 78 107 20 284 23 59,614 57,436 43,400 25,700 5,950,524 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 27 178 TGTCAGTTACCAAGCGTCGTTAATACCATGTCCACG TGTCAGTTACCAAGCGTCGT GACAATAGGTCACTTCGACTACTT 27 77 107 20 284 24 59,614 58,048 43,400 22,400 6,338,508 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 9 28 138 CTGTCAGTTACCAAGCGTCGTTAATACCATGTCCAC CTGTCAGTTACCAAGCGTCG AGTTTATGTCCATTTCATATATGTGCA 28 33 106 20 243 27 58,939 57,647 51,200 45,700 10,414,145 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 9 27 131 TGTCAGTTACCAAGCGTCGTTAATACCATGTCCACG TGTCAGTTACCAAGCGTCGT TGTCCATTTCATATATGTGCATATTCA 27 27 107 20 237 27 59,614 57,482 43,400 25,700 9,904,343 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2899:56862 1 154 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 9 27 137 TGTCAGTTACCAAGCGTCGTTAATACCATGTCCACG TGTCAGTTACCAAGCGTCGT AGTTTATGTCCATTTCATATATGTGCA 27 33 107 20 243 27 59,614 57,647 43,400 45,700 9,739,907 F 289 TATTAGTCCGAAAGTTAACGTAATAGCGCGACTGGAGTTCGATCTCGCTTACTAAGATCTCGCAGTCCAGCACGTTAACTCCTACGCCGCTAATTCCCCGAGAAACTGTCAGTTACCAAGCGTCGTTAATACCATGTCCACGTTCTCTTACTTtatatatatatatatatatatatatatataTGAATGAGAAATTAAATATACATGAAATGAATATGCACatatatGAAATGGACATAAACTAATATaaaaaTAAAGTAAAGTAGTCGAAGTGACCTATTGTCGGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 7 0 98 AGCGCAATAGAGTGACAAGGAAACAAGGAGAGCC AGCGCAATAGAGTGACAAGGA TGTGTGTATGCCTTCTCACTGT 25 0 45 21 142 22 59,449 59,631 33,600 35,500 3,919,072 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 26 144 GAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAGAAAGAGAAAGTGAGCGCA TCCATCCAATTATGTACCTATCTCTGT 40 26 30 21 173 27 58,592 59,265 60,900 34,100 10,142,916 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 0 99 GAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCGAGCGCAATAGAGTGACAAGG TGTGTGTATGCCTTCTCACTGT 26 0 44 21 142 22 59,070 59,631 36,100 35,500 4,298,383 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 0 102 AGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGTGAGCGCAATAGAGTGACA TGTGTGTATGCCTTCTCACTGT 29 0 41 21 142 22 59,454 59,631 35,800 35,500 3,914,576 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 26 144 AGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAAGAGAAAGAGAAAGTGAGCGCA CCATCCAATTATGTACCTATCTCTGT 40 26 29 22 172 26 59,964 58,088 60,900 34,100 9,948,126 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:2960:46244 1 91 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 26 145 AGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAAGAGAAAGAGAAAGTGAGCGCA TCCATCCAATTATGTACCTATCTCTGT 40 26 29 22 173 27 59,964 59,265 60,900 34,100 9,771,340 F 180 AagagagACATagagagagAAAAGAGGAAGAGAAAGAGAAAGTGAGCGCAATAGAGTGACAAGGAAACAAGGAGAGCCAGAGACACAGAAagagagagagagagagagagagagagagagACAGTGAGAAGGCATacacacaaaaaaCAGAGATAGGTACATAATTGGATGGAAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 37 204 CAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAA CAGTGCACCATCTGGAGGAG CGGACAGGTTGTTTGGCATG 97 37 59 20 262 20 60,108 60,039 36,900 40,600 0.147056 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 37 205 ACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCA ACAGTGCACCATCTGGAGGA CGGACAGGTTGTTTGGCATG 98 37 58 20 262 20 60,838 60,039 37,100 40,600 0.876947 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 37 188 GGAGTAACAGCAGCTTCAAGATGATGTgagagaTTT GGAGTAACAGCAGCTTCAAGA CGGACAGGTTGTTTGGCATG 80 37 75 21 262 20 57,954 60,039 30,200 40,600 3,084,856 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 37 251 TGCCATTGCATTAATTTCAGTGCTGAATCTATCAGC TGCCATTGCATTAATTTCAGTGC CGGACAGGTTGTTTGGCATG 141 37 12 23 262 20 59,066 60,039 44,000 40,600 3,973,211 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 15 128 GCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAGCTGTTTATTCAATATGATTCTGTGC CGGACAGGTTGTTTGGCATG 15 37 135 26 262 20 57,722 60,039 45,700 40,600 8,317,738 A 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 15 129 TGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCTGCTGTTTATTCAATATGATTCTGTGC CGGACAGGTTGTTTGGCATG 15 37 134 27 262 20 59,083 60,039 45,700 40,600 7,956,233 A 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 14 128 GCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAGCTGTTTATTCAATATGATTCTGTGCA CGGACAGGTTGTTTGGCATG 14 37 135 27 262 20 59,083 60,039 45,700 40,600 7,956,233 A 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 37 189 AGGAGTAACAGCAGCTTCAAGATGATGTgagagaTT AGGAGTAACAGCAGCTTCAAGA CGGACAGGTTGTTTGGCATG 80 37 74 22 262 20 59,365 60,039 30,200 40,600 2,674,195 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 37 203 AGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGAGTGCACCATCTGGAGGAGT CGGACAGGTTGTTTGGCATG 96 37 60 20 262 20 60,546 60,039 38,500 40,600 0.585522 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 37 250 GCCATTGCATTAATTTCAGTGCTGAATCTATCAGCA GCCATTGCATTAATTTCAGTGCTG CGGACAGGTTGTTTGGCATG 139 37 13 24 262 20 59,966 60,039 44,100 40,600 4,072,843 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 37 250 GCCATTGCATTAATTTCAGTGCTGAATCTATCAGCA GCCATTGCATTAATTTCAGTGCT CGGACAGGTTGTTTGGCATG 140 37 13 23 262 20 58,814 60,039 44,000 40,600 4,225,415 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:30320:67797 1 176 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 37 181 CAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaa CAGCAGCTTCAAGATGATGTGA CGGACAGGTTGTTTGGCATG 72 37 82 22 262 20 58,992 60,039 35,800 40,600 3,046,890 F 278 TGCTAAGTATATGCCATTGCATTAATTTCAGTGCTGAATCTATCAGCAAGGCCTATTACAGTGCACCATCTGGAGGAGTAACAGCAGCTTCAAGATGATGTgagagaTTTACCCaaaaaGATTCaaaaaaGTTTGCTGTTTATTCAATATGATTCTGTGCAAATTGTTGCAACCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGAAGTGAATTCCTAACGGCATGATAAGCAATAATTCATGCCAAACAACCTGTCCGGTCATGAACTTTTAAT

ST‐E00142:460:H2K7HCCXY:6:2210:3204:36082 1 26 84 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 1 1 12 1 128 AGTGTGCATGAGTGAGAGCGTGCgagagagagagagaAGTGTGCATGAGTGAGAGCG CACTCACTCACTCCCTCACC 3 1 3 20 130 20 60,390 59,394 50,300 40,200 0.995146 G 132 AGAGTGTGCATGAGTGAGAGCGTGCgagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtGAGTGCGAGAGCgtgtgtgtgtgtgtgagagagagaGGGTGAGGgagtgagtgagtGAG

ST‐E00142:460:H2K7HCCXY:6:2210:3204:36082 1 26 84 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 13 0 125 TGTGCATGAGTGAGAGCGTGCgagagagagagagaga TGTGCATGAGTGAGAGCGTG ACTCACTCACTCCCTCACCC 1 0 5 20 129 20 60,668 60,543 53,400 46,100 1,211,575 G 132 AGAGTGTGCATGAGTGAGAGCGTGCgagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtGAGTGCGAGAGCgtgtgtgtgtgtgtgagagagagaGGGTGAGGgagtgagtgagtGAG

ST‐E00142:460:H2K7HCCXY:6:2210:3204:36082 1 26 84 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 13 0 127 AGTGTGCATGAGTGAGAGCGTGCgagagagagagagaAGTGTGCATGAGTGAGAGCG ACTCACTCACTCCCTCACCC 3 0 3 20 129 20 60,390 60,543 50,300 46,100 0.932730 G 132 AGAGTGTGCATGAGTGAGAGCGTGCgagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtGAGTGCGAGAGCgtgtgtgtgtgtgtgagagagagaGGGTGAGGgagtgagtgagtGAG

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 28 48 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 1 1 12 0 97 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCAC TGAGTGAGAGATTGCATGAGGG 3 0 1 24 97 22 58,413 59,830 41,600 43,000 7,757,267 F 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 28 48 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 13 0 95 ACAATCAAACATACACAACCACTCTcacacacacacacaACAATCAAACATACACAACCACTCT TGAGTGAGAGATTGCATGAGGG 0 0 3 25 97 22 59,172 59,830 32,400 43,000 7,997,775 F 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 28 48 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 13 0 97 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT TGAGTGAGAGATTGCATGAGGG 2 0 1 25 97 22 59,640 59,830 40,000 43,000 7,529,554 F 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 28 101 15 3 AC CACACACACACACACACACACACACACACACTCTCT NA 0 1 13 2 160 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT CTGCGTGTGAGAGGGATTGT 2 12 1 25 160 20 59,640 60,037 40,000 27,100 5,396,528 G 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:3691:15021 1 28 101 15 3 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 13 2 161 ACACAATCAAACATACACAACCACTCTcacacacacac ACACAATCAAACATACACAACCACT ACTGCGTGTGAGAGGGATTG 2 13 1 25 161 20 59,640 60,037 40,000 26,700 5,396,528 G 193 ACACAATCAAACATACACAACCACTCTcacacacacacacacacacacacacacacactctctctctctcacacaCCCTCATGCAAtctctcACTCACAGacacacacacAATCCCTAacacacacacTCCCTATcacacacaATCCCTCTCACACGCAGTACCTGTCACACGCAATCCCTCTCACAACAATC

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 1 1 16 4 153 TCAAGACTGTcacacaCCAGAGAAATacacacacacacT TCAAGACTGTCACACACCAGAG GTTTGGTGCCTGTGCGTATG 4 37 53 22 205 20 59,899 60,110 33,500 23,900 2,211,196 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 0 0 16 3 116 AGACTGTcacacaCCAGAGAAATacacacacacacTCACAGACTGTCACACACCAGAGA TCTGGCGTATGTGAGCTTGG 3 3 56 20 171 20 57,927 60,108 31,000 36,100 2,181,438 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 0 0 16 3 119 TCAAGACTGTcacacaCCAGAGAAATacacacacacacT TCAAGACTGTCACACACCAGAG TCTGGCGTATGTGAGCTTGG 4 3 53 22 171 20 59,899 60,108 33,500 36,100 2,209,601 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 0 0 16 3 150 AGACTGTcacacaCCAGAGAAATacacacacacacTCACAGACTGTCACACACCAGAGA GTTTGGTGCCTGTGCGTATG 3 37 56 20 205 20 57,927 60,110 31,000 23,900 2,183,033 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 0 0 18 3 118 CAAGACTGTcacacaCCAGAGAAATacacacacacacTCCAAGACTGTCACACACCAGAGA TCTGGCGTATGTGAGCTTGG 3 3 54 22 171 20 59,899 60,108 31,000 36,100 2,209,601 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 79 70 15 2 AC ACACACACACACTCACAAAATTGTCACACACCAGAGNA 0 0 18 3 152 CAAGACTGTcacacaCCAGAGAAATacacacacacacTCCAAGACTGTCACACACCAGAGA GTTTGGTGCCTGTGCGTATG 3 37 54 22 205 20 59,899 60,110 31,000 23,900 2,211,196 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 1 6 3 156 ACATCAGCCAAACACGCTTGCACCTGTacacacacacTACATCAGCCAAACACGCTTG TCTGGCGTATGTGAGCTTGG 7 3 16 20 171 20 59,688 60,108 40,100 36,100 0.419975 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 6 3 157 CACATCAGCCAAACACGCTTGCACCTGTacacacacacCACATCAGCCAAACACGCTT TCTGGCGTATGTGAGCTTGG 8 3 15 20 171 20 59,688 60,108 46,800 36,100 0.419975 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 6 2 155 ACATCAGCCAAACACGCTTGCACCTGTacacacacacTACATCAGCCAAACACGCTTG CTGGCGTATGTGAGCTTGGT 7 2 16 20 170 20 59,688 60,392 40,100 36,700 0.703450 D 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 6 2 156 CACATCAGCCAAACACGCTTGCACCTGTacacacacacCACATCAGCCAAACACGCTT CTGGCGTATGTGAGCTTGGT 8 2 15 20 170 20 59,688 60,392 46,800 36,700 0.703450 D 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 6 1 154 ACATCAGCCAAACACGCTTGCACCTGTacacacacacTACATCAGCCAAACACGCTTG TGGCGTATGTGAGCTTGGTG 7 1 16 20 169 20 59,688 60,673 40,100 41,700 0.985123 D 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 12 8 191 CACATCAGCCAAACACGCTTGCACCTGTacacacacacCACATCAGCCAAACACGCTT GTTTGGTGCCTGTGCGTATG 8 37 15 20 205 20 59,688 60,110 46,800 23,900 0.421571 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 12 7 190 ACATCAGCCAAACACGCTTGCACCTGTacacacacacTACATCAGCCAAACACGCTTG GTTTGGTGCCTGTGCGTATG 7 37 16 20 205 20 59,688 60,110 40,100 23,900 0.421571 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4452:12965 1 43 106 15 3 AC ACACACACACTCAAGACTGTCACACACCAGAGAAA NA 0 0 12 7 191 ACATCAGCCAAACACGCTTGCACCTGTacacacacacTACATCAGCCAAACACGCTTG AGTTTGGTGCCTGTGCGTAT 7 38 16 20 206 20 59,688 60,251 40,100 30,600 0.562517 G 228 GCCCATTACACATACACATCAGCCAAACACGCTTGCACCTGTacacacacacTCAAGACTGTcacacaCCAGAGAAATacacacacacacTCACAAAATTGTcacacaCCAGAGAAATacacacacacacacacacacacacacacacGCACCAAGCTCACATACGCCAGaaaaacacacacaTGCATACGCACAGGCACCAAACTCATTCATCAAATCAacacacTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 1 1 12 1 124 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC CACATACACAAGCATACACAGG 1 27 46 20 169 22 60,041 57,395 45,700 40,000 4,646,155 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 13 14 141 TCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGC TCTGCGTGTAACATTCATTCGTG ACACATACACAAGCATACACAGG 14 27 30 23 170 23 59,877 58,997 43,500 40,000 7,125,762 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 13 13 140 CTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCC CTGCGTGTAACATTCATTCGTGT ACACATACACAAGCATACACAGG 13 27 31 23 170 23 60,121 58,997 44,900 40,000 7,123,665 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 13 1 125 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC ACACATACACAAGCATACACAGG 1 27 46 20 170 23 60,041 58,997 45,700 40,000 4,044,293 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 13 140 TGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgTGCGTGTAACATTCATTCGTGT GACACATACACAAGCATACACAGG 13 27 32 22 171 24 59,197 59,907 44,900 40,000 6,896,794 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 54 15 2 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 1 126 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC GACACATACACAAGCATACACAGG 1 27 46 20 171 24 60,041 59,907 45,700 40,000 4,134,720 D 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 1 10 1 139 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC CCCGACACACACTGACACAT 1 17 46 20 184 20 60,041 60,250 45,700 32,100 0.291180 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA
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ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 10 1 139 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC CCCGACACACACTGACACATA 1 16 46 20 184 21 60,041 60,000 45,700 22,900 1,041,706 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 11 1 139 ATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGATTCGTGTCTGCGTTTGTGC CCCGACACACACTGACACA 1 18 46 20 184 19 60,041 59,857 45,700 37,200 1,184,277 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 12 42 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACTGTGTGTATGAGACTGTATCTGT TAGAAACCACAGGATCAGAACTGA 42 69 1 24 240 24 57,799 59,162 34,100 34,100 11,039,649 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 13 41 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACTGTGTGTATGAGACTGTATCTGTG TAGAAACCACAGGATCAGAACTG 41 70 1 25 240 23 58,967 57,847 36,600 31,600 11,185,340 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 13 41 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACTGTGTGTATGAGACTGTATCTGTG TAGAAACCACAGGATCAGAACTGA 41 69 1 25 240 24 58,967 59,162 36,600 34,100 10,871,140 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 28 201 ATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCATCTGTGTGTGTCTGCGTGT TGATAAGCATTGGCAGAGGC 28 52 19 20 219 20 59,895 58,316 44,900 47,000 1,788,798 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 28 202 ATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCATCTGTGTGTGTCTGCGTGT CTGATAAGCATTGGCAGAGGC 28 52 19 20 220 21 59,895 59,392 44,900 47,000 1,712,483 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 27 201 TCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTCTGTGTGTGTCTGCGTGTA CTGATAAGCATTGGCAGAGGC 27 52 20 20 220 21 59,258 59,392 29,000 47,000 2,349,543 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 17 165 TCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTCTGTGTGTGTCTGCGTGTA CCCGACACACACTGACACAT 27 17 20 20 184 20 59,258 60,250 29,000 32,100 0.991783 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 17 166 ATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCATCTGTGTGTGTCTGCGTGT CCCGACACACACTGACACAT 28 17 19 20 184 20 59,895 60,250 44,900 32,100 0.354723 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:4756:3260 1 67 81 15 3 AC TGTGTGTGTGCGTGTGGGTGCGTCTGTGTGTGTGT NA 0 0 14 16 166 ATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCATCTGTGTGTGTCTGCGTGT CCCGACACACACTGACACATA 28 16 19 20 184 21 59,895 60,000 44,900 22,900 1,105,249 G 240 CtgtgtgTATGAGACTGTATCtgtgtgtgTCTGCGTGTAACATTCATTCGTGTCTGCGTTTGTGCCtgtgtgtgtgCGTGTGGGTGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGCGTGTGCgtgtgtgtgtCCTGTGTATGCTTGTGTATGTGTCAgtgtgtgtCgggggtctctcAATATCGGCCTCTGCCAATGCTTATCAGTTCTGATCCTGTGGTTTCTA

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 1 1 4 7 107 CCATGCATCTACACATGTCAGCATGAGCACATTTTA CCATGCATCTACACATGTCAGC TGACTTATTTCAGGACATTCTCATTT 16 7 125 22 231 26 59,710 57,131 42,600 23,200 11,158,342 B 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 4 7 109 TCCCATGCATCTACACATGTCAGCATGAGCACATTT TCCCATGCATCTACACATGTCA TGACTTATTTCAGGACATTCTCATTT 18 7 123 22 231 26 59,495 57,131 35,800 23,200 11,373,518 B 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 4 7 184 TGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCATGGTCACTCGATTTCTCAGCT TGACTTATTTCAGGACATTCTCATTT 94 7 48 21 231 26 59,104 57,131 42,400 23,200 10,764,319 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 4 7 184 TGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCATGGTCACTCGATTTCTCAGC TGACTTATTTCAGGACATTCTCATTT 95 7 48 20 231 26 57,630 57,131 42,600 23,200 11,238,803 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 4 7 190 ATAACATGGTCACTCGATTTCTCAGCTACTGTAAAT ATAACATGGTCACTCGATTTCTCA TGACTTATTTCAGGACATTCTCATTT 97 7 42 24 231 26 58,022 57,131 32,700 23,200 14,846,157 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 5 7 125 cccGGATACATACACATCCCATGCATCTACACATGTCCCCGGATACATACACATCCCA TGACTTATTTCAGGACATTCTCATTT 35 7 107 21 231 26 59,025 57,131 43,700 23,200 10,843,479 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 5 7 185 TGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCATGGTCACTCGATTTCTCAGCT ATGACTTATTTCAGGACATTCTCATTT 94 7 48 21 232 27 59,104 57,528 42,400 23,200 11,367,500 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 5 7 190 TAACATGGTCACTCGATTTCTCAGCTACTGTAAATG TAACATGGTCACTCGATTTCTCA ATGACTTATTTCAGGACATTCTCATTT 97 7 43 23 232 27 57,600 57,528 32,700 23,200 14,871,768 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 5 7 190 TAACATGGTCACTCGATTTCTCAGCTACTGTAAATG TAACATGGTCACTCGATTTCTCAG ATGACTTATTTCAGGACATTCTCATTT 96 7 43 24 232 27 58,589 57,528 33,500 23,200 14,882,626 F 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:8288:51359 1 163 36 15 1.5 AC CACACACACACACACACACACACACACACACTCTCT NA 0 0 8 7 114 ACACATCCCATGCATCTACACATGTCAGCATGAGCAACACATCCCATGCATCTACACA TGACTTATTTCAGGACATTCTCATTT 23 7 118 22 231 26 59,761 57,131 37,200 23,200 11,107,923 B 246 AAACTTTAAGTAACATTGTGTATTGATCATtctctcAAATAATAACATGGTCACTCGATTTCTCAGCTACTGTAAATGCTTTCAGAATCCCTCTTTTCTTGCCAcccccGGATACATACACATCCCATGCATCTACACATGTCAGCATGAGCACATTTTATGcacacacacacacacacacacacacacacactctctGCCTAGAAAATGAGAATGTCCTGAAATAAGTCATATTTTATGAAGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 1 1 3 72 255 TTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAG TTGGGAAGGGCAGAGTTCAC CCTCCTTTAACTCCTCACAAGCT 82 72 16 20 270 23 59,890 59,992 31,800 37,400 3,118,971 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 3 12 186 GGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGG GGGCAGAGTTCACATTAAGCC TGCGTGGTGAACTATAGTGGT 74 12 23 21 208 21 59,254 59,103 43,500 41,600 3,642,786 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 72 253 GGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGGGGAAGGGCAGAGTTCACAT CCTCCTTTAACTCCTCACAAGCT 80 72 18 20 270 23 59,670 59,992 32,100 37,400 3,338,080 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 22 178 AGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGAAGCCATTGTAGTGTCAGGTTACA CTGGTCTTCTGCGTGGTGAA 55 22 40 23 217 20 59,673 60,250 24,100 31,800 3,576,457 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 22 202 TTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAG TTGGGAAGGGCAGAGTTCAC CTGGTCTTCTGCGTGGTGAA 82 22 16 20 217 20 59,890 60,250 31,800 31,800 0.360354 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 20 176 AGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGAAGCCATTGTAGTGTCAGGTTACA GGTCTTCTGCGTGGTGAACT 55 20 40 23 215 20 59,673 60,250 24,100 30,100 3,576,499 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 20 200 TTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAG TTGGGAAGGGCAGAGTTCAC GGTCTTCTGCGTGGTGAACT 82 20 16 20 215 20 59,890 60,250 31,800 30,100 0.360397 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 4 18 139 ATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGATTCCTGAATATCACAGACGGAA GGTCTTCTGCGTGGTGAACT 18 20 77 23 215 20 57,386 60,250 43,000 30,100 5,864,235 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 5 17 138 TTCCTGAATATCACAGACGGAATAAAGTCTGTAAGATTCCTGAATATCACAGACGGAAT GGTCTTCTGCGTGGTGAACT 17 20 78 23 215 20 57,386 60,250 30,100 30,100 5,864,235 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 5 17 139 TTCCTGAATATCACAGACGGAATAAAGTCTGTAAGATTCCTGAATATCACAGACGGAAT TGGTCTTCTGCGTGGTGAAC 17 21 78 23 216 20 57,386 60,532 30,100 31,800 6,146,298 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 6 72 269 CATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACACATGGAGATGGGCTTTGGGA CCTCCTTTAACTCCTCACAAGCT 96 72 2 20 270 23 59,740 59,992 43,700 37,400 3,268,132 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2210:9912:72526 1 118 58 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGNA 0 0 6 22 216 CATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACACATGGAGATGGGCTTTGGGA CTGGTCTTCTGCGTGGTGAA 96 22 2 20 217 20 59,740 60,250 43,700 31,800 0.509515 D 271 CCATGGAGATGGGCTTTGGGAAGGGCAGAGTTCACATTAAGCCATTGTAGTGTCAGGTTACATGGTTTCCTAAGATATTCCTGAATATCACAGACGGAATAAAGTCTGTAAGAATCTgagagagagagagagagagagagagagagaAAGAGGgagagagagagaGGgagagagaAGAGAAAATGTTACCACTATAGTTCACCACGCAGAAGACCAGTGGGAGATCACACTCAAATTGAAGAGACTAAGCTTGTGAGGAGTTAAAGGAGGC

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 1 1 1 8 190 AATCAACGCATCAAGACTGGCCAAAGAATAGCTAA AATCAACGCATCAAGACTGGC AAACTAGGCAAATCACAACCATAAT 93 8 9 21 198 25 59,530 57,519 48,500 12,800 8,950,858 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 9 185 ACGCATCAAGACTGGCCAAAGAATAGCTAACCATG ACGCATCAAGACTGGCCAAA AAACTAGGCAAATCACAACCATAA 89 9 14 20 198 24 60,537 57,090 32,800 19,000 7,446,693 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 9 190 AATCAACGCATCAAGACTGGCCAAAGAATAGCTAA AATCAACGCATCAAGACTGGC AAACTAGGCAAATCACAACCATAA 93 9 9 21 198 24 59,530 57,090 48,500 19,000 8,379,649 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 8 110 CCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgt CCCTAAGCCTATCCTCATATTCTTCC AAACTAGGCAAATCACAACCATAA 8 9 89 26 198 24 60,127 57,090 34,600 19,000 13,036,462 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 7 190 AATCAACGCATCAAGACTGGCCAAAGAATAGCTAA AATCAACGCATCAAGACTGGC AAACTAGGCAAATCACAACCATAATT 93 7 9 21 198 26 59,530 58,094 48,500 14,000 9,376,425 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 3 105 AGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgAGCCTATCCTCATATTCTTCCATCTG AAACTAGGCAAATCACAACCATAA 3 9 94 26 198 24 59,843 57,090 29,000 19,000 13,066,152 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 2 104 GCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgt GCCTATCCTCATATTCTTCCATCTGT AAACTAGGCAAATCACAACCATAA 2 9 95 26 198 24 60,070 57,090 34,100 19,000 12,979,859 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 2 1 99 GCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgt GCCTATCCTCATATTCTTCCATCTGT AGGCAAATCACAACCATAATTTATATG 2 1 95 26 193 27 60,070 57,014 34,100 17,800 16,056,039 B 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 3 9 184 CGCATCAAGACTGGCCAAAGAATAGCTAACCATGT CGCATCAAGACTGGCCAAAG AAACTAGGCAAATCACAACCATAA 88 9 15 20 198 24 59,830 57,090 27,700 19,000 7,079,223 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 3 9 186 AACGCATCAAGACTGGCCAAAGAATAGCTAACCAT AACGCATCAAGACTGGCCAA AAACTAGGCAAATCACAACCATAA 90 9 13 20 198 24 60,537 57,090 45,200 19,000 7,446,693 F 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 3 0 98 GCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgt GCCTATCCTCATATTCTTCCATCTGT GGCAAATCACAACCATAATTTATATGA 2 0 95 26 192 27 60,070 57,020 34,100 21,500 16,049,887 B 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10155:14582 1 123 43 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 3 0 104 CCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgt CCCTAAGCCTATCCTCATATTCTTCC GGCAAATCACAACCATAATTTATATGA 8 0 89 26 192 27 60,127 57,020 34,600 21,500 16,106,490 B 220 CAACGTAGAATCAACGCATCAAGACTGGCCAAAGAATAGCTAACCATGTACTCCTTTGTTTTGTCTTCTTCACAAACGGTaaaaaaaTCCCTAAGCCTATCCTCATATTCTTCCATCTGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgTCATATAAATTATGGTTGTGATTTGCCTAGttttttttAAATTCAGGAAATAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 1 1 16 17 171 cacacacATACGcacacacaTATacacacacGTATATacac CACACACATACGCACACACA ACCTGTCACCCTCCTTCCAA 17 42 42 20 212 20 59,066 60,401 37,200 35,300 1,335,191 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 16 17 174 cacacacATACGcacacacaTATacacacacGTATATacac CACACACATACGCACACACA CTCACCTGTCACCCTCCTTC 17 45 42 20 215 20 59,066 59,389 37,200 34,600 1,544,482 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 16 17 195 cacacacATACGcacacacaTATacacacacGTATATacac CACACACATACGCACACACA CACCAGTCTTTCTCCTGCCC 17 66 42 20 236 20 59,066 60,322 37,200 53,600 1,255,804 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 16 17 200 cacacacATACGcacacacaTATacacacacGTATATacac CACACACATACGCACACACA GCTCCCACCAGTCTTTCTCC 17 71 42 20 241 20 59,066 60,036 37,200 37,100 0.969711 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 16 7 139 cacacacATACGcacacacaTATacacacacGTATATacac CACACACATACGCACACACA TGCAGTTCCCTTTCAGATCTTCA 17 7 42 20 180 23 59,066 59,927 37,200 30,200 4,006,711 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 18 18 172 acacacacATACGcacacacaTATacacacacGTATATaca ACACACACATACGCACACAC ACCTGTCACCCTCCTTCCAA 18 42 41 20 212 20 59,066 60,401 38,200 35,300 1,335,891 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 18 18 201 acacacacATACGcacacacaTATacacacacGTATATaca ACACACACATACGCACACAC GCTCCCACCAGTCTTTCTCC 18 71 41 20 241 20 59,066 60,036 38,200 37,100 0.970411 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 18 5 138 CGcacacacaTATacacacacGTATATacacacacacacAT CGCACACACATATACACACACG TCCATGATCTGCAGTTCCCT 5 19 52 22 189 20 60,222 58,412 44,900 42,000 3,810,725 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 79 72 15 3 AC ACACACACACACATACACACACACGTGCACACACACNA 0 0 18 5 138 CGcacacacaTATacacacacGTATATacacacacacacAT CGCACACACATATACACACACG TCCATGATCTGCAGTTCCCTT 5 18 52 22 189 21 60,222 59,082 44,900 39,500 4,140,748 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 1 12 0 188 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG TCCATGATCTGCAGTTCCCT 0 19 2 20 189 20 57,306 58,412 32,100 42,000 4,282,542 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 188 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG TCCATGATCTGCAGTTCCCTT 0 18 2 20 189 21 57,306 59,082 32,100 39,500 4,612,565 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 189 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG TTCCATGATCTGCAGTTCCCT 0 19 2 20 190 21 57,306 59,082 32,100 42,000 4,612,565 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 235 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG CACCAGTCTTTCTCCTGCCC 0 66 2 20 236 20 57,306 60,322 32,100 53,600 3,016,311 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 236 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG CCACCAGTCTTTCTCCTGCC 0 67 2 20 237 20 57,306 60,322 32,100 48,500 3,016,311 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 237 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG CCCACCAGTCTTTCTCCTGC 0 68 2 20 238 20 57,306 60,322 32,100 48,500 3,016,311 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 240 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG GCTCCCACCAGTCTTTCTCC 0 71 2 20 241 20 57,306 60,036 32,100 37,100 2,730,218 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 241 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG AGCTCCCACCAGTCTTTCTC 0 72 2 20 242 20 57,306 59,020 32,100 28,700 3,674,726 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:10916:60835 1 22 129 15 4 AC CACACACACACATACACAAACACACACATACGCACANA 0 0 12 0 242 CGTATGcacacaCGTACATGcacacacacacaTACACAA CGTATGCACACACGTACATG TAGCTCCCACCAGTCTTTCTC 0 72 2 20 243 21 57,306 58,820 32,100 28,700 4,874,579 G 277 ACGTATGcacacaCGTACATGcacacacacacaTACACAAacacacacATACGcacacacaTATacacacacGTATATacacacacacacATacacacacacGTGcacacacacacaCGTacacacacacacacacacacacacacacacCTCTCAATGAAGATCTGAAAGGGAACTGCAGATCATGGAACATTGGAAGGAGGGTGACAGGTGAgggggCAGGAGAAAGACTGGTGGGAGCTAAAGAAATAAAACAAACACaaaaaTTTGCCAGAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 1 1 8 0 103 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT AACGACAGGTATTGCGCAAC 0 8 10 20 112 20 61,122 59,484 43,400 41,700 1,637,583 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 105 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT AGAACGACAGGTATTGCGCA 0 10 10 20 114 20 61,122 60,038 43,400 60,900 1,159,716 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 144 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT TCTGGAGGGCTACTGGAACA 0 49 10 20 153 20 61,122 59,884 43,400 31,800 1,238,361 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 188 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT TGCCAAGGCGATGTAGGAAA 0 93 10 20 197 20 61,122 59,673 43,400 31,300 1,448,614 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 189 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT GTGCCAAGGCGATGTAGGAA 0 94 10 20 198 20 61,122 60,392 43,400 33,600 1,514,480 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 192 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT TGTGTGCCAAGGCGATGTAG 0 97 10 20 201 20 61,122 60,673 43,400 27,400 1,795,352 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 193 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT TTGTGTGCCAAGGCGATGTA 0 98 10 20 202 20 61,122 60,251 43,400 22,900 1,372,529 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 241 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT ACAATTGAAGCACATGTGTTAGGTT 0 141 10 20 250 25 61,122 59,931 43,400 35,000 6,191,006 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 241 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT ACAATTGAAGCACATGTGTTAGGT 0 142 10 20 250 24 61,122 59,416 43,400 30,800 5,706,344 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 8 0 242 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGGT AACAATTGAAGCACATGTGTTAGGT 0 142 10 20 251 25 61,122 59,931 43,400 30,800 6,191,006 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 9 1 105 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGG AGAACGACAGGTATTGCGCA 1 10 10 19 114 20 59,326 60,038 44,500 60,900 1,711,754 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:15716:37295 1 30 55 15 2 AG GAGAGAGAGAGAGAGAGAGTGAGAAAGAGAGAGNA 0 0 9 1 193 GGgagagacacacacaGGGTgagagagagagagagagaGT GGGAGAGACACACACAGGG TTGTGTGCCAAGGCGATGTA 1 98 10 19 202 20 59,326 60,251 44,500 22,900 1,924,567 G 277 ATGATACAGGGgagagacacacacaGGGTgagagagagagagagagaGTGAGAAagagagagagagagagagagagagagagagACCCTTATGTTGCGCAATACCTGTCGTTCTAATTCAAGATCAATATTCCTGTTCCAGTAGCCCTCCAGATGATTAAGTTCCTGCAGGCTTGtttttCCTACATCGCCTTGGcacacaAAATACCCTACATTTCACAGCTTAAACCTAACACATGTGCTTCAATTGTTACTGAAGTTATTTAGTTAATTAAAAT

ST‐E00142:460:H2K7HCCXY:6:2211:20111:67551 1 49 59 15 2 AC ACACACACACACACACAACTGGAAAACAGACACAC NA 1 1 14 0 109 ACCAGacacacacCCAACTGGCAAACAGacacacacacaACCAGACACACACCCAACTG AGTCTGTGTTCCAGTAGTGTGC 8 0 21 20 129 22 60,107 60,224 31,600 45,700 2,331,280 G 131 acacacacacacAACTCAAAACCAGacacacacCCAACTGGCAAACAGacacacacacacacacAACTGGAAAACAGacacacacacacacacacacacacacacacGCACACTACTGGAACACAGACTCA

ST‐E00142:460:H2K7HCCXY:6:2211:20111:67551 1 49 59 15 2 AC ACACACACACACACACAACTGGAAAACAGACACAC NA 0 0 15 0 108 ACCAGacacacacCCAACTGGCAAACAGacacacacacaACCAGACACACACCCAACTG GTCTGTGTTCCAGTAGTGTGC 8 0 21 20 128 21 60,107 58,864 31,600 45,700 2,243,147 G 131 acacacacacacAACTCAAAACCAGacacacacCCAACTGGCAAACAGacacacacacacacacAACTGGAAAACAGacacacacacacacacacacacacacacacGCACACTACTGGAACACAGACTCA

ST‐E00142:460:H2K7HCCXY:6:2211:20111:67551 1 49 59 15 2 AC ACACACACACACACACAACTGGAAAACAGACACAC NA 0 0 16 0 102 cacacacCCAACTGGCAAACAGacacacacacacacacAACACACACCCAACTGGCAAAC GTCTGTGTTCCAGTAGTGTGC 2 0 27 20 128 21 60,179 58,864 29,300 45,700 2,315,046 G 131 acacacacacacAACTCAAAACCAGacacacacCCAACTGGCAAACAGacacacacacacacacAACTGGAAAACAGacacacacacacacacacacacacacacacGCACACTACTGGAACACAGACTCA

ST‐E00142:460:H2K7HCCXY:6:2211:21146:40126 1 24 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 11 2 113 CGGgagagagaGTGGGAGGGGgagagagagagagagag CGGGAGAGAGAGTGGGAGG TCTCTCCCTGATTCTCCCACA 2 41 3 19 115 21 60,455 59,637 43,000 41,700 2,817,431 F 118 AGCGGgagagagaGTGGGAGGGGgagagagagagagagagagagagagagagaTCCAGGTACACATGGCTGTTCTCCTGATACAGgagagaCTTTGTGGGAGAATCAGGgagagagaC

ST‐E00142:460:H2K7HCCXY:6:2211:21146:40126 1 24 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 1 111 GGgagagagaGTGGGAGGGGgagagagagagagagaga GGGAGAGAGAGTGGGAGGG CTCTCCCTGATTCTCCCACA 1 41 4 19 114 20 60,076 58,129 43,000 41,700 2,947,017 F 118 AGCGGgagagagaGTGGGAGGGGgagagagagagagagagagagagagagagaTCCAGGTACACATGGCTGTTCTCCTGATACAGgagagaCTTTGTGGGAGAATCAGGgagagagaC

ST‐E00142:460:H2K7HCCXY:6:2211:21146:40126 1 24 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 1 112 GGgagagagaGTGGGAGGGGgagagagagagagagaga GGGAGAGAGAGTGGGAGGG TCTCTCCCTGATTCTCCCACA 1 41 4 19 115 21 60,076 59,637 43,000 41,700 2,438,184 F 118 AGCGGgagagagaGTGGGAGGGGgagagagagagagagagagagagagagagaTCCAGGTACACATGGCTGTTCTCCTGATACAGgagagaCTTTGTGGGAGAATCAGGgagagagaC

ST‐E00142:460:H2K7HCCXY:6:2211:26575:19891 1 43 59 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCACTCTGTCTCTCTCT NA 1 1 19 4 115 tcTGtctctcTGtctctctcACTCTCActctctctctctctctctct TCTGTCTCTCTGTCTCTCTCACT AGGGAGTGGGTGAGAGAGAC 4 9 16 23 130 20 59,417 59,960 34,100 33,600 3,623,145 G 130 ctctctctTtctctctcTGtctctcTGtctctctcACTCTCActctctctctctctctctctctCACTCTGtctctctctctctctctctctctctctctcCCTTTCTCTGtctctctcACCCACTCCCT

ST‐E00142:460:H2K7HCCXY:6:2211:26575:19891 1 43 59 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCACTCTGTCTCTCTCT NA 0 0 19 2 112 TGtctctcTGtctctctcACTCTCActctctctctctctctctctct TGTCTCTCTGTCTCTCTCACTCT GGGAGTGGGTGAGAGAGACA 2 8 18 23 129 20 59,417 60,252 32,400 34,100 3,834,479 G 130 ctctctctTtctctctcTGtctctcTGtctctctcACTCTCActctctctctctctctctctctCACTCTGtctctctctctctctctctctctctctctcCCTTTCTCTGtctctctcACCCACTCCCT

ST‐E00142:460:H2K7HCCXY:6:2211:26575:19891 1 43 59 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCACTCTGTCTCTCTCT NA 0 0 19 2 113 TGtctctcTGtctctctcACTCTCActctctctctctctctctctct TGTCTCTCTGTCTCTCTCACTCT AGGGAGTGGGTGAGAGAGAC 2 9 18 23 130 20 59,417 59,960 32,400 33,600 3,623,145 G 130 ctctctctTtctctctcTGtctctcTGtctctctcACTCTCActctctctctctctctctctctCACTCTGtctctctctctctctctctctctctctctcCCTTTCTCTGtctctctcACCCACTCCCT

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 72 240 TGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGTGTAACCAAGTTTAGAGCTTCACG CGGTTGACGGCTTCTGCG 72 96 6 24 245 18 59,252 61,778 43,500 51,800 8,526,028 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 3 143 CCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAG CCAAGTTTAGAGCTTCACGCA CACGTTGCCCAGGAAACAG 70 3 11 21 153 19 58,857 59,346 52,400 31,600 3,797,342 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 3 144 ACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGA ACCAAGTTTAGAGCTTCACGC CACGTTGCCCAGGAAACAG 71 3 10 21 153 19 58,856 59,346 53,400 31,600 3,798,146 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 0 141 CCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAG CCAAGTTTAGAGCTTCACGCA CGTTGCCCAGGAAACAGCAA 70 0 11 21 151 20 58,857 61,733 52,400 39,100 3,876,524 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 72 240 CTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGCTGTAACCAAGTTTAGAGCTTCACG GGTTGACGGCTTCTGCGC 72 95 5 25 244 18 60,107 62,090 43,500 60,900 9,197,510 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 72 241 CTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGCTGTAACCAAGTTTAGAGCTTCACG CGGTTGACGGCTTCTGCG 72 96 5 25 245 18 60,107 61,778 43,500 51,800 8,885,378 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 71 215 ACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGA ACCAAGTTTAGAGCTTCACGC GGCCCAACTCTTCAAGCTCT 71 73 10 21 224 20 58,856 59,963 53,400 40,900 2,181,372 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 70 214 CCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAG CCAAGTTTAGAGCTTCACGCA GGCCCAACTCTTCAAGCTCT 70 73 11 21 224 20 58,857 59,963 52,400 40,900 2,180,568 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 70 215 ACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGA ACCAAGTTTAGAGCTTCACGCA GGCCCAACTCTTCAAGCTCT 70 73 10 22 224 20 60,485 59,963 52,400 40,900 2,522,217 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 12 130 TGCTGCTGTCTTGTTGGAatatatAATATAATtatatataTGCTGCTGTCTTGTTGGAAT GGTCAAAGGGCTAAGAGGCT 12 48 70 20 199 20 58,015 59,379 30,100 45,800 2,606,555 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 12 131 TGCTGCTGTCTTGTTGGAatatatAATATAATtatatataTGCTGCTGTCTTGTTGGAAT AGGTCAAAGGGCTAAGAGGC 12 49 70 20 200 20 58,015 59,379 30,100 47,000 2,606,555 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 12 155 TGCTGCTGTCTTGTTGGAatatatAATATAATtatatataTGCTGCTGTCTTGTTGGAAT GGCCCAACTCTTCAAGCTCT 12 73 70 20 224 20 58,015 59,963 30,100 40,900 2,022,920 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 13 156 ATGCTGCTGTCTTGTTGGAatatatAATATAATtatata ATGCTGCTGTCTTGTTGGAA GGCCCAACTCTTCAAGCTCT 13 73 69 20 224 20 58,015 59,963 35,300 40,900 2,022,920 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 3 96 TGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATGCTGTTGTTAATGCTGCTGTC CACGTTGCCCAGGAAACAG 22 3 58 22 153 19 60,031 59,346 35,100 31,600 3,685,114 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 23 138 TGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATGCTGTTGTTAATGCTGCTGT AAAGGGCTAAGAGGCTTCCC 23 44 58 21 195 20 59,044 59,374 44,000 39,700 2,582,160 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 23 167 TGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATGCTGTTGTTAATGCTGCTGT GGCCCAACTCTTCAAGCTCT 23 73 58 21 224 20 59,044 59,963 44,000 40,900 1,993,224 F 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 3 96 TGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATGCTGTTGTTAATGCTGCTGT CACGTTGCCCAGGAAACAG 23 3 58 21 153 19 59,044 59,346 44,000 31,600 3,609,998 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:26961:4878 1 102 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 0 94 TGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATGCTGTTGTTAATGCTGCTGT CGTTGCCCAGGAAACAGCAA 23 0 58 21 151 20 59,044 61,733 44,000 39,100 3,689,180 B 250 ATAACTGTAACCAAGTTTAGAGCTTCACGCATTTTGTTTTGGCGAGACTGCTTATATTGCTGTTGTTAATGCTGCTGTCTTGTTGGAatatatAATATAATtatatatatatatatatatatatatatataTTGCTGTTTCCTGGGCAACGTGGCCTAACCGTtgtgtgGCCCgggggAAGCCTCTTAGCCCTTTGACCTTTGAAGAGCTTGAAGAGTTGGGCcgcgcgCAGAAGCCGTCAACCGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 1 19 0 143 tgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCCCAGCACTGAC ACACACAGTCCCATTACACACA 0 30 45 19 187 22 59,854 59,828 35,100 37,200 3,317,700 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 0 20 2 124 GACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgt GACTGTGTGTCCCAGCACTG GACAGAGTCAGTGCTGGGAC 2 10 42 20 165 20 60,882 60,038 36,600 44,600 0.919832 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 0 20 2 126 GACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgt GACTGTGTGTCCCAGCACTG CAGACAGAGTCAGTGCTGGG 2 12 42 20 167 20 60,882 60,038 36,600 44,500 0.919553 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 0 20 2 146 GACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgt GACTGTGTGTCCCAGCACTG ACACACAGTCCCATTACACACA 2 30 42 20 187 22 60,882 59,828 36,600 37,200 3,053,701 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 0 20 0 124 CtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtg CTGTGTGTCCCAGCACTGAC CAGACAGAGTCAGTGCTGGG 0 12 44 20 167 20 60,882 60,038 35,100 44,500 0.919553 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:27296:67093 1 64 72 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGGNA 0 0 20 0 144 CtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtg CTGTGTGTCCCAGCACTGAC ACACACAGTCCCATTACACACA 0 30 44 20 187 22 60,882 59,828 35,100 37,200 3,053,701 G 230 TGTcccccAGCACTGACtgtgtgtgtgtgtgtgTATAACGGGACtgtgtgTCCCAGCACTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAATGGGTCTGTTTGTCCCAGCACTGTCTCtgtgtgtgtgtgTTGAGCCTGTGTCCCAGCACTGACTCTGTCtgtgtgTAATGGGACtgtgtgTCCCAGCACTGACTCtgtgtgtgtgTAATGGGACTGTGTCCCAG

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 2 11 97 GACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAGACCGTACGTTTCAGGGTCA AGGAAGCGTAAAGACTGCTCT 15 11 100 20 196 21 59,685 59,104 40,200 40,900 2,211,400 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 2 11 98 AGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAGACCGTACGTTTCAGGGTC AGGAAGCGTAAAGACTGCTCT 16 11 99 20 196 21 59,400 59,104 44,600 40,900 2,496,522 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 2 11 175 GCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGAC GCAGCATTGCGTCAACTCTA AGGAAGCGTAAAGACTGCTCT 93 11 22 20 196 21 58,921 59,104 24,300 40,900 2,975,174 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 11 150 AGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAAGGTCTCTGACTGAAGCTTGC AGGAAGCGTAAAGACTGCTCT 67 11 47 21 196 21 59,998 59,104 40,100 40,900 2,898,325 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 44 207 GCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGAC GCAGCATTGCGTCAACTCTA TTGTCCAACCCAAATCCGAA 93 44 22 20 228 20 58,921 57,633 24,300 43,000 3,445,349 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 45 184 AGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAAGGTCTCTGACTGAAGCTTGC GTTTGTCCAACCCAAATCCGA 67 45 47 21 230 21 59,998 59,042 40,100 45,500 2,959,737 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 45 209 GCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGAC GCAGCATTGCGTCAACTCTA GTTTGTCCAACCCAAATCCGA 93 45 22 20 230 21 58,921 59,042 24,300 45,500 3,036,586 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 44 209 GCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGAC GCAGCATTGCGTCAACTCTA GTTTGTCCAACCCAAATCCGAA 93 44 22 20 230 22 58,921 59,637 24,300 43,000 3,441,426 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3133:62470 1 135 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 15 131 GACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAGACCGTACGTTTCAGGGTCA GTTTGTCCAACCCAAATCCGA 15 45 100 20 230 21 59,685 59,042 40,200 45,500 2,272,812 A 230 AAAGATAGCCGCCATAACTGCGCAGCATTGCGTCAACTCTATTCTCAGGTCTCTGACTGAAGCTTGCATTTATGTCCCTGGAGTACTATTTAAAACTTAGACCGTACGTTTCAGGGTCAAGAGGATGAAGTAGAacacacacacacacacacacacacacacacATTGACTTGAAAGAGCAGTCTTTACGCTTCCTACAATTTCAAAATTCGGATTTGGGTTGGACAAAC

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 165 56 15 1.5 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 12 3 109 ACCACATCTCGctctctCAATCTCTTtctctcTTtctctctct ACCACATCTCGCTCTCTCAA AGAGAACGATAGATAGAGAGAGCT 6 3 139 20 247 24 58,450 57,640 30,200 40,900 7,910,697 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 165 56 15 1.5 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 3 110 ACCACATCTCGctctctCAATCTCTTtctctcTTtctctctct ACCACATCTCGCTCTCTCAA GAGAGAACGATAGATAGAGAGAGCT 6 3 139 20 248 25 58,450 58,601 30,200 40,900 7,949,245 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 165 56 15 1.5 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 3 111 ACCACATCTCGctctctCAATCTCTTtctctcTTtctctctct ACCACATCTCGCTCTCTCAA AGAGAGAACGATAGATAGAGAGAGCT 6 3 139 20 249 26 58,450 59,788 30,200 40,900 7,761,911 F 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 1 12 3 173 CCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTC CCTGTTTCTCCCTGTCTCCC AGAGAACGATAGATAGAGAGAGCT 28 3 75 20 247 24 59,384 57,640 43,000 40,900 6,976,221 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 0 14 3 175 CCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTC CCTGTTTCTCCCTGTCTCCC AGAGAGAACGATAGATAGAGAGAGCT 28 3 75 20 249 26 59,384 59,788 43,000 40,900 6,827,435 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 0 14 3 176 CCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCT CCCTGTTTCTCCCTGTCTCC AGAGAGAACGATAGATAGAGAGAGCT 29 3 74 20 249 26 59,384 59,788 37,100 40,900 6,827,435 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 0 14 3 193 TGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTGTCTCTTTGTCTCTCTTTCCCTG AGAGAACGATAGATAGAGAGAGCT 44 3 55 24 247 24 59,960 57,640 44,500 40,900 10,400,100 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 0 14 3 194 GTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTGTCTCTTTGTCTCTCTTTCCCTGT AGAGAGAACGATAGATAGAGAGAGCT 43 3 56 24 249 26 59,960 59,788 40,000 40,900 10,251,436 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:3671:11611 1 123 98 15 2 AG TCTCTCTCTCTCTGTTACCACATCTCGCTCTCTCAATCNA 0 0 14 3 195 TGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTGTCTCTTTGTCTCTCTTTCCCTG AGAGAGAACGATAGATAGAGAGAGCT 44 3 55 24 249 26 59,960 59,788 44,500 40,900 10,251,314 G 253 ACTCTTTCTTCGATTATCActctctctctCAAtctctctctcTGACTGTATCTCTGTCTCTTTGtctctcTTTCCCTGTTTCTCCCTGTCTCCCTTTCACTTTCTCACCCTCCCTTTGTCTGtctctctctctcTGTTACCACATCTCGctctctCAATCTCTTtctctcTTtctctctctctctctctctctctctctctcTGtctctcTAtctctctcCCTAGctctctctATCTATCGTtctctctcTTG

ST‐E00142:460:H2K7HCCXY:6:2211:5274:28277 1 123 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 6 106 TGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtg TGTGTACGTGTGTGTTTGCA CCCAGCTGCTACAACAATCA 30 6 73 20 178 20 58,560 58,175 40,800 25,700 3,264,769 F 242 CCTCTACTGTATAACATAATTTTGCATGtttttgtgtgtgtTtgtgtgtgtgTTTGCgtgtgtgtTTTTACATGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtgtgCATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGTGATTGTTGTAGCAGCTGGGGCATGTGTTTACtttttaaaaaTATTTTAATATCTTTGCCTGGGTAGAttttttGCACAATAAA

ST‐E00142:460:H2K7HCCXY:6:2211:5274:28277 1 123 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 5 106 TGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtg TGTGTACGTGTGTGTTTGCA CCCAGCTGCTACAACAATCAC 30 5 73 20 178 21 58,560 59,530 40,800 30,600 2,909,777 F 242 CCTCTACTGTATAACATAATTTTGCATGtttttgtgtgtgtTtgtgtgtgtgTTTGCgtgtgtgtTTTTACATGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtgtgCATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGTGATTGTTGTAGCAGCTGGGGCATGTGTTTACtttttaaaaaTATTTTAATATCTTTGCCTGGGTAGAttttttGCACAATAAA

ST‐E00142:460:H2K7HCCXY:6:2211:5274:28277 1 123 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 5 106 TGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtg TGTGTACGTGTGTGTTTGCAT CCCAGCTGCTACAACAATCAC 29 5 73 21 178 21 58,990 59,530 39,600 30,600 3,480,596 F 242 CCTCTACTGTATAACATAATTTTGCATGtttttgtgtgtgtTtgtgtgtgtgTTTGCgtgtgtgtTTTTACATGTGTACgtgtgtgtTTGCATTtgtgtgtgTTTGCATAtgtgtgCATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGTGATTGTTGTAGCAGCTGGGGCATGTGTTTACtttttaaaaaTATTTTAATATCTTTGCCTGGGTAGAttttttGCACAATAAA

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 5 60 213 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC CCTGCCTCCCTACACACATG 82 60 9 21 221 20 58,273 60,108 38,500 32,100 2,834,329 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 22 175 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC ACACTACCACATGCCAGCTC 82 22 9 21 183 20 58,273 60,036 38,500 40,900 2,762,831 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 18 171 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC TACCACATGCCAGCTCTCAC 82 18 9 21 179 20 58,273 59,750 38,500 35,100 2,977,055 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 82 240 ATGAGAACCATGCTTTCATCCCCATCTTACCCACTACATGAGAACCATGCTTTCATCCC TCCACAGACATATACAAGTCCACA 82 82 8 22 247 24 58,706 59,225 38,500 41,700 8,069,467 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 82 241 GATGAGAACCATGCTTTCATCCCCATCTTACCCACTAGATGAGAACCATGCTTTCATCCC TCCACAGACATATACAAGTCCACA 82 82 7 23 247 24 59,683 59,225 38,500 41,700 8,092,683 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 74 227 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC TACAAGTCCACACACCTGCC 82 74 9 21 235 20 58,273 59,892 38,500 48,500 2,834,652 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 8 161 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC CAGCTCTCACACACATGGGT 82 8 9 21 169 20 58,273 59,964 38,500 45,100 2,762,702 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 49 202 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC ACACACATGTACACCTGCCC 82 49 9 21 210 20 58,273 60,251 38,500 53,600 2,977,548 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2211:5964:41778 1 112 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 11 82 246 TGAGAACCATGCTTTCATCCCCATCTTACCCACTACTTGAGAACCATGCTTTCATCCC GGACACATCCACAGACATATACA 82 90 9 21 254 23 58,273 57,724 38,500 22,900 8,003,283 F 262 TCTCAAGATGAGAACCATGCTTTCATCCCCATCTTACCCACTACTCTAtttttGACTGGGaaaaaTGTAGCATTTTATGTCACTTTCACTGATGtttttCAAGATTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCACACCCAtgtgtgtgAGAGCTGGCATGTGGTAGTGTGAGGGAGGGGCAGGTGTACAtgtgtgTAGGGAGGCAGgtgtgtGGACTTGTATATGTCTGTGGATGTGTCCTCAATGGT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 8 3 102 TGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACTGCCTAGGTCCTAAGCTCTCA AGGAGAGAAAGAGGGAGCGT 28 3 127 21 228 20 59,712 59,960 32,700 50,700 1,328,536 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 3 174 tgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttATGTGCTTCCAAATCTGCCCT AGGAGAGAAAGAGGGAGCGT 101 3 55 20 228 20 59,887 59,960 51,900 50,700 0.153494 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 3 175 gtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttGTGTGCTTCCAAATCTGCCC AGGAGAGAAAGAGGGAGCGT 102 3 54 20 228 20 59,755 59,960 53,600 50,700 0.285220 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 3 208 ACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgACCTCCGTAACCTCCTCCAG AGGAGAGAAAGAGGGAGCGT 135 3 21 20 228 20 60,324 59,960 38,600 50,700 0.364959 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 3 216 cccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACCCTTGCTACCTCCGTAACC AGGAGAGAAAGAGGGAGCGT 143 3 13 20 228 20 59,823 59,960 28,500 50,700 0.217871 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 2 101 TGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACTGCCTAGGTCCTAAGCTCTCA GGAGAGAAAGAGGGAGCGTG 28 2 127 21 227 20 59,712 59,825 32,700 53,400 1,462,654 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 2 173 tgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttATGTGCTTCCAAATCTGCCCT GGAGAGAAAGAGGGAGCGTG 101 2 55 20 227 20 59,887 59,825 51,900 53,400 0.287612 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 2 215 cccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACCCTTGCTACCTCCGTAACC GGAGAGAAAGAGGGAGCGTG 143 2 13 20 227 20 59,823 59,825 28,500 53,400 0.351990 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10216:52203 1 176 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 1 100 TGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACTGCCTAGGTCCTAAGCTCTCA GAGAGAAAGAGGGAGCGTGC 28 1 127 21 226 20 59,712 60,459 32,700 53,400 1,747,448 F 281 CATGGACTCAcccccTTGCTACCTCCGTAACCTCCTCCAGGTGTGAGTACTCtgtgtgCTTCCAAATCTGCCCTCTTGAGCATCCCTAtttttAATTGCTCCATTGATGGTAACCGTGTTTTCAGTTGCCTAGGTCCTAAGCTCTCATATTCCTTCTCTAGACCTCTcccccTTGctctctctctctctctctctctctctctctCGCACGCTCCCTCTTtctctcCTCCTCTAAGAACACTTAAAAGCCATGTTATGCTCTAATAGCTTCTAATGAGGTT

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 52 198 GATGCCCACATCCCACGAATaaaaaaTGAACAACAG GATGCCCACATCCCACGAAT GGAGCCCACCTGATTTCTGT 76 52 62 20 259 20 60,466 59,670 33,400 34,100 0.795785 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 141 TTCTGGAGGAAGTGGCATCCTGGCAatatatatAATA TTCTGGAGGAAGTGGCATCC GGAGCCCACCTGATTTCTGT 19 52 119 20 259 20 59,379 59,670 35,100 34,100 0.950151 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 19 143 TTCTGGAGGAAGTGGCATCCTGGCAatatatatAATA TTCTGGAGGAAGTGGCATCC ATGGAGCCCACCTGATTTCTG 19 53 119 20 261 21 59,379 60,064 35,100 30,200 1,684,721 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 53 199 GATGCCCACATCCCACGAATaaaaaaTGAACAACAG GATGCCCACATCCCACGAAT TGGAGCCCACCTGATTTCTG 76 53 62 20 260 20 60,466 59,671 33,400 30,200 0.795450 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 53 246 CCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTCCTTCTGAAGGGCATTCGGG TGGAGCCCACCTGATTTCTG 123 53 15 20 260 20 60,749 59,671 51,400 30,200 1,078,715 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 53 259 ACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGACCCTCATCACCACCTTCTG TGGAGCCCACCTGATTTCTG 136 53 2 20 260 20 59,013 59,671 30,200 30,200 1,316,555 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 52 245 CCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTCCTTCTGAAGGGCATTCGGG GGAGCCCACCTGATTTCTGT 123 52 15 20 259 20 60,749 59,670 51,400 34,100 1,079,050 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 19 142 TTCTGGAGGAAGTGGCATCCTGGCAatatatatAATA TTCTGGAGGAAGTGGCATCC TGGAGCCCACCTGATTTCTG 19 53 119 20 260 20 59,379 59,671 35,100 30,200 0.949816 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 92 TTCTGGAGGAAGTGGCATCCTGGCAatatatatAATA TTCTGGAGGAAGTGGCATCC TCCCAGGTGTTGATGGTTGG 19 3 119 20 210 20 59,379 59,888 35,100 37,700 0.732774 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 93 CTTCTGGAGGAAGTGGCATCCTGGCAatatatatAAT CTTCTGGAGGAAGTGGCATCC TCCCAGGTGTTGATGGTTGG 19 3 118 21 210 20 60,408 59,888 35,100 37,700 1,520,207 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 147 TGCCCACATCCCACGAATaaaaaaTGAACAACAGGG TGCCCACATCCCACGAATAA TCCCAGGTGTTGATGGTTGG 74 3 64 20 210 20 59,379 59,888 14,000 37,700 0.733300 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 149 GATGCCCACATCCCACGAATaaaaaaTGAACAACAG GATGCCCACATCCCACGAAT TCCCAGGTGTTGATGGTTGG 76 3 62 20 210 20 60,466 59,888 33,400 37,700 0.578408 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 158 CTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGCTTGCCAATGATGCCCACAT TCCCAGGTGTTGATGGTTGG 85 3 53 20 210 20 59,172 59,888 32,100 37,700 0.940241 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 3 196 CCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTCCTTCTGAAGGGCATTCGGG TCCCAGGTGTTGATGGTTGG 123 3 15 20 210 20 60,749 59,888 51,400 37,700 0.861673 F 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10521:33955 1 158 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 1 90 TTCTGGAGGAAGTGGCATCCTGGCAatatatatAATA TTCTGGAGGAAGTGGCATCC CCAGGTGTTGATGGTTGGCA 19 1 119 20 208 20 59,379 60,827 35,100 49,200 1,447,645 B 264 AACCCTCATCACCACCTTCTGAAGGGCATTCGGGGTGGGCAAGAAATGTGGCCTTGCCAATGATGCCCACATCCCACGAATaaaaaaTGAACAACAGGGATCTAGGAGTAAGAGATTCTTCTGGAGGAAGTGGCATCCTGGCAatatatatAATATGgagagagagagagagagagagagagagagaATGCCAACCATCAACACCTGGGAAGTAATCTGGCAGACTGAAAAGCAATGGAACAGAAATCAGGTGGGCTCCATCTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 8 31 226 TCCGGACCATCATAACAATACTACTATCATCGAAGC TCCGGACCATCATAACAATACTAC TGCCAACTCACACTCTCACA 121 31 17 24 242 20 57,907 59,170 27,300 35,800 6,922,945 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 31 226 TCCGGACCATCATAACAATACTACTATCATCGAAGC TCCGGACCATCATAACAATACTACT TGCCAACTCACACTCTCACA 120 31 17 25 242 20 59,163 59,170 25,700 35,800 6,666,888 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 31 227 ATCCGGACCATCATAACAATACTACTATCATCGAAGATCCGGACCATCATAACAATACT TGCCAACTCACACTCTCACA 123 31 16 23 242 20 57,174 59,170 21,200 35,800 6,655,583 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 33 140 TTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCG TTTGTCTTGCGTGTGTGCG ACTCACATGCCAACTCACACT 33 37 110 19 249 21 59,938 59,858 53,400 35,500 2,203,385 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 33 141 TTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCG TTTGTCTTGCGTGTGTGCG CACTCACATGCCAACTCACAC 33 38 110 19 250 21 59,938 59,735 53,400 38,200 2,326,824 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 33 142 TTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCG TTTGTCTTGCGTGTGTGCG ACACTCACATGCCAACTCACA 33 39 110 19 251 21 59,938 60,134 53,400 35,800 2,195,857 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 47 244 TCCGGACCATCATAACAATACTACTATCATCGAAGC TCCGGACCATCATAACAATACTAC CGCTTACATACACTCACATGCC 121 47 17 24 260 22 57,907 59,715 27,300 44,000 8,378,174 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 47 244 TCCGGACCATCATAACAATACTACTATCATCGAAGC TCCGGACCATCATAACAATACTACT CGCTTACATACACTCACATGCC 120 47 17 25 260 22 59,163 59,715 25,700 44,000 8,122,117 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 47 245 ATCCGGACCATCATAACAATACTACTATCATCGAAGATCCGGACCATCATAACAATACT CGCTTACATACACTCACATGCC 123 47 16 23 260 22 57,174 59,715 21,200 44,000 8,110,812 B 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 17 118 tGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgt TGCGTGCATGTGTGTTTCAG TGCCAACTCACACTCTCACA 17 31 125 20 242 20 59,971 59,170 30,200 35,800 0.859158 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 16 117 GCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgGCGTGCATGTGTGTTTCAGT TGCCAACTCACACTCTCACA 16 31 126 20 242 20 59,971 59,170 34,100 35,800 0.859291 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:10642:31635 1 162 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 13 114 TGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtg TGCATGTGTGTTTCAGTGCG TGCCAACTCACACTCTCACA 13 31 129 20 242 20 59,971 59,170 53,400 35,800 0.859158 F 264 CCCAATTCGGTGAAAATCCGGACCATCATAACAATACTACTATCATCGAAGCTAATCTATTTtctctcTTGTTCATCCTGAGTATCTCAAAAGGTTAGCCTACACTTATTTTGTCTTGCgtgtgtGCGTGCAtgtgtgTTTCAGTGCGCgtgtgtgtATAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtTagagagagTTtgtgtgtgTATGTGAGAGTGTGAGTTGGCATGTGAGTGTATGTAAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 3 6 141 ACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatACTAGAAGCCACTTTCCTTGG ATTGCAGCAGCTGAGTCTGG 6 64 9 21 149 20 57,575 60,677 36,100 38,600 4,102,260 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 177 ACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatACTAGAAGCCACTTTCCTTGG TCAGCAGCCAAAGAAGCAGA 6 100 9 21 185 20 57,575 59,891 36,100 42,600 3,534,315 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 178 ACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatACTAGAAGCCACTTTCCTTGG CTCAGCAGCCAAAGAAGCAG 6 101 9 21 186 20 57,575 59,478 36,100 42,400 3,947,343 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 8 6 136 ACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatACTAGAAGCCACTTTCCTTGG AGCAGCTGAGTCTGGTCAAT 6 59 9 21 144 20 57,575 59,017 36,100 25,700 4,407,867 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 8 6 137 ACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatACTAGAAGCCACTTTCCTTGG CAGCAGCTGAGTCTGGTCAA 6 60 9 21 145 20 57,575 59,966 36,100 31,800 3,459,639 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:12134:40126 1 36 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 8 6 139 CTACTAGAAGCCACTTTCCTTGGCATAGGatatatata CTACTAGAAGCCACTTTCCTTGG CAGCAGCTGAGTCTGGTCAA 6 60 7 23 145 20 58,491 59,966 36,100 31,800 4,543,139 F 198 ATAATTCTACTAGAAGCCACTTTCCTTGGCATAGGatatatatatatatatatatatatatatatTTTTATTGACaaaaaTCAGGCACTGATTTTAAGGTGTAGTTTCAGCATAGTTAAAATTAATTGACCAGACTCAGCTGCTGCAATAtctctctcTTAAAATTCTGCTTCTTTGGCTGCTGAGGCAAGTTTGCAT

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 39 163 ACAGTCCATGATTGGTGCCATTTGTATATTAAGAAT ACAGTCCATGATTGGTGCCA CCAGCTTCATCATATGCTTCCA 52 39 97 20 259 22 59,595 58,517 49,200 35,300 3,888,620 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 39 172 CGTGCCTTCACAGTCCATGATTGGTGCCATTTGTAT CGTGCCTTCACAGTCCATGA CCAGCTTCATCATATGCTTCCA 61 39 88 20 259 22 60,321 58,517 30,700 35,300 3,804,104 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 39 225 AGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATG AGCGTTGTAAGGTTGTCCCA CCAGCTTCATCATATGCTTCCA 114 39 35 20 259 22 59,529 58,517 43,700 35,300 3,954,187 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 39 226 CAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAAT CAGCGTTGTAAGGTTGTCCC CCAGCTTCATCATATGCTTCCA 115 39 34 20 259 22 59,128 58,517 44,600 35,300 4,355,809 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 39 256 GTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGT GTCCACCCGTCACTCAGC CCAGCTTCATCATATGCTTCCA 147 39 4 18 259 22 60,048 58,517 42,600 35,300 5,531,549 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 39 258 CTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGC CTGTCCACCCGTCACTCAG CCAGCTTCATCATATGCTTCCA 148 39 2 19 259 22 59,710 58,517 33,500 35,300 4,773,745 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 38 172 CGTGCCTTCACAGTCCATGATTGGTGCCATTTGTAT CGTGCCTTCACAGTCCATGA CCAGCTTCATCATATGCTTCCAG 61 38 88 20 259 23 60,321 59,497 30,700 38,600 3,823,278 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 38 225 AGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATG AGCGTTGTAAGGTTGTCCCA CCAGCTTCATCATATGCTTCCAG 114 38 35 20 259 23 59,529 59,497 43,700 38,600 3,973,361 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 38 258 CTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGC CTGTCCACCCGTCACTCAG CCAGCTTCATCATATGCTTCCAG 148 38 2 19 259 23 59,710 59,497 33,500 38,600 4,792,918 F 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 3 114 AGAACAGCGAATTCCCAGCACAActctctctctctctctct AGAACAGCGAATTCCCAGCA CCAGCTTCATCATATGCTTCCA 3 39 146 20 259 22 59,963 58,517 44,100 35,300 3,520,153 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 3 114 AGAACAGCGAATTCCCAGCACAActctctctctctctctct AGAACAGCGAATTCCCAGCA CCAGCTTCATCATATGCTTCCAG 3 38 146 20 259 23 59,963 59,497 44,100 38,600 3,539,327 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:13129:63507 1 169 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 113 GAACAGCGAATTCCCAGCACAActctctctctctctctctc GAACAGCGAATTCCCAGCAC CCAGCTTCATCATATGCTTCCA 2 39 147 20 259 22 59,831 58,517 44,000 35,300 3,652,430 A 259 CCTGTCCACCCGTCACTCAGCCCCGCTCTAATACAGCGTTGTAAGGTTGTCCCATTCTCTAACATCAATGcccccGTACTCACTCCCCGTGCCTTCACAGTCCATGATTGGTGCCATTTGTATATTAAGAATTAACAGAGAACAGAGAACAGCGAATTCCCAGCACAActctctctctctctctctctctctctctctTTCTCCAACACGGCATTTAATTTGACAAATCACTATTTCTGGAAGCATATGATGAAGCTGG

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 1 1 2 0 181 TCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATCCACTGCACTGCTCACTTT GGCTATGGGCATCCCTTGG 88 0 33 20 213 19 59,819 60,229 26,600 36,100 1,409,789 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 46 228 TCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATCCACTGCACTGCTCACTTT AGGGATGGAGCATGGAATGG 88 46 33 20 260 20 59,819 59,518 26,600 31,600 0.662681 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 46 240 GGTACATGTTGCTCCACTGCACTGCTCACtttttGTTA GGTACATGTTGCTCCACTGC AGGGATGGAGCATGGAATGG 100 46 21 20 260 20 59,195 59,518 44,000 31,600 1,286,556 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 46 240 GGTACATGTTGCTCCACTGCACTGCTCACtttttGTTA GGTACATGTTGCTCCACTGCA AGGGATGGAGCATGGAATGG 99 46 21 21 260 20 60,882 59,518 44,100 31,600 2,363,492 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 46 241 AGGTACATGTTGCTCCACTGCACTGCTCACtttttGTT AGGTACATGTTGCTCCACTGC AGGGATGGAGCATGGAATGG 100 46 20 21 260 20 60,612 59,518 44,000 31,600 2,093,239 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 1 183 TCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATCCACTGCACTGCTCACTTT CAGGCTATGGGCATCCCTTG 88 1 33 20 215 20 59,819 60,539 26,600 36,100 0.720090 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 4 1 184 CTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTACTCCACTGCACTGCTCACTT CAGGCTATGGGCATCCCTTG 89 1 32 20 215 20 60,250 60,539 31,600 36,100 0.789186 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 5 1 108 TTGATGAGTAAACTGGCTCAACtttttGTCGACcacac TTGATGAGTAAACTGGCTCAACT CAGGCTATGGGCATCCCTTG 10 1 108 23 215 20 58,027 60,539 31,600 36,100 5,512,145 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 6 46 237 ACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCACATGTTGCTCCACTGCACT AGGGATGGAGCATGGAATGG 97 46 24 20 260 20 60,179 59,518 44,000 31,600 0.660576 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 6 1 107 TGATGAGTAAACTGGCTCAACtttttGTCGACcacacacTGATGAGTAAACTGGCTCAACT CAGGCTATGGGCATCCCTTG 10 1 109 22 215 20 57,376 60,539 31,600 36,100 5,162,909 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 6 1 192 ACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCACATGTTGCTCCACTGCACT CAGGCTATGGGCATCCCTTG 97 1 24 20 215 20 60,179 60,539 44,000 36,100 0.717986 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:16467:11171 1 141 54 15 2 AC CACACACACACACTCTCTCACGCCCACACACACACA NA 0 0 7 1 107 TGATGAGTAAACTGGCTCAACtttttGTCGACcacacacTGATGAGTAAACTGGCTCAACTT CAGGCTATGGGCATCCCTTG 9 1 109 23 215 20 58,027 60,539 26,600 36,100 5,512,145 G 260 CAGCTTCTCATGAGAAATGAGGTACATGTTGCTCCACTGCACTGCTCACtttttGTTATCTCCTTGCGTAATTGTATCTGTAATGGAGATTGATAACAACCATGATTTTGATGAGTAAACTGGCTCAACtttttGTCGACcacacacacacactctctCACGCCcacacacacacacacacacacacacacacaCCAAGGGATGCCCATAGCCTGCAGGCAAACTACTACCACATCATTACCATTCCATGCTCCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:17726:1291 1 24 55 15 1.5 AC CACACACACACACGCACACACACACACACACACACANA 1 1 15 2 100 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacaca CCTCACACACATTCTCTCCCT GGGTGAGAGAGGGACAGAGA 2 2 1 21 100 20 59,095 59,667 42,000 31,000 2,238,527 F 104 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacacacacacacacacacacacacacacaTtctctctctcATTCTCTGTCCctctctCACCCACAC

ST‐E00142:460:H2K7HCCXY:6:2212:17726:1291 1 24 55 15 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 15 2 101 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacaca CCTCACACACATTCTCTCCCT TGGGTGAGAGAGGGACAGAG 2 3 1 21 101 20 59,095 59,960 42,000 33,500 1,945,567 F 104 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacacacacacacacacacacacacacacaTtctctctctcATTCTCTGTCCctctctCACCCACAC

ST‐E00142:460:H2K7HCCXY:6:2212:17726:1291 1 24 55 15 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 15 2 102 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacaca CCTCACACACATTCTCTCCCT GTGGGTGAGAGAGGGACAGA 2 4 1 21 102 20 59,095 60,252 42,000 34,100 2,157,047 F 104 CCTcacacacaTtctctcCCTTTcacacacacacaCGcacacacacacacacacacacacacacacaTtctctctctcATTCTCTGTCCctctctCACCCACAC

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 3 193 TGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTTGGTGAAGCCACATTTAGAGT CCCACCTGCACTCCATTCC 120 3 8 21 200 19 57,212 60,379 32,400 30,100 5,167,271 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 104 GGTCTGCTCCGAGTGATACCTGAGTGGGACAGTgg GGTCTGCTCCGAGTGATACC CCACCTGCACTCCATTCCC 33 2 96 20 199 19 59,614 60,379 27,300 39,700 1,765,157 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 192 TGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTTGGTGAAGCCACATTTAGAGT CCACCTGCACTCCATTCCC 120 2 8 21 199 19 57,212 60,379 32,400 39,700 5,167,271 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 189 GGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGGTGAAGCCACATTTAGAGTACTG ACCTGCACTCCATTCCCAC 116 0 9 24 197 19 59,368 59,620 27,400 46,100 6,012,116 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 95 CCGAGTGATACCTGAGTGGGACAGTggggggggggggCCGAGTGATACCTGAGTGGG CACCTGCACTCCATTCCCAC 25 0 104 20 198 20 59,253 60,962 46,100 46,100 1,709,611 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 103 GGTCTGCTCCGAGTGATACCTGAGTGGGACAGTgg GGTCTGCTCCGAGTGATACC CACCTGCACTCCATTCCCAC 33 0 96 20 198 20 59,614 60,962 27,300 46,100 1,348,469 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 185 AGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTC AGCCACATTTAGAGTACTGTGT CACCTGCACTCCATTCCCAC 113 0 14 22 198 20 57,108 60,962 37,200 46,100 5,854,348 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 189 GTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGGTGAAGCCACATTTAGAGTACTGTG CACCTGCACTCCATTCCCAC 114 0 10 25 198 20 59,879 60,962 36,600 46,100 6,083,186 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:20070:36996 1 149 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 191 TGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTTGGTGAAGCCACATTTAGAGT CACCTGCACTCCATTCCCAC 120 0 8 21 198 20 57,212 60,962 32,400 46,100 4,750,583 F 224 AGGGTGTTGGTGAAGCCACATTTAGAGTACTGTGTACAGTTTTGGTCTCCCTATTTAAGAAAAGGAAATAAATATGTTAGAAGTAGTTCAGAGGAGGTCTGCTCCGAGTGATACCTGAGTGGGACAGTggggggggggggggggTGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGAATGGAGTGCAGGTgggggTTATCTTATAAGGAACAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 5 3 90 GAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAA GAATTCTTGCTCGCCCTTGC GGGAGAGTTAGCAGGAAAGCA 16 3 148 20 237 21 60,179 59,721 40,100 39,100 1,458,424 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 111 ctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCC CTCTTTCCCTCTTGGCGGAA GGGAGAGTTAGCAGGAAAGCA 37 3 127 20 237 21 59,675 59,721 43,000 39,100 1,604,214 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 155 CCAGTGACTGAGCAGAGAAACAATTCGATTTTGTG CCAGTGACTGAGCAGAGAAACA GGGAGAGTTAGCAGGAAAGCA 79 3 83 22 237 21 60,224 59,721 28,300 39,100 3,503,409 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 156 TCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCAGTGACTGAGCAGAGAAAC GGGAGAGTTAGCAGGAAAGCA 80 3 82 22 237 21 59,964 59,721 27,800 39,100 3,315,746 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 156 TCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCAGTGACTGAGCAGAGAA GGGAGAGTTAGCAGGAAAGCA 82 3 82 20 237 21 57,999 59,721 28,700 39,100 3,280,347 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 201 AGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGT AGCTTCGGCAACATCTCTTT GGGAGAGTTAGCAGGAAAGCA 127 3 37 20 237 21 57,809 59,721 25,200 39,100 3,470,399 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 202 AAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAG AAGCTTCGGCAACATCTCTT GGGAGAGTTAGCAGGAAAGCA 128 3 36 20 237 21 57,809 59,721 28,500 39,100 3,470,399 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 203 AAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAA AAAGCTTCGGCAACATCTCT GGGAGAGTTAGCAGGAAAGCA 129 3 35 20 237 21 57,809 59,721 31,000 39,100 3,470,399 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 40 264 GTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGTGTTTGTCCTGATGAGTGCA GGGAAGGGAACGGGCGAG 155 40 8 21 271 18 58,779 62,469 45,700 50,300 6,689,859 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 39 263 GTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGTGTTTGTCCTGATGAGTGCA GGAAGGGAACGGGCGAGG 155 39 8 21 270 18 58,779 62,469 45,700 46,300 6,689,859 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 38 262 GTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGTGTTTGTCCTGATGAGTGCA GAAGGGAACGGGCGAGGG 155 38 8 21 269 18 58,779 62,469 45,700 43,000 6,689,859 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23145:47843 1 184 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 3 113 ctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTCTCTTTCCCTCTTGGCGG GGGAGAGTTAGCAGGAAAGCA 39 3 125 20 237 21 60,108 59,721 61,300 39,100 1,387,216 F 285 TATCCTTGTGTTTGTCCTGATGAGTGCAAGATGAAAAGCTTCGGCAACATCTCTTTTCAGCAATATTCAAGTCCTGTACTATCCAGTGACTGAGCAGAGAAACAATTCGATTTTGTGTCCGTTtctctcTTTCCCTCTTGGCGGAATGAATTCTTGCTCGCCCTTGCACATTCTGAATCGTAAtctctctctctctctctctctctctctctcGCATGCTTTCCTGCTAACTCTccccccTGTCCTTTTcccccTCGCCCGTTCCCTTcccccTCACCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 1 1 11 22 145 TACATGCACGCAGTcacacacaGCCATCACAAACACA TACATGCACGCAGTCACACA TGTGTGTATGTGTACCTGACTGT 41 22 59 20 203 23 60,250 59,360 37,200 35,500 3,889,218 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 11 20 143 TACATGCACGCAGTcacacacaGCCATCACAAACACA TACATGCACGCAGTCACACA TGTGTATGTGTACCTGACTGTGT 41 20 59 20 201 23 60,250 59,360 37,200 37,200 3,889,218 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 11 14 146 TCACAAACATACATGCACGCAGTcacacacaGCCATC TCACAAACATACATGCACGCA TGTGTACCTGACTGTGTATGTGA 49 14 50 21 195 23 59,124 59,107 52,400 35,800 5,768,744 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 11 9 141 TCACAAACATACATGCACGCAGTcacacacaGCCATC TCACAAACATACATGCACGCA ACCTGACTGTGTATGTGATGACT 49 9 50 21 190 23 59,124 59,165 52,400 34,100 5,710,969 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 12 9 143 AGTCACAAACATACATGCACGCAGTcacacacaGCCAAGTCACAAACATACATGCACGC ACCTGACTGTGTATGTGATGACT 50 9 48 22 190 23 60,096 59,165 53,400 34,100 5,930,581 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 13 26 149 TACATGCACGCAGTcacacacaGCCATCACAAACACA TACATGCACGCAGTCACACA TGAGTGTGTGTATGTGTACCTGA 41 26 59 20 207 23 60,250 59,107 37,200 38,600 4,142,245 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 13 26 190 AAACACATACTCACACTCAGtctctcACTCAGTCACAAAAACACATACTCACACTCAGTCTCT TGAGTGTGTGTATGTGTACCTGA 77 26 18 25 207 23 59,697 59,107 31,000 38,600 9,195,666 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 13 26 190 AAACACATACTCACACTCAGtctctcACTCAGTCACAAAAACACATACTCACACTCAGTCT TGAGTGTGTGTATGTGTACCTGA 79 26 18 23 207 23 57,463 59,107 32,400 38,600 9,429,888 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 14 26 190 AAACACATACTCACACTCAGtctctcACTCAGTCACAAAAACACATACTCACACTCAGTCTC TGAGTGTGTGTATGTGTACCTGA 78 26 18 24 207 23 58,467 59,107 33,600 38,600 9,426,070 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 14 0 109 AGTcacacacaGCCATCACAAACACATacacacATGCA AGTCACACACAGCCATCACA ATGTGATGACTGAGTGTGCA 30 0 70 20 178 20 59,531 57,155 35,800 45,700 3,314,856 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 14 0 120 TACATGCACGCAGTcacacacaGCCATCACAAACACA TACATGCACGCAGTCACACA ATGTGATGACTGAGTGTGCA 41 0 59 20 178 20 60,250 57,155 37,200 45,700 3,095,020 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 14 0 129 TCACAAACATACATGCACGCAGTcacacacaGCCATC TCACAAACATACATGCACGCA ATGTGATGACTGAGTGTGCA 49 0 50 21 178 20 59,124 57,155 52,400 45,700 4,721,519 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 14 0 131 AGTCACAAACATACATGCACGCAGTcacacacaGCCAAGTCACAAACATACATGCACGC ATGTGATGACTGAGTGTGCA 50 0 48 22 178 20 60,096 57,155 53,400 45,700 4,941,131 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 17 0 123 TACATGCACGCAGTcacacacaGCCATCACAAACACA TACATGCACGCAGTCACACA TGTATGTGATGACTGAGTGTGCA 41 0 59 20 181 23 60,250 59,993 37,200 45,700 3,256,409 F 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:23744:21842 1 120 39 15 1.5 AC ACACACACACACACACACACACACACACACCCACACNA 0 0 17 0 132 TCACAAACATACATGCACGCAGTcacacacaGCCATC TCACAAACATACATGCACGCA TGTATGTGATGACTGAGTGTGCA 49 0 50 21 181 23 59,124 59,993 52,400 45,700 4,882,908 B 207 CTCAGTCACTCAGCTGAAAACACATACTCACACTCAGtctctcACTCAGTCACAAACATACATGCACGCAGTcacacacaGCCATCACAAACACATacacacATGCACACTCAGTCACAacacacacacacacacacacacacacacacCcacacacaTGCACACTCAGTCATCACATACACAGTCAGGTACACATacacacacTCA

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 18 141 CAAGAAACCACAGAGACTGAGTTAACTGTAATCTG CAAGAAACCACAGAGACTGAGT TCACATGTCCCAAATTAATGCAACA 46 18 94 22 234 25 57,935 59,989 34,100 33,300 9,076,752 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 134 ACCACAGAGACTGAGTTAACTGTAATCTGTAAAAG ACCACAGAGACTGAGTTAACTGT CACATGTCCCAAATTAATGCAACA 39 18 100 23 233 24 59,039 58,764 35,500 33,300 9,197,690 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 135 ACCACAGAGACTGAGTTAACTGTAATCTGTAAAAG ACCACAGAGACTGAGTTAACTGT TCACATGTCCCAAATTAATGCAACA 39 18 100 23 234 25 59,039 59,989 35,500 33,300 8,972,839 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 141 TCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTCAAGAAACCACAGAGACTGAGT CACATGTCCCAAATTAATGCAACA 46 18 93 23 233 24 59,293 58,764 34,100 33,300 8,942,876 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 142 TCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTCAAGAAACCACAGAGACTGAGT TCACATGTCCCAAATTAATGCAACA 46 18 93 23 234 25 59,293 59,989 34,100 33,300 8,718,025 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 13 136 TCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTCAAGAAACCACAGAGACTGAGT GTCCCAAATTAATGCAACAACACA 46 13 93 23 228 24 59,293 58,947 34,100 37,200 8,759,739 F 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 12 136 TCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTCAAGAAACCACAGAGACTGAGT GTCCCAAATTAATGCAACAACACAC 46 12 93 23 228 25 59,293 60,050 34,100 38,200 8,757,025 F 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 136 AACCACAGAGACTGAGTTAACTGTAATCTGTAAAA AACCACAGAGACTGAGTTAACTGT TCACATGTCCCAAATTAATGCAACA 39 18 99 24 234 25 59,594 59,989 35,500 33,300 9,417,434 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 192 ACCTTTCACTTTACAAGACCATCATTTCAACTTTAGAACCTTTCACTTTACAAGACCATCA TCACATGTCCCAAATTAATGCAACA 95 18 43 24 234 25 58,309 59,989 30,700 33,300 10,702,296 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 194 TGAACCTTTCACTTTACAAGACCATCATTTCAACTTT TGAACCTTTCACTTTACAAGACCA CACATGTCCCAAATTAATGCAACA 98 18 40 24 233 24 58,498 58,764 40,200 33,300 10,738,360 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 195 TGAACCTTTCACTTTACAAGACCATCATTTCAACTTT TGAACCTTTCACTTTACAAGACCA TCACATGTCCCAAATTAATGCAACA 98 18 40 24 234 25 58,498 59,989 40,200 33,300 10,513,510 B 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 190 TGAACCTTTCACTTTACAAGACCATCATTTCAACTTT TGAACCTTTCACTTTACAAGACCA TGTCCCAAATTAATGCAACAACAC 98 14 40 24 229 24 58,498 58,947 40,200 33,200 10,555,224 F 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26159:64808 1 162 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 135 TCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTCAAGAAACCACAGAGACTGAGT TCCCAAATTAATGCAACAACACAC 46 12 93 23 227 24 59,293 58,947 34,100 38,200 8,759,739 F 261 CCTAGAAATTCGACTACTAAAATATCTCACAATATGCTGTGAACCTTTCACTTTACAAGACCATCATTTCAACTTTAGATCATCAAAACCATTCAAGAAACCACAGAGACTGAGTTAACTGTAATCTGTAAAAGTGCACTATCTTTATCTGTTTATATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGACACTTGAgtgtgtTGTTGCATTAATTTGGGACATGTGAATGAGAATAAATAACTTAATTTTAAAC

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 2 55 214 TCCTGATGGATTCACATAACGTTAACAATCTATTTAATCCTGATGGATTCACATAACGT TGCTTAGTACCACACTACTATCCTC 55 82 2 22 215 25 57,246 59,173 39,900 37,100 10,580,253 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 55 213 TCCTGATGGATTCACATAACGTTAACAATCTATTTAATCCTGATGGATTCACATAACGT GCTTAGTACCACACTACTATCCTCA 55 81 2 22 214 25 57,246 59,173 39,900 38,600 10,580,253 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 55 214 TCCTGATGGATTCACATAACGTTAACAATCTATTTAATCCTGATGGATTCACATAACGT TGCTTAGTACCACACTACTATCCT 55 83 2 22 215 24 57,246 58,237 39,900 32,400 10,516,871 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 111 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG TTCATCCATCTTCTTCTGGCTT 19 20 40 20 150 22 58,000 57,419 37,700 43,500 6,581,738 F 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 112 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG ATTCATCCATCTTCTTCTGGCT 19 21 40 20 151 22 58,000 57,207 37,700 47,500 6,792,943 F 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 138 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG TGAACTCCCTCAAGTCCATTAATG 19 45 40 20 177 24 58,000 58,500 37,700 19,000 7,500,663 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 138 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG TGAACTCCCTCAAGTCCATTAATGA 19 44 40 20 177 25 58,000 59,749 37,700 25,700 7,250,972 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 139 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG TTGAACTCCCTCAAGTCCATTAA 19 47 40 20 178 23 58,000 57,423 37,700 14,000 7,576,992 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 140 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG ATTGAACTCCCTCAAGTCCATT 19 49 40 20 179 22 58,000 57,335 37,700 31,600 6,665,117 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 142 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG GTATTGAACTCCCTCAAGTCCA 19 51 40 20 181 22 58,000 57,447 37,700 40,200 6,553,759 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 19 143 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG AGTATTGAACTCCCTCAAGTCCA 19 51 40 20 182 23 58,000 58,832 37,700 40,200 6,168,530 B 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26250:24989 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 17 110 GCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCC GCAGCAGGCAATAAAGGTTG TCATCCATCTTCTTCTGGCTTAGA 19 17 40 20 149 24 58,000 59,035 37,700 21,000 6,965,326 F 223 TTCCTGATGGATTCACATAACGTTAACAATCTATTTAATGCAGCAGGCAATAAAGGTTGCTTCATTAGCAGCCCTTCTacacacacacacacacacacacacacacacAGAAAAGGGAAAGAAATTCTAAGCCagaagaagaTGGATGAATATCATTAATGGACTTGAGGGAGTTCAATACTATTCATTTGAGGATAGTAGTGTGGTACTAAGCATTAGTCTG

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 4 3 164 TGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcc TGCTGAGGCCCTAAGCTATG TTTCGTTGCGCCTCACCG 93 3 82 20 245 18 59,239 61,343 22,300 49,400 4,103,814 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 3 166 CATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGCATGCTGAGGCCCTAAGCTA TTTCGTTGCGCCTCACCG 95 3 80 20 245 18 59,239 61,343 33,200 49,400 4,103,814 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 3 169 TGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGTGACATGCTGAGGCCCTAAG TTTCGTTGCGCCTCACCG 98 3 77 20 245 18 59,457 61,343 21,800 49,400 3,885,904 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 3 211 CCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGCCTCCAGGGCAAGTCGGC TTTCGTTGCGCCTCACCG 142 3 35 18 245 18 62,785 61,343 55,400 49,400 8,128,080 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 0 95 GTCTAACGGAAAGCACAATGAAAATAGAAACATTA GTCTAACGGAAAGCACAATGAA CGTTGCGCCTCACCGATG 25 0 148 22 242 18 57,258 61,853 25,700 38,400 8,595,768 A 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 3 99 AGTCTAACGGAAAGCACAATGAAAATAGAAACATT AGTCTAACGGAAAGCACAATGAA TTTCGTTGCGCCTCACCG 25 3 147 23 245 18 58,614 61,343 25,700 49,400 7,728,452 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 3 99 AGTCTAACGGAAAGCACAATGAAAATAGAAACATT AGTCTAACGGAAAGCACAATGA TTTCGTTGCGCCTCACCG 26 3 147 22 245 18 57,997 61,343 25,700 49,400 7,345,533 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 2 211 CCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGCCTCCAGGGCAAGTCGGC TTTCGTTGCGCCTCACCGA 142 2 35 18 245 19 62,785 62,794 55,400 46,900 8,579,227 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 1 98 AGTCTAACGGAAAGCACAATGAAAATAGAAACATT AGTCTAACGGAAAGCACAATGA TTCGTTGCGCCTCACCGAT 26 1 147 22 244 19 57,997 62,583 25,700 41,800 7,586,182 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 1 210 CCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGCCTCCAGGGCAAGTCGGC TTCGTTGCGCCTCACCGAT 142 1 35 18 244 19 62,785 62,583 55,400 41,800 8,368,729 F 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 0 96 AGTCTAACGGAAAGCACAATGAAAATAGAAACATT AGTCTAACGGAAAGCACAATGA CGTTGCGCCTCACCGATG 26 0 147 22 242 18 57,997 61,853 25,700 38,400 7,856,236 A 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:26677:61169 1 195 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 0 96 AGTCTAACGGAAAGCACAATGAAAATAGAAACATT AGTCTAACGGAAAGCACAATGAA CGTTGCGCCTCACCGATG 25 0 147 23 242 18 58,614 61,853 25,700 38,400 8,239,155 A 267 AATCCCGGCTGAAGACAAAATGGGaaaaaTAGCGCCTCCAGGGCAAGTCGGCGCGGAGGAGAGGCAGGGCGGATTTTGACATGCTGAGGCCCTAAGCTATGTCAATCTTAAGAGGcccccATAGCATTCCCAAAACAAAATGTATTAGTCTAACGGAAAGCACAATGAAAATAGAAACATTAAAGCTTTATATTtatatatatatatatatatatatatatataCATCGGTGAGGCGCAACGaaaaaCTAATAATCTAACTAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 21 204 GTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGGTCAAACTGACAGGAGGCCG TGAAGAGAATATCTACCGTCCTGG 21 109 7 20 210 24 60,951 59,172 61,300 44,500 5,778,875 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 21 176 GTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGGTCAAACTGACAGGAGGCCG CTCACCCGTCTGTTGGTCTC 21 85 7 20 182 20 60,951 60,038 61,300 33,600 0.989199 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 21 277 GTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGGTCAAACTGACAGGAGGCCG AAACTGGAGAGAGCGCAGGA 21 186 7 20 283 20 60,951 61,188 61,300 38,600 2,139,258 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 19 174 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG CTCACCCGTCTGTTGGTCTC 19 85 9 20 182 20 60,672 60,038 46,300 33,600 0.709940 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 19 202 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG TGAAGAGAATATCTACCGTCCTGG 19 109 9 20 210 24 60,672 59,172 46,300 44,500 5,499,616 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 19 206 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG GGGATGAAGAGAATATCTACCGTCC 19 112 9 20 214 25 60,672 60,106 46,300 47,900 5,777,456 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 19 275 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG AAACTGGAGAGAGCGCAGGA 19 186 9 20 283 20 60,672 61,188 46,300 38,600 1,860,000 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 19 176 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG CTCTCACCCGTCTGTTGGTC 19 87 9 20 184 20 60,672 60,038 46,300 40,200 0.709940 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 19 275 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG AAACTGGAGAGAGCGCAGG 19 187 9 20 283 19 60,672 59,705 46,300 48,500 1,966,561 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 19 131 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG CCTCTCTCTCCTCCTCCCTG 19 42 9 20 139 20 60,672 59,814 46,300 44,500 0.857682 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 19 133 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG CACCTCTCTCTCCTCCTCCC 19 44 9 20 141 20 60,672 60,106 46,300 43,000 0.777998 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:30046:71119 1 48 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 19 134 CAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGCAAACTGACAGGAGGCCGAG CCACCTCTCTCTCCTCCTCC 19 45 9 20 142 20 60,672 60,106 46,300 43,000 0.777998 F 285 AGGATTGTCAAACTGACAGGAGGCCGAGCCTGGGGTGGGGAGTGGGGgagagagagagagagagagagagagagagaGCGTGAGGTGGCCGAGAgggggAagagagCGAGGCGGCTGAGCAGggaggaggagagagaGGTGGCCGAGCAGTGGGGTTGTGGGGAGACCAACAGACGGGTGAGAGCACCAGGACGGTAGATATTCTCTTCATCCCACTACAAAATCTTAGTTGTACCGAACTATCAAATTTGAGTTTaaaaaGCTCCTGCGctctctCCAGttttt

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 119 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 12 0 93 gGGAGGgagagagaGCAAGAagagagagagagagagagaGGGAGGGAGAGAGAGCAAGA TGTCACTCTCCCTCTCCCTC 0 23 99 20 191 20 60,033 59,667 30,200 43,000 0.365927 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 119 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 2 95 gagGGAGGgagagagaGCAAGAagagagagagagagagaGAGGGAGGGAGAGAGAGCAA TGTCACTCTCCCTCTCCCTC 2 23 97 20 191 20 60,033 59,667 39,100 43,000 0.365927 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 119 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 1 94 agGGAGGgagagagaGCAAGAagagagagagagagagagAGGGAGGGAGAGAGAGCAAG TGTCACTCTCCCTCTCCCTC 1 23 98 20 191 20 60,032 59,667 40,100 43,000 0.365529 F 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 1 10 22 190 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG GTCACTCTCCCTCTCCCTCC 55 22 1 18 190 20 60,126 60,397 50,300 43,000 2,522,309 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 24 192 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG CTGTCACTCTCCCTCTCCCT 55 24 1 18 192 20 60,126 59,665 50,300 42,000 2,460,429 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 23 191 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGT AAAGAGCGAGGCAGCGAG TGTCACTCTCCCTCTCCCTC 55 23 1 18 191 20 60,126 59,667 50,300 43,000 2,459,064 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 8 138 GCAGAGGCAGAGGAAGAGAAGGACATCAagagaga GCAGAGGCAGAGGAAGAGAA TCCCTCTCCCTCCTTGCTTT 8 15 46 20 183 20 59,099 60,179 28,700 35,100 1,079,985 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 8 142 GCAGAGGCAGAGGAAGAGAAGGACATCAagagaga GCAGAGGCAGAGGAAGAGAA ACTCTCCCTCTCCCTCCTTG 8 19 46 20 187 20 59,099 59,662 28,700 36,100 1,239,243 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 8 146 GCAGAGGCAGAGGAAGAGAAGGACATCAagagaga GCAGAGGCAGAGGAAGAGAA TGTCACTCTCCCTCTCCCTC 8 23 46 20 191 20 59,099 59,667 28,700 43,000 1,234,435 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 8 147 GCAGAGGCAGAGGAAGAGAAGGACATCAagagaga GCAGAGGCAGAGGAAGAGAA CTGTCACTCTCCCTCTCCCT 8 24 46 20 192 20 59,099 59,665 28,700 42,000 1,235,800 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 7 138 GCAGAGGCAGAGGAAGAGAAGGACATCAagagaga GCAGAGGCAGAGGAAGAGAAG TCCCTCTCCCTCCTTGCTTT 7 15 46 21 183 20 60,135 60,179 28,500 35,100 1,313,591 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:31872:26572 1 74 75 15 2 AG AGAGAGAGAGATAGAGATAAAGAGAGGGAGGGA NA 0 0 12 3 134 AGGCAGAGGAAGAGAAGGACATCAagagagagagATAGGCAGAGGAAGAGAAGGACA TCCCTCTCCCTCCTTGCTTT 3 15 50 21 183 20 60,203 60,179 40,200 35,100 1,382,099 D 215 AAAGAGCGAGGCAGCGAGACTGACACGCAGATGTTAAAGCATTGTGCAGAGGCAGAGGAAGAGAAGGACATCAagagagagagATAGAGATAAagagagGGAGGgagagagaGCAAGAagagagagagagagagagagagagagagagCGAGGCAGAAGGGCAAAAGCAAGGAGGGAGAGGGAGAGTGACAGGGGAAGAGGGACAGATAGAGAAG

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 1 2 7 234 TTGACTCCCATCCCTCCTCACCTAAAGacacacacacacTTGACTCCCATCCCTCCTCA GGATTGCTCTCCAGCCACTG 7 69 6 20 239 20 59,583 60,747 38,600 36,600 1,164,721 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 2 6 233 TGACTCCCATCCCTCCTCACCTAAAGacacacacacacaTGACTCCCATCCCTCCTCAC GGATTGCTCTCCAGCCACTG 6 69 7 20 239 20 60,326 60,747 35,100 36,600 1,072,955 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 10 240 ACATATTGACTCCCATCCCTCCTCACCTAAAGacaca ACATATTGACTCCCATCCCTCC TGGATTGCTCTCCAGCCACT 10 70 1 22 240 20 59,018 61,203 43,000 40,000 4,185,928 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 9 240 ACATATTGACTCCCATCCCTCCTCACCTAAAGacaca ACATATTGACTCCCATCCCTCCT TGGATTGCTCTCCAGCCACT 9 70 1 23 240 20 60,377 61,203 36,900 40,000 4,580,335 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 7 190 TTGACTCCCATCCCTCCTCACCTAAAGacacacacacacTTGACTCCCATCCCTCCTCA CCACCAGATAGAGCCTGAGC 7 25 6 20 195 20 59,583 59,608 38,600 42,600 0.809773 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 6 189 TGACTCCCATCCCTCCTCACCTAAAGacacacacacacaTGACTCCCATCCCTCCTCAC CCACCAGATAGAGCCTGAGC 6 25 7 20 195 20 60,326 59,608 35,100 42,600 0.718007 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 5 187 ACTCCCATCCCTCCTCACCTAAAGacacacacacacaca ACTCCCATCCCTCCTCACC CCACCAGATAGAGCCTGAGC 5 25 9 19 195 20 59,996 59,608 40,200 42,600 1,395,909 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 4 3 186 CTCCCATCCCTCCTCACCTAAAGacacacacacacacac CTCCCATCCCTCCTCACCTA CCACCAGATAGAGCCTGAGC 3 25 10 20 195 20 59,437 59,608 30,800 42,600 0.955509 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5335:25569 1 33 118 15 3 AC ACACACACACACACACACACACACACACACAGGCA NA 0 0 5 10 240 ACATATTGACTCCCATCCCTCCTCACCTAAAGacaca ACATATTGACTCCCATCCCTCC TGGATTGCTCTCCAGCCAC 10 71 1 22 240 19 59,018 59,699 43,000 50,100 4,283,451 G 259 ACATATTGACTCCCATCCCTCCTCACCTAAAGacacacacacacacacacacacacacacacAGGCAGACAGacacacacAAACAGacacacacacGcacacacagacagacagacagacacacacaTACAGacacacacacacacacacATGATAAGCACaaaaaCTGCAGATAGCTCAGGCTCTATCTGGTGGTCAGAAAATAGCACAAGgtgtgtGCAGTGGCTGGAGAGCAATCCAGTATCAATATCTTTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 9 5 140 CCCTGacacacAAATGCACAGAGAAGcacacacacacacCCCTGACACACAAATGCACAG GAGTGTGCACTTGTGTGAAAGT 5 62 88 21 227 22 60,001 59,580 36,600 26,600 3,421,070 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 5 141 CCCTGacacacAAATGCACAGAGAAGcacacacacacacCCCTGACACACAAATGCACAG AGAGTGTGCACTTGTGTGAA 5 65 88 21 228 20 60,001 57,598 36,600 31,800 3,402,631 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 6 141 CCCTGacacacAAATGCACAGAGAAGcacacacacacacCCCTGACACACAAATGCACA AGAGTGTGCACTTGTGTGAA 6 65 88 20 228 20 58,969 57,598 45,700 31,800 3,432,818 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 54 190 ACTcacacaGACACAGATGATCATGCAAACACAGAA ACTCACACAGACACAGATGATCA AGTGTGCACTTGTGTGAAAGT 54 62 37 23 226 21 59,424 58,564 29,200 26,600 6,012,104 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 54 191 ACTcacacaGACACAGATGATCATGCAAACACAGAA ACTCACACAGACACAGATGATCA GAGTGTGCACTTGTGTGAAAGT 54 62 37 23 227 22 59,424 59,580 29,200 26,600 5,995,710 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 54 192 ACTcacacaGACACAGATGATCATGCAAACACAGAA ACTCACACAGACACAGATGATCA AGAGTGTGCACTTGTGTGAA 54 65 37 23 228 20 59,424 57,598 29,200 31,800 5,977,270 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 7 98 TCCCTGacacacAAATGCACAGAGAAGcacacacacacaTCCCTGACACACAAATGCAC TGAGTGTGTCTGTGCAACTGT 7 20 87 20 184 21 58,682 60,066 45,700 35,500 2,383,828 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 6 97 CCCTGacacacAAATGCACAGAGAAGcacacacacacacCCCTGACACACAAATGCACA TGAGTGTGTCTGTGCAACTGT 6 20 88 20 184 21 58,969 60,066 45,700 35,500 2,097,450 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:5690:6530 1 114 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 5 97 CCCTGacacacAAATGCACAGAGAAGcacacacacacacCCCTGACACACAAATGCACAG TGAGTGTGTCTGTGCAACTGT 5 20 88 21 184 21 60,001 60,066 36,600 35,500 2,067,263 F 252 GTCACGCAAAATGGATGCAGACATGCTCACAAAATTACTcacacaGACACAGATGATCATGCAAACACAGAAAATCTTGCAAATAATCCCTGacacacAAATGCACAGAGAAGcacacacacacacacacacacacacacacaAAAACAGCAacacacATAAAACAGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGG

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 1 1 16 2 169 AGCATCCGAGGCTAAACACGGACagagagagagagACAGCATCCGAGGCTAAACACG TCCTCTCTCTGTCTCTCTCTGT 3 2 34 20 202 22 60,460 58,819 44,900 34,100 3,641,613 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 0 0 16 2 174 CGTGAAGCATCCGAGGCTAAACACGGACagagagag CGTGAAGCATCCGAGGCTAA TCCTCTCTCTGTCTCTCTCTGT 8 2 29 20 202 22 60,179 58,819 30,900 34,100 3,360,439 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 0 0 16 2 190 GAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAGAGTCAGGTTTACCAGCGTGA TCCTCTCTCTGTCTCTCTCTGT 23 2 13 21 202 22 59,999 58,819 43,500 34,100 4,181,835 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 0 0 16 2 191 AGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCT AGAGTCAGGTTTACCAGCGTG TCCTCTCTCTGTCTCTCTCTGT 24 2 12 21 202 22 59,999 58,819 53,400 34,100 4,182,284 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 0 0 17 1 174 CGTGAAGCATCCGAGGCTAAACACGGACagagagag CGTGAAGCATCCGAGGCTAA TCCTCTCTCTGTCTCTCTCTGTC 8 1 29 20 202 23 60,179 59,802 30,900 35,100 3,376,876 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8115:7708 1 57 122 15 3 AG AGAGAGAGAGAGACAGAGAGACGGAGAGAGAGA NA 0 0 17 1 190 GAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAGAGTCAGGTTTACCAGCGTGA TCCTCTCTCTGTCTCTCTCTGTC 23 1 13 21 202 23 59,999 59,802 43,500 35,100 4,198,272 G 203 CACTTCAACCGAGAGTCAGGTTTACCAGCGTGAAGCATCCGAGGCTAAACACGGACagagagagagagACagagagACGgagagagagagagagagagagagagagagaCagagagagagagagAAagagagagagagagagagagACGGACAGATagagagagagACagagagagagGGACagagagagACagagagagGAA

ST‐E00142:460:H2K7HCCXY:6:2212:8633:56106 1 24 114 15 4 AG TCTCTCTCTCTCATTCGGTCGGTCACTCGCTCTCTCT NA 1 1 14 0 153 CGATCGGATGGTCGGTCAGtctctctctctcATTCGGTC CGATCGGATGGTCGGTCAG GAGAGACAGACCAACCGACC 0 0 5 19 157 20 60,008 59,756 35,100 47,900 1,252,602 G 165 CCGTCGATCGGATGGTCGGTCAGtctctctctctcATTCGGTCGGTCACTCGctctctctctctctctctctctctctctctCGGTCAGTCGGTCGGtctctctctctctctctcACGGTCGGTCGAtctctctctcGGTCGGTTGGTCTGtctctcTTtctctc

ST‐E00142:460:H2K7HCCXY:6:2212:8633:56106 1 24 114 15 4 AG TCTCTCTCTCTCATTCGGTCGGTCACTCGCTCTCTCT NA 0 0 14 0 154 TCGATCGGATGGTCGGTCAGtctctctctctcATTCGGT TCGATCGGATGGTCGGTCAG GAGAGACAGACCAACCGACC 0 0 4 20 157 20 61,445 59,756 35,100 47,900 1,689,095 G 165 CCGTCGATCGGATGGTCGGTCAGtctctctctctcATTCGGTCGGTCACTCGctctctctctctctctctctctctctctctCGGTCAGTCGGTCGGtctctctctctctctctcACGGTCGGTCGAtctctctctcGGTCGGTTGGTCTGtctctcTTtctctc

ST‐E00142:460:H2K7HCCXY:6:2212:8633:56106 1 24 114 15 4 AG TCTCTCTCTCTCATTCGGTCGGTCACTCGCTCTCTCT NA 0 0 14 0 155 GTCGATCGGATGGTCGGTCAGtctctctctctcATTCGGGTCGATCGGATGGTCGGTC GAGAGACAGACCAACCGACC 2 0 3 19 157 20 60,009 59,756 47,900 47,900 1,252,945 G 165 CCGTCGATCGGATGGTCGGTCAGtctctctctctcATTCGGTCGGTCACTCGctctctctctctctctctctctctctctctCGGTCAGTCGGTCGGtctctctctctctctctcACGGTCGGTCGAtctctctctcGGTCGGTTGGTCTGtctctcTTtctctc

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 12 8 90 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTG GTGTGTGTTTACCTGTCTGAGC 8 9 1 21 90 22 58,217 59,456 28,200 42,600 5,327,401 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 12 7 90 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA GTGTGTGTTTACCTGTCTGAGC 7 9 1 22 90 22 59,628 59,456 25,700 42,600 4,916,108 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 13 6 90 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGAT GTGTGTGTTTACCTGTCTGAGC 6 9 1 23 90 22 59,991 59,456 25,700 42,600 5,553,740 F 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 1 11 8 164 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTG AGAGCTGGAATTGCCTGTGT 8 21 1 21 164 20 58,217 59,597 28,200 37,200 3,186,406 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 0 12 7 164 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA AGAGCTGGAATTGCCTGTGT 7 21 1 22 164 20 59,628 59,597 25,700 37,200 2,775,112 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 0 12 7 166 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA TGAGAGCTGGAATTGCCTGT 7 23 1 22 166 20 59,628 59,305 25,700 40,000 3,066,612 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG
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ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 0 12 7 201 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA GTTGTGTGACCTGGGACTGT 7 58 1 22 201 20 59,628 59,820 25,700 35,500 2,552,247 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 0 12 7 202 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA AGTTGTGTGACCTGGGACTG 7 59 1 22 202 20 59,628 59,530 25,700 35,100 2,841,758 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2212:9272:14459 1 30 94 15 2 AC ACACACACACACACACACACACACACACACATAGCCNA 0 0 12 7 204 ACACAGTCCCAGCTAACATTGATaaaaaTacacacaca ACACAGTCCCAGCTAACATTGA TGAGTTGTGTGACCTGGGAC 7 61 1 22 204 20 59,628 59,532 25,700 44,600 2,840,067 G 211 ACACAGTCCCAGCTAACATTGATaaaaaTacacacacacacacacacacacacacacacATAGCCCCAGCTCAGACAGGTAAacacacacATATTCTCAGTTCACCCTGATAAacacacacacAATCGCAACTCACAGTGATTAACACAGGCAATTCCAGCTCTCACTGATAAACAAACATACAGTCCCAGGTcacacaACTCATGCAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:13616:14775 1 59 82 15 2 AC ACACACACACACACACACGAAAATGCGCACACACA NA 1 1 10 2 156 CTGGAAACACTTACGCACGCACaaaaaCATGCATAC CTGGAAACACTTACGCACGC GGGTCTATCTCTGTGTGCGT 32 2 7 20 162 20 60,111 59,182 53,400 52,400 0.929118 G 175 GTACTTCTGGAAACACTTACGCACGCACaaaaaCATGCATACATATACACATAAACAAacacacacacacacacacGAAAATGCGcacacacaTATacacacacacacAAacacacacacacacacacacacacacacacAAACGcacacaGAGATAGACCCAGTcacacaGAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:14775 1 59 82 15 2 AC ACACACACACACACACACGAAAATGCGCACACACA NA 0 0 12 3 154 GAAACACTTACGCACGCACaaaaaCATGCATACATA GAAACACTTACGCACGCACA TGGGTCTATCTCTGTGTGCG 29 3 10 20 163 20 59,698 59,182 45,700 53,400 1,119,942 G 175 GTACTTCTGGAAACACTTACGCACGCACaaaaaCATGCATACATATACACATAAACAAacacacacacacacacacGAAAATGCGcacacacaTATacacacacacacAAacacacacacacacacacacacacacacacAAACGcacacaGAGATAGACCCAGTcacacaGAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:14775 1 59 82 15 2 AC ACACACACACACACACACGAAAATGCGCACACACA NA 0 0 12 3 157 CTGGAAACACTTACGCACGCACaaaaaCATGCATAC CTGGAAACACTTACGCACGC TGGGTCTATCTCTGTGTGCG 32 3 7 20 163 20 60,111 59,182 53,400 53,400 0.928477 G 175 GTACTTCTGGAAACACTTACGCACGCACaaaaaCATGCATACATATACACATAAACAAacacacacacacacacacGAAAATGCGcacacacaTATacacacacacacAAacacacacacacacacacacacacacacacAAACGcacacaGAGATAGACCCAGTcacacaGAGA

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 10 13 141 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA TCTCTCTTTGTGTCCCTGGC 56 13 12 22 152 20 59,435 59,313 34,100 48,500 3,252,301 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 12 140 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA CTCTCTTTGTGTCCCTGGCT 56 12 12 22 151 20 59,435 59,310 34,100 47,500 3,254,570 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 11 140 AGCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTC TCTCTTTGTGTCCCTGGCTC 57 11 11 22 150 20 59,168 59,313 30,100 47,000 3,518,880 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 10 138 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA CTCTTTGTGTCCCTGGCTCC 56 10 12 22 149 20 59,435 60,322 34,100 47,000 2,886,956 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 10 139 AGCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTC CTCTTTGTGTCCCTGGCTCC 57 10 11 22 149 20 59,168 60,322 30,100 47,000 3,153,534 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 8 136 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA CTTTGTGTCCCTGGCTCCTG 56 8 12 22 147 20 59,435 60,607 34,100 38,600 3,172,436 F 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 1 7 0 174 ACagagagAAAGAACACATGCCAAAAGGACAAAGACACAGAGAGAAAGAACACATGCCA TCTCTTAGATGTTGATGGTCTCTGT 34 0 33 23 206 25 60,181 59,045 49,200 34,100 9,136,203 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 7 0 175 CACagagagAAAGAACACATGCCAAAAGGACAAAGACACAGAGAGAAAGAACACATGCC TCTCTTAGATGTTGATGGTCTCTGT 35 0 32 23 206 25 59,812 59,045 44,000 34,100 9,142,801 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 8 0 175 ACagagagAAAGAACACATGCCAAAAGGACAAAGACACAGAGAGAAAGAACACATGCCA CTCTCTTAGATGTTGATGGTCTCTGT 34 0 33 23 207 26 60,181 59,903 49,200 34,100 9,278,156 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 10 57 264 AGCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTC CACTCTGTATTTCTGTCCCTCTT 57 70 11 22 274 23 59,168 57,587 30,100 28,500 8,244,835 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 10 56 263 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA CACTCTGTATTTCTGTCCCTCTT 56 70 12 22 274 23 59,435 57,587 34,100 28,500 7,978,257 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 10 38 228 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA TCTTACTGCCACTCTGGTGT 56 38 12 22 239 20 59,435 58,283 34,100 41,600 4,281,979 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 10 38 229 GCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTCA CTCTTACTGCCACTCTGGTGT 56 38 12 22 240 21 59,435 59,379 34,100 41,600 4,185,767 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 10 38 230 AGCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGTC CTCTTACTGCCACTCTGGTGT 57 38 11 22 240 21 59,168 59,379 30,100 41,600 4,452,345 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:14519:61732 1 90 92 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACANA 0 0 11 58 264 AGCCagagagagAAGGAAAGTCACagagagAAAGAACAGCCAGAGAGAGAAGGAAAGT CACTCTGTATTTCTGTCCCTCTT 58 70 11 21 274 23 58,099 57,587 26,600 28,500 8,314,600 G 274 AGAACGGAAAAGCCagagagagAAGGAAAGTCACagagagAAAGAACACATGCCAAAAGGACAAAGACaaaaaGACATTAGAGGGAGTTagagagagagagagagagagagagagagagACAGAAAGCAGGAGCCAGGGACACAAagagagAAAGACAGAGAAAAagagagagagagagagACAGAGACCATCAACATCTAagagagagTACAGAAATAACACCAGAGTGGCAGTAAGAGaaaaaGACaaaaaGAGGGACAGAAATACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 36 180 CGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCGCTTCACAATCTCAGTGGG GCATCTCTGCCAAATGAAGATGG 71 36 83 20 262 23 58,918 60,243 46,100 35,100 4,325,326 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 36 186 GTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTGTGCAACGCTTCACAATCTCA GCATCTCTGCCAAATGAAGATGG 76 36 77 21 262 23 59,736 60,243 32,700 35,100 4,507,454 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 36 210 CCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTC CCTTGGACTCTGGTGCTGAA GCATCTCTGCCAAATGAAGATGG 101 36 53 20 262 23 59,602 60,243 30,200 35,100 3,641,375 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 36 250 CAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCA CAGGCTAAACACAGGACAGC GCATCTCTGCCAAATGAAGATGG 141 36 13 20 262 23 58,840 60,243 44,000 35,100 4,403,571 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 36 251 TCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCATCAGGCTAAACACAGGACAGC GCATCTCTGCCAAATGAAGATGG 141 36 12 21 262 23 60,271 60,243 44,000 35,100 4,514,274 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 25 139 TCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGA TCCTCCTACTTCACGTTGAATT CCAAATGAAGATGGAATGAATGAGT 37 25 115 22 253 25 57,115 57,891 21,700 34,100 11,993,508 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 24 139 TCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGA TCCTCCTACTTCACGTTGAATT CCAAATGAAGATGGAATGAATGAGTG 37 24 115 22 253 26 57,115 59,021 21,700 35,100 11,863,327 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 23 139 TCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGA TCCTCCTACTTCACGTTGAATT CCAAATGAAGATGGAATGAATGAGTGA 37 23 115 22 253 27 57,115 60,148 21,700 34,100 12,032,634 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 36 197 TGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGG TGCTGAATTCTGTGCAACGC GCATCTCTGCCAAATGAAGATGG 88 36 66 20 262 23 60,040 60,243 48,400 35,100 3,283,591 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 36 249 AGGCTAAACACAGGACAGCTAAAGGGTCTTTTCAC AGGCTAAACACAGGACAGCT GCATCTCTGCCAAATGAAGATGG 140 36 14 20 262 23 58,940 60,243 42,400 35,100 4,303,347 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 36 187 TGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTGTGCAACGCTTCACAATCTC GCATCTCTGCCAAATGAAGATGG 77 36 76 21 262 23 59,736 60,243 27,500 35,100 4,507,454 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:19938:18871 1 174 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 5 36 196 GCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGGCTGAATTCTGTGCAACGCT GCATCTCTGCCAAATGAAGATGG 87 36 67 20 262 23 59,761 60,243 50,700 35,100 3,482,782 F 263 AATGGCAAATATCAGGCTAAACACAGGACAGCTAAAGGGTCTTTTCACAAATCCTTGGACTCTGGTGCTGAATTCTGTGCAACGCTTCACAATCTCAGTGGGAATTGTCATTTATCCTCCTACTTCACGTTGAAtttttttCTTCACAAAAGACTtatataTTaaaaaGAATTtatatatatatatatatatatatatatataAAATAGTTAAATGctctctGTTTTCACTCATTCATTCCATCTTCATTTGGCAGAGATGCA

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 1 1 14 0 104 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA GGCTGTTGTGAGAGAGAGCA 0 10 90 20 193 20 58,668 59,680 38,600 42,600 1,651,922 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 0 110 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA AAGGCTGGCTGTTGTGAGAG 0 16 90 20 199 20 58,668 60,251 38,600 32,000 1,582,835 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 0 111 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA AAAGGCTGGCTGTTGTGAGA 0 17 90 20 200 20 58,668 59,817 38,600 32,700 1,515,686 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 0 148 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA GAGAGATGCTGTGGAGCCTG 0 54 90 20 237 20 58,668 60,179 38,600 48,500 1,511,273 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 0 149 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA AGAGAGATGCTGTGGAGCCT 0 55 90 20 238 20 58,668 60,325 38,600 45,800 1,657,678 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20669:37155 1 110 54 15 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 14 0 150 CACActctctCACACCCTCActctctctctcacacacacacacaCACACTCTCTCACACCCTCA TAGAGAGATGCTGTGGAGCCT 0 55 90 20 239 21 58,668 60,063 38,600 45,800 2,395,536 F 261 ATGATAGCACActctctctcacacacacactctctctCACGctctctctcacacaCGcacacactctctctcacacacacactctctctCACActctctCACACCCTCActctctctctcacacacacacacacacacacacacacacactctctctctctctCCCTCACACTTGctctctctCACAACAGCCAGCCTTTcccccGACCCTCAACCCCAGGCTCCACAGCAtctctcTACCAAGCCTTGCAGTCAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 44 166 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTA TCGACATGAACGCACAATGG 52 44 5 20 170 20 57,839 59,204 33,200 31,600 2,956,419 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 43 165 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTA CGACATGAACGCACAATGGT 52 43 5 20 169 20 57,839 59,483 33,200 35,500 2,677,598 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 43 165 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTAT CGACATGAACGCACAATGGT 51 43 5 21 169 20 58,316 59,483 29,700 35,500 3,200,645 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 7 129 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTAT ATGAGCATAACCAGCCCAGC 51 7 5 21 133 20 58,316 60,467 29,700 48,500 3,150,690 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 7 129 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTA ATGAGCATAACCAGCCCAGC 52 7 5 20 133 20 57,839 60,467 33,200 48,500 2,627,643 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 7 133 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCAAGAACTGGACTCCTTACCCA ATGAGCATAACCAGCCCAGC 56 7 1 20 133 20 57,284 60,467 45,100 48,500 3,182,685 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 52 203 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTA ACAGTCTCATCTGTCAGCATCT 52 79 5 20 207 22 57,839 58,902 33,200 29,000 5,259,098 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 51 203 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTAT ACAGTCTCATCTGTCAGCATCT 51 79 5 21 207 22 58,316 58,902 29,700 29,000 5,782,145 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 140 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCAAGAACTGGACTCCTTACCCA TTAATAAATGAGCATAACCAGCCCAG 56 8 1 20 140 26 57,284 59,735 45,100 44,500 8,980,959 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 52 203 CTGGACTCCTTACCCAGCTATAACTTATATTCATGGACTGGACTCCTTACCCAGCTA ACAGTCTCATCTGTCAGCATC 52 80 5 20 207 21 57,839 57,476 33,200 39,100 5,684,327 F 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 140 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCAAGAACTGGACTCCTTACCCA TTAATAAATGAGCATAACCAGCCCA 56 9 1 20 140 25 57,284 58,867 45,100 53,600 8,848,421 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:20933:17992 1 77 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 9 141 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCAAGAACTGGACTCCTTACCCA TTTAATAAATGAGCATAACCAGCCCA 56 9 1 20 141 26 57,284 59,391 45,100 53,600 9,324,975 A 244 AGAACTGGACTCCTTACCCAGCTATAACTTATATTCATGGATTGTATTGGTTAACATTTCATTGAGAAAGAGATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGAGGGGCTGGGCTGGTTATGCTCATTTATTAAATGAtttttACCATTGTGCGTTCATGTCGATCTGATGAAAGAAGTAGATGCTGACAGATGAGACTGTCAGATGtatataTagagagagagagaaaaaTATCATA

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 2 1 95 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA TGTGAAGATTGTGTTGCTATCTATAC 1 11 37 27 131 26 57,275 57,351 25,700 14,700 18,373,576 A 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 2 1 192 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA GGCGGAATAGGCTAGAGAGG 1 114 37 27 228 20 57,275 59,108 25,700 36,900 10,617,082 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 2 96 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA TGTGAAGATTGTGTTGCTATCTATACT 2 10 36 27 131 27 57,275 58,522 29,200 21,200 18,203,085 A 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 2 193 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA GGCGGAATAGGCTAGAGAGG 2 114 36 27 228 20 57,275 59,108 29,200 36,900 10,617,082 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 1 95 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA TGTGAAGATTGTGTTGCTATCTATACT 1 10 37 27 131 27 57,275 58,522 25,700 21,200 18,203,085 A 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 191 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT GGCGGAATAGGCTAGAGAGG 0 114 38 27 228 20 57,103 59,108 25,700 36,900 10,788,708 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 121 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA CAAGGGCTCGAGTGTGTGAT 2 42 36 27 156 20 57,275 60,037 29,200 30,600 9,761,971 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 127 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA CCTGCTCAAGGGCTCGAG 2 50 36 27 162 18 57,275 59,814 29,200 40,400 11,911,403 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 170 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA AGTGGACTACTCCTGCTCCT 2 91 36 27 205 20 57,275 59,292 29,200 36,900 10,432,635 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 184 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA GGCTAGAGAGGCTGAGTGGA 2 105 36 27 219 20 57,275 60,396 29,200 40,200 10,121,436 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 2 200 AAACAATAGTGAGTCAATAGTTGATGAATcacacacaAAACAATAGTGAGTCAATAGTTGATGA ATTGAATGGCGGAATAGGCT 2 121 36 27 235 20 57,275 57,336 29,200 45,800 12,389,421 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 120 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA CAAGGGCTCGAGTGTGTGAT 1 42 37 27 156 20 57,275 60,037 25,700 30,600 9,761,971 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 126 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA CCTGCTCAAGGGCTCGAG 1 50 37 27 162 18 57,275 59,814 25,700 40,400 11,911,403 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 169 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA AGTGGACTACTCCTGCTCCT 1 91 37 27 205 20 57,275 59,292 25,700 36,900 10,432,635 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 183 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA GGCTAGAGAGGCTGAGTGGA 1 105 37 27 219 20 57,275 60,396 25,700 40,200 10,121,436 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 199 AACAATAGTGAGTCAATAGTTGATGAATcacacacac AACAATAGTGAGTCAATAGTTGATGAA ATTGAATGGCGGAATAGGCT 1 121 37 27 235 20 57,275 57,336 25,700 45,800 12,389,421 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 119 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT CAAGGGCTCGAGTGTGTGAT 0 42 38 27 156 20 57,103 60,037 25,700 30,600 9,933,597 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 125 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT CCTGCTCAAGGGCTCGAG 0 50 38 27 162 18 57,103 59,814 25,700 40,400 12,083,029 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 168 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT AGTGGACTACTCCTGCTCCT 0 91 38 27 205 20 57,103 59,292 25,700 36,900 10,604,260 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 182 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT GGCTAGAGAGGCTGAGTGGA 0 105 38 27 219 20 57,103 60,396 25,700 40,200 10,293,061 F 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:22069:72455 1 65 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 198 ACAATAGTGAGTCAATAGTTGATGAATcacacacaca ACAATAGTGAGTCAATAGTTGATGAAT ATTGAATGGCGGAATAGGCT 0 121 38 27 235 20 57,103 57,336 25,700 45,800 12,561,046 B 244 ATATGTGAATCaaaaaGCTTAGACTGTTATCATCAAAACAATAGTGAGTCAATAGTTGATGAATcacacacacacacacacacacacacacacaCGCACAATGAAGTATAGATAGCAACACAATCTTCACAATATTATcacacaCTCGAGCCCTTGAGCAGGTAATGCATACGAACATACGAATTAGGAGCAGGAGTAGTCCACTCAGCctctctAGCCTATTCCGCCATTCAATAAGATCATG

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 1 1 10 38 221 tcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctTCCTCTGTCTGTCTGTCGGT GGCGTCTGGCAGGGAAATAA 38 68 28 20 248 20 59,889 60,394 46,900 14,000 0.504486 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 10 15 168 tcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctTCCTCTGTCTGTCTGTCGGT ACAGGAGAGTGAGAGAGGCA 38 15 28 20 195 20 59,889 59,592 46,900 47,500 0.518206 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 10 0 125 ctcCAtctctcGCTCTATTGCActctctctctctctctctctctct CTCCATCTCTCGCTCTATTGCA AGTGAGAGAGGCAGACAGGG 0 8 64 22 188 20 59,704 60,614 40,800 44,500 2,910,044 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 10 0 131 tcCAtctctcGCTCTATTGCActctctctctctctctctctctctc TCCATCTCTCGCTCTATTGCA ACAGGAGAGTGAGAGAGGCA 0 15 65 21 195 20 58,689 59,592 40,800 47,500 2,718,066 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 10 0 132 ctcCAtctctcGCTCTATTGCActctctctctctctctctctctct CTCCATCTCTCGCTCTATTGCA ACAGGAGAGTGAGAGAGGCA 0 15 64 22 195 20 59,704 59,592 40,800 47,500 2,703,157 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 12 53 236 TCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtTCTCTGTCTGCCTCCTCCTC GGCGTCTGGCAGGGAAATAA 53 68 13 20 248 20 60,034 60,394 37,100 14,000 0.427409 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 12 52 235 CTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtaCTCTGTCTGCCTCCTCCTCT GGCGTCTGGCAGGGAAATAA 52 68 14 20 248 20 60,033 60,394 36,900 14,000 0.427016 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 12 15 182 CTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtaCTCTGTCTGCCTCCTCCTCT ACAGGAGAGTGAGAGAGGCA 52 15 14 20 195 20 60,033 59,592 36,900 47,500 0.440736 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 12 15 183 TCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtTCTCTGTCTGCCTCCTCCTC ACAGGAGAGTGAGAGAGGCA 53 15 13 20 195 20 60,034 59,592 37,100 47,500 0.441129 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 15 62 246 TCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGTCGGTCTCTTTCTCTGTCTGC GGCGTCTGGCAGGGAAATAA 62 68 3 21 248 20 59,458 60,394 42,600 14,000 1,935,838 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 15 61 245 CGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGCGGTCTCTTTCTCTGTCTGCC GGCGTCTGGCAGGGAAATAA 61 68 4 21 248 20 60,404 60,394 48,500 14,000 1,797,323 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27225:72807 1 86 75 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCCTATTCNA 0 0 15 60 244 GGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGG GGTCTCTTTCTCTGTCTGCCT GGCGTCTGGCAGGGAAATAA 60 68 5 21 248 20 59,101 60,394 47,500 14,000 2,292,951 G 251 TATCGGTCTCTTTCTCTGTCTGcctcctcctctgtctgtctgtCGGTCTGTCCCtatatatctctcCAtctctcGCTCTATTGCActctctctctctctctctctctctctctctATCCTATTCTTCCTTACTCTTTTCGTTCTTGctctctctctctctGACTCTTCCCCTGTCTGCctctctCACTCTCCTGTCTCTTTCTCTATCTGCTTCTTTATCAGTCTGTTTTATTTCCCTGCCAGACGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 3 17 154 ATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAATTGACAACTCGGTGCTGGG TTCTGAGCGTTCGCAGGAAG 17 67 72 20 225 20 60,606 60,667 44,500 34,600 1,273,889 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 135 GGGCTGACAGTGGAAGAGTgagagagagagagagaga GGGCTGACAGTGGAAGAGT TCTGAGCGTTCGCAGGAAG 0 67 90 19 224 19 58,938 60,081 32,400 34,600 3,142,572 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 136 GGGCTGACAGTGGAAGAGTgagagagagagagagaga GGGCTGACAGTGGAAGAGT TTCTGAGCGTTCGCAGGAAG 0 67 90 19 225 20 58,938 60,667 32,400 34,600 2,729,557 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 77 228 GGTGACACATCCCGTCCAACCGCAGCCACTGTAGC GGTGACACATCCCGTCCAAC ATTGGCTGCCACTGTTCTGA 77 81 12 20 239 20 60,954 59,889 37,700 32,700 1,065,021 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 42 193 CGCTCGCTGAATGGATTGGAATAAAATTGACAACT CGCTCGCTGAATGGATTGGA ATTGGCTGCCACTGTTCTGA 42 81 47 20 239 20 60,811 59,889 35,300 32,700 0.922280 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 17 167 ATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAATTGACAACTCGGTGCTGGG TTGGCTGCCACTGTTCTGAG 17 80 72 20 238 20 60,606 60,536 44,500 33,500 1,142,181 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 17 168 ATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAATTGACAACTCGGTGCTGGG ATTGGCTGCCACTGTTCTGA 17 81 72 20 239 20 60,606 59,889 44,500 32,700 0.717463 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 0 137 GGGCTGACAGTGGAAGAGTgagagagagagagagaga GGGCTGACAGTGGAAGAGT GTTCTGAGCGTTCGCAGGAA 0 68 90 19 226 20 58,938 60,944 32,400 33,600 3,006,381 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 76 227 GTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGGTGACACATCCCGTCCAACC ATTGGCTGCCACTGTTCTGA 76 81 13 20 239 20 60,954 59,889 37,700 32,700 1,065,021 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 86 243 ATGCGTCACGGTGACACATCCCGTCCAACCGCAGC ATGCGTCACGGTGACACATC GCAATTATTGGCTGCCACTGT 86 86 3 20 245 21 61,014 59,795 30,600 35,500 2,219,460 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 86 244 ATGCGTCACGGTGACACATCCCGTCCAACCGCAGC ATGCGTCACGGTGACACATC AGCAATTATTGGCTGCCACTG 86 87 3 20 246 21 61,014 59,521 30,600 36,600 2,493,367 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:27458:29296 1 109 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 86 244 ATGCGTCACGGTGACACATCCCGTCCAACCGCAGC ATGCGTCACGGTGACACATC AGCAATTATTGGCTGCCACT 86 88 3 20 246 20 61,014 58,143 30,600 40,000 2,870,673 A 247 ACATGCGTCACGGTGACACATCCCGTCCAACCGCAGCCACTGTAGCCGCTCGCTGAATGGATTGGAATAAAATTGACAACTCGGTGCTGGGGCTGACAGTGGAAGAGTgagagagagagagagagagagagagagagaGCAGGAGAGTTCACTAATTTATTTGAGTCTGTAGAGGTTTGAATTTCAGCAGGGGTTTGATTAATGCCTTCCTGCGAACGCTCAGAACAGTGGCAGCCAATAATTGCTG

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 1 1 8 15 157 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC ATTTCAGGGCCTGCATGTGT 15 52 1 18 157 20 58,553 60,252 51,900 37,200 3,698,962 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 8 15 162 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC AGTGTATTTCAGGGCCTGCA 15 57 1 18 162 20 58,553 59,302 51,900 44,100 4,145,278 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 8 15 166 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC TGGGAGTGTATTTCAGGGCC 15 61 1 18 166 20 58,553 59,376 51,900 58,000 4,070,763 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 12 8 113 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC CTGGCGCTGCATGTATGTCT 15 8 1 18 113 20 58,553 60,813 51,900 34,100 4,259,851 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 12 4 109 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC CGCTGCATGTATGTCTGGGT 15 4 1 18 109 20 58,553 60,463 51,900 45,100 3,909,621 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:29335:61380 1 34 52 15 2 AC ACACACAGACACACACACACACACACACACACACA NA 0 0 14 3 108 AacacacATGCACAGCCCCAGCCCCAGACCCAGacac AACACACATGCACAGCCC GCTGCATGTATGTCTGGGTG 15 3 1 18 108 20 58,553 58,980 51,900 46,100 4,466,713 G 182 AacacacATGCACAGCCCCAGCCCCAGACCCAGacacacAGacacacacacacacacacacacacacacacCGAAacacacacacAAACACCCAGACATACATGCAGCGCCAGGAACACAGGCGCATGcccccAGacacacATGCAGGCCCTGAAATACACTCCCATGcccccAGGCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 6 166 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGT ACAATGCAGGCTGATGGGAT 6 90 3 20 168 20 57,827 59,739 52,800 38,500 2,433,667 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 2 6 251 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGT TCAGCATTAGACGTGGGTTT 6 175 3 20 253 20 57,827 57,149 52,800 32,700 5,024,114 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 6 106 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGT GGTTGGGCTATCAGCTCCTG 6 30 3 20 108 20 57,827 60,179 52,800 38,600 2,351,886 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 6 228 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGT GTGATTGTGTGGTGAAGCGG 6 152 3 20 230 20 57,827 59,762 52,800 55,200 2,411,140 F 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 5 251 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGTT TCAGCATTAGACGTGGGTTT 5 175 3 21 253 20 58,504 57,149 41,100 32,700 5,347,373 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 105 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT GGTTGGGCTATCAGCTCCTG 5 30 4 20 108 20 57,827 60,179 41,100 38,600 2,351,886 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 106 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT AGGTTGGGCTATCAGCTCCT 5 31 4 20 109 20 57,827 60,327 41,100 36,900 2,499,851 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 165 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT ACAATGCAGGCTGATGGGAT 5 90 4 20 168 20 57,827 59,739 41,100 38,500 2,433,667 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 178 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT CCGGGCTTCACATACAATGC 5 103 4 20 181 20 57,827 59,618 41,100 35,600 2,554,652 A 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 227 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT GTGATTGTGTGGTGAAGCGG 5 152 4 20 230 20 57,827 59,762 41,100 55,200 2,411,140 F 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 250 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT TCAGCATTAGACGTGGGTTT 5 175 4 20 253 20 57,827 57,149 41,100 32,700 5,024,114 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 6 217 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGT GTGAAGCGGGTCAGACTCTG 6 141 3 20 219 20 57,827 60,389 52,800 33,500 2,562,018 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 5 216 TCGCATTTCTTGTACGGGTTATCTAagagagagagaga TCGCATTTCTTGTACGGGTT GTGAAGCGGGTCAGACTCTG 5 141 4 20 219 20 57,827 60,389 41,100 33,500 2,562,018 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:30066:17078 1 29 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 5 217 TTCGCATTTCTTGTACGGGTTATCTAagagagagagag TTCGCATTTCTTGTACGGGTT GTGAAGCGGGTCAGACTCTG 5 141 3 21 219 20 58,504 60,389 41,100 33,500 2,885,277 B 275 ATTTCGCATTTCTTGTACGGGTTATCTAagagagagagagagagagagagagagagagATTGTCAATTTGCTACTAATCCATATTCATCAGGAGCTGATAGCCCAACCTTATTTCATGAGGGGCCTCTACAGCCAACAGATAGAGGATATCCCATCAGCCTGCATTGTATGTGAAGCCCGGCCagagagTTGCAAAAGCCAGAGTCTGACCCGCTTCACcacacaATCACTCAAAACCCACGTCTAATGCTGATTTTATTCATGGTCAGATTCTG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 52 15 1.5 AC CACACACACACACACACACACACACACACACTCACANA 1 1 15 0 101 acacaCCTATACAGACACGCGcacacacacacacacacac ACACACCTATACAGACACGCG TGTGAGTGTGTGAGTGTGAGA 0 7 4 21 104 21 60,135 58,901 60,100 32,700 3,234,893 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 52 15 1.5 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 0 96 acacaCCTATACAGACACGCGcacacacacacacacacac ACACACCTATACAGACACGCG GTGTGTGAGTGTGAGAGAGTGA 0 1 4 21 99 22 60,135 59,641 60,100 34,100 3,494,703 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 52 15 1.5 AC CACACACACACACACACACACACACACACACTCACANA 0 0 16 0 101 acacaCCTATACAGACACGCGcacacacacacacacacac ACACACCTATACAGACACGCG TGTGAGTGTGTGAGTGTGAGAG 0 6 4 21 104 22 60,135 59,900 60,100 32,000 3,235,245 F 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 124 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 1 14 0 164 cacaCCTATACAGACACGCGcacacacacacacacacaca CACACCTATACAGACACGCG CGCGCGCATCTGTATAGGC 0 1 5 20 168 19 58,454 61,721 60,100 39,300 4,266,517 G 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 124 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 15 0 164 acacaCCTATACAGACACGCGcacacacacacacacacac ACACACCTATACAGACACGCG GCGCGCATCTGTATAGGC 0 1 4 21 167 18 60,135 58,840 60,100 39,300 4,295,473 G 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31050:42165 1 25 124 15 2 AC CACACACACACACACACACACACACACACACTCACANA 0 0 15 0 165 acacaCCTATACAGACACGCGcacacacacacacacacac ACACACCTATACAGACACGCG CGCGCGCATCTGTATAGGC 0 1 4 21 168 19 60,135 61,721 60,100 39,300 3,856,247 G 168 cacacacaCCTATACAGACACGCGcacacacacacacacacacacacacacacaCTcacacacacacaCGcacacaCTCActctctCACACTcacacaCTCACActctctCACTctcactcactcactcactcactcactcacacacaCGCCTATACAGATgcgcgcG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 44 190 gCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACG GCTCGGAGAAGCACAGCA GACCAGGGCAGCAGCTAG 44 80 59 18 248 18 60,048 59,811 44,100 34,200 4,236,838 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 21 169 GCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCT GCGGAGAGTAACGTCAGGAC GACCAGGGCAGCAGCTAG 21 80 80 20 248 18 60,179 59,811 38,500 34,200 2,368,163 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 14 162 GTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgGTAACGTCAGGACAGGAGGC GACCAGGGCAGCAGCTAG 14 80 87 20 248 18 60,109 59,811 47,000 34,200 2,297,751 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 44 191 CAGGTGCGAATTCTAATGAGGGGAGCCAGAggggg CAGGTGCGAATTCTAATGAGGG TCGTGGGCTAACAAAGTAGCA 74 44 25 22 215 21 59,125 59,655 43,000 34,900 4,219,790 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 43 190 gCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACG GCTCGGAGAAGCACAGCAG GACCAGGGCAGCAGCTAG 43 80 59 19 248 18 61,099 59,811 42,400 34,200 4,288,425 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 42 190 CTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGT CTCGGAGAAGCACAGCAGC CGACCAGGGCAGCAGCTAG 42 80 60 19 249 19 61,099 62,730 52,500 34,200 5,829,396 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 78 241 GCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgGCATCAGGTGCGAATTCTAATG GGTGGTAGCAGGCGACCA 78 93 21 22 261 18 58,118 61,702 19,000 40,200 7,583,843 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 77 241 GCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgGCATCAGGTGCGAATTCTAATGA GGTGGTAGCAGGCGACCA 77 93 21 23 261 18 59,439 61,702 25,700 40,200 7,263,358 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 75 240 CATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgg CATCAGGTGCGAATTCTAATGAGG GGTGGTAGCAGGCGACCA 75 93 22 24 261 18 59,787 61,702 38,600 40,200 7,914,895 F 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 199 TCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTC TCGGAGAAGCACAGCAGC TGGTAGCAGGCGACCAGG 42 91 61 18 259 18 60,048 61,391 52,500 44,500 5,438,365 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 200 CTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGT CTCGGAGAAGCACAGCAGC TGGTAGCAGGCGACCAGG 42 91 60 19 259 18 61,099 61,391 52,500 44,500 5,489,952 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 36 146 TCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTC TCGGAGAAGCACAGCAGC AACAAAGTAGCAGCGGGAGG 42 36 61 18 206 20 60,048 60,322 52,500 43,000 2,369,497 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 21 127 GCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCT GCGGAGAGTAACGTCAGGAC AACAAAGTAGCAGCGGGAGG 21 36 80 20 206 20 60,179 60,322 38,500 43,000 0.500821 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 14 120 GTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgGTAACGTCAGGACAGGAGGC AACAAAGTAGCAGCGGGAGG 14 36 87 20 206 20 60,109 60,322 47,000 43,000 0.430409 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:31375:20366 1 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 14 123 GTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgGTAACGTCAGGACAGGAGGC GCTAACAAAGTAGCAGCGGG 14 39 87 20 209 20 60,109 59,273 47,000 61,300 0.836154 A 289 AGTGGTGGGACTCAAAAGGGGCATCAGGTGCGAATTCTAATGAGGGGAGCCAGAgggggCTCGGAGAAGCACAGCAGCCGCGGAGAGTAACGTCAGGACAGGAGGCCCAGGCTGTCGGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCGCCCTCCTTTTGCAAACCCTTCGCCCGCTTGGGCCTCCCGCTGCTACTTTGTTAGCCCACGAGGGGATGCGGGGATGCTAGCTGCTGCCCTGGTCGCCTGCTACCAcccccTGGGGAAAACCGCTGATGAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 1 1 14 7 183 ACAAACTCAGAGacacacATAGAAATACAAACTCAG ACAAACTCAGAGACACACATAGAA AGTACCTGTTTCAGTCTGTGTGT 18 7 14 24 196 23 57,838 59,549 21,000 37,200 9,613,033 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 0 0 15 7 182 ACAAACTCAGAGacacacATAGAAATACAAACTCAG ACAAACTCAGAGACACACATAGA GTACCTGTTTCAGTCTGTGTGT 19 7 14 23 195 22 57,209 58,206 19,800 37,200 9,584,894 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 0 0 15 7 183 ACAAACTCAGAGacacacATAGAAATACAAACTCAG ACAAACTCAGAGACACACATAGA AGTACCTGTTTCAGTCTGTGTGT 19 7 14 23 196 23 57,209 59,549 19,800 37,200 9,242,514 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 0 0 20 7 190 caGAAATACAAACTCAGAGacacacATAGAAATACAACAGAAATACAAACTCAGAGACACACA AGTACCTGTTTCAGTCTGTGTGT 23 7 7 26 196 23 59,520 59,549 37,200 37,200 9,931,168 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 0 0 20 7 192 cacaGAAATACAAACTCAGAGacacacATAGAAATAC CACAGAAATACAAACTCAGAGACACA AGTACCTGTTTCAGTCTGTGTGT 25 7 5 26 196 23 59,520 59,549 37,200 37,200 9,931,168 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:4290:68306 1 56 111 15 3 AC ACACACACACACACACACATACACAGAAATAAAAA NA 0 0 22 7 194 cacacaGAAATACAAACTCAGAGacacacATAGAAAT CACACAGAAATACAAACTCAGAGACA AGTACCTGTTTCAGTCTGTGTGT 27 7 3 26 196 23 59,520 59,549 34,100 37,200 9,931,168 G 197 cacacacaGAAATACAAACTCAGAGacacacATAGAAATACAAACTCAGACACAAacacacacacacacacacATACACAGAAATAAAAacacacacacCcacacaGAGAAATACAAACTcacacacacacacaGGcacacacacacacacacacacacacacacaTATAGTTacacacAGACTGAAACAGGTACTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 54 242 GCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCGCATTGTCGTGCAATCGTGA GCCAATTGCAAACAGTAGTGA 54 117 24 20 265 21 59,834 57,359 43,500 34,100 3,807,164 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 54 242 GCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCGCATTGTCGTGCAATCGTGA GCCAATTGCAAACAGTAGTGAT 54 116 24 20 265 22 59,834 57,821 43,500 30,600 4,344,272 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 54 198 GCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCGCATTGTCGTGCAATCGTGA CCGGAGAAAGCACTGGGATT 54 74 24 20 221 20 59,834 60,035 43,500 30,100 0.200783 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 46 190 GTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCAGTGCAATCGTGACCCACTCT CCGGAGAAAGCACTGGGATT 46 74 32 20 221 20 60,321 60,035 32,400 30,100 0.355826 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 131 CTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtg CTGAGGTTGTGAACGGACCT GGGATTTGCTTCCAGAGGACA 1 59 77 20 207 21 59,607 59,995 38,500 40,200 1,397,822 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 132 CTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtg CTGAGGTTGTGAACGGACCT TGGGATTTGCTTCCAGAGGAC 1 60 77 20 208 21 59,607 59,995 38,500 38,500 1,397,822 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 38 182 GTGACCCACTCTAGCGTGTCTCTACGCACTTTACAG GTGACCCACTCTAGCGTGTC CCGGAGAAAGCACTGGGATT 38 74 40 20 221 20 60,109 60,035 36,700 30,100 0.144281 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 37 181 TGACCCACTCTAGCGTGTCTCTACGCACTTTACAGC TGACCCACTCTAGCGTGTCT CCGGAGAAAGCACTGGGATT 37 74 41 20 221 20 60,251 60,035 34,100 30,100 0.286264 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 179 ACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGACCCACTCTAGCGTGTCTCT CCGGAGAAAGCACTGGGATT 35 74 43 20 221 20 59,962 60,035 31,000 30,100 0.073510 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 196 ACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGACCCACTCTAGCGTGTCTCT TCAGTCAGGTCAGAAAGCCG 35 91 43 20 238 20 59,962 59,682 31,000 55,200 0.356895 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 136 ACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgt ACAGCCTGAGGTTGTGAACG GGGATTTGCTTCCAGAGGACA 6 59 72 20 207 21 60,533 59,995 39,500 40,200 1,537,607 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2213:8734:31705 1 98 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 75 240 aaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGAAACTTGGCTGCCGTGTTT ACAGGTCAGTCAGGTCAGAA 75 96 4 19 243 20 58,802 57,912 28,300 30,200 4,286,287 F 275 aaaaaaCTTGGCTGCCGTGTTTTGCATTGTCGTGCAATCGTGACCCACTCTAGCGTGTCTCTACGCACTTTACAGCCTGAGGTTGTGAACGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACTCATTTCtttttAATAAGAATGTTTGACGAAACGTCTCTGATTTCTAAATTCTGTCCTCTGGAAGCAAATCCCAGTGCTTTCTCCGGCTTTCTGACCTGACTGACCTGTATCACTACTGTTTGCAATTGGCATATCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 3 165 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAt GGTAAAGCTGAGCGTGTGTG ACACACAAATACACAGCTGTAGAA 74 3 1 20 165 24 59,487 58,635 38,200 21,000 5,877,730 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 4 165 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAt GGTAAAGCTGAGCGTGTGTG ACACACAAATACACAGCTGTAGA 74 4 1 20 165 23 59,487 58,044 38,200 25,900 5,469,037 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 119 AgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAAGTGTGTGGGTGTGTGAGTC ACACACAAATACACAGCTGTAGA 28 4 47 20 165 23 59,822 58,044 33,600 25,900 5,134,154 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 117 tgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTGTGGGTGTGTGAGTCTG ACACACAAATACACAGCTGTAGA 26 4 49 20 165 23 59,822 58,044 35,100 25,900 5,133,921 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 118 gtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTGTGGGTGTGTGAGTCT ACACACAAATACACAGCTGTAGA 27 4 48 20 165 23 59,822 58,044 32,400 25,900 5,134,154 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:11596:21298 1 95 44 15 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 144 GCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGA GCATGTGCGTGTGTGTATGT ACACACAAATACACAGCTGTAGA 53 4 22 20 165 23 59,483 58,044 22,900 25,900 5,472,962 F 168 GGTAAAGCTGAGCgtgtgtGAGCATGTGCgtgtgtgtAtgtgtgTAAgtgtgtGGgtgtgtGAGTCTGACAGTGTGCAGAAGAAGGTGTATTGGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgAATTTCTACAGCTGTGTATTtgtgtgTATG

ST‐E00142:460:H2K7HCCXY:6:2214:14154:14441 1 35 75 15 2 AC CACACACACACACCCACACAGATATATTCTTTCTCATNA 1 1 14 0 126 TCGCACCCACAAACATATTCATTTTCTCTTTcacacac TCGCACCCACAAACATATTCAT GTGTGACTGTGAGTGTGACT 9 0 4 22 129 20 58,648 57,414 25,700 34,100 5,937,998 D 129 TTATCGCACCCACAAACATATTCATTTTCTCTTTcacacacacacaCCcacacaGatatatTCTTTCTCATacacacAAacacacacacacacacacacacacacacacAGTCACACTCACAGTCACAC

ST‐E00142:460:H2K7HCCXY:6:2214:14154:14441 1 35 75 15 2 AC CACACACACACACCCACACAGATATATTCTTTCTCATNA 0 0 14 0 126 TCGCACCCACAAACATATTCATTTTCTCTTTcacacac TCGCACCCACAAACATATTCA GTGTGACTGTGAGTGTGACT 10 0 4 21 129 20 58,216 57,414 25,700 34,100 5,370,606 D 129 TTATCGCACCCACAAACATATTCATTTTCTCTTTcacacacacacaCCcacacaGatatatTCTTTCTCATacacacAAacacacacacacacacacacacacacacacAGTCACACTCACAGTCACAC

ST‐E00142:460:H2K7HCCXY:6:2214:14154:14441 1 35 75 15 2 AC CACACACACACACCCACACAGATATATTCTTTCTCATNA 0 0 14 0 127 ATCGCACCCACAAACATATTCATTTTCTCTTTcacaca ATCGCACCCACAAACATATTCA GTGTGACTGTGAGTGTGACT 10 0 3 22 129 20 58,648 57,414 25,700 34,100 5,937,998 D 129 TTATCGCACCCACAAACATATTCATTTTCTCTTTcacacacacacaCCcacacaGatatatTCTTTCTCATacacacAAacacacacacacacacacacacacacacacAGTCACACTCACAGTCACAC

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 0 95 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC TCGCTGCTCCAAACTCTGTT 0 18 1 20 95 20 59,331 59,893 45,200 31,600 0.775243 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 100 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC TTTGGTCGCTGCTCCAAACT 0 23 1 20 100 20 59,331 60,465 45,200 26,600 1,133,995 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 175 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC CTGCTTATCCGACACCCAGT 0 98 1 20 175 20 59,331 59,463 45,200 40,000 1,205,723 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 176 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC ACTGCTTATCCGACACCCAG 0 99 1 20 176 20 59,331 59,463 45,200 44,500 1,205,723 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 177 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC AACTGCTTATCCGACACCCA 0 100 1 20 177 20 59,331 59,019 45,200 45,100 1,649,717 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 235 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC CACCCAGCTGTACCTCAACA 0 158 1 20 235 20 59,331 59,604 45,200 33,300 1,064,970 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 236 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC ACACCCAGCTGTACCTCAAC 0 159 1 20 236 20 59,331 59,603 45,200 31,800 1,065,346 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 238 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC TGACACCCAGCTGTACCTCA 0 161 1 20 238 20 59,331 60,471 45,200 38,600 1,139,557 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 240 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC GATGACACCCAGCTGTACCTC 0 162 1 20 240 21 59,331 60,135 45,200 38,500 1,803,204 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 240 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC GATGACACCCAGCTGTACCT 0 163 1 20 240 20 59,331 59,095 45,200 30,800 1,573,892 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 241 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC TGATGACACCCAGCTGTACC 0 164 1 20 241 20 59,331 59,387 45,200 33,400 1,281,795 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:17695:17237 1 21 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 94 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagGGTTGTGAACAGAGGTTGCC CGCTGCTCCAAACTCTGTTC 0 17 1 20 94 20 59,331 59,485 45,200 31,800 1,183,225 B 257 GGTTGTGAACAGAGGTTGCCagagagCgagagagagagagagagagagagagagagaTGAAGCCAGTGGCTAAGGAACAGAGTTTGGAGCAGCGACCAAAATCAATGGTTTCAGTCTTACCAATATTTAACTGGAGGAAATTTCTGCTCATCAGTACTGGGTGTCGGATAAGCAGTTTGATAATTTAGCAACAGTGGAGGAGTTGAGAGGGGTGATGTTGAGGTACAGCTGGGTGTCATCAGCACCAGACaaaaaGT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 35 191 CGCAAATTAACACGCCGGAAGAAAGATACATATGACGCAAATTAACACGCCGGAA ACGAGAATACTTGATTGCACGT 84 35 11 20 201 22 60,110 58,414 43,000 44,900 3,696,009 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 34 191 CGCAAATTAACACGCCGGAAGAAAGATACATATGACGCAAATTAACACGCCGGAA ACGAGAATACTTGATTGCACGTT 84 34 11 20 201 23 60,110 59,006 43,000 39,900 4,104,538 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 35 194 TCACGCAAATTAACACGCCGGAAGAAAGATACATA TCACGCAAATTAACACGCCG ACGAGAATACTTGATTGCACGT 87 35 8 20 201 22 60,111 58,414 64,600 44,900 3,696,461 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 14 101 TCTCATGCACACTGAGACACAGAAATTTAGGCACACTCTCATGCACACTGAGACACA TTTCAGAGTGTGTGCGTGTG 16 14 78 21 178 20 59,312 58,994 37,200 38,200 2,694,282 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 14 102 TTCTCATGCACACTGAGACACAGAAATTTAGGCACATTCTCATGCACACTGAGACACA TTTCAGAGTGTGTGCGTGTG 16 14 77 22 178 20 59,897 58,994 37,200 38,200 3,109,011 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 14 168 CGCAAATTAACACGCCGGAAGAAAGATACATATGACGCAAATTAACACGCCGGAA TTTCAGAGTGTGTGCGTGTG 84 14 11 20 178 20 60,110 58,994 43,000 38,200 1,116,232 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 14 171 TCACGCAAATTAACACGCCGGAAGAAAGATACATA TCACGCAAATTAACACGCCG TTTCAGAGTGTGTGCGTGTG 87 14 8 20 178 20 60,111 58,994 64,600 38,200 1,116,684 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 13 100 TCTCATGCACACTGAGACACAGAAATTTAGGCACACTCTCATGCACACTGAGACACA TTCAGAGTGTGTGCGTGTGC 16 13 78 21 177 20 59,312 61,428 37,200 45,700 3,116,566 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19563:64351 1 115 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 13 167 CGCAAATTAACACGCCGGAAGAAAGATACATATGACGCAAATTAACACGCCGGAA TTCAGAGTGTGTGCGTGTGC 84 13 11 20 177 20 60,110 61,428 43,000 45,700 1,538,516 F 236 CCCAATGTCACGCAAATTAACACGCCGGAAGAAAGATACATATGATCACAATCTCACTCatatatTTTCAAAGACATTCTCATGCACACTGAGACACAGAAATTTAGGCACACGcacacacacacacacacacacacacacacaCGCACAATTGCATGCACACGcacacaCTCTGaaaaaCGTGCAATCAAGTATTCTCGTACAGAGACTCGTATTATTTGTCTCCATCTCGCTCT

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 8 7 126 GCAGAAACAGACAGGAATGGGGAATGACagagaga GCAGAAACAGACAGGAATGGG ATCAGTCACGCTGTCTCCCT 7 48 88 21 213 20 59,185 60,613 40,000 42,000 2,428,295 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 52 190 AacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGAACACACAGGGCTGAAGGAA ACTGTATCAGTCACGCTGTCT 67 52 29 20 218 21 59,449 58,836 33,600 34,100 2,714,423 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 51 190 AacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGAACACACAGGGCTGAAGGAA ACTGTATCAGTCACGCTGTCTC 67 51 29 20 218 22 59,449 59,837 33,600 33,600 2,713,522 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 51 191 AAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTAAACACACAGGGCTGAAGGA ACTGTATCAGTCACGCTGTCTC 68 51 28 20 218 22 59,449 59,837 33,600 33,600 2,713,522 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 31 167 acacacAGGGCTGAAGGAAAATGATGTTGAAAGTGAACACACAGGGCTGAAGGAAA CCTCCCGGTCACTCTCTTTC 66 31 30 20 196 20 59,449 59,467 31,300 26,200 1,083,946 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 31 168 AacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGAACACACAGGGCTGAAGGAA CCTCCCGGTCACTCTCTTTC 67 31 29 20 196 20 59,449 59,467 33,600 26,200 1,083,946 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 31 169 AAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTAAACACACAGGGCTGAAGGA CCTCCCGGTCACTCTCTTTC 68 31 28 20 196 20 59,449 59,467 33,600 26,200 1,083,946 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 7 109 GCAGAAACAGACAGGAATGGGGAATGACagagaga GCAGAAACAGACAGGAATGGG CCTCCCGGTCACTCTCTTTC 7 31 88 21 196 20 59,185 59,467 40,000 26,200 2,348,035 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21105:16709 1 116 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 7 110 GCAGAAACAGACAGGAATGGGGAATGACagagaga GCAGAAACAGACAGGAATGGG CCCTCCCGGTCACTCTCTTT 7 32 88 21 197 20 59,185 60,905 40,000 25,200 2,720,340 F 257 GACTGCAAGTCGCAAGGCGCTGTCTGAAAacacacAGGGCTGAAGGAAAATGATGTTGAAAGTGACTTTACAGAGTATGCTTTTCATGCAGAAACAGACAGGAATGGGGAATGACagagagagagagagagagagagagagagagACaaaaaTAAGGAGAgggggAGAAagagagagAAagagagTGACCGGGAGGGAGACAGCGTGACTGATACAGTAAGAGATGGGAGACagagagagagagACTGACagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 23 161 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC GACCAACCAGCGGTGATTTC 23 68 5 20 165 20 59,966 59,478 48,500 21,700 0.555516 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 23 192 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC TCCGGTGCAAGGTAAGCATT 23 99 5 20 196 20 59,966 59,962 48,500 35,600 0.071371 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 23 193 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC CTCCGGTGCAAGGTAAGCAT 23 100 5 20 197 20 59,966 60,393 48,500 37,900 0.426779 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 23 196 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC GAGCTCCGGTGCAAGGTAAG 23 103 5 20 200 20 59,966 60,741 48,500 23,400 0.775002 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 0 93 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC TTGCTGTACCGACACTGTGA 23 0 5 20 97 20 59,966 59,252 48,500 35,800 0.781633 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 124 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC GGCCCAACGTATTGCATTGT 23 31 5 20 128 20 59,966 59,470 48,500 27,100 0.564069 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 125 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC TGGCCCAACGTATTGCATTG 23 32 5 20 129 20 59,966 59,470 48,500 28,200 0.563614 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 158 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC CAACCAGCGGTGATTTCCAG 23 65 5 20 162 20 59,966 59,477 48,500 38,600 0.556853 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 162 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC TGACCAACCAGCGGTGATTT 23 69 5 20 166 20 59,966 60,179 48,500 21,700 0.212785 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 243 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC CCAAATTTCTGAGGAGGGCC 23 150 5 20 247 20 59,966 58,521 48,500 58,000 1,512,412 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 244 TTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCC TCCAAATTTCTGAGGAGGGCC 23 150 5 20 248 21 59,966 59,994 48,500 58,000 1,039,705 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:21227:13299 1 48 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 22 243 TCCATTGCAAGCAACTGCCTAATACAAATGGGAAATTCCATTGCAAGCAACTGCCT TCCAAATTTCTGAGGAGGGCC 22 150 6 20 248 21 60,829 59,994 47,500 58,000 1,834,686 A 249 CTATTTCCATTGCAAGCAACTGCCTAATACAAATGGGAAATAAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACAGTGTCGGTACAGCAAACTTTGTCTGCACAATGCAATACGTTGGGCCAAATCTGCCGAGGGCTGGAAATCACCGCTGGTTGGTCACTCCACTCCTAATGCTTACCTTGCACCGGAGCTCTGCATTTCCTGCCCGCAGTTCCAAACAGGCCCTCCTCAGAAATTTGGAG

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 1 1 3 5 170 CCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAA CCCACGGAGAATGTGAAAGC AGTGCACTATTCTCTTGAACTGT 79 5 54 20 223 23 59,195 57,779 35,100 35,500 6,025,699 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 5 172 AGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAA AGCCCACGGAGAATGTGAAA AGTGCACTATTCTCTTGAACTGT 81 5 52 20 223 23 59,600 57,779 26,900 35,500 5,620,924 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 5 173 AGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAA AGCCCACGGAGAATGTGAAA AAGTGCACTATTCTCTTGAACTGT 81 5 52 20 224 24 59,600 58,385 26,900 35,500 6,015,502 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 5 219 CCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgCCCTTACTGTTTAATGCATTTCTTGA AGTGCACTATTCTCTTGAACTGT 122 5 5 26 223 23 58,398 57,779 30,200 35,500 12,822,567 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 5 220 TCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtTCCCTTACTGTTTAATGCATTTCTTGA AGTGCACTATTCTCTTGAACTGT 122 5 4 27 223 23 59,550 57,779 30,200 35,500 12,670,724 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 1 92 ACTACGTTACACATGCGCGTGcacacacacaCTTacacaACTACGTTACACATGCGCGT AGTGCACTATTCTCTTGAACTGT 1 5 132 20 223 23 60,388 57,779 60,100 35,500 5,608,332 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 3 0 91 CTACGTTACACATGCGCGTGcacacacacaCTTacacac CTACGTTACACATGCGCGTG AGTGCACTATTCTCTTGAACTGT 0 5 133 20 223 23 59,977 57,779 53,400 35,500 5,243,939 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 4 5 182 tgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCA TGTGTTTCTTAGCCCACGGA AGTGCACTATTCTCTTGAACTGT 91 5 42 20 223 23 59,240 57,779 46,900 35,500 5,980,669 G 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 4 5 220 TCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtTCCCTTACTGTTTAATGCATTTCTTG AGTGCACTATTCTCTTGAACTGT 123 5 4 26 223 23 58,398 57,779 30,200 35,500 12,822,567 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 4 2 93 CACTACGTTACACATGCGCGTGcacacacacaCTTaca CACTACGTTACACATGCGCG AGTGCACTATTCTCTTGAACTGT 2 5 131 20 223 23 59,977 57,779 68,600 35,500 5,243,939 D 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 5 5 190 GAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGAAGATGTGTGTTTCTTAGCCCA AAGTGCACTATTCTCTTGAACTGT 95 5 35 23 224 24 58,928 58,385 53,600 35,500 9,687,419 G 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 5 5 190 TGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAA TGAAGATGTGTGTTTCTTAGCCC AGTGCACTATTCTCTTGAACTGT 96 5 34 23 223 23 58,928 57,779 51,900 35,500 9,292,841 G 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19364 1 153 43 15 2 AC CACACACACACTTACACACACACACACACACACACANA 0 0 6 5 190 TGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAA TGAAGATGTGTGTTTCTTAGCCCA AGTGCACTATTCTCTTGAACTGT 95 5 34 24 223 23 60,446 57,779 53,600 35,500 9,666,302 G 241 CTTTCCCTTACTGTTTAATGCATTTCTTGAAAATGAAGAtgtgtgTTTCTTAGCCCACGGAGAATGTGAAAGCTTTCATGGGTTAAAAGGAAAAGGATTATTCATTcacacaTTCACCCCAAAGTCTAAACACTACGTTACACATGCGCGTGcacacacacaCTTacacacacacacacacacacacacacacacAAGATACAGTTCAAGAGAATAGTGCACTTTTACAAGTTATAAACAA

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 1 8 7 143 CGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCGTTCCATCTCTCACTCAGTCT GTGCATGCAAGCGTATGTGT 28 7 52 22 194 20 59,248 59,831 32,400 37,200 2,921,142 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 0 8 6 142 CGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCGTTCCATCTCTCACTCAGTCT TGCATGCAAGCGTATGTGTG 28 6 52 22 193 20 59,248 59,831 32,400 38,200 2,920,922 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 0 8 5 141 CGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCGTTCCATCTCTCACTCAGTCT GCATGCAAGCGTATGTGTGT 28 5 52 22 192 20 59,248 59,831 32,400 37,200 2,921,142 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 7 132 tcACTCAGtctctctcacacacTTATACTCCCTATCACTca TCACTCAGTCTCTCTCACACAC GTGCATGCAAGCGTATGTGT 17 7 63 22 194 20 59,118 59,831 38,200 37,200 3,050,301 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 6 131 tcACTCAGtctctctcacacacTTATACTCCCTATCACTca TCACTCAGTCTCTCTCACACAC TGCATGCAAGCGTATGTGTG 17 6 63 22 193 20 59,118 59,831 38,200 38,200 3,050,081 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 102 66 15 2 AC CACACACACACACACACACACACACACACACGCACANA 0 0 14 5 130 tcACTCAGtctctctcacacacTTATACTCCCTATCACTca TCACTCAGTCTCTCTCACACAC GCATGCAAGCGTATGTGTGT 17 5 63 22 192 20 59,118 59,831 38,200 37,200 3,050,301 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 1 10 7 194 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC GTGCATGCAAGCGTATGTGT 14 7 1 20 194 20 59,324 59,831 32,000 37,200 0.844973 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 0 10 6 193 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC TGCATGCAAGCGTATGTGTG 14 6 1 20 193 20 59,324 59,831 32,000 38,200 0.844752 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 0 10 5 192 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcac TGACACACACTGGCTCTCTC GCATGCAAGCGTATGTGTGT 14 5 1 20 192 20 59,324 59,831 32,000 37,200 0.844973 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 0 10 2 182 TGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTGGCTCTCTCTTTCACACACTC GCATGCAAGCGTATGTGTGT 2 5 11 22 192 20 59,964 59,831 35,100 37,200 2,205,263 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 0 10 2 183 TGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTGGCTCTCTCTTTCACACACTC TGCATGCAAGCGTATGTGTG 2 6 11 22 193 20 59,964 59,831 35,100 38,200 2,205,043 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:26555:17641 1 35 133 15 3 AC TCTCTCCCACACACACACGTTCCATCTCTCACTCAGTNA 0 0 10 2 184 TGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTGGCTCTCTCTTTCACACACTC GTGCATGCAAGCGTATGTGT 2 7 11 22 194 20 59,964 59,831 35,100 37,200 2,205,263 G 199 TGacacacacTGGctctctctTTcacacaCTCTTtctctcCcacacacacaCGTTCCAtctctcACTCAGtctctctcacacacTTATACTCCCTATCACTcacacacacacacacacacacacacacacaCGcacacacaCTTTCTGTTTCTGTCCctctctctctCaaaaacacacaTACGCTTGCATGCActctct

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 3 6 107 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT ACCTTTAGACTTTCACGTACCTCC 6 20 15 27 121 24 57,485 60,022 37,200 43,000 13,536,857 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 175 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT GGAAGATGGATGCGCTGGAA 6 92 15 27 189 20 57,485 60,464 37,200 35,300 9,979,599 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 179 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT TGATGGAAGATGGATGCGCT 6 96 15 27 193 20 57,485 59,529 37,200 59,200 9,986,417 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 232 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT GGAGAGAGAGGTGAAATTCAGTGA 6 145 15 27 246 24 57,485 59,778 37,200 34,100 13,736,928 F 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 233 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT AGGAGAGAGAGGTGAAATTCAGTG 6 146 15 27 247 24 57,485 59,777 37,200 36,600 13,737,814 F 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 6 233 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT AGGAGAGAGAGGTGAAATTCAGT 6 147 15 27 247 23 57,485 58,575 37,200 34,100 13,940,067 F 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 6 106 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT CCTTTAGACTTTCACGTACCTCCA 6 19 15 27 120 24 57,485 60,022 37,200 38,600 13,536,945 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 6 177 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT ATGGAAGATGGATGCGCTGG 6 94 15 27 191 20 57,485 60,537 37,200 48,500 10,051,913 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:34289 1 48 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 6 95 ACATGGACTTTGTAATATAAACTGTGTATACACatat ACATGGACTTTGTAATATAAACTGTGT TCACGTACCTCCAATACAAGTGA 6 9 15 27 109 23 57,485 59,172 37,200 34,100 13,343,102 A 266 AGAAAACATGAGTTACATGGACTTTGTAATATAAACTGTGTATACACatatatatatatatatatatatatatatatAAGATTTCTTCACTTGTATTGGAGGTACGTGAAAGTCTAAAGGTAAAATCCAAAATTGAAAGCACATAACTGATGGTTTATTTCTAGCATAATTCCAGCGCATCCATCTTCCATCACCCtttttGATGCAATTCATTCTCCCTTTTCACTGAATTTCACctctctctCCTCTTTTATTGCAGTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 1 1 2 22 142 GAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgT GAGATACTGAAGCCGGCTGA CAACATTTGCAGTCTGGCCG 26 22 38 20 179 20 59,253 60,388 42,600 61,300 1,134,877 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 0 0 2 22 143 TGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtg TGAGATACTGAAGCCGGCTG CAACATTTGCAGTCTGGCCG 27 22 37 20 179 20 59,538 60,388 48,500 61,300 0.849169 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 0 0 4 23 140 ATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGATACTGAAGCCGGCTGATGG TCAACATTTGCAGTCTGGCC 23 23 41 20 180 20 59,893 59,039 35,100 53,600 1,068,475 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 0 0 4 22 139 ATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGATACTGAAGCCGGCTGATGG CAACATTTGCAGTCTGGCCG 23 22 41 20 179 20 59,893 60,388 35,100 61,300 0.495077 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 0 0 4 18 135 ATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGATACTGAAGCCGGCTGATGG ATTTGCAGTCTGGCCGTCTT 23 18 41 20 175 20 59,893 60,251 35,100 30,100 0.358357 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:2696:46806 1 84 54 15 2 AC TGTGTGTTTGTGTGTGTGTTTGTTTGTGTGTGTGTG NA 0 0 4 13 130 ATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGATACTGAAGCCGGCTGATGG CAGTCTGGCCGTCTTCACAT 23 13 41 20 170 20 59,893 60,037 35,100 32,100 0.144408 G 231 ATTGTAAAGAGAATATAGTTTTACCAATTGTTACATTGAGATACTGAAGCCGGCTGATgggggCTAtgtgtgtgTATTGTATAtgtgtgTTtgtgtgtgtgTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGAATTTAATTAATGTGAAGACGGCCAGACTGCAAATGTTGAATCATCTGTGGGGTTAGGTGTaaaaaaaGATATTTTGAAATGGAGATGGGC

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 3 42 180 CTCATTCACTCACTGTGCAGCAGAACCTAAATGGAACTCATTCACTCACTGTGCAGC TGTGTTTGTCCTGGTGAGTGT 42 66 36 21 215 21 59,536 59,719 52,500 35,500 2,744,541 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 42 190 CTCATTCACTCACTGTGCAGCAGAACCTAAATGGAACTCATTCACTCACTGTGCAGC TTGGCATTCTTGTGTTTGTCCTG 42 74 36 21 225 23 59,536 60,181 52,500 38,600 4,645,309 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 41 178 CATTCACTCACTGTGCAGCAGAACCTAAATGGAAATCATTCACTCACTGTGCAGCA TGTGTTTGTCCTGGTGAGTGT 41 66 38 20 215 21 58,768 59,719 44,100 35,500 2,512,829 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 41 179 TCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATCATTCACTCACTGTGCAGCA TGTGTTTGTCCTGGTGAGTGT 41 66 37 21 215 21 60,203 59,719 44,100 35,500 2,483,384 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 41 190 TCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATCATTCACTCACTGTGCAGCA TTTGGCATTCTTGTGTTTGTCCT 41 75 37 21 226 23 60,203 59,550 44,100 38,500 4,653,131 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 29 133 TGTGCAGCAGAACCTAAATGGAAATTGCATATTCG TGTGCAGCAGAACCTAAATGG ACTGCAAGATGTCTCTCTTCGT 29 31 49 21 181 22 58,838 59,439 31,600 38,500 4,722,397 F 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 28 132 GTGCAGCAGAACCTAAATGGAAATTGCATATTCGC GTGCAGCAGAACCTAAATGGA ACTGCAAGATGTCTCTCTTCGT 28 31 50 21 181 22 58,564 59,439 34,100 38,500 4,996,959 F 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 74 240 TCACCACTGACAATACTTTCTCCAGTATCAATTTACT TCACCACTGACAATACTTTCTCCA ATGATCGTCTGAAATTTGGCATTCT 74 87 1 24 240 25 59,653 59,641 38,600 24,000 9,705,717 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 74 244 TCACCACTGACAATACTTTCTCCAGTATCAATTTACT TCACCACTGACAATACTTTCTCCA TGTTATGATCGTCTGAAATTTGGCA 74 91 1 24 244 25 59,653 59,586 38,600 49,200 9,760,852 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 72 242 ACCACTGACAATACTTTCTCCAGTATCAATTTACTCAACCACTGACAATACTTTCTCCAGT TGTTATGATCGTCTGAAATTTGGCA 72 91 3 24 244 25 59,652 59,586 40,000 49,200 9,762,312 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 42 190 CTCATTCACTCACTGTGCAGCAGAACCTAAATGGAACTCATTCACTCACTGTGCAGC TTGGCATTCTTGTGTTTGTCCT 42 75 36 21 225 22 59,536 58,970 52,500 38,500 4,494,122 B 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:27488:67955 1 99 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 28 133 TGTGCAGCAGAACCTAAATGGAAATTGCATATTCG TGTGCAGCAGAACCTAAATGGA ACTGCAAGATGTCTCTCTTCGT 28 31 49 22 181 22 60,225 59,439 34,100 38,500 4,785,286 F 280 TCACCACTGACAATACTTTCTCCAGTATCAATTTACTCATTCACTCACTGTGCAGCAGAACCTAAATGGAAATTGCATATTCGCTTCATCTTACATAAatatatatatatatatatatatatatatatTTGCTTGGTAGCACAGAACTTGAAAATTGCTACGAagagagACATCTTGCAGTAGCTTTTCATTTTACACTCACCAGGACAAACACAAGAATGCCAAATTTCAGACGATCATAACAATTTCTACTACAGGTGAAAAGGGTGCTGATTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 1 1 7 3 148 aaaTTGGTGGCGAGGCAGAGAAagagagagagAAAG AAATTGGTGGCGAGGCAGA ACCAGCTTCACCTCTTTCCC 3 18 97 19 244 20 59,925 59,598 42,600 39,700 1,476,896 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 8 26 240 AACagagagGAACGAGGAGCGAGGCAGAAACAGGGAACAGAGAGGAACGAGGAGC TCTCTGACACCAGCTTCACC 86 26 13 20 252 20 59,108 59,318 47,000 40,200 1,573,797 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 8 2 148 aaaTTGGTGGCGAGGCAGAGAAagagagagagAAAG AAATTGGTGGCGAGGCAGAG ACCAGCTTCACCTCTTTCCC 2 18 97 20 244 20 60,962 59,598 33,500 39,700 1,364,476 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 8 2 154 aaaTTGGTGGCGAGGCAGAGAAagagagagagAAAG AAATTGGTGGCGAGGCAGAG TCTGACACCAGCTTCACCTC 2 24 97 20 250 20 60,962 59,318 33,500 38,500 1,644,089 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 9 26 244 GGGAAACagagagGAACGAGGAGCGAGGCAGAAACGGGAAACAGAGAGGAACGAGG TCTCTGACACCAGCTTCACC 89 26 9 21 252 20 60,067 59,318 46,300 40,200 1,748,520 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 9 24 242 GGGAAACagagagGAACGAGGAGCGAGGCAGAAACGGGAAACAGAGAGGAACGAGG TCTGACACCAGCTTCACCTC 89 24 9 21 250 20 60,067 59,318 46,300 38,500 1,748,520 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 12 18 210 GGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGG GGCAGAAACAGGGAGTGAGA ACCAGCTTCACCTCTTTCCC 64 18 35 20 244 20 59,313 59,598 32,700 39,700 1,089,475 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 12 18 212 GAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGA GAGGCAGAAACAGGGAGTGA ACCAGCTTCACCTCTTTCCC 66 18 33 20 244 20 59,313 59,598 34,100 39,700 1,089,475 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:29985:43870 1 119 88 15 3 AG AGAGAGAGAGAAAGGGGTACAGAGAGAGGGAGA NA 0 0 12 18 213 CGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGACGAGGCAGAAACAGGGAGTG ACCAGCTTCACCTCTTTCCC 67 18 32 20 244 20 60,672 59,598 35,100 39,700 1,073,901 G 274 AGAGACAGGGGAAACagagagGAACGAGGAGCGAGGCAGAAACAGGGAGTGAGACAGAGaaaaaGAGGGAGATAGTGAGATAGTGGCAGAGGGaaaaaaTTGGTGGCGAGGCAGAGAAagagagagagAAAGGGGTACagagagagGgagagagagagagagagagagagagagagaTTGAGAGGGATGGAGAAACagagagagagATGGAGAAACAGAGAAgggggAAAGAGGTGAAGCTGGTGTCagagagACACAGTAACAGAGGCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 1 1 4 0 160 AATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCAATGGGCAGGACTGGGAATC ACATAACACATGCGGACAGG 42 0 5 20 164 20 59,740 58,262 25,200 40,000 1,997,777 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 5 0 124 ACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtg ACACCCTGGCCCTCAGATAG CACATAACACATGCGGACAGG 5 0 42 20 165 21 60,692 59,602 20,800 40,000 2,090,460 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 5 0 125 CACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgt CACACCCTGGCCCTCAGATA CACATAACACATGCGGACAGG 6 0 41 20 165 21 60,983 59,602 19,800 40,000 2,380,892 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 5 0 161 AATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCAATGGGCAGGACTGGGAATC CACATAACACATGCGGACAGG 42 0 5 20 165 21 59,740 59,602 25,200 40,000 1,657,979 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 7 5 129 ACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtg ACACCCTGGCCCTCAGATAG ACACACACATAACACATGCGG 5 5 42 20 170 21 60,692 59,465 20,800 56,900 2,227,448 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:30908:70223 1 67 78 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 7 5 166 AATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCAATGGGCAGGACTGGGAATC ACACACACATAACACATGCGG 42 5 5 20 170 21 59,740 59,465 25,200 56,900 1,794,967 G 225 CGGTAATGGGCAGGACTGGGAATCCCCAGTCAGGACTCCCCACACCCTGGCCCTCAGATAGGACCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTCTTtgtgtgtgtgtgtgtgtgtctgtctgtctgCCTGTCCGCATGTGTTAtgtgtgtgttttttGTGTGCACGTCtgtgtgtgtgtgCAtgtgtgTTtgtgtgtgCTTtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 2 2 114 AATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTAATGTTATCCCTGCGAGGCT TGGAGAGTGGCAAATGTAGC 42 2 91 20 204 20 59,160 57,886 45,800 35,800 2,953,807 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 2 2 164 CCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACT CCTGTTGAGAATTTACGTGCCC TGGAGAGTGGCAAATGTAGC 90 2 41 22 204 20 59,838 57,886 53,600 35,800 4,275,469 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 2 192 TCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGTCTTAAATCCATGTTGACTTTGTCA TGGAGAGTGGCAAATGTAGC 115 2 13 25 204 20 57,184 57,886 35,800 35,800 9,929,701 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 2 193 TCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGTCTTAAATCCATGTTGACTTTGTCA TTGGAGAGTGGCAAATGTAGC 115 2 13 25 205 21 57,184 58,564 35,800 35,800 10,252,257 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 2 196 CCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGT CCTTTCTTAAATCCATGTTGACTTTGT TGGAGAGTGGCAAATGTAGC 117 2 9 27 204 20 58,856 57,886 28,300 35,800 10,257,696 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 2 110 TTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTATCCCTGCGAGGCTAAGC TGGAGAGTGGCAAATGTAGC 38 2 95 20 204 20 59,607 57,886 30,900 35,800 2,506,937 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 2 111 TTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTATCCCTGCGAGGCTAAGC TTGGAGAGTGGCAAATGTAGC 38 2 95 20 205 21 59,607 58,564 30,900 35,800 2,829,494 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 5 2 150 ACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAACGTGCCCAGTTTCTACAAAC TGGAGAGTGGCAAATGTAGC 77 2 55 21 204 20 59,055 57,886 29,300 35,800 4,058,569 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4523:45962 1 153 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 5 2 151 ACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAACGTGCCCAGTTTCTACAAAC TTGGAGAGTGGCAAATGTAGC 77 2 55 21 205 21 59,055 58,564 29,300 35,800 4,381,126 A 209 ATGATTTTCCTTTCTTAAATCCATGTTGACTTTGTCAAATCCTGTTGAGAATTTACGTGCCCAGTTTCTACAAACTTCATAATTGAATCCAATGTTATCCCTGCGAGGCTAAGCGGCCTGCAATTTGTTGTTTTCTCATTCCTCCATTAAAAatatatatatatatatatatatatatatatGGGCTACATTTGCCACTCTCCAATCTG

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 5 138 GCTCTTTAACATCACTTCACTTGGAAACTAagagagagGCTCTTTAACATCACTTCACTTGGA ACCGCTGGAAAGAGAAGTTTGA 5 56 106 25 243 22 59,530 60,159 35,300 26,900 7,628,911 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 6 139 AGCTCTTTAACATCACTTCACTTGGAAACTAagagag AGCTCTTTAACATCACTTCACTTGG ACCGCTGGAAAGAGAAGTTTGA 6 56 105 25 243 22 59,529 60,159 36,100 26,900 7,630,269 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 5 139 GCTCTTTAACATCACTTCACTTGGAAACTAagagagagGCTCTTTAACATCACTTCACTTGGA GACCGCTGGAAAGAGAAGTT 5 59 106 25 244 20 59,530 57,829 35,300 26,600 7,641,439 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 76 240 AACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATC AACTGTCCTGCTTCACTTTCTT GAGCTTGCGGCCAGAGAC 94 76 20 22 259 18 58,109 60,817 25,200 33,600 6,708,445 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 76 240 AACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATC AACTGTCCTGCTTCACTTTCT GAGCTTGCGGCCAGAGAC 95 76 20 21 259 18 57,433 60,817 25,200 33,600 6,384,874 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 76 241 AAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATAAACTGTCCTGCTTCACTTTCT GAGCTTGCGGCCAGAGAC 95 76 19 22 259 18 58,109 60,817 25,200 33,600 6,708,445 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 47 180 CTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGACTGCCTCTCATTTGCAGCAA CAGAGACCGCTGGAAAGAGA 47 63 69 20 248 20 59,114 59,109 39,100 31,000 1,777,252 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 47 191 CTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGACTGCCTCTCATTTGCAGCAA GAGCTTGCGGCCAGAGAC 47 76 69 20 259 18 59,114 60,817 39,100 33,600 3,703,275 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 46 179 TGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGTGCCTCTCATTTGCAGCAAG CAGAGACCGCTGGAAAGAGA 46 63 70 20 248 20 59,114 59,109 40,100 31,000 1,777,252 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 46 190 TGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGTGCCTCTCATTTGCAGCAAG GAGCTTGCGGCCAGAGAC 46 76 70 20 259 18 59,114 60,817 40,100 33,600 3,703,275 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 46 191 CTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGACTGCCTCTCATTTGCAGCAAG GAGCTTGCGGCCAGAGAC 46 76 69 21 259 18 60,135 60,817 40,100 33,600 3,952,769 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 45 178 GCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAG GCCTCTCATTTGCAGCAAGT CAGAGACCGCTGGAAAGAGA 45 63 71 20 248 20 59,113 59,109 31,600 31,000 1,777,935 B 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 9 130 GCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAG GCCTCTCATTTGCAGCAAGT TGCTGCATACATCTGTATACTTCTCT 45 9 71 20 200 26 59,113 59,734 31,600 31,000 7,152,893 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 9 131 TGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGTGCCTCTCATTTGCAGCAAG TGCTGCATACATCTGTATACTTCTCT 46 9 70 20 200 26 59,114 59,734 40,100 31,000 7,152,209 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:4848:50392 1 136 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 9 132 CTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGACTGCCTCTCATTTGCAGCAA TGCTGCATACATCTGTATACTTCTCT 47 9 69 20 200 26 59,114 59,734 39,100 31,000 7,152,209 F 260 GaaaaaaGAAAGAAAAGAAAACTGTCCTGCTTCACTTTCtttttCTGTGATTATCATCTCCATTTTGTCTGCCTCTCATTTGCAGCAAGTTCCATTACCTGTCGAGCTCTTTAACATCACTTCACTTGGAAACTAagagagagagagagagagagagagagagagGTATACAagagagAAGTATACAGATGTATGCAGCAAAACAAGTATCTCCTTTGAAGTCAAACTTCTCTTTCCAGCGGTCTCTGGCCGCAAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 1 1 8 16 161 TGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGAT GCACATGTCATCTCCCTCTTTC 16 47 13 20 173 22 59,733 59,058 27,500 26,200 3,208,774 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 8 16 161 TGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGAT GCACATGTCATCTCCCTCTT 16 49 13 20 173 20 59,733 57,294 27,500 28,500 2,973,393 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 8 16 161 TGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGAT GCACATGTCATCTCCCTCTTT 16 48 13 20 173 21 59,733 58,003 27,500 25,200 3,263,685 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 16 1 138 GGGAGATAGAGTTAGAGCGAGATagagagagagagA GGGAGATAGAGTTAGAGCGAGA TCTCCCTCTTTCACTGACTCT 1 38 26 22 163 21 57,989 57,466 40,400 32,400 7,545,024 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 17 1 139 AGGGAGATAGAGTTAGAGCGAGATagagagagagag AGGGAGATAGAGTTAGAGCGAGA TCTCCCTCTTTCACTGACTCTT 1 37 25 23 163 22 59,351 58,149 40,400 28,500 7,499,775 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 56 15 2 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 17 1 139 AGGGAGATAGAGTTAGAGCGAGATagagagagagag AGGGAGATAGAGTTAGAGCGAGA TCTCCCTCTTTCACTGACTCT 1 38 25 23 163 21 59,351 57,466 40,400 32,400 7,183,380 D 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 1 7 25 190 AGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGCCAGGGTGAGGGAGATG AGCACAACTAAGCCTCTCTCTG 25 31 5 19 194 22 60,692 59,767 29,000 33,500 3,925,472 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 8 16 171 TGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGAT GCCTCTCTCTGCACATGTCA 16 22 13 20 183 20 59,733 59,751 27,500 35,800 0.515620 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 8 16 172 TGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGAT AGCCTCTCTCTGCACATGTC 16 23 13 20 184 20 59,733 59,464 27,500 30,600 0.803315 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 9 26 191 GAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTGAGCCAGGGTGAGGGAGAT AGCACAACTAAGCCTCTCTCTG 26 31 4 19 194 22 60,384 59,767 27,500 33,500 3,617,234 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 9 26 191 GAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTGAGCCAGGGTGAGGGAGAT AGCACAACTAAGCCTCTCTCT 26 32 4 19 194 21 60,384 58,465 27,500 31,000 3,918,794 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:6228:50287 1 49 93 15 3 AG AGAGAGAGAGAGATAGAGTGAGAGAGAGAGAGA NA 0 0 10 17 172 GTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGTGAGGGAGATGCAGGGAGA GCCTCTCTCTGCACATGTCA 17 22 12 20 183 20 60,689 59,751 37,100 35,800 0.937646 G 196 ATGGAGCCAGGGTGAGGGAGATGCAGGGAGATAGAGTTAGAGCGAGATagagagagagagATAGAGTgagagagagagagagagagagagagagagaCagagagACAGAATAAGATAAagagagATATAAGgagagagagaAAGAGTCAGTGAAAGAGGGAGATGACATGTGCagagagagGCTTAGTTGTGCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 24 122 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC AGGAACAGCGACAACAGCTT 24 26 9 22 130 20 59,299 60,179 27,300 37,400 2,879,942 A 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 24 163 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC AGAGGGTCAAAGCAGTCAGC 24 67 9 22 171 20 59,299 59,964 27,300 42,600 2,736,919 F 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 24 130 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC TCAGGGAAAGGAACAGCGAC 24 34 9 22 138 20 59,299 59,965 27,300 51,900 2,735,793 A 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 24 192 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC GGATGACATTTCACCATCCCA 24 95 9 22 200 21 59,299 57,983 27,300 43,700 5,717,945 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 23 191 CAGCAGTCATACCCTGATACCTGAAAGGAATAATG CAGCAGTCATACCCTGATACCT GGATGACATTTCACCATCCCA 23 95 10 22 200 21 59,031 57,983 30,800 43,700 5,985,622 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 22 190 AGCAGTCATACCCTGATACCTGAAAGGAATAATGA AGCAGTCATACCCTGATACCTG GGATGACATTTCACCATCCCA 22 95 11 22 200 21 59,031 57,983 40,000 43,700 5,985,622 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 21 189 GCAGTCATACCCTGATACCTGAAAGGAATAATGAG GCAGTCATACCCTGATACCTGA GGATGACATTTCACCATCCCA 21 95 12 22 200 21 59,034 57,983 38,600 43,700 5,982,879 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 20 189 GCAGTCATACCCTGATACCTGAAAGGAATAATGAG GCAGTCATACCCTGATACCTGAA GGATGACATTTCACCATCCCA 20 95 12 23 200 21 59,612 57,983 30,200 43,700 6,405,072 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 24 131 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC GTCAGGGAAAGGAACAGCGA 24 35 9 22 139 20 59,299 59,965 27,300 49,300 2,735,793 A 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 21 189 GCAGTCATACCCTGATACCTGAAAGGAATAATGAG GCAGTCATACCCTGATACCTGA GGATGACATTTCACCATCCCAA 21 94 12 22 200 22 59,034 58,635 38,600 41,200 6,330,380 B 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 24 168 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC GGGAGAGAGGGTCAAAGCAG 24 72 9 22 176 20 59,299 59,748 27,300 42,400 2,952,531 F 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2214:8552:31916 1 55 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 24 169 ACAGCAGTCATACCCTGATACCTGAAAGGAATAAT ACAGCAGTCATACCCTGATACC AGGGAGAGAGGGTCAAAGCA 24 73 9 22 177 20 59,299 60,179 27,300 39,100 2,879,788 F 223 CAATATTGACAGCAGTCATACCCTGATACCTGAAAGGAATAATGAGACAGAGACagagagagagagagagagagagagagagagGGGAAAACTGGAATAAGGGTAAACTTAAGCTGTTGTCGCTGTTCCTTTCCCTGACAAGtctctcCGGGCTGACTGCTTTGACCctctctCCCTTTTGGGATGGTGAAATGTCATCCTTCTAAGACGTAACTCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 1 1 16 7 222 TGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCTGCTCTGTCTCTCTCAGTCTCT GAGAGAAACAAACACATACAGACA 64 7 11 22 232 24 59,694 57,155 31,000 34,100 9,150,330 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 0 0 17 7 164 ATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctc ATCTCGCTCTCTCGGTGTCT AGAGAGAAACAAACACATACAGACA 7 7 70 20 233 25 60,107 58,417 34,100 34,100 6,690,047 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 0 0 17 7 165 CATCTCGctctctCGGTGTCTTGATCTGtctctctctctctc CATCTCGCTCTCTCGGTGTC AGAGAGAAACAAACACATACAGACA 8 7 69 20 233 25 59,971 58,417 36,700 34,100 6,611,406 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 0 0 17 7 185 TTCCATCACTCCCATTGCCCCATCTCGctctctCGGTG TTCCATCACTCCCATTGCCC AGAGAGAAACAAACACATACAGACA 28 7 49 20 233 25 60,033 58,417 53,600 34,100 6,615,844 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 0 0 17 7 223 TGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCTGCTCTGTCTCTCTCAGTCTCT AGAGAGAAACAAACACATACAGACA 64 7 11 22 233 25 59,694 58,417 31,000 34,100 8,888,271 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:11850:69766 1 97 105 15 3 AC TCTCTCTCTCTCTCTCTCTCGCTCTCCTTGTGTTTGTT NA 0 0 17 7 223 TGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCTGCTCTGTCTCTCTCAGTCTC AGAGAGAAACAAACACATACAGACA 65 7 11 21 233 25 58,290 58,417 33,600 34,100 9,293,013 G 251 CTGCTTTTCATGCTCTGtctctctcAGTCTCTTtctctctcTATGTATTTCCATCACTCCCATTGCCCCATCTCGctctctCGGTGTCTTGATCTGtctctctctctctctctctcGCTCTCCTTGtgtttgtttgttCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTtctctctctctcCctctctctctctGTGTTAATGTCTGTATGTGTTTGTTtctctctttttCTCTGTGCCACTCT

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 1 1 2 1 124 CACGTGTCCGACAAACTGCGcacacacacacacacacac CACGTGTCCGACAAACTGC TGGACTCTAACTTTCTTACTTCTGGT 1 1 141 19 264 26 59,724 59,446 44,000 40,000 7,829,509 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 2 1 129 GATCGCACGTGTCCGACAAACTGCGcacacacacacacGATCGCACGTGTCCGACAAA TGGACTCTAACTTTCTTACTTCTGGT 5 1 136 20 264 26 61,280 59,446 28,300 40,000 7,833,379 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 2 1 155 GTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTTTCCCGTCTGCTCCCG TGGACTCTAACTTTCTTACTTCTGGT 33 1 110 18 264 26 60,434 59,446 51,400 40,000 8,988,211 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 2 1 157 CCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCAC CCGTTTCCCGTCTGCTCC TGGACTCTAACTTTCTTACTTCTGGT 35 1 108 18 264 26 60,434 59,446 47,000 40,000 8,988,211 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 2 1 245 CCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGCCTTTCTCAGCGCGCCTTT TGGACTCTAACTTTCTTACTTCTGGT 122 1 20 19 264 26 61,328 59,446 31,100 40,000 8,881,951 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 3 1 125 GCACGTGTCCGACAAACTGCGcacacacacacacacacaGCACGTGTCCGACAAACTG TGGACTCTAACTTTCTTACTTCTGGT 2 1 140 19 264 26 59,724 59,446 31,600 40,000 7,829,509 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 3 1 156 CGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGCGTTTCCCGTCTGCTCCC TGGACTCTAACTTTCTTACTTCTGGT 34 1 109 18 264 26 60,434 59,446 43,000 40,000 8,988,211 D 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 3 1 256 GCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGGCTGTGCTGAGCCTTTCTC TGGACTCTAACTTTCTTACTTCTGGT 133 1 9 19 264 26 58,830 59,446 28,700 40,000 8,723,694 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 4 1 249 TGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATGAGCCTTTCTCAGCGCG TGGACTCTAACTTTCTTACTTCTGGT 127 1 16 18 264 26 60,433 59,446 68,600 40,000 8,986,997 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 6 1 227 TTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCAT TTGTGCTGGCTGGCCATTAG TGGACTCTAACTTTCTTACTTCTGGT 103 1 38 20 264 26 60,967 59,446 17,300 40,000 7,520,727 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA
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ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 8 1 224 TGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAA TGCTGGCTGGCCATTAGTTG TGGACTCTAACTTTCTTACTTCTGGT 100 1 41 20 264 26 60,967 59,446 31,600 40,000 7,520,727 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:12895:37893 1 161 77 15 2 AC CACACACACACACACACACACACGCGATCTCACACANA 0 0 8 1 228 TTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCA TTTGTGCTGGCTGGCCATTA TGGACTCTAACTTTCTTACTTCTGGT 104 1 37 20 264 26 60,542 59,446 19,000 40,000 7,095,381 G 285 CCCAACCGGCTGTGCTGAGCCTTTCTCAgcgcgcCTTTTGTGCTGGCTGGCCATTAGTTGGGCAGCCAGCATGAACTCATGGTCgggggCCAATCACGGACAGGGGCCCGTTTCCCGTCTGCTCCCGGGCCCGCTGATCGCACGTGTCCGACAAACTGCGcacacacacacacacacacacaCGCGATCTcacacacacacacacaAacacacacacacacacacacacacacacacAACCAGAAGTAAGAAAGTTAGAGTCCAGTaaaaaGTTAAAAGAATACA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 14 134 GCCAGCTCCctctctTTCATTcccccTCCCCAccccctctct GCCAGCTCCCTCTCTTTCAT TTGACGAGCTGGAGAGAGAA 38 14 106 20 239 20 59,454 58,089 25,700 28,700 2,456,704 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 14 190 ATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAAC ATGCTAACTCTTTCCACTTACTTCC TTGACGAGCTGGAGAGAGAA 89 14 50 25 239 20 58,826 58,089 34,600 28,700 8,085,106 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 13 133 GCCAGCTCCctctctTTCATTcccccTCCCCAccccctctct GCCAGCTCCCTCTCTTTCAT TGACGAGCTGGAGAGAGAAA 38 13 106 20 238 20 59,454 58,089 25,700 25,200 2,456,704 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 13 164 CGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCGCTTTGCCAACCCTCTTTC TGACGAGCTGGAGAGAGAAA 69 13 75 20 238 20 60,039 58,089 26,200 25,200 1,950,222 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 13 190 ATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAAC ATGCTAACTCTTTCCACTTACTTCC TTGACGAGCTGGAGAGAGAAA 89 13 50 25 239 21 58,826 58,761 34,600 25,200 8,413,448 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 12 133 GCCAGCTCCctctctTTCATTcccccTCCCCAccccctctct GCCAGCTCCCTCTCTTTCAT TGACGAGCTGGAGAGAGAAAG 38 12 106 20 238 21 59,454 59,184 25,700 26,200 2,361,259 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 12 164 CGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCGCTTTGCCAACCCTCTTTC TGACGAGCTGGAGAGAGAAAG 69 12 75 20 238 21 60,039 59,184 26,200 26,200 1,854,778 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 12 174 ACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCC ACTTACTTCCCGCTTTGCCA TGACGAGCTGGAGAGAGAAAG 79 12 65 20 238 21 59,890 59,184 49,200 26,200 1,925,336 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:14874:59464 1 164 42 15 1.5 AG CACACACACACACTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 12 190 ATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAAC ATGCTAACTCTTTCCACTTACTTCC TTGACGAGCTGGAGAGAGAAAG 89 12 50 25 239 22 58,826 59,770 34,600 26,200 8,404,074 F 239 AAATAAAGTAACCTACAAAATAAAATAAATTaaaaaaTATAAAAGAAATATGCTAACTCTTTCCACTTACTTCCCGCTTTGCCAACCCTCTTtctctcTTTCCTCGCCAGCTCCctctctTTCATTcccccTCCCCAccccctctctcCCCCACCCACTCTCCcacacacacacactctctctctctctctctctctctctctctCGCTTGACAAATCTTtctctctcCAGCTCGTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 12 9 91 TCCCACACTcacacacaGACACGCACATGcacacacaca TCCCACACTCACACACAGAC TCTCTATGTGCGTTCGTGCG 9 12 122 20 212 20 59,536 60,797 35,100 53,400 1,260,906 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 8 90 CCCACACTcacacacaGACACGCACATGcacacacacac CCCACACTCACACACAGACA TCTCTATGTGCGTTCGTGCG 8 12 123 20 212 20 59,822 60,797 34,100 53,400 0.974706 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 8 92 CCCACACTcacacacaGACACGCACATGcacacacacac CCCACACTCACACACAGACA GTTCTCTATGTGCGTTCGTGC 8 13 123 20 214 21 59,822 59,941 34,100 53,400 1,237,100 F 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 1 9 10 186 TGCACGCAAACAAACACATCAATGTACGaaaaaCgcaTGCACGCAAACAAACACATCA TCTATGTGCGTTCGTGCGTA 34 10 25 21 210 20 60,135 59,831 30,700 44,200 1,303,854 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 0 9 9 185 TGCACGCAAACAAACACATCAATGTACGaaaaaCgcaTGCACGCAAACAAACACATCA CTATGTGCGTTCGTGCGTAC 34 9 25 21 209 20 60,135 59,706 30,700 36,700 1,429,010 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 0 12 10 196 cacacTCACATGCACGCAAACAAACACATCAATGTACCACACTCACATGCACGCAAA TCTATGTGCGTTCGTGCGTA 45 10 15 20 210 20 59,971 59,831 36,800 44,200 0.197735 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 0 14 10 194 cacTCACATGCACGCAAACAAACACATCAATGTACG CACTCACATGCACGCAAACA TCTATGTGCGTTCGTGCGTA 43 10 17 20 210 20 59,971 59,831 28,300 44,200 0.197735 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 0 14 10 195 acacTCACATGCACGCAAACAAACACATCAATGTAC ACACTCACATGCACGCAAAC TCTATGTGCGTTCGTGCGTA 44 10 16 20 210 20 59,971 59,831 29,300 44,200 0.197868 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:16884:4509 1 80 101 15 2 AC CACACACACACAAACACACTCACTCTCATAAACTCA NA 0 0 15 9 189 CACATGCACGCAAACAAACACATCAATGTACGaaaa CACATGCACGCAAACAAACAC CTATGTGCGTTCGTGCGTAC 38 9 21 21 209 20 60,006 59,706 33,200 36,700 1,299,906 G 228 CACAGGCACAGacacacacTCACATGCACGCAAACAAACACATCAATGTACGaaaaaCgcatgcatgcatTCACAAACGcacacacacacaAacacacTCACTCTCATAAACTCAATATTTTCCCACACTcacacacaGACACGCACATGcacacacacacacacacacacacacacacaCTCGGACACGTACGCACGAACGCACATAGAGAACAACTCCAAAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 38 240 ACTCTCCTGCTCCACTACCAACAACGGCCATGGGATACTCTCCTGCTCCACTACCA TTACTCTTGAATCTGTTTCCACCA 128 38 3 20 242 24 59,590 58,064 32,500 41,700 6,345,822 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 20 199 AACAACGGCCATGGGATCTTGTggggggCGGgagaga AACAACGGCCATGGGATCTT CATCCTTTCCAGGCAGCGTA 109 20 22 20 220 20 59,960 60,108 24,000 44,200 0.147321 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 8 184 AACGGCCATGGGATCTTGTggggggCGGgagagaAGGAACGGCCATGGGATCTTGTG GCAGCGTATTCCAGACCAGA 106 8 25 20 208 20 60,681 59,824 33,300 38,600 0.856681 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 8 187 AACAACGGCCATGGGATCTTGTggggggCGGgagaga AACAACGGCCATGGGATCTT GCAGCGTATTCCAGACCAGA 109 8 22 20 208 20 59,960 59,824 24,000 38,600 0.215378 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 Feb‐75 38 241 ACTCTCCTGCTCCACTACCAACAACGGCCATGGGATACTCTCCTGCTCCACTACCA GTTACTCTTGAATCTGTTTCCACCA 128 38 3 20 243 25 59,590 59,237 32,500 41,700 6,173,080 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 38 240 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGGAACTCTCCTGCTCCACTACC ACTCTTGAATCTGTTTCCACCA 129 38 1 21 240 22 59,521 57,562 31,800 41,700 5,916,598 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 205 AACAACGGCCATGGGATCTTGTggggggCGGgagaga AACAACGGCCATGGGATCTT TTCCACCATCCTTTCCAGGC 109 26 22 20 226 20 59,960 59,960 24,000 48,500 0.079236 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 14 193 AACAACGGCCATGGGATCTTGTggggggCGGgagaga AACAACGGCCATGGGATCTT TTCCAGGCAGCGTATTCCAG 109 14 22 20 214 20 59,960 60,108 24,000 38,600 0.147321 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:1864:26976 1 151 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 9 188 AACAACGGCCATGGGATCTTGTggggggCGGgagaga AACAACGGCCATGGGATCTT GGCAGCGTATTCCAGACCAG 109 9 22 20 209 20 59,960 60,812 24,000 40,000 0.851234 F 246 GAACTCTCCTGCTCCACTACCAACAACGGCCATGGGATCTTGTggggggCGGgagagaAGGGGACACCAAAgggggggTGAGGGGAGAGGCTgggggggggggggggggggggAGGCTgggggggggggggggggAgggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGAAAATCTGGTCTGGAATACGCTGCCTGGAAAGGATGGTGGAAACAGATTCAAGAGTAACTTN

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 1 1 12 1 210 AGcacacacaTACACGCAGATACACATACATacacaca AGCACACACATACACGCAGA GCCTGTCTTTGCTTCTCTGC 41 1 16 20 225 20 59,967 59,479 42,600 42,600 0.554213 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 0 0 14 1 180 TacacacacTCACACGCACAAAATCAAACACcacacaCTTACACACACTCACACGCACA GCCTGTCTTTGCTTCTCTGC 11 1 46 20 225 20 59,826 59,479 45,700 42,600 0.694555 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 0 0 14 1 212 CAAGcacacacaTACACGCAGATACACATACATacaca CAAGCACACACATACACGCA GCCTGTCTTTGCTTCTCTGC 43 1 14 20 225 20 59,414 59,479 52,400 42,600 1,106,685 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 0 0 14 1 225 AAacacacacGCACAAGcacacacaTACACGCAGATAC AAACACACACGCACAAGCAC GCCTGTCTTTGCTTCTCTGC 56 1 1 20 225 20 60,456 59,479 44,000 42,600 0.976819 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 0 0 16 1 178 cacacacTCACACGCACAAAATCAAACACcacacaCTcaCACACACTCACACGCACAAA GCCTGTCTTTGCTTCTCTGC 9 1 48 20 225 20 59,554 59,479 28,300 42,600 0.966676 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:19593:68096 1 77 128 15 4 AC CACACACTCACACACACATACACACACGCACACATANA 0 0 16 1 179 acacacacTCACACGCACAAAATCAAACACcacacaCT ACACACACTCACACGCACAA GCCTGTCTTTGCTTCTCTGC 10 1 47 20 225 20 60,672 59,479 33,300 42,600 1,192,938 G 231 AAacacacacGCACAAGcacacacaTACACGCAGATACACATACATacacacacTCACACGCACAAAATCAAACACcacacaCTcacacacacaTacacacacGcacacaTACATGCAGACCCGcacacacacacacacacacacacacacacaAACACAGGCATGcacacacaGacacacacacTGATACAAGcacacacacaAGCAGAGAAGCAAAGACAGGCATATAC

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 1 1 14 4 117 tgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgt TGTGTGTGAGAGAGTCTGAGTG GCGCACAACTACATCGACAC 4 9 45 22 161 20 59,379 59,907 35,100 36,700 2,713,611 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 0 0 14 4 118 tgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgt TGTGTGTGAGAGAGTCTGAGTG AGCGCACAACTACATCGACA 4 10 45 22 162 20 59,379 60,039 35,100 43,500 2,659,203 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 0 0 14 4 163 tgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgt TGTGTGTGAGAGAGTCTGAGTG CACCGATTCACACACACTCT 4 55 45 22 207 20 59,379 57,845 35,100 32,400 4,775,439 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 0 0 14 3 117 gtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGGTGTGTGAGAGAGTCTGAGTGT AGCGCACAACTACATCGACA 3 10 46 22 162 20 59,379 60,039 35,500 43,500 2,659,673 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 0 0 14 3 162 gtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGGTGTGTGAGAGAGTCTGAGTGT CACCGATTCACACACACTCT 3 55 46 22 207 20 59,379 57,845 35,500 32,400 4,775,909 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:21136:4069 1 71 62 15 1.5 AC TGTGTGTGAGTGTGTGTGCGTGTGTGTGTGTGTGT NA 0 0 18 8 140 TGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgA TGTATCTGTGTGTGAGAGAGTCTG ACAGACAGATACACCCAGCG 8 26 39 24 178 20 59,543 59,467 35,100 51,800 4,989,830 F 207 AGCAAACCtatataTTTGTAAgtgtgtgtgtgtTTGAATGTATCtgtgtgtgagagagTCTGAGTGTATCtgtgtgtgAgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgTATCtgtgtgtgTCGATGTAGTTGTGCGCTGGGTGTATCTGTCTGTGACAGAGATAGAgtgtgtgtGAATCGGTG

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 1 1 4 15 188 TGATCAATCCATGTCACAGCAATacacacGTACACGc TGATCAATCCATGTCACAGCA CGTGTTCCCGTGTGATCATC 15 71 62 21 249 20 57,647 59,001 44,100 29,200 4,352,776 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 4 14 188 TGATCAATCCATGTCACAGCAATacacacGTACACGc TGATCAATCCATGTCACAGCAA CGTGTTCCCGTGTGATCATC 14 71 62 22 249 20 58,312 59,001 39,100 29,200 4,687,642 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 6 15 189 TGATCAATCCATGTCACAGCAATacacacGTACACGc TGATCAATCCATGTCACAGCA GCGTGTTCCCGTGTGATCAT 15 72 62 21 250 20 57,647 61,019 44,100 24,500 4,372,648 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 6 11 139 AGGCAATTGCATGATCAATCCATGTCACAGCAATac AGGCAATTGCATGATCAATCCA CTTGGGCGTGTGAGGGTGAA 25 11 51 22 189 20 58,965 62,675 34,100 31,800 5,709,926 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 7 37 210 TGCACATTCAAAGGCAATTGCATGATCAATCCATGTTGCACATTCAAAGGCAATTGC CGTGTTCCCGTGTGATCATC 37 71 40 21 249 20 58,855 59,001 35,600 29,200 3,144,136 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 7 36 184 GCACATTCAAAGGCAATTGCATGATCAATCCATGTCGCACATTCAAAGGCAATTGCA TTGTGTCTCACAGTGTGCGT 36 46 41 21 224 20 58,855 60,108 40,800 52,400 2,253,107 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 7 36 209 GCACATTCAAAGGCAATTGCATGATCAATCCATGTCGCACATTCAAAGGCAATTGCA CGTGTTCCCGTGTGATCATC 36 71 41 21 249 20 58,855 59,001 40,800 29,200 3,144,136 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 7 36 210 GCACATTCAAAGGCAATTGCATGATCAATCCATGTCGCACATTCAAAGGCAATTGCA GCGTGTTCCCGTGTGATCAT 36 72 41 21 250 20 58,855 61,019 40,800 24,500 3,164,008 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 7 11 138 AGGCAATTGCATGATCAATCCATGTCACAGCAATac AGGCAATTGCATGATCAATCCA TTGGGCGTGTGAGGGTGAA 25 11 51 22 188 19 58,965 61,747 34,100 31,800 5,782,806 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 8 13 139 AGGCAATTGCATGATCAATCCATGTCACAGCAATac AGGCAATTGCATGATCAATCCA CTTGGGCGTGTGAGGGTG 25 13 51 22 189 18 58,965 60,670 34,100 46,100 5,704,932 B 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 8 1 110 CCATGTCACAGCAATacacacGTACACGcacacaTgcgcCCATGTCACAGCAATACACACG TGAGGGTGAATGTGTGCTCC 6 1 70 22 179 20 60,160 59,963 44,900 47,000 2,196,399 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 8 1 139 GCACATTCAAAGGCAATTGCATGATCAATCCATGTCGCACATTCAAAGGCAATTGCA TGAGGGTGAATGTGTGCTCC 36 1 41 21 179 20 58,855 59,963 40,800 47,000 2,181,462 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 8 1 140 TGCACATTCAAAGGCAATTGCATGATCAATCCATGTTGCACATTCAAAGGCAATTGC TGAGGGTGAATGTGTGCTCC 37 1 40 21 179 20 58,855 59,963 35,600 47,000 2,181,462 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 9 0 103 ACAGCAATacacacGTACACGcacacaTgcgcgcgcgcac ACAGCAATACACACGTACACG TGAGGGTGAATGTGTGCTCC 0 1 77 21 179 20 58,944 59,963 44,900 47,000 2,092,570 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:24738:17483 1 98 61 15 1.5 AC CACACATGCGCGCGCGCACACACACACACACACAC NA 0 0 9 0 148 ACAGCAATacacacGTACACGcacacaTgcgcgcgcgcac ACAGCAATACACACGTACACG TTGTGTCTCACAGTGTGCGT 0 46 77 21 224 20 58,944 60,108 44,900 52,400 2,164,215 F 251 AGATGCAGAAGCATTTTCGTGTGCATacacacacacacATGCACATTCAAAGGCAATTGCATGATCAATCCATGTCACAGCAATacacacGTACACGcacacaTgcgcgcgcgcacacacacacacacacacacacacacacacgcgcgcGTacacacAGGAGcacacaTTCACCCTCACACGCCCAAGGacacacAGacacacacGCACACTGTGAGACACAAATACAGATGATCACACGGGAACACGCT

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 2 36 142 AGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAG AGTGCTTCAAGGTGTGCTCA TGCGCTGACAATCAATGCTG 36 36 122 20 263 20 59,819 59,831 42,600 44,100 0.350565 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 2 36 143 AGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAG AGTGCTTCAAGGTGTGCTCA GTGCGCTGACAATCAATGCT 36 37 122 20 264 20 59,819 59,830 42,600 37,900 0.350786 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 2 36 144 AGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAG AGTGCTTCAAGGTGTGCTCA AGTGCGCTGACAATCAATGC 36 38 122 20 265 20 59,819 59,830 42,600 35,600 0.350786 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 38 190 AACCAGACTGACCTACATTAGTGACCAGAAAGAGC AACCAGACTGACCTACATTAGTGAC AGTGCGCTGACAATCAATGC 77 38 76 25 265 20 60,047 59,830 36,700 35,600 5,216,907 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 38 190 AACCAGACTGACCTACATTAGTGACCAGAAAGAGC AACCAGACTGACCTACATTAGTG AGTGCGCTGACAATCAATGC 79 38 76 23 265 20 57,593 59,830 27,400 35,600 5,577,079 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 38 190 AACCAGACTGACCTACATTAGTGACCAGAAAGAGC AACCAGACTGACCTACATTAGTGA AGTGCGCTGACAATCAATGC 78 38 76 24 265 20 58,915 59,830 34,100 35,600 5,254,192 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 38 265 ACATTCAGATTACACATCAATTAGTCATACTATAAA ACATTCAGATTACACATCAATTAGTCA AGTGCGCTGACAATCAATGC 150 38 1 27 265 20 57,329 59,830 34,100 35,600 9,840,952 F 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 37 264 ACATTCAGATTACACATCAATTAGTCATACTATAAA ACATTCAGATTACACATCAATTAGTCA GTGCGCTGACAATCAATGCT 150 37 1 27 264 20 57,329 59,830 34,100 37,900 9,840,952 F 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 36 263 ACATTCAGATTACACATCAATTAGTCATACTATAAA ACATTCAGATTACACATCAATTAGTCA TGCGCTGACAATCAATGCTG 150 36 1 27 263 20 57,329 59,831 34,100 44,100 9,840,730 F 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 33 139 TGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTTGCTTCAAGGTGTGCTCAATG GCGCTGACAATCAATGCTGA 33 35 124 21 262 20 59,390 59,551 28,200 42,600 2,059,028 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 32 138 GCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCGCTTCAAGGTGTGCTCAATGC GCGCTGACAATCAATGCTGA 32 35 125 21 262 20 60,668 59,551 35,600 42,600 2,117,037 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:25002:2891 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 32 139 GCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCGCTTCAAGGTGTGCTCAATGC TGCGCTGACAATCAATGCTG 32 36 125 21 263 20 60,668 59,831 35,600 44,100 1,837,497 A 274 ACATTCAGATTACACATCAATTAGTCATACTATAAAACATCAGCATTGGACAGTaaaaaaaaGTCACATTATACTAACCAGACTGACCTACATTAGTGACCAGAAAGAGCTTTGACAAAGCAGTGCTTCAAGGTGTGCTCAATGCAAATCTAGAAGTCTCACATTACCCTATTTCCAatatatatatatatatatatatatatatatGTATAGATTTTATATTTATGCTTTAAGGTCAGACTTCAGCATTGATTGTCAGCGCACTTAAGTCTAA

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 1 1 2 30 191 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CTGCCCGCTTCTCCCAGG 30 65 6 20 196 18 59,522 62,480 35,000 44,500 4,958,065 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 2 30 192 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CCTGCCCGCTTCTCCCAG 30 66 6 20 197 18 59,522 62,480 35,000 44,500 4,958,065 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 3 13 135 AACACCATGGAAGGTCTGCTATTTATTTATAGTGAAAACACCATGGAAGGTCTGCT CTGCAGACTGCCAGGAAGG 25 13 11 20 145 19 59,226 60,377 42,400 34,600 2,150,587 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 4 13 136 CAACACCATGGAAGGTCTGCTATTTATTTATAGTGA CAACACCATGGAAGGTCTGC CTGCAGACTGCCAGGAAGG 26 13 10 20 145 19 59,116 60,377 42,600 34,600 2,260,776 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 4 13 138 AGCAACACCATGGAAGGTCTGCTATTTATTTATAGT AGCAACACCATGGAAGGTCT CTGCAGACTGCCAGGAAGG 28 13 8 20 145 19 59,226 60,377 38,500 34,600 2,150,587 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 5 30 184 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CTTCTCCCAGGCTCCATCAC 30 56 6 20 189 20 59,522 59,820 35,000 30,600 0.658008 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 5 28 182 AGCAACACCATGGAAGGTCTGCTATTTATTTATAGT AGCAACACCATGGAAGGTCT CTTCTCCCAGGCTCCATCAC 28 56 8 20 189 20 59,226 59,820 38,500 30,600 0.953581 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 5 25 179 AACACCATGGAAGGTCTGCTATTTATTTATAGTGAAAACACCATGGAAGGTCTGCT CTTCTCCCAGGCTCCATCAC 25 56 11 20 189 20 59,226 59,820 42,400 30,600 0.953581 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 6 30 244 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CCCACTTCTCCTTCCTTAGCTC 30 114 6 20 249 22 59,522 59,830 35,000 40,900 2,647,633 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 7 34 190 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTAT TCTAATCAGCAACACCATGGA GCTTCTCCCAGGCTCCATC 34 58 1 21 190 19 57,001 59,852 34,100 35,100 5,146,961 D 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 7 30 219 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CCCATCTCCTTCTGCATCCC 30 91 6 20 224 20 59,522 59,890 35,000 38,500 0.588176 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 7 30 240 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CTTCTCCTTCCTTAGCTCCACC 30 110 6 20 245 22 59,522 59,830 35,000 46,100 2,647,633 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 7 28 217 AGCAACACCATGGAAGGTCTGCTATTTATTTATAGT AGCAACACCATGGAAGGTCT CCCATCTCCTTCTGCATCCC 28 91 8 20 224 20 59,226 59,890 38,500 38,500 0.883748 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 7 25 214 AACACCATGGAAGGTCTGCTATTTATTTATAGTGAAAACACCATGGAAGGTCTGCT CCCATCTCCTTCTGCATCCC 25 91 11 20 224 20 59,226 59,890 42,400 38,500 0.883748 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:26423:73317 1 56 58 15 2 AG TCTCTCTCTCATCACCTTTCACACTCTGTCTCTCTCTC NA 0 0 8 30 243 TCAGCAACACCATGGAAGGTCTGCTATTTATTTATA TCAGCAACACCATGGAAGGT CCACTTCTCCTTCCTTAGCTCC 30 113 6 20 248 22 59,522 59,830 35,000 47,000 2,647,633 G 265 TCTAATCAGCAACACCATGGAAGGTCTGCTATTTATTTATAGTGAATCCATAGTAtctctctctcATCACCTTTCACACTCTGtctctctctctctctctctctctctctctcCCGAGCCTGGACCCCTTCCTGGCAGTCTGCAGCGGCCGAGCCCCTGGTCCAGGCTGGTGATGGAGCCTGGGAGAAGCGGGCAGGGGAGAgggggATGCAGAAGGAGATGGGGTGGAGCTAAGGAAGGAGAAGTgggggCTGTGGATGGAGCT

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 214 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 12 98 TCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctc TCTCCAGCCTTCCTCCCATT CAGACAAGAACTGACTTTGGCA 14 12 180 20 277 22 60,253 59,055 31,600 49,200 3,198,355 A 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 214 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 11 98 TCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctc TCTCCAGCCTTCCTCCCATT CAGACAAGAACTGACTTTGGCAG 14 11 180 20 277 23 60,253 59,997 31,600 48,500 3,256,415 A 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 214 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 10 97 TCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctc TCTCCAGCCTTCCTCCCATT AGACAAGAACTGACTTTGGCAGA 14 10 180 20 276 23 60,253 60,118 31,600 42,600 3,371,608 A 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 1 3 12 199 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA CAGACAAGAACTGACTTTGGCA 62 12 79 21 277 22 57,227 59,055 51,400 49,200 6,718,426 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 3 11 199 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA CAGACAAGAACTGACTTTGGCAG 62 11 79 21 277 23 57,227 59,997 51,400 48,500 6,776,486 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 3 2 188 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA TGACTTTGGCAGAATTGAGGA 62 2 79 21 266 21 57,227 57,493 51,400 37,100 7,280,580 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 3 2 189 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA CTGACTTTGGCAGAATTGAGGA 62 2 79 21 267 22 57,227 58,585 51,400 37,100 7,188,629 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 12 271 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGT CAGACAAGAACTGACTTTGGCA 133 12 7 22 277 22 58,713 59,055 31,600 49,200 6,232,230 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 11 271 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGT CAGACAAGAACTGACTTTGGCAG 133 11 7 22 277 23 58,713 59,997 31,600 48,500 6,290,290 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 10 198 TGGAGTATTTGACAAACCCGATTTTCCTTCCCCATG TGGAGTATTTGACAAACCCGA AGACAAGAACTGACTTTGGCAGA 62 10 79 21 276 23 57,227 60,118 51,400 42,600 6,891,678 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 10 270 ACGGCACCATATAAATGCAAgttgttgttgttTTCAATG ACGGCACCATATAAATGCAAGT AGACAAGAACTGACTTTGGCAGA 133 10 7 22 276 23 58,713 60,118 31,600 42,600 6,405,483 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 2 189 TTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTTGGAGTATTTGACAAACCCGA TGACTTTGGCAGAATTGAGGA 62 2 78 22 266 21 57,912 57,493 51,400 37,100 7,595,218 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 0 137 aaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCAATCTTCTCGTCTGATGGTTGA AGACAAGAACTGACTTTGGCAGA 0 10 140 22 276 23 57,192 60,118 31,800 42,600 7,926,675 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 0 138 aaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCAATCTTCTCGTCTGATGGTTGA CAGACAAGAACTGACTTTGGCA 0 12 140 22 277 22 57,192 59,055 31,800 49,200 7,753,422 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:27306:21333 1 162 82 15 2 AG TCTCTCTCTCATCTCTGCTCTCCAGCCTTCCTCCCATTNA 0 0 4 0 138 aaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCAATCTTCTCGTCTGATGGTTGA CAGACAAGAACTGACTTTGGCAG 0 11 140 22 277 23 57,192 59,997 31,800 48,500 7,811,482 G 277 CTATTAACGGCACCATATAAATGCAAgttgttgttgttTTCAATGCTGTTTTATTAGAGACAACTTTAAATTGTAATTTGGAGTATTTGACAAACCCGATTTTCCTTCCCCATGTCGTGTAATCATCAAATACAATaaaaaTCTTCTCGTCTGATGGTTGAtctctctctcATCTCTGCTCTCCAGCCTTCCTCCCATTAACAATTTACCTGAtctctctctctctctctctctctctctctcTTTCCTCAATTCTGCCAAAGTCAGTTCTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:29751:35555 1 59 49 15 2 AC ACACACACACAGTTTCTAGCACACACACACACACACNA 1 1 10 1 100 AacacacCCACATTCTGGCAAacacacacacAGTTTCTA AACACACCCACATTCTGGCA TCTGTGTTTGTGCATTTAGGCA 1 8 38 20 137 22 60,106 59,045 49,200 47,500 3,061,256 G 140 ATTGAGacacacacacacacTcacacacaGAATGAGAAacacacCCACATTCTGGCAAacacacacacAGTTTCTAGcacacacacacacacacacacacacacacaTACACGCATGCCTAAATGCACAAACACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2215:29751:35555 1 59 49 15 2 AC ACACACACACAGTTTCTAGCACACACACACACACACNA 0 0 10 0 98 acacacCCACATTCTGGCAAacacacacacAGTTTCTAG ACACACCCACATTCTGGCAA CTGTGTTTGTGCATTTAGGCA 0 8 39 20 136 21 60,106 57,632 45,200 47,500 3,474,260 G 140 ATTGAGacacacacacacacTcacacacaGAATGAGAAacacacCCACATTCTGGCAAacacacacacAGTTTCTAGcacacacacacacacacacacacacacacaTACACGCATGCCTAAATGCACAAACACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2215:29751:35555 1 59 49 15 2 AC ACACACACACAGTTTCTAGCACACACACACACACACNA 0 0 10 0 99 acacacCCACATTCTGGCAAacacacacacAGTTTCTAG ACACACCCACATTCTGGCAA TCTGTGTTTGTGCATTTAGGCA 0 8 39 20 137 22 60,106 59,045 45,200 47,500 3,061,256 G 140 ATTGAGacacacacacacacTcacacacaGAATGAGAAacacacCCACATTCTGGCAAacacacacacAGTTTCTAGcacacacacacacacacacacacacacacaTACACGCATGCCTAAATGCACAAACACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 1 1 15 5 138 TGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtg TGCCTGTGTATGTGTGTGTCT CTGCTACCCACCACTGCC 5 8 37 21 174 18 59,584 60,046 34,100 48,500 3,461,956 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 0 0 15 5 139 TGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtg TGCCTGTGTATGTGTGTGTCT CCTGCTACCCACCACTGC 5 9 37 21 175 18 59,584 60,046 34,100 44,000 3,461,956 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 0 0 15 5 160 TGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtg TGCCTGTGTATGTGTGTGTCT AGTTCTTGTCTGTTCCCATCCC 5 26 37 21 196 22 59,584 59,960 34,100 38,500 3,456,441 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 0 0 15 5 164 TGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtg TGCCTGTGTATGTGTGTGTCT GCACAGTTCTTGTCTGTTCCC 5 31 37 21 200 21 59,584 59,396 34,100 39,700 3,020,308 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 0 0 15 4 137 GCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgGCCTGTGTATGTGTGTGTCTG CTGCTACCCACCACTGCC 4 8 38 21 174 18 59,199 60,046 35,100 48,500 3,846,512 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 63 86 15 3 AC TGTGTGTGTGTGTATGTGTGTGTACCTGTGTGTGTGNA 0 0 15 4 163 GCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgGCCTGTGTATGTGTGTGTCTG GCACAGTTCTTGTCTGTTCCC 4 31 38 21 200 21 59,199 59,396 35,100 39,700 3,404,864 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 1 20 3 174 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTTGTGTGTCTGTGTGTGTATGTG CTGCTACCCACCACTGCC 3 8 1 22 174 18 58,806 60,046 32,100 48,500 5,239,988 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 0 20 3 175 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTTGTGTGTCTGTGTGTGTATGTG CCTGCTACCCACCACTGC 3 9 1 22 175 18 58,806 60,046 32,100 44,000 5,239,988 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 0 20 3 200 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTTGTGTGTCTGTGTGTGTATGTG GCACAGTTCTTGTCTGTTCCC 3 31 1 22 200 21 58,806 59,396 32,100 39,700 4,798,340 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 0 20 2 173 gtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGT GTGTGTCTGTGTGTGTATGTGT CTGCTACCCACCACTGCC 2 8 2 22 174 18 58,805 60,046 37,200 48,500 5,240,787 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 0 20 2 199 gtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGT GTGTGTCTGTGTGTGTATGTGT GCACAGTTCTTGTCTGTTCCC 2 31 2 22 200 21 58,805 59,396 37,200 39,700 4,799,139 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:29751:64421 1 26 123 15 4 AC GTGTGTGTGTATGCCTGTGTATGTGTGTGTCTGTGTNA 0 0 21 2 200 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTTGTGTGTCTGTGTGTGTATGTGT GCACAGTTCTTGTCTGTTCCC 2 31 1 23 200 21 60,369 59,396 37,200 39,700 4,973,226 G 214 tgtgtgTCtgtgtgtgTATGTGTACgtgtgtgtgtATGCCTGTGTAtgtgtgtgTCTGTGTCtgtgtgtgtgtgTAtgtgtgtgTACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgTATCtgtgtgtgtgtgATTGCAGGGGCAGTGGTGGGTAGCAGGGGATGGGAACAGACAAGAACTGTGCTTTCTACCTCACCT

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 36 15 1.5 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 1 8 2 127 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT CTTACCCAACACCCTCGCTC 2 42 25 27 151 20 57,096 60,391 28,300 50,300 10,294,945 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 36 15 1.5 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 2 129 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT CTCTTACCCAACACCCTCGC 2 44 25 27 153 20 57,096 60,391 28,300 50,300 10,294,945 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 36 15 1.5 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 2 98 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT CCAACCCTCTCTCCCTCTCT 2 13 25 27 122 20 57,096 59,662 28,300 31,000 10,241,802 F 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 120 15 2 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 1 8 0 169 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT CTCAGCCCATCTCTTACCCA 2 0 25 27 193 20 57,096 58,500 28,300 45,100 11,404,157 G 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 120 15 2 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 0 170 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT TCTCAGCCCATCTCTTACCCA 2 0 25 27 194 21 57,096 59,992 28,300 45,100 10,912,010 G 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30269:69045 1 54 120 15 2 AG GTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 1 170 CATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgag CATGTTTATGAGAAAGAATGTCTTTGT TCTCAGCCCATCTCTTACCC 2 1 25 27 194 20 57,096 58,205 28,300 36,900 11,698,397 G 196 ATTCTGACtgtgtgtgtgtgtgtgCATGTTTATGAGAAAGAATGTCTTTGTTAgtgtgtgagagagagagagagagagagagagagagaGGGAGAGTgggggagagagGgagagaGGGTTGGGGTGAGAGGGAGCGAGGGTGTTGGGTAAGAGATAAGAGATGgagagagagaTGGGTAAGAGATGGGCTGAGATA

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 1 14 0 150 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC GACAGCAGATTCAGACACCG 40 0 48 20 197 20 60,035 58,646 44,600 49,400 1,388,711 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 14 0 174 TTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCT TTCCCACTCTCTCGCTCTCA GACAGCAGATTCAGACACCG 64 0 24 20 197 20 59,962 58,646 32,700 49,400 1,392,350 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 14 0 177 CTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCT CTGTTCCCACTCTCTCGCTC GACAGCAGATTCAGACACCG 67 0 21 20 197 20 59,828 58,646 50,300 49,400 1,526,392 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 15 0 191 TGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATT TGTTTCTGAATTTGCTGTTCCCA GACAGCAGATTCAGACACCG 78 0 7 23 197 20 59,296 58,646 43,700 49,400 5,057,596 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 1 120 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT GGACAGCAGATTCAGACACC 9 1 79 20 198 20 59,680 58,268 56,800 41,600 2,052,094 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 1 121 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT GGGACAGCAGATTCAGACACC 9 1 79 20 199 21 59,680 60,677 56,800 41,600 1,997,590 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 1 190 TTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTA TTCTGAATTTGCTGTTCCCACT GGGACAGCAGATTCAGACACC 76 1 10 22 199 21 58,435 60,677 40,000 41,600 5,242,524 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 0 119 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT GACAGCAGATTCAGACACCG 9 0 79 20 197 20 59,680 58,646 56,800 49,400 1,674,414 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 70 15 2 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 17 1 190 TTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTA TTCTGAATTTGCTGTTCCCACTC GGGACAGCAGATTCAGACACC 75 1 10 23 199 21 59,430 60,677 35,100 41,600 5,246,917 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 1 12 5 121 TGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctc TGCTGTTCCTGTATCTGCTGA GGGCGAGTACAGCAGATTCA 5 9 122 21 242 20 59,098 59,824 42,600 25,700 2,077,593 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 0 12 5 138 TGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctc TGCTGTTCCTGTATCTGCTGA AAACAGGGAGAGGGAGAGGG 5 26 122 21 259 20 59,098 60,253 42,600 43,000 2,154,761 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 0 12 3 120 GCTGTTCCTGTATCTGCTGACTCTGctctctctctctctct GCTGTTCCTGTATCTGCTGACT GGGCGAGTACAGCAGATTCA 3 9 123 22 242 20 60,094 59,824 34,100 25,700 2,269,524 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 0 13 6 140 TGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctc TGCTGTTCCTGTATCTGCTG AGAAACAGGGAGAGGGAGAGG 6 27 122 20 261 21 57,608 60,274 44,100 36,900 3,665,168 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 0 13 5 140 TGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctc TGCTGTTCCTGTATCTGCTGA AGAAACAGGGAGAGGGAGAGG 5 27 122 21 261 21 59,098 60,274 42,600 36,900 3,175,385 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 148 66 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGTGTCT NA 0 0 13 4 140 TGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctc TGCTGTTCCTGTATCTGCTGAC AGAAACAGGGAGAGGGAGAGG 4 27 122 22 261 21 60,354 60,274 35,100 36,900 3,627,655 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 1 12 26 212 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC AAACAGGGAGAGGGAGAGGG 40 26 48 20 259 20 60,035 60,253 44,600 43,000 0.287598 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 12 26 242 TTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTTGCTGTTCCCACTCTCTCG AAACAGGGAGAGGGAGAGGG 70 26 18 20 259 20 59,682 60,253 40,400 43,000 0.571368 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 12 12 198 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC AGAGGGCGAGTACAGCAGAT 40 12 48 20 245 20 60,035 60,396 44,600 29,000 0.431087 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 12 9 195 ATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTATTTCTGGCTCTGCTGTCCC GGGCGAGTACAGCAGATTCA 40 9 48 20 242 20 60,035 59,824 44,600 25,700 0.210430 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 14 27 240 CTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCT CTGTTCCCACTCTCTCGCTC GAAACAGGGAGAGGGAGAGG 67 27 21 20 260 20 59,828 58,800 50,300 36,900 1,371,968 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 14 27 241 CTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCT CTGTTCCCACTCTCTCGCTC AGAAACAGGGAGAGGGAGAGG 67 27 21 20 261 21 59,828 60,274 50,300 36,900 1,445,904 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 14 9 219 TTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCT TTCCCACTCTCTCGCTCTCA GGGCGAGTACAGCAGATTCA 64 9 24 20 242 20 59,962 59,824 32,700 25,700 0.214070 G 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 15 26 253 TGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATT TGTTTCTGAATTTGCTGTTCCCA AAACAGGGAGAGGGAGAGGG 78 26 7 23 259 20 59,296 60,253 43,700 43,000 3,956,484 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 26 254 CTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATCTGTTTCTGAATTTGCTGTTCCCA AAACAGGGAGAGGGAGAGGG 78 26 6 24 259 20 60,202 60,253 43,700 43,000 4,455,069 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 26 255 ACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCAACTGTTTCTGAATTTGCTGTTCCC AAACAGGGAGAGGGAGAGGG 79 26 5 24 259 20 60,202 60,253 39,700 43,000 4,455,079 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 9 164 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT GGGCGAGTACAGCAGATTCA 9 9 79 20 242 20 59,680 59,824 56,800 25,700 0.496134 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 9 167 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT AGAGGGCGAGTACAGCAGAT 9 12 79 20 245 20 59,680 60,396 56,800 29,000 0.716791 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:30381:67902 1 108 106 15 3 AG CTCTCTCTCTCTCTTGCTGTTCCTGTATCTGCTGACTCNA 0 0 16 9 181 TCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctc TCGGTTTCTGAATCTGCCGT AAACAGGGAGAGGGAGAGGG 9 26 79 20 259 20 59,680 60,253 56,800 43,000 0.573301 D 261 TGTCACTGTTTCTGAATTTGCTGTTCCCActctctCGCTCTCATTCTATTTCTGGCTCTGCTGTCCCCGCTCTCGCTCTCGGTTTCTGAATCTGCCGTTCCTACTCCctctctctctctctTGCTGTTCCTGTATCTGCTGACTCTGctctctctctctctctctctctctctctctCGGTGTCTGAATCTGCTGTCCCctctctctctctctCACTGCTTCTGAATCTGCTGTACTCGCCCTCTCCCTCTCCCTGTTTCT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 6 226 TGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtg TGCTGCATTCATTTGAGTGTCA ACTTTGTCCTTCCAGGAGCA 6 148 22 22 247 20 59,114 58,860 35,800 42,600 4,026,205 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 150 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC CACAATCCTCCGGAGCTCAG 22 57 7 21 156 20 58,793 60,179 52,500 33,500 2,385,840 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 173 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC GGATCTATGTGGGCTCCTGC 22 80 7 21 179 20 58,793 59,964 52,500 48,500 2,242,773 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 176 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC GCTGGATCTATGTGGGCTCC 22 83 7 21 182 20 58,793 59,964 52,500 47,000 2,242,773 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 237 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC TGTCCTTCCAGGAGCATTTGA 22 143 7 21 243 21 58,793 59,295 52,500 26,900 3,911,378 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 241 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC ACTTTGTCCTTCCAGGAGCA 22 148 7 21 247 20 58,793 58,860 52,500 42,600 3,347,062 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 242 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC GACTTTGTCCTTCCAGGAGCA 22 148 7 21 248 21 58,793 59,928 52,500 42,600 3,279,081 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 21 242 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGCA GACTTTGTCCTTCCAGGAGCA 21 148 7 22 248 21 60,419 59,928 44,100 42,600 3,491,214 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 227 TGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtg TGCTGCATTCATTTGAGTGTCA GACTTTGTCCTTCCAGGAGCA 6 148 22 22 248 21 59,114 59,928 35,800 42,600 3,958,225 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 5 98 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGCA TGTACACCTGTCTGGCCATG 21 5 7 22 104 20 60,419 59,675 44,100 36,600 2,743,497 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 5 98 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC TGTACACCTGTCTGGCCATG 22 5 7 21 104 20 58,793 59,675 52,500 36,600 2,531,364 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31162:15461 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 4 97 CCAATTATGGTGCATTGCTGCATTCATTTGAGTGTC CCAATTATGGTGCATTGCTGC GTACACCTGTCTGGCCATGG 22 4 7 21 103 20 58,793 60,393 52,500 36,600 2,599,748 A 277 GGAGTTCCAATTATGGTGCATTGCTGCATTCATTTGAGTGTCAAGAAGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACGACCATGGCCAGACAGGTGTACAGTACTGTACTGCAGAGTATAACAGGGCAAGTGCTGAGCTCCGGAGGATTGTGGCAGCAGGAGCCCACATAGATCCAGCAAGTTTGGGTAGTAGGTTATAACATTTGCTGCTGTTTTCTTCAAATGCTCCTGGAAGGACAAAGTCCTAGCTAGAGTCATTCCCATGTATGTTGT

ST‐E00142:460:H2K7HCCXY:6:2215:31253:4157 1 27 61 15 2 AC CACACACACACAGGATCACAAACCACCCCATACACANA 1 1 18 3 130 CCGGATTGCAAACCACCCATACGcacacacacacaGGACCGGATTGCAAACCACCCAT GGTGGTGTGTGATCCTGTGT 3 26 4 20 133 20 61,257 59,891 40,000 37,200 1,365,639 G 161 ACACCGGATTGCAAACCACCCATACGcacacacacacaGGATCACAAACCACCCCATacacacacacacacacacacacacacacacTAGATTACACTCCACCTCATACATacacacAGGATcacacaCCAcccccATACATTcacacacacaGGATCACA

ST‐E00142:460:H2K7HCCXY:6:2215:31253:4157 1 27 61 15 2 AC CACACACACACAGGATCACAAACCACCCCATACACANA 0 0 18 1 129 CGGATTGCAAACCACCCATACGcacacacacacaGGATCGGATTGCAAACCACCCATAC GGTGGTGTGTGATCCTGTGT 1 26 5 21 133 20 59,866 59,891 23,900 37,200 1,242,759 G 161 ACACCGGATTGCAAACCACCCATACGcacacacacacaGGATCACAAACCACCCCATacacacacacacacacacacacacacacacTAGATTACACTCCACCTCATACATacacacAGGATcacacaCCAcccccATACATTcacacacacaGGATCACA

ST‐E00142:460:H2K7HCCXY:6:2215:31253:4157 1 27 61 15 2 AC CACACACACACAGGATCACAAACCACCCCATACACANA 0 0 18 0 128 GGATTGCAAACCACCCATACGcacacacacacaGGATCGGATTGCAAACCACCCATACG GGTGGTGTGTGATCCTGTGT 0 26 6 21 133 20 59,866 59,891 30,600 37,200 1,242,759 G 161 ACACCGGATTGCAAACCACCCATACGcacacacacacaGGATCACAAACCACCCCATacacacacacacacacacacacacacacacTAGATTACACTCCACCTCATACATacacacAGGATcacacaCCAcccccATACATTcacacacacaGGATCACA

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 5 11 128 TTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctct TTTCTTCCCAAGTCTGTTGGT TTCACATTTCTCTGGCGCCT 11 46 32 21 159 20 57,337 59,963 36,700 55,200 3,699,491 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 11 194 TTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctct TTTCTTCCCAAGTCTGTTGGT AGGTCACTCTGAATTTCAGCTCT 11 109 32 21 225 23 57,337 59,418 36,700 40,900 7,244,967 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 10 127 TTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctc TTCTTCCCAAGTCTGTTGGTT TTCACATTTCTCTGGCGCCT 10 46 33 21 159 20 57,337 59,963 36,700 55,200 3,699,491 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 10 193 TTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctc TTCTTCCCAAGTCTGTTGGTT AGGTCACTCTGAATTTCAGCTCT 10 109 33 21 225 23 57,337 59,418 36,700 40,900 7,244,967 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 9 126 TCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctcTCTTCCCAAGTCTGTTGGTTT TTCACATTTCTCTGGCGCCT 9 46 34 21 159 20 57,337 59,963 32,700 55,200 3,699,491 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 9 192 TCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctcTCTTCCCAAGTCTGTTGGTTT AGGTCACTCTGAATTTCAGCTCT 9 109 34 21 225 23 57,337 59,418 32,700 40,900 7,244,967 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 11 162 TTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctct TTTCTTCCCAAGTCTGTTGGT AGCCAACAGCCTTTCAGACA 11 80 32 21 193 20 57,337 59,817 36,700 34,100 3,846,251 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 10 161 TTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctc TTCTTCCCAAGTCTGTTGGTT AGCCAACAGCCTTTCAGACA 10 80 33 21 193 20 57,337 59,817 36,700 34,100 3,846,251 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:31933:44503 1 64 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 9 160 TCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctcTCTTCCCAAGTCTGTTGGTTT AGCCAACAGCCTTTCAGACA 9 80 34 21 193 20 57,337 59,817 32,700 34,100 3,846,251 A 256 ACTTTGTGTTGATTTACAGAATGTTTTCTGTTTTCTTCCCAAGTCTGTTGGTTTTGAAGCGCGctctctctctctctctctctctctctctctCAAATTCACATGACACCCGTCAGCAATCATAACAAGAAATAGGATTAGGCGCCAGAGAAATGTGAAAAGGGTAATGGTTCTGTCTGAAAGGCTGTTGGCTGCTCCCTGAAGAGCTGAAATTCAGAGTGACCTATTTTAAATCCAATTAGACTGTGATTACAGG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 1 1 12 20 140 GGTACAGATCATGACAGACAGGGAAAGAGTGACA GGTACAGATCATGACAGACAGGG TTCTCTCGCATTCTCTCTTGCT 20 36 78 23 217 22 60,181 59,505 44,500 39,100 5,676,741 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 36 192 TGTGAGACagagagATGATTGgagagagaAAGATTGA TGTGAGACAGAGAGATGATTGGA TCTCTCGCATTCTCTCTTGCT 73 36 25 23 216 21 58,652 58,901 35,300 39,100 6,446,222 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 34 190 TGTGAGACagagagATGATTGgagagagaAAGATTGA TGTGAGACAGAGAGATGATTGGA TCTCGCATTCTCTCTTGCTCT 73 34 25 23 214 21 58,652 58,901 35,300 40,900 6,446,222 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 21 140 AGGTACAGATCATGACAGACAGGGAAAGAGTGAC AGGTACAGATCATGACAGACAGG TCTCTCGCATTCTCTCTTGCT 21 36 77 23 216 21 59,296 58,901 40,000 39,100 5,802,170 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 5 117 CAGGGAAAGAGTGACAGCCAGAAATagagagagaga CAGGGAAAGAGTGACAGCCA TCGCATTCTCTCTTGCTCTCT 5 32 96 20 212 21 59,602 58,901 47,500 31,000 2,496,555 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 5 119 CAGGGAAAGAGTGACAGCCAGAAATagagagagaga CAGGGAAAGAGTGACAGCCA TCTCGCATTCTCTCTTGCTCT 5 34 96 20 214 21 59,602 58,901 47,500 40,900 2,496,555 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 13 5 121 CAGGGAAAGAGTGACAGCCAGAAATagagagagaga CAGGGAAAGAGTGACAGCCA TCTCTCGCATTCTCTCTTGCT 5 36 96 20 216 21 59,602 58,901 47,500 39,100 2,496,555 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 14 33 190 TGTGAGACagagagATGATTGgagagagaAAGATTGA TGTGAGACAGAGAGATGATTGGA TCTCGCATTCTCTCTTGCTCTC 73 33 25 23 214 22 58,652 59,901 35,300 32,000 6,446,542 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:4178:64703 1 121 39 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 14 21 140 AGGTACAGATCATGACAGACAGGGAAAGAGTGAC AGGTACAGATCATGACAGACAGG TCTCTCGCATTCTCTCTTGCTC 21 35 77 23 216 22 59,296 59,901 40,000 42,600 5,802,490 F 246 AAAGAGGGAGAAagagagTGATACTGTGAGACagagagATGATTGgagagagaAAGATTGACATagagagagATAGAGGTACAGATCATGACAGACAGGGAAAGAGTGACAGCCAGAAATagagagagagagagagagagagagagagagTgagagagaTGGAGATgagagagaAGGACagagagAAAGGgagagaGCAagagagAATGCgagagaAAAGGGAGAAAATTAATGGCagagagTGAG

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 1 1 4 9 217 CCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGA CCTGGCAGTTTCAAGGCTGT GTTGGCAAGCTTTGACCACA 109 9 5 20 221 20 60,825 59,541 44,000 41,700 1,284,498 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 4 8 216 CCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGA CCTGGCAGTTTCAAGGCTGT TTGGCAAGCTTTGACCACAC 109 8 5 20 220 20 60,825 59,541 44,000 38,200 1,284,498 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 4 6 214 CCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGA CCTGGCAGTTTCAAGGCTGT GGCAAGCTTTGACCACACAA 109 6 5 20 218 20 60,825 59,541 44,000 33,300 1,284,498 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 4 3 108 ACTGGGCTGTGTACGTAACGCGAatatatatatatatataACTGGGCTGTGTACGTAACG GGCAAGCTTTGACCACACAA 3 6 111 20 218 20 60,039 59,541 31,800 33,300 0.498381 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 4 3 110 ACTGGGCTGTGTACGTAACGCGAatatatatatatatataACTGGGCTGTGTACGTAACG TTGGCAAGCTTTGACCACAC 3 8 111 20 220 20 60,039 59,541 31,800 38,200 0.498381 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 4 3 111 ACTGGGCTGTGTACGTAACGCGAatatatatatatatataACTGGGCTGTGTACGTAACG GTTGGCAAGCTTTGACCACA 3 9 111 20 221 20 60,039 59,541 31,800 41,700 0.498381 G 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 140 AGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGAGAATTGTGATTCGGAGGCTG TGCAAGTTGGCAAGCTTTGA 26 14 87 21 226 20 58,363 59,177 48,500 26,900 3,459,641 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 141 GAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGAGAATTGTGATTCGGAGGCTG TGCAAGTTGGCAAGCTTTGA 26 14 86 22 226 20 59,389 59,177 48,500 26,900 3,434,103 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 142 AGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGAGAGAATTGTGATTCGGAGGCT TGCAAGTTGGCAAGCTTTGA 27 14 85 22 226 20 59,497 59,177 45,800 26,900 3,326,167 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 221 CTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGAC CTGGCAGTTTCAAGGCTGTT TGCAAGTTGGCAAGCTTTGA 108 14 6 20 226 20 58,965 59,177 31,600 26,900 1,857,950 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 222 CCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGA CCTGGCAGTTTCAAGGCTGT TGCAAGTTGGCAAGCTTTGA 109 14 5 20 226 20 60,825 59,177 44,000 26,900 1,647,821 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 14 226 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCT ATGGCCTGGCAGTTTCAAGG TGCAAGTTGGCAAGCTTTGA 113 14 1 20 226 20 60,902 59,177 36,100 26,900 1,724,392 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 6 119 CCAACTGGGCTGTGTACGTAACGCGAatatatatatat CCAACTGGGCTGTGTACGTA TGCAAGTTGGCAAGCTTTGA 6 14 108 20 226 20 59,681 59,177 35,700 26,900 1,141,895 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 3 115 ACTGGGCTGTGTACGTAACGCGAatatatatatatatataACTGGGCTGTGTACGTAACG GCAAGTTGGCAAGCTTTGAC 3 13 111 20 225 20 60,039 58,788 31,800 31,800 1,250,635 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5122:36451 1 134 59 15 2 AT ATATATATATATATATATATATATATATATTTTTATATNA 0 0 6 3 116 ACTGGGCTGTGTACGTAACGCGAatatatatatatatataACTGGGCTGTGTACGTAACG TGCAAGTTGGCAAGCTTTGA 3 14 111 20 226 20 60,039 59,177 31,800 26,900 0.861703 D 232 ATGGCCTGGCAGTTTCAAGGCTGTTTGTGATTATCTTTGACAGCTCCATTAAGTCAATCAATCTTTGATGCTTCCATTCGATTTAGAGAATTGTGATTCGGAGGCTGCCAACTGGGCTGTGTACGTAACGCGAatatatatatatatatatatatatatatatTTTtatatatatatatatatatatatataTTTTGTTtgtgtgGTCAAAGCTTGCCAACTTGCAATCTGA

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 2 129 GGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGGGAGGACATGTCAGAGGAACTG AACAGGCCCACACACATACA 55 2 6 22 134 20 60,094 59,524 31,600 22,900 2,570,102 F 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 130 AGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAAGGAGGACATGTCAGAGGAAC AACAGGCCCACACACATACA 57 2 5 21 134 20 58,816 59,524 36,200 22,900 2,660,017 F 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 133 AGAAGGAGGACATGTCAGAGGAACTGTGAGGCTT AGAAGGAGGACATGTCAGAGGA AACAGGCCCACACACATACA 59 2 2 22 134 20 59,956 59,524 37,100 22,900 2,520,002 F 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 1 2 6 157 TCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtg TCCCGTATATCCCTGTTGCTTG GCTTACGGAGTGACGGAGAG 6 8 55 22 211 20 59,896 59,901 40,100 32,000 2,203,192 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 0 3 8 206 GGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGGGAGGACATGTCAGAGGAACTG GCTTACGGAGTGACGGAGAG 55 8 6 22 211 20 60,094 59,901 31,600 32,000 2,192,845 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 0 3 8 207 AGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAAGGAGGACATGTCAGAGGAAC GCTTACGGAGTGACGGAGAG 57 8 5 21 211 20 58,816 59,901 36,200 32,000 2,282,761 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 0 3 8 210 AGAAGGAGGACATGTCAGAGGAACTGTGAGGCTT AGAAGGAGGACATGTCAGAGGA GCTTACGGAGTGACGGAGAG 59 8 2 22 211 20 59,956 59,901 37,100 32,000 2,142,745 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 0 3 5 155 CCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtCCGTATATCCCTGTTGCTTGC GCTTACGGAGTGACGGAGAG 5 8 57 21 211 20 59,126 59,901 40,100 32,000 1,972,673 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:5934:67603 1 83 101 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTANA 0 0 4 8 157 TCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtg TCCCGTATATCCCTGTTGCT GCTTACGGAGTGACGGAGAG 8 8 55 20 211 20 57,903 59,901 39,100 32,000 2,196,192 G 229 AAGAAGGAGGACATGTCAGAGGAACTGTGAGGCTTTTCAGAAATGCAGATATTTTCCCGTATATCCCTGTTGCTTGCTCTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTAtgtgtgtgGGCCTGTTTTtgtgtgtgtgtgtgCCTGTTTCtgtgtgtgtgCGAgtgtgtgtgtgtATTTTGctctctCCGTCACTCCGTAAGCCTTCGCATACATCATTTG

ST‐E00142:460:H2K7HCCXY:6:2215:7608:2575 1 22 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 18 0 92 gtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtGTGTGTGCGTGTGTATCTGC CACGCACAGATAGATACACACG 0 20 2 20 93 22 59,836 59,216 42,600 44,900 2,947,620 F 160 tgtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATCTATCtgtgtgCGTGTGCgtgtgtATCTATCTGTGCgtgtgtATCTATCTGTGCATATAAGTGAgtgtgtATCTATCtgtgtgtgtgtgtgtgTCTATCTATCTGT

ST‐E00142:460:H2K7HCCXY:6:2215:7608:2575 1 22 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 0 90 gtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtGTGTGTGCGTGTGTATCTGC CGCACAGATAGATACACACGC 0 19 2 20 91 21 59,836 59,219 42,600 53,400 1,945,217 F 160 tgtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATCTATCtgtgtgCGTGTGCgtgtgtATCTATCTGTGCgtgtgtATCTATCTGTGCATATAAGTGAgtgtgtATCTATCtgtgtgtgtgtgtgtgTCTATCTATCTGT

ST‐E00142:460:H2K7HCCXY:6:2215:7608:2575 1 22 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 20 0 108 gtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtGTGTGTGCGTGTGTATCTGC TGCACAGATAGATACACACGCA 0 36 2 20 109 22 59,836 59,835 42,600 52,400 2,329,225 F 160 tgtgtgtgCgtgtgtATCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATCTATCtgtgtgCGTGTGCgtgtgtATCTATCTGTGCgtgtgtATCTATCTGTGCATATAAGTGAgtgtgtATCTATCtgtgtgtgtgtgtgtgTCTATCTATCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 5 26 243 GCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAAGCCTTCAATGCTACTTCACCC CAGGTGAAGGCTCTTCCACT 146 26 6 21 248 20 59,254 59,310 46,100 40,000 2,435,276 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 24 241 GCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAAGCCTTCAATGCTACTTCACCC GGTGAAGGCTCTTCCACTCG 146 24 6 21 246 20 59,254 60,390 46,100 41,800 2,136,125 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 23 240 GCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAAGCCTTCAATGCTACTTCACCC GTGAAGGCTCTTCCACTCGT 146 23 6 21 245 20 59,254 59,681 46,100 41,800 2,064,415 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 21 114 TCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCTCAGCACCCACACTAAGTCC GTGAAGGCTCTTCCACTCGT 21 23 132 20 245 20 59,315 59,681 38,500 41,800 1,003,859 A 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 19 112 AGCACCCACACTAAGTCCTGCTTGACCTATCATTCC AGCACCCACACTAAGTCCTG GTGAAGGCTCTTCCACTCGT 19 23 134 20 245 20 59,313 59,681 38,600 41,800 1,006,116 A 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 17 110 CACCCACACTAAGTCCTGCTTGACCTATCATTCCCATCACCCACACTAAGTCCTGCT GTGAAGGCTCTTCCACTCGT 17 23 136 20 245 20 59,313 59,681 42,400 41,800 1,006,116 A 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 24 194 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACT GGTGAAGGCTCTTCCACTCG 100 24 53 20 246 20 58,110 60,390 34,100 41,800 2,280,016 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 23 193 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACT GTGAAGGCTCTTCCACTCGT 100 23 53 20 245 20 58,110 59,681 34,100 41,800 2,208,306 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 189 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACT AGGCTCTTCCACTCGTAGTAGT 100 17 53 20 241 22 58,110 60,026 34,100 27,300 3,915,620 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 12 182 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACT TCCACTCGTAGTAGTTGGCA 100 12 53 20 234 20 58,110 58,086 34,100 49,200 3,803,323 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 23 193 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACTTG GTGAAGGCTCTTCCACTCGT 98 23 53 22 245 20 60,031 59,681 31,600 41,800 2,350,094 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10125:39985 1 173 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 12 182 GCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCT GCTTTCAGCACTCCTTGACTTG TCCACTCGTAGTAGTTGGCA 98 12 53 22 234 20 60,031 58,086 31,600 49,200 3,945,111 F 248 TAACTGCCTTCAATGCTACTTCAcccccAGTGGTGCTGAAAACCTTATCTATGCTTTCAGCACTCCTTGACTTGATTTCTCTAATGTCTTAGCATTCTCACATCCTCAATAAACTGCAACTTGCTGaaaaaTCAGCACCCACACTAAGTCCTGCTTGACCTATCATTCCCATtctctctctctctctctctctctctctctcGTCTTTGTATATTGCCAACTACTACGAGTGGAAGAGCCTTCACCTG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 23 140 TGCTTCCAGGCGAAAGTGAAAGAGAAACGGACaga TGCTTCCAGGCGAAAGTGAA GCTCAGAGACTCCTGCAAGT 40 23 18 20 157 20 60,179 59,392 31,800 31,600 0.786652 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 16 133 TGCTTCCAGGCGAAAGTGAAAGAGAAACGGACaga TGCTTCCAGGCGAAAGTGAA GACTCCTGCAAGTTCCACCA 40 16 18 20 150 20 60,179 59,891 31,800 41,700 0.287616 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 15 132 TGCTTCCAGGCGAAAGTGAAAGAGAAACGGACaga TGCTTCCAGGCGAAAGTGAA ACTCCTGCAAGTTCCACCAC 40 15 18 20 149 20 60,179 60,179 31,800 41,600 0.358049 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 24 141 TGCTTCCAGGCGAAAGTGAAAGAGAAACGGACaga TGCTTCCAGGCGAAAGTGAA CGCTCAGAGACTCCTGCAAG 40 24 18 20 158 20 60,179 60,458 31,800 40,100 0.637229 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 24 142 CTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagCTGCTTCCAGGCGAAAGTGA CGCTCAGAGACTCCTGCAAG 41 24 17 20 158 20 60,604 60,458 34,100 40,100 1,061,904 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 14 131 TGCTTCCAGGCGAAAGTGAAAGAGAAACGGACaga TGCTTCCAGGCGAAAGTGAA CTCCTGCAAGTTCCACCACT 40 14 18 20 148 20 60,179 59,891 31,800 40,000 0.288374 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 53 191 ACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAA ACATAAACTGCAGCTGCTTCC CTTCATTCAGGTTGTTGTAAGACT 53 56 4 21 194 24 59,185 57,132 34,600 32,400 8,682,665 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 51 190 CATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAG CATAAACTGCAGCTGCTTCCAG CTTCATTCAGGTTGTTGTAAGACT 51 56 5 22 194 24 60,159 57,132 38,600 32,400 9,027,083 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 52 190 CATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAG CATAAACTGCAGCTGCTTCCA CTTCATTCAGGTTGTTGTAAGACT 52 56 5 21 194 24 59,186 57,132 35,300 32,400 8,682,056 B 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 13 104 CGGACagagagGAAGGGAGACAGAGACAAACGTga CGGACAGAGAGGAAGGGAGA CTCCTGCAAGTTCCACCACT 13 14 45 20 148 20 60,034 59,891 37,100 40,000 0.143334 F 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 13 105 CGGACagagagGAAGGGAGACAGAGACAAACGTga CGGACAGAGAGGAAGGGAGA ACTCCTGCAAGTTCCACCAC 13 15 45 20 149 20 60,034 60,179 37,100 41,600 0.213009 F 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:10642:13808 1 78 37 15 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 13 106 CGGACagagagGAAGGGAGACAGAGACAAACGTga CGGACAGAGAGGAAGGGAGA GACTCCTGCAAGTTCCACCA 13 16 45 20 150 20 60,034 59,891 37,100 41,700 0.142576 F 194 CATACATAAACTGCAGCTGCTTCCAGGCGAAAGTGAAAGAGAAACGGACagagagGAAGGGAGACAGAGACAAACGTgagagaAagagagagagagagagagagagagagagagTGAAAGATATGATCAGTGGTGGAACTTGCAGGAGTCTCTGAGCGGCCCAGTTTCAAAGTCTTACAACAACCTGAATGAAG

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 0 135 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG AGGGCTGAATGGTCTACTCCT 0 51 2 25 136 21 57,355 59,991 27,400 36,900 8,653,995 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 138 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG CGAAGGGCTGAATGGTCTACT 0 54 2 25 139 21 57,355 59,517 27,400 25,700 9,127,650 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 139 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG TCGAAGGGCTGAATGGTCTAC 0 55 2 25 140 21 57,355 59,519 27,400 25,900 9,126,011 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 140 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG CTCGAAGGGCTGAATGGTCT 0 57 2 25 141 20 57,355 59,461 27,400 38,500 8,184,108 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 141 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG GCTCGAAGGGCTGAATGGT 0 59 2 25 142 19 57,355 60,078 27,400 35,500 8,723,201 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 234 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG AGGCAAGGGAAGCATAGGTT 0 151 2 25 235 20 57,355 58,997 27,400 35,000 8,647,915 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 235 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG TAGGCAAGGGAAGCATAGGT 0 152 2 25 236 20 57,355 58,107 27,400 30,800 9,538,373 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 237 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG GTTAGGCAAGGGAAGCATAGGT 0 152 2 25 238 22 57,355 60,092 27,400 30,800 9,737,433 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 240 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgt TATTGGAATTTATTGTCAGGGTAGTG TTGTTAGGCAAGGGAAGCAT 0 156 1 26 240 20 57,254 57,397 27,400 37,900 11,349,127 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 249 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG AGGCAGATTCTTGTTAGGCAA 0 165 2 25 250 21 57,355 57,560 27,400 45,200 11,084,915 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 252 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG TGTAGGCAGATTCTTGTTAGGCA 0 166 2 25 253 23 57,355 59,737 27,400 47,500 10,908,227 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:11891:64808 1 27 38 15 1.5 AC TATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 156 ATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtg ATTGGAATTTATTGTCAGGGTAGTG TAAATGGCAGTGCAGGCTCG 0 73 2 25 157 20 57,355 61,026 27,400 50,300 8,671,240 B 259 TATTGGAATTTATTGTCAGGGTAGTGtatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGAATTACAGAATAAAAGAACATAAGAAGATAAGAAATGGGAATAGGAGTAGACCATTCAGCCCTTCGAGCCTGCACTGCCATTTAATAAGATCATGGCTGATCTTCTTGTGTTTTGATTTCCACATTCCCATCTAACCCTGATAACCTATGCTTCCCTTGCCTAACAAGAATCTGCCTACAATAAGA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 54 190 AAATCTCTGTCTGCCGCACATGgagagagaGTCAAAC AAATCTCTGTCTGCCGCACA TGTCCACTTTGGCAGGAAGG 54 66 14 20 203 20 59,965 60,179 45,700 34,600 0.214309 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 54 193 AAATCTCTGTCTGCCGCACATGgagagagaGTCAAAC AAATCTCTGTCTGCCGCACA ACTTGTCCACTTTGGCAGGA 54 69 14 20 206 20 59,965 59,449 45,700 38,600 0.586230 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 7 99 CAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTCAAACAATGGCAGACAGGGC AGACACTGAGCGAGATCCCT 22 7 46 20 144 20 60,038 60,034 51,900 42,000 0.071575 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 7 131 AAATCTCTGTCTGCCGCACATGgagagagaGTCAAAC AAATCTCTGTCTGCCGCACA AGACACTGAGCGAGATCCCT 54 7 14 20 144 20 59,965 60,034 45,700 42,000 0.068918 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 54 189 AAATCTCTGTCTGCCGCACATGgagagagaGTCAAAC AAATCTCTGTCTGCCGCACA GTCCACTTTGGCAGGAAGGA 54 65 14 20 202 20 59,965 59,890 45,700 33,600 0.145803 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 53 192 AATCTCTGTCTGCCGCACATGgagagagaGTCAAACA AATCTCTGTCTGCCGCACAT ACTTGTCCACTTTGGCAGGA 53 69 15 20 206 20 59,749 59,449 32,100 38,600 0.802267 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 41 176 CCGCACATGgagagagaGTCAAACAATGGCAGACAG CCGCACATGGAGAGAGAGTC GTCCACTTTGGCAGGAAGGA 41 65 27 20 202 20 59,898 59,890 33,600 33,600 0.212606 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 22 157 CAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTCAAACAATGGCAGACAGGGC GTCCACTTTGGCAGGAAGGA 22 65 46 20 202 20 60,038 59,890 51,900 33,600 0.148461 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:14580:9484 1 88 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 7 118 CCGCACATGgagagagaGTCAAACAATGGCAGACAG CCGCACATGGAGAGAGAGTC AGACACTGAGCGAGATCCCT 41 7 27 20 144 20 59,898 60,034 33,600 42,000 0.135720 F 263 AGTTCTTTCTTTAAAATCTCTGTCTGCCGCACATGgagagagaGTCAAACAATGGCAGACAGGGCCCaaaaaCTTCCAAGTTGGGCGgagagagagagagagagagagagagagagaGTGATGGAGGGATCTCGCTCAGTGTCTCAGTTGCCTGTCCTCAGTTGTGCTGAGCTGCTTTTCTATCCTTCCTGCCAAAGTGGACAAGTTCACATTTTCCCACATTATATCCCATCTACCAAAtttttGCCCATTCACTTATCTTA

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 1 1 18 11 129 CTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCT CTAGGAAAGCGTGTGTGTGC CACACACACGCACTAGGCTA 18 11 128 20 256 20 59,487 60,039 45,700 39,300 0.551570 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 11 158 ACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGA ACTAGGCTAGCGTGCATGTG CACACACACGCACTAGGCTA 47 11 99 20 256 20 60,179 60,039 32,100 39,300 0.217718 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 11 246 TCACACTAGGAAAGCGTGCGTGTGCCAGTCACACT TCACACTAGGAAAGCGTGCG CACACACACGCACTAGGCTA 135 11 11 20 256 20 60,666 60,039 53,400 39,300 0.704892 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 11 247 GTCACACTAGGAAAGCGTGCGTGTGCCAGTCACAC GTCACACTAGGAAAGCGTGC CACACACACGCACTAGGCTA 136 11 10 20 256 20 59,209 60,039 53,400 39,300 0.829432 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 10 128 CTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCT CTAGGAAAGCGTGTGTGTGC ACACACACGCACTAGGCTAG 18 10 128 20 255 20 59,487 59,756 45,700 34,200 0.756858 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 9 127 CTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCT CTAGGAAAGCGTGTGTGTGC CACACACGCACTAGGCTAGT 18 9 128 20 254 20 59,487 59,756 45,700 25,700 0.756858 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 18 9 244 TCACACTAGGAAAGCGTGCGTGTGCCAGTCACACT TCACACTAGGAAAGCGTGCG CACACACGCACTAGGCTAGT 135 9 11 20 254 20 60,666 59,756 53,400 25,700 0.910181 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 20 11 222 CCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCA CCAGTCACACTAGGCTAGCG CACACACACGCACTAGGCTA 55 11 91 20 256 20 59,899 60,039 42,600 39,300 0.140017 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 20 11 223 GCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTC GCCAGTCACACTAGGCTAGC CACACACACGCACTAGGCTA 56 11 90 20 256 20 60,179 60,039 34,200 39,300 0.217715 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 20 11 222 CCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCA CCAGTCACACTAGGCTAGCG CACACACACGCACTAGGCTA 55 11 91 20 256 20 59,899 60,039 42,600 39,300 0.140017 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 20 11 223 GCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTC GCCAGTCACACTAGGCTAGC CACACACACGCACTAGGCTA 56 11 90 20 256 20 60,179 60,039 34,200 39,300 0.217715 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:15828:64597 1 166 60 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCAG NA 0 0 20 11 222 CCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCA CCAGTCACACTAGGCTAGCG CACACACACGCACTAGGCTA 55 11 91 20 256 20 59,899 60,039 42,600 39,300 0.140017 G 266 CGTGTGCCAGTCACACTAGGAAAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCGTGTGCCAGTCACACTAGGCTAGCGTGCATGTGCCAGTCACACTAGGAAAGCgtgtgtgtGCCCGAGTCGCACTAGCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGTCACACTAGCTTAgtgtgtgtgtgtGCCAGTCACACTAGCCTAGTGCgtgtgtgtGCCAGTAACAC

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 5 15 197 ACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAACGGAATTTAGGGAGATGAGATTGA ACTGAGTCAACCAACCTCACT 106 15 92 25 288 21 59,633 58,881 25,700 34,100 7,486,263 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 15 248 AAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACAAGTTGTGCTCGAGAGTCGG ACTGAGTCAACCAACCTCACT 162 15 41 20 288 21 60,039 58,881 47,900 34,100 2,158,569 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 13 195 ACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAACGGAATTTAGGGAGATGAGATTGA TGAGTCAACCAACCTCACTGA 106 13 92 25 286 21 59,633 58,885 25,700 34,100 7,482,195 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 13 196 ACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAACGGAATTTAGGGAGATGAGATTGA CTGAGTCAACCAACCTCACTGA 106 13 92 25 287 22 59,633 59,897 25,700 34,100 7,469,862 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 13 246 AAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACAAGTTGTGCTCGAGAGTCGG TGAGTCAACCAACCTCACTGA 162 13 41 20 286 21 60,039 58,885 47,900 34,100 2,154,501 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 13 247 AAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACAAGTTGTGCTCGAGAGTCGG CTGAGTCAACCAACCTCACTGA 162 13 41 20 287 22 60,039 59,897 47,900 34,100 2,142,168 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 1 136 TGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTTGATGCTGTCCAAACTGGCT ACCTCACTGAAACTCTGACTCC 63 1 140 20 275 22 59,889 59,369 47,500 38,500 2,741,641 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 132 TGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCTGCTGTCCAAACTGGCTACT CCTCACTGAAACTCTGACTCCC 60 0 143 20 274 22 59,235 60,029 25,700 43,000 2,793,457 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 135 TGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTTGATGCTGTCCAAACTGGCT CCTCACTGAAACTCTGACTCCC 63 0 140 20 274 22 59,889 60,029 47,500 43,000 2,139,628 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 147 GTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTGTGGGCTGTTGTTGATGCTG CCTCACTGAAACTCTGACTCCC 75 0 128 20 274 22 60,039 60,029 44,100 43,000 2,067,459 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 161 TGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGT TGAAATCCTGTGAGGTGGGC CCTCACTGAAACTCTGACTCCC 89 0 114 20 274 22 59,962 60,029 53,600 43,000 2,066,733 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 207 GTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGTGCAGACTCGGGAATCTGG CCTCACTGAAACTCTGACTCCC 135 0 68 20 274 22 60,461 60,029 38,600 43,000 2,489,554 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 208 AGTGCAGACTCGGGAATCTgggggAACGGAATTTAGAGTGCAGACTCGGGAATCTG CCTCACTGAAACTCTGACTCCC 136 0 67 20 274 22 59,466 60,029 29,000 43,000 2,562,979 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 234 AAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACAAGTTGTGCTCGAGAGTCGG CCTCACTGAAACTCTGACTCCC 162 0 41 20 274 22 60,039 60,029 47,900 43,000 2,067,641 F 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20070:44415 1 223 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 0 159 AAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAAATCCTGTGAGGTGGGCTG CCTCACTGAAACTCTGACTCCC 87 0 116 20 274 22 59,961 60,029 48,500 43,000 2,067,311 A 288 TTGGAACTGTACTGTTCTGCATGGCACAGCCGAAGAGCTGAAGTTGTGCTCGAGAGTCGGTGCCTGAGTGCAGACTCGGGAATCTgggggAACGGAATTTAGGGAGATGAGATTGAAATCCTGTGAGGTGGGCTGTTGTTGATGCTGTCCAAACTGGCTACTTTTGGAGGGAATTCCCAGGTTAGATGTTGGAAGGTGAAGATGGGAATCCCTTGTGAGAGGgagagagagagagagagagagagagagagaGGGAGTCAGAGTTTCAGTGAGGTTGGTTGACTCAGT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 21 152 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTCCTTCTGTGCCGTTTAGATTCT GGCAATATTCGGCAGGTTTGG 21 57 1 23 152 21 59,739 60,202 24,000 32,800 4,463,289 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 21 139 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTCCTTCTGTGCCGTTTAGATTCT AGGTTTGGCAGGACCTGTG 21 46 1 23 139 19 59,739 59,849 24,000 36,600 4,412,334 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 21 192 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTCCTTCTGTGCCGTTTAGATTCT CTGCAAATGCTGGAAACCTGA 21 97 1 23 192 21 59,739 59,385 24,000 38,600 4,875,787 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 134 CTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTG CTGTGCCGTTTAGATTCTGTGA AGGTTTGGCAGGACCTGTG 17 46 6 22 139 19 58,674 59,849 35,800 36,600 4,477,319 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 135 TCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGT TCTGTGCCGTTTAGATTCTGTGA AGGTTTGGCAGGACCTGTG 17 46 5 23 139 19 59,994 59,849 35,800 36,600 4,157,880 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 148 TCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGT TCTGTGCCGTTTAGATTCTGTGA GGCAATATTCGGCAGGTTTGG 17 57 5 23 152 21 59,994 60,202 35,800 32,800 4,208,836 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 149 TCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGT TCTGTGCCGTTTAGATTCTGTGA TGGCAATATTCGGCAGGTTTG 17 58 5 23 153 21 59,994 59,524 35,800 29,300 4,482,515 B 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 193 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTCCTTCTGTGCCGTTTAGATTCT ACTGCAAATGCTGGAAACCTG 21 98 1 23 193 21 59,739 59,658 24,000 40,000 4,603,058 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 20 192 CCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTCCTTCTGTGCCGTTTAGATTCTG ACTGCAAATGCTGGAAACCTG 20 98 2 23 193 21 59,628 59,658 30,200 40,000 4,714,380 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 110 CTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgt CTGTGAATTGTGTGTGCGTGT CAGGACCTGTGGAGAGAGGA 2 37 22 21 131 20 59,936 59,960 44,900 37,100 1,104,263 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 106 TGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgt TGAATTGTGTGTGCGTGTGC AGGACCTGTGGAGAGAGGAA 0 36 25 20 130 20 60,248 59,213 45,700 33,600 1,035,501 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 107 TGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgt TGAATTGTGTGTGCGTGTGC CAGGACCTGTGGAGAGAGGA 0 37 25 20 131 20 60,248 59,960 45,700 37,100 0.288769 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 167 TGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgt TGAATTGTGTGTGCGTGTGC TGCAAATGCTGGAAACCTGA 0 97 25 20 191 20 60,248 58,298 45,700 38,600 1,950,599 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 168 TGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgt TGAATTGTGTGTGCGTGTGC CTGCAAATGCTGGAAACCTGA 0 97 25 20 192 21 60,248 59,385 45,700 38,600 1,863,320 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:20283:32760 1 45 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 169 TGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgt TGAATTGTGTGTGCGTGTGC ACTGCAAATGCTGGAAACCTG 0 98 25 20 193 21 60,248 59,658 45,700 40,000 1,590,591 F 249 TCCTTCTGTGCCGTTTAGATTCTGTGAATtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGATGAAAGGTCACAACCTGAAATGTTAACTCTGTTTTCctctctCCACAGGTCCTGCCAAACCTGCCGAATATTGCCAGAATTCTCTGtttttATTTCAGGTTTCCAGCATTTGCAGTATTTTCCAAATTCTAACTAGTCAACCTCACTAAGATAATAAGAACAACTTAACTTT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 13 1 90 AGACAGAGATACACATGCTCACAGacacacacacacacAGACAGAGATACACATGCTCACA CCCTGTTTCTCTGCGTGTCT 1 16 55 23 144 20 59,234 59,966 35,800 34,100 3,800,109 A 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 16 107 GGGACACATGcacacaGAGACAGAGATACACATGCTGGGACACATGCACACAGAGA CCCTGTTTCTCTGCGTGTCT 21 16 38 20 144 20 59,965 59,966 31,000 34,100 0.069376 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 16 108 AGGGACACATGcacacaGAGACAGAGATACACATGCAGGGACACATGCACACAGAG CCCTGTTTCTCTGCGTGTCT 22 16 37 20 144 20 59,964 59,966 33,500 34,100 0.069939 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 1 91 GAGACAGAGATACACATGCTCACAGacacacacacac GAGACAGAGATACACATGCTCACA CCCTGTTTCTCTGCGTGTCT 1 16 54 24 144 20 60,142 59,966 35,800 34,100 4,176,352 A 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 14 0 90 AGACAGAGATACACATGCTCACAGacacacacacacacAGACAGAGATACACATGCTCACAG CCCTGTTTCTCTGCGTGTCT 0 16 55 24 144 20 60,142 59,966 36,600 34,100 4,176,263 A 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 16 143 cacacacagagagAAACACATGTACACAGacacacAGGGCACACACAGAGAGAAACACATGT CCCTGTTTCTCTGCGTGTCT 54 16 2 23 144 20 59,127 59,966 32,100 34,100 3,907,420 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 16 144 acacacacagagagAAACACATGTACACAGacacacAGGACACACACAGAGAGAAACACA CCCTGTTTCTCTGCGTGTCT 57 16 1 21 144 20 57,390 59,966 37,200 34,100 3,644,099 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 16 16 119 CACAGacacacAGGGACACATGcacacaGAGACAGAGCACAGACACACAGGGACACA CCCTGTTTCTCTGCGTGTCT 33 16 26 20 144 20 59,822 59,966 37,200 34,100 0.211895 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:21602:13035 1 79 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 17 16 144 acacacacagagagAAACACATGTACACAGacacacAGGACACACACAGAGAGAAACACATG CCCTGTTTCTCTGCGTGTCT 55 16 1 23 144 20 59,127 59,966 32,100 34,100 3,907,420 F 158 acacacacagagagAAACACATGTACACAGacacacAGGGACACATGcacacaGAGACAGAGATACACATGCTCACAGacacacacacacacacacacacacacacacAGAGACACATGCATACAGACACGCAGAGAAACAGGGCTGAATTTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 109 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 1 1 12 4 90 GTCAGTcacacacaGGCACACCCAGTcacacacacacac GTCAGTCACACACAGGCACA GAAATGAGGCTATGTGTGTCTG 6 4 83 20 172 22 60,462 57,128 45,700 35,100 5,333,863 F 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 109 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 12 3 90 GTCAGTcacacacaGGCACACCCAGTcacacacacacac GTCAGTCACACACAGGCACA GAAATGAGGCTATGTGTGTCTGT 6 3 83 20 172 23 60,462 58,743 45,700 34,100 4,718,790 F 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 109 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 12 2 90 GTCAGTcacacacaGGCACACCCAGTcacacacacacac GTCAGTCACACACAGGCACA GAAATGAGGCTATGTGTGTCTGTG 6 2 83 20 172 24 60,462 59,906 45,700 36,600 4,555,868 F 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 67 80 15 2 AC CTCTCTCACACACACAGTCAGTCACACACAGGCACANA 0 1 12 0 127 TGtctctcACAAacacacTGACAGTCActctctcacacacac TGTCTCTCACAAACACACTGACA AGGCTATGTGTGTCTGTGGG 4 0 40 23 166 20 60,056 59,385 35,800 46,100 3,671,510 G 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 67 80 15 2 AC CTCTCTCACACACACAGTCAGTCACACACAGGCACANA 0 0 13 0 125 tctctcACAAacacacTGACAGTCActctctcacacacacaG TCTCTCACAAACACACTGACAGT AGGCTATGTGTGTCTGTGGG 2 0 42 23 166 20 59,804 59,385 35,500 46,100 3,810,941 G 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22424:52924 1 67 80 15 2 AC CTCTCTCACACACACAGTCAGTCACACACAGGCACANA 0 0 15 0 123 tctcACAAacacacTGACAGTCActctctcacacacacaGTCTCTCACAAACACACTGACAGTCA AGGCTATGTGTGTCTGTGGG 0 0 44 23 166 20 60,056 59,385 34,100 46,100 3,671,510 G 172 CAGTGTCAGTCACGCTCTcacacacacacaACcacacaCTGtctctcACAAacacacTGACAGTCActctctcacacacacaGTCAGTcacacacaGGCACACCCAGTcacacacacacacacacacacacacacacaGCcacacaCCCACAGacacacATAGCCTCATTTC

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 1 1 4 15 143 TGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAG TGATTAAGCATCGGGCCAGG TGTCCTCTGCCATTCCTACT 49 15 95 20 237 20 60,179 57,746 44,500 25,700 2,433,172 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 4 15 183 TGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTG TGCATGGGAAGGTACAGTGG TGTCCTCTGCCATTCCTACT 89 15 55 20 237 20 59,672 57,746 40,000 25,700 2,582,076 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 5 15 182 GCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGT GCATGGGAAGGTACAGTGGG TGTCCTCTGCCATTCCTACT 88 15 56 20 237 20 60,394 57,746 46,100 25,700 2,648,504 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 6 15 227 CTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAA CTGCACTTCTACTCTTGCCC TGTCCTCTGCCATTCCTACT 133 15 11 20 237 20 58,268 57,746 53,600 25,700 3,985,872 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 6 11 105 GCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtGCTGAAAGAGATGAAGGGCG TGTCCTCTGCCATTCCTACT 11 15 133 20 237 20 58,987 57,746 61,300 25,700 3,266,992 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 7 15 228 CCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCA CCTGCACTTCTACTCTTGCCC TGTCCTCTGCCATTCCTACT 133 15 10 21 237 20 60,677 57,746 53,600 25,700 3,931,368 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 7 15 229 TCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACC TCCTGCACTTCTACTCTTGCC TGTCCTCTGCCATTCCTACT 134 15 9 21 237 20 59,724 57,746 45,200 25,700 3,530,573 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 8 9 103 TGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgTGAAAGAGATGAAGGGCGGG TGTCCTCTGCCATTCCTACTAC 9 13 135 20 237 22 59,747 58,968 61,300 27,300 3,284,780 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:22485:48810 1 164 39 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGGTG NA 0 0 8 9 103 TGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgTGAAAGAGATGAAGGGCGGG TGTCCTCTGCCATTCCTACT 9 15 135 20 237 20 59,747 57,746 61,300 25,700 2,507,196 F 237 AAGACATTTCCTGCACTTCTACTCTTGCCCCAAcccccTCTCTACCAATGCACTTGCATGGGAAGGTACAGTGGGAAGGAAGTGGTTGTTGGGGTGATTAAGCATCGGGCCAGGGAAAAGTCCCTTCAGTATGCTGAAAGAGATGAAGGGCgggggAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgttggtggtggCATCACAATGAAAGTAGTAGGAATGGCAGAGGACA

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 1 1 16 37 204 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT CGCAGAACAAGGTGATCGGA 37 38 29 24 232 20 59,894 60,390 31,000 45,500 4,496,158 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 0 0 16 37 212 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT GGAGAAAGCGCAGAACAAGG 37 46 29 24 240 20 59,894 59,481 31,000 36,100 4,625,418 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 0 0 16 37 213 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT GGGAGAAAGCGCAGAACAAG 37 47 29 24 241 20 59,894 59,481 31,000 31,600 4,625,418 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 0 0 16 3 169 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT GGAGGAGTGGGAGAGAGCAA 37 3 29 24 197 20 59,894 60,616 31,000 39,100 4,722,452 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 0 0 16 1 167 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT AGGAGTGGGAGAGAGCAAGA 37 1 29 24 195 20 59,894 59,589 31,000 30,200 4,517,793 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24028:9185 1 90 85 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCCCTNA 0 0 16 0 166 cccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccc CCCTCCCTCTCTTTCTCTATCTCT GGAGTGGGAGAGAGCAAGAC 37 0 29 24 194 20 59,894 59,465 31,000 30,100 4,641,214 G 242 CGctctctctctctTTCACTCTGTCTcccccTCCctctctTTCTCTATCTCTGTCTCCCCACTCTcccccActctcttttttCTCCCTGtctctctctctctctctctctctctctctcTGTCTCCctctctctctctctctGTCTCGctctctctctctctctctctctctctGTCTTGctctctCCCACTCCTCCCCATcccccGCCCTCTCCGATCACCTTGTTCTGCGCTTTCTCCCC

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 8 179 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT GAGTGTGAGAGGAATCAGGG 101 8 56 20 234 20 60,473 57,022 29,000 44,500 3,450,505 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 8 199 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC GAGTGTGAGAGGAATCAGGG 121 8 36 20 234 20 60,036 57,022 40,600 44,500 3,014,160 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 8 128 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT AGAGTGTGAGAGGAATCAGGG 47 8 108 22 235 21 57,851 58,534 36,900 44,500 6,614,904 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 8 180 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT AGAGTGTGAGAGGAATCAGGG 101 8 56 20 235 21 60,473 58,534 29,000 44,500 2,938,547 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 8 200 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC AGAGTGTGAGAGGAATCAGGG 121 8 36 20 235 21 60,036 58,534 40,600 44,500 2,502,202 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 8 129 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCTT GAGAGTGTGAGAGGAATCAGGG 46 8 108 23 236 22 58,496 59,570 28,500 44,500 6,934,714 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 8 129 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT GAGAGTGTGAGAGGAATCAGGG 47 8 108 22 236 22 57,851 59,570 36,900 44,500 6,579,423 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 8 181 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT GAGAGTGTGAGAGGAATCAGGG 101 8 56 20 236 22 60,473 59,570 29,000 44,500 2,903,066 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 8 201 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC GAGAGTGTGAGAGGAATCAGGG 121 8 36 20 236 22 60,036 59,570 40,600 44,500 2,466,721 F 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 1 4 16 231 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT CTCTGCCTCTCCATCCGGTG 101 16 56 20 286 20 60,473 62,026 29,000 49,400 2,498,501 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 16 251 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC CTCTGCCTCTCCATCCGGTG 121 16 36 20 286 20 60,036 62,026 40,600 49,400 2,062,155 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 15 228 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT TGCCTCTCCATCCGGTGA 101 15 56 20 283 18 60,473 59,961 29,000 40,200 2,511,547 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 15 248 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC TGCCTCTCCATCCGGTGA 121 15 36 20 283 18 60,036 59,961 40,600 40,200 2,075,201 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG
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ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 1 235 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC GGTGACGCGTGTGTGCATA 121 1 36 20 270 19 60,036 61,025 40,600 31,400 2,061,257 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 0 215 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT GGTGACGCGTGTGTGCATAT 101 0 56 20 270 20 60,473 61,359 29,000 17,800 1,831,459 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 4 0 235 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC GGTGACGCGTGTGTGCATAT 121 0 36 20 270 20 60,036 61,359 40,600 17,800 1,395,113 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 5 17 231 CCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCA CCCGGATTCTCCCTCCTCAT CTCTGCCTCTCCATCCGGT 101 17 56 20 286 19 60,473 60,760 29,000 52,800 2,232,820 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 5 17 251 TTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCT TTTCGACCCACTCTCCATGC CTCTGCCTCTCCATCCGGT 121 17 36 20 286 19 60,036 60,760 40,600 52,800 1,796,474 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 8 17 179 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT CTCTGCCTCTCCATCCGGT 47 17 108 22 286 19 57,851 60,760 36,900 52,800 5,909,176 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 8 16 179 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT CTCTGCCTCTCCATCCGGTG 47 16 108 22 286 20 57,851 62,026 36,900 49,400 6,174,857 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 8 15 176 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT TGCCTCTCCATCCGGTGA 47 15 108 22 283 18 57,851 59,961 36,900 40,200 6,187,903 D 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 8 0 163 ACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCC ACTTTACTTTCTCCCTCCCTCT GGTGACGCGTGTGTGCATAT 47 0 108 22 270 20 57,851 61,359 36,900 17,800 5,507,815 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 11 0 187 tCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCC TCCCTGTTTCACTCTCAATCTCT GGTGACGCGTGTGTGCATAT 70 0 84 23 270 20 58,837 61,359 31,000 17,800 5,522,152 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:24200:44362 1 177 74 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCATGATTC NA 0 0 11 0 189 tctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCTCTCCCTGTTTCACTCTCAATCT GGTGACGCGTGTGTGCATAT 72 0 82 23 270 20 58,837 61,359 24,000 17,800 5,522,152 G 288 CTCTTtctctctttttCCCTTCActctctCCTTTGTTTCGACCCACTCTCCATGCCCCGGATTCTCCCTCCTCATTCCctctctCCCTGTTTCACTCTCAATCTCTAACTTTACTTTCTCCCTCCCTCTTTTCCCCTCACTATCCCCTTTTCTGTCTCTTTCTCTATTTATCTCTTtctctctctctctctctctctctctctctcCATGATTCCCCTGATTCCTCTCACActctctATAtctctctctcATATGcacacaCGCGTCACCGGATGGAGAGGCAGAGGG

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 1 1 17 10 171 TGctctctctGAACTCCCACTGCTTTATGGGctctctctctcTGCTCTCTCTGAACTCCCACT GGAGTTCAGAGACAGAACCCA 10 17 14 21 184 21 60,203 59,029 40,000 45,100 3,174,469 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 0 0 17 10 201 TGctctctctGAACTCCCACTGCTTTATGGGctctctctctcTGCTCTCTCTGAACTCCCACT CATCGAAAGCACATAGTCCACA 10 46 14 21 214 22 60,203 58,738 40,000 41,700 4,464,692 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 0 0 19 7 168 tctctctGAACTCCCACTGCTTTATGGGctctctctctctctcTCTCTCTGAACTCCCACTGCT GGAGTTCAGAGACAGAACCCA 7 17 17 21 184 21 60,203 59,029 42,400 45,100 3,174,469 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 0 0 19 7 169 tctctctGAACTCCCACTGCTTTATGGGctctctctctctctcTCTCTCTGAACTCCCACTGCT TGGAGTTCAGAGACAGAACCC 7 18 17 21 185 21 60,203 59,029 42,400 41,100 3,174,469 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 0 0 19 7 198 tctctctGAACTCCCACTGCTTTATGGGctctctctctctctcTCTCTCTGAACTCCCACTGCT CATCGAAAGCACATAGTCCACA 7 46 17 21 214 22 60,203 58,738 42,400 41,700 4,464,692 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:2788:37858 1 45 102 15 3 AG CTCTCTCTCTCTCTCTGAACTCCCACTGCATTTTGGG NA 0 0 19 7 199 tctctctGAACTCCCACTGCTTTATGGGctctctctctctctcTCTCTCTGAACTCCCACTGCT ACATCGAAAGCACATAGTCCAC 7 47 17 21 215 22 60,203 58,738 42,400 40,200 4,465,532 G 215 ATGAGctctctctTGctctctctGAACTCCCACTGCTTTATGGGctctctctctctctctGAACTCCCACTGCATTTTGGGctctctctctctctGAACTCCCACTTCTTTATGGActctctctctctctctctctctctctctctGACCTCTCACTGCTTTATGGGTTCTGTCTCTGAACTCCAGTCTCTTTGTGGACTATGTGCTTTCGATGT

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 3 5 119 ACCCACTTTGTGTTCAGCTGAAGCAAacacacacacac ACCCACTTTGTGTTCAGCTGA GAAATTCAGCCAGCGTTCCC 5 43 137 21 255 20 60,065 59,829 42,600 39,700 1,235,989 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 3 5 121 ACCCACTTTGTGTTCAGCTGAAGCAAacacacacacac ACCCACTTTGTGTTCAGCTGA GGGAAATTCAGCCAGCGTTC 5 45 137 21 257 20 60,065 59,829 42,600 39,500 1,235,989 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 60 192 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT TCTCATGGGTCAGGGAGGG 60 63 83 20 274 19 59,958 59,997 22,400 43,000 1,045,275 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 45 175 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GGGAAATTCAGCCAGCGTTC 60 45 83 20 257 20 59,958 59,829 22,400 39,500 0.213064 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 44 174 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GGAAATTCAGCCAGCGTTCC 60 44 83 20 256 20 59,958 59,829 22,400 36,200 0.213064 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 43 173 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GAAATTCAGCCAGCGTTCCC 60 43 83 20 255 20 59,958 59,829 22,400 39,700 0.213064 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 5 120 ACCCACTTTGTGTTCAGCTGAAGCAAacacacacacac ACCCACTTTGTGTTCAGCTGA GGAAATTCAGCCAGCGTTCC 5 44 137 21 256 20 60,065 59,829 42,600 36,200 1,235,989 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 5 135 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GTGATGTTTGCTGCACAGGC 60 5 83 20 217 20 59,958 60,665 22,400 48,500 0.707202 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 3 133 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GATGTTTGCTGCACAGGCTG 60 3 83 20 215 20 59,958 60,388 22,400 48,500 0.429967 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 0 130 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT GTTTGCTGCACAGGCTGTTC 60 0 83 20 212 20 59,958 60,596 22,400 31,800 0.637658 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 61 195 CTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAACTCTCAGCCCAGCCTCTACT TGTCTCATGGGTCAGGGAGG 61 64 82 20 276 20 60,397 60,619 25,700 43,000 1,015,654 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 60 194 TCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAATCTCAGCCCAGCCTCTACTT TGTCTCATGGGTCAGGGAGG 60 64 83 20 276 20 59,958 60,619 22,400 43,000 0.660513 B 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 6 140 ACCCACTTTGTGTTCAGCTGAAGCAAacacacacacac ACCCACTTTGTGTTCAGCTG TGTCTCATGGGTCAGGGAGG 6 64 137 20 276 20 58,607 60,619 42,400 43,000 2,011,270 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 6 141 AACCCACTTTGTGTTCAGCTGAAGCAAacacacacacaAACCCACTTTGTGTTCAGCTG TGTCTCATGGGTCAGGGAGG 6 64 136 21 276 20 59,249 60,619 42,400 43,000 2,369,458 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 5 140 ACCCACTTTGTGTTCAGCTGAAGCAAacacacacacac ACCCACTTTGTGTTCAGCTGA TGTCTCATGGGTCAGGGAGG 5 64 137 21 276 20 60,065 60,619 42,600 43,000 1,683,439 A 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 45 235 ccctctctcTGCCTCCATCTCCTCTCCCTCATCCAcccccc CCCTCTCTCTGCCTCCATCT GGGAAATTCAGCCAGCGTTC 120 45 23 20 257 20 60,106 59,829 29,000 39,500 0.276786 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 44 234 ccctctctcTGCCTCCATCTCCTCTCCCTCATCCAcccccc CCCTCTCTCTGCCTCCATCT GGAAATTCAGCCAGCGTTCC 120 44 23 20 256 20 60,106 59,829 29,000 36,200 0.276786 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 43 233 ccctctctcTGCCTCCATCTCCTCTCCCTCATCCAcccccc CCCTCTCTCTGCCTCCATCT GAAATTCAGCCAGCGTTCCC 120 43 23 20 255 20 60,106 59,829 29,000 39,700 0.276786 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 20 45 256 TCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTTCTCCTCTCCCTCATCCACC GGGAAATTCAGCCAGCGTTC 103 45 40 20 257 20 59,737 59,829 46,100 39,500 0.434403 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 20 44 255 TCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTTCTCCTCTCCCTCATCCACC GGAAATTCAGCCAGCGTTCC 103 44 40 20 256 20 59,737 59,829 46,100 36,200 0.434403 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:29356:17817 1 163 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 20 43 254 TCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTTCTCCTCTCCCTCATCCACC GAAATTCAGCCAGCGTTCCC 103 43 40 20 255 20 59,737 59,829 46,100 39,700 0.434403 F 284 ATCTCCTCTCCCTCATCCAcccccctctctcTGCCTCCATCTCCTCTCCCTCATCCAccccccccTCTCTGCCCTcccccACTCTCAGCCCAGCCTCTACTTTacacacGAACCTTCAAAGTGAATCATTTAACAAACCCACTTTGTGTTCAGCTGAAGCAAacacacacacacacacacacacacacacacGAACAGCCTGTGCAGCAAACATCACTAAGAAGCAACTGAGAGCGGGAACGCTGGCTGAATTTCCCCTCCCTGACCCATGAGACATTAAGGAC

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 111 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 9 5 95 GTCACACCCTTACAGTcacacaTTCTcacacacacacaca GTCACACCCTTACAGTCACAC GGCTGGAGGAGGTTACAGTG 5 19 85 21 179 20 58,519 59,749 38,200 36,600 2,731,358 F 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 111 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 4 95 GTCACACCCTTACAGTcacacaTTCTcacacacacacaca GTCACACCCTTACAGTCACACA GGCTGGAGGAGGTTACAGTG 4 19 85 22 179 20 60,159 59,749 37,200 36,600 2,409,528 F 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 111 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 11 4 94 TCACACCCTTACAGTcacacaTTCTcacacacacacacacaTCACACCCTTACAGTCACACA GGCTGGAGGAGGTTACAGTG 4 19 86 21 179 20 58,888 59,749 37,200 36,600 2,362,704 F 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 1 9 19 149 TGCAGACATACACTCAGACTAACTCAGacacacATACTGCAGACATACACTCAGACTAAC GGCTGGAGGAGGTTACAGTG 21 19 31 23 179 20 57,939 59,749 23,400 36,600 5,311,175 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 10 19 149 TGCAGACATACACTCAGACTAACTCAGacacacATACTGCAGACATACACTCAGACTAACT GGCTGGAGGAGGTTACAGTG 20 19 31 24 179 20 59,233 59,749 22,400 36,600 5,017,923 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 12 18 148 GCAGACATACACTCAGACTAACTCAGacacacATACAGCAGACATACACTCAGACTAACTCA GGCTGGAGGAGGTTACAGTG 18 19 32 25 179 20 60,106 59,749 34,100 36,600 5,356,631 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 16 0 129 GCAGACATACACTCAGACTAACTCAGacacacATACAGCAGACATACACTCAGACTAACTCA GATAGGGAGGGATGTAGGCG 18 0 32 25 160 20 60,106 58,813 34,100 55,200 6,293,204 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 16 0 130 TGCAGACATACACTCAGACTAACTCAGacacacATACTGCAGACATACACTCAGACTAACT GATAGGGAGGGATGTAGGCG 20 0 31 24 160 20 59,233 58,813 22,400 55,200 5,954,496 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 16 0 130 TGCAGACATACACTCAGACTAACTCAGacacacATACTGCAGACATACACTCAGACTAAC GATAGGGAGGGATGTAGGCG 21 0 31 23 160 20 57,939 58,813 23,400 55,200 6,247,748 D 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 19 12 140 ACACTCAGACTAACTCAGacacacATACACTCATTcacACACTCAGACTAACTCAGACACA GGCTGGAGGAGGTTACAGTG 12 19 40 23 179 20 58,792 59,749 37,200 36,600 4,458,468 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 19 11 139 CACTCAGACTAACTCAGacacacATACACTCATTcaca CACTCAGACTAACTCAGACACAC GGCTGGAGGAGGTTACAGTG 11 19 41 23 179 20 58,458 59,749 38,200 36,600 4,792,293 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 19 10 138 ACTCAGACTAACTCAGacacacATACACTCATTcacac ACTCAGACTAACTCAGACACACA GGCTGGAGGAGGTTACAGTG 10 19 42 23 179 20 58,792 59,749 37,200 36,600 4,458,468 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 20 11 140 ACACTCAGACTAACTCAGacacacATACACTCATTcacACACTCAGACTAACTCAGACACAC GGCTGGAGGAGGTTACAGTG 11 19 40 24 179 20 59,963 59,749 38,200 36,600 4,287,484 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 20 10 139 CACTCAGACTAACTCAGacacacATACACTCATTcaca CACTCAGACTAACTCAGACACACA GGCTGGAGGAGGTTACAGTG 10 19 41 24 179 20 59,963 59,749 37,200 36,600 4,287,366 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:30249:60747 1 75 66 15 2 AC CACACACACAGTCACACCCTTACAGTCACACATTCT NA 0 0 20 10 140 CACTCAGACTAACTCAGacacacATACACTCATTcaca CACTCAGACTAACTCAGACACACA GGGCTGGAGGAGGTTACAGT 10 20 41 24 180 20 59,963 60,910 37,200 35,500 4,946,940 G 198 CACACTCACACTCACTCAGacacacacacATGCAGACATACACTCAGACTAACTCAGacacacATACACTCATTcacacacacaGTCACACCCTTACAGTcacacaTTCTcacacacacacacacacacacacacacacaCGCCTACATCCCTCCCTATCACTGTAACCTCCTCCAGCCCCTACAACCCTCCCTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 4 120 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG CACCCATACTCACAGCTCACA 4 45 2 20 121 21 57,899 59,724 44,500 35,800 3,376,743 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 4 121 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG GCACCCATACTCACAGCTCA 4 47 2 20 122 20 57,899 59,750 44,500 42,600 2,350,839 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 4 118 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG CCCATACTCACAGCTCACACA 4 43 2 20 119 21 57,899 59,724 44,500 37,200 3,376,743 F 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 109 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 1 14 4 175 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG AGCGCGCACAAATAAACACA 4 22 2 20 176 20 57,899 59,691 44,500 37,200 2,409,907 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 109 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 0 14 4 176 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG GAGCGCGCACAAATAAACAC 4 23 2 20 177 20 57,899 59,025 44,500 33,200 3,075,441 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 109 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 0 14 4 177 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG CGAGCGCGCACAAATAAACA 4 24 2 20 178 20 57,899 60,452 44,500 28,300 2,552,562 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 169 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 1 14 4 219 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG CGCACACTCCCAGATAACACT 4 5 2 20 220 21 57,899 60,067 44,500 35,500 3,167,463 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 169 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 0 14 4 220 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG ACGCACACTCCCAGATAACA 4 7 2 20 221 20 57,899 59,026 44,500 24,100 3,074,237 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:3041:1450 1 26 169 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTT NA 0 0 14 4 223 GTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtg GTTTACCTGTCTGAGCTGGG CAGACGCACACTCCCAGATA 4 10 2 20 224 20 57,899 59,182 44,500 19,800 2,918,259 G 234 NGTTTACCTGTCTGAGCTGGGGCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtttttATTAATGTTAGCTGGGACTGTGTATGTTTGTTTATCtgtgtgAGCTGTGAGTATGGGTGCgtgtgtgtgtgtTTCTCtgtgtgAGTTGTGAGTTTGTGTTTATTTGTgcgcgcTCGGAgtgtgtgtgtgtgtTTATGAGTGTTATCTGGGAGTGTGCGTCTGCCAATTAAAN

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 73 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 18 2 102 AGTgagagagaTATCCACTCCTGTATacacacacacacac AGTGAGAGAGATATCCACTCCTGT GGACGTCTCTCTCAGTGTGT 2 26 47 24 148 20 59,832 58,760 40,000 37,200 5,408,148 F 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 73 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 18 2 102 AGTgagagagaTATCCACTCCTGTATacacacacacacac AGTGAGAGAGATATCCACTCCTGT GGACGTCTCTCTCAGTGTGTG 2 25 47 24 148 21 59,832 60,069 40,000 38,200 5,236,777 F 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 73 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 19 2 103 AGTgagagagaTATCCACTCCTGTATacacacacacacac AGTGAGAGAGATATCCACTCCTGT TGGACGTCTCTCTCAGTGTG 2 27 47 24 149 20 59,832 58,761 40,000 38,200 5,407,239 F 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 1 16 4 139 agagagaCGTCCACTCCTCTATATacacacacacacacacAAGAGAGACGTCCACTCCTCT CGTCTCTCTCAGTGTGTGTATGT 4 20 7 20 145 23 59,011 59,811 36,900 22,900 4,178,327 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 0 16 4 139 agagagaCGTCCACTCCTCTATATacacacacacacacacAAGAGAGACGTCCACTCCTCT CGTCTCTCTCAGTGTGTGTATG 4 21 7 20 145 22 59,011 58,247 36,900 23,900 4,741,563 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 0 16 3 139 gagagaCGTCCACTCCTCTATATacacacacacacacacA GAGAGACGTCCACTCCTCTA ACGTCTCTCTCAGTGTGTGT 3 24 8 20 146 20 57,305 58,318 24,300 37,200 4,376,665 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 0 18 4 142 agagagaCGTCCACTCCTCTATATacacacacacacacacAAGAGAGACGTCCACTCCTCT GGACGTCTCTCTCAGTGTGTG 4 25 7 20 148 21 59,011 60,069 36,900 38,200 2,057,717 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 0 18 4 143 gagagagaCGTCCACTCCTCTATATacacacacacacaca GAGAGAGACGTCCACTCCTCT GGACGTCTCTCTCAGTGTGTG 4 25 6 21 148 21 60,066 60,069 36,900 38,200 2,134,594 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:31923:56792 1 31 72 15 2 AC ACACACACACACACACAGTGAGAGAGATATCCACT NA 0 0 19 4 143 agagagaCGTCCACTCCTCTATATacacacacacacacacAAGAGAGACGTCCACTCCTCT TGGACGTCTCTCTCAGTGTG 4 27 7 20 149 20 59,011 58,761 36,900 38,200 2,228,179 G 181 ACACTgagagagaCGTCCACTCCTCTATATacacacacacacacacAGTgagagagaTATCCACTCCTGTATacacacacacacacacacacacacacacacAGAGACATCCACTCCTGTATACATacacacacTgagagagaCGTCCAATCCTGTacacacacacacacAGAGACATCCA

ST‐E00142:460:H2K7HCCXY:6:2216:3599:61626 1 71 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 11 0 91 GGAGTTagagagagACAGGCAGTgagagaGTGAAACa GGAGTTAGAGAGAGACAGGCA AGTCTGTCTTATTCACTGTCTCTGT 15 0 35 21 125 25 58,271 59,227 47,500 34,100 8,501,866 F 125 agacagacagacAAACAGACagagagagagagagGGAGTTagagagagACAGGCAGTgagagaGTGAAACagagagagagagagagagagagagagagagACAGAGACAGTGAATAAGACAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:3599:61626 1 71 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 0 90 GGAGTTagagagagACAGGCAGTgagagaGTGAAACa GGAGTTAGAGAGAGACAGGCAG GTCTGTCTTATTCACTGTCTCTGT 14 0 35 22 124 24 59,312 57,980 48,500 34,100 8,707,714 F 125 agacagacagacAAACAGACagagagagagagagGGAGTTagagagagACAGGCAGTgagagaGTGAAACagagagagagagagagagagagagagagagACAGAGACAGTGAATAAGACAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:3599:61626 1 71 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 0 91 GGAGTTagagagagACAGGCAGTgagagaGTGAAACa GGAGTTAGAGAGAGACAGGCAG AGTCTGTCTTATTCACTGTCTCTGT 14 0 35 22 125 25 59,312 59,227 48,500 34,100 8,460,607 F 125 agacagacagacAAACAGACagagagagagagagGGAGTTagagagagACAGGCAGTgagagaGTGAAACagagagagagagagagagagagagagagagACAGAGACAGTGAATAAGACAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 5 66 224 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATC CCTGTGACTCTCAGCTTTCGA GAACCGCCAGAGACCTCAAT 87 66 1 21 224 20 59,729 59,749 37,100 25,700 1,521,339 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 65 223 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATC CCTGTGACTCTCAGCTTTCGA AACCGCCAGAGACCTCAATC 87 65 1 21 223 20 59,729 59,749 37,100 26,700 1,521,339 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 63 221 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATC CCTGTGACTCTCAGCTTTCGA CCGCCAGAGACCTCAATCAA 87 63 1 21 221 20 59,729 59,750 37,100 25,700 1,521,060 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 135 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG CCGCCAGAGACCTCAATCAA 2 63 87 20 221 20 59,966 59,750 46,300 25,700 0.284293 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 137 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG AACCGCCAGAGACCTCAATC 2 65 87 20 223 20 59,966 59,749 46,300 26,700 0.284572 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 138 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG GAACCGCCAGAGACCTCAAT 2 66 87 20 224 20 59,966 59,749 46,300 25,700 0.284572 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 140 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG GTGAACCGCCAGAGACCTC 2 69 87 20 226 19 59,966 60,080 46,300 38,500 1,113,809 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 142 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG ATGTGAACCGCCAGAGACCT 2 70 87 20 228 20 59,966 61,195 46,300 38,500 1,228,839 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2216:5599:65546 1 109 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 2 142 ACTTCTCCTTGCACACGGAGAAagagagagagagagag ACTTCTCCTTGCACACGGAG ATGTGAACCGCCAGAGACC 2 71 87 20 228 19 59,966 59,703 46,300 38,500 1,330,774 B 228 CCTGTGACTCTCAGCTTTCGAAATCAGATAGTTATCACATCCCAGTTCTGATATTGTCCGTCTGAATCTATATTTTGCTCCTAATTACTTCTCCTTGCACACGGAGAAagagagagagagagagagagagagagagagGGATagagagagACAGGCAGACAGAGGgagagaCAGACAGAAagagagTTGGGAGCAATAACCTTGATTGAGGTCTCTGGCGGTTCACAT

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 0 200 gagagaCAGAGACCGATAATGGgagagagaGGgagagaGAGAGACAGAGACCGATAATGG CTCTATGTCTCTGCCTGCCC 0 66 3 22 202 20 57,503 59,608 31,600 53,600 4,889,809 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 0 166 agagagaCAGAGACCGATAATGGgagagagaGGgagagAGAGAGACAGAGACCGATAATGG TGAAAGCCATTGTCCCTCCC 0 31 2 23 167 20 58,859 59,960 31,600 43,000 4,180,905 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 0 184 agagagaCAGAGACCGATAATGGgagagagaGGgagagAGAGAGACAGAGACCGATAATGG CCCGTCACTGTCACTCTCTG 0 49 2 23 185 20 58,859 59,758 31,600 33,500 4,383,573 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 0 201 agagagaCAGAGACCGATAATGGgagagagaGGgagagAGAGAGACAGAGACCGATAATGG CTCTATGTCTCTGCCTGCCC 0 66 2 23 202 20 58,859 59,608 31,600 53,600 4,533,622 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 138 gagagaCAGAGACCGATAATGGgagagagaGGgagagaGAGAGACAGAGACCGATAATGG TTGTCTCTCTATTTGTCCCTCTTT 0 0 3 22 140 24 57,503 57,312 31,600 25,200 11,185,546 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 139 agagagaCAGAGACCGATAATGGgagagagaGGgagagAGAGAGACAGAGACCGATAATGG TTGTCTCTCTATTTGTCCCTCTTT 0 0 2 23 140 24 58,859 57,312 31,600 25,200 10,829,359 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 139 gagagaCAGAGACCGATAATGGgagagagaGGgagagaGAGAGACAGAGACCGATAATGG TTTGTCTCTCTATTTGTCCCTCTT 0 1 3 22 141 24 57,503 57,312 31,600 28,500 11,185,546 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 167 gagagagaCAGAGACCGATAATGGgagagagaGGgagaGAGAGAGACAGAGACCGATAATGG TGAAAGCCATTGTCCCTCCC 0 31 1 24 167 20 59,785 59,960 31,600 43,000 4,255,017 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:11201:39493 1 25 92 15 2 AG GAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 202 gagagagaCAGAGACCGATAATGGgagagagaGGgagaGAGAGAGACAGAGACCGATAATGG CTCTATGTCTCTGCCTGCCC 0 66 1 24 202 20 59,785 59,608 31,600 53,600 4,607,735 G 234 gagagagaCAGAGACCGATAATGGgagagagaGGgagagagagagagagagagagagagagagaGGGGCgagagagaATTGCTgagagaGCgagagaCagagagGCagagagagagAAAGAGGGACAAATagagagACAAAGACAgggggAGGGACAATGGCTTTCagagagTGACAGTGACGGGCAGGCAGAGACATagagagagATAGGGACATAGACATCGATagagagag

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 17 134 ACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTACCTCTGCATTATCTCACCAATCA GGGAGGGAATCAAGAAATGCAC 41 17 100 24 233 22 59,835 59,571 25,700 45,700 6,593,326 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 17 210 ATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTC ATGCACAGGAACTTCTCCCG GGGAGGGAATCAAGAAATGCAC 121 17 24 20 233 22 60,036 59,571 51,400 45,700 2,464,540 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 16 133 ACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTACCTCTGCATTATCTCACCAATCA GGAGGGAATCAAGAAATGCACC 41 16 100 24 232 22 59,835 59,571 25,700 50,100 6,593,326 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 16 209 ATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTC ATGCACAGGAACTTCTCCCG GGAGGGAATCAAGAAATGCACC 121 16 24 20 232 22 60,036 59,571 51,400 50,100 2,464,540 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 18 135 ACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTACCTCTGCATTATCTCACCAATCA AGGGAGGGAATCAAGAAATGCA 41 18 100 24 234 22 59,835 59,687 25,700 39,600 6,477,536 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 18 147 GACGTCCTTTCTACCTCTGCATTATCTCACCAATCAT GACGTCCTTTCTACCTCTGCA AGGGAGGGAATCAAGAAATGCA 56 18 88 21 234 22 59,455 59,687 44,100 39,600 3,857,431 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 18 211 ATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTC ATGCACAGGAACTTCTCCCG AGGGAGGGAATCAAGAAATGCA 121 18 24 20 234 22 60,036 59,687 51,400 39,600 2,348,751 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 18 146 ACGTCCTTTCTACCTCTGCATTATCTCACCAATCATC ACGTCCTTTCTACCTCTGCA AGGGAGGGAATCAAGAAATGCA 56 18 89 20 234 22 58,371 59,687 44,100 39,600 3,941,783 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:12814:63243 1 165 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 18 148 TGACGTCCTTTCTACCTCTGCATTATCTCACCAATCA TGACGTCCTTTCTACCTCTGC AGGGAGGGAATCAAGAAATGCA 57 18 87 21 234 22 59,455 59,687 42,600 39,600 3,857,431 A 246 TTCTTTGATTTCTCATGCTTTTGATGCACAGGAACTTCTCCCGTGTATCTTCAAACGTCCTTCCCCTCCCTACCATTTGTACATTCTGACGTCCTTTCTACCTCTGCATTATCTCACCAATCATCTTTCTTATCACTAACTTACATGACACTTTAACACAAGAGctctctctctctctctctctctctctctctCCCTCTGCCATTGATTGGTGCATTTCTTGATTCCCTCCCTTTATTCATCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 1 1 8 24 242 GCAGGAGTTcacacaATCTCCTGCACTCACAGacacacGCAGGAGTTCACACAATCTCC TATGCGTGTGTGAGGGAGAG 24 108 28 21 269 20 58,920 59,182 37,100 32,000 2,897,579 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 30 243 TTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAG TTCAAGCAGGAGTTCACACA CGTGTGTGAGGGAGAGTGTG 30 104 23 20 265 20 57,292 60,319 37,200 38,200 3,027,256 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 29 242 TCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGa TCAAGCAGGAGTTCACACAA CGTGTGTGAGGGAGAGTGTG 29 104 24 20 265 20 57,292 60,319 33,300 38,200 3,027,256 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 123 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC TGTGTGCCATTAAGTGCGTG 7 7 46 20 168 20 59,895 59,409 38,200 53,400 0.695537 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 154 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC GCGTTCGTTTCTCTGTCTGTG 7 37 46 20 199 21 59,895 59,810 38,200 36,600 1,295,178 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 156 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC GTGCGTTCGTTTCTCTGTCTG 7 39 46 20 201 21 59,895 59,810 38,200 35,100 1,295,178 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 158 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC CTGTGCGTTCGTTTCTCTGTC 7 41 46 20 203 21 59,895 59,810 38,200 35,100 1,295,178 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 217 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC GTGTGAGGGAGAGTGTGCAT 7 101 46 20 262 20 59,895 59,677 38,200 39,600 0.427830 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 7 220 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC CGTGTGTGAGGGAGAGTGTG 7 104 46 20 265 20 59,895 60,319 38,200 38,200 0.423895 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 10 6 122 TCCTGCACTCACAGacacacAGTGACCcacacaacacac TCCTGCACTCACAGACACAC GTGTGCCATTAAGTGCGTGC 7 6 46 20 167 20 59,895 60,729 38,200 53,400 0.833995 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 12 6 122 CCTGCACTCACAGacacacAGTGACCcacacaacacaca CCTGCACTCACAGACACACA TGTGTGCCATTAAGTGCGTG 6 7 47 20 168 20 60,179 59,409 37,200 53,400 0.769758 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13403:55543 1 73 69 15 2 AC CACACAACACACACACGAACATTGACAAACACACA NA 0 0 12 6 219 CCTGCACTCACAGacacacAGTGACCcacacaacacaca CCTGCACTCACAGACACACA CGTGTGTGAGGGAGAGTGTG 6 104 47 20 265 20 60,179 60,319 37,200 38,200 0.498116 G 272 CACATTTTCAAGCACTAAAATATTCAAGCAGGAGTTcacacaATCTCCTGCACTCACAGacacacAGTGACCcacacaacacacacacGAACATTGACAAacacacacacGcacacacacacacacacacacacacacacaAAACAGGCACGCACTTAATGGcacacaAAGAGACATACACAGACAGAGAAACGAACGCACAGATCTTCATACTCGCAGAGAAACAAATGCaaaaaaTGTGTATGCACACTCTCCCTcacacaCGCATAAAC

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 11 133 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC GGGCTCTGTTATTATGAACATTAGGG 11 44 48 22 180 26 57,179 59,569 46,100 35,300 11,252,128 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 11 137 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC ACATGGGCTCTGTTATTATGAACAT 11 49 48 22 184 25 57,179 58,632 46,100 27,100 11,188,877 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 11 137 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC ACATGGGCTCTGTTATTATGAACA 11 50 48 22 184 24 57,179 58,245 46,100 31,800 10,575,676 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 11 143 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC TGGTTTACATGGGCTCTGTT 11 60 48 22 190 20 57,179 57,030 46,100 31,600 7,790,715 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 11 144 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC TTGGTTTACATGGGCTCTGTT 11 60 48 22 191 21 57,179 57,763 46,100 31,600 8,058,162 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:13453:64527 1 81 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 11 144 ACATTACAGTACTCCTTCACCCCAAGATAGATGtata ACATTACAGTACTCCTTCACCC TTGGTTTACATGGGCTCTGT 11 61 48 22 191 20 57,179 57,030 46,100 34,100 7,790,715 A 218 AGTTTAACAAAAGAATTAAACATCCATTAAACGAGAAAAGATTAACTACATTACAGTACTCCTTCACCCCAAGATAGATGtatatatatatatatatatatatatatataCACAAATTCGTAAAGATAACACAAGCTACAAAATCTATCTTATACCCTAATGTTCATAATAACAGAGCCCATGTAAACCAATAGGTAAACTGTGGTTGGATACACCTT

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 2 117 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA GTATTGGTGAGTGCTTGTGGC 2 31 55 21 171 21 58,901 59,800 35,800 50,100 3,299,425 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 123 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA ACTGCAGTATTGGTGAGTGCT 2 37 55 21 177 21 58,901 59,651 35,800 44,000 3,448,431 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 150 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA GTGTTCCAGAGTGGGTGTCC 2 65 55 21 204 20 58,901 60,250 35,800 40,200 2,349,743 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 151 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA GGTGTTCCAGAGTGGGTGTC 2 66 55 21 205 20 58,901 60,250 35,800 36,700 2,349,743 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 222 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA GTTGCTTTGGTGCTGTTGGG 2 137 55 21 276 20 58,901 60,530 35,800 41,200 2,629,836 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 2 224 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGA AGGTTGCTTTGGTGCTGTTG 2 139 55 21 278 20 58,901 59,539 35,800 33,300 2,560,540 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 40 189 GTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GTGTTCCAGAGTGGGTGTCC 40 65 16 22 204 20 57,756 60,250 35,500 40,200 4,494,763 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 39 190 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGTT GTGTTCCAGAGTGGGTGTCC 39 65 15 24 204 20 59,901 60,250 33,200 40,200 4,349,757 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 12 139 GTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT TGGCATTTCGCATTTAGTTATCA 40 12 16 22 154 23 57,756 57,173 35,500 21,500 10,071,026 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 117 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGAG GTATTGGTGAGTGCTTGTGGC 1 31 55 22 171 21 59,900 59,800 35,100 50,100 3,299,777 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 150 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGAG GTGTTCCAGAGTGGGTGTCC 1 65 55 22 204 20 59,900 60,250 35,100 40,200 2,350,094 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 224 TGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtg TGTGAGTGTGTGTCTCTGTGAG AGGTTGCTTTGGTGCTGTTG 1 139 55 22 278 20 59,900 59,539 35,100 33,300 2,560,891 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 188 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GTTCCAGAGTGGGTGTCCAT 40 63 15 23 202 20 59,363 59,307 35,500 34,100 4,329,813 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 189 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT TGTTCCAGAGTGGGTGTCCA 40 64 15 23 203 20 59,363 60,693 35,500 40,200 4,329,520 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 190 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GTGTTCCAGAGTGGGTGTCC 40 65 15 23 204 20 59,363 60,250 35,500 40,200 3,887,102 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 191 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GGTGTTCCAGAGTGGGTGTC 40 66 15 23 205 20 59,363 60,250 35,500 36,700 3,887,102 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 262 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GTTGCTTTGGTGCTGTTGGG 40 137 15 23 276 20 59,363 60,530 35,500 41,200 4,167,195 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 263 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GGTTGCTTTGGTGCTGTTGG 40 138 15 23 277 20 59,363 60,530 35,500 37,700 4,167,195 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 264 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT AGGTTGCTTTGGTGCTGTTG 40 139 15 23 278 20 59,363 59,539 35,500 33,300 4,097,899 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 9 139 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GGCATTTCGCATTTAGTTATCATCA 40 9 15 23 153 25 59,363 58,562 35,500 30,700 10,074,692 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 8 139 TGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTGTGAGTGTGAGTATGTGAGTGT GGCATTTCGCATTTAGTTATCATCAG 40 8 15 23 153 26 59,363 59,420 35,500 29,000 10,216,805 B 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 50 270 tgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgT TGTGTGTTTGTGAGTGTGAGT GTTGCTTTGGTGCTGTTGGG 50 137 7 21 276 20 57,948 60,530 34,100 41,200 3,582,886 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 50 271 tgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgT TGTGTGTTTGTGAGTGTGAGT GGTTGCTTTGGTGCTGTTGG 50 138 7 21 277 20 57,948 60,530 34,100 37,700 3,582,886 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15585:8411 1 78 42 15 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 50 272 tgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgT TGTGTGTTTGTGAGTGTGAGT AGGTTGCTTTGGTGCTGTTG 50 139 7 21 278 20 57,948 59,539 34,100 33,300 3,513,590 F 289 TGTGTAtgtgtgTTTGTGAGTGTGAGTATGTGAGTGTTtgtgtgTAtgtgtgTTTGTGAgtgtgtgtCTCTGTGAGAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATATTCACTGATGATAACTAAATGCGAAATGCCACAAGCACTCACCAATACTGCAGTGTAAAATGGACACCCACTCTGGAACACCATCGTATGGAGCATCAGGAGAAATGGAACTTGAATTCCAAAGAGAATTATTCCCAACAGCACCAAAGCAACCTAGGAATGAAGC

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 1 1 16 0 139 GCTCGctctctGGACCCTTtctctctctctctctctctctctctct GCTCGCTCTCTGGACCCT GAGAGTGAGAGACAGAGGCC 1 0 20 18 158 20 60,758 58,897 43,400 51,900 3,860,895 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 0 0 17 0 139 GCTCGctctctGGACCCTTtctctctctctctctctctctctctct GCTCGCTCTCTGGACCCTT GAGAGTGAGAGACAGAGGCC 0 0 20 19 158 20 61,355 58,897 39,500 51,900 3,458,172 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 0 0 18 16 174 tctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctTCTCTGGACTCTGTCTCGCT AAAGGGTCCAGAGAGCGAGA 16 18 3 20 176 20 59,673 60,252 49,300 40,400 0.578427 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 0 0 18 16 177 tctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctTCTCTGGACTCTGTCTCGCT CAGAAAGGGTCCAGAGAGCG 16 21 3 20 179 20 59,673 60,108 49,300 50,300 0.435019 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 0 0 18 0 138 CTCGctctctGGACCCTTtctctctctctctctctctctctctctct CTCGCTCTCTGGACCCTT GAGAGTGAGAGACAGAGGCC 0 0 21 18 158 20 57,974 58,897 39,500 51,900 5,129,278 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:15605:34430 1 39 100 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCNA 0 0 20 16 175 tctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctTCTCTGGACTCTGTCTCGCT GAAAGGGTCCAGAGAGCGAG 16 19 3 20 177 20 59,673 59,825 49,300 50,300 0.501212 G 181 tctctcTGGACTCTGTCTCGCTCGctctctGGACCCTTtctctctctctctctctctctctctctctcCTCCctctctctctctctctctctctCCCTTCCTCctctctctctCCCTtctctcCCTCCctctctctctGGCCTCTGtctctcActctctCGctctctGGACCCTTTCTGTT

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 7 99 TGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctc TGGAACTCCCTCCCTGAACA TGGTCACAGAGGTCAGCTTT 7 22 5 20 103 20 60,105 58,868 31,800 35,100 1,236,310 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 170 TGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctc TGGAACTCCCTCCCTGAACA GCGATTGTCCCAACCAGACT 7 93 5 20 174 20 60,105 60,322 31,800 32,400 0.426325 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 217 TGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctc TGGAACTCCCTCCCTGAACA ATATAGCGCCCTGAGCACAG 7 140 5 20 221 20 60,105 59,680 31,800 36,600 0.424400 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 97 GAACTCCCTCCCTGAACAGCTCCGCctctctctctctctct GAACTCCCTCCCTGAACAGC TGGTCACAGAGGTCAGCTTT 5 22 7 20 103 20 60,036 58,868 44,000 35,100 1,167,553 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 168 GAACTCCCTCCCTGAACAGCTCCGCctctctctctctctct GAACTCCCTCCCTGAACAGC GCGATTGTCCCAACCAGACT 5 93 7 20 174 20 60,036 60,322 44,000 32,400 0.357568 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 215 GAACTCCCTCCCTGAACAGCTCCGCctctctctctctctct GAACTCCCTCCCTGAACAGC ATATAGCGCCCTGAGCACAG 5 140 7 20 221 20 60,036 59,680 44,000 36,600 0.355643 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 10 102 CTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctcCTCTGGAACTCCCTCCCTGA TGGTCACAGAGGTCAGCTTT 10 22 2 20 103 20 59,958 58,868 38,600 35,100 1,173,471 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 10 173 CTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctcCTCTGGAACTCCCTCCCTGA GCGATTGTCCCAACCAGACT 10 93 2 20 174 20 59,958 60,322 38,600 32,400 0.363485 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:16092:49267 1 32 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 10 220 CTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctcCTCTGGAACTCCCTCCCTGA ATATAGCGCCCTGAGCACAG 10 140 2 20 221 20 59,958 59,680 38,600 36,600 0.361560 F 230 GCTCTGGAACTCCCTCCCTGAACAGCTCCGCctctctctctctctctctctctctctctctCCTCCTTTAAGACACTCCTCaaaaaGCTGACCTCTGTGACCAGGCTTCTGGTCACCCATCCCTAATACCTCCTCATGTGGGCTCgggggCCAAAGTCTGGTTGGGACAATCGCCCCTGCGAAGTGCTGCGGGATGTTTTGCTGTGCTCAGGGCGCtatataAATGCAAG

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 1 1 4 16 140 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA TTTCTTTCATCCGCTCCCAA 16 24 5 23 144 20 59,609 57,422 35,800 41,200 5,968,574 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 4 16 192 CCAATTCTGTTCTCACCTGTCAAATTATGCATACACACCAATTCTGTTCTCACCTGTCA ATTGTCCCATCATGGTAAGCT 16 76 6 22 197 21 58,256 57,041 35,800 37,400 7,703,016 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 4 16 193 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA ATTGTCCCATCATGGTAAGCT 16 76 5 23 197 21 59,609 57,041 35,800 37,400 7,350,462 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 4 16 201 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA ACCTCAATATTGTCCCATCATGGT 16 81 5 23 205 24 59,609 59,831 35,800 35,500 7,559,642 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 4 13 131 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA TCCGCTCCCAATCTTAACTCTG 16 13 5 23 135 22 59,609 59,831 35,800 33,500 5,559,488 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 5 16 138 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA TCTTTCATCCGCTCCCAATCT 16 21 5 23 142 21 59,609 59,160 35,800 24,000 5,230,962 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 5 16 261 CCAATTCTGTTCTCACCTGTCAAATTATGCATACACACCAATTCTGTTCTCACCTGTCA TGAGGACTCATTGATAAGTGAAGT 16 142 6 22 266 24 58,256 57,388 35,800 30,100 10,355,135 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 5 16 262 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA TGAGGACTCATTGATAAGTGAAGT 16 142 5 23 266 24 59,609 57,388 35,800 30,100 10,002,581 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 5 16 262 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA TGAGGACTCATTGATAAGTGAAGTT 16 141 5 23 266 25 59,609 57,991 35,800 26,600 10,400,147 G 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 6 20 142 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATCCAATCCAATTCTGTTCTCACCT TCTTTCATCCGCTCCCAATCT 20 21 1 23 142 21 58,661 59,160 40,000 24,000 6,178,873 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 6 19 142 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATCCAATCCAATTCTGTTCTCACCTG TCTTTCATCCGCTCCCAATCT 19 21 1 24 142 21 59,843 59,160 40,000 24,000 5,997,283 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:19827:23249 1 44 57 15 2 AC ACACACACACACCTACTCACACACAGGCACACACACNA 0 0 6 12 130 TCCAATTCTGTTCTCACCTGTCAAATTATGCATACACTCCAATTCTGTTCTCACCTGTCA CCGCTCCCAATCTTAACTCTGT 16 12 5 23 134 22 59,609 60,093 35,800 34,100 5,484,414 D 269 CCAATCCAATTCTGTTCTCACCTGTCAAATTATGCATACACATacacacacacacCTACTcacacacaGGcacacacacacacacacacacacacacacaGAGCAAAGAGTCACAGAGTTAAGATTGGGAGCGGATGAAAGAAAACAAGCAGgagagagaATAAATTGCtttttttAGCTTACCATGATGGGACAATATTGAGGTTCAGTTCATGAAATATTTTGCATATTTAttttttAAAACTTCACTTATCAATGAGTCCTCATAT

ST‐E00142:460:H2K7HCCXY:6:2217:20111:9536 1 40 69 15 3 AC CACACACACACACAAGAAGACACACACACACACAC NA 1 1 16 8 125 CGcacacacaCTGACAGACAGGGACAAGcacacacaca CGCACACACACTGACAGACA ATGTGTGCATGTCCCTGTCT 8 8 12 20 136 20 60,806 59,305 34,100 34,100 1,500,483 G 142 ACACAAACGTGCGcacacacaCTGACAGACAGGGACAAGcacacacacacacaAGAAGacacacacacacacacacacacacacacacAGACAGacacacacacacacAAACTGGCAGACAGGGACATGcacacaTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2217:20111:9536 1 40 69 15 3 AC CACACACACACACAAGAAGACACACACACACACAC NA 0 0 16 1 118 CGcacacacaCTGACAGACAGGGACAAGcacacacaca CGCACACACACTGACAGACA CATGTCCCTGTCTGCCAGTT 8 1 12 20 129 20 60,806 59,963 34,100 31,600 0.843015 G 142 ACACAAACGTGCGcacacacaCTGACAGACAGGGACAAGcacacacacacacaAGAAGacacacacacacacacacacacacacacacAGACAGacacacacacacacAAACTGGCAGACAGGGACATGcacacaTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2217:20111:9536 1 40 69 15 3 AC CACACACACACACAAGAAGACACACACACACACAC NA 0 0 18 7 124 CGcacacacaCTGACAGACAGGGACAAGcacacacaca CGCACACACACTGACAGACA TGTGTGCATGTCCCTGTCTG 8 7 12 20 135 20 60,806 60,250 34,100 35,100 1,056,135 G 142 ACACAAACGTGCGcacacacaCTGACAGACAGGGACAAGcacacacacacacaAGAAGacacacacacacacacacacacacacacacAGACAGacacacacacacacAAACTGGCAGACAGGGACATGcacacaTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 1 1 18 8 190 ACTCACTAGGATTtctctcTTCCCTTGAACACTCACCA ACTCACTAGGATTTCTCTCTTCCC GAGAGAGATCCTGGCGAGTG 17 8 7 24 196 20 59,040 59,332 39,700 35,100 5,627,832 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 0 0 18 7 190 CACTCACTAGGATTtctctcTTCCCTTGAACACTCACCACACTCACTAGGATTTCTCTCTTCCC AGAGAGATCCTGGCGAGTGT 17 7 6 25 195 20 60,163 60,034 39,700 35,500 5,197,058 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 0 0 18 7 191 TCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCTCACTCACTAGGATTTCTCTCTTCC AGAGAGATCCTGGCGAGTGT 18 7 5 25 195 20 59,345 60,034 34,600 35,500 5,688,250 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 0 0 18 1 169 TCCCTTGAACACTCACCAGGAtctctctctctctctctctctcTCCCTTGAACACTCACCAGG AGAGAGATCCTGGCGAGTGT 1 7 27 20 195 20 59,235 60,034 44,500 35,500 0.798491 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 0 0 18 1 170 TTCCCTTGAACACTCACCAGGAtctctctctctctctctctc TTCCCTTGAACACTCACCAGG AGAGAGATCCTGGCGAGTGT 1 7 26 21 195 20 59,857 60,034 44,500 35,500 1,176,471 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:30736:30298 1 48 121 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGGAT NA 0 0 18 0 168 CCCTTGAACACTCACCAGGAtctctctctctctctctctctct CCCTTGAACACTCACCAGGA AGAGAGATCCTGGCGAGTGT 0 7 28 20 195 20 59,235 60,034 38,600 35,500 0.798491 G 203 AGGATCACTCACTAGGATTtctctcTTCCCTTGAACACTCACCAGGAtctctctctctctctctctctctctctctcCCCTGGAtctctctctctcccccctctctcCCCCGGCTCCctctctGGGAtctctctctctcCGAGGAtctctcCCCAGGAtctctctctcCCCTTGAACACTCGCCAGGAtctctctcGCGCTCC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 8 33 190 AGACACATATGCAAGCAAAGGAACACAATCAGAAGAGACACATATGCAAGCAAAGGA TATTTCACTTTGGCTGTATGTCCA 33 81 69 22 258 24 58,311 58,434 33,600 40,200 9,254,856 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 111 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC CTTGTGTCTGCATGTGCCTG 1 41 104 19 214 20 59,429 59,760 41,600 48,500 1,811,604 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 143 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC GCTGTATGTCCATGTGCGTG 1 73 104 19 246 20 59,429 59,625 41,600 53,400 1,946,217 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 144 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC GGCTGTATGTCCATGTGCGT 1 74 104 19 247 20 59,429 60,744 41,600 52,400 2,315,873 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 1 145 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC TGGCTGTATGTCCATGTGCG 1 75 104 19 248 20 59,429 60,744 41,600 53,400 2,315,517 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 33 191 AGACACATATGCAAGCAAAGGAACACAATCAGAAGAGACACATATGCAAGCAAAGGA GTATTTCACTTTGGCTGTATGTCCA 33 81 69 22 259 25 58,311 59,586 33,600 40,200 9,103,801 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 30 190 ACACATATGCAAGCAAAGGAACACAATCAGAAGCTACACATATGCAAGCAAAGGAACA AGTATTTCACTTTGGCTGTATGTCC 30 82 71 23 260 25 59,426 59,352 31,800 40,200 9,221,630 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 1 103 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC TGCATGTGCCTGCGTGTATA 1 33 104 19 206 20 59,429 60,108 41,600 14,700 1,679,405 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 124 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 1 114 CTCACAGAAGCGCAACCACGcacacacacacacacacacCTCACAGAAGCGCAACCAC TTGCTTGTGTCTGCATGTGC 1 44 104 19 217 20 59,429 59,969 41,600 45,700 1,602,503 F 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 1 8 10 189 ATGTGCACTGACGCAGAAGAAAACAAACAAacacac ATGTGCACTGACGCAGAAGA GCATGTGCCTGCGTGTATAA 10 32 17 20 205 20 59,966 58,986 28,700 0.9800 1,047,516 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 17 240 CCCTCAGATGTGCACTGACGCAGAAGAAAACAAAC CCCTCAGATGTGCACTGACG TTGGCTGTATGTCCATGTGC 17 76 10 20 249 20 60,739 58,537 43,500 45,700 2,201,378 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 15 240 CTCAGATGTGCACTGACGCAGAAGAAAACAAACAACTCAGATGTGCACTGACGCA CTTTGGCTGTATGTCCATGTGC 15 76 12 20 251 22 60,668 60,159 52,400 45,700 2,827,739 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 12 203 AGATGTGCACTGACGCAGAAGAAAACAAACAAaca AGATGTGCACTGACGCAGAA TTGCTTGTGTCTGCATGTGC 12 44 15 20 217 20 59,966 59,969 30,200 45,700 0.064963 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 10 190 ATGTGCACTGACGCAGAAGAAAACAAACAAacacac ATGTGCACTGACGCAGAAGA TGCATGTGCCTGCGTGTATA 10 33 17 20 206 20 59,966 60,108 28,700 14,700 0.141865 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 10 201 ATGTGCACTGACGCAGAAGAAAACAAACAAacacac ATGTGCACTGACGCAGAAGA TTGCTTGTGTCTGCATGTGC 10 44 17 20 217 20 59,966 59,969 28,700 45,700 0.064963 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 9 189 TGTGCACTGACGCAGAAGAAAACAAACAAacacaca TGTGCACTGACGCAGAAGAA TGCATGTGCCTGCGTGTATA 9 33 18 20 206 20 60,179 60,108 25,200 14,700 0.287031 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 10 8 188 GTGCACTGACGCAGAAGAAAACAAACAAacacacac GTGCACTGACGCAGAAGAAA TGCATGTGCCTGCGTGTATA 8 33 19 20 206 20 59,063 60,108 25,200 14,700 1,045,249 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:7354:32654 1 47 107 15 2 AC ACACACACACACACACACACACAGACACATATGCAANA 0 0 11 17 241 CCCTCAGATGTGCACTGACGCAGAAGAAAACAAAC CCCTCAGATGTGCACTGACG TTTGGCTGTATGTCCATGTGC 17 76 10 20 250 21 60,739 59,182 43,500 45,700 2,556,822 G 263 ACAAACAACCCCTCAGATGTGCACTGACGCAGAAGAAAACAAACAAacacacacacacacacacacacAGACACATATGCAAGCAAAGGAACACAATCAGAAGCTCACAGAAGCGCAACCACGcacacacacacacacacacacacacacacaAACATATGGATATACaaaaaTATcacacacaTTTATACACGCAGGCACATGCAGACACAAGCAAATACACAAACACGCACATGGACATACAGCCAAAGTGAAATACTCAC

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 1 1 9 32 160 AGAAATGTACACATAGGCACAAACATacacacATACAAGAAATGTACACATAGGCACAAACA CCTGTCTCGGTCAGCGTTTA 32 46 14 25 173 20 59,232 59,757 28,300 20,100 6,010,490 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 9 32 172 AGAAATGTACACATAGGCACAAACATacacacATACAAGAAATGTACACATAGGCACAAACA TTTGTGGGCATCCCTGTCTC 32 58 14 25 185 20 59,232 59,962 28,300 33,600 5,805,831 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 10 32 171 GAAATGTACACATAGGCACAAACATacacacATACAAGAAATGTACACATAGGCACAAACA TTTGTGGGCATCCCTGTCTC 32 58 15 24 185 20 57,992 59,962 28,300 33,600 6,046,102 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 49 185 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT TTTGTGGGCATCCCTGTCTC 49 58 1 21 185 20 58,204 59,962 27,100 33,600 2,834,469 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 49 186 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT ATTTGTGGGCATCCCTGTCT 49 59 1 21 186 20 58,204 59,294 27,100 34,100 3,502,736 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 49 190 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT TGTAATTTGTGGGCATCCCTGT 49 61 1 21 190 22 58,204 60,225 27,100 40,000 5,021,546 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 49 190 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT TGTAATTTGTGGGCATCCCTG 49 62 1 21 190 21 58,204 58,544 27,100 44,500 5,251,861 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 49 191 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT TTGTAATTTGTGGGCATCCCTG 49 62 1 21 191 22 58,204 59,169 27,100 44,500 5,627,227 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 46 173 CGCAAacacacacAGAAATGTACACATAGGCACAAACCGCAAACACACACAGAAATGT CCTGTCTCGGTCAGCGTTTA 49 46 1 21 173 20 58,204 59,757 27,100 20,100 3,039,129 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 0 128 ATACAAATTCTCACAAACAAACACGcacacaAacacac ATACAAATTCTCACAAACAAACACG CCTGTCTCGGTCAGCGTTTA 0 46 46 25 173 20 57,322 59,757 44,900 20,100 7,921,019 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 0 128 ATACAAATTCTCACAAACAAACACGcacacaAacacac ATACAAATTCTCACAAACAAACACG CCTGTCTCGGTCAGCGTTT 0 47 46 25 173 19 57,322 60,006 44,900 36,000 8,684,296 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 0 130 acATACAAATTCTCACAAACAAACACGcacacaAacac ACATACAAATTCTCACAAACAAACACG CCTGTCTCGGTCAGCGTTTA 0 46 44 27 173 20 59,780 59,757 44,900 20,100 7,462,742 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 11 0 132 ATACAAATTCTCACAAACAAACACGcacacaAacacac ATACAAATTCTCACAAACAAACACG CATCCCTGTCTCGGTCAGC 0 51 46 25 177 19 57,322 59,857 44,900 42,600 8,820,942 B 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 12 5 134 acacacATACAAATTCTCACAAACAAACACGcacacaA ACACACATACAAATTCTCACAAACAA CCTGTCTCGGTCAGCGTTTA 5 46 40 26 173 20 58,457 59,757 28,300 20,100 7,785,715 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8186:35115 1 71 37 15 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 13 6 134 acacacATACAAATTCTCACAAACAAACACGcacacaA ACACACATACAAATTCTCACAAACA CCTGTCTCGGTCAGCGTTTA 6 46 40 25 173 20 57,905 59,757 28,300 20,100 7,337,333 F 239 CGCAAacacacacAGAAATGTACACATAGGCACAAACATacacacATACAAATTCTCACAAACAAACACGcacacaAacacacacacacacacacacacacacacacATATAAACTCACAACAATATACGCTAGATCAATTATGGATTAAAATTAAACGCTGACCGAGACAGGGATGCCCACAAATTACAAAAGTGAATTTAGAAAATACTCACAAATGCACATACACaaaaaCACACG

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 1 1 15 0 119 TGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgTGACTGTATGTGTATGTGTCTGTGA AGATGGACACACACGCTCAC 0 7 5 25 123 20 59,757 60,320 35,800 35,100 5,562,738 G 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 15 0 135 TGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgTGACTGTATGTGTATGTGTCTGTGA AGACGGACTAGGACAAAGATGG 0 21 5 25 139 22 59,757 59,239 35,800 35,100 8,004,046 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 16 4 190 ATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgATGTGACTGTATGTGTATGTGTCT GCTGGAAATGTGGGAAATACTGA 4 72 2 24 191 23 57,714 58,984 34,100 34,100 10,302,684 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 3 190 ATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgATGTGACTGTATGTGTATGTGTCTG GCTGGAAATGTGGGAAATACTGA 3 72 2 25 191 23 58,898 58,984 35,100 34,100 10,118,442 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 121 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT AGATGGACACACACGCTCAC 2 7 3 25 123 20 59,989 60,320 34,100 35,100 5,330,517 G 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 122 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT AAGATGGACACACACGCTCA 2 8 3 25 124 20 59,989 59,607 34,100 42,600 5,403,324 G 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 137 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT AGACGGACTAGGACAAAGATGG 2 21 3 25 139 22 59,989 59,239 34,100 35,100 7,771,826 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 146 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT GGAACACATAGACGGACTAGGAC 2 29 3 25 148 23 59,989 59,934 34,100 38,500 8,077,099 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 147 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT AGGAACACATAGACGGACTAGGA 2 30 3 25 149 23 59,989 60,054 34,100 29,400 8,064,460 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 2 152 TGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgt TGTGACTGTATGTGTATGTGTCTGT TCGTAAGGAACACATAGACGGAC 2 35 3 25 154 23 59,989 59,872 34,100 47,900 8,138,166 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 17 1 136 GTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtg GTGACTGTATGTGTATGTGTCTGTG AGACGGACTAGGACAAAGATGG 1 21 4 25 139 22 59,654 59,239 36,600 35,100 8,107,219 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2217:8359:66531 1 30 67 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATG NA 0 0 18 2 190 ATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgATGTGACTGTATGTGTATGTGTCTGT GCTGGAAATGTGGGAAATACTGA 2 72 2 26 191 23 60,295 58,984 34,100 34,100 10,311,737 D 191 TATGTGACTGTATGTGTATGTGTCTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGTAtgtgtgtgTAtgtgtgtgtgtgtgtgtgAGCACGTGTGAGCgtgtgtgtCCATCTTTGTCCTAGTCCGTCTATGTGTTCCTTACGACTGTTGTTATCCATTCAGTATTTCCCACATTTCCAGC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 1 1 6 8 139 CCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGT CCCACTAACACCCTGTGTCA GGAGTTCAGAGTGAAAGGGAGA 25 8 65 20 203 22 59,238 59,099 35,800 37,100 3,662,963 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 10 8 155 TTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAA TTGGCTCTCTGTGTCTCCCA GGAGTTCAGAGTGAAAGGGAGA 41 8 49 20 203 22 60,472 59,099 43,700 37,100 3,372,326 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 11 0 130 CCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGT CCCACTAACACCCTGTGTCA AGTGAAAGGGAGAGACAGACA 25 0 65 20 194 21 59,238 58,036 35,800 34,100 3,726,627 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 11 0 146 TTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAA TTGGCTCTCTGTGTCTCCCA AGTGAAAGGGAGAGACAGACA 41 0 49 20 194 21 60,472 58,036 43,700 34,100 3,435,990 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 12 0 131 CCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGT CCCACTAACACCCTGTGTCA GAGTGAAAGGGAGAGACAGACA 25 0 65 20 195 22 59,238 59,106 35,800 34,100 3,656,544 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 12 0 147 TTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAA TTGGCTCTCTGTGTCTCCCA GAGTGAAAGGGAGAGACAGACA 41 0 49 20 195 22 60,472 59,106 43,700 34,100 3,365,907 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 15 8 198 ActctctctCGctctctctGtctctctcTAActctctCACTGTTT ACTCTCTCTCGCTCTCTCTGT GGAGTTCAGAGTGAAAGGGAGA 83 8 6 21 203 22 59,445 59,099 34,100 37,100 4,455,620 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 15 7 198 ActctctctCGctctctctGtctctctcTAActctctCACTGTTT ACTCTCTCTCGCTCTCTCTGT GGAGTTCAGAGTGAAAGGGAGAG 83 7 6 21 203 23 59,445 60,056 34,100 32,000 4,611,253 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:10287:34711 1 110 64 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTGCCTNA 0 0 15 0 190 ActctctctCGctctctctGtctctctcTAActctctCACTGTTT ACTCTCTCTCGCTCTCTCTGT GAGTGAAAGGGAGAGACAGACA 83 0 6 21 195 22 59,445 59,106 34,100 34,100 4,449,201 G 203 GTCTCActctctctCGctctctctGtctctctcTAActctctCACTGTTTGGctctctGTGTCTCCCACTAACACCCTGTGTCAAATTTTCCGtctctcTGTAACTCAAtctctctctctctctctctctctctctctcTATCTGCctctctctctCCCTGtctctctctctcTGTCTGtctctcCCTTTCACTCTGAACTCC

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 74 227 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTTGTAGCTCTTCTGAGTGCCA ATGGGTTTGGAAGGCACTGT 74 83 1 20 227 20 58,367 59,812 49,200 35,500 1,820,930 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 73 227 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTTGTAGCTCTTCTGAGTGCCAG ATGGGTTTGGAAGGCACTGT 73 83 1 21 227 20 59,452 59,812 48,500 35,500 1,736,162 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 26 170 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTTGTAGCTCTTCTGAGTGCCAG GATGGTACTGTCAGGTGGCT 73 26 1 21 170 20 59,452 59,095 48,500 47,500 2,453,177 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 73 221 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTTGTAGCTCTTCTGAGTGCCAG TTGGAAGGCACTGTCGAAGG 73 77 1 21 221 20 59,452 60,250 48,500 34,600 1,798,115 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 42 159 TGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTT TGTTTAGGTTATGGCCAGCC GTTGCTGCAGTGCATCTTGT 42 47 33 20 191 20 57,862 59,687 48,500 31,600 2,450,853 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 42 189 TGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTT TGTTTAGGTTATGGCCAGCC TTGGAAGGCACTGTCGAAGG 42 77 33 20 221 20 57,862 60,250 48,500 34,600 2,388,105 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 27 139 TGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTT TGTTTAGGTTATGGCCAGCC AGATGGTACTGTCAGGTGGC 42 27 33 20 171 20 57,862 59,095 48,500 50,100 3,043,167 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 26 138 TGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTT TGTTTAGGTTATGGCCAGCC GATGGTACTGTCAGGTGGCT 42 26 33 20 170 20 57,862 59,095 48,500 47,500 3,043,167 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:14336:53996 1 95 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 20 132 TGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTT TGTTTAGGTTATGGCCAGCC ACTGTCAGGTGGCTAAGACC 42 20 33 20 164 20 57,862 59,023 48,500 38,500 3,115,205 F 229 TGTAGCTCTTCTGAGTGCCAGAAAATTCATTTTGTTTAGGTTATGGCCAGCCATGGCTTCAATCACTTTAAAGCCTTTGTCCAGtttttAAGATtatatatatatatatatatatatatatataATTATaaaaaTACAGGGTAAGGTCTTAGCCACCTGACAGTACCATCTACAAGATGCACTGCAGCAACTCCCAAGGCTCCTTCGACAGTGCCTTCCAAACCCATGA

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 6 3 107 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC TCACACTTACGCACCACATG 34 3 116 20 222 20 60,108 58,492 44,000 32,100 1,615,507 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 3 108 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC TTCACACTTACGCACCACATG 34 3 116 20 223 21 60,108 59,130 44,000 32,100 1,978,347 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 3 158 ATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgC ATGGTGCATGAGGATGGATC TCACACTTACGCACCACATG 85 3 65 20 222 20 57,419 58,492 33,600 32,100 4,088,778 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 3 159 ATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgC ATGGTGCATGAGGATGGATC TTCACACTTACGCACCACATG 85 3 65 20 223 21 57,419 59,130 33,600 32,100 4,451,618 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 109 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC GTTCACACTTACGCACCACA 34 5 116 20 224 20 60,108 58,708 44,000 41,700 1,400,006 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 160 ATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgC ATGGTGCATGAGGATGGATC GTTCACACTTACGCACCACA 85 5 65 20 224 20 57,419 58,708 33,600 41,700 3,873,277 B 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 190 TGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATTGCATGAATGTGTGCCTGTAC GTTCACACTTACGCACCACA 114 5 35 21 224 20 59,188 58,708 29,000 41,700 3,104,026 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 191 ATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCAATGCATGAATGTGTGCCTGT GTTCACACTTACGCACCACA 116 5 34 20 224 20 58,447 58,708 40,000 41,700 2,844,640 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 5 221 ACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAACGAGAGCATGTGTGTTTGTG GTTCACACTTACGCACCACA 145 5 4 21 224 20 59,401 58,708 33,300 41,700 2,891,133 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 5 180 tgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATGTGCCTGTACGTGTGTGAT GTTCACACTTACGCACCACA 105 5 45 20 224 20 59,609 58,708 30,600 41,700 1,683,289 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 5 183 AtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGATGTGTGCCTGTACGTGTGT GTTCACACTTACGCACCACA 108 5 42 20 224 20 59,894 58,708 37,200 41,700 1,398,025 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 3 181 AtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGATGTGTGCCTGTACGTGTGT TCACACTTACGCACCACATG 108 3 42 20 222 20 59,894 58,492 37,200 32,100 1,613,525 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 5 131 gtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGGTGTGTGCGTGCATGTGTTA GTTCACACTTACGCACCACA 56 5 94 20 224 20 59,694 58,708 24,100 41,700 1,598,289 F 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 1 13 2 121 tgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgt TGGGCGTGAGTGAGTATGTG TCCACCATACAAACACACCCA 7 2 143 20 263 21 59,754 59,505 32,100 45,100 1,741,508 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 2 123 tgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgt TGTGGGCGTGAGTGAGTATG TCCACCATACAAACACACCCA 9 2 141 20 263 21 59,754 59,505 23,900 45,100 1,741,508 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 2 127 TAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtg TATGTGTGGGCGTGAGTGAG TCCACCATACAAACACACCCA 13 2 137 20 263 21 59,754 59,505 35,100 45,100 1,741,508 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 2 148 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC TCCACCATACAAACACACCCA 34 2 116 20 263 21 60,108 59,505 44,000 45,100 1,603,093 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 2 222 AtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGATGTGTGCCTGTACGTGTGT TCCACCATACAAACACACCCA 108 2 42 20 263 21 59,894 59,505 37,200 45,100 1,601,111 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 2 260 ACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAACGAGAGCATGTGTGTTTGTG TCCACCATACAAACACACCCA 145 2 4 21 263 21 59,401 59,505 33,300 45,100 3,094,219 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 0 146 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC CACCATACAAACACACCCACC 34 0 116 20 261 21 60,108 59,389 44,000 46,100 1,719,436 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 0 220 AtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGATGTGTGCCTGTACGTGTGT CACCATACAAACACACCCACC 108 0 42 20 261 21 59,894 59,389 37,200 46,100 1,717,455 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 13 0 258 ACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAACGAGAGCATGTGTGTTTGTG CACCATACAAACACACCCACC 145 0 4 21 261 21 59,401 59,389 33,300 46,100 3,210,562 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 15 1 147 GGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGA GGGAGGATGTGAGTGACTGC CCACCATACAAACACACCCAC 34 1 116 20 262 21 60,108 59,389 44,000 46,100 1,719,436 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 15 1 221 AtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGATGTGTGCCTGTACGTGTGT CCACCATACAAACACACCCAC 108 1 42 20 262 21 59,894 59,389 37,200 46,100 1,717,455 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:17330:23600 1 170 71 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCATNA 0 0 15 1 259 ACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAACGAGAGCATGTGTGTTTGTG CCACCATACAAACACACCCAC 145 1 4 21 262 21 59,401 59,389 33,300 46,100 3,210,562 G 266 AGTACGAGAGCAtgtgtgTTTGTGAAtgtgtgTATGCATGAAtgtgtgCCTGTACgtgtgtGATATGGTGCATGAGGATGGATCCAATTGCAtgtgtgtgCGTGCATGTGTTAATGGGAGGATGTGAGTGACTGCTTAtgtgtgGGCGTGAGTGAGTATGTGGTCTTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGGTGCGTAAGTGTGAACgtgtgtgtgtgtgtgtGGTGGgtgtgtTTGTATGGTGGATGT

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 7 55 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTGGGTGCTCAACGGATGATA GAGGGTCATTGACTTTCTCATCT 95 55 1 20 223 23 58,800 57,904 21,500 29,000 6,296,058 F 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 55 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTGGGTGCTCAACGGATGAT GAGGGTCATTGACTTTCTCATCT 96 55 1 19 223 23 59,010 57,904 24,500 29,000 7,086,867 F 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 55 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTGGGTGCTCAACGGATGATAA GAGGGTCATTGACTTTCTCATCT 94 55 1 21 223 23 59,443 57,904 17,500 29,000 6,653,814 F 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 19 148 AGCAAATACGTACAGTGGCCAGGATTTAATGTGGGAGCAAATACGTACAGTGGCCA GAGGGTCATTGACTTTCTCATCT 19 55 76 21 223 23 59,997 57,904 53,600 29,000 6,099,101 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 18 147 GCAAATACGTACAGTGGCCAGGATTTAATGTGGGCGCAAATACGTACAGTGGCCAG GAGGGTCATTGACTTTCTCATCT 18 55 77 21 223 23 59,603 57,904 48,500 29,000 6,493,438 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 13 141 ACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagACGTACAGTGGCCAGGATTT GAGGGTCATTGACTTTCTCATCT 13 55 83 20 223 23 59,309 57,904 21,700 29,000 5,787,204 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 5 134 GTGGCCAGGATTTAATGTGGGCTCCGgagagagagagGTGGCCAGGATTTAATGTGGG GAGGGTCATTGACTTTCTCATCT 5 55 90 21 223 23 59,243 57,904 46,100 29,000 6,852,981 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 4 132 GGCCAGGATTTAATGTGGGCTCCGgagagagagagag GGCCAGGATTTAATGTGGGC GAGGGTCATTGACTTTCTCATCT 4 55 92 20 223 23 59,247 57,904 53,600 29,000 5,849,100 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:18812:33762 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 2 131 GCCAGGATTTAATGTGGGCTCCGgagagagagagaga GCCAGGATTTAATGTGGGCTC GAGGGTCATTGACTTTCTCATCT 2 55 93 21 223 23 59,317 57,904 47,000 29,000 6,779,828 A 223 TGGGTGCTCAACGGATGATAATTAGAGTCTTTGTTTTCaaaaaTCCAtttttttAAAAGAATTCAAGTTGGAATGAGCAAATACGTACAGTGGCCAGGATTTAATGTGGGCTCCGgagagagagagagagagagagagagagagaCAGAGTGTGAAAGTGGTTAGATATCAGGACAAATCTCTTCATTTTAACCAACAATAGATGAGAAAGTCAATGACCCTC

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 20 163 TCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCTCGAGAGGGAGAGAGTTCCT CCGTAGAAACAGATCAGCGC 73 20 45 20 207 20 58,709 59,076 33,600 59,200 2,215,198 F 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 20 163 TCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCTCGAGAGGGAGAGAGTTCCTG CCGTAGAAACAGATCAGCGC 72 20 45 21 207 20 60,065 59,076 38,600 59,200 1,989,142 F 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 20 167 GCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgC GCGTTCGAGAGGGAGAGAGT CCGTAGAAACAGATCAGCGC 77 20 41 20 207 20 61,028 59,076 32,400 59,200 1,951,882 F 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 93 TGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtg TGTGCCTGTGAGAGTTTGTGT CGTAGAAACAGATCAGCGCAC 3 18 114 21 206 21 60,065 59,678 37,200 53,400 2,387,234 A 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 94 TGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtg TGTGCCTGTGAGAGTTTGTGT CCGTAGAAACAGATCAGCGC 3 20 114 21 207 20 60,065 59,076 37,200 59,200 1,989,581 A 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:19481:33375 1 138 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 3 95 TGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtg TGTGCCTGTGAGAGTTTGTGT TCCGTAGAAACAGATCAGCGC 3 20 114 21 208 21 60,065 60,469 37,200 59,200 2,534,742 A 211 AtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGAgtgtgtgtGCGTTCGAGAGGgagagaGTTCCTGTTTGTAtgtgtgCATTTCCCGAAATGTGAATCAgtgtgtCTACATGTATGTGCCTGTGAGAGTTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTATGGTAAGTGTAAGTGCGCTGATCTGTTTCTACGGAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25043:26800 1 26 89 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGCAG NA 1 1 17 6 174 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtg TGTGTGGGAGCAGTGAATG ATACACACACGCCAGGCATT 6 40 1 19 174 20 57,672 60,322 26,700 35,600 3,650,056 G 180 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAGTGAATGCCCGgtgtgtgtgtgtgggggAGCAGTGAATGCCGGgtgtgtgtgtgtgggggAGCAGTGAATGCCTGgtgtgtgtgggggAGCAGTGAATGCCTGGCgtgtgtgtATgggggA

ST‐E00142:460:H2K7HCCXY:6:2218:25043:26800 1 26 89 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGCAG NA 0 0 18 6 142 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtg TGTGTGGGAGCAGTGAATG ACACACACCAGGCATTCACT 6 8 1 19 142 20 57,672 59,817 26,700 34,100 3,511,091 G 180 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAGTGAATGCCCGgtgtgtgtgtgtgggggAGCAGTGAATGCCGGgtgtgtgtgtgtgggggAGCAGTGAATGCCTGgtgtgtgtgggggAGCAGTGAATGCCTGGCgtgtgtgtATgggggA

ST‐E00142:460:H2K7HCCXY:6:2218:25043:26800 1 26 89 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGCAG NA 0 0 18 6 143 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtg TGTGTGGGAGCAGTGAATG CACACACACCAGGCATTCAC 6 9 1 19 143 20 57,672 59,688 26,700 31,800 3,639,389 G 180 tgtgtgGGAGCAGTGAATGCCCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCAGTGAATGCCCGgtgtgtgtgtgtgggggAGCAGTGAATGCCGGgtgtgtgtgtgtgggggAGCAGTGAATGCCTGgtgtgtgtgggggAGCAGTGAATGCCTGGCgtgtgtgtATgggggA

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 8 22 191 GAGAAAGCAAGACAGCACCTTGCCTGACCATACCC GAGAAAGCAAGACAGCACCT CATGGGAGGAAGGAGGTGAC 22 99 30 20 220 20 58,110 59,456 40,000 36,700 2,433,294 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 22 191 AGAGAAAGCAAGACAGCACCTTGCCTGACCATACC AGAGAAAGCAAGACAGCACCT ATGGGAGGAAGGAGGTGACG 22 98 29 21 219 20 59,581 60,978 40,000 43,500 2,397,533 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 22 192 AGAGAAAGCAAGACAGCACCTTGCCTGACCATACC AGAGAAAGCAAGACAGCACCT CATGGGAGGAAGGAGGTGAC 22 99 29 21 220 20 59,581 59,456 40,000 36,700 1,963,136 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 10 90 CAGCACCTTGCCTGACCATACCCCAggggggagagagaCAGCACCTTGCCTGACCATA CCACAGGGTATGGTCAGGTG 10 10 42 20 131 20 60,035 59,747 27,400 40,000 0.288195 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 10 91 CAGCACCTTGCCTGACCATACCCCAggggggagagagaCAGCACCTTGCCTGACCATA TCCACAGGGTATGGTCAGGT 10 11 42 20 132 20 60,035 59,882 27,400 40,000 0.153497 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 10 171 CAGCACCTTGCCTGACCATACCCCAggggggagagagaCAGCACCTTGCCTGACCATA GAAGGAGGTGACGGAAAGGG 10 91 42 20 212 20 60,035 60,036 27,400 39,500 0.071446 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 9 90 AGCACCTTGCCTGACCATACCCCAggggggagagagag AGCACCTTGCCTGACCATAC TCCACAGGGTATGGTCAGGT 9 11 43 20 132 20 60,035 59,882 23,900 40,000 0.153401 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 9 170 AGCACCTTGCCTGACCATACCCCAggggggagagagag AGCACCTTGCCTGACCATAC GAAGGAGGTGACGGAAAGGG 9 91 43 20 212 20 60,035 60,036 23,900 39,500 0.071350 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:25591:66214 1 72 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 9 171 AGCACCTTGCCTGACCATACCCCAggggggagagagag AGCACCTTGCCTGACCATAC GGAAGGAGGTGACGGAAAGG 9 92 43 20 213 20 60,035 60,036 23,900 31,100 0.071350 F 256 ACCATACCTCGTGAagagagagagagAAAGAGAAAGCAAGACAGCACCTTGCCTGACCATACCCCAggggggagagagagagagagagagagagagagagaGTGGGCACCTCACCTGACCATACCCTGTGgagagaTAGACCTcccccTTCCATCTCATGCTATTCCCAGAGTCCCCTCCAATGTTGCTccccccTTTCCGTCACCTCCTTCCTCCCATGCTGcccccTCACTATTGCAACGGTATTTCTTTAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 26 242 ACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCACTCATATTTCATTGTTGTTGGATCA TCCAGCATTGTTAATAAGTAGAGTAGG 133 26 35 26 276 27 57,648 58,578 29,200 31,800 16,773,921 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 25 241 ACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCACTCATATTTCATTGTTGTTGGATCA CCAGCATTGTTAATAAGTAGAGTAGGT 133 25 35 26 275 27 57,648 58,795 29,200 30,800 16,556,972 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 31 247 ACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCACTCATATTTCATTGTTGTTGGATCA GCAAATCCAGCATTGTTAATAAGTAGA 133 31 35 26 281 27 57,648 58,594 29,200 25,900 16,757,667 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 190 aaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAACCTAAAGCTCCCTGCACAA AGGTCAGAGTCCAGGAGTTGA 110 8 63 21 252 21 59,855 59,852 33,300 31,800 2,292,940 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 190 aaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAACCTAAAGCTCCCTGCACA AGGTCAGAGTCCAGGAGTTGA 111 8 63 20 252 21 59,229 59,852 45,700 31,800 1,919,153 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 191 aaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAG AAACCTAAAGCTCCCTGCACA AGGTCAGAGTCCAGGAGTTGA 111 8 62 21 252 21 59,855 59,852 45,700 31,800 2,292,940 F 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 134 CCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGCCTCGAGGTGAATGCCATCA GTCCAGGAGTTGAGGGTTGC 63 1 111 20 244 20 59,821 60,607 30,700 41,700 0.785439 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 192 AAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTG AAGCTCCCTGCACAATAGCA AGTAGAGTAGGTCAGAGTCCAGG 105 14 69 20 260 23 59,671 59,799 34,900 44,500 3,530,527 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 191 AAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTG AAGCTCCCTGCACAATAGCA GTAGAGTAGGTCAGAGTCCAGGA 105 13 69 20 259 23 59,671 59,800 34,900 38,600 3,529,646 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 180 AAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTG AAGCTCCCTGCACAATAGCA CAGAGTCCAGGAGTTGAGGG 105 5 69 20 248 20 59,671 59,099 34,900 43,000 1,230,384 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 99 TCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGTCCCTGATTACCAGCCCAGT AGAGTCCAGGAGTTGAGGGT 25 4 149 20 247 20 60,253 59,510 40,000 43,400 0.742727 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 137 CCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGCCTCGAGGTGAATGCCATCA AGAGTCCAGGAGTTGAGGGT 63 4 111 20 247 20 59,821 59,510 30,700 43,400 0.668333 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 179 AAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTG AAGCTCCCTGCACAATAGCA AGAGTCCAGGAGTTGAGGGT 105 4 69 20 247 20 59,671 59,510 34,900 43,400 0.818827 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 176 AAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTG AAGCTCCCTGCACAATAGCA GTCCAGGAGTTGAGGGTTGC 105 1 69 20 244 20 59,671 60,607 34,900 41,700 0.935933 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:2615:57354 1 194 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 190 AAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTT AAAGCTCCCTGCACAATAGCA AGAGTAGGTCAGAGTCCAGGAG 105 12 68 21 257 22 60,272 59,759 34,900 36,900 3,513,268 A 281 GAAATGGAGCTGATTATGGTaaaaaGGTATCATAACTCATATTTCAttgttgttgGATCaaaaaCCTAAAGCTCCCTGCACAATAGCAGTTTGACAGGAGTTGTATACTCCCTCGAGGTGAATGCCATCAGAAAATAGGATGCAGGGCTCCCTGATTACCAGCCCAGTTTTGACGCTTATTGGTGATTTTGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAACCCTCAACTCCTGGACTCTGACCTACTCTACTTATTAACAATGCTGGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 1 1 4 13 186 GGTCTCACCGATGTCCAACAGAATTACAATAAGACTGGTCTCACCGATGTCCAACA CTTCAGAGGGAGAAGGCAGC 51 13 93 20 278 20 59,680 60,108 33,300 52,500 0.428125 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 4 13 190 GTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGTGTGGTCTCACCGATGTCC CTTCAGAGGGAGAAGGCAGC 55 13 89 20 278 20 60,390 60,108 40,200 52,500 0.497699 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 4 13 263 TCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCT TCTGCTGCACTCCTTCCAAG CTTCAGAGGGAGAAGGCAGC 128 13 16 20 278 20 59,964 60,108 36,100 52,500 0.143632 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 4 13 275 CTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTC CTCTCGGGAATCTCTGCTGC CTTCAGAGGGAGAAGGCAGC 140 13 4 20 278 20 60,249 60,108 52,500 52,500 0.357157 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 4 1 136 GGTACAGGAGCTGACACAGAGtctctctctctctctctctc GGTACAGGAGCTGACACAGA CTTCAGAGGGAGAAGGCAGC 1 13 143 20 278 20 58,742 60,108 34,100 52,500 1,365,495 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 5 13 187 TGGTCTCACCGATGTCCAACAGAATTACAATAAGACTGGTCTCACCGATGTCCAAC CTTCAGAGGGAGAAGGCAGC 52 13 92 20 278 20 59,680 60,108 37,700 52,500 0.428125 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 5 13 191 GGTGTGGTCTCACCGATGTCCAACAGAATTACAATAGGTGTGGTCTCACCGATGTC CTTCAGAGGGAGAAGGCAGC 56 13 88 20 278 20 60,390 60,108 30,600 52,500 0.497699 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 5 13 191 GGTGTGGTCTCACCGATGTCCAACAGAATTACAATAGGTGTGGTCTCACCGATGT CTTCAGAGGGAGAAGGCAGC 57 13 88 19 278 20 59,328 60,108 30,600 52,500 1,779,494 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 5 1 137 AGGTACAGGAGCTGACACAGAGtctctctctctctctctc AGGTACAGGAGCTGACACAGA CTTCAGAGGGAGAAGGCAGC 1 13 142 21 278 20 60,203 60,108 34,100 52,500 1,310,814 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 5 0 136 GGTACAGGAGCTGACACAGAGtctctctctctctctctctc GGTACAGGAGCTGACACAGAG CTTCAGAGGGAGAAGGCAGC 0 13 143 21 278 20 59,796 60,108 33,500 52,500 1,311,274 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 6 13 188 GTGGTCTCACCGATGTCCAACAGAATTACAATAAGAGTGGTCTCACCGATGTCCAA CTTCAGAGGGAGAAGGCAGC 53 13 91 20 278 20 59,680 60,108 35,300 52,500 0.428125 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:29214:3647 1 164 82 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATCTCAC NA 0 0 6 13 264 CTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCCTCTGCTGCACTCCTTCCAA CTTCAGAGGGAGAAGGCAGC 129 13 15 20 278 20 59,964 60,108 35,300 52,500 0.143632 D 286 TCACTCTCGGGAATCTCTGCTGCACTCCTTCCAAGGCTCGTATATCCTTCCTTAGGTAAGGAGACCGAATCTATACACAGTAATCCAGGTGTGGTCTCACCGATGTCCAACAGAATTACAATAAGACTTCTTCACTCTGACAGGTACAGGAGCTGACACAGAGtctctctctctctctctctctctctctctcAATCTCACTGCTGctctctctctGtctctctctcAAtctctctctctctctcTATCAATCTCTACGCTGCCTTCTCCCTCTGAAGGTGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 1 1 12 10 138 aTACACGCGCATGcacacaTGCACGCCCATacacacac ATACACGCGCATGCACACAT GGATGTGTGCGTGTGTGTAC 10 32 11 20 148 20 61,368 59,489 32,100 29,000 1,879,566 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 13 12 139 caTACACGCGCATGcacacaTGCACGCCCATacacaca CATACACGCGCATGCACAC GGATGTGTGCGTGTGTGTAC 12 32 10 19 148 20 60,581 59,489 38,200 29,000 2,092,114 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 14 20 148 GATGcacacaTACACGCGCATGcacacaTGCACGCCCAGATGCACACATACACGCGC TGGATGTGTGCGTGTGTGTA 20 33 2 19 149 20 60,297 59,895 68,600 29,000 1,401,906 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 14 12 140 caTACACGCGCATGcacacaTGCACGCCCATacacaca CATACACGCGCATGCACAC TGGATGTGTGCGTGTGTGTA 12 33 10 19 149 20 60,581 59,895 38,200 29,000 1,685,932 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 14 10 139 aTACACGCGCATGcacacaTGCACGCCCATacacacac ATACACGCGCATGCACACAT TGGATGTGTGCGTGTGTGTA 10 33 11 20 149 20 61,368 59,895 32,100 29,000 1,473,384 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 56 15 2 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 16 18 147 ATGcacacaTACACGCGCATGcacacaTGCACGCCCATATGCACACATACACGCGCAT TGGATGTGTGCGTGTGTGTA 18 33 3 20 149 20 61,368 59,895 47,300 29,000 1,473,384 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 1 12 11 241 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCAGATGCACACATACACGCGC GAGGGTGCTGCTGGAAGG 20 11 1 20 241 18 61,696 60,046 68,600 34,600 3,741,429 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 12 4 226 aTACACGCGCATGcacacaTGCACGCCCATacacacac ATACACGCGCATGCACACAT TGCTGCTGGAAGGCATATGT 10 4 11 20 236 20 61,368 59,743 32,100 22,900 1,625,096 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 13 11 240 GATGcacacaTACACGCGCATGcacacaTGCACGCCCAGATGCACACATACACGCGC GAGGGTGCTGCTGGAAGG 20 11 2 19 241 18 60,297 60,046 68,600 34,600 3,342,402 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 13 4 235 GATGcacacaTACACGCGCATGcacacaTGCACGCCCAGATGCACACATACACGCGC TGCTGCTGGAAGGCATATGT 20 4 2 19 236 20 60,297 59,743 68,600 22,900 1,553,618 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 14 11 240 GATGcacacaTACACGCGCATGcacacaTGCACGCCCAGATGCACACATACACGCGCA GAGGGTGCTGCTGGAAGG 19 11 2 20 241 18 61,965 60,046 60,900 34,600 4,010,927 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30015:61995 1 41 172 15 4 AC ACACACACACACACACACACACACACACACATACGCNA 0 0 16 4 234 ATGcacacaTACACGCGCATGcacacaTGCACGCCCATATGCACACATACACGCGCAT TGCTGCTGGAAGGCATATGT 18 4 3 20 236 20 61,368 59,743 47,300 22,900 1,625,096 G 242 AGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacATACGcacacacacacaGacacacacAGACATACACATGcacacacaCGTACACAAATGTacacacacGcacacaTCCACATAAacacacGTGcacacacacacaCTCGcacacacaCGCGcacacacaGacacacacacacATGCACATATGCCTTCCAGCAGCACCCTCA

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 49 192 GGATTTCTCAACAGCCCACCCatatatCAGTAACACTGGGATTTCTCAACAGCCCACC CAAGGCAGGCCATTGTTGAG 49 73 57 20 248 20 58,823 59,754 46,100 30,200 1,422,940 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 48 177 GATTTCTCAACAGCCCACCCatatatCAGTAACACTGTGATTTCTCAACAGCCCACCC GTTGAGGCTGTCCAAGTTGG 48 59 58 20 234 20 58,823 59,046 46,100 37,700 2,131,853 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 48 191 GATTTCTCAACAGCCCACCCatatatCAGTAACACTGTGATTTCTCAACAGCCCACCC CAAGGCAGGCCATTGTTGAG 48 73 58 20 248 20 58,823 59,754 46,100 30,200 1,422,940 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 47 190 ATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCA CAAGGCAGGCCATTGTTGAG 47 73 59 20 248 20 59,518 59,754 45,100 30,200 0.727986 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC
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ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 46 189 TTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCAT CAAGGCAGGCCATTGTTGAG 46 73 60 20 248 20 59,518 59,754 40,000 30,200 0.727986 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 46 190 ATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCAT CAAGGCAGGCCATTGTTGAG 46 73 59 21 248 20 59,922 59,754 40,000 30,200 1,323,202 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 73 248 GGTTGAACATACCACAATGCATAATAAATGGAAAA GGTTGAACATACCACAATGCA CAAGGCAGGCCATTGTTGAG 104 73 1 21 248 20 57,067 59,754 39,600 30,200 4,178,084 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 72 247 GGTTGAACATACCACAATGCATAATAAATGGAAAA GGTTGAACATACCACAATGCA AAGGCAGGCCATTGTTGAGG 104 72 1 21 247 20 57,067 60,902 39,600 38,600 4,834,125 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 2 120 TTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCAT TCGAAGGTGAAGACTGGAATCC 46 2 60 20 179 22 59,518 59,766 40,000 30,100 2,716,368 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 2 121 ATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCA TCGAAGGTGAAGACTGGAATCC 47 2 59 20 179 22 59,518 59,766 45,100 30,100 2,716,368 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 2 122 GATTTCTCAACAGCCCACCCatatatCAGTAACACTGTGATTTCTCAACAGCCCACCC TCGAAGGTGAAGACTGGAATCC 48 2 58 20 179 22 58,823 59,766 46,100 30,100 3,411,323 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 130 AGTCTCACTGAAACTCCCTCCctctctctctctctctctctct AGTCTCACTGAAACTCCCTCC GTTGAGGCTGTCCAAGTTGG 0 59 105 21 234 20 58,747 59,046 43,000 37,700 3,207,166 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 143 AGTCTCACTGAAACTCCCTCCctctctctctctctctctctct AGTCTCACTGAAACTCCCTCC AAGGCAGGCCATTGTTGAGG 0 72 105 21 247 20 58,747 60,902 43,000 38,600 3,154,294 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 144 AGTCTCACTGAAACTCCCTCCctctctctctctctctctctct AGTCTCACTGAAACTCCCTCC CAAGGCAGGCCATTGTTGAG 0 73 105 21 248 20 58,747 59,754 43,000 30,200 2,498,253 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 73 248 GGTTGAACATACCACAATGCATAATAAATGGAAAA GGTTGAACATACCACAATGCAT CAAGGCAGGCCATTGTTGAG 103 73 1 22 248 20 57,545 59,754 39,600 30,200 4,700,267 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 70 213 TGCAACCAAGACAGAGTCCATGGATTTCTCAACAG TGCAACCAAGACAGAGTCCA CAAGGCAGGCCATTGTTGAG 70 73 36 20 248 20 59,163 59,754 40,200 30,200 1,082,145 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 49 177 GGATTTCTCAACAGCCCACCCatatatCAGTAACACTGGGATTTCTCAACAGCCCACC TTGAGGCTGTCCAAGTTGGA 49 58 57 20 233 20 58,823 59,157 46,100 35,300 2,020,710 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 48 176 GATTTCTCAACAGCCCACCCatatatCAGTAACACTGTGATTTCTCAACAGCCCACCC TTGAGGCTGTCCAAGTTGGA 48 58 58 20 233 20 58,823 59,157 46,100 35,300 2,020,710 B 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 47 175 ATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCA TTGAGGCTGTCCAAGTTGGA 47 58 59 20 233 20 59,518 59,157 45,100 35,300 1,325,755 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 46 174 TTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCAT TTGAGGCTGTCCAAGTTGGA 46 58 60 20 233 20 59,518 59,157 40,000 35,300 1,325,755 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 1 119 TTTCTCAACAGCCCACCCatatatCAGTAACACTGTAATTTCTCAACAGCCCACCCAT CGAAGGTGAAGACTGGAATCCT 46 1 60 20 178 22 59,518 59,765 40,000 32,400 2,717,354 F 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 128 GTCTCACTGAAACTCCCTCCctctctctctctctctctctctctGTCTCACTGAAACTCCCTCC TTGAGGCTGTCCAAGTTGGA 0 58 106 20 233 20 57,247 59,157 43,000 35,300 3,596,364 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 129 AGTCTCACTGAAACTCCCTCCctctctctctctctctctctct AGTCTCACTGAAACTCCCTCC TTGAGGCTGTCCAAGTTGGA 0 58 105 21 233 20 58,747 59,157 43,000 35,300 3,096,022 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:30533:5546 1 126 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 143 GTCTCACTGAAACTCCCTCCctctctctctctctctctctctctGTCTCACTGAAACTCCCTCC CAAGGCAGGCCATTGTTGAG 0 73 106 20 248 20 57,247 59,754 43,000 30,200 2,998,595 A 263 GGTTGAACATACCACAATGCATAATAAATGGAAAATGCAACCAAGACAGAGTCCATGGATTTCTCAACAGCCCACCCatatatCAGTAACACTGTAAGTCATCCAGTCTCACTGAAACTCCCTCCctctctctctctctctctctctctctctctCAGGATTCCAGTCTTCACCTTCGAAGATGTAATTTGGGAATTTCTATCCAAAAGTCGCTCCAACTTGGACAGCCTCAACAATGGCCTGCCTTGCAGGCTTTCAATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 9 47 189 CCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTCT AACCCAGTGTGCACGTAGC 47 71 4 22 192 19 58,611 60,597 36,900 35,800 4,985,940 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 46 189 CCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTCTC AACCCAGTGTGCACGTAGC 46 71 4 23 192 19 59,610 60,597 32,000 35,800 4,986,682 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 25 139 CctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACCTCTCTCTAATTATTCGTTGAATTCC CATAAATTATGGAGAGGGAACCAGTG 25 31 21 27 159 26 58,016 59,512 30,100 36,600 15,471,730 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 25 139 CctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACCTCTCTCTAATTATTCGTTGAATTCC CATAAATTATGGAGAGGGAACCAGT 25 32 21 27 159 25 58,016 58,395 30,100 40,000 15,588,843 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 24 139 ctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACCTCTCTCTAATTATTCGTTGAATTCCT TCATAAATTATGGAGAGGGAACCAGT 24 32 22 27 160 26 57,243 59,610 33,600 40,000 16,147,096 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 43 186 TGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCTGTTATTCCCTCTCCCTCTCTCT AACCCAGTGTGCACGTAGC 43 71 7 23 192 19 59,466 60,597 31,000 35,800 5,130,933 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 49 198 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCT GATTGAGCAACCCAGTGTGC 49 78 3 21 200 20 57,778 59,758 42,000 45,700 3,464,411 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 49 241 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCT ACCCAGTGTTCAAATGGATAAGGA 49 117 3 21 243 24 57,778 59,956 42,000 33,600 7,266,458 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 48 198 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTC GATTGAGCAACCCAGTGTGC 48 78 3 22 200 20 58,884 59,758 43,000 45,700 3,358,191 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 48 241 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTC ACCCAGTGTTCAAATGGATAAGGA 48 117 3 22 243 24 58,884 59,956 43,000 33,600 7,160,238 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 47 198 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTCT GATTGAGCAACCCAGTGTGC 47 78 3 23 200 20 60,247 59,758 36,900 45,700 3,488,553 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 47 241 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTCT ACCCAGTGTTCAAATGGATAAGGA 47 117 3 23 243 24 60,247 59,956 36,900 33,600 7,290,600 F 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 183 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTTGTTTANA 0 1 8 1 280 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCT TGCAACTTATAATTTAGAACGAGGGT 49 1 3 21 282 26 57,778 58,892 42,000 43,400 10,329,935 G 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 183 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTTGTTTANA 0 0 8 1 280 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTCT TGCAACTTATAATTTAGAACGAGGGT 47 1 3 23 282 26 60,247 58,892 36,900 43,400 10,354,077 G 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:31243:62470 1 73 183 15 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTTGTTTANA 0 0 8 1 280 ACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAACCTTGTTATTCCCTCTCCCTC TGCAACTTATAATTTAGAACGAGGGT 48 1 3 22 282 26 58,884 58,892 43,000 43,400 10,223,715 G 282 GAACCTTGTTATTCCCTCTCCctctctctAATTATTCGTTGAATTCCTTATCTATTTTCACACGGGGCTGTGctctctctctctctctctctctctctctctGCTTGTTTATTACTTCCCctctctTTTTATACACTGGTTCCCTCTCCATAATTTATGAATTACACTCATTTGCTACGTGCACACTGGGTTGCTCAATCTCCAATGTAATAGGTCCAGTCCTTATCCATTTGAACACTGGGTTGctctctctctAACCCTCGTTCTAAATTATAAGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 1 1 2 3 192 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC GGACAAATAATGCAAACCCTGGA 3 106 17 20 208 23 60,250 59,486 38,500 38,600 3,763,982 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 2 3 193 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC TGGACAAATAATGCAAACCCTGG 3 107 17 20 209 23 60,250 59,740 38,500 44,500 3,510,847 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 2 3 245 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC GTCTCCCTCCTTCACATGGG 3 162 17 20 261 20 60,250 59,456 38,500 40,000 0.794217 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 2 0 190 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT TGGACAAATAATGCAAACCCTGG 0 107 20 20 209 23 59,383 59,740 35,500 44,500 3,877,792 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 3 4 97 ATTGCTCACAGGCTTGAGGACCATtctctctctctctctct ATTGCTCACAGGCTTGAGGA GCGTTGTTTGGGTGACTGAG 4 13 16 20 112 20 59,305 59,692 37,100 33,500 1,002,532 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 3 3 96 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC GCGTTGTTTGGGTGACTGAG 3 13 17 20 112 20 60,250 59,692 38,500 33,500 0.558227 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 3 0 93 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT GCGTTGTTTGGGTGACTGAG 0 13 20 20 112 20 59,383 59,692 35,500 33,500 0.925173 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 3 244 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC TCTCCCTCCTTCACATGGGT 3 161 17 20 260 20 60,250 59,881 38,500 45,100 0.369622 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 0 239 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT TCCCTCCTTCACATGGGTTT 0 159 20 20 258 20 59,383 58,544 35,500 32,700 2,073,235 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 4 0 241 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT TCTCCCTCCTTCACATGGGT 0 161 20 20 260 20 59,383 59,881 35,500 45,100 0.736567 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 5 3 93 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC TTGTTTGGGTGACTGAGAGTG 3 9 17 20 109 21 60,250 58,082 38,500 35,100 3,168,400 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 5 0 238 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT CCCTCCTTCACATGGGTTTCA 0 157 20 20 257 21 59,383 59,925 35,500 26,900 1,692,787 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 5 0 239 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT TCCCTCCTTCACATGGGTTTC 0 158 20 20 258 21 59,383 59,646 35,500 27,800 1,971,780 F 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 4 93 ATTGCTCACAGGCTTGAGGACCATtctctctctctctctct ATTGCTCACAGGCTTGAGGA TGTTTGGGTGACTGAGAGTG 4 9 16 20 108 20 59,305 57,380 37,100 35,100 3,315,023 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 6 3 92 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC TGTTTGGGTGACTGAGAGTG 3 9 17 20 108 20 60,250 57,380 38,500 35,100 2,870,719 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 7 4 183 ATTGCTCACAGGCTTGAGGACCATtctctctctctctctct ATTGCTCACAGGCTTGAGGA TGCAAACCCTGGAATCTCTGT 4 98 16 20 198 21 59,305 59,575 37,100 34,100 2,119,837 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 7 3 182 TTGCTCACAGGCTTGAGGACCATtctctctctctctctctc TTGCTCACAGGCTTGAGGAC TGCAAACCCTGGAATCTCTGT 3 98 17 20 198 21 60,250 59,575 38,500 34,100 1,675,533 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:4696:66830 1 40 40 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTNA 0 0 7 0 179 CTCACAGGCTTGAGGACCATtctctctctctctctctctctctCTCACAGGCTTGAGGACCAT TGCAAACCCTGGAATCTCTGT 0 98 20 20 198 21 59,383 59,575 35,500 34,100 2,042,479 B 273 AAGCTTAGTTGATGAATTGCTCACAGGCTTGAGGACCATtctctctctctctctctctctctctctctcTAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTCACCTACTCACGTTCCCTCTttcttcttcTCTACCCTCCATACCATCATAtctctctcTGACAGAGATTCCAGGGTTTGCATTATTTGTCCATATACCAATATTTATTTACGAACtttttGAAACCCATGTGAAGGAGGGAGACACTCATTCTCTA

ST‐E00142:460:H2K7HCCXY:6:2218:7730:3102 1 62 107 15 3 AC GTGTGTGTGTGTGTGACAGGGGGAAAATAATTATGNA 1 1 10 15 178 GGTGTAGGTGTGCCagagagagTGTATGCAAGAGAg GGTGTAGGTGTGCCAGAGAG GTGAACCAGCATACACTCACA 15 15 27 20 204 21 59,752 58,234 32,000 35,800 3,014,048 G 204 CGTGTGAgtgtgtgtgtGCGTGTGAGGGTGTAGGTGTGCCagagagagTGTATGCAAGAGAgtgtgtgtgtgtgtGACAgggggAAAATAATTAtgtgtgtgtgGGAGAAtgtgtgAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAagagagagagagagagagTAAACCAATGATGTATGTGAGTGTATGCTGGTTCAC

ST‐E00142:460:H2K7HCCXY:6:2218:7730:3102 1 62 107 15 3 AC GTGTGTGTGTGTGTGACAGGGGGAAAATAATTATGNA 0 0 10 10 173 AGGTGTGCCagagagagTGTATGCAAGAGAgtgtgtgt AGGTGTGCCAGAGAGAGTGT GTGAACCAGCATACACTCACA 10 15 32 20 204 21 60,471 58,234 35,500 35,800 3,237,146 G 204 CGTGTGAgtgtgtgtgtGCGTGTGAGGGTGTAGGTGTGCCagagagagTGTATGCAAGAGAgtgtgtgtgtgtgtGACAgggggAAAATAATTAtgtgtgtgtgGGAGAAtgtgtgAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAagagagagagagagagagTAAACCAATGATGTATGTGAGTGTATGCTGGTTCAC

ST‐E00142:460:H2K7HCCXY:6:2218:7730:3102 1 62 107 15 3 AC GTGTGTGTGTGTGTGACAGGGGGAAAATAATTATGNA 0 0 12 15 186 CGTGTGAGGGTGTAGGTGTGCCagagagagTGTATG CGTGTGAGGGTGTAGGTGTG GTGAACCAGCATACACTCACA 23 15 19 20 204 21 60,320 58,234 38,200 35,800 3,085,867 G 204 CGTGTGAgtgtgtgtgtGCGTGTGAGGGTGTAGGTGTGCCagagagagTGTATGCAAGAGAgtgtgtgtgtgtgtGACAgggggAAAATAATTAtgtgtgtgtgGGAGAAtgtgtgAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAagagagagagagagagagTAAACCAATGATGTATGTGAGTGTATGCTGGTTCAC

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 1 1 14 1 244 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATCCCACCTTGCATCTCGGTG ACACACTCACACATTCACATGC 111 1 1 19 244 22 60,747 59,709 49,400 40,600 4,038,080 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 14 0 241 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATCCCACCTTGCATCTCGGTG CACTCACACATTCACATGCG 111 0 1 19 241 20 60,747 57,763 49,400 47,300 3,983,355 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 137 CCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtg CCTGATTTCATTTGGAAGTTAGACA ACACTCACACATTCACATGCG 0 0 106 25 242 21 57,547 59,468 34,100 47,300 8,985,317 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 138 TCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgt TCCTGATTTCATTTGGAAGTTAGAC ACACTCACACATTCACATGCG 1 0 105 25 242 21 57,312 59,468 25,900 47,300 9,220,379 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 138 TCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgt TCCTGATTTCATTTGGAAGTTAGACA ACACTCACACATTCACATGCG 0 0 105 26 242 21 58,769 59,468 34,100 47,300 8,763,184 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 163 TGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTGACTGGCTGCATGTTTCCA ACACTCACACATTCACATGCG 31 0 80 20 242 21 60,179 59,468 35,300 47,300 1,711,433 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 183 TGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTTGTTTCCCTCTCCATGCGTC ACACTCACACATTCACATGCG 51 0 60 20 242 21 60,036 59,468 51,900 47,300 1,568,826 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 184 CTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTCTGTTTCCCTCTCCATGCGT ACACTCACACATTCACATGCG 52 0 59 20 242 21 60,036 59,468 52,400 47,300 1,568,447 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 221 GACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCGACCCAGAGCTGCATTCTGA ACACTCACACATTCACATGCG 89 0 22 20 242 21 59,749 59,468 32,700 47,300 1,783,791 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 222 TGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGTGACCCAGAGCTGCATTCTG ACACTCACACATTCACATGCG 90 0 21 20 242 21 60,036 59,468 30,200 47,300 1,568,162 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 226 GTGATGACCCAGAGCTGCATTCTGATCTGGTCGGC GTGATGACCCAGAGCTGCAT ACACTCACACATTCACATGCG 94 0 17 20 242 21 60,107 59,468 39,600 47,300 1,639,750 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8694:28435 1 131 91 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTG NA 0 0 15 0 242 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATCCCACCTTGCATCTCGGTG ACACTCACACATTCACATGCG 111 0 1 19 242 21 60,747 59,468 49,400 47,300 3,279,052 G 280 CCCACCTTGCATCTCGGTGATGACCCAGAGCTGCATTCTGATCTGGTCGGCCTCAGCTCTGTTTCCCTCTCCATGCGTCTGACTGGCTGCATGTTTCCAGCACTTCCTGATTTCATTTGGAAGTTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGTGCGTGTGCACATGTGAgtgtgtgtgtgtTAGTGTGCGAgtgtgtgtgtCtgtgtgCGCATGTGAAtgtgtgAgtgtgtATGTGTAtgtgtgtgAgtgtgtTtgtgtgtgtgCGT

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 1 1 10 0 116 GTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCT GTCTTTCCCTCGCTGTCTCG ACAAACCAGTAAAGAGACAGGCA 0 20 42 20 157 23 60,457 60,118 40,400 47,500 3,575,032 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 10 0 117 GTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCT GTCTTTCCCTCGCTGTCTCG CACAAACCAGTAAAGAGACAGGC 0 21 42 20 158 23 60,457 59,749 40,400 48,500 3,707,998 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 10 0 166 GTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCT GTCTTTCCCTCGCTGTCTCG CGCAGATGGGTGACTGACAA 0 73 42 20 207 20 60,457 60,321 40,400 31,800 0.777678 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 10 0 176 GTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCT GTCTTTCCCTCGCTGTCTCG ATCAAGGTGACGCAGATGGG 0 83 42 20 217 20 60,457 60,108 40,400 40,000 0.564503 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 11 2 190 TTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTTTTGTCTTTCCCTCGCTGTCT TATAATGAATCATCAAGGTGACGCAG 2 88 39 21 228 26 59,584 59,575 34,100 51,800 7,841,213 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 11 2 190 TTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTTTTGTCTTTCCCTCGCTGTCT TATAATGAATCATCAAGGTGACGCA 2 89 39 21 228 25 59,584 58,712 34,100 52,400 7,703,926 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 12 1 117 TGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTTGTCTTTCCCTCGCTGTCTC ACAAACCAGTAAAGAGACAGGCA 1 20 41 20 157 23 59,396 60,118 33,600 47,500 3,721,606 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 12 1 177 TGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTTGTCTTTCCCTCGCTGTCTC ATCAAGGTGACGCAGATGGG 1 83 41 20 217 20 59,396 60,108 33,600 40,000 0.711077 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:8775:54840 1 62 53 15 2 AG CTCTCTCTCTCTGCCTGTCTCTTTCTCTCTCTCTCTCT NA 0 0 12 1 190 TGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTTGTCTTTCCCTCGCTGTCTC CATATAATGAATCATCAAGGTGACGCA 1 89 41 20 230 27 59,396 60,095 33,600 52,400 7,698,671 D 263 ACAATATTACCCACTTTTGCTCTAGATACTGACTTTCTTTTGTCTTTCCCTCGCTGTCTCGctctctctctctGCCTGTCTCTTtctctctctctctctctctctctctctctcGCTCTGTCTGtctctctctcTGCCTGTCTCTTTACTGGTTTGTGAAGGAAAACTTAAGATCTTCATATGCCTCTTGTCAGTCACCCATCTGCGTCACCTTGATGATTCATTATATGGTTATTTCCAGTTTGGTTAGTTTTCCTTCGTAA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 15 10 141 TGACACAGACAGATGCATacacacacAGTGACAGTGATGACACAGACAGATGCATACACA TCCGTCTGACAATTTGTGTGT 57 10 30 23 170 21 59,993 58,087 37,200 37,200 5,919,523 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 9 141 TGACACAGACAGATGCATacacacacAGTGACAGTGATGACACAGACAGATGCATACACA TCCGTCTGACAATTTGTGTGTC 57 9 30 23 170 22 59,993 59,130 37,200 36,700 5,876,553 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 15 9 143 AGTGACACAGACAGATGCATacacacacAGTGACAG AGTGACACAGACAGATGCATACA TCCGTCTGACAATTTGTGTGTC 59 9 28 23 170 22 59,741 59,130 22,900 36,700 6,128,924 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 16 0 90 ACACTCAGTGACAGAGacacacacATACACAGTGACAACACTCAGTGACAGAGACACAC ATTTGTGTGTCACTGGCACT 18 0 70 22 159 20 59,900 57,943 38,200 44,000 4,157,059 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 17 2 90 TCAGTGACAGAGacacacacATACACAGTGACAGTGaTCAGTGACAGAGACACACACA GACAATTTGTGTGTCACTGGCA 15 2 74 21 163 22 58,901 59,901 37,200 49,200 4,198,339 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:37454 1 110 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 18 2 90 CTCAGTGACAGAGacacacacATACACAGTGACAGTGCTCAGTGACAGAGACACACACA ACAATTTGTGTGTCACTGGCA 15 2 73 22 162 21 59,900 58,901 37,200 49,200 4,198,371 F 176 cacacaTAGTGACAATGacacacacacAGTGACACAGACAGATGCATacacacacAGTGACAGTGACAAACACTCAGTGACAGAGacacacacATACACAGTGACAGTGacacacacacacacacacacacacacacacAGTGCCAGTGacacacAAATTGTCAGACGGAAATATA

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 1 8 40 159 GAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGGAGTGGTGCGAGAGAGAGTG CTGGTGAGTTGCTAGGTCGT 43 40 66 20 224 20 59,830 59,396 35,100 43,400 0.773685 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 10 40 157 GTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGGTGGTGCGAGAGAGAGTGAG CTGGTGAGTTGCTAGGTCGT 41 40 68 20 224 20 59,830 59,396 35,100 43,400 0.773685 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 12 48 190 CGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaG CGAGAGTGTGTGCAAGAGTG TTCTGACTTTATCTGGTGAGTTGC 62 48 47 20 236 24 58,865 59,003 35,100 41,700 6,132,442 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 12 47 190 CGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaG CGAGAGTGTGTGCAAGAGTG TTCTGACTTTATCTGGTGAGTTGCT 62 47 47 20 236 25 58,865 60,222 35,100 39,100 6,356,768 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 12 39 155 GGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGGGTGCGAGAGAGAGTGAGTG CTGGTGAGTTGCTAGGTCGT 39 40 70 20 224 20 59,830 59,396 35,100 43,400 0.773685 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 12 2 118 GGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGGGTGCGAGAGAGAGTGAGTG CAGGTTTGAGCTGCATTGAGT 39 2 70 20 187 21 59,830 59,115 35,100 34,100 2,054,695 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 12 1 117 GGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGGGTGCGAGAGAGAGTGAGTG AGGTTTGAGCTGCATTGAGTG 39 1 70 20 186 21 59,830 59,115 35,100 35,100 2,054,695 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 13 48 190 CGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaG CGAGAGTGTGTGCAAGAGTGA TTCTGACTTTATCTGGTGAGTTGC 61 48 47 21 236 24 60,269 59,003 34,100 41,700 6,266,653 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 129 36 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGAGANA 0 0 13 26 139 TGCgagagagaGTGAGTgagagaGTgagagaGTGTGAG TGCGAGAGAGAGTGAGTGAGA GGTCGTACTGTCCAGGAACA 36 26 72 21 210 20 59,997 59,036 32,700 31,800 1,966,506 F 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 1 11 3 214 AGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAGAGTGTGTGCAAATGAGTGC CTGGTGAGTTGCTAGGTCGT 3 40 11 21 224 20 59,394 59,396 44,000 43,400 2,209,279 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 11 1 176 AGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAGAGTGTGTGCAAATGAGTGC AGGTTTGAGCTGCATTGAGTG 3 1 11 21 186 21 59,394 59,115 44,000 35,100 3,490,289 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 12 212 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA GCTAGGTCGTACTGTCCAGG 12 30 3 20 214 20 58,597 59,260 45,700 44,500 2,142,348 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 12 222 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA CTGGTGAGTTGCTAGGTCGT 12 40 3 20 224 20 58,597 59,396 45,700 43,400 2,006,356 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 12 240 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA CATTGTTTCTGACTTTATCTGGTGAGT 12 51 3 20 242 27 58,597 59,826 45,700 34,100 8,576,694 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 12 241 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA TCATTGTTTCTGACTTTATCTGGTGAG 12 52 3 20 243 27 58,597 59,611 45,700 35,100 8,791,563 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 12 241 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA TCATTGTTTCTGACTTTATCTGGTGA 12 53 3 20 243 26 58,597 58,776 45,700 40,200 8,626,371 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 2 185 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA CAGGTTTGAGCTGCATTGAGT 12 2 3 20 187 21 58,597 59,115 45,700 34,100 3,287,366 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:17310:44767 1 35 130 15 2 AC TGTGTGTGTGTGCGAGAGTGTGTGCAAGAGTGAGTNA 0 0 14 1 184 TGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtg TGAGAGTGAGAGTGTGTGCA AGGTTTGAGCTGCATTGAGTG 12 1 3 20 186 21 58,597 59,115 45,700 35,100 3,287,366 G 278 CATGAGAGTGAGAgtgtgtGCAAATGAGTGCATAtgtgtgtgtgtgCGAGAgtgtgtGCAAGAGTGAGTGGTGCgagagagaGTGAGTgagagaGTgagagaGTGTGAGTAtgtgtgAGTGAGTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaGCACTCAATGCAGCTCAAACCTGNCATGTTCCTGGACAGTACGACCTAGCAACTCACCAGATAAAGTCAGAAACAATGATGNTCTCTTTCACAGAATAAAACACTGaaaaaTGC

ST‐E00142:460:H2K7HCCXY:6:2219:18233:38315 1 57 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 1 1 8 13 126 AATGAATGCCCAGCCACTCATACACAAGCAAACACGAATGAATGCCCAGCCACTCA GCCGCTCAATTTGTAGCTGC 33 13 4 20 129 20 59,960 60,524 34,100 52,500 0.564238 B 136 CACAATGAATGCCCAGCCACTCATACACAAGCAAACACGCAATCACCCATAATGAAacacacacacacacacacacacacacacacAGacacacacAAACACTTAATTTGCAGCTACAAATTGAGCGGCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2219:18233:38315 1 57 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 8 8 101 AAGCAAACACGCAATCACCCATAATGAAacacacaca AAGCAAACACGCAATCACCC GCCGCTCAATTTGTAGCTGC 8 13 29 20 129 20 59,968 60,524 46,100 52,500 0.556173 B 136 CACAATGAATGCCCAGCCACTCATACACAAGCAAACACGCAATCACCCATAATGAAacacacacacacacacacacacacacacacAGacacacacAAACACTTAATTTGCAGCTACAAATTGAGCGGCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2219:18233:38315 1 57 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 8 6 99 GCAAACACGCAATCACCCATAATGAAacacacacacacGCAAACACGCAATCACCCAT GCCGCTCAATTTGTAGCTGC 6 13 31 20 129 20 60,038 60,524 40,000 52,500 0.562523 B 136 CACAATGAATGCCCAGCCACTCATACACAAGCAAACACGCAATCACCCATAATGAAacacacacacacacacacacacacacacacAGacacacacAAACACTTAATTTGCAGCTACAAATTGAGCGGCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 1 14 4 138 TCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtg TCAGTGTGTATGTGTTTGTGTTTC CACTCACACATGCACACACG 4 44 74 24 211 20 58,125 60,042 27,800 44,900 5,916,757 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 14 3 137 CAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgt CAGTGTGTATGTGTTTGTGTTTCT CACTCACACATGCACACACG 3 44 75 24 211 20 58,121 60,042 25,200 44,900 5,921,163 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 15 7 140 TTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgTTTCAGTGTGTATGTGTTTGTGT CACTCACACATGCACACACG 7 44 72 23 211 20 57,111 60,042 37,200 44,900 5,930,617 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 15 3 138 TCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtg TCAGTGTGTATGTGTTTGTGTTTCT CACTCACACATGCACACACG 3 44 74 25 211 20 59,354 60,042 25,200 44,900 5,687,855 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 15 3 143 TCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtg TCAGTGTGTATGTGTTTGTGTTTCT GCAGACACTCACACATGCAC 3 49 74 25 216 20 59,354 59,763 25,200 45,700 5,882,639 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 102 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGNA 0 0 15 3 144 TCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtg TCAGTGTGTATGTGTTTGTGTTTCT TGCAGACACTCACACATGCA 3 50 74 25 217 20 59,354 60,179 25,200 39,600 5,824,980 F 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 1 8 21 212 GAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAG GAGCGCATGTGAACCTGTTC TGCAGACACTCACACATGCA 21 50 6 20 217 20 59,833 60,179 31,800 39,600 0.345865 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 0 12 21 206 GAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAG GAGCGCATGTGAACCTGTTC CACTCACACATGCACACACG 21 44 6 20 211 20 59,833 60,042 31,800 44,900 0.208740 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 0 12 20 205 AGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGT AGCGCATGTGAACCTGTTCT CACTCACACATGCACACACG 20 44 7 20 211 20 60,250 60,042 30,100 44,900 0.292393 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 0 13 6 170 AGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGT AGCGCATGTGAACCTGTTCT ACACATGATCAGAAACACACAAA 20 6 7 20 176 23 60,250 57,167 30,100 28,300 6,083,873 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 0 13 6 171 GAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAG GAGCGCATGTGAACCTGTTC ACACATGATCAGAAACACACAAA 21 6 6 20 176 23 59,833 57,167 31,800 28,300 6,000,221 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18365:7954 1 47 101 15 2 AC TGTGTGTGTGTGTTTCTGTGTATGTTTTCAGTGTGTANA 0 0 13 6 176 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTATCTCTGAGCGCATGTGAACC ACACATGATCAGAAACACACAAA 26 6 1 20 176 23 60,390 57,167 36,200 28,300 6,223,747 G 218 TCTCTGAGCGCATGTGAACCTGTTCTTGCAtgtgtgTAAAAGTGGTtgtgtgtgtgtgTTTCTGTGTATGTTTTCAgtgtgtATGTGTTTGTGTTTCTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGtgtctgtctgtcTGTTTATTtgtgtgTTTCTGATCATGTGTATCTTTGTGNCCATGCgtgtgtGCAtgtgtgAGTGTCTGCAT

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 40 218 GGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATAGGCCTCCCTTTGCACAGAAT GAGGGAAAGCAGCACCTTGA 108 40 24 20 241 20 60,613 60,251 24,000 30,200 0.863913 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 167 CATCTCATCCCTTGCCGACATATGTAAATTAACTGG CATCTCATCCCTTGCCGACA AAAGCAGCACCTTGACCTGT 62 35 70 20 236 20 59,821 60,107 43,500 40,000 0.285286 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 213 GGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATAGGCCTCCCTTTGCACAGAAT AAAGCAGCACCTTGACCTGT 108 35 24 20 236 20 60,613 60,107 24,000 40,000 0.719531 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 34 166 CATCTCATCCCTTGCCGACATATGTAAATTAACTGG CATCTCATCCCTTGCCGACA AAGCAGCACCTTGACCTGTT 62 34 70 20 235 20 59,821 60,107 43,500 31,600 0.285286 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 34 176 ACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAACTTCACCGCCATCTCATCC AAGCAGCACCTTGACCTGTT 72 34 60 20 235 20 59,821 60,107 35,100 31,600 0.285519 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 34 212 GGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATAGGCCTCCCTTTGCACAGAAT AAGCAGCACCTTGACCTGTT 108 34 24 20 235 20 60,613 60,107 24,000 31,600 0.719531 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Aug‐75 1 133 CATCTCATCCCTTGCCGACATATGTAAATTAACTGG CATCTCATCCCTTGCCGACA ACCAACCCACCCATACACAG 62 1 70 20 202 20 59,821 59,596 43,500 36,600 0.582807 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Oct‐75 2 134 CATCTCATCCCTTGCCGACATATGTAAATTAACTGG CATCTCATCCCTTGCCGACA CACCAACCCACCCATACACA 62 2 70 20 203 20 59,821 59,889 43,500 37,200 0.290213 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:18609:15514 1 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Oct‐75 2 135 CCATCTCATCCCTTGCCGACATATGTAAATTAACTGGCCATCTCATCCCTTGCCGAC CACCAACCCACCCATACACA 63 2 69 20 203 20 60,534 59,889 47,900 37,200 0.645201 A 241 TTGGAAGCAGGTGTTGCTCTGCTGGCCTCCCTTTGCACAGAATCTTATTTGTTTAAAATACTTCACCGCCATCTCATCCCTTGCCGACATATGTAAATTAACTGGTGACAAGGTGTTTCTGTCAGAGCTTTAGCGTTAGTGGTATTGTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATGGGTGGGTTGGTGCCCACNATCACCAACAGGTCAAGGTGCTGCTTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 2 8 112 GAACTGATAGCAAGCTGGTGCTATGATAGgagagag GAACTGATAGCAAGCTGGTGC GGATTGCCACTTCCCACCTT 8 33 41 21 152 20 59,600 60,252 50,100 35,000 1,651,578 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 40 174 TCAGAACATGTTGGGTCAGGGGACAAGTAACAGAATCAGAACATGTTGGGTCAGGG AAATCCGGTGGTACCAGCAC 40 63 9 21 182 20 59,926 60,322 44,500 44,000 1,395,950 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 33 144 TCAGAACATGTTGGGTCAGGGGACAAGTAACAGAATCAGAACATGTTGGGTCAGGG GGATTGCCACTTCCCACCTT 40 33 9 21 152 20 59,926 60,252 44,500 35,000 1,325,550 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 47 240 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGGACTCAGGTCAGAACATGTTGG TTCTTTCTCATCTCCATCTTCAGCA 47 116 1 22 240 25 58,930 60,046 37,700 44,100 8,116,105 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 40 168 TCAGAACATGTTGGGTCAGGGGACAAGTAACAGAATCAGAACATGTTGGGTCAGGG GGTGGTACCAGCACTGATCC 40 57 9 21 176 20 59,926 60,108 44,500 33,600 1,181,418 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 40 227 TCAGAACATGTTGGGTCAGGGGACAAGTAACAGAATCAGAACATGTTGGGTCAGGG TCTCATCTCCATCTTCAGCACA 40 114 9 21 235 22 59,926 58,898 44,500 45,700 4,175,967 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 135 AACTGATAGCAAGCTGGTGCTATGATAGgagagaga AACTGATAGCAAGCTGGTGC GGTGGTACCAGCACTGATCC 8 57 42 20 176 20 58,543 60,108 50,100 33,600 1,565,001 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 136 GAACTGATAGCAAGCTGGTGCTATGATAGgagagag GAACTGATAGCAAGCTGGTGC GGTGGTACCAGCACTGATCC 8 57 41 21 176 20 59,600 60,108 50,100 33,600 1,507,445 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 194 AACTGATAGCAAGCTGGTGCTATGATAGgagagaga AACTGATAGCAAGCTGGTGC TCTCATCTCCATCTTCAGCACA 8 114 42 20 235 22 58,543 58,898 50,100 45,700 4,559,551 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 8 195 GAACTGATAGCAAGCTGGTGCTATGATAGgagagag GAACTGATAGCAAGCTGGTGC TCTCATCTCCATCTTCAGCACA 8 114 41 21 235 22 59,600 58,898 50,100 45,700 4,501,995 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 47 240 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGGACTCAGGTCAGAACATGTTGG TTCTTTCTCATCTCCATCTTCAGC 47 117 1 22 240 24 58,930 58,573 37,700 42,600 8,496,522 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20425:41374 1 70 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 46 240 ACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTACTCAGGTCAGAACATGTTGGG CTTCTTTCTCATCTCCATCTTCAGC 46 117 2 22 241 25 60,225 59,475 41,200 42,600 7,749,268 A 245 GACTCAGGTCAGAACATGTTGGGTCAGGGGACAAGTAACAGAACTGATAGCAAGCTGGTGCTATGATAGgagagagagagagagagagagagagagagaGTAGGGGTTAAGGGTAGTTCATCAGACAGGCAAAAGGTGGGAAGTGGCAATCCACNAGGATCAGTGCTGGTACCACCGGATTTTGGATTCAATGGAAATAAGGGATATGGGGANTGTGCTGAAGATGGAGATGAGAAAGAAGATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20506:54840 1 38 54 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 1 1 12 2 112 TCCAAAGAGATAGACAGCGAGATAGAGAAACACagTCCAAAGAGATAGACAGCGAGA TCACTCTTTGGATCACTCTCACT 11 2 5 22 116 23 58,378 58,844 40,400 34,100 7,777,268 B 124 GTGATCCAAAGAGATAGACAGCGAGATAGAGAAACACagagagagagagagagagagagagagagagTGAGACagtgagagtgagagtgagAGAGTGAGAGTGATCCAAAGAGTGATACAGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:20506:54840 1 38 54 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 15 8 119 TCCAAAGAGATAGACAGCGAGATAGAGAAACACagTCCAAAGAGATAGACAGCGAGA CCCTGTATCACTCTTTGGATCACT 11 8 5 22 123 24 58,378 59,837 40,400 34,100 7,784,636 B 124 GTGATCCAAAGAGATAGACAGCGAGATAGAGAAACACagagagagagagagagagagagagagagagTGAGACagtgagagtgagagtgagAGAGTGAGAGTGATCCAAAGAGTGATACAGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:20506:54840 1 38 54 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGANA 0 0 16 9 120 TCCAAAGAGATAGACAGCGAGATAGAGAAACACagTCCAAAGAGATAGACAGCGAGA TCCCTGTATCACTCTTTGGATCAC 11 9 5 22 124 24 58,378 59,838 40,400 30,600 7,783,878 B 124 GTGATCCAAAGAGATAGACAGCGAGATAGAGAAACACagagagagagagagagagagagagagagagTGAGACagtgagagtgagagtgagAGAGTGAGAGTGATCCAAAGAGTGATACAGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 2 8 164 CCTGGAGCTGGAAGAACAGGCTACATTTtatatatataCCTGGAGCTGGAAGAACAGG AGGGCAGGAATAGACAATGCA 8 85 59 20 222 21 60,036 59,434 40,000 39,600 1,601,389 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 14 190 AAAGGCCTGGAGCTGGAAGAACAGGCTACATTTta AAAGGCCTGGAGCTGGAAG AATGTAATCAATAAGACTGTCAGGGC 14 101 54 19 243 26 59,618 59,456 34,600 51,900 7,925,682 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 13 190 AAAGGCCTGGAGCTGGAAGAACAGGCTACATTTta AAAGGCCTGGAGCTGGAAGA AATGTAATCAATAAGACTGTCAGGGC 13 101 54 20 243 26 61,136 59,456 28,700 51,900 7,680,160 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 8 169 CCTGGAGCTGGAAGAACAGGCTACATTTtatatatataCCTGGAGCTGGAAGAACAGG CTGTCAGGGCAGGAATAGACA 8 90 59 20 227 21 60,036 59,166 40,000 34,100 1,869,260 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 8 173 CCTGGAGCTGGAAGAACAGGCTACATTTtatatatataCCTGGAGCTGGAAGAACAGG AAGACTGTCAGGGCAGGAAT 8 95 59 20 231 20 60,036 58,634 40,000 30,100 1,401,948 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 12 190 AAGGCCTGGAGCTGGAAGAACAGGCTACATTTtata AAGGCCTGGAGCTGGAAGAA AAATGTAATCAATAAGACTGTCAGGGC 12 101 55 20 244 27 61,136 59,933 25,200 51,900 8,203,823 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 Apr‐75 8 129 CCTGGAGCTGGAAGAACAGGCTACATTTtatatatataCCTGGAGCTGGAAGAACAGG TGTTGACAACCTATCACTGGCA 8 49 59 20 187 22 60,036 59,894 40,000 49,200 2,141,279 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 Apr‐75 7 128 CTGGAGCTGGAAGAACAGGCTACATTTtatatatatat CTGGAGCTGGAAGAACAGGC TGTTGACAACCTATCACTGGCA 7 49 60 20 187 22 60,676 59,894 48,500 49,200 2,781,800 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:23916:53821 1 87 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 8 8 116 CCTGGAGCTGGAAGAACAGGCTACATTTtatatatataCCTGGAGCTGGAAGAACAGG TCACTGGCAATTTCCATCGA 8 38 59 20 174 20 60,036 57,512 40,000 35,900 2,523,834 A 280 AATCAAAATGGCCATTGGaaaaaTCATTAATTGATCTGTCTAAAATTCAGATAAAAGGCCTGGAGCTGGAAGAACAGGCTACATTTtatatatatatatatatatatatatatataTTTATACATAAACAGGCTGCAATGTATACATTGACTTATCGATGGAAATTGCCAGTGATAGGTTGTCAACAAANAAATGCAACCATGCATTGTCTATTCCTGCCCTGACAGTCTTATTGATTACATTTTATNtatataACAACATGGATTTAAAATGATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 1 1 2 44 209 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG TAATCCAGCCTCAGCGTCAC 44 63 15 22 223 20 60,092 59,824 39,500 36,700 2,267,972 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 2 44 210 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG GTAATCCAGCCTCAGCGTCA 44 64 15 22 224 20 60,092 59,824 39,500 43,500 2,267,972 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 2 44 211 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG TGTAATCCAGCCTCAGCGTC 44 65 15 22 225 20 60,092 59,824 39,500 51,900 2,267,972 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 2 44 240 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG CATGCCATCACTGTAACGGAAG 44 92 15 22 254 22 60,092 59,647 39,500 34,600 4,444,863 G 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 Feb‐75 45 240 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGG CATGCCATCACTGTAACGGA 45 94 15 21 254 20 57,712 57,977 26,900 46,900 5,310,631 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 Feb‐75 44 240 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG CATGCCATCACTGTAACGGA 44 94 15 22 254 20 60,092 57,977 39,500 46,900 4,114,977 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 3 44 240 AGGCACCAATCACTCATAAGGGATTGTGCAAACAC AGGCACCAATCACTCATAAGGG CATGCCATCACTGTAACGGAA 44 93 15 22 254 21 60,092 58,645 39,500 43,000 4,447,409 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 3 19 183 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA TAATCCAGCCTCAGCGTCAC 19 63 41 21 223 20 59,193 59,824 31,800 36,700 1,982,902 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 3 19 184 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA GTAATCCAGCCTCAGCGTCA 19 64 41 21 224 20 59,193 59,824 31,800 43,500 1,982,902 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 3 19 185 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA TGTAATCCAGCCTCAGCGTC 19 65 41 21 225 20 59,193 59,824 31,800 51,900 1,982,902 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 4 11 131 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA CTGCAGACCTGATGTCCTCA 19 11 41 21 171 20 59,193 59,100 31,800 38,600 2,707,563 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 6 19 143 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA AGACACACAGCTCTGCAGAC 19 23 41 21 183 20 59,193 59,967 31,800 35,100 1,840,370 G 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 6 14 134 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA GCTCTGCAGACCTGATGTCC 19 14 41 21 174 20 59,193 60,462 31,800 40,200 2,268,835 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 6 14 135 GTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGGTGCAAACACGTTGTGAGTTC GCTCTGCAGACCTGATGTCC 20 14 40 21 174 20 58,826 60,462 30,100 40,200 2,635,657 D 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 8 18 138 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA CACAGCTCTGCAGACCTGAT 19 18 41 21 178 20 59,193 59,750 31,800 29,000 2,056,818 G 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 8 17 137 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA ACAGCTCTGCAGACCTGATG 19 17 41 21 177 20 59,193 59,750 31,800 30,700 2,056,818 G 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:24068:34641 1 81 60 15 2 AT ATATATATATATATATATATATATATATATGGATAGANA 0 0 8 16 136 TGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCTGCAAACACGTTGTGAGTTCA CAGCTCTGCAGACCTGATGT 19 16 41 21 176 20 59,193 59,750 31,800 30,600 2,056,818 G 287 GTATAATGATATAAAGGCACCAATCACTCATAAGGGATTGTGCAAACACGTTGTGAGTTCATTTATTAAGAGCAGCATAAatatatatatatatatatatatatatatatGGATAGAAAGtatatatatatatatatataGATAGAAAGCTTGAGGACATCAGGTCTGCAGAGCtgtgtgTCTATGTTCTGCTTGANGGTGAAGTGACGCTGAGGCTGGATTACATGacacacTTCCGTTACAGTGATGGCATGNTGCTACTCCTTAAAGGCATATTACAACAAATA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 2 30 202 CCGCTCCTGAACTTCAcccccAACAgggggAAAATTCT CCGCTCCTGAACTTCACCC TGAGAAGGCACACTCTTTATTTAGT 98 30 79 19 280 25 60,376 58,230 46,100 22,400 8,145,549 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 2 7 112 TCTTCCAGTAGCACCTCTGCTNAAATGatatatatatat TCTTCCAGTAGCACCTCTGC TGAGAAGGCACACTCTTTATTTAGT 7 30 169 20 280 25 59,102 58,230 42,600 22,400 7,667,832 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 2 7 113 TTCTTCCAGTAGCACCTCTGCTNAAATGatatatatata TTCTTCCAGTAGCACCTCTGC TGAGAAGGCACACTCTTTATTTAGT 7 30 168 21 280 25 59,724 58,230 42,600 22,400 8,045,934 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 Feb‐75 29 202 CCGCTCCTGAACTTCAcccccAACAgggggAAAATTCT CCGCTCCTGAACTTCACCC TGAGAAGGCACACTCTTTATTTAGTT 98 29 79 19 280 26 60,376 58,776 46,100 22,400 8,600,334 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 Feb‐75 7 112 TCTTCCAGTAGCACCTCTGCTNAAATGatatatatatat TCTTCCAGTAGCACCTCTGC TGAGAAGGCACACTCTTTATTTAGTT 7 29 169 20 280 26 59,102 58,776 42,600 22,400 8,122,617 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 30 164 TCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTCCCACTGTTTCTTCAACGG TGAGAAGGCACACTCTTTATTTAGT 59 30 117 20 280 25 58,038 58,230 44,400 22,400 8,731,306 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 3 30 203 CCCGCTCCTGAACTTCAcccccAACAgggggAAAATTC CCCGCTCCTGAACTTCACC TGAGAAGGCACACTCTTTATTTAGT 99 30 78 19 280 25 60,376 58,230 40,200 22,400 8,145,549 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 Mar‐75 30 153 CTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTTCAACGGTCAGAGCAAACA TGAGAAGGCACACTCTTTATTTAGT 47 30 128 21 280 25 59,060 58,230 28,300 22,400 8,709,446 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 Apr‐75 30 151 TCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTTCAACGGTCAGAGCAAACAA TGAGAAGGCACACTCTTTATTTAGT 46 30 130 20 280 25 57,969 58,230 28,300 22,400 8,800,771 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 8 30 275 AATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAAATTGGCCCGCCCACTTAAA TGAGAAGGCACACTCTTTATTTAGT 170 30 6 20 280 25 60,543 58,230 15,200 22,400 7,312,686 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 10 30 276 TAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCC TAATTGGCCCGCCCACTTAA TGAGAAGGCACACTCTTTATTTAGT 171 30 5 20 280 25 59,668 58,230 18,500 22,400 7,101,466 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2483:18344 1 196 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 10 30 277 TTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCC TTAATTGGCCCGCCCACTTA TGAGAAGGCACACTCTTTATTTAGT 172 30 4 20 280 25 59,668 58,230 22,400 22,400 7,101,466 F 280 ACCTTAATTGGCCCGCCCACTTAAAATGGCGgcgcgcCCCCAATCAGGGGCGCCGATTGGATgcgcgcCTCCATGCGCCCGCTCCTGAACTTCAcccccAACAgggggAAAATTCTTCCCACTGTTTCTTCAACGGTCAGAGCAAACAAATGTTCTCCCCAAACTCATTCTTCCAGTAGCACCTCTGCTNAAATGatatatatatatatatatatatatatatatACTCAACTTGaaaaaaaTTCATNGTTCATAACTAAATAAAGAGTGTGCCTTCTCA

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 1 1 9 34 216 TGCGTCAGGTACTTGAacacacAGacacacAGACACA TGCGTCAGGTACTTGAACACA CCCTCCTCCTGTCTGTGTAT 99 34 14 21 229 20 59,863 57,833 37,200 22,900 3,304,189 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 9 33 216 TGCGTCAGGTACTTGAacacacAGacacacAGACACA TGCGTCAGGTACTTGAACACA CCCTCCTCCTGTCTGTGTATC 99 33 14 21 229 21 59,863 58,964 37,200 22,400 3,172,915 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 33 151 AGGTATTTGAACATGCACAGGcacacacaTAGacacacAGGTATTTGAACATGCACAGGC CCCTCCTCCTGTCTGTGTATC 33 33 79 22 229 21 59,507 58,964 48,500 22,400 4,528,910 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 33 151 AGGTATTTGAACATGCACAGGcacacacaTAGacacacAGGTATTTGAACATGCACAGGC CCCTCCTCCTGTCTGTGTAT 33 34 79 22 229 20 59,507 57,833 48,500 22,900 4,660,184 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 32 151 AGGTATTTGAACATGCACAGGcacacacaTAGacacacAGGTATTTGAACATGCACAGGC CCCTCCTCCTGTCTGTGTATCT 33 32 79 22 229 22 59,507 60,359 48,500 19,800 4,851,998 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 11 127 acacaTAGacacacacGCGTAGACACGCACCcacacaca ACACATAGACACACACGCGT CCCTCCTCCTGTCTGTGTAT 11 34 103 20 229 20 59,968 57,833 60,100 22,900 2,198,492 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 11 127 acacaTAGacacacacGCGTAGACACGCACCcacacaca ACACATAGACACACACGCGT CCCTCCTCCTGTCTGTGTATC 11 33 103 20 229 21 59,968 58,964 60,100 22,400 2,067,217 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 10 5 121 AGacacacacGCGTAGACACGCACCcacacacacaCTca AGACACACACGCGTAGACAC CCCTCCTCCTGTCTGTGTATC 5 33 109 20 229 21 60,318 58,964 36,700 22,400 2,353,235 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:2595:49232 1 134 42 15 1.5 AC CACACACACACTCACACACACACACACACACACACANA 0 0 17 33 200 acacacAGacacacAGACACAGatatatGCAGACTTTGC ACACACAGACACACAGACACA CCCTCCTCCTGTCTGTGTATC 83 33 30 21 229 21 59,725 58,964 37,200 22,400 3,310,642 F 235 ACACAGTGCATTCTGCGTCAGGTACTTGAacacacAGacacacAGACACAGatatatGCAGACTTTGCATACCTCATCAGGTATTTGAACATGCACAGGcacacacaTAGacacacacGCGTAGACACGCACCcacacacacaCTcacacacacacacacacacacacacacacaCCACACTCATTCATTGAGGGACAAAATNagagagATACACAGACaggaggaggGGCAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 1 5 190 GTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTAGTTTCAGATTTCCAGCACCCG CCCTATTCTCACAGCAATAGATCAG 109 5 6 21 195 25 59,800 58,835 52,800 29,000 7,364,897 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 1 4 190 GTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTAGTTTCAGATTTCCAGCACCCG CCCTATTCTCACAGCAATAGATCAGT 109 4 6 21 195 26 59,800 60,240 52,800 34,100 7,439,564 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 6 190 GTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTAGTTTCAGATTTCCAGCACCCG CCCTATTCTCACAGCAATAGATCA 109 6 6 21 195 24 59,800 57,893 52,800 29,200 7,306,668 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 2 0 133 AAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAGAGTCCCATCGACGCAAG CTCACAGCAATAGATCAGTCTCT 60 0 56 20 188 23 60,109 57,481 40,100 31,000 5,627,463 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 1 134 AAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAGAGTCCCATCGACGCAAG TCTCACAGCAATAGATCAGTCTC 60 1 56 20 189 23 60,109 57,487 40,100 33,600 5,621,368 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 134 AAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAGAGTCCCATCGACGCAAG TCTCACAGCAATAGATCAGTCTCT 60 0 56 20 189 24 60,109 58,800 40,100 31,000 5,308,338 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 175 TTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCCAGCACCCGCAGTATTT TCTCACAGCAATAGATCAGTCTCT 101 0 15 20 189 24 59,962 58,800 14,000 31,000 5,237,313 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 176 TTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATTTTCCAGCACCCGCAGTATT TCTCACAGCAATAGATCAGTCTCT 102 0 14 20 189 24 59,962 58,800 18,900 31,000 5,237,313 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29762:8112 1 136 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 3 0 177 ATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGAATTTCCAGCACCCGCAGTAT TCTCACAGCAATAGATCAGTCTCT 103 0 13 20 189 24 59,744 58,800 21,200 31,000 5,455,614 F 231 TGTTTGTTTCAGATTTCCAGCACCCGCAGTATTTTGCTTTTATGTTAGATATTCTAAGAGTCCCATCGACGCAAGCTTCAGCTCCACACTTAAACCTTTGAAAACAACAGTTTGAGAGGGAGAAGGAGAgggggggagagagagagagagagagagagagagagaAGAGACTGATCTATTGCTGTGAGAATAgggggANagagagAAGAgggggAagagagAATAGGGGCA

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 12 15 110 CTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcCTCCACTGCATAGCCATTGC CGCAATTCTCCGCTTGCA 15 27 33 20 142 18 59,333 59,130 35,600 40,800 3,536,559 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 4 99 AGCCATTGCAAGTGGAGTGTTGCGcacacacacacacaAGCCATTGCAAGTGGAGTGT CGCAATTCTCCGCTTGCA 4 27 44 20 142 18 60,179 59,130 35,500 40,800 3,048,627 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 12 3 98 GCCATTGCAAGTGGAGTGTTGCGcacacacacacacac GCCATTGCAAGTGGAGTGTT CGCAATTCTCCGCTTGCA 3 27 45 20 142 18 59,324 59,130 33,200 40,800 3,545,279 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 15 110 CTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcCTCCACTGCATAGCCATTGC CGCAATTCTCCGCTTGCAAT 15 25 33 20 142 20 59,333 60,179 35,600 35,600 0.846069 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 4 99 AGCCATTGCAAGTGGAGTGTTGCGcacacacacacacaAGCCATTGCAAGTGGAGTGT CGCAATTCTCCGCTTGCAAT 4 25 44 20 142 20 60,179 60,179 35,500 35,600 0.358137 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 4 108 AGCCATTGCAAGTGGAGTGTTGCGcacacacacacacaAGCCATTGCAAGTGGAGTGT TTGTGTGTGCGCAATTCTCC 4 34 44 20 151 20 60,179 59,689 35,500 37,100 0.489524 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 15 155 CTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcCTCCACTGCATAGCCATTGC TCCGCTTGCAATGTATGTGC 15 70 33 20 187 20 59,333 59,549 35,600 45,700 1,118,296 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 4 144 AGCCATTGCAAGTGGAGTGTTGCGcacacacacacacaAGCCATTGCAAGTGGAGTGT TCCGCTTGCAATGTATGTGC 4 70 44 20 187 20 60,179 59,549 35,500 45,700 0.630364 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 18 3 143 GCCATTGCAAGTGGAGTGTTGCGcacacacacacacac GCCATTGCAAGTGGAGTGTT TCCGCTTGCAATGTATGTGC 3 70 45 20 187 20 59,324 59,549 33,200 45,700 1,127,016 B 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 22 30 191 acacacacaAATACACTTTCTCCACTGCATAGCCATTG ACACACACAAATACACTTTCTCCA TCACTCGTTAACATTACTCCGCT 30 84 14 24 204 23 58,810 59,808 38,600 55,200 8,381,929 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 23 29 191 acacacacaAATACACTTTCTCCACTGCATAGCCATTG ACACACACAAATACACTTTCTCCAC TCACTCGTTAACATTACTCCGCT 29 84 14 25 204 23 59,934 59,808 40,200 55,200 8,257,989 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29965:15215 1 68 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 23 28 190 cacacacaAATACACTTTCTCCACTGCATAGCCATTGCCACACACAAATACACTTTCTCCACT TCACTCGTTAACATTACTCCGCT 28 84 15 25 204 23 59,703 59,808 40,000 55,200 8,488,781 F 239 ATTTaaaaaaaaaacacacacaAATACACTTTCTCCACTGCATAGCCATTGCAAGTGGAGTGTTGCGcacacacacacacacacacacacacacacaAATACACTTTCTCTACTGCACatatatTGCAAGCGGAGAATTGCGcacacacaAATACACTTTCTCTACTGCACATACATTGCAAGCGGAGTAATGTTAACGAGTGAAGNACACTTGAACTTAAGCATTCAATTTTGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 1 1 3 0 116 CTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgCTAGCCCAAACATCTGTGCC GGGAGATGGAAATGCGTGTG 0 33 13 20 128 20 58,902 59,265 50,100 38,200 1,832,940 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 0 0 4 0 113 CTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgCTAGCCCAAACATCTGTGCC AGATGGAAATGCGTGTGTGC 0 30 13 20 125 20 58,902 59,477 50,100 45,700 1,621,122 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 0 0 4 0 114 aCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtACTAGCCCAAACATCTGTGCC AGATGGAAATGCGTGTGTGC 0 30 12 21 125 20 60,614 59,477 50,100 45,700 2,137,389 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 0 0 4 0 171 CTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgCTAGCCCAAACATCTGTGCC CACATTGCTCAGCTGGTTTCA 0 87 13 20 183 21 58,902 59,390 50,100 26,900 2,708,088 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 0 0 5 0 172 CTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgCTAGCCCAAACATCTGTGCC ACACATTGCTCAGCTGGTTTC 0 88 13 20 184 21 58,902 59,389 50,100 27,800 2,708,572 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:29975:59077 1 33 43 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGTGTNA 0 0 6 0 172 CTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgCTAGCCCAAACATCTGTGCC ACACATTGCTCAGCTGGTTT 0 89 13 20 184 20 58,902 58,304 50,100 32,700 2,794,113 F 252 TCTTTTaaaaaaCTAGCCCAAACATCTGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTtgtgtgtgtgtgGGTGGgtgtgtgagagagaAAGAGACACATGcacacaCGCATTTCCATCTcccccAGGAAAATGCTGCCAAATATCCCCGCTGTGGNTGAAACCAGCTGAGCAATGTGtttttGTTTTCGTATTTTAATTAGCTTCTGATGACANAGTAAAAGCAAAGAGAAAAGGGAAAATTAAAC

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 1 1 11 3 117 AGCTAACATGTGCACACTGCATCTCGTGCTCGCACCAGCTAACATGTGCACACTGC GGGAGCAAACTGTGAGCGT 18 3 77 20 193 19 59,123 60,598 44,000 50,700 2,475,201 D 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 3 131 ggCATTGACGCACAAGCTAACATGTGCACACTGCATGGCATTGACGCACAAGCTAA GGGAGCAAACTGTGAGCGT 32 3 63 20 193 19 59,479 60,598 30,900 50,700 2,119,421 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 3 186 GCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTGCTAGCTCTGCTTGAGGGAG GGGAGCAAACTGTGAGCGT 87 3 8 20 193 19 59,895 60,598 43,000 50,700 1,702,801 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 3 190 TACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCTACTGCTAGCTCTGCTTGAGG GGGAGCAAACTGTGAGCGT 90 3 4 21 193 19 59,246 60,598 38,600 50,700 3,351,780 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 2 116 AGCTAACATGTGCACACTGCATCTCGTGCTCGCACCAGCTAACATGTGCACACTGC GGAGCAAACTGTGAGCGTG 18 2 77 20 192 19 59,123 59,429 44,000 53,400 2,448,530 D 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 2 130 ggCATTGACGCACAAGCTAACATGTGCACACTGCATGGCATTGACGCACAAGCTAA GGAGCAAACTGTGAGCGTG 32 2 63 20 192 19 59,479 59,429 30,900 53,400 2,092,751 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 2 185 GCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTGCTAGCTCTGCTTGAGGGAG GGAGCAAACTGTGAGCGTG 87 2 8 20 192 19 59,895 59,429 43,000 53,400 1,676,131 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 2 187 CTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTGCTAGCTCTGCTTGAGGG GGAGCAAACTGTGAGCGTG 89 2 6 20 192 19 60,179 59,429 43,000 53,400 1,750,538 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 11 2 190 ATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGATACTGCTAGCTCTGCTTGAGG GGAGCAAACTGTGAGCGTG 90 2 3 22 192 19 59,635 59,429 38,600 53,400 3,936,430 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 12 2 117 AGCTAACATGTGCACACTGCATCTCGTGCTCGCACCAGCTAACATGTGCACACTGC GGGAGCAAACTGTGAGCGTG 18 2 77 20 193 20 59,123 61,846 44,000 53,400 2,722,880 D 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 12 2 131 ggCATTGACGCACAAGCTAACATGTGCACACTGCATGGCATTGACGCACAAGCTAA GGGAGCAAACTGTGAGCGTG 32 2 63 20 193 20 59,479 61,846 30,900 53,400 2,367,100 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:30543:41040 1 115 57 15 2 AC CACACACACACATGCTCACAGTGTGCCCACACACACNA 0 0 12 2 190 TACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCTACTGCTAGCTCTGCTTGAGG GGGAGCAAACTGTGAGCGTG 90 2 4 21 193 20 59,246 61,846 38,600 53,400 3,599,458 G 205 ATATACTGCTAGCTCTGCTTGAGGGAGATTTCGTACGGCATCTTGTACAGGTAGAGTCTgggggCATTGACGCACAAGCTAACATGTGCACACTGCATCTCGTGCTCGCACCCTcacacacacacaTGCTCACAGTGTGCCcacacacacacacacacacacacacacacaCNCACGCTCACAGTTTGCTCCCCcacacacacaT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 4 46 249 TCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGTCGGATTTCTGCTGGGCG CCCACTATTAGTCTACTTTCCACT 131 46 2 18 250 24 60,125 57,206 61,300 40,000 8,918,652 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 46 250 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGG GTCGGATTTCTGCTGGGCG CCCACTATTAGTCTACTTTCCACT 131 46 1 19 250 24 61,464 57,206 61,300 40,000 9,257,964 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 45 249 TCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGTCGGATTTCTGCTGGGCG CCCACTATTAGTCTACTTTCCACTA 131 45 2 18 250 25 60,125 57,107 61,300 27,400 10,018,271 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 29 149 GCAAACAGCCCTTCACATCACCCTAAcccccACCGAAGCAAACAGCCCTTCACATCA CCCACTATTAGTCTACTTTCCACT 29 46 102 20 250 24 59,039 57,206 30,700 40,000 7,754,524 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 26 146 AACAGCCCTTCACATCACCCTAAcccccACCGAAcccc AACAGCCCTTCACATCACCC CCCACTATTAGTCTACTTTCCACT 26 46 105 20 250 24 60,251 57,206 46,100 40,000 7,044,846 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 24 144 CAGCCCTTCACATCACCCTAAcccccACCGAAcccccccCAGCCCTTCACATCACCCTA CCCACTATTAGTCTACTTTCCACT 24 46 107 20 250 24 59,088 57,206 35,300 40,000 7,705,274 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 46 216 CGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGCGGAAAGCCTGCCTCAGT CCCACTATTAGTCTACTTTCCACT 98 46 35 18 250 24 59,651 57,206 34,100 40,000 9,142,502 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 46 215 GGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCG GGAAAGCCTGCCTCAGTGC CCCACTATTAGTCTACTTTCCACT 96 46 36 19 250 24 61,339 57,206 44,000 40,000 9,132,290 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31040:2803 1 151 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 46 216 CGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGCGGAAAGCCTGCCTCAGTG CCCACTATTAGTCTACTTTCCACT 97 46 35 19 250 24 61,037 57,206 36,600 40,000 8,830,641 F 288 GTCGGATTTCTGCTGGGCGCAGAGGCGGGCTGGGCGGAAAGCCTGCCTCAGTGCGCCGGCACTTTGTCCGAGATAtttttttaaaaaaGCAGTAAAACAAAGCAAACAGCCCTTCACATCACCCTAAcccccACCGAAcccccccGCCCCcacacacacacacacacacacacacacacaCCCCTATCAGGAAGATANAATAATTTTCATAATGTTATTGGAATTTAGTGGAAAGTAGACTAATAGTGGGGTCTGNACCTATGTCTAtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 1 1 12 19 160 CCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCGCTACTGCACTGACTAG CTGTCTGTCTACGTGTGTGT 37 19 69 20 228 20 59,899 57,224 25,700 37,200 2,877,711 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 12 19 196 CCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCATCGCGACTGGTGGTTAA CTGTCTGTCTACGTGTGTGT 73 19 33 20 228 20 60,391 57,224 20,100 37,200 3,166,915 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 12 4 127 CCACCCAGGGACATAACACAGACGcacacaAacacac CCACCCAGGGACATAACACA CTGTCTGTCTACGTGTGTGT 4 19 102 20 228 20 59,304 57,224 37,200 37,200 3,472,235 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 19 161 CCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCGCTACTGCACTGACTAG TCTGTCTGTCTACGTGTGTGT 37 19 69 20 229 21 59,899 58,705 25,700 37,200 2,396,378 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 19 178 AAACATTGCTTTACCCGCCCGCTACTGCACTGACTA AAACATTGCTTTACCCGCCC TCTGTCTGTCTACGTGTGTGT 54 19 52 20 229 21 59,394 58,705 61,300 37,200 2,901,075 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 19 197 CCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCATCGCGACTGGTGGTTAA TCTGTCTGTCTACGTGTGTGT 73 19 33 20 229 21 60,391 58,705 20,100 37,200 2,685,582 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 19 211 TGCATGAGAACCCACCATCGCGACTGGTGGTTAAA TGCATGAGAACCCACCATCG TCTGTCTGTCTACGTGTGTGT 87 19 19 20 229 21 60,393 58,705 38,400 37,200 2,687,842 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 5 129 TCCACCCAGGGACATAACACAGACGcacacaAacaca TCCACCCAGGGACATAACAC TCTGTCTGTCTACGTGTGTGT 5 19 101 20 229 21 59,011 58,705 33,200 37,200 3,283,811 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:31730:8710 1 126 64 15 1.5 AC CACACAAACACACACACACACACACTCACACACACANA 0 0 13 4 128 CCACCCAGGGACATAACACAGACGcacacaAacacac CCACCCAGGGACATAACACA TCTGTCTGTCTACGTGTGTGT 4 19 102 20 229 21 59,304 58,705 37,200 37,200 2,990,903 F 240 GTGGGTTTGGGACAATATTGCATGAGAACCCACCATCGCGACTGGTGGTTAAAACATTGCTTTACCCGCCCGCTACTGCACTGACTAGATTCGGGAAAATTCCACCCAGGGACATAACACAGACGcacacaAacacacacacacacacacTcacacacacacacacacacacacacacacaCGcacacaGACGCAGATTCACAGACANacacacacGTAGACAGACAGATTCATAGACAC

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 Mar‐75 4 91 GGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtGGATTGGGTTAACTTTGTTAGCC ACGAGGTTGCATAAACTGGGT 4 13 23 23 113 21 57,932 59,927 39,300 45,100 6,141,518 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 3 91 GGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtGGATTGGGTTAACTTTGTTAGCCT ACGAGGTTGCATAAACTGGGT 3 13 23 24 113 21 59,229 59,927 45,800 45,100 5,843,815 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 92 AGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgt AGGATTGGGTTAACTTTGTTAGCC ACGAGGTTGCATAAACTGGGT 4 13 22 24 113 21 59,229 59,927 39,300 45,100 5,843,815 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 205 AGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgt AGGATTGGGTTAACTTTGTTAGCC AACTCAATGCAGAACCTGGG 4 127 22 24 226 20 59,229 58,085 39,300 44,500 6,685,672 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 204 GGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtGGATTGGGTTAACTTTGTTAGCCT AACTCAATGCAGAACCTGGG 3 127 23 24 226 20 59,229 58,085 45,800 44,500 6,685,672 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 200 TGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtg TGGGTTAACTTTGTTAGCCTCT AACTCAATGCAGAACCTGGG 1 127 27 22 226 20 57,283 58,085 36,900 44,500 6,632,420 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Apr‐75 5 90 TCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgt TCAGGATTGGGTTAACTTTGTTAGC GGTTGCATAAACTGGGTGCG 5 10 20 25 109 20 59,524 60,109 30,900 53,400 5,584,883 F 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 10 101 GTCGATACATATCAGGATTGGGTTAACTTTGTTAGCGTCGATACATATCAGGATTGGGT GGTTGCATAAACTGGGTGCG 18 10 9 23 109 20 57,593 60,109 45,100 53,400 5,516,726 F 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 102 AGTCGATACATATCAGGATTGGGTTAACTTTGTTAGAGTCGATACATATCAGGATTGGGT GGTTGCATAAACTGGGTGCG 18 10 8 24 109 20 58,913 60,109 45,100 53,400 5,196,642 F 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 4 160 AGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgt AGGATTGGGTTAACTTTGTTAGCC AGCACAATGGGTACTGCAGT 4 82 22 24 181 20 59,229 59,598 39,300 44,000 5,172,269 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 3 159 GGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtGGATTGGGTTAACTTTGTTAGCCT AGCACAATGGGTACTGCAGT 3 82 23 24 181 20 59,229 59,598 45,800 44,000 5,172,269 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2219:4442:43009 1 50 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 1 155 TGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtg TGGGTTAACTTTGTTAGCCTCT AGCACAATGGGTACTGCAGT 1 82 27 22 181 20 57,283 59,598 36,900 44,000 5,119,017 B 238 TAGTCATAGTCGATACATATCAGGATTGGGTTAACTTTGTTAGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCAcgcgcgCACCCAGTTTATGCAACCTCGTACAATAGACAATAGTTGGAATTGTTACTAAAACAGTACTACTTTGGTAACTGCAGTACCCATTGTGCTACTGAGCCTTATAGACCTAGAGGGNCCCAGGTTCTGCATTGAGTTATTGCATCTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 2 41 248 GTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCC GTCTTCTTCACGCTGTTGCC GCCTGACAAGAAGCCTGGAT 41 137 19 20 266 20 59,764 60,035 45,200 34,100 0.270596 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 27 138 GTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCC GTCTTCTTCACGCTGTTGCC CAGCTGGGCTAACTGTGGAT 41 27 19 20 156 20 59,764 59,746 45,200 34,100 0.490104 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 45 226 TGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGC TGCAGTCTTCTTCACGCTGT GTTACCATGCGGACACAGGA 45 111 15 20 240 20 59,895 60,037 44,000 38,600 0.141620 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 45 252 TGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGC TGCAGTCTTCTTCACGCTGT GCCTGACAAGAAGCCTGGAT 45 137 15 20 266 20 59,895 60,035 44,000 34,100 0.139525 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 45 255 TGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGC TGCAGTCTTCTTCACGCTGT TCAGCCTGACAAGAAGCCTG 45 140 15 20 269 20 59,895 59,964 44,000 48,500 0.140736 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 104 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC CAGCTGGGCTAACTGTGGAT 7 27 53 20 156 20 59,963 59,746 38,500 34,100 0.291053 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 119 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC AAACAAAGGCAGGAGCAGCT 7 42 53 20 171 20 59,963 60,469 38,500 42,400 0.505646 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 187 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC TTACCATGCGGACACAGGAG 7 110 53 20 239 20 59,963 59,751 38,500 36,900 0.285995 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 188 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC GTTACCATGCGGACACAGGA 7 111 53 20 240 20 59,963 60,037 38,500 38,600 0.073639 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 214 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC GCCTGACAAGAAGCCTGGAT 7 137 53 20 266 20 59,963 60,035 38,500 34,100 0.071545 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 217 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC TCAGCCTGACAAGAAGCCTG 7 140 53 20 269 20 59,963 59,964 38,500 48,500 0.072755 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:10815:45646 1 80 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 178 CCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctct CCCTTTGTCCCTGTGAGACC GGACACAGGAGAGCAGGTTG 7 101 53 20 230 20 59,963 60,321 38,500 37,700 0.357997 F 290 TCAACACGAGGACTTGCAGTCTTCTTCACGCTGTTGCCCATACCAGCTGCAGCCCTTTGTCCCTGTGAGACCTCCCTCCctctctctctctctctctctctctctctctGTCCaaaaaCTCAGAGACTAAAAGACTATCCACAGTTAGCCCAGCTGCTCCTGCCTTTGTTTTCAGGTGTGAACATTTTGCACCCTACTTCCAGTAAGTCTCAACCTGCTCTCCTGTGTCCGCATGGTAACCAAACCATCCAGGCTTCTTGTCAGGCTGAATAAGCAGATAATATGACCCT

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 3 0 139 GCGTTAACTCACTCTGGGCTGCATGTAATGCAGGG GCGTTAACTCACTCTGGGCT TGAACTCAGAGTCAGAGGGAG 68 0 101 20 239 21 60,037 58,199 51,900 43,000 2,838,716 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 140 AGCGTTAACTCACTCTGGGCTGCATGTAATGCAGG AGCGTTAACTCACTCTGGGC TGAACTCAGAGTCAGAGGGAG 69 0 100 20 239 21 60,037 58,199 53,600 43,000 2,838,716 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 209 CTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACACTCCTGCTTGTCACAACTTGT TGAACTCAGAGTCAGAGGGAG 137 0 31 21 239 21 58,708 58,199 31,600 43,000 5,093,750 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 210 ACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACACTCCTGCTTGTCACAACTTGT TGAACTCAGAGTCAGAGGGAG 137 0 30 22 239 21 60,356 58,199 31,600 43,000 5,157,608 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 210 ACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACACTCCTGCTTGTCACAACTTG TGAACTCAGAGTCAGAGGGAG 138 0 30 21 239 21 58,708 58,199 31,600 43,000 5,093,750 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 139 GCGTTAACTCACTCTGGGCTGCATGTAATGCAGGG GCGTTAACTCACTCTGGGCT TGAACTCAGAGTCAGAGGGA 68 1 101 20 239 20 60,037 57,020 51,900 42,000 3,017,478 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 140 AGCGTTAACTCACTCTGGGCTGCATGTAATGCAGG AGCGTTAACTCACTCTGGGC TGAACTCAGAGTCAGAGGGA 69 1 100 20 239 20 60,037 57,020 53,600 42,000 3,017,478 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 240 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTG GATCCTCAGTGACACATTAGTCT TTGAACTCAGAGTCAGAGGGA 165 1 1 23 240 21 57,409 57,755 32,400 42,000 8,835,417 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 134 AACTCACTCTGGGCTGCATGTAATGCAGGGGAggggAACTCACTCTGGGCTGCATG TGAACTCAGAGTCAGAGGGAG 63 0 106 20 239 21 60,322 58,199 40,600 43,000 3,123,760 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 140 GCGTTAACTCACTCTGGGCTGCATGTAATGCAGGG GCGTTAACTCACTCTGGGCT TTGAACTCAGAGTCAGAGGGAG 68 0 101 20 240 22 60,037 58,839 51,900 43,000 3,198,300 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 240 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTG GATCCTCAGTGACACATTAGTCTT TTGAACTCAGAGTCAGAGGGAG 164 0 1 24 240 22 58,028 58,839 30,100 43,000 9,132,830 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12053:70504 1 189 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 240 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTG GATCCTCAGTGACACATTAGTCT TTGAACTCAGAGTCAGAGGGAG 165 0 1 23 240 22 57,409 58,839 32,400 43,000 8,751,597 F 274 GATCCTCAGTGACACATTAGTCTTTGATAACTCCTGCTTGTCACAACTTGTAGACTTTCAAAATACAGATGAGTTGTTCTGATGAGAATTTTCTGACTGAGCGTTAACTCACTCTGGGCTGCATGTAATGCAGGGGAggggggAGAGGGAGGgagagagaGTCTTCCTTTTGCTGCCTGCCTCCAAAGcacacacacacacacacacacacacacacaCTCCCTCTGACTCTGAGTTCAATAAGAATAAAGGCCAAAAtttttCTGTCGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 1 1 10 6 154 TACCCTCTGCTGGACACTGTCATAATcacacacacaca TACCCTCTGCTGGACACTGT GCTGGGTGTGGGTGTGTT 6 40 55 20 208 18 60,179 60,124 35,500 33,200 2,302,829 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 0 0 11 8 155 TCTACCCTCTGCTGGACACTGTCATAATcacacacaca TCTACCCTCTGCTGGACACT CTGGGTGTGGGTGTGTTGG 8 38 53 20 207 19 59,590 60,828 35,500 37,700 2,237,665 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 0 0 11 6 153 TACCCTCTGCTGGACACTGTCATAATcacacacacaca TACCCTCTGCTGGACACTGT CTGGGTGTGGGTGTGTTGG 6 38 55 20 207 19 60,179 60,828 35,500 37,700 2,006,721 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 0 0 17 8 202 TCTACCCTCTGCTGGACACTGTCATAATcacacacaca TCTACCCTCTGCTGGACACT GCTGTGGCTGTGTGTGTTG 8 85 53 20 254 19 59,590 59,935 35,500 33,300 1,474,497 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 0 0 17 7 201 CTACCCTCTGCTGGACACTGTCATAATcacacacacac CTACCCTCTGCTGGACACTG GCTGTGGCTGTGTGTGTTG 7 85 54 20 254 19 59,466 59,935 36,600 33,300 1,599,033 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:12094:28699 1 81 70 15 2 AC CACACACACACACACACACACACACACACATTTAGCNA 0 0 17 6 200 TACCCTCTGCTGGACACTGTCATAATcacacacacaca TACCCTCTGCTGGACACTGT GCTGTGGCTGTGTGTGTTG 6 85 55 20 254 19 60,179 59,935 35,500 33,300 1,243,553 G 264 TGGACACTGTCATAATcacacacacacacacacacacacacacaTTTAGCTATCTACCCTCTGCTGGACACTGTCATAATcacacacacacacacacacacacacacacaTTTAGCAATCTACCCTCCACcacacacacacaCCcacacaCCCCAcccccccccccccccccacacacCAccccccccccAacacacCCACACCCAGccccccAACACCCACAGCCACAGccccccAacacacacAGCCACAGccccccccACA

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 1 1 11 1 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATc TGCCCACTCCTGCACGTG CTCACTCTCTCACGCATGC 84 1 1 18 242 19 62,624 58,337 44,900 40,600 7,287,722 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 11 0 169 CCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtg CCCAGTGAGCGCAAGATTCT TCACTCTCTCACGCATGCG 10 0 73 20 241 19 60,392 60,154 24,000 47,300 1,546,152 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 11 0 195 TTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAG TTACACTCATTCGGGTCGGG TCACTCTCTCACGCATGCG 36 0 47 20 241 19 59,467 60,154 51,400 47,300 1,687,450 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 11 0 241 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATc TGCCCACTCCTGCACGTG TCACTCTCTCACGCATGCG 84 0 1 18 241 19 62,624 60,154 44,900 47,300 5,778,323 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 12 0 169 CCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCCAGTGAGCGCAAGATTCTTC CTCACTCTCTCACGCATGCG 8 0 74 21 242 20 59,604 61,139 28,700 47,300 2,534,937 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 12 0 170 CCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtg CCCAGTGAGCGCAAGATTCT CTCACTCTCTCACGCATGCG 10 0 73 20 242 20 60,392 61,139 24,000 47,300 1,530,830 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 12 0 196 TTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAG TTACACTCATTCGGGTCGGG CTCACTCTCTCACGCATGCG 36 0 47 20 242 20 59,467 61,139 51,400 47,300 1,672,128 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 12 0 197 TTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGTTTACACTCATTCGGGTCGGG CTCACTCTCTCACGCATGCG 36 0 46 21 242 20 60,067 61,139 51,400 47,300 2,205,352 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:13535:5704 1 103 120 15 4 AC TGTGTGTGTGCGTGTGTGCGGGTGGGAGTGTGTGTNA 0 0 12 0 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATc TGCCCACTCCTGCACGTG CTCACTCTCTCACGCATGCG 84 0 1 18 242 20 62,624 61,139 44,900 47,300 5,763,001 G 242 TGCCCACTCCTGCACGTGCCCGCCCACCGAAATATcgcgcgTCATTTTACACTCATTCGGGTCGGGCGCGTGCCCAGTGAGCGCAAGATTCTTCTCACTGTAtgtgtgtgtgCgtgtgtGCGGGTGGGAgtgtgtgtgtTtgtgtgtgCGCGTGCATGGGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgtgtgtGCGTATAtgtgtgtgtgCGCATGCGTgagagaGTGAG

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 1 1 7 13 116 ACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgACATGTGAGTTCCTGCGACT GAAACCTCATGCGCACACG 13 13 89 20 204 19 59,318 60,154 41,800 44,900 1,836,146 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 7 13 180 TGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAATGTCGGTGTATCTGGCCATG GAAACCTCATGCGCACACG 77 13 25 20 204 19 59,822 60,154 36,600 44,900 1,332,249 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 7 13 181 GTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAGTGTCGGTGTATCTGGCCAT GAAACCTCATGCGCACACG 78 13 24 20 204 19 59,822 60,154 44,000 44,900 1,332,481 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 7 11 114 ATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtg ATGTGAGTTCCTGCGACTGT GAAACCTCATGCGCACACG 11 13 91 20 204 19 59,318 60,154 35,500 44,900 1,836,146 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 7 10 113 TGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgTGTGAGTTCCTGCGACTGTG GAAACCTCATGCGCACACG 10 13 92 20 204 19 60,249 60,154 36,600 44,900 1,403,860 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 10 13 185 GTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtg GTGGGTGTCGGTGTATCTGG GAAACCTCATGCGCACACG 82 13 20 20 204 19 60,108 60,154 38,600 44,900 1,262,742 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 10 13 190 TTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGA TTTATGTGGGTGTCGGTGTATC GAAACCTCATGCGCACACG 85 13 15 22 204 19 58,136 60,154 22,400 44,900 5,018,656 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 11 13 190 TTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGA TTTATGTGGGTGTCGGTGTATCT GAAACCTCATGCGCACACG 84 13 15 23 204 19 59,484 60,154 19,800 44,900 4,670,713 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14509:18326 1 122 51 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGT NA 0 0 11 13 190 TTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGA TTTATGTGGGTGTCGGTGTAT GAAACCTCATGCGCACACG 86 13 15 21 204 19 57,015 60,154 22,900 44,900 5,139,432 D 204 TGTGTtgtgtgtgTTTTATGTGGGTGTCGGTGTATCTGGCCATGCAGGATAtgtgtgtgCAAGTTAGTTTGAGTCATTGAGAGCCCAAACATGTGAGTTCCTGCGACTGTGCGTGTTAGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGCgtgtgtgtgtgtgtGCGCTTGGGTGTCCGTGTGCGCATGAGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 1 1 2 7 180 GCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCAC GCTTCTGCCCTGAGAGATCC AGGCTGAATGACCTCCTCCT 103 7 55 20 234 20 59,893 59,956 33,600 36,900 0.150461 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 4 2 175 GCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCAC GCTTCTGCCCTGAGAGATCC GAATGACCTCCTCCTGTGCC 103 2 55 20 229 20 59,893 60,107 33,600 50,100 0.213981 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 7 136 CTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGG CTCAGTGCATCAGCTGAAGC AGGCTGAATGACCTCCTCCT 59 7 99 20 234 20 59,272 59,956 38,600 36,900 0.771910 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 7 137 GCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTG GCTCAGTGCATCAGCTGAAG AGGCTGAATGACCTCCTCCT 60 7 98 20 234 20 59,272 59,956 30,200 36,900 0.771910 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 7 184 CTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCG CTGAGCTTCTGCCCTGAGAG AGGCTGAATGACCTCCTCCT 107 7 51 20 234 20 59,824 59,956 32,000 36,900 0.220159 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 7 191 TCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGTCACATGCTGAGCTTCTGCC AGGCTGAATGACCTCCTCCT 114 7 44 20 234 20 60,676 59,956 48,500 36,900 0.719777 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 7 192 GTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGTCACATGCTGAGCTTCTGC AGGCTGAATGACCTCCTCCT 115 7 43 20 234 20 59,553 59,956 42,600 36,900 0.490951 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 6 191 GTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGTCACATGCTGAGCTTCTGC GGCTGAATGACCTCCTCCTG 115 6 43 20 233 20 59,553 59,820 42,600 38,600 0.626947 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:16924:1661 1 178 30 15 1 AT ATATATATATATATATATATATATATATAT NA 0 0 6 2 131 CTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGG CTCAGTGCATCAGCTGAAGC GAATGACCTCCTCCTGTGCC 59 2 99 20 229 20 59,272 60,107 38,600 50,100 0.835429 F 261 NGTTCACAGGTTTTCACATTAATAATTTTGGTTTAACAAGAGGTCACATGCTGAGCTTCTGCCCTgagagaTCCATTTCTGGTGGCGTCACAACCATGCTCAGTGCATCAGCTGAAGCTGTTGAATGGGTTGGTAACCTCAGCTTCAAAATACAACTGCTTCCCTAGCCCTACGGACatatatatatatatatatatatatatatatACGGCACaggaggaggTCATTCAGCCTATAATTTACATGATAACTTGAAATGGG

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 37 189 CGAGCTGAAGGAATAACTACCAATTTAAGATCAAG CGAGCTGAAGGAATAACTACCA ACCGCACTTTCTTCGAGACA 80 37 40 22 228 20 57,613 59,612 32,500 34,100 4,774,796 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 8 127 AGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAGTAACAAAGCTTTGAGTTTCACA TCATTGCCACATTAGCTGCA 45 8 73 24 199 20 57,491 58,163 35,800 44,100 8,346,220 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 124 AGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAGTAACAAAGCTTTGAGTTTCACA TTGCCACATTAGCTGCAAGA 45 5 73 24 196 20 57,491 58,092 35,800 30,200 8,417,762 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 4 123 AGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAGTAACAAAGCTTTGAGTTTCACA TGCCACATTAGCTGCAAGAA 45 4 73 24 195 20 57,491 58,092 35,800 25,200 8,417,762 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 76 231 GCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAGCTCGAGCTGAAGGAATAACT CGCCATGGACACCAGGTAAT 84 76 37 21 267 20 57,828 60,107 22,400 18,900 3,279,443 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 48 203 GCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAGCTCGAGCTGAAGGAATAACT CATCTGGAGAGACCGCACTT 84 48 37 21 239 20 57,828 59,466 22,400 31,600 3,706,641 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 37 192 GCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAGCTCGAGCTGAAGGAATAACT ACCGCACTTTCTTCGAGACA 84 37 37 21 228 20 57,828 59,612 22,400 34,100 3,560,158 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 8 163 GCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAGCTCGAGCTGAAGGAATAACT TCATTGCCACATTAGCTGCA 84 8 37 21 199 20 57,828 58,163 22,400 44,100 5,009,031 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17300:14406 1 142 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 4 159 GCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAGCTCGAGCTGAAGGAATAACT TGCCACATTAGCTGCAAGAA 84 4 37 21 195 20 57,828 58,092 22,400 25,200 5,080,573 F 270 CATCCAGATTACTATTTTAAACACAGTAAGCAATCAGCTCGAGCTGAAGGAATAACTACCAATTTAAGATCAAGTAACAAAGCTTTGAGTTTCACaaaaaaTCATGTGAAACTGGTGATTTTATTGGAATCGAAACAATAActctctctctctctctctctctctctctctCCAATTCTTGCAGCTAATGTGGCAATGATTGTGATCCTGTCTCGAAGAAAGTGCGGtctctcCAGATGTATCACTTATTACCTGGTGTCCATGGCGGTC

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 1 1 12 0 180 acaCTcacacacaTGCCCTTacacacacacacacacacacac ACACTCACACACATGCCCTT GCCCTCACAATGGACTCTGA 0 85 10 20 189 20 59,817 59,385 39,500 32,700 0.798823 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 12 0 181 acaCTcacacacaTGCCCTTacacacacacacacacacacac ACACTCACACACATGCCCTT AGCCCTCACAATGGACTCTG 0 86 10 20 190 20 59,817 59,383 39,500 33,500 0.800904 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 12 0 195 acaCTcacacacaTGCCCTTacacacacacacacacacacac ACACTCACACACATGCCCTT TCCCAAGTGAAAGAAGCCCT 0 100 10 20 204 20 59,817 58,851 39,500 51,900 1,332,592 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 12 0 195 acaCTcacacacaTGCCCTTacacacacacacacacacacac ACACTCACACACATGCCCTT TCCCAAGTGAAAGAAGCCCTC 0 99 10 20 204 21 59,817 59,926 39,500 43,000 1,257,415 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 12 0 196 acaCTcacacacaTGCCCTTacacacacacacacacacacac ACACTCACACACATGCCCTT CTCCCAAGTGAAAGAAGCCCT 0 100 10 20 205 21 59,817 59,925 39,500 51,900 1,258,058 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 14 3 183 cacacaCTcacacacaTGCCCTTacacacacacacacacaca CACACACTCACACACATGCC GCCCTCACAATGGACTCTGA 3 85 7 20 189 20 59,691 59,385 44,000 32,700 0.924015 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 17 7 240 ACTcacacacaCTcacacacaTGCCCTTacacacacacacac ACTCACACACACTCACACACA CCTGTCTTCAGCTACCAGGA 7 137 2 21 241 20 59,725 58,438 37,200 38,600 2,836,653 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 17 7 240 ACTcacacacaCTcacacacaTGCCCTTacacacacacacac ACTCACACACACTCACACACA CCTGTCTTCAGCTACCAGGAC 7 136 2 21 241 21 59,725 59,794 37,200 38,500 2,480,903 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:17919:55491 1 30 55 15 2 AC ACACACACACACACACACACACACACACACTCCCCT NA 0 0 17 7 241 ACTcacacacaCTcacacacaTGCCCTTacacacacacacac ACTCACACACACTCACACACA TCCTGTCTTCAGCTACCAGG 7 138 2 21 242 20 59,725 58,438 37,200 44,500 2,836,653 G 245 CACTcacacacaCTcacacacaTGCCCTTacacacacacacacacacacacacacacacTCCCCTACACCCGcacacacacacaGAGTGATAAAGaaaaaTAAAGATAAAGAAGTCTAACTTCTATGAACATTAAAATCATACAGGATAGTTACCAGTTCATGTGAATATCAGAGTCCATTGTGAGGGCTTCTTTCACTTGGGAGTTACAATCCAGTCAAGTCCTGGTAGCTGAAGACAGGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 1 1 10 29 194 GGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGAT GGTGTTTGCAGCATGTTCTGT TGCAACACAGACACACACAG 72 29 23 21 216 20 59,932 58,914 34,100 36,600 2,153,409 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 10 29 195 TGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATTGGTGTTTGCAGCATGTTCTG TGCAACACAGACACACACAG 73 29 22 21 216 20 59,933 58,914 30,200 36,600 2,153,257 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 10 1 122 ATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgATCTGCCGGTACATAGGTGT TGCAACACAGACACACACAG 1 29 95 20 216 20 58,210 58,914 41,600 36,600 2,875,416 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 11 28 195 TGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATTGGTGTTTGCAGCATGTTCTG TGCAACACAGACACACACAGA 73 28 22 21 216 21 59,933 60,339 30,200 34,100 2,405,943 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 13 1 95 ATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgATCTGCCGGTACATAGGTGT CCCACACATACACAAACAGGC 1 1 95 20 189 21 58,210 59,731 41,600 48,500 3,058,971 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 13 1 125 CCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGCCCATTCCTGTGATTTGTGGG CCCACACATACACAAACAGGC 30 1 65 21 189 21 59,173 59,731 46,100 48,500 3,096,168 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG
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ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 13 1 167 GGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGAT GGTGTTTGCAGCATGTTCTGT CCCACACATACACAAACAGGC 72 1 23 21 189 21 59,932 59,731 34,100 48,500 2,336,964 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 13 1 168 TGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATTGGTGTTTGCAGCATGTTCTG CCCACACATACACAAACAGGC 73 1 22 21 189 21 59,933 59,731 30,200 48,500 2,336,812 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:19664:53803 1 116 52 15 1.5 AC TGTGTGTGAGTGTGTGTGTGTTTGTGTGTGTGTGTGNA 0 0 13 1 168 TGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATTGGTGTTTGCAGCATGTTCT CCCACACATACACAAACAGGC 74 1 22 20 189 21 58,598 59,731 30,100 48,500 2,671,209 F 219 ACAAATTGTACCTGACCTGCTTGGTGTTTGCAGCATGTTCTGTTTCATCTGTTGTGATGTGATTCCCATTCCTGTGATTTGTgggggCTATTTAATCTGCCGGTACATAGGTGTAtgtgtgtgAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCCTGTTTGTGTAtgtgtgGGTATGTATCtgtgtgtgTCTGTGTTGCAGGG

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 1 1 10 20 140 ACACTTCTCACTCACACGCACGCTACGTTCACtttttC ACACTTCTCACTCACACGCA AATAAGGAGCGACACCGACAG 20 36 132 20 271 21 59,540 60,135 52,400 35,100 1,594,982 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 10 20 140 ACACTTCTCACTCACACGCACGCTACGTTCACtttttC ACACTTCTCACTCACACGCA AATAAGGAGCGACACCGACA 20 37 132 20 271 20 59,540 59,107 52,400 43,500 1,352,654 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 11 20 140 TACACTTCTCACTCACACGCACGCTACGTTCACttttt TACACTTCTCACTCACACGCA ATAAGGAGCGACACCGACAG 20 36 131 21 270 20 59,321 59,544 52,400 35,100 2,135,374 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 3 106 ACACTTCTCACTCACACGCACGCTACGTTCACtttttC ACACTTCTCACTCACACGCA TGTGTGAGTCTGAGTGTGCG 20 3 132 20 237 20 59,540 60,249 52,400 53,400 0.708931 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 2 103 ACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcACTTCTCACTCACACGCACG GTGTGAGTCTGAGTGTGCGA 18 2 134 20 236 20 60,595 59,969 53,400 51,000 0.625826 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 172 43 15 1.5 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 2 105 ACACTTCTCACTCACACGCACGCTACGTTCACtttttC ACACTTCTCACTCACACGCA GTGTGAGTCTGAGTGTGCGA 20 2 132 20 236 20 59,540 59,969 52,400 51,000 0.490673 F 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 1 12 36 266 GacacacacTCACACTGACTCTTtctctctcTAacacacacAGACACACACTCACACTGACTCT ATAAGGAGCGACACCGACAG 40 36 5 22 270 20 59,900 59,544 32,400 35,100 2,556,143 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 0 13 36 269 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA ATAAGGAGCGACACCGACAG 44 36 2 21 270 20 59,175 59,544 34,100 35,100 2,281,073 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 0 13 36 270 CACAGacacacacTCACACTGACTCTTtctctctcTAacac CACAGACACACACTCACACTG ATAAGGAGCGACACCGACAG 45 36 1 21 270 20 59,071 59,544 36,600 35,100 2,385,390 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 0 13 3 236 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA TGTGTGAGTCTGAGTGTGCG 44 3 2 21 237 20 59,175 60,249 34,100 53,400 2,073,883 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 0 13 2 235 ACAGacacacacTCACACTGACTCTTtctctctcTAacaca ACAGACACACACTCACACTGA GTGTGAGTCTGAGTGTGCGA 44 2 2 21 236 20 59,175 59,969 34,100 51,000 1,855,625 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:23683:4860 1 67 148 15 2 AC CTCTCTCTCTCTCACACACAGACACACTCACATTCTC NA 0 0 13 2 236 CACAGacacacacTCACACTGACTCTTtctctctcTAacac CACAGACACACACTCACACTG GTGTGAGTCTGAGTGTGCGA 45 2 1 21 236 20 59,071 59,969 36,600 51,000 1,959,942 G 271 CACAGacacacacTCACACTGACTCTTtctctctcTAacacacacATACTTATACTCTCACTCTTCctctctctctctcacacacaGacacacTCACATtctctctcacacacTCTCATGAtctctctcGTACACTTCTCACTCACACGCACGCTACGTTCACtttttCCTcacacacacacacacacacacacacacacaTtctctctctctcCCTCGCACACTCAGACTcacacacaTACACAAAGACCTGTCGGTGTCGCTCCTTATT

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 1 1 12 7 104 CACTGCctctctGTCTCTGTCTCTGATtctctctctctctctc CACTGCCTCTCTGTCTCTGT AGAGACAGAGGGCGACAAGT 7 15 10 20 113 20 58,744 60,541 34,100 31,600 1,796,712 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 12 7 169 CACTGCctctctGTCTCTGTCTCTGATtctctctctctctctc CACTGCCTCTCTGTCTCTGT AGAGCGCAGACAGATTGAGA 7 80 10 20 178 20 58,744 58,819 34,100 32,700 2,436,790 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 13 6 104 CACTGCctctctGTCTCTGTCTCTGATtctctctctctctctc CACTGCCTCTCTGTCTCTGTC AGAGACAGAGGGCGACAAGT 6 15 10 21 113 20 59,798 60,541 35,100 31,600 1,742,944 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 13 6 169 CACTGCctctctGTCTCTGTCTCTGATtctctctctctctctc CACTGCCTCTCTGTCTCTGTC AGAGCGCAGACAGATTGAGA 6 80 10 21 178 20 59,798 58,819 35,100 32,700 2,383,021 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 13 5 103 ACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctcACTGCCTCTCTGTCTCTGTCT AGAGACAGAGGGCGACAAGT 5 15 11 21 113 20 59,925 60,541 34,100 31,600 1,616,204 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 13 5 168 ACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctcACTGCCTCTCTGTCTCTGTCT AGAGCGCAGACAGATTGAGA 5 80 11 21 178 20 59,925 58,819 34,100 32,700 2,256,281 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 15 8 190 TAACACTGCctctctGTCTCTGTCTCTGATtctctctctctc TAACACTGCCTCTCTGTCTCTG AGGCAGAGAGAGAAAGAAAGAGC 8 95 7 22 196 23 59,177 60,056 33,500 40,900 5,878,452 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 16 6 192 CACTGCctctctGTCTCTGTCTCTGATtctctctctctctctc CACTGCCTCTCTGTCTCTGTC GAGAAAGGCAGAGAGAGAAAGA 6 101 10 21 201 22 59,798 57,200 35,100 25,200 6,001,678 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:2595:66636 1 37 42 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTNA 0 0 16 5 191 ACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctcACTGCCTCTCTGTCTCTGTCT GAGAAAGGCAGAGAGAGAAAGA 5 101 11 21 201 22 59,925 57,200 34,100 25,200 5,874,938 F 201 TCATTCTAACACTGCctctctGTCTCTGTCTCTGATtctctctctctctctctctctctctctctcTGtctctctctcTTTCGCTCCCTATTTACTTGTCGCCCTCTGTCTCTATTTCTCTATTTATCTGTCGCTATATCTCTATCTTTCCCTTCATATCTCAATCTGTCTGCGCTCTTTCTTtctctctcTGCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 11 182 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC GGACATTAGTACCCACGGCG 11 101 25 20 206 20 61,244 60,529 48,500 64,600 1,773,138 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 11 196 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC GGGACAACTGCACAGGACAT 11 115 25 20 220 20 61,244 60,251 48,500 30,600 1,494,921 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 11 210 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC TAGTGTGGTGGACTGGGACA 11 129 25 20 234 20 61,244 60,105 48,500 40,200 1,349,420 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 9 90 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC TGGAGCAAGACACTGGAACG 11 9 25 20 114 20 61,244 60,250 48,500 39,500 1,493,887 A 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 9 91 TAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtg TAATGCCACGAAGGAACCTGC TGGAGCAAGACACTGGAACG 11 9 24 21 114 20 60,949 60,250 48,500 39,500 2,198,480 A 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 9 91 TAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtg TAATGCCACGAAGGAACCTG TGGAGCAAGACACTGGAACG 12 9 24 20 114 20 57,892 60,250 40,000 39,500 2,357,818 A 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 11 181 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC GACATTAGTACCCACGGCGA 11 100 25 20 205 20 61,244 59,543 48,500 55,400 1,701,054 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 172 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC ACCCACGGCGATCTAACTAC 11 91 25 20 196 20 61,244 59,257 48,500 27,300 1,987,116 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:27884:40337 1 56 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 212 AATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgAATGCCACGAAGGAACCTGC AGTAGTGTGGTGGACTGGGA 11 131 25 20 236 20 61,244 59,810 48,500 43,700 1,434,089 F 262 TAAAGTGATATTATATTTTAATATAATGCCACGAAGGAACCTGCTGGTAGTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTGCGCGTTCCAGTGTCTTGCTCCATTAGCTTCAGTTCTGACTCCTTCCttttttGTGGAATGAGATTAAAGTGCATCATTAGTTCAGTAGTTAGATCGCCGTGGGTACTAATGTCCTGTGCAGTTGTCCCAGTCCACCACACTACTTCAGTGAAAACTCTGTTAACATGAGG

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 1 1 6 41 186 tcACTCCAACACTCTGCCACTATCGctctctCACTCACATCACTCCAACACTCTGCCAC AGAGTGAGGCAGCTTGAAGG 44 41 34 20 219 20 59,893 59,676 50,100 34,600 0.430993 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 6 0 139 CCTCTCACTGTCCCACTTCAtctctctctctctctctctctctc CCTCTCACTGTCCCACTTCA GTGAGGCAGCTTGAAGGG 0 40 78 20 216 18 58,658 58,006 30,200 39,500 5,335,609 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 7 41 190 tctctcACTCCAACACTCTGCCACTATCGctctctCACTC TCTCTCACTCCAACACTCTGC AGAGTGAGGCAGCTTGAAGG 47 41 30 21 219 20 59,384 59,676 42,600 34,600 1,940,168 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 8 44 191 tcACTCCAACACTCTGCCACTATCGctctctCACTCACATCACTCCAACACTCTGCCAC GAGATAGAGTGAGGCAGCTTGA 44 44 34 20 224 22 59,893 59,307 50,100 30,200 2,799,265 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 8 41 185 cACTCCAACACTCTGCCACTATCGctctctCACTCACAACACTCCAACACTCTGCCACT AGAGTGAGGCAGCTTGAAGG 43 41 35 20 219 20 59,893 59,676 40,000 34,600 0.431741 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 8 41 191 ctctctcACTCCAACACTCTGCCACTATCGctctctCACT CTCTCTCACTCCAACACTCTGC AGAGTGAGGCAGCTTGAAGG 47 41 29 22 219 20 60,353 59,676 42,600 34,600 2,676,902 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:3539:38209 1 98 61 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCTTTTTNA 0 0 8 2 144 TCCCTCTCACTGTCCCACTTCAtctctctctctctctctctct TCCCTCTCACTGTCCCACTT AGAGTGAGGCAGCTTGAAGG 2 41 76 20 219 20 59,809 59,676 31,600 34,600 0.515349 G 233 CTATTATTCTCActctctCCATTTCTAtctctctcACTCCAACACTCTGCCACTATCGctctctCACTCACAAATTCCCTCTCACTGTCCCACTTCAtctctctctctctctctctctctctctctcATTCtttttGtctctcGTCctctctctctctGTTTAGctctctACCCCttttttCTCTGGctctctGCCTCCCCTTCAAGCTGCCTCACTCTATCTCtttttGTCT

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 1 1 14 22 159 ATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAG ATTGTCCGGAGACTGAGGCT TCTCACCCTCTCGCTCTCTC 42 22 114 20 272 20 60,616 60,107 45,800 32,000 0.723521 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 22 224 GCTGTGCTGTAACCGGTACTGTTTTCACAAACACAT GCTGTGCTGTAACCGGTACT TCTCACCCTCTCGCTCTCTC 107 22 49 20 272 20 60,038 60,107 27,300 32,000 0.145015 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 22 267 TCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGTCGGCTGTTTCTCTGTCTGC TCTCACCCTCTCGCTCTCTC 150 22 6 20 272 20 60,320 60,107 42,600 32,000 0.427310 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 21 136 GAGGAGAGGCAGCAGgagagaGCgagagaGTTATAC GAGGAGAGGCAGCAGGAGA CTCACCCTCTCGCTCTCTCT 21 21 136 19 271 20 60,381 60,107 37,100 31,000 1,488,270 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 21 158 ATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAG ATTGTCCGGAGACTGAGGCT CTCACCCTCTCGCTCTCTCT 42 21 114 20 271 20 60,616 60,107 45,800 31,000 0.723325 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 21 223 GCTGTGCTGTAACCGGTACTGTTTTCACAAACACAT GCTGTGCTGTAACCGGTACT CTCACCCTCTCGCTCTCTCT 107 21 49 20 271 20 60,038 60,107 27,300 31,000 0.144819 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 21 224 AGCTGTGCTGTAACCGGTACTGTTTTCACAAACACAAGCTGTGCTGTAACCGGTAC CTCACCCTCTCGCTCTCTCT 108 21 48 20 271 20 60,038 60,107 33,400 31,000 0.144819 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 21 266 TCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGTCGGCTGTTTCTCTGTCTGC CTCACCCTCTCGCTCTCTCT 150 21 6 20 271 20 60,320 60,107 42,600 31,000 0.427114 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 20 157 ATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAG ATTGTCCGGAGACTGAGGCT TCACCCTCTCGCTCTCTCTT 42 20 114 20 270 20 60,616 59,670 45,800 28,500 0.946042 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 20 265 TCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGTCGGCTGTTTCTCTGTCTGC TCACCCTCTCGCTCTCTCTT 150 20 6 20 270 20 60,320 59,670 42,600 28,500 0.649831 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 19 134 GGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCGGAGAGGCAGCAGGAGAGA CTCACCCTCTCGCTCTCTCT 19 21 138 19 271 20 60,381 60,107 31,000 31,000 1,488,270 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4391:41866 1 176 55 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT NA 0 0 14 19 135 GGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCGGAGAGGCAGCAGGAGAGA TCTCACCCTCTCGCTCTCTC 19 22 138 19 272 20 60,381 60,107 31,000 32,000 1,488,466 G 272 GAGAATCGGCTGTTTCTCTGTCTGCGCCACACTCCCCGTTGGCTCGCAGCTGTGCTGTAACCGGTACTGTTTTCACAAACACATCATCAGAACGTTAGAGACGGTGGAAAATTATTGTCCGGAGACTGAGGCTGCGAGGAGAGGCAGCAGgagagaGCgagagaGTTATACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTgagagagagagagagagagaGGTAGGgagagaCAGAGTGGAagagagagCGAGAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 4 20 122 CCCATCCTTCCcacacaTTGTAATCAGCTCATCTccccc CCCATCCTTCCCACACATTGT GGGAGGAGGCAAATTGGGAA 20 31 48 21 169 20 60,273 59,959 27,100 39,700 1,313,738 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 20 124 CCCATCCTTCCcacacaTTGTAATCAGCTCATCTccccc CCCATCCTTCCCACACATTGT ATGGGAGGAGGCAAATTGGG 20 33 48 21 171 20 60,273 60,032 27,100 41,200 1,304,464 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 4 20 205 CCCATCCTTCCcacacaTTGTAATCAGCTCATCTccccc CCCATCCTTCCCACACATTGT CATGAGTGGGAGGCTGAGTC 20 114 48 21 252 20 60,273 59,822 27,100 33,600 1,450,252 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 33 143 ACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTACAGAAGACTCAGTGAAGCCC ATGGGAGGAGGCAAATTGGG 39 33 29 21 171 20 59,654 60,032 51,900 41,200 1,377,884 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 5 31 141 ACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTACAGAAGACTCAGTGAAGCCC GGGAGGAGGCAAATTGGGAA 39 31 29 21 169 20 59,654 59,959 51,900 39,700 1,387,157 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 39 150 ACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTACAGAAGACTCAGTGAAGCCC TGAGTGTATGGGAGGAGGCA 39 40 29 21 178 20 59,654 59,957 51,900 47,500 1,388,648 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 6 20 131 CCCATCCTTCCcacacaTTGTAATCAGCTCATCTccccc CCCATCCTTCCCACACATTGT TGAGTGTATGGGAGGAGGCA 20 40 48 21 178 20 60,273 59,957 27,100 47,500 1,315,229 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 65 242 GCCAAGCTCTCCATATTTCCCTGATGACAGAAGACT GCCAAGCTCTCCATATTTCCC GGAGGCTGAGTCAGGAGAGA 65 106 3 21 244 20 58,766 60,034 39,700 31,000 2,267,744 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 65 243 AGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACAGCCAAGCTCTCCATATTTCCC GGAGGCTGAGTCAGGAGAGA 65 106 2 22 244 20 60,159 60,034 39,700 31,000 2,192,150 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 64 242 GCCAAGCTCTCCATATTTCCCTGATGACAGAAGACT GCCAAGCTCTCCATATTTCCCT GGAGGCTGAGTCAGGAGAGA 64 106 3 22 244 20 60,159 60,034 42,000 31,000 2,192,150 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 39 216 ACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTACAGAAGACTCAGTGAAGCCC GGAGGCTGAGTCAGGAGAGA 39 106 29 21 244 20 59,654 60,034 51,900 31,000 1,379,668 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:4564:67340 1 89 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 20 197 CCCATCCTTCCcacacaTTGTAATCAGCTCATCTccccc CCCATCCTTCCCACACATTGT GGAGGCTGAGTCAGGAGAGA 20 106 48 21 244 20 60,273 60,034 27,100 31,000 1,306,248 F 259 CAGCCAAGCTCTCCATATTTCCCTGATGACAGAAGACTCAGTGAAGCCCCATCCTTCCcacacaTTGTAATCAGCTCATCTcccccAGacacacacacacacacacacacacacacacAATacacacGAAATACAGacacacacCGCTTTTCCCAATTTGCCTCCTCCCATACACTCAATCAGCAGCCCCTCTTTCCAAACTCATTCTCCTCATTCACTCATGctctctCCTGACTCAGCCTCCCACTCATGCCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:8268:56317 1 67 43 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGATAGNA 1 1 12 2 92 GAGTGacacacGGAGAGTCGGTgagagagagagagaga GAGTGACACACGGAGAGTCG TCTGCCTTTCTCTCTGTCCC 2 7 45 20 136 20 60,110 58,729 41,800 44,600 1,381,053 F 145 GGACAACATAGAAAGTGTGACagagagagagCCTgagagagaGTGAGTGacacacGGAGAGTCGGTgagagagagagagagagagagagagagagaTagagagagagagACAGAAGGGGACagagagAAAGGCAGAGAAGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2220:8268:56317 1 67 43 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGATAGNA 0 0 13 3 94 TGAGTGacacacGGAGAGTCGGTgagagagagagagag TGAGTGACACACGGAGAGTC CTCTGCCTTTCTCTCTGTCCC 3 7 44 20 137 21 59,048 59,793 33,600 44,600 2,159,130 F 145 GGACAACATAGAAAGTGTGACagagagagagCCTgagagagaGTGAGTGacacacGGAGAGTCGGTgagagagagagagagagagagagagagagaTagagagagagagACAGAAGGGGACagagagAAAGGCAGAGAAGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2220:8268:56317 1 67 43 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGATAGNA 0 0 13 2 93 GAGTGacacacGGAGAGTCGGTgagagagagagagaga GAGTGACACACGGAGAGTCG CTCTGCCTTTCTCTCTGTCCC 2 7 45 20 137 21 60,110 59,793 41,800 44,600 1,316,996 F 145 GGACAACATAGAAAGTGTGACagagagagagCCTgagagagaGTGAGTGacacacGGAGAGTCGGTgagagagagagagagagagagagagagagaTagagagagagagACAGAAGGGGACagagagAAAGGCAGAGAAGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 1 1 12 6 152 TCCCATacacacTCCCTCCCACCCTCCcacacacccccccTTCCCATACACACTCCCTCCC ACGAGGGATGGAGAGATAGGG 41 6 73 20 224 21 60,326 59,924 43,000 35,300 1,402,588 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 12 6 190 ccctctctcTTGCATACAATcacacaCTccccccccccTCCCACCCTCTCTCTTGCATACAATCA ACGAGGGATGGAGAGATAGGG 77 6 35 22 224 21 57,587 59,924 25,700 35,300 5,489,146 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 12 5 151 TCCCATacacacTCCCTCCCACCCTCCcacacacccccccTTCCCATACACACTCCCTCCC CGAGGGATGGAGAGATAGGGT 41 5 73 20 223 21 60,326 59,924 43,000 43,400 1,402,588 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 13 6 190 ccctctctcTTGCATACAATcacacaCTccccccccccTCCCACCCTCTCTCTTGCATACAATCAC ACGAGGGATGGAGAGATAGGG 76 6 35 23 224 21 58,874 59,924 30,600 35,300 5,202,053 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 14 6 190 ccctctctcTTGCATACAATcacacaCTccccccccccTCCCACCCTCTCTCTTGCATACAATCACA ACGAGGGATGGAGAGATAGGG 75 6 35 24 224 21 60,383 59,924 35,800 35,300 5,459,794 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 14 5 154 cccTCCCATacacacTCCCTCCCACCCTCCcacacaccccc CCCTCCCATACACACTCCCT CGAGGGATGGAGAGATAGGGT 44 5 70 20 223 21 60,327 59,924 42,000 43,400 1,402,968 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 15 3 112 cTCTCACCcacacacaCCCTCCctctctctcacacacacacac CTCTCACCCACACACACCC CGAGGGATGGAGAGATAGGGT 3 5 112 19 223 21 59,929 59,924 46,100 43,400 2,147,821 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 15 1 110 CTCACCcacacacaCCCTCCctctctctcacacacacacacaGCTCACCCACACACACCCTC CGAGGGATGGAGAGATAGGGT 1 5 114 19 223 21 59,929 59,924 43,000 43,400 2,147,821 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:8674:11558 1 134 64 15 2 AC CTCTCTCTCACACACACACACAGTCCCTCTCTCTCAC NA 0 0 15 1 111 CTCACCcacacacaCCCTCCctctctctcacacacacacacaGCTCACCCACACACACCCTC ACGAGGGATGGAGAGATAGGG 1 6 114 19 224 21 59,929 59,924 43,000 35,300 2,147,821 G 230 CActctctCCACCGctctctctcacacacacaccccctctctcTTGCATACAATcacacaCTccccccccccTCCCATacacacTCCCTCCCACCCTCCcacacacccccccTCTCACCcacacacaCCCTCCctctctctcacacacacacacaGTCCctctctctcacacacacacacacacacacacacacacaATCCCACCCTAtctctcCATCCCTCGTGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 12 2 90 CGCAAACACAGTCAGGAACAGTAATCGTGGCCCTC CGCAAACACAGTCAGGAACA ACTGATCCTGACTGTGTGCC 18 2 95 20 184 20 58,986 59,677 31,800 50,100 1,336,571 F 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 Dec‐75 2 92 CACGCAAACACAGTCAGGAACAGTAATCGTGGCCC CACGCAAACACAGTCAGGAA ACTGATCCTGACTGTGTGCC 20 2 93 20 184 20 58,986 59,677 33,600 50,100 1,336,571 F 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 13 2 90 CGCAAACACAGTCAGGAACAGTAATCGTGGCCCTC CGCAAACACAGTCAGGAACAG ACTGATCCTGACTGTGTGCC 17 2 95 21 184 20 60,004 59,677 31,600 50,100 1,326,520 F 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 5 90 AGGAACAGTAATCGTGGCCCTCACGcacacacacaca AGGAACAGTAATCGTGGCCC GAGGTCCATGGTTACTGATCCT 5 13 108 20 197 22 59,748 58,958 58,000 32,400 3,294,143 B 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 5 91 AGGAACAGTAATCGTGGCCCTCACGcacacacacaca AGGAACAGTAATCGTGGCCC TGAGGTCCATGGTTACTGATCC 5 14 108 20 198 22 59,748 59,228 58,000 33,600 3,024,140 B 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 133 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 14 4 90 GGAACAGTAATCGTGGCCCTCACGcacacacacacacaGGAACAGTAATCGTGGCCCT TGAGGTCCATGGTTACTGATCC 4 14 109 20 198 22 59,748 59,228 51,900 33,600 3,024,140 B 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 1 14 14 176 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT TGAGGTCCATGGTTACTGATCC 14 14 23 22 198 22 59,300 59,228 35,500 33,600 5,472,314 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 14 12 174 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT AGGTCCATGGTTACTGATCCTG 14 12 23 22 196 22 59,300 59,226 35,500 38,600 5,474,605 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 14 11 173 TGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACg TGTGGTCAGAATCAGTGACTGT GGTCCATGGTTACTGATCCTGA 14 11 23 22 195 22 59,300 59,228 35,500 38,600 5,472,314 D 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 16 11 193 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA GGTCCATGGTTACTGATCCTGA 36 11 3 20 195 22 59,313 59,228 34,100 38,600 3,458,732 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 16 2 182 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA ACTGATCCTGACTGTGTGCC 36 2 3 20 184 20 59,313 59,677 34,100 50,100 1,009,763 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 16 2 183 ACCATGGACCTcacacaGACATGTGGTCAGAATCAG ACCATGGACCTCACACAGAC ACTGATCCTGACTGTGTGCC 37 2 2 20 184 20 59,313 59,677 35,100 50,100 1,010,329 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 16 1 181 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA CTGATCCTGACTGTGTGCCC 36 1 3 20 183 20 59,313 60,392 34,100 53,600 1,078,982 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 16.75 22 204 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA TGTGTGTATGAGGTCCATGGTT 36 22 3 20 206 22 59,313 59,358 34,100 36,700 3,329,100 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:1418:25780 1 59 104 15 3 AC GTGTGTGTGTGTGCATGTATGTGGCTCTCTCTCTCA NA 0 0 17 23 204 CCATGGACCTcacacaGACATGTGGTCAGAATCAGTGCCATGGACCTCACACAGACA TGTGTGTATGAGGTCCATGGT 36 23 3 20 206 21 59,313 58,735 34,100 35,500 2,952,155 G 272 NACCATGGACCTcacacaGACATGTGGTCAGAATCAGTGACTGTAGCACtgtgtgCACgtgtgtgtgtgtGCATGTATGTGGctctctctctCACGCAAACACAGTCAGGAACAGTAATCGTGGCCCTCACGcacacacacacacacacacacacacacacaCGGGcacacaGTCAGGATCAGTAACCATGGACCTCATacacacATGTacacacacacacacacacacacacGTATacacacacacGTATATacacacacacacAGTCAGN

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 1 1 14 9 144 CATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgCATCTGCATGCGTGTGTCTG TTCACACACGCAGAGACACA 14 9 2 20 145 20 59,904 59,825 35,100 37,200 0.271071 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 0 0 16 6 141 CATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgCATCTGCATGCGTGTGTCTG ACACACGCAGAGACACACAT 14 6 2 20 142 20 59,904 59,895 35,100 32,100 0.201309 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 0 0 16 6 142 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtg ACATCTGCATGCGTGTGTCT ACACACGCAGAGACACACAT 15 6 1 20 142 20 60,321 59,895 34,100 32,100 0.425889 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 0 0 16 3 129 gtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtGTGTGTCTGCGTGTGTTTGT CACACGCAGAGACACACATG 3 5 13 20 141 20 59,554 59,490 28,300 32,100 0.956151 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 0 0 16 1 136 CATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgCATCTGCATGCGTGTGTCTG CGCAGAGACACACATGCAGA 14 1 2 20 137 20 59,904 60,668 35,100 42,600 0.764855 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:15635:28927 1 36 81 15 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTCTCNA 0 0 16 1 137 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtg ACATCTGCATGCGTGTGTCT CGCAGAGACACACATGCAGA 15 1 1 20 137 20 60,321 60,668 34,100 42,600 0.989435 G 157 ACATCTGCATGCgtgtgtCTGCgtgtgtTTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTCTCTGCgtgtgtgtgtCTGTCtgtgtgtgtgTCTGAgtgtgtgtgtgtCTCTGCAtgtgtgTCTCTGCgtgtgtGAATGTCACTGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 14 165 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG CTGCCACTCTCTAAGCACCC 74 14 3 20 167 20 60,107 60,108 61,300 46,100 0.214464 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 15 166 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG CCTGCCACTCTCTAAGCACC 74 15 3 20 168 20 60,107 60,108 61,300 50,100 0.214464 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 74 228 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG TGTCTCACTCCCTGTACCTT 74 77 3 20 230 20 60,107 57,303 61,300 35,000 2,803,045 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 74 229 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG TTGTCTCACTCCCTGTACCT 74 78 3 20 231 20 60,107 57,303 61,300 30,800 2,803,045 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 73 227 GATTGGGAAGGATTGCGGGAAGGAGACGTTGAAA GATTGGGAAGGATTGCGGGA TGTCTCACTCCCTGTACCTT 73 77 4 20 230 20 60,107 57,303 51,400 35,000 2,803,245 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 16 167 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG CCCTGCCACTCTCTAAGCAC 74 16 3 20 169 20 60,107 60,108 61,300 44,000 0.214464 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 95 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA CTGCCACTCTCTAAGCACCC 1 14 73 23 167 20 57,022 60,108 31,000 46,100 6,085,766 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 96 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA CCTGCCACTCTCTAAGCACC 1 15 73 23 168 20 57,022 60,108 31,000 50,100 6,085,766 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 97 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA CCCTGCCACTCTCTAAGCAC 1 16 73 23 169 20 57,022 60,108 31,000 44,000 6,085,766 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 158 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA TGTCTCACTCCCTGTACCTT 1 77 73 23 230 20 57,022 57,303 31,000 35,000 8,674,347 B 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 159 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA TTGTCTCACTCCCTGTACCT 1 78 73 23 231 20 57,022 57,303 31,000 30,800 8,674,347 B 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 158 TTAGGGAGATACAGAGTCAGAGATagagagCgagagaTTAGGGAGATACAGAGTCAGAGA TGTCTCACTCCCTGTACCTTTC 1 75 73 23 230 22 57,022 59,102 31,000 26,200 8,875,790 B 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 75 240 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAGAGATTGGGAAGGATTGCGG TCTCTCTCTTTGTCTCACTCCC 75 85 1 21 240 22 60,134 58,573 56,900 43,000 4,560,591 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 74 240 AGATTGGGAAGGATTGCGGGAAGGAGACGTTGAA AGATTGGGAAGGATTGCGGG TTTCTCTCTCTTTGTCTCACTCCC 74 85 3 20 242 24 60,107 59,718 61,300 43,000 4,388,714 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:16376:54436 1 97 37 15 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 75 240 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAGAGATTGGGAAGGATTGCGG TCTCTCTCTTTGTCTCACTCCCT 75 84 1 21 240 23 60,134 59,925 56,900 42,000 4,209,259 F 264 AGAGATTGGGAAGGATTGCGGGAAGGAGACGTTGAAAGAGACATAGAATgagagagaTGGTGaaaaaGTAAATTAGGGAGATACAGAGTCAGAGATagagagCgagagagagagagagagagagagagagagaTAGTAATagagagGGGGTGCTTagagagTGGCAGGGAGAAAGAGTgagagaGTAAGAAAGAGAAAAGGAGAGTAAGAAAGGTACAGGGAGTGAGACAAagagagagAAAATCACAGAAAAGGGCaaaaaGG

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 1 1 8 5 112 CACACCTTAacacacGCACGCAGacacacAGAAACACACACACCTTAACACACGCACG CACGTGTGCCAATTCATGAA 27 5 78 20 189 20 60,043 57,297 53,400 25,700 2,745,433 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 8 2 106 CTTAacacacGCACGCAGacacacAGAAACACAAGCA CTTAACACACGCACGCAGAC ACGTGTGCCAATTCATGAATGT 22 2 83 20 188 22 60,111 59,442 35,100 27,100 2,669,191 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 8 2 111 CACACCTTAacacacGCACGCAGacacacAGAAACACACACACCTTAACACACGCACG ACGTGTGCCAATTCATGAATGT 27 2 78 20 188 22 60,043 59,442 53,400 27,100 2,600,459 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 5 156 TGCGAACACAGAAAGACTCTCACAAGctctctctGACATGCGAACACAGAAAGACTCTCA CACGTGTGCCAATTCATGAA 69 5 34 22 189 20 59,899 57,297 32,700 25,700 4,803,648 B 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 5 171 ACAGacacacTCACATGCGAACACAGAAAGACTCTCAACAGACACACTCACATGCGA CACGTGTGCCAATTCATGAA 86 5 19 20 189 20 59,611 57,297 51,000 25,700 3,091,923 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 2 155 TGCGAACACAGAAAGACTCTCACAAGctctctctGACATGCGAACACAGAAAGACTCTCA ACGTGTGCCAATTCATGAATGT 69 2 34 22 188 22 59,899 59,442 32,700 27,100 4,658,674 B 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 2 170 ACAGacacacTCACATGCGAACACAGAAAGACTCTCAACAGACACACTCACATGCGA ACGTGTGCCAATTCATGAATGT 86 2 19 20 188 22 59,611 59,442 51,000 27,100 2,946,949 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 1 154 TGCGAACACAGAAAGACTCTCACAAGctctctctGACATGCGAACACAGAAAGACTCTCA CGTGTGCCAATTCATGAATGTG 69 1 34 22 187 22 59,899 59,081 32,700 32,100 5,019,349 B 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:19664:27538 1 125 40 15 1.5 AC ACACACACACACACACACACACACACACACAGACA NA 0 0 10 1 169 ACAGacacacTCACATGCGAACACAGAAAGACTCTCAACAGACACACTCACATGCGA CGTGTGCCAATTCATGAATGTG 86 1 19 20 187 22 59,611 59,081 51,000 32,100 3,307,624 F 195 AGACACTTAAGTGCTGAAACAGacacacTCACATGCGAACACAGAAAGACTCTCACAAGctctctctGACACAAATGCACACCTTAacacacGCACGCAGacacacAGAAACACAAGCAAACATacacacacacacacacacacacacacacacAGacacacacTCACATTCATGAATTGGCACACGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 121 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 0 117 TGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtg TGTGTTTGTGTGTATGAGTGTATTTC ACACTCACGTGCACACAGAA 0 41 95 26 211 20 58,365 60,108 21,700 30,200 7,743,800 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 121 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 2 118 ATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgt ATGTGTTTGTGTGTATGAGTGTATT ACACTCACGTGCACACAGAA 2 41 94 25 211 20 57,256 60,108 18,900 30,200 7,852,464 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 121 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 1 117 TGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtg TGTGTTTGTGTGTATGAGTGTATTT ACACTCACGTGCACACAGAA 1 41 95 25 211 20 57,439 60,108 14,000 30,200 7,669,398 F 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 1 8 20 190 AACAAATTCCACTAACATTATACACGTTAATATCCCTAACAAATTCCACTAACATTATACACGT GAAGCACTGATACACATTCAATCA 39 20 5 27 194 24 57,994 57,573 44,900 25,700 15,432,758 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 9 19 190 AACAAATTCCACTAACATTATACACGTTAATATCCCTAACAAATTCCACTAACATTATACACGT GAAGCACTGATACACATTCAATCAC 39 19 5 27 194 25 57,994 58,746 44,900 30,600 15,259,524 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 9 18 190 AAACAAATTCCACTAACATTATACACGTTAATATCC AAACAAATTCCACTAACATTATACACG AAGCACTGATACACATTCAATCACG 40 18 4 27 193 25 57,165 60,164 44,900 43,500 14,998,452 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 9 4 140 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG GATACACATTCAATCACGCATGC 4 13 47 20 186 23 60,037 59,029 40,000 40,600 4,007,936 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 9 4 143 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG ACTGATACACATTCAATCACGCA 4 16 47 20 189 23 60,037 58,747 40,000 52,400 4,290,204 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 10 4 128 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG ATCACGCATGCACACTCTCA 4 4 47 20 174 20 60,037 60,037 40,000 32,700 0.074371 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 10 4 144 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG CACTGATACACATTCAATCACGCA 4 16 47 20 190 24 60,037 59,907 40,000 52,400 4,130,587 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 10 4 164 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG CACTCACGTGCACACAGAAG 4 40 47 20 210 20 60,037 59,421 40,000 28,500 0.616009 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 10 1 125 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG ACGCATGCACACTCTCACAT 4 1 47 20 171 20 60,037 60,321 40,000 32,100 0.358360 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 10 0 124 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG CGCATGCACACTCTCACATG 4 0 47 20 170 20 60,037 59,904 40,000 32,100 0.133780 D 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 12 39 206 ACAAATTCCACTAACATTATACACGTTAATATCCCTTACAAATTCCACTAACATTATACACGT ACACTCACGTGCACACAGAA 39 41 6 26 211 20 57,444 60,108 44,900 30,200 8,664,590 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 12 4 165 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG ACACTCACGTGCACACAGAA 4 41 47 20 211 20 60,037 60,108 40,000 30,200 0.145702 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 13 19 190 ACACGTTAATATCCCTTCATTACAGTCTGTGTACGCAACACGTTAATATCCCTTCATTACAGT ACACACACTCACGTGCACA 19 46 26 26 215 19 58,438 60,079 35,500 45,700 8,641,609 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 13 18 190 ACACGTTAATATCCCTTCATTACAGTCTGTGTACGCAACACGTTAATATCCCTTCATTACAGTC ACACACACTCACGTGCACA 18 46 26 27 215 19 59,290 60,079 35,100 45,700 8,789,087 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:20385:6249 1 71 80 15 2 AC TGTGTGTGTGTGTGTGTGTGTATATGTGTTTGTGTGNA 0 0 14 4 166 ACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgt ACAGTCTGTGTACGCATGGG CACACTCACGTGCACACAGA 4 42 47 20 212 20 60,037 60,806 40,000 34,100 0.843037 G 221 TTAAAACAAATTCCACTAACATTATACACGTTAATATCCCTTCATTACAGTCTGTGTACGCATGGGCGAAtgtgtgtgtgtgtgtgtgtgTATATGTGTTtgtgtgTATGAGTGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGTGAGAGTGTGCATGCGTGATTGAATGTGTATCAGTGCTTCtgtgtgCACGTGAgtgtgtgtGCATAT

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 1 1 3 8 140 TGCCATTGTCTCACAAACAGACAGACTTGcacacaca TGCCATTGTCTCACAAACAGA AACCAGGAACCTATGACCCT 8 18 41 21 180 20 58,070 57,639 34,100 43,400 5,290,727 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 0 0 4 7 139 TGCCATTGTCTCACAAACAGACAGACTTGcacacaca TGCCATTGTCTCACAAACAGAC ACCAGGAACCTATGACCCTT 7 17 41 22 179 20 59,382 57,639 35,100 39,500 4,979,327 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 0 0 4 7 140 TGCCATTGTCTCACAAACAGACAGACTTGcacacaca TGCCATTGTCTCACAAACAGAC AACCAGGAACCTATGACCCT 7 18 41 22 180 20 59,382 57,639 35,100 43,400 4,979,327 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 0 0 4 7 140 TGCCATTGTCTCACAAACAGACAGACTTGcacacaca TGCCATTGTCTCACAAACAGAC AACCAGGAACCTATGACCCTT 7 17 41 22 180 21 59,382 58,356 35,100 39,500 5,262,392 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 0 0 6 6 138 GCCATTGTCTCACAAACAGACAGACTTGcacacacac GCCATTGTCTCACAAACAGACA ACCAGGAACCTATGACCCTT 6 17 42 22 179 20 59,382 57,639 34,100 39,500 4,979,327 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:21998:11681 1 70 73 15 2 AC CACACACACACACAAACACGCAGACACACACACAC NA 0 0 6 6 139 GCCATTGTCTCACAAACAGACAGACTTGcacacacac GCCATTGTCTCACAAACAGACA AACCAGGAACCTATGACCCT 6 18 42 22 180 20 59,382 57,639 34,100 43,400 4,979,327 D 205 CAAATCATCTTTCTTATTTTGGCAGAGTAATCAAAATACATGCCATTGTCTCACAAACAGACAGACTTGcacacacacacacaAACACGCAGacacacacacacacacacacacacacacacATacacacacacacacacacCATGTAAAATAAAATTTAAGGGTCATAGGTTCCTGGTTATGGTACATGATAGACCTGACTTTC

ST‐E00142:460:H2K7HCCXY:6:2221:23581:26308 1 31 70 15 2 AG AGAGAGAGAGGGTGAGAGAGAGGGAGAGAGAGGNA 1 1 10 4 123 AAGACAGGCTGAGGCagagagGCGGAGAAagagaga AAGACAGGCTGAGGCAGAGA CTGCCCTTACCACGCTCTAT 9 4 2 20 124 20 60,544 59,247 31,000 19,800 1,297,144 G 127 AAAGACAGGCTGAGGCagagagGCGGAGAAagagagagagGGTgagagagaGGgagagagaGGgagagagagagagagagagagagagagagaCagagagaaaaaTAGAGCGTGGTAAGGGCAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:23581:26308 1 31 70 15 2 AG AGAGAGAGAGGGTGAGAGAGAGGGAGAGAGAGGNA 0 0 10 4 124 AAAGACAGGCTGAGGCagagagGCGGAGAAagagag AAAGACAGGCTGAGGCAGAG CTGCCCTTACCACGCTCTAT 10 4 1 20 124 20 59,676 59,247 33,500 19,800 1,077,547 G 127 AAAGACAGGCTGAGGCagagagGCGGAGAAagagagagagGGTgagagagaGGgagagagaGGgagagagagagagagagagagagagagagaCagagagaaaaaTAGAGCGTGGTAAGGGCAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:23581:26308 1 31 70 15 2 AG AGAGAGAGAGGGTGAGAGAGAGGGAGAGAGAGGNA 0 0 10 3 124 AAAGACAGGCTGAGGCagagagGCGGAGAAagagag AAAGACAGGCTGAGGCAGAG CTGCCCTTACCACGCTCTATT 10 3 1 20 124 21 59,676 59,861 33,500 17,300 1,463,343 G 127 AAAGACAGGCTGAGGCagagagGCGGAGAAagagagagagGGTgagagagaGGgagagagaGGgagagagagagagagagagagagagagagaCagagagaaaaaTAGAGCGTGGTAAGGGCAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 1 104 TGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTATGTCTCTGCTTCTAGGGACCA AAGGATTATCAGACCTTTCACGA 29 1 150 21 253 23 59,923 57,323 40,200 43,500 6,754,488 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 0 103 TGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTATGTCTCTGCTTCTAGGGACCA AGGATTATCAGACCTTTCACGAG 29 0 150 21 252 23 59,923 57,730 40,200 41,800 6,346,674 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 0 104 TGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTATGTCTCTGCTTCTAGGGACCA AAGGATTATCAGACCTTTCACGAG 29 0 150 21 253 24 59,923 58,335 40,200 41,800 6,742,628 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 1 185 GGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGGGTCTCCCACTGTGAAGAC AAGGATTATCAGACCTTTCACGA 111 1 69 20 253 23 59,678 57,323 30,100 43,500 5,999,315 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 1 198 TGGTATGCAACTTGGGTCTCCCACTGTGAAGACAG TGGTATGCAACTTGGGTCTCC AAGGATTATCAGACCTTTCACGA 123 1 56 21 253 23 59,996 57,323 37,100 43,500 6,681,596 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 0 184 GGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGGGTCTCCCACTGTGAAGAC AGGATTATCAGACCTTTCACGAG 111 0 69 20 252 23 59,678 57,730 30,100 41,800 5,591,501 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 0 185 GGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGGGTCTCCCACTGTGAAGAC AAGGATTATCAGACCTTTCACGAG 111 0 69 20 253 24 59,678 58,335 30,100 41,800 5,987,455 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 0 197 TGGTATGCAACTTGGGTCTCCCACTGTGAAGACAG TGGTATGCAACTTGGGTCTCC AGGATTATCAGACCTTTCACGAG 123 0 56 21 252 23 59,996 57,730 37,100 41,800 6,273,782 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:26565:38333 1 200 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 0 198 TGGTATGCAACTTGGGTCTCCCACTGTGAAGACAG TGGTATGCAACTTGGGTCTCC AAGGATTATCAGACCTTTCACGAG 123 0 56 21 253 24 59,996 58,335 37,100 41,800 6,669,736 B 264 TATTAATTACTTTTAATTCCTCACTCtttttAGTACCTAGGTTACCCTCTATTTCTGGTATGCAACTTGGGTCTCCCACTGTGAAGACAGACACCAAATATTTGGTCAATGTCGGTTGCTATTTCCACATTTCCCATAATAATTTCTGTTGTCTCTGCTTCTAGGGACCAACATTTACTTTAGCTActctctCCCTTTTtatatatatatatatatatatatatatataCTCGTGAAAGGTCTGATAATCCTTTCTCTTTGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 18 15 190 AGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTAAGTCAGTTTATAGAGAGTGAGGTGT AGAAACAGACTGGACTCCTCAC 15 98 2 25 191 22 58,750 59,369 41,600 35,100 8,880,531 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 18 15 190 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTCAGTCAGTTTATAGAGAGTGAGGTGT GAAACAGACTGGACTCCTCACT 15 97 1 26 190 22 59,848 59,369 41,600 34,100 8,782,565 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 18 15 191 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTCAGTCAGTTTATAGAGAGTGAGGTGT AGAAACAGACTGGACTCCTCAC 15 98 1 26 191 22 59,848 59,369 41,600 35,100 8,782,565 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 18 6 100 gagTGAGGTGTCCAGTCAGTTTATAAagagagagagagGAGTGAGGTGTCCAGTCAGT CTCCTCCCTCTCTCCCTCTC 6 24 16 20 115 20 58,667 59,521 34,100 32,000 1,811,684 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 19 8 103 agagagTGAGGTGTCCAGTCAGTTTATAAagagagagaAGAGAGTGAGGTGTCCAGTCA CTCCTCCCTCTCTCCCTCTC 8 24 13 21 115 20 59,854 59,521 34,100 32,000 1,624,451 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 19 6 101 agagTGAGGTGTCCAGTCAGTTTATAAagagagagagaAGAGTGAGGTGTCCAGTCAGT CTCCTCCCTCTCTCCCTCTC 6 24 15 21 115 20 60,133 59,521 34,100 32,000 1,611,832 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 19 5 171 agTGAGGTGTCCAGTCAGTTTATAAagagagagagagaAGTGAGGTGTCCAGTCAGTT ACAGACTGGACTCCTCACTCT 5 95 17 20 187 21 58,205 59,573 31,600 32,400 3,222,082 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 19 4 171 agTGAGGTGTCCAGTCAGTTTATAAagagagagagagaAGTGAGGTGTCCAGTCAGTTT ACAGACTGGACTCCTCACTCT 4 95 17 21 187 21 58,881 59,573 26,600 32,400 3,546,863 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:27620:18221 1 42 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 21 6 203 gagTGAGGTGTCCAGTCAGTTTATAAagagagagagagGAGTGAGGTGTCCAGTCAGT ACTGGACTCCTCACTCTCTCT 6 60 16 20 152 21 58,667 59,007 34,100 31,000 3,325,733 F 254 CAGTCAGTTTATagagagTGAGGTGTCCAGTCAGTTTATAAagagagagagagagagagagagagagagagTGGGGTGTCGATTTAATTTGTAAGGAGAGGgagagaGGGAGGAGCCCAGTCAGTTTATACagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagTGAGGAGTCCAGTCTGTTTCTAAagagagagagagTGAGGAGTCCAGTCAGTTTATAAagagagagagACAATGAGGAGTCCAG

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 49 171 GGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGGCCTGAATGATGTTGAGCC TCCTGTGCTGCAACCATTCT 52 49 25 20 195 20 59,257 59,889 47,000 24,000 0.854158 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 43 162 GATGTTGAGCCACTGACGCTCTCCCGTGActgctgctg GATGTTGAGCCACTGACGCT TCCTGTGCTGCAACCATTCT 43 49 34 20 195 20 60,672 59,889 50,700 24,000 0.782842 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 136 TGActgctgctgGAAACTGATGTGAGTGTGCATGAGC TGACTGCTGCTGGAAACTGA TCCTGTGCTGCAACCATTCT 17 49 60 20 195 20 59,531 59,889 34,100 24,000 0.580555 F 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 143 TGActgctgctgGAAACTGATGTGAGTGTGCATGAGC TGACTGCTGCTGGAAACTGA AATAGCCTCCTGTGCTGCAA 17 56 60 20 202 20 59,531 59,671 34,100 40,800 0.798754 F 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 52 198 GGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGGCCTGAATGATGTTGAGCC GGCATGGACACAACAGACCA 52 76 25 20 222 20 59,257 60,537 47,000 40,200 1,280,239 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 44 190 TGATGTTGAGCCACTGACGCTCTCCCGTGActgctgct TGATGTTGAGCCACTGACGC GGCATGGACACAACAGACCA 44 76 33 20 222 20 60,951 60,537 51,900 40,200 1,487,698 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 18 137 GTGActgctgctgGAAACTGATGTGAGTGTGCATGAG GTGACTGCTGCTGGAAACTG TCCTGTGCTGCAACCATTCT 18 49 59 20 195 20 59,410 59,889 31,600 24,000 0.701256 F 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 8 95 TGActgctgctgGAAACTGATGTGAGTGTGCATGAGC TGACTGCTGCTGGAAACTGA ATCACCCAACATCCACGTGT 17 8 60 20 154 20 59,531 59,600 34,100 44,900 0.869707 F 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 0 120 CTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtg CTGATGTGAGTGTGCATGAGC TCCTGTGCTGCAACCATTCT 0 49 76 21 195 20 59,603 59,889 42,600 24,000 1,508,405 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 0 127 CTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtg CTGATGTGAGTGTGCATGAGC AATAGCCTCCTGTGCTGCAA 0 56 76 21 202 20 59,603 59,671 42,600 40,800 1,726,604 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 119 TGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgTGATGTGAGTGTGCATGAGC TCCTGTGCTGCAACCATTCT 0 49 77 20 195 20 58,554 59,889 42,600 24,000 1,556,932 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 60 206 ACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGACGGAGTTGGCCTGAATGAT GGCATGGACACAACAGACCA 60 76 17 20 222 20 59,379 60,537 24,500 40,200 1,157,698 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 60 243 ACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGACGGAGTTGGCCTGAATGAT TGGAGTAGGACTAACTGAGTTGC 60 110 17 20 259 23 59,379 59,490 24,500 41,700 4,130,915 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 60 246 ACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGACGGAGTTGGCCTGAATGAT TGGTGGAGTAGGACTAACTGAGT 60 113 17 20 262 23 59,379 59,924 24,500 34,100 3,696,138 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 59 245 CGGAGTTGGCCTGAATGATGTTGAGCCACTGACGC CGGAGTTGGCCTGAATGATG TGGTGGAGTAGGACTAACTGAGT 59 113 18 20 262 23 58,980 59,924 30,700 34,100 4,095,255 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:4462:22124 1 97 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 49 179 ACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGACGGAGTTGGCCTGAATGAT TCCTGTGCTGCAACCATTCT 60 49 17 20 195 20 59,379 59,889 24,500 24,000 0.731617 B 263 ACTGGTCATAGAGGTGACGGAGTTGGCCTGAATGATGTTGAGCCACTGACGCTCTCCCGTGActgctgctgGAAACTGATGTGAGTGTGCATGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGcacacaCGTGGATGTTGGGTGATGACagaatagaatagaatCATAGAATGGTTGCAGCACAGGAGGCTATTTGGTCTGTTGTGTCCATGCCGGCCCTCAGTAAGAGCAACTCAGTTAGTCCTACTCCACCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 1 1 6 2 140 CATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCG CATGCGTGCATTTATTTGTGCT GAAAGACATACATGGAAATTGGCA 35 2 10 22 149 24 59,075 58,035 44,000 49,200 8,889,684 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 6 2 141 CATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCG CATGCGTGCATTTATTTGTGCT AGAAAGACATACATGGAAATTGGCA 35 2 10 22 150 25 59,075 59,284 44,000 49,200 8,641,154 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 6 1 140 CATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCG CATGCGTGCATTTATTTGTGCT GAAAGACATACATGGAAATTGGCAC 35 1 10 22 149 25 59,075 59,193 44,000 50,100 8,731,937 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 4 139 GCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgt GCGTGAGTGTGTGACCTTCT ATCGCTCATGTGCACGCA 4 40 43 20 181 18 60,249 60,435 28,500 52,400 2,684,198 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 137 GAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgt GAGTGTGTGACCTTCTGTGC CAATCGCTCATGTGCACGC 0 41 47 20 183 19 58,779 60,582 45,700 53,400 2,803,326 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 8 0 139 GAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgt GAGTGTGTGACCTTCTGTGC CACAATCGCTCATGTGCACG 0 42 47 20 185 20 58,779 60,520 45,700 53,400 1,741,207 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 21 160 TGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGTGCTTGTGTTTGAGTGCG CACAATCGCTCATGTGCACG 21 42 26 20 185 20 59,901 60,520 53,400 53,400 0.618345 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 20 159 GTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTG GTGCTTGTGTTTGAGTGCGT CACAATCGCTCATGTGCACG 20 42 27 20 185 20 59,901 60,520 52,400 53,400 0.618521 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 19 158 TGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGTGCTTGTGTTTGAGTGCGTG CACAATCGCTCATGTGCACG 19 42 28 20 185 20 59,901 60,520 53,400 53,400 0.618345 F 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 0 119 TGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGTGCTTGTGTTTGAGTGCGTG AGACATACATGGAAATTGGCACG 19 0 28 20 146 23 59,901 59,622 53,400 53,400 3,476,665 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 0 120 GTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTG GTGCTTGTGTTTGAGTGCGT AGACATACATGGAAATTGGCACG 20 0 27 20 146 23 59,901 59,622 52,400 53,400 3,476,841 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:7953:32074 1 67 57 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTG NA 0 0 14 0 121 TGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGTGCTTGTGTTTGAGTGCG AGACATACATGGAAATTGGCACG 21 0 26 20 146 23 59,901 59,622 53,400 53,400 3,476,665 B 198 TtgtgtgtgCATGCGTGCATTTATTTGTGCTTGTGTTTGAGTGCGTGAgtgtgtGACCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtTtgtgtgtgtgtgtgtgtgCGTGCCAATTTCCATGTATGTCTTTCTATGTTTGCAtgtgtgCGTGCACATGAGCGATtgtgtgCTTCAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 1 1 16 14 151 CACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActct CACCATCTGTCCCTCTACCC GAGGGAGAGAGAGGAGAGGG 14 15 5 20 155 20 58,876 59,521 36,900 43,000 1,602,435 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 0 0 16 14 152 TCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActc TCACCATCTGTCCCTCTACCC GAGGGAGAGAGAGGAGAGGG 14 15 4 21 155 20 60,343 59,521 36,900 43,000 1,821,582 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 0 0 16 14 157 CACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActct CACCATCTGTCCCTCTACCC GGGAGAGAGGGAGAGAGAGG 14 21 5 20 161 20 58,876 59,521 36,900 36,900 1,602,435 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 0 0 22 14 223 CACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActct CACCATCTGTCCCTCTACCC GGGAGAGAAAGAAGAGAGAGGG 14 47 5 20 189 22 58,876 58,969 36,900 43,000 4,154,941 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 0 0 22 14 224 TCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActc TCACCATCTGTCCCTCTACCC GGGAGAGAAAGAAGAGAGAGGG 14 47 4 21 189 22 60,343 58,969 36,900 43,000 4,374,088 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2221:8227:63595 1 39 82 15 3 AG CTCTCTCTCTCTCTCGGTCTGTCCATCTCCCTCTCTCTNA 0 0 22 14 223 CACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActct CACCATCTGTCCCTCTACCC GGGAGAGAAAGAAGAGAGAGGG 14 47 5 20 189 22 58,876 58,969 36,900 43,000 4,154,941 G 254 CTCTCACCATCTGTCCCTCTACCCCTCTTGGTCTTTCActctctctctctctCGGTCTGTCCATCTCCctctctctctctCGGTCTGTTCctctctctctctctctctctctctctctctTTCTCTTTTCGCGcccccTCTCctctctctCCctctctCCCctctctCCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctcCctctctctTCTTtctctctctctcCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 8 0 90 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC CCACCGGACTGCACATAACA 0 22 21 18 110 20 58,051 60,321 40,900 24,100 4,269,912 B 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 91 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC CCCACCGGACTGCACATAAC 0 23 21 18 111 20 58,051 61,025 40,900 18,900 4,973,281 B 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 110 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC GCGAGCATGCACATACAGC 0 43 21 18 130 19 58,051 60,010 40,900 44,000 4,959,051 B 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 195 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC GACACACTTGCGCAGGCC 0 129 21 18 215 18 58,051 62,030 40,900 51,900 7,979,153 F 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 197 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC CCGACACACTTGCGCAGG 0 131 21 18 217 18 58,051 61,716 40,900 48,500 7,664,708 F 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:14428:43677 1 39 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 198 GGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgt GGGAGAGTGAGGGAGAGC CCCGACACACTTGCGCAG 0 132 21 18 218 18 58,051 61,716 40,900 51,800 7,664,708 F 238 GAGCgtgtgtgtGAGGGGCGGGGAGAGTGAGGGAGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgGGAGGATGCAGTGTTATGTGCAGTCCGGTGGGGCTGTATGTGCATGCTCGCCGAGCAGTCGAGGCCCTGTggggggggggggCGGTGTCGTgggggggTggggggCgggggggAggggggCCTGCGCAAgtgtgtCGGGGgtgtgtgtgtgtGAGCGTG

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 1 1 3 30 256 CATTACTTAGGGAGCAGGGCCCTCATGCCAGAACC CATTACTTAGGGAGCAGGGCC CAGCATGTTAACAACACAACTTGT 30 126 21 21 276 24 60,203 58,898 58,000 31,600 6,304,446 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 12 158 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TGTGCATCTCCAGAACGTCT 12 51 40 20 197 20 60,033 59,031 31,600 41,800 1,001,962 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 12 197 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TGGCCAGTAGGTTCAGAGGA 12 90 40 20 236 20 60,033 59,884 31,600 37,100 0.149154 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 12 198 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TTGGCCAGTAGGTTCAGAGG 12 91 40 20 237 20 60,033 59,016 31,600 36,900 1,017,043 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 9 116 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT CTAACAGCATCCCGCCCTTA 12 9 40 20 155 20 60,033 59,532 31,600 26,900 0.501039 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 8 115 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TAACAGCATCCCGCCCTTAG 12 8 40 20 154 20 60,033 59,532 31,600 21,800 0.501039 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 3 6 191 TGCCAGAACCCAATCACTGTACTCCAacacacacacac TGCCAGAACCCAATCACTGT TGGCCAGTAGGTTCAGAGGA 6 90 46 20 236 20 59,522 59,884 35,500 37,100 0.594413 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 4 30 255 ATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCC ATTACTTAGGGAGCAGGGCC CAGCATGTTAACAACACAACTTGT 30 126 22 20 276 24 58,859 58,898 58,000 31,600 6,242,813 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 4 29 254 TTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCA TTACTTAGGGAGCAGGGCCC CAGCATGTTAACAACACAACTTGT 29 126 23 20 276 24 60,987 58,898 58,000 31,600 6,088,177 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 4 12 121 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TCACACTAACAGCATCCCGC 12 14 40 20 160 20 60,033 60,391 31,600 61,300 0.423943 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 4 12 158 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TGTGCATCTCCAGAACGTCTT 12 50 40 20 197 21 60,033 59,656 31,600 30,100 1,377,251 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16518:23987 1 72 55 15 1.5 AC ACACACACACACGCACGCACGCACGCACACACACA NA 0 0 5 12 161 CCCTCATGCCAGAACCCAATCACTGTACTCCAacaca CCCTCATGCCAGAACCCAAT TGTTGTGCATCTCCAGAACGT 12 53 40 20 200 21 60,033 60,203 31,600 39,900 1,235,452 B 281 AGCTTCTTCAAGGATCGTATCATTACTTAGGGAGCAGGGCCCTCATGCCAGAACCCAATCACTGTACTCCAacacacacacacgcacgcacgcacGcacacacacacacacacacacacacacacaCTTAGGGGCTAAGGGCGGGATGCTGTTAGTGTGAGCGATGTAACTCTATCAAGACGTTCTGGAGATGCACAACATGCTGCATATCCTTCATCCTCTGAACCTACTGGCCAATTTTGGGCATTAATAACAAGTTGTGTTGTTAACATGCTGTTATT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 1 1 3 74 240 TGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGTGCCTACTCCTCCATATGGCT TTGATCTTAGACTCTATTGTTCCAAGC 80 74 7 21 246 27 60,133 59,234 47,500 40,100 8,898,999 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 3 1 139 GGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtg GGTAACGAAGGCTGTGCGA TCCAAGCAACTCTTTGAACTCA 1 59 88 19 226 22 60,374 58,115 51,000 34,100 5,258,643 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 3 0 139 GGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtg GGTAACGAAGGCTGTGCGAA TCCAAGCAACTCTTTGAACTCA 0 59 88 20 226 22 60,947 58,115 47,000 34,100 4,832,075 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 3 0 139 GGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtg GGTAACGAAGGCTGTGCGAA TCCAAGCAACTCTTTGAACTCAA 0 58 88 20 226 23 60,947 58,731 47,000 30,200 5,216,364 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 4 78 243 GCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAG GCCTACTCCTCCATATGGCTG CCCTTTGATCTTAGACTCTATTGTTCC 79 78 8 21 250 27 59,722 59,287 48,500 36,200 8,990,630 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 4 78 244 TGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGTGCCTACTCCTCCATATGGCT CCCTTTGATCTTAGACTCTATTGTTCC 80 78 7 21 250 27 60,133 59,287 47,500 36,200 8,845,794 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 4 18 157 GGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGGGAACATTGTGGCATTCGG TCCAAGCAACTCTTTGAACTCAA 18 58 70 20 226 23 59,827 58,731 43,000 30,200 4,442,438 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 4 18 157 GGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGGGAACATTGTGGCATTCGG TCCAAGCAACTCTTTGAACTCA 18 59 70 20 226 22 59,827 58,115 43,000 34,100 4,058,150 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 4 18 159 GGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGGGAACATTGTGGCATTCGG GTTCCAAGCAACTCTTTGAACTCA 18 59 70 20 228 24 59,827 59,904 43,000 34,100 4,269,636 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 6 59 204 TGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTa TGGCTGTGTTCCTCTGTGAA TCCAAGCAACTCTTTGAACTCA 65 59 23 20 226 22 59,163 58,115 31,800 34,100 4,721,501 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 6 59 205 ATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTT ATGGCTGTGTTCCTCTGTGA TCCAAGCAACTCTTTGAACTCA 66 59 22 20 226 22 58,941 58,115 35,800 34,100 4,943,993 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:16640:60308 1 108 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 6 59 206 TGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTa TGGCTGTGTTCCTCTGTGAA GTTCCAAGCAACTCTTTGAACTCA 65 59 23 20 228 24 59,163 59,904 31,800 34,100 4,932,988 F 275 CTATGATGCCTACTCCTCCATATGGCTGTGTTCCTCTGTGAAGGTTGATGATATTTTaaaaaTAtttttGGGAACATTGTGGCATTCGGTAACGAAGGCTGTGCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTAATTAAACggggggggggTTTGTATGAAACATGAAACAtttttATATTTTGGaaaaaTTGAGTTCAAAGAGTTGCTTGGAACAATAGAGTCTAAGATCAAAGGGGAAAAGGACATTTGAGGAAAGATGT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 2 36 161 GGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCT GGCCTTCATCAACAGTGCTG AAACCGGACATGCACCCATT 55 36 81 20 241 20 59,475 60,542 44,100 31,600 1,066,626 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 36 238 CGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCA CGACTCTGCACTCGTCTGTG AAACCGGACATGCACCCATT 132 36 4 20 241 20 60,727 60,542 36,600 31,600 1,269,221 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 36 237 GACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAGACTCTGCACTCGTCTGTGT AAACCGGACATGCACCCATT 131 36 5 20 241 20 59,688 60,542 37,200 31,600 0.854179 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 32 233 GACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAGACTCTGCACTCGTCTGTGT CGGACATGCACCCATTGAAA 131 32 5 20 237 20 59,688 59,113 37,200 26,900 1,199,663 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 36 162 TGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCC TGGCCTTCATCAACAGTGCT AAACCGGACATGCACCCATT 56 36 80 20 241 20 59,889 60,542 44,000 31,600 0.652825 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 32 158 TGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCC TGGCCTTCATCAACAGTGCT CGGACATGCACCCATTGAAA 56 32 80 20 237 20 59,889 59,113 44,000 26,900 0.998308 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 9 134 GGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCT GGCCTTCATCAACAGTGCTG AAAGTTGTGAGAGAGGCGGG 55 9 81 20 214 20 59,475 59,965 44,100 61,300 0.560320 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 9 135 TGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCC TGGCCTTCATCAACAGTGCT AAAGTTGTGAGAGAGGCGGG 56 9 80 20 214 20 59,889 59,965 44,000 61,300 0.146519 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 9 209 ACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAA ACTCTGCACTCGTCTGTGTT AAAGTTGTGAGAGAGGCGGG 130 9 6 20 214 20 59,253 59,965 33,200 61,300 0.782713 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 9 210 GACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAGACTCTGCACTCGTCTGTGT AAAGTTGTGAGAGAGGCGGG 131 9 5 20 214 20 59,688 59,965 37,200 61,300 0.347873 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 9 211 CGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCA CGACTCTGCACTCGTCTGTG AAAGTTGTGAGAGAGGCGGG 132 9 4 20 214 20 60,727 59,965 36,600 61,300 0.762915 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 36 240 TCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTG TCCGACTCTGCACTCGTCT AAACCGGACATGCACCCATT 135 36 2 19 241 20 60,303 60,542 41,800 31,600 1,844,355 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 36 240 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGTTCCGACTCTGCACTCGTCT AACCGGACATGCACCCATT 135 36 1 20 240 19 60,890 59,923 41,800 31,600 1,966,187 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 36 241 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGTTCCGACTCTGCACTCGTCT AAACCGGACATGCACCCATT 135 36 1 20 241 20 60,890 60,542 41,800 31,600 1,431,402 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 20 126 TCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCCTACATCATTTCCACTCTCC CGGACATGCACCCATTGAAA 20 32 112 24 237 20 59,348 59,113 37,100 26,900 5,538,750 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 20 129 CTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCCTACATCATTTCCACTCTCC AAACCGGACATGCACCCATT 20 36 113 23 241 20 58,045 60,542 37,100 31,600 5,496,639 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 20 130 TCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCCTACATCATTTCCACTCTCC AAACCGGACATGCACCCATT 20 36 112 24 241 20 59,348 60,542 37,100 31,600 5,193,267 B 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:17208:69238 1 156 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 9 136 CTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTC CTGGCCTTCATCAACAGTGC AAAGTTGTGAGAGAGGCGGG 57 9 79 20 214 20 59,475 59,965 44,000 61,300 0.560320 F 266 TTCCGACTCTGCACTCGTCTGTGTTTTGCAAACAGTGCAAAGATTTGAGTTGGTTGCTTTGTGTATCAGATCAAGTGACTGGCCTTCATCAACAGTGCTGTTATGTTTCTTTCTCCTACATCATTTCCACTCTCCctctctCATTTCCTACTCTCctctctctctctctctctctctctctctctGTCTATCGCCCCGCctctctCACAACTTTCAGTTTCAATGGGTGCATGTCCGGTTTTGGCTGTCATTGCCAAGTTTGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 Mar‐75 11 100 GCTGAGAAGAGATGCAGGGATTGAAAGACGTagagGCTGAGAAGAGATGCAGGGA CGCTCTGCACACAATTTCCC 11 19 119 20 218 20 59,171 60,110 42,000 39,700 0.938930 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 May‐75 26 199 GCATCCCTGACATTCCCTTCTAAATAAAATAATGGC GCATCCCTGACATTCCCTTCT GGGATATCGCTCTGCACACA 102 26 27 21 225 20 59,786 59,895 28,500 37,200 1,318,781 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 May‐75 26 200 AGCATCCCTGACATTCCCTTCTAAATAAAATAATGG AGCATCCCTGACATTCCCTTC GGGATATCGCTCTGCACACA 103 26 26 21 225 20 59,786 59,895 34,600 37,200 1,318,781 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 May‐75 26 212 ACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAAACGCATTCCTAAAGCATCCCT GGGATATCGCTCTGCACACA 115 26 14 21 225 20 59,787 59,895 42,000 37,200 1,317,790 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 May‐75 12 108 AGCTGAGAAGAGATGCAGGGATTGAAAGACGTagaAGCTGAGAAGAGATGCAGGG GGGATATCGCTCTGCACACA 12 26 118 20 225 20 59,168 59,895 44,500 37,200 0.936821 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 May‐75 11 107 GCTGAGAAGAGATGCAGGGATTGAAAGACGTagagGCTGAGAAGAGATGCAGGGA GGGATATCGCTCTGCACACA 11 26 119 20 225 20 59,171 59,895 42,000 37,200 0.934188 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 3 176 GCATCCCTGACATTCCCTTCTAAATAAAATAATGGC GCATCCCTGACATTCCCTTCT TCCCAGTCTCTCTGTCTCCT 102 3 27 21 202 20 59,786 58,622 28,500 36,900 2,591,617 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 3 177 AGCATCCCTGACATTCCCTTCTAAATAAAATAATGG AGCATCCCTGACATTCCCTTC TCCCAGTCTCTCTGTCTCCT 103 3 26 21 202 20 59,786 58,622 34,600 36,900 2,591,617 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:2016:4983 1 150 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 3 189 ACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAAACGCATTCCTAAAGCATCCCT TCCCAGTCTCTCTGTCTCCT 115 3 14 21 202 20 59,787 58,622 42,000 36,900 2,590,625 F 226 AGTGGTAAATTCAACGCATTCCTAAAGCATCCCTGACATTCCCTTCTAAATAAAATAATGGCAAATCACATTGAAGTTTATTTTAACATTTATTAAGAGATGGATACTGAAATAAATAGCTGAGAAGAGATGCAGGGATTGAAAGACGTagagagagagagagagagagagagagagagCGAAGGAGACagagagACTGGGAAATtgtgtgCAGAGCGATATCCCN

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 29 133 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT GCCCTCGGTATGCCTTCAAT 29 34 62 20 194 20 60,036 60,179 28,500 25,700 0.215312 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 141 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT TAGAGCCTGCCCTCGGTATG 29 42 62 20 202 20 60,036 60,828 28,500 23,900 0.864218 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 142 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT TTAGAGCCTGCCCTCGGTAT 29 43 62 20 203 20 60,036 60,106 28,500 27,300 0.141952 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 143 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT ATTAGAGCCTGCCCTCGGTA 29 44 62 20 204 20 60,036 60,106 28,500 40,200 0.141952 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 205 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT GGGCAATGCACCTGAGATTG 29 106 62 20 266 20 60,036 59,541 28,500 26,700 0.494963 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 206 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT AGGGCAATGCACCTGAGATT 29 107 62 20 267 20 60,036 59,666 28,500 24,000 0.370287 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 29 207 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT AAGGGCAATGCACCTGAGAT 29 108 62 20 268 20 60,036 59,666 28,500 27,500 0.370287 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 99 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT ACTGGACTTTATCGCTGGCA 29 0 62 20 160 20 60,036 59,387 28,500 49,200 0.649554 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 135 ATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCATTTCGCCGGACCACATACA ACTGGACTTTATCGCTGGCA 65 0 26 20 160 20 59,749 59,387 22,900 49,200 0.864053 F 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 0 100 GCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGC GCCAACGGCTAAGTCCTCTT AACTGGACTTTATCGCTGGCA 29 0 62 20 161 21 60,036 59,997 28,500 49,200 1,039,412 A 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 71 248 TTAACCATTTCGCCGGACCACATACAGTcccccTCTTTTTAACCATTTCGCCGGACCA AGGGCAATGCACCTGAGATT 71 107 20 20 267 20 59,964 59,666 40,200 24,000 0.370441 F 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 71 249 TTAACCATTTCGCCGGACCACATACAGTcccccTCTTTTTAACCATTTCGCCGGACCA AAGGGCAATGCACCTGAGAT 71 108 20 20 268 20 59,964 59,666 40,200 27,500 0.370441 F 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 43 184 TTAACCATTTCGCCGGACCACATACAGTcccccTCTTTTTAACCATTTCGCCGGACCA TTAGAGCCTGCCCTCGGTAT 71 43 20 20 203 20 59,964 60,106 40,200 27,300 0.142106 F 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:25560:32056 1 111 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 74 251 TGGTTAACCATTTCGCCGGACCACATACAGTcccccT TGGTTAACCATTTCGCCGGA AGGGCAATGCACCTGAGATT 74 107 17 20 267 20 59,964 59,666 51,400 24,000 0.370441 F 277 GGGGCACTGGCCTCATTGGTTAACCATTTCGCCGGACCACATACAGTcccccTCTTTATCTGCCAACGGCTAAGTCCTCTTGGTTATCCATTTCGGCAGTCAATACTTTGtctctctctctctctctctctctctctctcTGCCAGCGATAAAGTCCAGTTGGTTAACCATTTCATTGAAGGCATACCGAGGGCAGGCTCTAATGCCACGCGGGCCAGGGAGACACTTTGCACCCGCCAGCAAGCGCAATCTCAGGTGCATTGCCCTTGGCCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 1 1 6 29 159 TGCATTAAACGCTGGCACATCCAGTGAAACCCTCATTGCATTAAACGCTGGCACAT GTCTCACTGCATGTCTCGCT 53 29 36 20 194 20 59,113 60,109 32,100 49,300 0.996145 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 6 29 193 TCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCTCAACACCATCTTCTCAAGGTCA GTCTCACTGCATGTCTCGCT 84 29 2 23 194 20 59,609 60,109 40,200 49,300 3,499,865 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 28 139 TCCAGTGAAACCCTCATCACATTAATGAAGAAAGACTCCAGTGAAACCCTCATCACA TCTCACTGCATGTCTCGCTC 33 28 55 21 193 20 58,946 59,828 35,800 50,300 2,226,149 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 28 158 TGCATTAAACGCTGGCACATCCAGTGAAACCCTCATTGCATTAAACGCTGGCACAT TCTCACTGCATGTCTCGCTC 53 28 36 20 193 20 59,113 59,828 32,100 50,300 1,059,375 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 28 192 TCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCTCAACACCATCTTCTCAAGGTCA TCTCACTGCATGTCTCGCTC 84 28 2 23 193 20 59,609 59,828 40,200 50,300 3,563,095 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 26 137 TCCAGTGAAACCCTCATCACATTAATGAAGAAAGACTCCAGTGAAACCCTCATCACA TCACTGCATGTCTCGCTCTC 33 26 55 21 191 20 58,946 59,828 35,800 32,000 2,226,149 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 26 156 TGCATTAAACGCTGGCACATCCAGTGAAACCCTCATTGCATTAAACGCTGGCACAT TCACTGCATGTCTCGCTCTC 53 26 36 20 191 20 59,113 59,828 32,100 32,000 1,059,375 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 26 190 TCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCTCAACACCATCTTCTCAAGGTCA TCACTGCATGTCTCGCTCTC 84 26 2 23 191 20 59,609 59,828 40,200 32,000 3,563,095 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:29751:68746 1 109 37 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGANA 0 0 8 25 136 TCCAGTGAAACCCTCATCACATTAATGAAGAAAGACTCCAGTGAAACCCTCATCACA CACTGCATGTCTCGCTCTCT 33 25 55 21 190 20 58,946 59,827 35,800 31,000 2,227,050 F 231 CTCAACACCATCTTCTCAAGGTCAAGAAGAgggggTGCATTAAACGCTGGCACATCCAGTGAAACCCTCATCACATTAATGAAGAAAGACAGAGAAAGTGATCGGTACagagagagagagagagagagagagagagagCgagagaAACCGACAAagagagagaaaaaCGgagagaGCGAGACATGCAGTGAGACAGTGAGTCAAAGAGACagagagAAagagagAAATAGA

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 1 1 7 13 189 tctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctcTCTCTCTCTACTCTCACACTATCTT AGAAGGAACAGAGCAGGATAGA 13 81 7 25 195 22 57,568 58,012 24,000 19,800 11,419,892 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 9 19 189 CCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGCCTTTCTCTCTCTACTCTCACAC GGAACAGAGCAGGATAGATAGAAA 19 75 3 23 191 24 57,439 57,588 38,200 25,200 11,973,328 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 10 18 189 CCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGCCTTTCTCTCTCTACTCTCACACT GGAACAGAGCAGGATAGATAGAAA 18 75 3 24 191 24 58,747 57,588 35,500 25,200 11,665,692 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 10 16 128 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA AGGAAGGAGTGACATGCCAG 20 16 1 24 128 20 59,710 59,383 35,800 48,500 4,907,347 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 10 15 126 CCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCCCCTTTCTCTCTCTACTCTCACAC GGAAGGAGTGACATGCCAGA 19 15 2 24 127 20 59,602 59,385 38,200 38,600 5,013,375 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 10 15 127 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA GGAAGGAGTGACATGCCAGA 20 15 1 24 127 20 59,710 59,385 35,800 38,600 4,905,265 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 11 20 240 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA AGAGTGGGAAACATAGAGAGTGG 20 125 1 24 240 23 59,710 59,228 35,800 40,000 8,061,959 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 20 237 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA GTGGGAAACATAGAGAGTGGGA 20 123 1 24 237 22 59,710 59,162 35,800 43,700 7,128,136 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 20 238 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA AGTGGGAAACATAGAGAGTGGG 20 124 1 24 238 22 59,710 59,159 35,800 46,100 7,130,585 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 20 241 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTTCCCTTTCTCTCTCTACTCTCACA GAGAGTGGGAAACATAGAGAGTGG 20 125 1 24 241 24 59,710 60,142 35,800 40,000 8,431,983 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 19 236 CCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCCCCTTTCTCTCTCTACTCTCACAC GTGGGAAACATAGAGAGTGGGA 19 123 2 24 237 22 59,602 59,162 38,200 43,700 7,236,246 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:3051:66724 1 45 48 15 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 19 240 CCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCCCCTTTCTCTCTCTACTCTCACAC GAGAGTGGGAAACATAGAGAGTGG 19 125 2 24 241 24 59,602 60,142 38,200 40,000 8,540,093 F 260 TCCCTTtctctctcTACTCTCACACTATCTTAAtctctcTTTCGctctctctctctctctctctctctctctctcacacacacacacacacaTTCTTtctctcTGTTTCTGGCATGTCACTCCTTCCTTCATTTTACGCCTTCTATCTCGATTTTGCCCTTTATCTATTTCTATCTATCCTGCTCTGTTCCTTCTTAATCTCTTCCCCTTTCTATTCCCActctctATGTTTCCCActctctATTTCTCAATCTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 1 10 2 105 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT CAGACACACTTTCACTCAAGCA 2 14 80 20 184 22 59,822 59,062 16,300 39,100 3,116,519 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 0 14 2 131 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT AACACACACTGACAAACACACA 2 40 80 20 210 22 59,822 59,118 16,300 37,200 3,059,581 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 0 15 2 130 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT ACACACACTGACAAACACACA 2 40 80 20 209 21 59,822 58,501 16,300 37,200 2,677,266 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 0 15 2 140 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT TCAAACACTAACACACACTGACA 2 48 80 20 219 23 59,822 58,429 16,300 35,800 4,748,999 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 0 16 2 141 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT CTCAAACACTAACACACACTGACA 2 48 80 20 220 24 59,822 59,370 16,300 35,800 4,807,703 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 102 47 15 2 AC GTGTGTGTGTGCTTATCTGTGTGTGTGTGTGTGTGTNA 0 0 16 2 142 gggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtg GGGTCAGCGTGTGTGGATAT ACTCAAACACTAACACACACTGAC 2 49 80 20 221 24 59,822 59,370 16,300 35,100 4,808,138 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 1 1 6 23 147 GCAGACACGCACTGAAACTGAAGAAGCTCACAAGAGCAGACACGCACTGAAACTG TTCTGTGTGTCCACGTTGCT 36 23 73 20 219 20 60,042 60,108 31,600 39,100 0.149735 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 6 23 214 CCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTCCCTTATGCGCACACAGAGA TTCTGTGTGTCCACGTTGCT 103 23 6 20 219 20 60,108 60,108 31,000 39,100 0.216082 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 6 23 215 TCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTCCCTTATGCGCACACAGAG TTCTGTGTGTCCACGTTGCT 104 23 5 20 219 20 60,108 60,108 33,500 39,100 0.216082 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 6 23 216 CTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGCTCCCTTATGCGCACACAGA TTCTGTGTGTCCACGTTGCT 105 23 4 20 219 20 60,108 60,108 34,100 39,100 0.216082 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 6 16 127 AAGAAGCTCACAAGACCGCACAAacacacATGCACC AAGAAGCTCACAAGACCGCA TTCTGTGTGTCCACGTTGCT 16 23 93 20 219 20 59,893 60,108 56,900 39,100 0.214605 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 8 23 151 TCATGCAGACACGCACTGAAACTGAAGAAGCTCAC TCATGCAGACACGCACTGAA TTCTGTGTGTCCACGTTGCT 40 23 69 20 219 20 60,250 60,108 30,200 39,100 0.357723 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 9 58 252 CCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTCCCTTATGCGCACACAGAGA ACATCTGTTTGTGTTTGTGTGCT 103 58 6 20 257 23 60,108 59,807 31,000 44,000 3,301,453 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 9 58 253 TCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTCCCTTATGCGCACACAGAG ACATCTGTTTGTGTTTGTGTGCT 104 58 5 20 257 23 60,108 59,807 33,500 44,000 3,301,453 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 10 44 240 TCTCCCTTATGCGcacacaGAGaaaaacacacacaGGAT TCTCCCTTATGCGCACACAG TGTGTGCTTATGTTAGTGTGCC 106 44 3 20 242 22 60,108 59,189 36,600 50,100 2,919,616 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 10 30 154 GCAGACACGCACTGAAACTGAAGAAGCTCACAAGAGCAGACACGCACTGAAACTG TGTGCCTTTCTGTGTGTCCA 36 30 73 20 226 20 60,042 59,746 31,600 40,200 0.296301 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 10 10 114 AAGAAGCTCACAAGACCGCACAAacacacATGCACC AAGAAGCTCACAAGACCGCA CGTTGCTGTGTGTGCTTGTT 16 10 93 20 206 20 59,893 60,179 56,900 28,300 0.285874 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:5487:8042 1 129 48 15 1.5 AC CACACATACACACACACCCACACACACACACACACANA 0 0 10 10 134 GCAGACACGCACTGAAACTGAAGAAGCTCACAAGAGCAGACACGCACTGAAACTG CGTTGCTGTGTGTGCTTGTT 36 10 73 20 206 20 60,042 60,179 31,600 28,300 0.221004 F 260 TATCTCCCTTATGCGcacacaGAGaaaaacacacacaGGATGTTAGTCATACATGTCCGCACTCGCACTCATGCAGACACGCACTGAAACTGAAGAAGCTCACAAGACCGCACAAacacacATGCACCcacacaTacacacacacCcacacacacacacacacacacacacacacaCGCACATGCAAACAAGcacacacaGCAACGTGGacacacAGAAAGGCACACTAACATAAGcacacaAACACAAACAGATGTATA

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 1 1 4 20 189 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGT CTTCAGGTGCAGAACTGGCT 20 30 25 20 213 20 57,610 60,251 38,500 47,500 2,640,865 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 20 240 AAACACTCAGAGACAAGGAGGTCTGCTAAAATCTG AAACACTCAGAGACAAGGAGGT ATGAGCTCCCACCCTCCTTT 20 79 23 22 262 20 58,958 60,551 38,500 31,100 3,593,076 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 19 188 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC TTCAGGTGCAGAACTGGCTG 19 29 25 21 212 20 58,756 60,536 38,500 48,500 2,779,590 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 19 189 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC CTTCAGGTGCAGAACTGGCT 19 30 25 21 213 20 58,756 60,251 38,500 47,500 2,494,450 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 19 190 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC ACTTCAGGTGCAGAACTGGC 19 31 25 21 214 20 58,756 60,536 38,500 48,500 2,779,816 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 19 190 AACACTCAGAGACAAGGAGGTCTGCTAAAATCTGA AACACTCAGAGACAAGGAGGTC CTTCAGGTGCAGAACTGGCT 19 30 24 22 213 20 59,369 60,251 38,500 47,500 2,881,220 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 4 19 238 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC ATGAGCTCCCACCCTCCTTT 19 79 25 21 262 20 58,756 60,551 38,500 31,100 2,794,941 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 5 21 242 TGAAACACTCAGAGACAAGGAGGTCTGCTAAAATC TGAAACACTCAGAGACAAGGAGG ATGAGCTCCCACCCTCCTTT 21 79 21 23 262 20 59,930 60,551 43,000 31,100 3,621,289 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 5 19 240 AAACACTCAGAGACAAGGAGGTCTGCTAAAATCTG AAACACTCAGAGACAAGGAGGTC ATGAGCTCCCACCCTCCTTT 19 79 23 23 262 20 59,930 60,551 38,500 31,100 3,621,433 D 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 8 19 183 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC GTGCAGAACTGGCTGTCTCT 19 24 25 21 207 20 58,756 59,965 38,500 31,000 2,278,426 G 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 10 18 177 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC AACTGGCTGTCTCTCTCCCT 19 18 25 21 201 20 58,756 59,884 38,500 42,000 2,359,953 G 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2222:6888:34025 1 65 99 15 2 AT GAGAGAGAGAAAGTGAGATATATATATATATATAT NA 0 0 10 17 176 ACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGACACTCAGAGACAAGGAGGTC ACTGGCTGTCTCTCTCCCTT 19 17 25 21 200 20 58,756 59,884 38,500 39,500 2,359,953 G 262 GGGttttttGAAGATATCCCTGAAACACTCAGAGACAAGGAGGTCTGCTAAAATCTGAGAAAGTgagagagagaAAGTGAGatatatatatatatatatatatatatatatagagagagagagagagagGgagagagagagagagagagagaAagagagagagGAAGTgagagaGGGAGAAAGGgagagagaCAGCCAGTTCTGCACCTGAAGTAGAGAAAATGTTGTCTTATTATTCAGCAAAAGGAGGGTGGGAGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2223:12357:13615 1 31 75 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 1 1 15 3 131 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgGAGGACAATATATCTTTGTGAATGTGA TCCCTCTCATACACATACACACA 3 3 1 27 131 23 57,670 58,651 35,800 37,200 13,679,428 G 136 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgAGCGTGTGAgtgtgtgtgtGCATgagagagagaATAtgtgtgTATGTGTATGAGAGGGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2223:12357:13615 1 31 75 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 16 3 132 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgGAGGACAATATATCTTTGTGAATGTGA CTCCCTCTCATACACATACACACA 3 3 1 27 132 24 57,670 59,598 35,800 37,200 13,732,537 G 136 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgAGCGTGTGAgtgtgtgtgtGCATgagagagagaATAtgtgtgTATGTGTATGAGAGGGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2223:12357:13615 1 31 75 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTGNA 0 0 18 3 133 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgGAGGACAATATATCTTTGTGAATGTGA TCTCCCTCTCATACACATACACAC 3 4 1 27 133 24 57,670 59,355 35,800 38,200 13,975,199 G 136 GAGGACAatatatCTTTGTGAATGTGAACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgAGCGTGTGAgtgtgtgtgtGCATgagagagagaATAtgtgtgTATGTGTATGAGAGGGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 59 275 AGCGATGTTGGTGAGAACCCACAGTCATCTACTGG AGCGATGTTGGTGAGAACCC CTCTGTTCCTGCACCTCCTTT 145 59 4 20 278 21 60,322 59,927 41,100 31,100 1,394,618 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 60 212 GCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTGCTCCAGGTCGACAACGTTA CTCTGTTCCTGCACCTCCTT 82 60 67 20 278 20 60,039 59,310 31,800 33,600 0.728515 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 60 216 AGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGA AGAAGCTCCAGGTCGACAAC CTCTGTTCCTGCACCTCCTT 86 60 63 20 278 20 59,681 59,310 33,200 33,600 1,008,385 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 60 274 GCGATGTTGGTGAGAACCCACAGTCATCTACTGGG GCGATGTTGGTGAGAACCCA CTCTGTTCCTGCACCTCCTT 144 60 5 20 278 20 60,605 59,310 45,100 33,600 1,294,942 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 60 275 AGCGATGTTGGTGAGAACCCACAGTCATCTACTGG AGCGATGTTGGTGAGAACCC CTCTGTTCCTGCACCTCCTT 145 60 4 20 278 20 60,322 59,310 41,100 33,600 1,011,275 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 59 212 GCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTGCTCCAGGTCGACAACGTTA CTCTGTTCCTGCACCTCCTTT 82 59 67 20 278 21 60,039 59,927 31,800 31,100 1,111,857 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 29 160 AGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActct AGCCTTTCCTTCAGTAGTCGA CTCTGTTCCTGCACCTCCTT 29 60 119 21 278 20 58,474 59,310 42,000 33,600 3,216,055 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 29 161 AAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActcAAGCCTTTCCTTCAGTAGTCGA CTCTGTTCCTGCACCTCCTT 29 60 118 22 278 20 59,102 59,310 42,000 33,600 3,587,592 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 21 153 CCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTCCTTCAGTAGTCGATCTCTGCA CTCTGTTCCTGCACCTCCTT 21 60 126 22 278 20 59,315 59,310 44,100 33,600 3,375,011 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 18 139 TCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCAGTAGTCGATCTCTGCAGAG CACCTCCTTTAGAATTTCTCCCT 18 46 129 22 267 23 58,798 57,557 33,500 42,000 8,645,328 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 5 139 TCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgt TCTCTGCAGAGACTCTCTATCTGT CTCTGTTCCTGCACCTCCTT 5 60 140 24 278 20 59,836 59,310 34,100 33,600 4,853,653 F 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 18 139 CAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCAGTAGTCGATCTCTGCAGAG GCACCTCCTTTAGAATTTCTCCC 18 47 130 21 268 23 57,393 59,052 33,500 43,000 7,555,895 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG
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ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 18 139 CAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCAGTAGTCGATCTCTGCAGAG GCACCTCCTTTAGAATTTCTCCCT 18 46 130 21 268 24 57,393 60,325 33,500 42,000 7,932,063 B 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 5 138 CTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtg CTCTGCAGAGACTCTCTATCTGT CTCTGTTCCTGCACCTCCTT 5 60 141 23 278 20 58,545 59,310 34,100 33,600 5,144,301 F 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12834:56879 1 169 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 5 137 TCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgTCTGCAGAGACTCTCTATCTGT CTCTGTTCCTGCACCTCCTT 5 60 142 22 278 20 57,498 59,310 34,100 33,600 5,191,728 F 278 TGAAGCGATGTTGGTGAGAACCCACAGTCATCTACTGGGACTAGAGATCTGTCTTCACATGAAGAAGCTCCAGGTCGACAACGTTAAAACCCTGTGAACTTTATCCCTTGTTTTATAAAGCCTTTCCTTCAGTAGTCGATCTCTGCAGAGActctctATCTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCTGTGGAATTTTAAGAAGAATATGgagagaCCGTATAAAATAAAGGGAGAAATTCTAAAGGAGGTGCAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 1 1 8 16 111 TCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTATCTGAGTGAGTCTTCGTGCC CACGGACACCCACGCTAAAT 16 17 80 20 190 20 59,401 60,672 50,100 14,000 1,270,962 B 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 12 17 120 GTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCT GTGCAGGTGTCTGAGTGAGT CACGGACACCCACGCTAAAT 25 17 71 20 190 20 59,609 60,672 34,100 14,000 1,063,260 B 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 12 16 119 GTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCT GTGCAGGTGTCTGAGTGAGT ACGGACACCCACGCTAAATA 25 16 71 20 189 20 59,609 59,103 34,100 14,000 1,287,783 B 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 34 169 GCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGCATGCGTGTCTGTGTTTGT ACATTCACACACACGCACAC 57 34 39 20 207 20 59,971 59,623 28,300 38,200 0.406152 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 34 170 tGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGG TGCATGCGTGTCTGTGTTTG ACATTCACACACACGCACAC 58 34 38 20 207 20 59,971 59,623 29,300 38,200 0.406019 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 34 171 gtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAG GTGCATGCGTGTCTGTGTTT ACATTCACACACACGCACAC 59 34 37 20 207 20 59,971 59,623 28,300 38,200 0.406152 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 26 138 tGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTTGTGCAGGTGTCTGAGTGAG ACATTCACACACACGCACAC 26 34 70 20 207 20 59,610 59,623 35,100 38,200 0.767344 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 25 137 GTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCT GTGCAGGTGTCTGAGTGAGT ACATTCACACACACGCACAC 25 34 71 20 207 20 59,609 59,623 34,100 38,200 0.767712 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:1316:24304 1 116 38 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGNA 0 0 14 16 128 TCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTATCTGAGTGAGTCTTCGTGCC ACATTCACACACACGCACAC 16 34 80 20 207 20 59,401 59,623 50,100 38,200 0.975414 F 213 NcgcgcgcgcgCAtgtgtgtgtgtgAGTGTGCgtgtgtGCATGCGTGTCTGTGTTtgtgtgTTAttttttGTGCAGGTGTCTGAGTGAGTCTTCGTGCCGGGTCTGCATTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTATGCATGTGAATGATATTTAGCGTGGGTGTCCGTGTGCgtgtgtgtGAATGTTAGTGN

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 8 0 90 GACACAGATGCagagagGGTgagagagagagagagagagGACACAGATGCAGAGAGGGT CCTCATTGCGTTTCCCTGTG 0 20 96 20 185 20 59,099 59,477 43,400 36,600 1,424,196 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 8 0 91 GACACAGATGCagagagGGTgagagagagagagagagagGACACAGATGCAGAGAGGGT CCCTCATTGCGTTTCCCTGT 0 21 96 20 186 20 59,099 60,609 43,400 40,000 1,510,254 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 116 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 1 91 AGACACAGATGCagagagGGTgagagagagagagagagaAGACACAGATGCAGAGAGGG CCTCATTGCGTTTCCCTGTG 1 20 95 20 185 20 58,807 59,477 43,000 36,600 1,716,395 F 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 1 10 18 175 TGAGAGGGATAGAATTCGTGAGTGACagagagagGGTGAGAGGGATAGAATTCGTGAGTG CCTCATTGCGTTTCCCTGTG 18 20 11 24 185 20 59,660 59,477 35,100 36,600 4,862,602 D 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 0 10 18 176 TGAGAGGGATAGAATTCGTGAGTGACagagagagGGTGAGAGGGATAGAATTCGTGAGTG CCCTCATTGCGTTTCCCTGT 18 21 11 24 186 20 59,660 60,609 35,100 40,000 4,948,661 D 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 0 10 16 173 AGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGAGGGATAGAATTCGTGAGTGAC CCTCATTGCGTTTCCCTGTG 16 20 13 24 185 20 59,660 59,477 36,700 36,600 4,862,886 D 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 0 12 6 158 CGTGAGTGACagagagagGGTAAGACagagagagagagCGTGAGTGACAGAGAGAGGG CTCATTGCGTTTCCCTGTGTC 6 18 27 20 184 21 59,192 59,802 43,000 36,700 2,005,845 G 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 0 12 6 159 CGTGAGTGACagagagagGGTAAGACagagagagagagCGTGAGTGACAGAGAGAGGG CCTCATTGCGTTTCCCTGTG 6 20 27 20 185 20 59,192 59,477 43,000 36,600 1,331,197 G 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:14641:6214 1 53 93 15 2 AG AGAGAGAGAGAGAGAGAAGGAGAGATAGAGAGA NA 0 0 12 6 160 CGTGAGTGACagagagagGGTAAGACagagagagagagCGTGAGTGACAGAGAGAGGG CCCTCATTGCGTTTCCCTGT 6 21 27 20 186 20 59,192 60,609 43,000 40,000 1,417,256 G 186 AGACagagagTGAGAGGGATAGAATTCGTGAGTGACagagagagGGTAAGACagagagagagagagagAAGgagagaTagagagagACAGAGAAAGACACAGATGCagagagGGTgagagagagagagagagagagagagagagaTAGAGATTGAGAGTAAAAGACACAGGGAAACGCAATGAGGG

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 1 1 16 6 241 TTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtg TTGTTTGTCTGTTTGTGTGAGTGT ACGTTTGTATCAGGGTGCGT 6 144 9 24 249 20 59,723 59,966 35,500 52,400 4,311,511 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 16 4 237 TTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgt TTGTCTGTTTGTGTGAGTGTGT ACGTTTGTATCAGGGTGCGT 4 144 13 22 249 20 58,592 59,966 37,200 52,400 3,442,035 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 6 240 TGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgt TGTTTGTCTGTTTGTGTGAGTGT ACGTTTGTATCAGGGTGCGT 6 144 10 23 249 20 59,182 59,966 35,500 52,400 3,852,547 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 125 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT GGTCACCTTCTTGGCCCTAG 4 33 14 21 138 20 57,948 59,747 37,200 30,200 3,305,782 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 131 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT TTCGTCGGTCACCTTCTTGG 4 39 14 21 144 20 57,948 59,967 37,200 36,100 3,085,407 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 139 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT ACTCCATGTTCGTCGGTCAC 4 47 14 21 152 20 57,948 60,039 37,200 36,700 3,090,982 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 140 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT CACTCCATGTTCGTCGGTCA 4 48 14 21 153 20 57,948 60,039 37,200 40,200 3,091,073 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 145 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT AAGCCCACTCCATGTTCGTC 4 53 14 21 158 20 57,948 60,322 37,200 42,000 3,374,108 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 147 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT TGAAGCCCACTCCATGTTCG 4 55 14 21 160 20 57,948 60,322 37,200 39,500 3,374,019 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 209 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT GTCCCTGTCTGTCGCAACTA 4 117 14 21 222 20 57,948 59,398 37,200 22,400 3,654,013 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 17 4 236 TGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtg TGTCTGTTTGTGTGAGTGTGT ACGTTTGTATCAGGGTGCGT 4 144 14 21 249 20 57,948 59,966 37,200 52,400 3,086,792 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15402:67726 1 39 47 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTNA 0 0 18 5 240 TGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgt TGTTTGTCTGTTTGTGTGAGTGTG ACGTTTGTATCAGGGTGCGT 5 144 10 24 249 20 60,320 59,966 38,200 52,400 4,354,466 F 257 GAATGTGTTTGTTTGTCTGTTtgtgtgAgtgtgtATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgCGTGCGTATTTCTGTGATTGCAGAATTCAAACTCTAGGGCCAAGAAGGTGACCGACGAACATGGAGTGGGCTTCATCTAAGCTCtttttAATCGTTTAAGCAGCGTTGATGCAtttttAGTTGCGACAGACAGGGACCAGTGGGACGCACCCTGATACAAACGTAGGTCACT

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 1 6 4 190 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA CCATTCAATAAGATCATTGCTGAGC 4 72 59 20 248 25 59,687 58,850 60,900 42,600 6,463,047 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 6 4 190 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA CCATTCAATAAGATCATTGCTGAGCAT 4 70 59 20 248 27 59,687 60,524 60,900 37,900 7,836,602 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 6 4 190 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA CCATTCAATAAGATCATTGCTGAGCA 4 71 59 20 248 26 59,687 60,239 60,900 42,600 6,551,654 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 10 4 125 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA TGAGTGCGTGTGGATGTGAG 4 12 59 20 183 20 59,687 60,320 60,900 35,100 0.632542 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 10 4 173 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA TGCTGAGCATGTGAGCAAGA 4 60 59 20 231 20 59,687 59,964 60,900 30,200 0.348469 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 10 3 172 TCACTCTCAGTTACGCGCACGCGcacacacacacacacaTCACTCTCAGTTACGCGCAC TGCTGAGCATGTGAGCAAGA 3 60 60 20 231 20 60,387 59,964 53,400 30,200 0.422598 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 4 134 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA AAGTGAGTGTGAGTGCGTGT 4 21 59 20 192 20 59,687 59,824 60,900 44,900 0.488489 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 4 172 TTCACTCTCAGTTACGCGCACGCGcacacacacacacacTTCACTCTCAGTTACGCGCA GCTGAGCATGTGAGCAAGAG 4 59 59 20 230 20 59,687 59,272 60,900 28,500 1,040,699 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 83 69 15 2 AC CACACACACACACACACACACACACACACATTCTCT NA 0 0 12 3 133 TCACTCTCAGTTACGCGCACGCGcacacacacacacacaTCACTCTCAGTTACGCGCAC AAGTGAGTGTGAGTGCGTGT 3 21 60 20 192 20 60,387 59,824 53,400 44,900 0.562618 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 1 10 0 127 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG GTGAGAGTGAGTGTGGGAGC 16 0 13 20 139 20 60,395 60,038 44,500 47,000 0.432689 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 0 128 AGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCAGAAGTGAGCCCATTCCCTG GTGAGAGTGAGTGTGGGAGC 17 0 12 20 139 20 59,377 60,038 44,500 47,000 0.660454 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 0 135 CTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACCTCCTGAAGAAGTGAGCCCA GTGAGAGTGAGTGTGGGAGC 24 0 5 20 139 20 59,020 60,038 53,600 47,000 1,017,455 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 12 2 140 TAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACATAACTCCTGAAGAAGTGAGCCC AAGTGAGAGTGAGTGTGGGA 25 2 2 22 141 20 59,432 57,912 51,900 43,700 4,655,720 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 12 1 140 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACCTAACTCCTGAAGAAGTGAGCCC AGTGAGAGTGAGTGTGGGAG 25 1 1 23 140 20 60,369 58,373 51,900 43,000 4,995,634 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 71 15 2 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 13 1 140 TAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACATAACTCCTGAAGAAGTGAGCCC AAGTGAGAGTGAGTGTGGGAG 25 1 2 22 141 21 59,432 59,033 51,900 43,000 4,534,681 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 1 6 24 240 CTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACCTCCTGAAGAAGTGAGCCCA TCAATAAGATCATTGCTGAGCATGT 24 68 5 20 244 25 59,020 59,174 53,600 32,100 6,805,873 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 6 17 223 AGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCAGAAGTGAGCCCATTCCCTG CATTGCTGAGCATGTGAGCA 17 63 12 20 234 20 59,377 59,191 44,500 42,600 1,431,419 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 6 16 222 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG CATTGCTGAGCATGTGAGCA 16 63 13 20 234 20 60,395 59,191 44,500 42,600 1,203,653 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 7 25 240 ACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAAACTCCTGAAGAAGTGAGCCC CAATAAGATCATTGCTGAGCATGTG 25 67 4 20 243 25 59,020 59,085 51,900 32,100 6,895,619 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 7 25 241 ACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAAACTCCTGAAGAAGTGAGCCC TCAATAAGATCATTGCTGAGCATGT 25 68 4 20 244 25 59,020 59,174 51,900 32,100 6,806,631 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 8 16 223 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG TCATTGCTGAGCATGTGAGC 16 64 13 20 235 20 60,395 58,908 44,500 42,600 1,487,247 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 24 227 CTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACCTCCTGAAGAAGTGAGCCCA TGCTGAGCATGTGAGCAAGA 24 60 5 20 231 20 59,020 59,964 53,600 30,200 1,015,404 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 17 220 AGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCAGAAGTGAGCCCATTCCCTG TGCTGAGCATGTGAGCAAGA 17 60 12 20 231 20 59,377 59,964 44,500 30,200 0.658404 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 16 219 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG TGCTGAGCATGTGAGCAAGA 16 60 13 20 231 20 60,395 59,964 44,500 30,200 0.430638 G 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 10 12 171 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG TGAGTGCGTGTGGATGTGAG 16 12 13 20 183 20 60,395 60,320 44,500 35,100 0.714712 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 12 16 176 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG GAGTGTGAGTGCGTGTGGAT 16 17 13 20 188 20 60,395 60,320 44,500 34,100 0.714799 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:15585:31828 1 49 103 15 3 AC CACACACACATTCACTCTCAGTTACGCGCACGCGCANA 0 0 12 16 180 GAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCGAAGTGAGCCCATTCCCTGG AAGTGAGTGTGAGTGCGTGT 16 21 13 20 192 20 60,395 59,824 44,500 44,900 0.570659 D 248 CTAACTCCTGAAGAAGTGAGCCCATTCCCTGGATACAAACTGATTTCCcacacacacaTTCACTCTCAGTTACGCGCACGCGcacacacacacacacacacacacacacacaTtctctcGCTCCCACACTCACTCTCACTTcacacacacaCGCAGTCTCTTGCTCACATCCACACGCACTCACACTCACTTcacacacaTGCACTCActctctTGCTCACATGCTCAGCAATGATCTTATTGAATGG

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 1 1 10 8 140 AAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACaAAACAAGTTTCCAGAGACAGAAAGAG CTCAGACTCTCAGCATCGTCC 8 13 4 26 143 21 59,683 59,935 28,500 47,900 7,382,792 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 11 9 140 AAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACaAAACAAGTTTCCAGAGACAGAAAGA CTCAGACTCTCAGCATCGTCC 9 13 4 25 143 21 58,820 59,935 25,200 47,900 7,245,874 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 11 8 240 AACAAGTTTCCAGAGACAGAAAGAGTCAGAGACag AACAAGTTTCCAGAGACAGAAAGAG TCTTTCCATCTTTATCATCTCTGTCT 8 109 5 25 244 26 59,180 57,684 28,500 34,100 14,136,398 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 11 7 240 ACAAGTTTCCAGAGACAGAAAGAGTCAGAGACaga ACAAGTTTCCAGAGACAGAAAGAGT ATCTTTCCATCTTTATCATCTCTGTCT 7 109 6 25 245 27 60,105 58,063 32,400 34,100 14,041,522 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 11 2 129 TCCAGAGACAGAAAGAGTCAGAGACagagagagagA TCCAGAGACAGAAAGAGTCAGAG CAGACTCTCAGCATCGTCCA 2 12 13 23 141 20 58,921 59,186 33,500 40,200 4,892,358 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 11 2 218 TCCAGAGACAGAAAGAGTCAGAGACagagagagagA TCCAGAGACAGAAAGAGTCAGAG TCATCTCTGTCTCTGGAAGCT 2 100 13 23 230 21 58,921 57,901 33,500 37,400 7,177,311 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 12 10 140 AAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACaAAACAAGTTTCCAGAGACAGAAAG CTCAGACTCTCAGCATCGTCC 10 13 4 24 143 21 57,557 59,935 26,200 47,900 7,507,914 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 12 9 240 AACAAGTTTCCAGAGACAGAAAGAGTCAGAGACag AACAAGTTTCCAGAGACAGAAAGA TCTTTCCATCTTTATCATCTCTGTCT 9 109 5 24 244 26 58,255 57,684 25,200 34,100 14,061,724 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 12 0 217 CCAGAGACAGAAAGAGTCAGAGACagagagagagAACCAGAGACAGAAAGAGTCAGAGAC TCATCTCTGTCTCTGGAAGCT 0 100 14 24 230 21 60,083 57,901 33,600 37,400 7,181,561 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 13 1 125 CCAGAGACAGAAAGAGTCAGAGACagagagagagAACCAGAGACAGAAAGAGTCAGAGA ACTCTCAGCATCGTCCAGTC 1 9 14 23 138 20 58,921 59,186 31,000 35,100 4,892,995 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 13 1 128 CCAGAGACAGAAAGAGTCAGAGACagagagagagAACCAGAGACAGAAAGAGTCAGAGA CAGACTCTCAGCATCGTCCA 1 12 14 23 141 20 58,921 59,186 31,000 40,200 4,892,358 D 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:16711:13281 1 38 72 15 2 AG AGAGAGAGAGAAAGAGAGCGAGAGAGATAGATAGNA 0 0 13 1 217 CCAGAGACAGAAAGAGTCAGAGACagagagagagAACCAGAGACAGAAAGAGTCAGAGA TCATCTCTGTCTCTGGAAGCT 1 100 14 23 230 21 58,921 57,901 31,000 37,400 7,177,311 G 249 TATAAACAAGTTTCCAGAGACAGAAAGAGTCAGAGACagagagagagAAagagagCgagagagaTAGATAGAAAGAGATagagagagagagagagagagagagagagagACGTGTAGAGACTGGACGATGCTGAGAGTCTGAGatatatTGTGAGATTTAGAGACagagagATAGAGGGGTTCAGGGAATTGaaaaaaaTAGAACAATTAGCTTCCAGAGACAGAGATGATAAAGATGGAAAGATTTGT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 1 1 3 39 191 ACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA TGGACTTCTATAACCTTTCCATTTCA 39 73 2 23 192 26 59,736 58,305 34,100 26,900 10,959,248 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 3 39 192 ACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA TTGGACTTCTATAACCTTTCCATTTCA 39 73 2 23 193 27 59,736 58,833 34,100 26,900 11,431,585 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 4 39 190 CAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA TGGACTTCTATAACCTTTCCATTTCA 39 73 3 22 192 26 58,122 58,305 34,100 26,900 11,572,613 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 39 151 ACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA CTGTGAGCACGCCTAGCAAA 39 39 2 23 152 20 59,736 60,951 34,100 36,800 4,214,748 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 39 154 ACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA AAACTGTGAGCACGCCTAGC 39 42 2 23 155 20 59,736 60,951 34,100 34,200 4,215,232 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 3 117 AGAGGTGTAAAGAAGTTTAACCACAATCtatatatataAGAGGTGTAAAGAAGTTTAACCACA CTGTGAGCACGCCTAGCAAA 3 39 36 25 152 20 58,344 60,951 41,700 36,800 7,606,485 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 6 3 120 AGAGGTGTAAAGAAGTTTAACCACAATCtatatatataAGAGGTGTAAAGAAGTTTAACCACA AAACTGTGAGCACGCCTAGC 3 42 36 25 155 20 58,344 60,951 41,700 34,200 7,606,970 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 39 150 ACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGACAGGAAGTGCTCACATTATCCA TGTGAGCACGCCTAGCAAA 39 39 2 23 151 19 59,736 59,929 34,100 36,800 4,334,808 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17066:4720 1 64 30 15 1 AT TATATATATATATATATATATATATATATA NA 0 0 7 3 116 AGAGGTGTAAAGAAGTTTAACCACAATCtatatatataAGAGGTGTAAAGAAGTTTAACCACA TGTGAGCACGCCTAGCAAA 3 39 36 25 151 19 58,344 59,929 41,700 36,800 7,726,545 F 244 TACAGGAAGTGCTCACATTATCCATTCTTCATAGAAGAGGTGTAAAGAAGTTTAACCACAATCtatatatatatatatatatatatatatataCGCACTGGCAGCTCttttttttAtttttAGACCATTTGTTTTGCTAGGCGTGCTCACAGTTTTAGTCTGGAAATGAAATGGAAAGGTTATAGAAGTCCAATAAAAGCAAGAGAATTGAACTATTGATCAAGTTTAACATATTAGTTATAAT

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 0 91 GTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGGTATGGAAGTAATTTGAAATGTGGCA GCTGCAAACTCACCTAATCACG 13 0 190 26 280 22 58,680 60,160 49,200 43,500 9,479,299 A 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 92 AGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAAGTATGGAAGTAATTTGAAATGTGGCA GCTGCAAACTCACCTAATCACG 13 0 189 27 280 22 59,822 60,160 49,200 43,500 9,337,927 A 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 224 ACAGGCAGCCATTATTGAACTATATTTATTTACACCTACAGGCAGCCATTATTGAACT GCTGCAAACTCACCTAATCACG 151 0 57 21 280 22 57,908 60,160 30,100 43,500 5,251,286 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 233 TGTTTAACTACAGGCAGCCATTATTGAACTATATTTATGTTTAACTACAGGCAGCCA GCTGCAAACTCACCTAATCACG 161 0 48 20 280 22 57,059 60,160 47,500 43,500 5,100,647 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 190 CCTAACagagagGGCAGCAGAAAGGGCAACCTAACACCTAACAGAGAGGGCAGCAG CATAGCTGCAAACTCACCTAATCA 114 2 95 20 284 24 59,822 59,122 42,400 25,700 5,055,428 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 90 ATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATGGAAGTAATTTGAAATGTGGCA AGCTGCAAACTCACCTAATCAC 13 1 192 24 281 22 57,642 58,923 49,200 30,600 9,434,938 A 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 181 CagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCAGAGAGGGCAGCAGAAAGG GCTGCAAACTCACCTAATCACG 109 0 100 20 280 22 60,393 60,160 31,100 43,500 2,552,382 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 182 ACagagagGGCAGCAGAAAGGGCAACCTAACAAAATACAGAGAGGGCAGCAGAAAG GCTGCAAACTCACCTAATCACG 110 0 99 20 280 22 59,676 60,160 26,200 43,500 2,483,938 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 186 CCTAACagagagGGCAGCAGAAAGGGCAACCTAACACCTAACAGAGAGGGCAGCAG GCTGCAAACTCACCTAATCACG 114 0 95 20 280 22 59,822 60,160 42,400 43,500 2,337,257 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 240 TAACATATGTTTAACTACAGGCAGCCATTATTGAAC TAACATATGTTTAACTACAGGCAGCC GCTGCAAACTCACCTAATCACG 162 0 41 26 280 22 59,459 60,160 48,500 43,500 8,700,567 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 240 AACATATGTTTAACTACAGGCAGCCATTATTGAACT AACATATGTTTAACTACAGGCAGCC AGCTGCAAACTCACCTAATCA 162 2 42 25 281 21 59,643 57,576 48,500 25,700 8,780,572 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:19522:19135 1 229 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 1 240 AACATATGTTTAACTACAGGCAGCCATTATTGAACT AACATATGTTTAACTACAGGCAGCC AGCTGCAAACTCACCTAATCAC 162 1 42 25 281 22 59,643 58,923 48,500 30,600 8,434,391 F 284 CAACACTTCAATTTCTATTGGTTATTACACTGAGTAAGAGTAACATATGTTTAACTACAGGCAGCCATTATTGAACTATATTTATTTACACCTCCCTAACagagagGGCAGCAGAAAGGGCAACCTAACAAAATGCTCAGCTTTTGCAATATACTACAATTTGTTGCAGAAATAATAtttttGGAAACAGTATGGAAGTAATTTGAAATGTGGCAAGTGTAGAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGATTAGGTGAGTTTGCAGCTATG

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 55 241 GTGTCTTTAACATAGTAAACCATCCCAAGATGCTTC GTGTCTTTAACATAGTAAACCATCCCA TCAATTGCTCTACTATTCATGGCT 105 55 40 27 280 24 59,391 58,066 43,700 47,500 13,542,378 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 54 241 GTGTCTTTAACATAGTAAACCATCCCAAGATGCTTC GTGTCTTTAACATAGTAAACCATCCCA TCAATTGCTCTACTATTCATGGCTC 105 54 40 27 280 25 59,391 59,006 43,700 47,000 13,602,815 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 36 150 GAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAGAGGTGTTAGGACAGGTGGC TCTGCCTTTAGCTGCCTGAG 44 36 108 20 257 20 60,036 59,749 50,100 33,500 0.287648 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 36 194 CCAAGATGCTTCACAGGGCAAAATTAGATACTGAG CCAAGATGCTTCACAGGGCA TCTGCCTTTAGCTGCCTGAG 88 36 64 20 257 20 60,610 59,749 53,600 33,500 0.861310 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 36 196 TCCCAAGATGCTTCACAGGGCAAAATTAGATACTGATCCCAAGATGCTTCACAGGG TCTGCCTTTAGCTGCCTGAG 90 36 62 20 257 20 59,671 59,749 44,500 33,500 0.580614 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 0 114 GAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAGAGGTGTTAGGACAGGTGGC TCCCTCCCTAAACCACTCCA 44 0 108 20 221 20 60,036 59,505 50,100 38,600 0.530845 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 53 240 GTGTCTTTAACATAGTAAACCATCCCAAGATGCTTC GTGTCTTTAACATAGTAAACCATCCCA CAATTGCTCTACTATTCATGGCTCT 105 53 40 27 279 25 59,391 59,003 43,700 40,900 13,605,274 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 36 243 aacaacaacaaCTTGCACTTACATAGTGTCTTTAACAT AACAACAACAACTTGCACTTACA TCTGCCTTTAGCTGCCTGAG 134 36 15 23 257 20 57,872 59,749 24,100 33,500 5,379,047 F 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 37 151 GAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAGAGGTGTTAGGACAGGTGGC CTCTGCCTTTAGCTGCCTGA 44 37 108 20 258 20 60,036 59,749 50,100 38,600 0.287648 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 37 197 TCCCAAGATGCTTCACAGGGCAAAATTAGATACTGATCCCAAGATGCTTCACAGGG CTCTGCCTTTAGCTGCCTGA 90 37 62 20 258 20 59,671 59,749 44,500 38,600 0.580614 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 37 243 acaacaacaaCTTGCACTTACATAGTGTCTTTAACATA ACAACAACAACTTGCACTTACA CTCTGCCTTTAGCTGCCTGA 134 37 16 22 258 20 57,225 59,749 24,100 38,600 5,026,412 F 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 36 242 acaacaacaaCTTGCACTTACATAGTGTCTTTAACATA ACAACAACAACTTGCACTTACA TCTGCCTTTAGCTGCCTGAG 134 36 16 22 257 20 57,225 59,749 24,100 33,500 5,026,412 F 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 11 115 GACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGG GACAGGTGGCCAAAGGTTTG AGCTCTGGAATTCCCTCCCT 34 11 118 20 232 20 59,611 59,955 29,300 42,000 0.434494 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 11 125 GAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAGAGGTGTTAGGACAGGTGGC AGCTCTGGAATTCCCTCCCT 44 11 108 20 232 20 60,036 59,955 50,100 42,000 0.081763 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:21755:21948 1 172 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 11 171 TCCCAAGATGCTTCACAGGGCAAAATTAGATACTGATCCCAAGATGCTTCACAGGG AGCTCTGGAATTCCCTCCCT 90 11 62 20 232 20 59,671 59,955 44,500 42,000 0.374730 B 280 ACACTTATTTGaaaaacaacaacaaCTTGCACTTACATAGTGTCTTTAACATAGTAAACCATCCCAAGATGCTTCACAGGGCAAAATTAGATACTGAGCCACATAAGGAGGTGTTAGGACAGGTGGCCAAAGGTTTGGTTAAAGAGGTAGGTTTTAATGAatatatTAAAGgagagagagagagagagagagagagagagaTGGAGTGGTTTAGGGAGGGAATTCCAGAGCTTAGGGCTCAGGCAGCTAAAGGCAGAGCCATGAATAGTAGAGCAATTGA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 6 3 118 ATAGGCACGCACAAGCAGTCAAGcacacacacacacacATAGGCACGCACAAGCAGTC TGCGTTTCGTTTGACATCGT 3 45 102 20 219 20 61,021 59,068 35,100 37,300 1,953,092 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 7 4 118 ATAGGCACGCACAAGCAGTCAAGcacacacacacacacATAGGCACGCACAAGCAGT TGCGTTTCGTTTGACATCGT 4 45 102 19 219 20 60,003 59,068 44,000 37,300 1,935,056 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 8 45 199 TCGTATTCATGAACACGcacacaTGCATTCACGCTCA TCGTATTCATGAACACGCACAC TGCGTTTCGTTTGACATCGT 82 45 21 22 219 20 59,590 59,068 38,200 37,300 3,342,093 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 45 182 cacacaTGCATTCACGCTCATTcacacaAACGATCCCAACACACATGCATTCACGCTCAT TGCGTTTCGTTTGACATCGT 66 45 38 21 219 20 59,868 59,068 29,000 37,300 2,063,395 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 9 7 121 CACATAGGCACGCACAAGCAGTCAAGcacacacacac CACATAGGCACGCACAAGC TGCGTTTCGTTTGACATCGT 7 45 99 19 219 20 59,865 59,068 40,100 37,300 2,067,017 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 45 182 cacacaTGCATTCACGCTCATTcacacaAACGATCCCAACACACATGCATTCACGCTCA TGCGTTTCGTTTGACATCGT 67 45 38 20 219 20 59,482 59,068 42,600 37,300 1,449,897 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 45 198 CGTATTCATGAACACGcacacaTGCATTCACGCTCAT CGTATTCATGAACACGCACACA TGCGTTTCGTTTGACATCGT 81 45 22 22 219 20 59,843 59,068 37,200 37,300 3,088,399 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 44 182 cacacaTGCATTCACGCTCATTcacacaAACGATCCCAACACACATGCATTCACGCTCA TGCGTTTCGTTTGACATCGTT 67 44 38 20 219 21 59,482 59,672 42,600 38,500 1,846,264 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:2493:65652 1 125 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 10 44 198 CGTATTCATGAACACGcacacaTGCATTCACGCTCAT CGTATTCATGAACACGCACACA TGCGTTTCGTTTGACATCGTT 81 44 22 22 219 21 59,843 59,672 37,200 38,500 3,484,766 F 219 CTACACAAGcacacacacaCTCGTATTCATGAACACGcacacaTGCATTCACGCTCATTcacacaAACGATCCCAAACAAGGAACACAAATACAAATTCACATAGGCACGCACAAGCAGTCAAGcacacacacacacacacacacacacacacaGAAACAGACAAGCACTTTTAAATGGGaaaaaGGGTTGGGACaaaaaCGATGTCAAACGAAACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 1 1 8 28 244 cacacCCACACCACAAacacacCcacacaAGAacacacCc CACACCCACACCACAAACAC AGCTTGACCACTTGACCCTT 28 97 15 20 258 20 59,828 59,153 33,200 39,500 1,019,046 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 8 26 242 cacCCACACCACAAacacacCcacacaAGAacacacCcac CACCCACACCACAAACACAC AGCTTGACCACTTGACCCTT 26 97 17 20 258 20 59,828 59,153 38,200 39,500 1,019,046 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 10 22 165 CACACCACAAacacacCcacacaAGAacacacCcacacaA CACACCACAAACACACCCAC CCAAGTGCTGGTAAATGGGA 22 24 21 20 185 20 59,828 57,786 46,100 43,700 2,386,728 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 10 22 238 CACACCACAAacacacCcacacaAGAacacacCcacacaA CACACCACAAACACACCCAC AGCTTGACCACTTGACCCTT 22 97 21 20 258 20 59,828 59,153 46,100 39,500 1,019,046 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 12 20 163 CACCACAAacacacCcacacaAGAacacacCcacacaAAACACCACAAACACACCCACAC CCAAGTGCTGGTAAATGGGA 20 24 23 20 185 20 59,828 57,786 38,200 43,700 2,386,728 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 12 20 236 CACCACAAacacacCcacacaAGAacacacCcacacaAAACACCACAAACACACCCACAC AGCTTGACCACTTGACCCTT 20 97 23 20 258 20 59,828 59,153 38,200 39,500 1,019,046 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 13 41 290 CATATGGACAAacacacacCCACACCACAAacacacCc CATATGGACAAACACACACCC ACTGTAAAGAATTCACTGCACTTT 41 125 1 21 290 24 57,152 57,300 46,100 26,600 10,547,847 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 14 40 290 CATATGGACAAacacacacCCACACCACAAacacacCc CATATGGACAAACACACACCCA ACTGTAAAGAATTCACTGCACTTT 40 125 1 22 290 24 58,847 57,300 45,100 26,600 9,852,705 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 14 38 254 TGGACAAacacacacCCACACCACAAacacacCcacaca TGGACAAACACACACCCACA AGCTTGACCACTTGACCCTT 38 97 5 20 258 20 59,962 59,153 41,700 39,500 0.885003 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 14 24 181 TGGACAAacacacacCCACACCACAAacacacCcacaca TGGACAAACACACACCCACA CCAAGTGCTGGTAAATGGGA 38 24 5 20 185 20 59,962 57,786 41,700 43,700 2,252,686 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 14 19 235 ACCACAAacacacCcacacaAGAacacacCcacacaAAAa ACCACAAACACACCCACACA AGCTTGACCACTTGACCCTT 19 97 24 20 258 20 60,251 59,153 37,200 39,500 1,098,079 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 15 39 290 CATATGGACAAacacacacCCACACCACAAacacacCc CATATGGACAAACACACACCCAC ACTGTAAAGAATTCACTGCACTTT 39 125 1 23 290 24 60,058 57,300 46,100 26,600 9,757,172 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 16 6 135 cCcacacaAGAacacacCcacacaAAAacacacacacacGC CCCACACAAGAACACACCCA TGGGATTAGGTAGGTAGGTCAGG 7 6 36 20 170 23 60,395 60,117 45,100 38,600 3,511,898 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 16 5 134 cCcacacaAGAacacacCcacacaAAAacacacacacacGC CCCACACAAGAACACACCCA GGGATTAGGTAGGTAGGTCAGGT 7 5 36 20 169 23 60,395 60,117 45,100 40,000 3,511,859 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:25093:62470 1 63 79 15 3 AC ACACACACACACGCACAAATGCACACACACACACA NA 0 0 16 5 135 acCcacacaAGAacacacCcacacaAAAacacacacacacG ACCCACACAAGAACACACCC GGGATTAGGTAGGTAGGTCAGGT 8 5 35 20 169 23 60,395 60,117 46,100 40,000 3,511,996 G 290 CATATGGACAAacacacacCCACACCACAAacacacCcacacaAGAacacacCcacacaAAAacacacacacacGCACAAATGcacacacacacacacacacacacacacacaAAAacacacCCACAAACGcacacacacaGAAACACCTGacctacctacctAATCCCATTTACCAGCACTTGGCCCATAGCCTTGAATGTTATTGTGGGAGAATAAAATACATATACAGGATAACAAAGGGTCAAGTGGTCAAGCTATAGTGGAAAAGTGCAGTGAATTCTTTACAGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 7 53 187 TGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACC TGCTCACGTATGTGTGTCAGT CTGGCACACCCAACTCACAA 63 53 19 21 205 20 59,660 60,751 34,100 33,300 2,091,206 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 52 186 TGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACC TGCTCACGTATGTGTGTCAGT TGGCACACCCAACTCACAAG 63 52 19 21 204 20 59,660 60,751 34,100 31,600 2,091,206 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 51 185 TGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACC TGCTCACGTATGTGTGTCAGT GGCACACCCAACTCACAAGT 63 51 19 21 203 20 59,660 60,752 34,100 31,600 2,091,572 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 45 168 TCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgt TCAGTTTGTGCCTATGTGTACCT GCACACCCAACTCACAAGTTC 45 49 35 23 202 21 59,673 59,934 30,800 30,100 4,392,139 B 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 45 169 TCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgt TCAGTTTGTGCCTATGTGTACCT GGCACACCCAACTCACAAGT 45 51 35 23 203 20 59,673 60,752 30,800 31,600 4,078,231 B 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 45 170 TCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgt TCAGTTTGTGCCTATGTGTACCT TGGCACACCCAACTCACAAG 45 52 35 23 204 20 59,673 60,751 30,800 31,600 4,077,865 B 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 3 126 TGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtg TGTGTATGTTTCGGCATATTGGT GCACACCCAACTCACAAGTTC 3 49 77 23 202 21 58,734 59,934 36,700 30,100 5,331,444 A 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 3 127 TGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtg TGTGTATGTTTCGGCATATTGGT GGCACACCCAACTCACAAGT 3 51 77 23 203 20 58,734 60,752 36,700 31,600 5,017,535 A 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 3 128 TGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtg TGTGTATGTTTCGGCATATTGGT TGGCACACCCAACTCACAAG 3 52 77 23 204 20 58,734 60,751 36,700 31,600 5,017,170 A 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 64 198 TGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACC TGCTCACGTATGTGTGTCAG AAATGCACACACTGGCACAC 64 64 19 20 216 20 57,935 59,897 35,100 38,200 2,167,417 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 63 197 GCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTGCTCACGTATGTGTGTCAGT AAATGCACACACTGGCACAC 63 64 20 20 216 20 57,934 59,897 34,100 38,200 2,168,837 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 63 198 TGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACC TGCTCACGTATGTGTGTCAGT AAATGCACACACTGGCACAC 63 64 19 21 216 20 59,660 59,897 34,100 38,200 1,442,773 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 134 gtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgt GTGTGTATGTGTATGTTTCGGCA GGCACACCCAACTCACAAGT 10 51 70 23 203 20 59,566 60,752 56,900 31,600 4,185,599 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 135 gtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgt GTGTGTATGTGTATGTTTCGGCA TGGCACACCCAACTCACAAG 10 52 70 23 204 20 59,566 60,751 56,900 31,600 4,185,233 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:2564:57864 1 103 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 136 gtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgt GTGTGTATGTGTATGTTTCGGCA CTGGCACACCCAACTCACAA 10 53 70 23 205 20 59,566 60,751 56,900 33,300 4,185,233 F 253 tgtgtgTTTGTGCATGTTTGCTCACGTAtgtgtgTCAGTTTGTGCCTATGTGTACCTAAGTCtgtgtgAgtgtgtATGTGTATGTTTCGGCATATTGGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATGTGTTTATGTGTTTGTGTTTCTGCATGTTTTCGCCTGTGTATGTGAACTTGTGAGTTGGGTGTGCCAgtgtgtGCATTTTGCgtgtgtgtgtgtgtGCATGTGGAATTGtttttGT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 68 240 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGT TCATGATAGTAGAGTTCCAAAGCAC 97 68 3 20 242 25 57,911 58,659 27,100 44,000 8,430,266 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 67 240 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGT TCATGATAGTAGAGTTCCAAAGCACT 97 67 3 20 242 26 57,911 59,845 27,100 44,000 8,244,170 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 67 240 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGTT TCATGATAGTAGAGTTCCAAAGCACT 96 67 3 21 242 26 58,580 59,845 28,300 44,000 8,574,888 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 63 232 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGT GTAGAGTTCCAAAGCACTGTGC 97 63 3 20 234 22 57,911 59,776 27,100 45,700 4,313,263 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 41 190 TTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTTCAGTGATTGATCATTGGGCT CAGATCATGATAGTAGAGTTCCAAAGC 41 70 57 22 246 27 58,028 59,615 51,900 35,100 11,356,792 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 41 190 TTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAG TTTCAGTGATTGATCATTGGGCT AGATCATGATAGTAGAGTTCCAAAGCA 41 69 56 23 245 27 58,653 59,930 51,900 39,100 11,417,177 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 40 190 TTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTTCAGTGATTGATCATTGGGCTC CAGATCATGATAGTAGAGTTCCAAAGC 40 70 57 23 246 27 59,050 59,615 47,000 35,100 11,334,413 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 63 230 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGTT AGAGTTCCAAAGCACTGTGC 96 63 3 21 232 20 58,580 58,687 28,300 45,700 3,732,481 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 63 230 GCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATA GCAGCTTCAAATGCCATTGT AGAGTTCCAAAGCACTGTGC 97 63 3 20 232 20 57,911 58,687 27,100 45,700 3,401,764 F 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 31 164 TCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCA TCATTGGGCTCTGTCCTGTG AGAGTTCCAAAGCACTGTGC 31 63 69 20 232 20 59,674 58,687 36,600 45,700 1,638,748 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 30 163 CATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCAT CATTGGGCTCTGTCCTGTGA AGAGTTCCAAAGCACTGTGC 30 63 70 20 232 20 59,674 58,687 35,800 45,700 1,638,748 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 28 161 TTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTA TTGGGCTCTGTCCTGTGAAG AGAGTTCCAAAGCACTGTGC 28 63 72 20 232 20 59,602 58,687 30,200 45,700 1,710,755 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 138 GGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgt GGTGGACCATTACATTGTTCCG AGAGTTCCAAAGCACTGTGC 3 63 95 22 232 20 59,578 58,687 43,000 45,700 3,734,942 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 136 TGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtg TGGACCATTACATTGTTCCGT AGAGTTCCAAAGCACTGTGC 2 63 97 21 232 20 57,573 58,687 46,900 45,700 4,739,601 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:26342:47158 1 120 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 137 GTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtGTGGACCATTACATTGTTCCGT AGAGTTCCAAAGCACTGTGC 2 63 96 22 232 20 58,921 58,687 46,900 45,700 4,391,652 A 269 TGGCAGCTTCAAATGCCATTGTTAAATGTTGCCTTATAATTTAGATGTGtttttATTTCAGTGATTGATCATTGGGCTCTGTCCTGTGAAGGTAGGTGGACCATTACATTGTTCCGTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGAGATGCATTATAGTACTTTTCCCATTGGGAAAACTGTTGTTATGCATTCAAAACTTAAGAGCACAGTGCTTTGGAACTCTACTATCATGATCTGAAATGATTTAAATGTGAAATGTT

ST‐E00142:460:H2K7HCCXY:6:2223:2646:67849 1 134 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 16 0 172 ctctctCActctctGGCTGccccccccccccccccccccccccccTCTCTCTCACTCTCTGGCTGC GAGAGAAAGAGACAGACAGCC 101 0 13 20 184 21 59,543 57,769 52,500 48,500 3,687,779 F 186 CTCTGGTTGCctctctctCActctctGGCTGccccccccccccccccccccccccccTCGCTccccccccccccccTcccccccccccccTCTTCGCTcccccccccccccTTTCCcgcgcgcccccccccccctctctctctctctctctctctctctctctGGCTGTCTGTCTCTTtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2223:2646:67849 1 134 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 0 172 tctctCActctctGGCTGccccccccccccccccccccccccccT TCTCTCACTCTCTGGCTGCC AGAGAGAAAGAGACAGACAGCC 100 0 14 20 185 22 60,970 59,174 48,500 48,500 3,795,449 F 186 CTCTGGTTGCctctctctCActctctGGCTGccccccccccccccccccccccccccTCGCTccccccccccccccTcccccccccccccTCTTCGCTcccccccccccccTTTCCcgcgcgcccccccccccctctctctctctctctctctctctctctctGGCTGTCTGTCTCTTtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2223:2646:67849 1 134 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 0 173 ctctctCActctctGGCTGccccccccccccccccccccccccccTCTCTCTCACTCTCTGGCTGC AGAGAGAAAGAGACAGACAGCC 101 0 13 20 185 22 59,543 59,174 52,500 48,500 3,282,567 F 186 CTCTGGTTGCctctctctCActctctGGCTGccccccccccccccccccccccccccTCGCTccccccccccccccTcccccccccccccTCTTCGCTcccccccccccccTTTCCcgcgcgcccccccccccctctctctctctctctctctctctctctctGGCTGTCTGTCTCTTtctctcTG

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 1 1 3 1 148 GCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGCCGTCAACCATCTTGATCC CCCAACTAGACACAATCTTCTGC 74 1 101 20 248 23 58,983 59,313 33,600 42,600 4,704,113 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 124 AGAAACAACACTCGGCAATGCCTCACCAGCACTCCTAGAAACAACACTCGGCAATGC CCAACTAGACACAATCTTCTGCG 50 0 124 21 247 23 60,001 59,631 35,600 51,800 4,370,524 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 146 CCGTCAACCATCTTGATCCCAAAGAAACAACACTCGCCGTCAACCATCTTGATCCCA CCAACTAGACACAATCTTCTGCG 72 0 102 21 247 23 60,065 59,631 43,700 51,800 4,434,638 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 147 GCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGCCGTCAACCATCTTGATCC CCAACTAGACACAATCTTCTGCG 74 0 101 20 247 23 58,983 59,631 33,600 51,800 4,386,534 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 3 0 231 CGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGCGTATCACCGACCTGTCTGG CCAACTAGACACAATCTTCTGCG 158 0 17 20 247 23 59,899 59,631 38,600 51,800 3,469,829 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 1 123 AAACAACACTCGGCAATGCCTCACCAGCACTCCTCCAAACAACACTCGGCAATGCC CCCAACTAGACACAATCTTCTGC 49 1 126 20 248 23 59,968 59,313 44,000 42,600 3,718,719 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 122 AAACAACACTCGGCAATGCCTCACCAGCACTCCTCCAAACAACACTCGGCAATGCC CCAACTAGACACAATCTTCTGCG 49 0 126 20 247 23 59,968 59,631 44,000 51,800 3,401,140 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 195 ACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTACCAAGCTTGTCACAGAGCA CCAACTAGACACAATCTTCTGCG 122 0 53 20 247 23 59,819 59,631 42,600 51,800 3,550,260 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 4 0 230 GTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGAGTATCACCGACCTGTCTGGC CCAACTAGACACAATCTTCTGCG 157 0 18 20 247 23 60,179 59,631 48,500 51,800 3,548,255 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 2 240 CCCATAACGTATCACCGACCTGTCTGGCCTCAAGTA CCCATAACGTATCACCGACCT ACCCAACTAGACACAATCTTCTG 164 2 10 21 249 23 59,315 58,100 38,500 30,200 6,584,485 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 5 1 240 CCCATAACGTATCACCGACCTGTCTGGCCTCAAGTA CCCATAACGTATCACCGACCT ACCCAACTAGACACAATCTTCTGC 164 1 10 21 249 24 59,315 60,804 38,500 42,600 6,489,244 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:27072:42095 1 195 30 15 1 AC CACACACACACACACACACACACACACACA NA 0 0 6 1 240 CCCATAACGTATCACCGACCTGTCTGGCCTCAAGTA CCCATAACGTATCACCGACC ACCCAACTAGACACAATCTTCTGC 165 1 10 20 249 24 57,856 60,804 47,900 42,600 6,948,742 F 251 ATCAGTGACCCCATAACGTATCACCGACCTGTCTGGCCTCAAGTAATGGTTGACCAAGCTTGTCACAGAGCATTAAAGAAGATTGTCTTAATCTTTCATTGCCGTCAACCATCTTGATCCCAAAGAAACAACACTCGGCAATGCCTCACCAGCACTCCTCCACCACCCAccccccTCCCCACCCAACCCCACACcacacacacacacacacacacacacacacaCGCAGAAGATTGTGTCTAGTTGGGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 1 1 13 1 139 AAAGTGTTGGTGGCACATCGCCAATCCGGGACCTG AAAGTGTTGGTGGCACATCG ACAGACATACACACATACGCA 20 1 12 20 150 21 59,332 57,414 38,400 52,400 4,254,094 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 0 0 14 1 139 AAGTGTTGGTGGCACATCGCCAATCCGGGACCTGC AAGTGTTGGTGGCACATCGC CACAGACATACACACATACGCA 19 1 13 20 151 22 61,795 58,750 45,800 52,400 5,045,087 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 0 0 14 0 139 AAAGTGTTGGTGGCACATCGCCAATCCGGGACCTG AAAGTGTTGGTGGCACATCG ACAGACATACACACATACGCAA 20 0 12 20 150 22 59,332 58,080 38,400 48,500 4,588,439 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 0 0 15 2 144 GCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCGCAAAGTGTTGGTGGCACAT CACACAGACATACACACATACGC 22 2 10 20 153 23 59,895 59,939 32,100 44,200 3,165,432 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 0 0 15 2 147 TAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGTAGGCAAAGTGTTGGTGGCA CACACAGACATACACACATACGC 25 2 7 20 153 23 60,106 59,939 49,200 44,200 3,167,231 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:29975:34113 1 52 77 15 2 AC GTGTGTATGTGTGTGAGTGTGTGTGTGGTGTATGT NA 0 0 19 7 149 GCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCGCAAAGTGTTGGTGGCACAT ACACTCACACAGACATACACACA 22 7 10 20 158 23 59,895 59,868 32,100 37,200 3,236,782 G 158 TTTCTGTAGGCAAAGTGTTGGTGGCACATCGCCAATCCGGGACCTGCCCTGgtgtgtAtgtgtgtgAgtgtgtgtgtGGTGTATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtTTGCGTAtgtgtgTATGTCtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 8 41 160 tgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATTGCATCTGTACGTGTGTGGG CAGCAGGCTCACAAATGCAG 41 49 62 20 221 20 60,320 60,109 46,100 44,100 0.429606 F 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 40 159 gCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTAT GCATCTGTACGTGTGTGGGT CAGCAGGCTCACAAATGCAG 40 49 63 20 221 20 60,320 60,109 45,100 44,100 0.429693 F 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 54 193 TCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTATCCGTGTTTCTATGTGAGCGT CACTCCAGCAGGCTCACAAA 68 54 34 21 226 20 59,729 60,536 50,700 28,300 1,807,159 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 53 191 CCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACCCGTGTTTCTATGTGAGCGTG ACTCCAGCAGGCTCACAAAT 67 53 35 21 225 20 59,610 59,597 53,400 23,200 1,793,394 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 53 192 TCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTATCCGTGTTTCTATGTGAGCGT ACTCCAGCAGGCTCACAAAT 68 53 34 21 225 20 59,729 59,597 50,700 23,200 1,674,650 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 49 187 CCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACCCGTGTTTCTATGTGAGCGTG CAGCAGGCTCACAAATGCAG 67 49 35 21 221 20 59,610 60,109 53,400 44,100 1,499,396 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 49 188 TCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTATCCGTGTTTCTATGTGAGCGT CAGCAGGCTCACAAATGCAG 68 49 34 21 221 20 59,729 60,109 50,700 44,100 1,380,652 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 48 187 TCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTATCCGTGTTTCTATGTGAGCGT AGCAGGCTCACAAATGCAGA 68 48 34 21 220 20 59,729 60,251 50,700 42,600 1,522,412 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 4 122 ATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtg ATGGGAGTGTACCTGTGCAC AGCAGGCTCACAAATGCAGA 4 48 99 20 220 20 59,675 60,251 45,700 42,600 0.575976 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 4 123 ATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtg ATGGGAGTGTACCTGTGCAC CAGCAGGCTCACAAATGCAG 4 49 99 20 221 20 59,675 60,109 45,700 44,100 0.434215 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 4 127 ATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtg ATGGGAGTGTACCTGTGCAC ACTCCAGCAGGCTCACAAAT 4 53 99 20 225 20 59,675 59,597 45,700 23,200 0.728214 B 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 49 176 TGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTTGTGAGCGTGTATGTGTGCA CAGCAGGCTCACAAATGCAG 57 49 46 20 221 20 60,250 60,109 45,700 44,100 0.358929 F 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7578:52520 1 123 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 15 49 202 TCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTATCTGTGTATGTGTGTCCGTGT CAGCAGGCTCACAAATGCAG 82 49 20 21 221 20 59,316 60,109 44,900 44,100 1,793,722 F 237 CTTTCAAAGCATATGCAAATCTGTGTAtgtgtgTCCGTGTTTCTATGTGAGCGTGTAtgtgtgCATCTGTACgtgtgtGGGTGTATGTATTTGCTTTTATGGGAGTGTACCTGTGCACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCACAtgtgtgCAACTGTGCATATGTATGCATACgtgtgtATTCTGCATTTGTGAGCCTGCTGGAGTGTATGTAACTCT

ST‐E00142:460:H2K7HCCXY:6:2223:7740:4139 1 46 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 17 8 90 gtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgGTGTGTGAGTGAACCTGTGC ACAGGCTCACTTACTCACACA 8 11 18 20 107 21 59,342 58,961 45,700 37,200 2,697,258 F 111 AGTGGGTTTGCTTGTAtgtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGAGCCtgtgtgtgAGTAAGTGAGCCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2223:7740:4139 1 46 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 8 92 gtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgGTGTGTGAGTGAACCTGTGC ACACAGGCTCACTTACTCACA 8 13 18 20 109 21 59,342 58,961 45,700 35,800 2,697,258 F 111 AGTGGGTTTGCTTGTAtgtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGAGCCtgtgtgtgAGTAAGTGAGCCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2223:7740:4139 1 46 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 17 8 94 gtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgGTGTGTGAGTGAACCTGTGC ACACACAGGCTCACTTACTCA 8 15 18 20 111 21 59,342 58,961 45,700 34,100 2,697,258 F 111 AGTGGGTTTGCTTGTAtgtgtgtgAGTGAACCTGTGCGTGTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGAGCCtgtgtgtgAGTAAGTGAGCCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 1 1 8 53 190 GAAacacacAAACACAAGAGCTCATAAACAAAATCG GAAACACACAAACACAAGAGCT CGTGCTTCTCTCCTGACGTA 65 53 42 22 231 20 57,903 59,197 40,900 35,700 4,899,849 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 18 130 AGGCACAGCAacacacAGAAACACAGACACGCTCAAAGGCACAGCAACACACAGAA CCTGACGTACATGGGTGCAT 18 42 91 20 220 20 60,394 60,108 30,200 39,600 0.501919 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 18 132 AGGCACAGCAacacacAGAAACACAGACACGCTCAAAGGCACAGCAACACACAGAA CTCCTGACGTACATGGGTGC 18 44 91 20 222 20 60,394 60,460 30,200 50,100 0.854500 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 18 141 AGGCACAGCAacacacAGAAACACAGACACGCTCAAAGGCACAGCAACACACAGAA CGTGCTTCTCTCCTGACGTA 18 53 91 20 231 20 60,394 59,197 30,200 35,700 1,197,332 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 8 17 129 GGCACAGCAacacacAGAAACACAGACACGCTCAAAGGCACAGCAACACACAGAAA CCTGACGTACATGGGTGCAT 17 42 92 20 220 20 59,545 60,108 25,200 39,600 0.563113 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 9 53 191 AGAAacacacAAACACAAGAGCTCATAAACAAAATC AGAAACACACAAACACAAGAGCT CGTGCTTCTCTCCTGACGTA 65 53 41 23 231 20 59,241 59,197 40,900 35,700 4,561,671 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 9 33 146 TCGTTAacacacAGACAGGCACAGCAacacacAGAAA TCGTTAACACACAGACAGGCA CCTGACGTACATGGGTGCAT 33 42 75 21 220 20 59,863 60,108 47,500 39,600 1,244,985 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 53 191 AGAAacacacAAACACAAGAGCTCATAAACAAAATC AGAAACACACAAACACAAGAGC CGTGCTTCTCTCCTGACGTA 66 53 41 22 231 20 57,903 59,197 40,900 35,700 4,899,849 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 29 141 AacacacAGACAGGCACAGCAacacacAGAAACACAGAACACACAGACAGGCACAGC CCTGACGTACATGGGTGCAT 29 42 80 20 220 20 61,098 60,108 44,000 39,600 1,205,250 F 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 2 104 AGAAACACAGACACGCTCAAAAacacacacacacacac AGAAACACAGACACGCTCAA ATGGGTGCATTTGTGAGTGC 2 32 107 20 210 20 57,690 59,395 30,200 44,000 2,914,106 A 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 10 2 110 AGAAACACAGACACGCTCAAAAacacacacacacacac AGAAACACAGACACGCTCAA ACGTACATGGGTGCATTTGTG 2 37 107 20 216 21 57,690 59,461 30,200 33,300 3,848,916 A 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2223:8014:9888 1 129 30 15 1 AC ACACACACACACACACACACACACACACAC NA 0 0 11 1 104 AGAAACACAGACACGCTCAAAAacacacacacacacac AGAAACACAGACACGCTCAAA ATGGGTGCATTTGTGAGTGC 1 32 107 21 210 20 58,372 59,395 26,900 44,000 3,232,523 A 232 TCCCACGGAAATAAAATcacacaTGTACACATTACTACAAAGAAacacacAAACACAAGAGCTCATAAACAAAATCGTTAacacacAGACAGGCACAGCAacacacAGAAACACAGACACGCTCAAAAacacacacacacacacacacacacacacacGGAAGCACTCACCGATTCAAACATTCACTAATGCACTCACAAATGCACCCATGTACGTCAGgagagaAGCACGC

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 1 139 gtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtg GTGTGCTTGTTTGTGCATGT CCTCGAACGCAATCACACTT 1 60 10 20 148 20 58,075 58,852 32,100 31,600 3,073,539 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 104 tgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgt TGTGTGCTTGTTTGTGCATGT ACGCGAATTGTACACAAGCT 1 24 9 21 112 20 59,796 58,491 32,100 37,400 2,712,862 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 105 tgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgt TGTGTGCTTGTTTGTGCATGT AACGCGAATTGTACACAAGCT 1 24 9 21 113 21 59,796 59,129 32,100 37,400 3,075,269 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 141 tgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgt TGTGTGCTTGTTTGTGCATGT ACCTCGAACGCAATCACACT 1 61 9 21 149 20 59,796 59,966 32,100 35,500 1,237,735 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 153 tgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgt TGTGTGCTTGTTTGTGCATGT TACGCACACACAACCTCGAA 1 73 9 21 161 20 59,796 59,897 32,100 37,100 1,306,893 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11383:37840 1 31 38 15 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 154 tgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgt TGTGTGCTTGTTTGTGCATGT CTACGCACACACAACCTCGA 1 74 9 21 162 20 59,796 60,318 32,100 40,400 1,522,591 F 226 TGCCCATAtgtgtgCTTGTTTGTGCATGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTATTAATCAGTGTATCTGCTAGCTTGTGTACAATTCGCGTTTTAGCATTTGTATCAAAGTGTGATTGCGTTCGAGGTtgtgtgtgCGTAGTtgtgtgAAAGCGTGCATGAgtgtgtgtgtgtGCgagagagaGCAAGAGCGATGgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 72 46 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTG NA 1 1 10 0 97 GGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgt GGGTGCATGTGTGTTTGTTT CACATGCACTGACACAGATGG 10 0 42 20 138 21 57,692 59,533 28,300 35,100 3,775,275 F 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 72 46 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTG NA 0 0 11 0 96 GGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgt GGGTGCATGTGTGTTTGTTTG ACATGCACTGACACAGATGG 9 0 42 21 137 20 59,067 58,183 29,300 35,100 3,749,868 F 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 72 46 15 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTG NA 0 0 11 0 97 GGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgt GGGTGCATGTGTGTTTGTTTG CACATGCACTGACACAGATGG 9 0 42 21 138 21 59,067 59,533 29,300 35,100 3,399,852 F 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 1 8 0 131 CATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGG CATCTGCAAGTCTGTGAATGTATAC ACATGCACTGACACAGATGG 0 0 7 25 137 20 58,058 58,183 14,700 35,100 8,759,159 D 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 0 8 0 132 gCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGGCATCTGCAAGTCTGTGAATGT ACATGCACTGACACAGATGG 4 0 6 22 137 20 59,513 58,183 27,100 35,100 4,304,339 G 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 0 9 0 132 CATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGG CATCTGCAAGTCTGTGAATGTATAC CACATGCACTGACACAGATGG 0 0 7 25 138 21 58,058 59,533 14,700 35,100 8,409,144 D 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 0 9 0 133 gCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGGCATCTGCAAGTCTGTGAATGT CACATGCACTGACACAGATGG 4 0 6 22 138 21 59,513 59,533 27,100 35,100 3,954,323 G 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 0 9 0 133 gCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGGCATCTGCAAGTCTGTGAATG CACATGCACTGACACAGATGG 5 0 6 21 138 21 57,867 59,533 26,700 35,100 4,599,971 G 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:11972:37313 1 32 86 15 2 AC GTGTGTGTGTGGGTGCATGTGTGTTTGTTTGTGTATNA 0 0 10 0 132 CATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGG CATCTGCAAGTCTGTGAATGTATAC CACATGCACTGACACAGATG 0 1 7 25 138 20 58,058 57,106 14,700 29,000 9,836,109 D 138 tgtgtgCATCTGCAAGTCTGTGAATGTATACgtgtgtgtgtGGGTGCAtgtgtgTTTGTTTGTGTATTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtCCATCTGTGTCAGTGCATGTG

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 1 1 16 0 165 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG CTGAGAGTTTCCTGCACCCT 0 75 7 26 171 20 57,103 59,310 27,400 43,400 9,586,345 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 166 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG GCTGAGAGTTTCCTGCACCC 0 76 7 26 172 20 57,103 60,958 27,400 46,100 9,854,610 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 167 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG TGCTGAGAGTTTCCTGCACC 0 77 7 26 173 20 57,103 60,250 27,400 50,100 9,147,189 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 192 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG AATGTGTCTGCGTTGGTGA 0 103 7 26 198 19 57,103 57,605 27,400 40,200 12,291,932 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 193 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG AAATGTGTCTGCGTTGGTGA 0 103 7 26 199 20 57,103 58,326 27,400 40,200 10,571,081 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 240 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG TGAAAGATGCGATATAAATACAGGCT 0 144 7 26 246 26 57,103 58,839 27,400 45,800 16,058,125 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 241 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG GTGAAAGATGCGATATAAATACAGGCT 0 144 7 26 247 27 57,103 59,882 27,400 45,800 16,015,112 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 242 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG TGTGAAAGATGCGATATAAATACAGGC 0 145 7 26 248 27 57,103 60,095 27,400 48,500 15,991,950 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 44 15 2 AT ATATATATATACACATATATATATATATATATATATANA 0 0 17 0 194 TAATAGGGTAAGATGTAGGGTATACTGatatatatatATAATAGGGTAAGATGTAGGGTATACTG AAATGTGTCTGCGTTGGTGA 0 103 6 27 199 20 57,014 58,326 27,400 40,200 11,660,516 D 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 1 16 0 182 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG CGTTGGTGAGTGTGTTGCTG 0 73 7 26 188 20 57,103 59,972 27,400 44,100 8,924,700 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 185 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG CTGCGTTGGTGAGTGTGTTG 0 76 7 26 191 20 57,103 59,972 27,400 33,300 8,924,700 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 186 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG TCTGCGTTGGTGAGTGTGTT 0 77 7 26 192 20 57,103 60,108 27,400 33,200 9,004,618 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 190 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG TGTGTCTGCGTTGGTGAGTG 0 81 7 26 196 20 57,103 60,810 27,400 35,100 9,706,357 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 0 16 0 191 AATAGGGTAAGATGTAGGGTATACTGatatatatatACAATAGGGTAAGATGTAGGGTATACTG ATGTGTCTGCGTTGGTGAGT 0 82 7 26 197 20 57,103 59,893 27,400 34,100 9,003,429 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14438:8640 1 33 63 15 3 AT ATATATATATACACATATATATATATATATATATATANA 0 0 17 0 192 TAATAGGGTAAGATGTAGGGTATACTGatatatatatATAATAGGGTAAGATGTAGGGTATACTG ATGTGTCTGCGTTGGTGAGT 0 82 6 27 197 20 57,014 59,893 27,400 34,100 10,092,865 G 281 TATATTAATAGGGTAAGATGTAGGGTATACTGatatatatatACACatatatatatatatatatatatatatatatACACATAtgtgtgtgtgtgTTTGTGTACCtatataAATACACatatatTGAGGatatatTAATAGGGTAAGATGTAGGGTGCAGGAAACTCTCAGCAacacacTCACCAACGCAGACACATTTTGGGGTGAATGATagagagAAAGCCTGTATTTATATCGCATCTTTCACACTAATAGAATTAGTTAGGATACGTATAAGCTGA

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 1 1 2 43 192 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC TCCAGGGATCCTTTAACTGTTCTC 67 43 6 20 197 24 59,965 59,775 41,600 28,700 4,260,725 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 2 30 141 GACCTCAGCATGGACACAGGCATTACAACTCAGGT GACCTCAGCATGGACACAGG ACTGTTCTCACTGCTTTCTCCA 31 30 42 20 182 22 60,392 59,564 40,000 38,600 2,827,998 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 2 30 177 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC ACTGTTCTCACTGCTTTCTCCA 67 30 6 20 182 22 59,965 59,564 41,600 38,600 2,471,262 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 2 28 139 GACCTCAGCATGGACACAGGCATTACAACTCAGGT GACCTCAGCATGGACACAGG TGTTCTCACTGCTTTCTCCAAT 31 28 42 20 180 22 60,392 57,909 40,000 31,600 4,482,954 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 2 19 131 TGGACACAGGCATTACAACTCAGGTGTTGCAGacac TGGACACAGGCATTACAACTCA ACTGTTCTCACTGCTTTCTCCA 19 30 52 22 182 22 59,894 59,564 34,100 38,600 4,541,454 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 2 6 116 CAACTCAGGTGTTGCAGacacacTGTgagagagagagagCAACTCAGGTGTTGCAGACA ACTGTTCTCACTGCTTTCTCCA 6 30 67 20 182 22 58,333 59,564 34,100 38,600 4,103,041 F 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 3 44 192 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC TCCAGGGATCCTTTAACTGTTCT 67 44 6 20 197 23 59,965 58,824 41,600 30,100 4,211,420 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 3 42 191 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC CCAGGGATCCTTTAACTGTTCTCA 67 42 6 20 196 24 59,965 60,019 41,600 32,700 4,054,779 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 3 29 139 GACCTCAGCATGGACACAGGCATTACAACTCAGGT GACCTCAGCATGGACACAGG TGTTCTCACTGCTTTCTCCAA 31 29 42 20 180 21 60,392 57,441 40,000 35,300 3,951,124 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 5 67 258 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC GTCATTTAATGATTCCAGGCTGGT 67 109 6 20 263 24 59,965 59,354 41,600 40,000 4,681,950 F 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 6 67 257 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC TCATTTAATGATTCCAGGCTGGT 67 109 6 20 262 23 59,965 58,129 41,600 40,000 4,906,094 F 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 6 67 259 CCTCTGGAGAACACCACACCAGCTGCAGTTGAAGC CCTCTGGAGAACACCACACC AGTCATTTAATGATTCCAGGCTGG 67 110 6 20 264 24 59,965 59,108 41,600 48,500 4,927,214 F 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:14489:67304 1 93 38 15 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGNA 0 0 6 30 163 CACACCAGCTGCAGTTGAAGCGGACCTCAGCATGG CACACCAGCTGCAGTTGAAG ACTGTTCTCACTGCTTTCTCCA 53 30 20 20 182 22 59,690 59,564 30,200 38,600 2,745,726 B 273 TCTTACCTCTGGAGAACACCACACCAGCTGCAGTTGAAGCGGACCTCAGCATGGACACAGGCATTACAACTCAGGTGTTGCAGacacacTGTgagagagagagagagagagagagagagagaGTgagagaGGAAATTGTGGTCTGAATTCAGTGAATTATTGGAGAAAGCAGTGAGAACAGTTAAAGGATCCCTGGAATTAATTACAATTCTGCAATAGTaaaaaGGAAACTGCCCAAAACCAGCCTGGAATCATTAAATGACTGAGAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 0 139 ACACAACGTATAACATTGGGCAagagagAAAGTGAAACACAACGTATAACATTGGGCA TCTTTCGGTGCGCTTCTTC 43 0 37 22 175 19 58,587 58,471 53,600 28,700 5,942,124 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 139 ACACAACGTATAACATTGGGCAagagagAAAGTGAAACACAACGTATAACATTGGGCA TCTTTCGGTGCGCTTCTT 43 1 37 22 175 18 58,587 57,229 53,600 25,200 8,184,453 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 4 175 ATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACAATGCGAGAGTGAAGGAGGGA ATCACTCTTTCGGTGCGCTT 76 4 6 20 180 20 60,325 60,321 42,000 46,800 0.645508 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 1 129 ACATTGGGCAagagagAAAGTGAAAGAAAGTATTag ACATTGGGCAAGAGAGAAAGTG ACTCTTTCGGTGCGCTTCTT 31 1 49 22 177 20 58,848 60,250 31,600 25,200 3,402,252 G 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 1 172 ATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACAATGCGAGAGTGAAGGAGGGA ACTCTTTCGGTGCGCTTCTT 76 1 6 20 177 20 60,325 60,250 42,000 25,200 0.574648 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 171 ATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACAATGCGAGAGTGAAGGAGGGA CTCTTTCGGTGCGCTTCTTC 76 0 6 20 176 20 60,325 59,560 42,000 28,700 0.765109 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 1 129 ACATTGGGCAagagagAAAGTGAAAGAAAGTATTag ACATTGGGCAAGAGAGAAAGTGA ACTCTTTCGGTGCGCTTCTT 30 1 49 23 177 20 60,181 60,250 34,100 25,200 3,431,351 G 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 19 190 ATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACAATGCGAGAGTGAAGGAGGGA CCCTCCTCCCTCTGTATCAC 76 19 6 20 195 20 60,325 58,289 42,000 30,600 2,035,554 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 18 190 ATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACAATGCGAGAGTGAAGGAGGGA CCCTCCTCCCTCTGTATCACT 76 18 6 20 195 21 60,325 59,781 42,000 34,100 1,543,951 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 18 191 AATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGA AATGCGAGAGTGAAGGAGGG CCCTCCTCCCTCTGTATCACT 77 18 5 20 195 21 59,461 59,781 43,000 34,100 1,758,264 D 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:18629:12244 1 102 55 15 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 1 125 TGGGCAagagagAAAGTGAAAGAAAGTATTagagagTTGGGCAAGAGAGAAAGTGAAAGA ACTCTTTCGGTGCGCTTCTT 26 1 53 23 177 20 59,864 60,250 25,200 25,200 3,386,353 G 210 AGAGAATGCGAGAGTGAAGGAGGGAGAAGGAGAGTGACACAACGTATAACATTGGGCAagagagAAAGTGAAAGAAAGTATTagagagTgagagaCAGAGCgagagaAagagagagagagagagagagagagagagagTGAGACagagagagagagGAAGAAGCGCACCGAAAGAGTGATACAGAGGGAGGAGGGGAGAGTCAGAGTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 1 1 12 0 144 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG GTGTTTGATCGACTGTGTGTGT 0 64 94 20 237 22 59,421 59,392 28,500 37,200 3,186,318 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 12 0 145 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG TGTGTTTGATCGACTGTGTGTG 0 65 94 20 238 22 59,421 59,393 28,500 38,200 3,185,863 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 12 0 147 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG TGTGTGTTTGATCGACTGTGTG 0 67 94 20 240 22 59,421 59,393 28,500 38,200 3,185,863 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 13 0 97 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG TGTGTGTATTTGTGTGCAGGT 0 18 94 20 190 21 59,421 58,351 28,500 40,000 3,227,873 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 14 0 98 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG CTGTGTGTATTTGTGTGCAGGT 0 18 94 20 191 22 59,421 59,382 28,500 40,000 3,196,925 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 114 38 15 1.5 AC CACACACACACACACACACACACACACACAGCCACANA 0 0 14 0 99 CACGCAGacacacacAGAAGcacacacacacacacacaca CACGCAGACACACACAGAAG TCTGTGTGTATTTGTGTGCAGG 0 19 94 20 192 22 59,421 59,122 28,500 48,500 3,456,470 F 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 1 10 34 240 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA GCAATGTGTGTTTGATCGACTG 34 71 5 20 244 22 60,321 58,771 19,000 35,100 3,549,432 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 10 34 241 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TGCAATGTGTGTTTGATCGACT 34 72 5 20 245 22 60,321 59,122 19,000 41,800 3,198,469 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 10 34 241 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TGCAATGTGTGTTTGATCGAC 34 73 5 20 245 21 60,321 57,733 19,000 42,000 3,587,224 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 10 4 171 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA GCAGGTAATAGAGTGAGCGC 34 4 5 20 175 20 60,321 58,507 19,000 59,200 1,813,403 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 10 4 172 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TGCAGGTAATAGAGTGAGCGC 34 4 5 20 176 21 60,321 60,202 19,000 59,200 1,523,100 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 10 3 171 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA GCAGGTAATAGAGTGAGCGCT 34 3 5 20 175 21 60,321 59,932 19,000 59,200 1,388,504 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 12 34 233 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA GTGTTTGATCGACTGTGTGTGT 34 64 5 20 237 22 60,321 59,392 19,000 37,200 2,928,318 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 12 34 234 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TGTGTTTGATCGACTGTGTGTG 34 65 5 20 238 22 60,321 59,393 19,000 38,200 2,927,863 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:19755:58005 1 59 93 15 3 AC ACACACACACAAAAACACAGAAGCACACACACATG NA 0 0 12 34 236 acGCTCACAGCTGCACAATATAAGAGACACTGGCTAACGCTCACAGCTGCACAATA TGTGTGTTTGATCGACTGTGTG 34 67 5 20 240 22 60,321 59,393 19,000 38,200 2,927,863 G 265 acacacGCTCACAGCTGCACAATATAAGAGACACTGGCTAAAACGcacacaAACACAAacacacacacaaaaaCACAGAAGcacacacacaTGCACGCAGacacacacAGAAGcacacacacacacacacacacacacacacaGCcacacaAAAAGCGCTCACTCTATTACCTGcacacaAATacacacAGAAACAGGCatatatAGACACAAATacacacacAGTCGATCAAacacacATTGCATCACATaaaaaCAATCTTTG

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 8 108 TTGCTGCAGAGTGGTGCCCCTCAACCtatataACCAC TTGCTGCAGAGTGGTGCC CCACGAGGGACCATAGGGAT 32 8 10 18 117 20 60,595 60,472 50,100 38,500 3,067,434 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 34 190 GCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACC GCTTGCTGCAGAGTGGTG CCATCAGTAGTGCTCCACAGT 34 87 8 18 197 21 59,048 59,448 41,700 35,500 4,504,582 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 140 TTGCTGCAGAGTGGTGCCCCTCAACCtatataACCAC TTGCTGCAGAGTGGTGCC GTGCTGGCCCTTTGAAGGTA 32 40 10 18 149 20 60,595 60,251 50,100 30,800 2,846,628 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 141 CTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCA CTTGCTGCAGAGTGGTGCC GTGCTGGCCCTTTGAAGGTA 32 40 9 19 149 20 61,624 60,251 50,100 30,800 2,875,079 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 152 TTGCTGCAGAGTGGTGCCCCTCAACCtatataACCAC TTGCTGCAGAGTGGTGCC TCCATAGTTCCTGTGCTGGC 32 52 10 18 161 20 60,595 59,747 50,100 48,500 2,848,507 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 190 CTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCA CTTGCTGCAGAGTGGTGCC TCCATCAGTAGTGCTCCACA 32 89 9 19 198 20 61,624 58,063 50,100 41,700 4,561,106 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 32 190 CTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCA CTTGCTGCAGAGTGGTGCC TCCATCAGTAGTGCTCCACAG 32 88 9 19 198 21 61,624 59,173 50,100 36,600 4,451,259 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 8 109 CTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCA CTTGCTGCAGAGTGGTGCC CCACGAGGGACCATAGGGAT 32 8 9 19 117 20 61,624 60,472 50,100 38,500 3,095,885 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22597:12859 1 60 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 32 139 TTGCTGCAGAGTGGTGCCCCTCAACCtatataACCAC TTGCTGCAGAGTGGTGCC TGCTGGCCCTTTGAAGGTAA 32 39 10 18 148 20 60,595 59,519 50,100 28,500 3,076,153 B 242 AGCCCATGCTTGCTGCAGAGTGGTGCCCCTCAACCtatataACCACTtgtgtgtgTCTGtctctctctctctctctctctctctctctcTAAGAGCGATCCCTATGGTCCCTCGTGGACTATGGCTAATTACCTTCAAAGGGCCAGCACAGGAACTATGGATTAAATTGCTTCCTTACTGTGGAGCACTACTGATGGAtttttATTAGCAGATAACTTGTCCATTTGTCATTGATTATCTTT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 1 1 2 40 190 TACTTTGCGGCATCCTTGGTTTGTAGAAGATATGAT TACTTTGCGGCATCCTTGGT TTCAACGGTAATAGTAAGCATGGGA 40 56 13 20 202 25 59,962 60,105 36,700 43,700 5,142,449 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 3 41 190 GTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGAGTACTTTGCGGCATCCTTGG TCAACGGTAATAGTAAGCATGGG 41 57 12 20 201 23 59,548 58,300 36,100 40,000 5,151,420 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 3 41 190 GTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGAGTACTTTGCGGCATCCTTGG TCAACGGTAATAGTAAGCATGGGA 41 56 12 20 201 24 59,548 59,594 36,100 43,700 4,858,109 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 6 22 139 CATCCTTGGTTTGTAGAAGATATGATATAAAGGCAt CATCCTTGGTTTGTAGAAGATATGAT CCACCTGGTGTGTGTGGG 24 22 23 26 161 18 57,085 60,203 24,500 46,100 11,118,393 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 8 32 158 TTTGCGGCATCCTTGGTTTGTAGAAGATATGATATA TTTGCGGCATCCTTGGTTTG TTCTCTCCCTCACCACCTGG 37 32 16 20 173 20 59,967 60,545 29,300 44,500 0.578537 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 8 32 161 TACTTTGCGGCATCCTTGGTTTGTAGAAGATATGAT TACTTTGCGGCATCCTTGGT TTCTCTCCCTCACCACCTGG 40 32 13 20 173 20 59,962 60,545 36,700 44,500 0.582899 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:22729:31758 1 73 49 15 1.5 AG TCTCTCCCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 10 35 161 TTTGCGGCATCCTTGGTTTGTAGAAGATATGATATA TTTGCGGCATCCTTGGTTTG CCTTTCTCTCCCTCACCACC 37 35 16 20 176 20 59,967 59,384 29,300 46,100 0.649078 F 228 TACTTCaaaaaGTACTTTGCGGCATCCTTGGTTTGTAGAAGATATGATATAAAGGCAtttttGCTTTCTCTTtctctcCctctctctctCCctctctctctctctctctctctctctctctTTCCTCTCCTCCCTcccccGcccccacacacacCAGGTGGTGAGGgagagaAAGGTTCCCATGCTTACTATTACCGTTGAATGTTTAGAATGGATTGGTTATTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 1 1 4 3 127 TGCCATTCATACACCCAGCGTCTacacacacacCcacac TGCCATTCATACACCCAGCG GCGTAATGGCCTGACTACGA 3 35 116 20 242 20 60,748 59,898 51,800 34,300 0.849403 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 4 3 128 TGCCATTCATACACCCAGCGTCTacacacacacCcacac TGCCATTCATACACCCAGCG TGCGTAATGGCCTGACTACG 3 36 116 20 243 20 60,748 60,179 51,800 35,100 0.926765 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 5 35 176 GTCTCTGCACAGGTACACGTacacacCCAGTGTCCACGTCTCTGCACAGGTACACGT GCGTAATGGCCTGACTACGA 52 35 67 20 242 20 59,686 59,898 44,900 34,300 0.416061 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 6 2 126 GCCATTCATACACCCAGCGTCTacacacacacCcacaca GCCATTCATACACCCAGCGT GCGTAATGGCCTGACTACGA 2 35 117 20 242 20 60,748 59,898 50,700 34,300 0.849764 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 8 19 143 CCACAAACCcacacaATGCCATTCATACACCCAGCGT CCACAAACCCACACAATGCC GCGTAATGGCCTGACTACGA 19 35 100 20 242 20 60,250 59,898 44,000 34,300 0.351585 F 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 9 40 247 TGTCCACATACACGCAcccccAGCCTCCGcacacacccc TGTCCACATACACGCACCC TCAGTGCGTAATGGCCTGAC 119 40 1 19 247 20 60,004 60,391 46,100 35,100 1,395,450 F 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 9 36 243 TGTCCACATACACGCAcccccAGCCTCCGcacacacccc TGTCCACATACACGCACCC TGCGTAATGGCCTGACTACG 119 36 1 19 243 20 60,004 60,179 46,100 35,100 1,183,441 F 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 9 35 242 TGTCCACATACACGCAcccccAGCCTCCGcacacacccc TGTCCACATACACGCACCC GCGTAATGGCCTGACTACGA 119 35 1 19 242 20 60,004 59,898 46,100 34,300 1,106,079 F 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 10 36 191 CACACGCACATCCAGTCTCTGCACAGGTACACGTac CACACGCACATCCAGTCTCT TGCGTAATGGCCTGACTACG 66 36 53 20 243 20 60,038 60,179 31,000 35,100 0.217004 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 10 35 190 CACACGCACATCCAGTCTCTGCACAGGTACACGTac CACACGCACATCCAGTCTCT GCGTAATGGCCTGACTACGA 66 35 53 20 242 20 60,038 59,898 31,000 34,300 0.139641 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 12 36 190 ACACGCACATCCAGTCTCTGCACAGGTACACGTaca ACACGCACATCCAGTCTCTG TGCGTAATGGCCTGACTACG 65 36 54 20 243 20 60,038 60,179 33,500 35,100 0.217004 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 12 35 185 GCACATCCAGTCTCTGCACAGGTACACGTacacacCCGCACATCCAGTCTCTGCACA GCGTAATGGCCTGACTACGA 61 35 58 20 242 20 60,321 59,898 45,700 34,300 0.422793 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:26849:19241 1 139 49 15 1.5 AC ACACACACACCCACACACACACACACACACACACACNA 0 0 12 35 189 ACACGCACATCCAGTCTCTGCACAGGTACACGTaca ACACGCACATCCAGTCTCTG GCGTAATGGCCTGACTACGA 65 35 54 20 242 20 60,038 59,898 33,500 34,300 0.139641 B 288 TGTCCACATACACGCAcccccAGCCTCCGcacacacccccAATCTCCGCACGCACACGCACATCCAGTCTCTGCACAGGTACACGTacacacCCAGTGTCCACAAACCcacacaATGCCATTCATACACCCAGCGTCTacacacacacCcacacacacacacacacacacacacacacaCCatatatCCACACCTAGAAGACCatatatCCACACCTAGACTTCGTAGTCAGGCCATTACGCACtgatgatgaAATGAACCTTGCTTAAGCCTTTTCCCCTCCTAACT

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 1 1 39 216 GTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAG GTCAGCATCGGTTGGAAGGT CTGGTCGTGAAAGGCGCTAT 39 44 55 20 270 20 60,322 60,460 35,000 29,700 0.781937 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 2 38 214 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG TGGTCGTGAAAGGCGCTATA 38 43 56 20 269 20 60,322 59,181 40,000 13,100 1,140,502 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 2 38 215 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG CTGGTCGTGAAAGGCGCTAT 38 44 56 20 270 20 60,322 60,460 40,000 29,700 0.781848 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 2 5 176 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG TCGCTACGGTCAGTCTTTCC 38 5 56 20 231 20 60,322 59,475 40,000 31,300 0.846426 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 3 44 265 CAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGCAATATTAAATTCTCCTCGTCTCCC CTGGTCGTGAAAGGCGCTAT 83 44 6 25 270 20 57,340 60,460 43,000 29,700 8,119,936 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 3 44 266 ACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCACAATATTAAATTCTCCTCGTCTCCC CTGGTCGTGAAAGGCGCTAT 83 44 5 26 270 20 58,782 60,460 43,000 29,700 7,678,191 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 3 43 265 ACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCACAATATTAAATTCTCCTCGTCTCCC TGGTCGTGAAAGGCGCTATA 83 43 5 26 269 20 58,782 59,181 43,000 13,100 8,036,845 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 4 0 171 TCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGG TCAGCATCGGTTGGAAGGTG ACGGTCAGTCTTTCCTTGGC 38 0 56 20 226 20 60,322 60,250 40,000 45,200 0.571902 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 4 0 172 GTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAG GTCAGCATCGGTTGGAAGGT ACGGTCAGTCTTTCCTTGGC 39 0 55 20 226 20 60,322 60,250 35,000 45,200 0.571990 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 9 0 138 GTggaggaggaGGGAGAGGGAGACTgagagagagagagGTGGAGGAGGAGGGAGAGG ACGGTCAGTCTTTCCTTGGC 6 0 89 19 226 20 60,076 60,250 36,900 45,200 1,325,937 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 11 0 139 GGTggaggaggaGGGAGAGGGAGACTgagagagagag GGTGGAGGAGGAGGGAGAG ACGGTCAGTCTTTCCTTGGC 7 0 88 19 226 20 60,076 60,250 32,000 45,200 1,325,937 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:4797:63454 1 114 93 15 2 AG GAGAGAGAGAGAGAGACGGGGTGCAGAGCGGGGNA 0 0 12 0 135 gaggaggaGGGAGAGGGAGACTgagagagagagagaga GAGGAGGAGGGAGAGGGAGA ACGGTCAGTCTTTCCTTGGC 2 0 92 20 226 20 60,997 60,250 37,100 45,200 1,247,100 G 273 CAAAACAATATTAAATTCTCCTCGTCTcccccACCAGCAATCGGGGAGGAGTGGGTCAGCATCGGTTGGAAGGTGGCGAGGGGCCAAGGTggaggaggaGGGAGAGGGAGACTgagagagagagagagaCGGGGTGCAGAGCggggggATGACAGTATGTGATTTGGAAagagagCgagagagagagagagagagagagagagagaGCCAAGGAAAGACTGACCGTAGCGAAAGACAAATGTGCTTTtatataGCGCCTTTCACGACCAGCGG

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 68 222 AACAAACCCATTATTACAGAGCTAAATTTACTCAAA AACAAACCCATTATTACAGAGCTAAA GGACTGAGATGCCTGGGTTT 68 78 7 26 228 20 57,356 59,670 18,500 32,700 8,973,970 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 55 199 AACAAACCCATTATTACAGAGCTAAATTTACTCAAA AACAAACCCATTATTACAGAGCTAAA GGATTGGTTTGCCATGGCTC 68 55 7 26 205 20 57,356 59,824 18,500 47,000 8,820,823 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 55 200 AAACAAACCCATTATTACAGAGCTAAATTTACTCAA AAACAAACCCATTATTACAGAGCTAA GGATTGGTTTGCCATGGCTC 69 55 6 26 205 20 57,356 59,824 30,900 47,000 8,820,823 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 127 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA GGATTGGTTTGCCATGGCTC 0 55 79 22 205 20 58,264 59,824 32,700 47,000 3,912,543 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 128 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA TGGATTGGTTTGCCATGGCT 0 56 79 22 206 20 58,264 60,545 32,700 47,500 4,280,927 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 129 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA GTGGATTGGTTTGCCATGGC 0 57 79 22 207 20 58,264 60,392 32,700 44,000 4,127,622 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 150 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA GGACTGAGATGCCTGGGTTT 0 78 79 22 228 20 58,264 59,670 32,700 32,700 4,065,690 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 151 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA AGGACTGAGATGCCTGGGTT 0 79 79 22 229 20 58,264 60,549 32,700 41,100 4,284,776 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:7598:56387 1 101 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 152 ACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtg ACCTCCCTATTCATTGGTGAGA TAGGACTGAGATGCCTGGGT 0 80 79 22 230 20 58,264 59,660 32,700 45,100 4,075,953 F 266 TATTAAAACAAACCCATTATTACAGAGCTAAATTTACTCAAATGTTAGAATAGTTTTATTGCCATAAAATATAAATATACCTCCCTATTCATTGGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTgggggTgggggAGATGAAGGAATAATGGCCtgtgtgCCACATGCAGCCTGTGAGCCATGGCAAACCAATCCACAAAACCCAGGCATCTCAGTCCTACTTTTGCTTAATTAATAtttttATCTGCTAATTCTC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 1 1 5 3 173 CGCTTCTGTTGATGCACTCGACGCTGAGGCGGAAC CGCTTCTGTTGATGCACTCG CTGTTCCGAGCCCTCTCATC 80 3 90 20 262 20 59,906 59,896 41,800 29,200 0.198154 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 5 3 178 GCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGCTCTCGCTTCTGTTGATGC CTGTTCCGAGCCCTCTCATC 85 3 85 20 262 20 59,627 59,896 39,100 29,200 0.476961 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 5 3 181 GTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGTCGCTCTCGCTTCTGTTGA CTGTTCCGAGCCCTCTCATC 88 3 82 20 262 20 60,387 59,896 31,800 29,200 0.491304 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 5 3 201 AACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGAACTGCACCCTGATGTCGAG CTGTTCCGAGCCCTCTCATC 108 3 62 20 262 20 60,037 59,896 40,400 29,200 0.140890 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 5 3 212 ACGGGTACTCAAACTGCACCCTGATGTCGAGGTCG ACGGGTACTCAAACTGCACC CTGTTCCGAGCCCTCTCATC 119 3 51 20 262 20 60,250 59,896 50,100 29,200 0.354104 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 3 192 CTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCAC CTGATGTCGAGGTCGCTCTC CTGTTCCGAGCCCTCTCATC 99 3 71 20 262 20 59,971 59,896 32,000 29,200 0.132707 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 3 251 ACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACC ACAGTCAGGAAAGCTGGTGG CTGTTCCGAGCCCTCTCATC 158 3 12 20 262 20 59,891 59,896 46,100 29,200 0.213280 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC
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ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 3 256 GGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacGGCTGACAGTCAGGAAAGCT CTGTTCCGAGCCCTCTCATC 163 3 7 20 262 20 59,964 59,896 37,400 29,200 0.139960 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 2 255 GGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacGGCTGACAGTCAGGAAAGCT TGTTCCGAGCCCTCTCATCA 163 2 7 20 261 20 59,964 60,615 37,400 30,700 0.650719 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 1 139 AACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAACTCTCCGGAATAGCTGCC GTTCCGAGCCCTCTCATCAT 48 1 122 20 260 20 59,534 59,244 48,500 24,500 1,221,810 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 6 0 138 AACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAACTCTCCGGAATAGCTGCC TTCCGAGCCCTCTCATCATG 48 0 122 20 259 20 59,534 59,245 48,500 30,700 1,221,203 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9303:6073 1 190 50 15 1.5 AG GAGGGAGAGGGAGAGGGAGGGAGAGAGAGAGA NA 0 0 7 3 139 CTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAACTCTCCGGAATAGCTGCCG CTGTTCCGAGCCCTCTCATC 47 3 124 19 262 20 60,007 59,896 56,900 29,200 1,110,742 F 266 GAGGGCGGCTGACAGTCAGGAAAGCTGGTGGGTGCcacacacaTACCTGAACGGGTACTCAAACTGCACCCTGATGTCGAGGTCGCTCTCGCTTCTGTTGATGCACTCGACGCTGAGGCGGAACTCTCCGGAATAGCTGCCGCAAGTGGCGAACGAAAAGAGGGaaaaaaGCTGCAGGGGACAACGGCCgagggagagggagagggaGGgagagagagagagagagagagagagagagaCATGATGAGAGGGCTCGGAACAGTGCC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 1 1 2 41 228 TTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAATTCTCAGCCGTTGTAGCCAG GAAAGTAGCCAGCGCCAAAC 98 41 9 20 236 20 60,037 60,110 48,500 29,300 0.147061 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 26 144 GGGAATCGCTATCACCAcccccccccccccccccccccccc GGGAATCGCTATCACCACCC CGCCAAACCGATCCAAACAA 26 29 81 20 224 20 60,250 59,688 46,100 28,300 0.562753 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 26 156 GGGAATCGCTATCACCAcccccccccccccccccccccccc GGGAATCGCTATCACCACCC GAAAGTAGCCAGCGCCAAAC 26 41 81 20 236 20 60,250 60,110 46,100 29,300 0.360073 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 26 157 GGGAATCGCTATCACCAcccccccccccccccccccccccc GGGAATCGCTATCACCACCC AGAAAGTAGCCAGCGCCAAA 26 42 81 20 237 20 60,250 60,251 46,100 32,800 0.501065 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 2 117 GGGAATCGCTATCACCAcccccccccccccccccccccccc GGGAATCGCTATCACCACCC CTCCAAATGAGCAGCAGACG 26 2 81 20 197 20 60,250 59,274 46,100 41,800 0.976024 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 2 118 TGGGAATCGCTATCACCAccccccccccccccccccccccc TGGGAATCGCTATCACCACC CTCCAAATGAGCAGCAGACG 27 2 80 20 197 20 59,532 59,274 46,100 41,800 1,193,912 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 4 1 115 GGGAATCGCTATCACCAcccccccccccccccccccccccc GGGAATCGCTATCACCACCC CCAAATGAGCAGCAGACGC 26 1 81 20 195 19 60,250 59,864 46,100 51,900 1,386,485 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 6 47 241 CACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCG CACGTGTTTCTCAGCCGTTG CAGTCAGAAAGTAGCCAGCG 105 47 2 20 242 20 60,042 58,646 41,000 51,800 1,396,228 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 6 47 242 CACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCG CACGTGTTTCTCAGCCGTTG TCAGTCAGAAAGTAGCCAGCG 105 47 2 20 243 21 60,042 60,068 41,000 51,800 1,109,753 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 6 46 240 CACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCG CACGTGTTTCTCAGCCGTTG AGTCAGAAAGTAGCCAGCGC 105 46 2 20 241 20 60,042 60,390 41,000 59,200 0.432659 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 6 41 209 GTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTAT GTGGGAGCGTTTGCAAACAT GAAAGTAGCCAGCGCCAAAC 79 41 28 20 236 20 59,968 60,110 27,100 29,300 0.141729 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

ST‐E00142:460:H2K7HCCXY:6:2224:9506:4104 1 127 49 15 2 AC CTCTCTCTCTCCCCCCCCCTGTGTGTGTGTGTGTGTGNA 0 0 6 41 235 CACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCG CACGTGTTTCTCAGCCGTTG GAAAGTAGCCAGCGCCAAAC 105 41 2 20 236 20 60,042 60,110 41,000 29,300 0.151923 G 258 CCACGTGTTTCTCAGCCGTTGTAGCCAGTGGGAGCGTTTGCAAACAtttttGTTCACGTTGTATCTTGGTTTCCTAACTTGGGAATCGCTATCACCAcccccccccccccccccccccccccccccctctctctctccccccccctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTCTGCTGCTCATTTGGAGTGAATTGTTGTTTGGATCGGTTTGGCGCTGGCTACTTTCTGACTGAACGTGTATCTCCCAC

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 1 1 3 37 236 ACTGGCTGCCTTTGATCCAATTAAAacacacacAGAC ACTGGCTGCCTTTGATCCAA GGTGTCTGGTGTGAGGCTC 92 37 57 20 292 19 59,887 60,004 35,300 47,000 1,117,435 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 4 63 265 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC CGAGTGACGGCTTGGATTCT 94 63 55 20 319 20 60,035 60,109 33,600 24,000 0.143285 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 4 37 238 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC GGTGTCTGGTGTGAGGCTC 94 37 55 20 292 19 60,035 60,004 33,600 47,000 1,039,110 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 7 63 238 acacacacAGACACATCCACAGATTAAACCTCGAATT ACACACACAGACACATCCACA CGAGTGACGGCTTGGATTCT 66 63 82 21 319 20 59,791 60,109 41,700 24,000 1,317,876 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 7 7 185 acacacacAGACACATCCACAGATTAAACCTCGAATT ACACACACAGACACATCCACA TGAACCTTGTAATCAGAGAGAGG 66 7 82 21 266 23 59,791 57,332 41,700 36,900 6,876,800 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 7 6 183 acacacAGACACATCCACAGATTAAACCTCGAATTGAACACACAGACACATCCACAGA TGAACCTTGTAATCAGAGAGAGGA 64 6 84 21 266 24 59,238 58,666 34,100 37,100 7,095,952 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 7 6 185 acacacacAGACACATCCACAGATTAAACCTCGAATT ACACACACAGACACATCCACA TGAACCTTGTAATCAGAGAGAGGA 66 6 82 21 266 24 59,791 58,666 41,700 37,100 6,542,843 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 8 94 300 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC CTGTCAGTCTCGGACTCCCT 94 98 55 20 354 20 60,035 60,323 33,600 42,000 0.357667 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 8 92 294 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC GTCTCGGACTCCCTCGGTAA 94 92 55 20 348 20 60,035 60,394 33,600 28,500 0.428208 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 10 94 299 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC TGTCAGTCTCGGACTCCCTC 94 97 55 20 353 20 60,035 60,323 33,600 43,000 0.357306 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 12 85 285 ACTGGCTGCCTTTGATCCAATTAAAacacacacAGAC ACTGGCTGCCTTTGATCCAA ACTCCCTCGGTAATGGCTCT 92 85 57 20 341 20 59,887 60,032 35,300 40,900 0.145012 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1007_2 2 169 68 15 2 AG CTCTCTCTCTCTCTATCCCTNCCTCTCTTTCTTTCTCC CT_207_236 0 0 12 85 287 AGACTGGCTGCCTTTGATCCAATTAAAacacacacAG AGACTGGCTGCCTTTGATCC ACTCCCTCGGTAATGGCTCT 94 85 55 20 341 20 60,035 60,032 33,600 40,900 0.066687 G 427 TTGCCCCTTTTCCTCCCTGCTTACATCTCAAAACTACTATACATCAAAGCACCCAGACTGGCTGCCTTTGATCCAATTAAAacacacacAGACACATCCACAGATTAAACCTCGAATTGAATaaaaaTAATTTCCAATAACATGATATACATTANTCGCATCAGGACActctctctctctctATCCCTNCctctctTTCTTTCTCCctctctctctctctctctctctctctctctCNCTCNTCctctctctGATTACAAGGTTCATGTTANTGAGCCTCACACCAGACACCTGAGTGCAGAATCCAAGCCGTCACTCGCCAGAGCCATTACCGAGGGAGTCCGAGACTGACAGAGGGTCAGTACTGAGGGAGTGCTGCACTGTCGGAGGGTCAGTACTGAGGGAGTGCTGCACTGCCATAGGTGGT

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 1 1 Feb‐75 41 200 TGCTACCCTCTGACCGACATCATGATTTGGCTGCTC TGCTACCCTCTGACCGACAT TTGGGTGATAGGAGGCCTCT 41 81 149 20 348 20 60,324 59,657 30,600 36,900 0.667739 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 3 21 140 TGCTACCCTCTGACCGACATCATGATTTGGCTGCTC TGCTACCCTCTGACCGACAT CACCAGGAAGAGCAATAGGC 41 21 149 20 288 20 60,324 58,327 30,600 39,300 1,997,536 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 4 80 247 TAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCT TAGGCTGGAGGGTGTAGCTC TGGGTGATAGGAGGCCTCTT 89 80 101 20 347 20 60,397 59,657 40,900 28,500 0.740626 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 4 41 199 TGCTACCCTCTGACCGACATCATGATTTGGCTGCTC TGCTACCCTCTGACCGACAT TGGGTGATAGGAGGCCTCTT 41 80 149 20 347 20 60,324 59,657 30,600 28,500 0.667739 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 4 40 198 GCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgGCTACCCTCTGACCGACATC TGGGTGATAGGAGGCCTCTT 40 80 150 20 347 20 59,614 59,657 30,600 28,500 0.729485 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 4 21 139 GCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgGCTACCCTCTGACCGACATC CACCAGGAAGAGCAATAGGC 40 21 150 20 288 20 59,614 58,327 30,600 39,300 2,059,282 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 5 27 186 CCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCACCGACATCATGATTTGGCTGC TGGGTGATAGGAGGCCTCTT 27 80 162 21 347 20 60,269 59,657 52,500 28,500 1,612,268 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 5 27 187 CCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCACCGACATCATGATTTGGCTGC TTGGGTGATAGGAGGCCTCT 27 81 162 21 348 20 60,269 59,657 52,500 36,900 1,612,268 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 6 81 257 GACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGACATGGTGTAGGCTGGAGG TTGGGTGATAGGAGGCCTCT 98 81 92 20 348 20 59,821 59,657 43,000 36,900 0.522372 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 6 80 256 GACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGACATGGTGTAGGCTGGAGG TGGGTGATAGGAGGCCTCTT 98 80 92 20 347 20 59,821 59,657 43,000 28,500 0.522372 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 10 21 136 ACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgACCCTCTGACCGACATCATG CACCAGGAAGAGCAATAGGC 37 21 153 20 288 20 59,173 58,327 30,700 39,300 2,499,883 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 10 21 137 ACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgACCCTCTGACCGACATCATG CCACCAGGAAGAGCAATAGGC 37 21 153 20 289 21 59,173 60,749 30,700 39,300 2,575,306 B 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 12 11 169 CTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacAT CTGCTCTGTGTGTTGCTTGC TGGGTGATAGGAGGCCTCTT 11 80 179 20 347 20 60,318 59,657 40,100 28,500 0.660975 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 14 9 108 GCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATac GCTCTGTGTGTTGCTTGCAA CACCAGGAAGAGCAATAGGC 9 21 181 20 288 20 59,899 58,327 40,800 39,300 1,774,208 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 14 9 109 GCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATac GCTCTGTGTGTTGCTTGCAA CCACCAGGAAGAGCAATAGGC 9 21 181 20 289 21 59,899 60,749 40,800 39,300 1,849,631 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 14 9 110 GCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATac GCTCTGTGTGTTGCTTGCAA TCCACCAGGAAGAGCAATAGG 9 22 181 20 290 21 59,899 59,160 40,800 25,700 1,941,034 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 14 9 167 GCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATac GCTCTGTGTGTTGCTTGCAA TGGGTGATAGGAGGCCTCTT 9 80 181 20 347 20 59,899 59,657 40,800 28,500 0.444412 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1014_3 3 210 38 15 1.5 AC ACACACATACACACACACACACACACACACACACACAC_218_247 0 0 14 9 168 GCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATac GCTCTGTGTGTTGCTTGCAA TTGGGTGATAGGAGGCCTCT 9 81 181 20 348 20 59,899 59,657 40,800 36,900 0.444412 F 351 TGTGTTGCTTGCAATCNNNANGTANANNCANNNNCNCNNNNANNNNNNNANANNNNNNNNNNNNNTNTNNTNNANATNGTGNNNANTGTGAGACATGGTGTAGGCTGGAGGGTGTAGCTCCAAAATGGCTGTGCTTATGACAAATCAGTGCTACCCTCTGACCGACATCATGATTTGGCTGCTCtgtgtgTTGCTTGCAATCGTTAGATacacacATacacacacacacacacacacacacacacacAAACTCTGTTATGAAGATGGTGCCTATTGCTCTTCCTGGTGGAATTTAGCATGTACATCACAGACATGTTTTCATAGTTTAAGAGGCCTCCTATCACCCAAACA

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 2 19 142 TTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAG TTTCGGGCATTGGAGTCAGT TGCACATTAATATCCCGAGCGA 51 19 4 20 145 22 59,600 59,963 34,100 49,300 2,436,817 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 2 19 144 CCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAACCTTTCGGGCATTGGAGTCA TGCACATTAATATCCCGAGCGA 53 19 2 20 145 22 60,322 59,963 34,100 49,300 2,359,060 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 19 141 TTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGA TTCGGGCATTGGAGTCAGTC TGCACATTAATATCCCGAGCGA 50 19 5 20 145 22 60,036 59,963 35,100 49,300 2,072,992 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 6 6 114 AGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTAGTCAGTCCGGCATCCAGTA CGAGCGAGTGGGAGTTAGTC 38 6 17 20 130 20 60,324 59,901 27,400 25,900 0.423449 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 6 6 126 TTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGA TTCGGGCATTGGAGTCAGTC CGAGCGAGTGGGAGTTAGTC 50 6 5 20 130 20 60,036 59,901 35,100 25,900 0.135470 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1049_2 2 75 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 6 6 129 CCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAACCTTTCGGGCATTGGAGTCA CGAGCGAGTGGGAGTTAGTC 53 6 2 20 130 20 60,322 59,901 34,100 25,900 0.421538 A 215 GCCTTTCGGGCATTGGAGTCAGTCCGGCATCCAGTAAGATCATGGTTGAATTTCTACCTGAAAACACTCACCCTcacacacacacacacacacacacacacacaAAAACAGACTAACTCCCACTCGCTCGGGATATTAATGTGCATAAAACNCAAACACAAACaaaaaaCACCTCCACATAAAacacacAAACTcacacacacacacacacaTGG

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 1 1 6 7 121 GCAGCATagagagACTGACAgggggAGACagagagagNGCAGCATAGAGAGACTGACAGG ACCGCACTATTTCTCTCCAACA 7 22 69 22 189 22 60,224 59,698 40,000 33,300 4,525,652 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 6 6 120 CAGCATagagagACTGACAgggggAGACagagagagNg CAGCATAGAGAGACTGACAGGG ACCGCACTATTTCTCTCCAACA 6 22 70 22 189 22 59,638 59,698 44,500 33,300 4,663,627 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 7 6 119 AGCATagagagACTGACAgggggAGACagagagagNga AGCATAGAGAGACTGACAGGG ACCGCACTATTTCTCTCCAACA 6 22 71 21 189 22 58,335 59,698 44,500 33,300 4,967,035 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14 22 154 ACAGACCgagagaGGgagagagaAAGTCAGATAGCAGACAGACCGAGAGAGGGAGAG ACCGCACTATTTCTCTCCAACA 42 22 36 20 189 22 59,745 59,698 32,000 33,300 2,556,617 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14.75 54 218 gggAGACGgagagagaCagagagagGGAGAAACAGAC GGGAGACGGAGAGAGACAGA ACTCCCTCGTGTAATTTATGGGT 73 54 5 20 222 23 59,746 59,221 34,100 45,100 4,032,239 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14.75 52 216 gggAGACGgagagagaCagagagagGGAGAAACAGAC GGGAGACGGAGAGAGACAGA TCCCTCGTGTAATTTATGGGTCT 73 52 5 20 220 23 59,746 58,965 34,100 38,500 4,288,722 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14.75 52 217 gggAGACGgagagagaCagagagagGGAGAAACAGAC GGGAGACGGAGAGAGACAGA CTCCCTCGTGTAATTTATGGGTCT 73 52 5 20 221 24 59,746 59,899 34,100 38,500 4,354,729 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14.75 22 153 CAGACCgagagaGGgagagagaAAGTCAGATAGCAGCCAGACCGAGAGAGGGAGAGA ACCGCACTATTTCTCTCCAACA 41 22 37 20 189 22 59,456 59,698 31,000 33,300 2,846,093 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1077_2 2 98 48 15 1.5 AG AGAGAGAGNGAGAGAGANAGAGAGAGAGAGAGAAG_116_145 0 0 14.75 22 185 gggAGACGgagagagaCagagagagGGAGAAACAGAC GGGAGACGGAGAGAGACAGA ACCGCACTATTTCTCTCCAACA 73 22 5 20 189 22 59,746 59,698 34,100 33,300 2,555,480 F 222 GAgggggAGACGgagagagaCagagagagGGAGAAACAGACCgagagaGGgagagagaAAGTCAGATAGCAGCATagagagACTGACAgggggAGACagagagagNgagagagaNagagagagagagagagagagagagagagagCAGANAGGANAGAAAGNGAGTTTGTTGgagagaAATAGTGCGGTNGACACAAAGACCCATAAATTACACGAGGGAGT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 2 19 156 CACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCCACAAGTTGTATGCGCAAGGA CTGTAGGCCACCTCAAAGGG 19 66 81 21 236 20 59,465 60,035 33,600 39,500 1,570,084 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 2 7 97 CACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCCACAAGTTGTATGCGCAAGGA TGGAGGAAATCAGGCATGCA 19 7 81 21 177 20 59,465 59,668 33,600 39,600 1,867,321 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 20 157 TCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTG TCACAAGTTGTATGCGCAAGG CTGTAGGCCACCTCAAAGGG 20 66 80 21 236 20 59,465 60,035 36,100 39,500 1,570,084 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 7 98 TCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTG TCACAAGTTGTATGCGCAAGG TGGAGGAAATCAGGCATGCA 20 7 80 21 177 20 59,465 59,668 36,100 39,600 1,867,321 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 7 120 GCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGGCCTGAGCATGGGTTACAAA TGGAGGAAATCAGGCATGCA 43 7 58 20 177 20 58,455 59,668 28,300 39,600 1,877,017 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 78 241 TCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAggTCCTTTCTGTTGGACTTAGCCT ATTGAGGTCCAGCTGTAGGC 91 78 8 22 248 20 59,020 59,456 45,800 39,300 3,523,428 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 44 192 tGCCTGAGCATGGGTTACAAATTTCACAAGTTGTAT TGCCTGAGCATGGGTTACAA ATTGAGGTCCAGCTGTAGGC 44 78 57 20 248 20 59,596 59,456 24,100 39,300 0.947405 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 43 191 GCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGGCCTGAGCATGGGTTACAAA ATTGAGGTCCAGCTGTAGGC 43 78 58 20 248 20 58,455 59,456 28,300 39,300 2,088,473 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 42 191 GCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGGCCTGAGCATGGGTTACAAAT ATTGAGGTCCAGCTGTAGGC 42 78 58 21 248 20 58,897 59,456 23,200 39,300 2,646,327 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 41 191 GCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGGCCTGAGCATGGGTTACAAATT ATTGAGGTCCAGCTGTAGGC 41 78 58 22 248 20 59,503 59,456 18,200 39,300 3,041,023 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 19 159 CACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCCACAAGTTGTATGCGCAAGGA CAGCTGTAGGCCACCTCAAA 19 69 81 21 239 20 59,465 59,963 33,600 26,900 1,571,760 B 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 78 240 CCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggCCTTTCTGTTGGACTTAGCCTGA ATTGAGGTCCAGCTGTAGGC 89 78 9 23 248 20 60,245 59,456 38,600 39,300 3,788,310 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 69 227 TCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTATCTGTTGGACTTAGCCTGAGC CAGCTGTAGGCCACCTCAAA 87 69 13 21 239 20 59,724 59,963 42,600 26,900 1,313,154 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 66 224 TCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTATCTGTTGGACTTAGCCTGAGC CTGTAGGCCACCTCAAAGGG 87 66 13 21 236 20 59,724 60,035 42,600 39,500 1,311,477 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 78 240 CCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggCCTTTCTGTTGGACTTAGCCTG ATTGAGGTCCAGCTGTAGGC 90 78 9 22 248 20 58,923 59,456 48,500 39,300 3,621,108 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 13 106 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT TGCAGCTTGTTCTGAGTGGA 13 23 88 20 193 20 59,965 59,531 37,200 40,200 0.504249 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 13 107 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT GTGCAGCTTGTTCTGAGTGG 13 24 88 20 194 20 59,965 59,410 37,200 40,000 0.624951 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 13 149 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT CTGTAGGCCACCTCAAAGGG 13 66 88 20 236 20 59,965 60,035 37,200 39,500 0.069811 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 13 151 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT AGCTGTAGGCCACCTCAAAG 13 68 88 20 238 20 59,965 59,674 37,200 27,700 0.361020 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 13 152 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT CAGCTGTAGGCCACCTCAAA 13 69 88 20 239 20 59,965 59,963 37,200 26,900 0.071488 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1105_3 3 121 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 7 90 TGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtg TGTATGCGCAAGGAGTGTGT TGGAGGAAATCAGGCATGCA 13 7 88 20 177 20 59,965 59,668 37,200 39,600 0.367049 F 277 GTCTCAATCCTTTCTGTTGGACTTAGCCTGAGCTTTTGGTGAgggggTAAtttttttGCCTGAGCATGGGTTACAAATTTCACAAGTTGTATGCGCAAGGAgtgtgtATACATGTGCAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAACACTGCATGCCTGATTTCCTCCACTCAGAACAAGCTGCACTGTTGACAAGTCATTTCCTTAACCCTTTGAGGTGGCCTACAGCTGGACCTCAATATTaaaaaCTTATTTTCACAAACTTTTCT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 1 1 2 45 231 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGACCTCTCCCATGCCTGATCTG CCCACCCATTGTTGCTACCA 63 45 1 20 231 20 59,603 60,252 29,000 32,500 0.648751 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 2 15 183 CATGTGcacacaGCCCAATCAGCAAACTCTACTGGca CATGTGCACACAGCCCAATC CCCACCCATTGTTGCTACCA 15 45 49 20 231 20 60,109 60,252 26,700 32,500 0.360555 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 60 245 CTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGA CTCTCCCATGCCTGATCTGT AATTTATGCAGGTGGCCCAC 62 60 2 20 246 20 58,870 58,806 34,100 46,100 2,324,135 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 60 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGACCTCTCCCATGCCTGATCTG AATTTATGCAGGTGGCCCAC 63 60 1 20 246 20 59,603 58,806 29,000 46,100 1,591,405 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 56 240 CCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCCATGCCTGATCTGTTAGCCA AATTTATGCAGGTGGCCCAC 56 60 7 21 246 20 60,134 58,806 47,500 46,100 2,328,225 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 40 208 GCCAGTTCTATGGAGGAGCCAACCGCATGTGcacac GCCAGTTCTATGGAGGAGCC CCCACCCATTGTTGCTACCA 40 45 24 20 231 20 59,892 60,252 47,000 32,500 0.359207 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 40 223 GCCAGTTCTATGGAGGAGCCAACCGCATGTGcacac GCCAGTTCTATGGAGGAGCC AATTTATGCAGGTGGCCCAC 40 60 24 20 246 20 59,892 58,806 47,000 46,100 1,301,861 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 14 182 ATGTGcacacaGCCCAATCAGCAAACTCTACTGGcac ATGTGCACACAGCCCAATCA CCCACCCATTGTTGCTACCA 14 45 50 20 231 20 60,540 60,252 25,700 32,500 0.791696 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 9 177 cacacaGCCCAATCAGCAAACTCTACTGGcacacacacaCACACAGCCCAATCAGCAAA CCCACCCATTGTTGCTACCA 9 45 55 20 231 20 59,325 60,252 36,800 32,500 0.926647 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 2 139 CATGTGcacacaGCCCAATCAGCAAACTCTACTGGca CATGTGCACACAGCCCAATC TGGGCCTCATTTGCACAGG 15 2 49 20 187 19 60,109 60,607 26,700 40,000 1,716,169 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 2 164 GCCAGTTCTATGGAGGAGCCAACCGCATGTGcacac GCCAGTTCTATGGAGGAGCC TGGGCCTCATTTGCACAGG 40 2 24 20 187 19 59,892 60,607 47,000 40,000 1,714,821 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 1 127 GCCCAATCAGCAAACTCTACTGGcacacacacacacacaGCCCAATCAGCAAACTCTACTG TGGGCCTCATTTGCACAGG 1 2 61 22 187 19 59,579 60,607 27,400 40,000 4,028,602 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 0 126 GCCCAATCAGCAAACTCTACTGGcacacacacacacacaGCCCAATCAGCAAACTCTACT GGGCCTCATTTGCACAGGTT 2 0 61 21 186 20 58,284 61,188 25,700 35,000 3,903,784 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 0 126 GCCCAATCAGCAAACTCTACTGGcacacacacacacacaGCCCAATCAGCAAACTCTACTG GGGCCTCATTTGCACAGGTT 1 0 61 22 186 20 59,579 61,188 27,400 35,000 3,608,991 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 0 138 CATGTGcacacaGCCCAATCAGCAAACTCTACTGGca CATGTGCACACAGCCCAATC GGGCCTCATTTGCACAGGTT 15 0 49 20 186 20 60,109 61,188 26,700 35,000 1,296,559 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 0 163 GCCAGTTCTATGGAGGAGCCAACCGCATGTGcacac GCCAGTTCTATGGAGGAGCC GGGCCTCATTTGCACAGGTT 40 0 24 20 186 20 59,892 61,188 47,000 35,000 1,295,210 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 4 0 186 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGACCTCTCCCATGCCTGATCTG GGGCCTCATTTGCACAGGTT 63 0 1 20 186 20 59,603 61,188 29,000 35,000 1,584,754 D 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1107_2 2 84 83 15 2 AC CACACACACACACACACACACACACACACAGACACANO 0 0 5 1 138 CATGTGcacacaGCCCAATCAGCAAACTCTACTGGca CATGTGCACACAGCCCAATC GGGCCTCATTTGCACAGGT 15 1 49 20 186 19 60,109 60,607 26,700 40,000 1,716,459 G 246 CCTCTCCCATGCCTGATCTGTTAGCCAGTTCTATGGAGGAGCCAACCGCATGTGcacacaGCCCAATCAGCAAACTCTACTGGcacacacacacacacacacacacacacacaGACACAAACACATACAGacacacacacacacacacacacacAGacacacacacAACCTGTGCAAATGAGGCCCAGGGCTCAAAATGGCTCAGACCTCATGGTAGCAACAATGGGTGGGCCACCTGCATAAATT

cons_gr1110_2 2 108 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 3 15 164 AACCCACATCCTGACCTTCGCAATacacacGCGCGca AACCCACATCCTGACCTTCG GTCAGGGACACCAAGAGCAT 15 79 73 20 236 20 59,675 59,674 37,900 37,900 0.651207 F 274 CAAAAGTTTTAGTTAAtttttATTGAACTaaaaaCACACCCAGGTAAAACTATAAAGGTATTTaaaaaGGTAAACCCACATCCTGACCTTCGCAATacacacGCGCGcacacacacacacacacacacacacacacaCTAGATTGTTGATTAAATGGAAATTCTTAGAAtttttttAGTTCTGAAATATGATTTCACTACAATAACTTACTGTTTTATGCTCTTGGTGTCCCTGACCTTTTAGTacacacacATacacacacacacacAAGCAT

cons_gr1110_2 2 108 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 12 161 CCACATCCTGACCTTCGCAATacacacGCGCGcacaca CCACATCCTGACCTTCGCAA GTCAGGGACACCAAGAGCAT 12 79 76 20 236 20 60,322 59,674 48,500 37,900 0.647827 F 274 CAAAAGTTTTAGTTAAtttttATTGAACTaaaaaCACACCCAGGTAAAACTATAAAGGTATTTaaaaaGGTAAACCCACATCCTGACCTTCGCAATacacacGCGCGcacacacacacacacacacacacacacacaCTAGATTGTTGATTAAATGGAAATTCTTAGAAtttttttAGTTCTGAAATATGATTTCACTACAATAACTTACTGTTTTATGCTCTTGGTGTCCCTGACCTTTTAGTacacacacATacacacacacacacAAGCAT

cons_gr1110_2 2 108 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 3 152 GACCTTCGCAATacacacGCGCGcacacacacacacacacGACCTTCGCAATACACACGC GTCAGGGACACCAAGAGCAT 3 79 85 20 236 20 59,905 59,674 53,400 37,900 0.420993 F 274 CAAAAGTTTTAGTTAAtttttATTGAACTaaaaaCACACCCAGGTAAAACTATAAAGGTATTTaaaaaGGTAAACCCACATCCTGACCTTCGCAATacacacGCGCGcacacacacacacacacacacacacacacaCTAGATTGTTGATTAAATGGAAATTCTTAGAAtttttttAGTTCTGAAATATGATTTCACTACAATAACTTACTGTTTTATGCTCTTGGTGTCCCTGACCTTTTAGTacacacacATacacacacacacacAAGCAT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 1 8 4 140 ATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGC ATAAACACCGTCCTTCAACGC TGTTGGGACAGAGAAAGACAGA 27 4 102 21 241 22 59,198 58,962 48,400 34,100 4,840,645 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Aug‐25 18 173 CTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCCTGGGAGCCTGAGAGACTCT GGGAGGGAGAGATGTTGGGA 49 18 81 20 253 20 60,033 60,327 32,400 43,700 0.359825 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 8‐May 0 134 TAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCG TAAACACCGTCCTTCAACGC GGACAGAGAAAGACAGAGCCG 27 0 103 20 236 21 58,780 60,404 48,400 55,200 2,623,160 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 9 3 140 ATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGC ATAAACACCGTCCTTCAACGC TGTTGGGACAGAGAAAGACAGAG 27 3 102 21 241 23 59,198 59,930 48,400 33,500 4,872,524 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 2 140 CTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTC CTGATAAACACCGTCCTTCAACG TGGGACAGAGAAAGACAGAGC 28 2 99 23 238 21 59,877 59,379 41,000 40,900 4,743,768 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 1 134 AAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGc AAACACCGTCCTTCAACGCG GGGACAGAGAAAGACAGAGCC 26 1 104 20 237 21 61,768 60,067 60,100 47,000 2,834,613 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 1 135 TAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCG TAAACACCGTCCTTCAACGC GGGACAGAGAAAGACAGAGCC 27 1 103 20 237 21 58,780 60,067 48,400 47,000 2,286,147 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 1 224 GCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAGCCATTCATTCCAGAAACGGC GGGACAGAGAAAGACAGAGCC 115 1 14 21 237 21 60,470 60,067 56,800 47,000 2,536,269 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 1 225 GGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACGG GGGACAGAGAAAGACAGAGCC 116 1 13 21 237 21 59,865 60,067 44,400 47,000 2,201,447 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Sep‐75 1 226 GGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACG GGGACAGAGAAAGACAGAGCC 117 1 12 21 237 21 59,865 60,067 36,000 47,000 2,201,447 D 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 10 34 191 CTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCCTGGGAGCCTGAGAGACTCT GACAGAGGTATCCAGAGAGGGA 49 34 81 20 271 22 60,033 59,824 32,400 42,000 2,209,139 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 Oct‐75 33 190 CTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCCTGGGAGCCTGAGAGACTCT ACAGAGGTATCCAGAGAGGGAG 49 33 81 20 270 22 60,033 59,823 32,400 43,000 2,210,006 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 11 32 190 AACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTAACTGGGAGCCTGAGAGACT AGAGGTATCCAGAGAGGGAGG 51 32 79 20 268 21 59,884 59,214 32,400 43,000 1,902,583 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 14 26 179 GGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAAGGGAGCCTGAGAGACTCTGA TCCAGAGAGGGAGGGAGAGA 47 26 83 20 261 20 60,034 60,254 32,700 31,000 0.287468 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 14 26 181 CTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCCTGGGAGCCTGAGAGACTCT TCCAGAGAGGGAGGGAGAGA 49 26 81 20 261 20 60,033 60,254 32,400 31,000 0.287075 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 150 66 15 2 AG TCTCTCTCTCTATATATNTCTATNTCNCNCTCTCTCT NO 0 0 14 4 134 CTCCGTCTGCGctctctCNANNtctctctctctatataTNTC CTCCGTCTGCGCTCTCTC TCCAGAGAGGGAGGGAGAGA 4 26 128 18 261 20 59,593 60,254 32,000 31,000 2,661,078 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 1 Aug‐25 16 241 GGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACGG GGGAGGGAGAGATGTTGGGA 16 18 13 21 253 20 59,865 60,327 44,400 43,700 1,461,563 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 0 Aug‐25 14 239 CCATTCATTCCAGAAACGGCAAATGGAAGAAAGAACCATTCATTCCAGAAACGGCA GGGAGGGAGAGATGTTGGGA 14 18 15 21 253 20 59,182 60,327 56,900 43,700 2,144,678 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 0 14 17 250 GGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACG TCCAGAGAGGGAGGGAGAGA 17 26 12 21 261 20 59,865 60,254 36,000 31,000 1,388,813 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 0 14 16 249 GGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGGGCCATTCATTCCAGAAACGG TCCAGAGAGGGAGGGAGAGA 16 26 13 21 261 20 59,865 60,254 44,400 31,000 1,388,813 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 0 14 6 239 TCCAGAAACGGCAAATGGAAGAAAGAAtctctctctct TCCAGAAACGGCAAATGGAAG TCCAGAGAGGGAGGGAGAGA 6 26 23 21 261 20 59,114 60,254 34,600 31,000 2,139,754 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1113_2 2 50 166 15 3 AG TCTCTCTCTCTCTCTCTCTCGATCTCTCTAACTGGGA NO 0 0 14 5 238 CCAGAAACGGCAAATGGAAGAAAGAAtctctctctctc CCAGAAACGGCAAATGGAAGA TCCAGAGAGGGAGGGAGAGA 5 26 24 21 261 20 59,114 60,254 28,700 31,000 2,139,754 G 290 AGTTTGAGCAGGGGCCATTCATTCCAGAAACGGCAAATGGAAGAAAGAAtctctctctctctctctctcGAtctctcTAACTGGGAGCCTgagagaCTCTGATAAACACCGTCCTTCAACGCGTTGCCTCCGTCTGCGctctctCNANNtctctctctctatataTNTCTATNTCNCNctctctctctctctctctctctctctctctTtctctcCGGCTCTGTCTTTCTCTGTCCCAACAtctctcCCTCCctctctGGATACCTCTGtctctcTAtttttGTCGCGGT

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 4 60 255 CAACCCGCCGAGATATCTCCGCTCCACTAATTCTGG CAACCCGCCGAGATATCTCC GATCCCAAACAGTTGCAGCC 125 60 89 20 343 20 60,038 59,755 37,100 48,500 0.282881 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 2 103 CGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctCGAGGCCCTAAACTCTGCAA TTCAGGAGCGCTTTCAAGGA 31 2 183 20 285 20 60,036 59,604 40,800 33,600 0.432824 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 1 102 CGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctCGAGGCCCTAAACTCTGCAA TCAGGAGCGCTTTCAAGGAG 31 1 183 20 284 20 60,036 60,037 40,800 36,900 0.073340 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 1 196 CAACCCGCCGAGATATCTCCGCTCCACTAATTCTGG CAACCCGCCGAGATATCTCC TCAGGAGCGCTTTCAAGGAG 125 1 89 20 284 20 60,038 60,037 37,100 36,900 0.075111 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 1 283 GTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGGTCCAGCGACACCTCCATTT TCAGGAGCGCTTTCAAGGAG 212 1 2 20 284 20 60,322 60,037 23,200 36,900 0.358605 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 0 101 CGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctCGAGGCCCTAAACTCTGCAA CAGGAGCGCTTTCAAGGAGG 31 0 183 20 283 20 60,036 61,024 40,800 43,000 1,059,902 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 60 290 CCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACACCAACCCTCCTTTATCTCGGT GATCCCAAACAGTTGCAGCC 159 60 54 21 343 20 59,162 59,755 46,900 48,500 2,082,798 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 60 291 CCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACCCCAACCCTCCTTTATCTCGG GATCCCAAACAGTTGCAGCC 160 60 53 21 343 20 59,859 59,755 46,300 48,500 1,385,775 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 6 59 254 CAACCCGCCGAGATATCTCCGCTCCACTAATTCTGG CAACCCGCCGAGATATCTCC ATCCCAAACAGTTGCAGCCT 125 59 89 20 342 20 60,038 60,179 37,100 45,800 0.217112 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 6 59 290 CCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACCCCAACCCTCCTTTATCTCGG ATCCCAAACAGTTGCAGCCT 160 59 53 21 342 20 59,859 60,179 46,300 45,800 1,320,006 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 6 31 160 CGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctCGAGGCCCTAAACTCTGCAA ATCCCAAACAGTTGCAGCCT 31 59 183 20 342 20 60,036 60,179 40,800 45,800 0.215341 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 59 235 CGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTCGCTCCACTAATTCTGGCCT ATCCCAAACAGTTGCAGCCT 106 59 108 20 342 20 59,821 60,179 51,900 45,800 0.357952 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 59 237 TCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATCCGCTCCACTAATTCTGGC ATCCCAAACAGTTGCAGCCT 108 59 106 20 342 20 59,822 60,179 48,500 45,800 0.357021 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 1 177 CGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTCGCTCCACTAATTCTGGCCT TCAGGAGCGCTTTCAAGGAG 106 1 108 20 284 20 59,821 60,037 51,900 36,900 0.215952 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1117_2 2 234 30 15 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 1 179 TCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATCCGCTCCACTAATTCTGGC TCAGGAGCGCTTTCAAGGAG 108 1 106 20 284 20 59,822 60,037 48,500 36,900 0.215020 F 350 AGTCCAGCGACACCTCCATTTaaaaaTCCTTCATTTCAGATCCGTCCGTGGCCCCAACCCTCCTTTATCTCGGTAACCTCCAGCCCTACAACCCGCCGAGATATCTCCGCTCCACTAATTCTGGCCTCTTCCGCAGCCCTGATTTCTATCACTCCACTACTGGTGGCTGTGCCTTCAGCTGCCGAGGCCCTAAACTCTGCAATTCtttttGCTGAGCctctctGCCTGTCCAGctctctctctctctctctctctctctctctCCTCCTTGAAAGCGCTCCTGAAAACCTACCTCTTTGACAAAGCTTTGACCCATCATTTTAGGCTGCAACTGTTTGGGATCTGCTCAG

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 1 1 4 65 247 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGA TCATCAATTCTCAAGTCAGCTGGA 103 65 1 25 247 24 59,006 60,020 42,600 38,600 10,014,004 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 4 64 244 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGA TCAATTCTCAAGTCAGCTGGAG 103 64 1 25 244 22 59,006 58,065 42,600 38,600 9,929,370 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 4 64 244 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGAC TCAATTCTCAAGTCAGCTGGAG 102 64 1 26 244 22 60,073 58,065 35,100 38,600 10,008,646 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 4 20 136 CGCAGGCAGATGTTTAATAGAGCtatataCTGTACACCGCAGGCAGATGTTTAATAGAGC CCAGAGGGCACTTTATTAATTCAAGA 37 20 69 23 204 26 60,059 59,397 40,900 30,200 9,662,525 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 4 20 204 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGA CCAGAGGGCACTTTATTAATTCAAGA 103 20 1 25 204 26 59,006 59,397 42,600 30,200 12,597,255 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 4 20 204 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGAC CCAGAGGGCACTTTATTAATTCAAGA 102 20 1 26 204 26 60,073 59,397 35,100 30,200 12,676,531 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 5 47 184 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT TCAATTCTCAAGTCAGCTGGAG 47 64 61 21 244 22 59,792 58,065 30,600 38,600 5,143,367 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 5 47 187 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT TCATCAATTCTCAAGTCAGCTGGA 47 65 61 21 247 24 59,792 60,020 30,600 38,600 5,228,001 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 5 38 158 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT AGCATACATAATTGCCAGAGGG 47 38 61 21 218 22 59,792 58,240 30,600 43,000 4,967,632 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 5 21 144 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT CCAGAGGGCACTTTATTAATTCAAG 47 21 61 21 204 25 59,792 58,200 30,600 30,200 8,007,564 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 5 20 144 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT CCAGAGGGCACTTTATTAATTCAAGA 47 20 61 21 204 26 59,792 59,397 30,600 30,200 7,811,252 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 6 50 191 TTGTAGAATGTACGCAGGCAGATGTTTAATAGAGC TTGTAGAATGTACGCAGGCAGA TCATCAATTCTCAAGTCAGCTGGA 50 65 57 22 247 24 59,767 60,020 42,600 38,600 6,252,646 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 6 22 144 AGAATGTACGCAGGCAGATGTTTAATAGAGCtatataAGAATGTACGCAGGCAGATGT CCAGAGGGCACTTTATTAATTCAA 47 22 61 21 204 24 59,792 57,226 30,600 26,900 7,982,028 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 6 22 204 GGCAGATTCTAGTTATGAATGCAGACATAGGAATT GGCAGATTCTAGTTATGAATGCAGA CCAGAGGGCACTTTATTAATTCAA 103 22 1 25 204 24 59,006 57,226 42,600 26,900 12,768,031 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 7 50 190 TGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtaTGTAGAATGTACGCAGGCAGA TCATCAATTCTCAAGTCAGCTGGA 50 65 58 21 247 24 59,178 60,020 42,600 38,600 5,842,321 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 7 50 190 TGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtaTGTAGAATGTACGCAGGCAGA TCATCAATTCTCAAGTCAGCTGG 50 66 58 21 247 23 59,178 58,741 42,600 48,500 6,081,728 F 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 7 18 138 ATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGATGTACGCAGGCAGATGTTT GAGGGCACTTTATTAATTCAAGACT 45 18 64 20 201 25 57,886 57,368 28,300 32,400 9,745,577 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1126_2 2 129 30 15 1 AC ACACACACACACACACACACACACACACAC AC_129_158 0 0 8 18 139 ATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGATGTACGCAGGCAGATGTTT AGAGGGCACTTTATTAATTCAAGACT 45 18 64 20 202 26 57,886 58,594 28,300 32,400 9,519,964 B 277 GGCAGATTCTAGTTATGAATGCAGACATAGGAATTtatataAGGAGCTGTGAAGTTTTGTAGAATGTACGCAGGCAGATGTTTAATAGAGCtatataCTGTACACATGTACAGTTtatataTTTCTATacacacacacacacacacacacacacacacANNTGTtgtgtgAGTTATAGTCTTGAATTAATAAAGTGCCCTCTGGCAATTATGTATGCtttttCTCCAGCTGACTTGAGAATTGATGAAATAATGTGGATTCTTATTTAACAATAGCA

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 1 1 2 23 140 GCTCGATTGATCCCTCAGCAATCCACGCAACCATGCGCTCGATTGATCCCTCAGCA GCTCCACACTCAAGATTGCG 23 31 105 20 244 20 59,894 59,555 44,100 48,500 0.551029 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 39 244 GGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCGGGATTTCGTGTCGCATCAAC TGTCCTCAGCTCCACACTCA 118 39 9 21 252 20 60,202 60,470 31,800 34,100 1,671,924 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 39 244 GGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCGGGATTTCGTGTCGCATCAA TGTCCTCAGCTCCACACTCA 119 39 9 20 252 20 58,917 60,470 25,700 34,100 1,553,381 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 39 245 CGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCGGGATTTCGTGTCGCATCA TGTCCTCAGCTCCACACTCA 120 39 8 20 252 20 61,082 60,470 30,700 34,100 1,551,448 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 29 227 CGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCCGTGTCGCATCAACATCAGC TCCACACTCAAGATTGCGGG 112 29 16 20 242 20 60,247 60,322 42,600 61,300 0.568982 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 28 226 CGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCCGTGTCGCATCAACATCAGC CCACACTCAAGATTGCGGGA 112 28 16 20 241 20 60,247 60,322 42,600 51,400 0.568982 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 23 137 GCTCGATTGATCCCTCAGCAATCCACGCAACCATGCGCTCGATTGATCCCTCAGCA CCACACTCAAGATTGCGGGA 23 28 105 20 241 20 59,894 60,322 44,100 51,400 0.427157 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 23 148 GCTCGATTGATCCCTCAGCAATCCACGCAACCATGCGCTCGATTGATCCCTCAGCA TGTCCTCAGCTCCACACTCA 23 39 105 20 252 20 59,894 60,470 44,100 34,100 0.575486 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 11 120 GCTCGATTGATCCCTCAGCAATCCACGCAACCATGCGCTCGATTGATCCCTCAGCA GGATCACACTTGTGCTTCGC 23 11 105 20 224 20 59,894 59,833 44,100 47,000 0.272408 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 4 11 209 CGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCCGTGTCGCATCAACATCAGC GGATCACACTTGTGCTTCGC 112 11 16 20 224 20 60,247 59,833 42,600 47,000 0.414233 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 5 16 141 TGATCCCTCAGCAATCCACGCAACCATGCACGCACATGATCCCTCAGCAATCCACG TGTCCTCAGCTCCACACTCA 16 39 112 20 252 20 59,821 60,470 49,400 34,100 0.648659 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1138_2 2 148 46 15 1.5 AC CGCGCGCGCACACAAGCACACACACACACACACAC NO 0 0 5 11 113 TGATCCCTCAGCAATCCACGCAACCATGCACGCACATGATCCCTCAGCAATCCACG GGATCACACTTGTGCTTCGC 16 11 112 20 224 20 59,821 59,833 49,400 47,000 0.345581 B 277 ATGGCAGCGGGATTTCGTGTCGCATCAACATCAGCATAGGTTTCATCGGTCGAAAATATTCTGTAATTGCGATCCTATGTAATCACTACTCAAACTAGTGTTCAGCTCGATTGATCCCTCAGCAATCCACGCAACCATGCACGCACAcgcgcgcgcacacaAGcacacacacacacacacacacacacacacaTATAAATCTTAGCGAAGCACAAGTGTGATCCCGCAATCTTGAGTGTGGAGCTGAGGACAAAACTTCTAAAATGACTCATGAATC

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 3 50 213 TTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTAT TTCCGCCGTACGTTGCTTTA GCCTATAGGTTGCAAATGAGGC 50 91 6 20 218 22 60,319 59,705 18,500 47,000 2,613,894 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 49 212 TCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATA TCCGCCGTACGTTGCTTTAC GCCTATAGGTTGCAAATGAGGC 49 91 7 20 218 22 61,008 59,705 20,100 47,000 3,302,873 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 47 210 CGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATC CGCCGTACGTTGCTTTACTT GCCTATAGGTTGCAAATGAGGC 47 91 9 20 218 22 59,214 59,705 22,400 47,000 3,080,491 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 9 175 TCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgt TCACTACAACTTTGTCTCTCCCT GCCTATAGGTTGCAAATGAGGC 9 91 44 23 218 22 58,776 59,705 42,000 47,000 6,518,464 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 3 170 ACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgACAACTTTGTCTCTCCCTATGTGT GCCTATAGGTTGCAAATGAGGC 3 91 49 24 218 22 59,652 59,705 37,200 47,000 6,642,680 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr1141_2 2 76 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 13 1 167 ACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgACTTTGTCTCTCCCTATGTGTCT GCCTATAGGTTGCAAATGAGGC 1 91 52 23 218 22 58,579 59,705 34,100 47,000 6,715,642 F 232 AGCCTTTCCGCCGTACGTTGCTTTACTTTGTTCAGTCTCTATATCACTACAACTTTGtctctcCCTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTGTGTCTTTGTNCTTTCttttttttttAAAGTGTAANNTCTCTNCCAATGAGGGAGNTGNACAAGATGGGATaaaaaaaaaaTGCCTCATTTGCAACCTATAGGCACAATTTGAANTTG

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 1 1 2 0 242 GCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaGCAACCTCTAACTACTTAACTCAGA TGTCTGCTTATAGCTCAGGCA 104 0 33 25 274 21 58,078 58,889 32,700 47,500 9,032,492 G 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 2 0 243 AGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaAGCAACCTCTAACTACTTAACTCA TGTCTGCTTATAGCTCAGGCA 106 0 32 24 274 21 57,087 58,889 34,100 47,500 9,023,530 G 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 2 0 243 AGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaAGCAACCTCTAACTACTTAACTCAGA TGTCTGCTTATAGCTCAGGCA 104 0 32 26 274 21 59,280 58,889 32,700 47,500 8,830,866 G 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 3 0 201 CAGCACAATCTATTCATTAGTGTCTAGTGAATAACT CAGCACAATCTATTCATTAGTGTCT TGTCTGCTTATAGCTCAGGCA 63 0 74 25 274 21 57,217 58,889 34,100 47,500 9,893,668 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 3 0 202 TCAGCACAATCTATTCATTAGTGTCTAGTGAATAAC TCAGCACAATCTATTCATTAGTGTC TGTCTGCTTATAGCTCAGGCA 64 0 73 25 274 21 57,223 58,889 36,700 47,500 9,887,511 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 4 0 169 AACTATAAGGGATAAGGGAAATAGCAAATTTATTtaAACTATAAGGGATAAGGGAAATAGCA TGTCTGCTTATAGCTCAGGCA 30 0 106 26 274 21 57,480 58,889 34,900 47,500 10,630,698 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 4 0 202 TCAGCACAATCTATTCATTAGTGTCTAGTGAATAAC TCAGCACAATCTATTCATTAGTGTCT TGTCTGCTTATAGCTCAGGCA 63 0 73 26 274 21 58,441 58,889 34,100 47,500 9,670,064 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 5 0 163 AAGGGATAAGGGAAATAGCAAATTTATTtatatataC AAGGGATAAGGGAAATAGCAAATTT TGTCTGCTTATAGCTCAGGCA 25 0 112 25 274 21 57,005 58,889 18,200 47,500 10,105,631 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr114_2 2 162 92 15 2 AT TATATATATATATATATNTATATATATNTATATANNTTA_162_177 0 0 5 0 168 ACTATAAGGGATAAGGGAAATAGCAAATTTATTtat ACTATAAGGGATAAGGGAAATAGCAA TGTCTGCTTATAGCTCAGGCA 29 0 107 26 274 21 57,480 58,889 39,100 47,500 10,630,698 D 281 AGCAAGGGATAAAATGGAATTGGGGTTAGAAAGCAACCTCTAACTACTTAACTCAGATCTTTGAATaaaaaTTCAGCACAATCTATTCATTAGTGTCTAGTGAATAACTATAAGGGATAAGGGAAATAGCAAATTTATTtatatataCAtgtgtgtgTNTNtatatatatatatataTNtatatataTNtatataNNtatatatatatatatatatatatatatataCATGTGtatatataTTtatatatataTGCCTGAGCTATAAGCAGACATTGTATT

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 1 1 5 0 171 gggAGATCGGAAGGAAGGGgagagagagagagagagagGGGAGATCGGAAGGAAGGG GCTGTGTGGGTGAGACTCTG 0 102 85 19 255 20 58,862 60,320 39,500 33,500 2,457,939 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 10 18 188 AAagagagagACAGGGTgggggAGATCGGAAGGAAG AAAGAGAGAGACAGGGTGGG TGTGTGGGTGAGACTCTGTG 18 100 66 20 253 20 58,349 59,247 46,100 36,600 2,403,186 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 10 18 190 AAagagagagACAGGGTgggggAGATCGGAAGGAAG AAAGAGAGAGACAGGGTGGG GCTGTGTGGGTGAGACTCTG 18 102 66 20 255 20 58,349 60,320 46,100 33,500 1,970,775 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 18 189 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG TGTGTGGGTGAGACTCTGTG 18 100 65 21 253 20 59,447 59,247 46,100 36,600 2,305,450 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 18 191 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG GCTGTGTGGGTGAGACTCTG 18 102 65 21 255 20 59,447 60,320 46,100 33,500 1,873,039 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 18 193 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG CAGCTGTGTGGGTGAGACTC 18 104 65 21 257 20 59,447 60,320 46,100 33,600 1,873,039 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 14 105 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG TCTGCCTCTGTCTCTCTTTGAC 18 14 65 21 169 22 59,447 59,439 46,100 31,800 4,113,335 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 13 103 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG TGCCTCTGTCTCTCTTTGACT 18 13 65 21 167 21 59,447 58,397 46,100 34,100 4,155,813 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 11 13 104 gAAagagagagACAGGGTgggggAGATCGGAAGGAAGGAAAGAGAGAGACAGGGTGGG CTGCCTCTGTCTCTCTTTGACT 18 13 65 21 168 22 59,447 59,438 46,100 34,100 4,115,090 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 83 255 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTA CAGAGACAGGGAGTGAGAGA GCTGTGTGGGTGAGACTCTG 83 102 1 20 255 20 57,494 60,320 31,000 33,500 2,825,896 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 83 256 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTA CAGAGACAGGGAGTGAGAGA AGCTGTGTGGGTGAGACTCT 83 103 1 20 256 20 57,494 60,471 31,000 32,400 2,976,483 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1156_2 2 104 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 83 257 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTA CAGAGACAGGGAGTGAGAGA CAGCTGTGTGGGTGAGACTC 83 104 1 20 257 20 57,494 60,320 31,000 33,600 2,825,896 F 264 CAGAGACAGGGAGTgagagaAAACGGgagagaGGTAGAGATAAACagagagTATGTGTCagagagAAagagagagACAGGGTgggggAGATCGGAAGGAAGGGgagagagagagagagagagagagagagagaGCTGNAAANATAAAGTCAAagagagACAGAGGCAGAATTAAAGAGATAGATTGATGTCGAAGCATCGATAGAGACAGAAAGCgagagaCAAACAGACAGTCACAGAGTCTCACCcacacaGCTGGACAAGG

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 1 1 2 2 125 GCAACTGGTTCTTGTGCACatatatGTGCCCtatataCA GCAACTGGTTCTTGTGCACA TCACAGGTGATGTTTCAAGCAG 51 2 115 20 239 22 59,545 59,120 45,700 42,400 3,335,678 F 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 2 126 TGCAACTGGTTCTTGTGCACatatatGTGCCCtatataC TGCAACTGGTTCTTGTGCAC TCACAGGTGATGTTTCAAGCAG 52 2 114 20 239 22 59,545 59,120 45,700 42,400 3,335,678 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 2 167 GCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGC GCGAGGTCTATCAGAAGACTGC TCACAGGTGATGTTTCAAGCAG 91 2 73 22 239 22 60,543 59,120 44,000 42,400 5,423,092 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 1 124 GCAACTGGTTCTTGTGCACatatatGTGCCCtatataCA GCAACTGGTTCTTGTGCACA CACAGGTGATGTTTCAAGCAGT 51 1 115 20 238 22 59,545 59,380 45,700 44,000 3,075,525 F 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 1 125 TGCAACTGGTTCTTGTGCACatatatGTGCCCtatataC TGCAACTGGTTCTTGTGCAC CACAGGTGATGTTTCAAGCAGT 52 1 114 20 238 22 59,545 59,380 45,700 44,000 3,075,525 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 1 165 CGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCA CGAGGTCTATCAGAAGACTGCA CACAGGTGATGTTTCAAGCAGT 90 1 74 22 238 22 59,315 59,380 44,100 44,000 5,305,504 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 2 1 166 GCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGC GCGAGGTCTATCAGAAGACTGC CACAGGTGATGTTTCAAGCAGT 91 1 73 22 238 22 60,543 59,380 44,000 44,000 5,162,940 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 3 3 126 TGCAACTGGTTCTTGTGCACatatatGTGCCCtatataC TGCAACTGGTTCTTGTGCAC TCACAGGTGATGTTTCAAGCA 52 3 114 20 239 21 59,545 58,070 45,700 39,100 3,385,051 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 15 194 AGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGC AGGTTTAGATCTAGCGAGGTCT AGTTTGACACATAATCACAGGTG 104 15 60 22 253 23 57,827 57,053 38,500 40,000 10,120,519 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 14 194 AGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGC AGGTTTAGATCTAGCGAGGTCT AGTTTGACACATAATCACAGGTGA 104 14 60 22 253 24 57,827 58,380 38,500 40,200 9,793,496 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1160_2 2 186 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 5 14 193 AGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGC AGGTTTAGATCTAGCGAGGTCT GTTTGACACATAATCACAGGTGA 104 14 60 22 252 23 57,827 57,060 38,500 40,200 10,113,482 B 287 TTTCCTCATTGTCCATTACAAGCTaaaaaTAAACAGAGTATCTCACAGGAGTGATCAATAGGTTTAGATCTAGCGAGGTCTATCAGAAGACTGCAAATGAGTTTAGCAAATTTTGCAACTGGTTCTTGTGCACatatatGTGCCCtatataCATCTtatatataTTGTGNCCTCTATATGCANGCatatatatatatatatatatatatatatatAACTGCTTGAAACATCACCTGTGATTATGTGTCAAACTTGAAAATAATTCaaaaaTGTATTAATAATATTNT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 1 1 2 32 139 AACCATCTAGGCCTCACGGACAAGCCAATGACTGA AACCATCTAGGCCTCACGGA AGGAAGGGTAAGTTTATCAGTTACT 32 32 138 20 276 25 60,325 57,190 46,900 22,400 8,135,176 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 2 32 140 CAACCATCTAGGCCTCACGGACAAGCCAATGACTG CAACCATCTAGGCCTCACGG AGGAAGGGTAAGTTTATCAGTTACT 33 32 137 20 276 25 60,179 57,190 49,400 22,400 7,988,953 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 2 32 152 GGCTGCAACGTACAACCATCTAGGCCTCACGGACA GGCTGCAACGTACAACCATC AGGAAGGGTAAGTTTATCAGTTACT 45 32 125 20 276 25 59,832 57,190 35,100 22,400 7,978,008 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 2 32 189 TGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAATGCCAAAGTCAGCTGTACCA AGGAAGGGTAAGTTTATCAGTTACT 82 32 88 20 276 25 59,528 57,190 32,500 22,400 8,281,923 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 2 32 271 GCCTCTTCAGTTACCCTGCagagagAACCAGAATTCC GCCTCTTCAGTTACCCTGCA AGGAAGGGTAAGTTTATCAGTTACT 164 32 6 20 276 25 59,675 57,190 44,100 22,400 8,134,823 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 3 32 259 ACCCTGCagagagAACCAGAATTCCTcccccTGGGACAACCCTGCAGAGAGAACCAGA AGGAAGGGTAAGTTTATCAGTTACT 152 32 18 20 276 25 60,179 57,190 38,600 22,400 7,988,801 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 3 32 260 ACCCTGCagagagAACCAGAATTCCTcccccTGGGACAACCCTGCAGAGAGAACCAGA AAGGAAGGGTAAGTTTATCAGTTACT 152 32 18 20 277 26 60,179 57,784 38,600 22,400 8,394,874 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 8 32 228 TGGGACAAGCCAACAAGTGTCTCCAACAGACTGCA TGGGACAAGCCAACAAGTGT AGGAAGGGTAAGTTTATCAGTTACT 121 32 49 20 276 25 60,034 57,190 35,500 22,400 7,843,481 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 8 32 229 TGGGACAAGCCAACAAGTGTCTCCAACAGACTGCA TGGGACAAGCCAACAAGTGT AAGGAAGGGTAAGTTTATCAGTTACT 121 32 49 20 277 26 60,034 57,784 35,500 22,400 8,249,554 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 8 32 230 ccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCCCTGGGACAAGCCAACAAGT AGGAAGGGTAAGTTTATCAGTTACT 123 32 47 20 276 25 60,468 57,190 31,600 22,400 8,277,909 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 8 17 124 ACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgACGGACAAGCCAATGACTGA AGGAAGGGTAAGTTTATCAGTTACT 17 32 153 20 276 25 59,604 57,190 34,100 22,400 8,206,315 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1167_2 2 190 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_190_219 0 0 10 21 128 CCTCACGGACAAGCCAATGACTGATTCGTAtttttaaa CCTCACGGACAAGCCAATGA AGGAAGGGTAAGTTTATCAGTTACT 21 32 149 20 276 25 60,322 57,190 25,700 22,400 8,131,444 F 278 AGACAGCCTCTTCAGTTACCCTGCagagagAACCAGAATTCCTcccccTGGGACAAGCCAACAAGTGTCTCCAACAGACTGCAGATCTGCCAAAGTCAGCTGTACCAAAATCACCCAATTTAACGGCTGCAACGTACAACCATCTAGGCCTCACGGACAAGCCAATGACTGATTCGTAtttttaaaaaatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNATCAATTTATTAtttttCCTTGGGTTTTAGTAACTGATAAACTTACCCTTCCTTT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 1 1 1 52 202 AACGGCTTTCACCTGGGTTCAATCGAATGATACATT AACGGCTTTCACCTGGGTTC ACCCAACACAGATCACAATATAGTCT 56 52 5 20 206 26 60,822 59,843 36,200 32,400 6,979,070 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 2 54 200 CGGCTTTCACCTGGGTTCAATCGAATGATACATTCA CGGCTTTCACCTGGGTTCAA ACCCAACACAGATCACAATATAGT 54 54 7 20 206 24 60,822 57,686 26,900 21,200 7,135,230 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 2 52 200 CGGCTTTCACCTGGGTTCAATCGAATGATACATTCA CGGCTTTCACCTGGGTTCAA ACCCAACACAGATCACAATATAGTCT 54 52 7 20 206 26 60,822 59,843 26,900 32,400 6,978,660 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 2 147 CGGCTTTCACCTGGGTTCAATCGAATGATACATTCA CGGCTTTCACCTGGGTTCAA TTTATCTTGCTCACTGTCTGTCT 54 2 7 20 153 23 60,822 57,525 26,900 34,100 6,296,288 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 1 138 ACCTGGGTTCAATCGAATGATACATTCATTCAACAA ACCTGGGTTCAATCGAATGAT TTATCTTGCTCACTGTCTGTCTT 45 1 15 21 152 23 57,348 57,525 24,500 30,100 9,126,634 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 1 139 CACCTGGGTTCAATCGAATGATACATTCATTCAACA CACCTGGGTTCAATCGAATGA TTATCTTGCTCACTGTCTGTCTT 46 1 14 21 152 23 58,290 57,525 25,700 30,100 8,184,955 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 1 139 CACCTGGGTTCAATCGAATGATACATTCATTCAACA CACCTGGGTTCAATCGAATGAT TTATCTTGCTCACTGTCTGTCTT 45 1 14 22 152 23 58,718 57,525 24,500 30,100 8,756,599 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 1 146 CGGCTTTCACCTGGGTTCAATCGAATGATACATTCA CGGCTTTCACCTGGGTTCAA TTATCTTGCTCACTGTCTGTCTT 54 1 7 20 152 23 60,822 57,525 26,900 30,100 6,296,288 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1175_2 2 81 48 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNNAAG_81_110 0 0 11 1 148 AACGGCTTTCACCTGGGTTCAATCGAATGATACATT AACGGCTTTCACCTGGGTTC TTATCTTGCTCACTGTCTGTCTT 56 1 5 20 152 23 60,822 57,525 36,200 30,100 6,296,699 D 206 CCCCAACGGCTTTCACCTGGGTTCAATCGAATGATACATTCATTCAACAAATTTGTTCCTGTACATGTATGTAAAGGTAAagagagagagagagagagagagagagagagNNAAagagagagagagagTAAGACAGACAGTGAGCAAGATAAAATGCTATGTAATAAGCCATGGATTTAGAGACTATATTGTGATCTGTGTTGGGT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 1 11 8 119 CAGGAacacacacAGGCGATAATCCAACTCTCATATT CAGGAACACACACAGGCGAT TGTGTGAAATTGTGCCTGTATGT 17 8 84 20 202 23 60,604 59,112 45,800 22,900 4,492,029 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 0 11 6 117 CAGGAacacacacAGGCGATAATCCAACTCTCATATT CAGGAACACACACAGGCGAT TGTGAAATTGTGCCTGTATGTGT 17 6 84 20 200 23 60,604 59,112 45,800 37,200 4,492,029 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 0 11 4 115 CAGGAacacacacAGGCGATAATCCAACTCTCATATT CAGGAACACACACAGGCGAT TGAAATTGTGCCTGTATGTGTGT 17 4 84 20 198 23 60,604 59,112 45,800 37,200 4,492,029 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 0 12 20 140 ACACAGGAacacacacAGGCGATAATCCAACTCTCAT ACACAGGAACACACACAGGC CTGCTGTCTAAGTGTTAATGTGTGA 20 24 81 20 220 25 60,748 59,304 48,500 35,800 6,444,275 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 0 12 20 141 ACACAGGAacacacacAGGCGATAATCCAACTCTCAT ACACAGGAACACACACAGGC TCTGCTGTCTAAGTGTTAATGTGTG 20 25 81 20 221 25 60,748 59,304 48,500 38,200 6,444,275 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 121 51 15 2 AC CACACACACACACATTCATGAACACACACACACACANO 0 0 12 20 141 ACACAGGAacacacacAGGCGATAATCCAACTCTCAT ACACAGGAACACACACAGGC TCTGCTGTCTAAGTGTTAATGTGT 20 26 81 20 221 24 60,748 58,146 48,500 37,200 6,601,941 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 1 11 8 202 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT TGTGTGAAATTGTGCCTGTATGT 43 8 1 20 202 23 57,372 59,112 29,000 22,900 6,515,837 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 0 11 6 200 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT TGTGAAATTGTGCCTGTATGTGT 43 6 1 20 200 23 57,372 59,112 29,000 37,200 6,515,837 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 0 11 4 198 AGTTGCACAGacacacTCATAATGTTTTACACTCACA AGTTGCACAGACACACTCAT TGAAATTGTGCCTGTATGTGTGT 43 4 1 20 198 23 57,372 59,112 29,000 37,200 6,515,837 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 0 11 0 155 TTcacacaAGTGCACACTCTcacacacacaGTAATATAC TTCACACAAGTGCACACTCT TGAAATTGTGCCTGTATGTGTGT 0 4 44 20 198 23 57,598 59,112 32,400 37,200 6,289,906 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 0 11 0 157 TTcacacaAGTGCACACTCTcacacacacaGTAATATAC TTCACACAAGTGCACACTCT TGTGAAATTGTGCCTGTATGTGT 0 6 44 20 200 23 57,598 59,112 32,400 37,200 6,289,906 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1185_2 2 64 108 15 3 AC CACACACACAGTAATATACACAGGAACACACACAG NO 0 0 11 0 159 TTcacacaAGTGCACACTCTcacacacacaGTAATATAC TTCACACAAGTGCACACTCT TGTGTGAAATTGTGCCTGTATGT 0 8 44 20 202 23 57,598 59,112 32,400 22,900 6,289,906 G 224 AGTTGCACAGacacacTCATAATGTTTTACACTCACAGAAACTTTcacacaAGTGCACACTCTcacacacacaGTAATATACACAGGAacacacacAGGCGATAATCCAACTCTCATATTcacacacacacacaTTCATGAacacacacacacacacacacacacacacacAGATacacacATACAGGCACAATTTcacacaTTAACACTTAGACAGCAGAAAT

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 2 15 116 TCGAGATAGGGAATGCTGGTCATAAACACGTTAGT TCGAGATAGGGAATGCTGGTC ACCCGGCAGCAGCTATTAAA 15 30 147 21 262 20 59,036 59,745 40,200 15,200 2,218,970 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 2 15 118 TCGAGATAGGGAATGCTGGTCATAAACACGTTAGT TCGAGATAGGGAATGCTGGTC GTACCCGGCAGCAGCTATTA 15 32 147 21 264 20 59,036 59,608 40,200 0.9800 2,355,820 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 2 14 115 CGAGATAGGGAATGCTGGTCATAAACACGTTAGTT CGAGATAGGGAATGCTGGTCA ACCCGGCAGCAGCTATTAAA 14 30 148 21 262 20 59,311 59,745 40,200 15,200 1,943,482 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 2 14 117 CGAGATAGGGAATGCTGGTCATAAACACGTTAGTT CGAGATAGGGAATGCTGGTCA GTACCCGGCAGCAGCTATTA 14 32 148 21 264 20 59,311 59,608 40,200 0.9800 2,080,331 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 45 196 TGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTT TGTTTCAGTGTGCAAGTCGTT TAAATGGACCGTGGTACCCG 80 45 82 21 277 20 58,919 59,464 38,500 52,800 2,616,953 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 45 196 TGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTT TGTTTCAGTGTGCAAGTCGT TAAATGGACCGTGGTACCCG 81 45 82 20 277 20 58,267 59,464 43,400 52,800 2,269,201 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 45 197 TTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGT TTGTTTCAGTGTGCAAGTCGT TAAATGGACCGTGGTACCCG 81 45 81 21 277 20 58,919 59,464 43,400 52,800 2,616,953 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 41 156 ACGTGCATTAACATGACGGTAAGGTTCGAGATAGGACGTGCATTAACATGACGGT TAAATGGACCGTGGTACCCG 41 45 122 20 277 20 58,197 59,464 48,300 52,800 2,339,594 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 32 143 ACGTGCATTAACATGACGGTAAGGTTCGAGATAGGACGTGCATTAACATGACGGT GTACCCGGCAGCAGCTATTA 41 32 122 20 264 20 58,197 59,608 48,300 0.9800 2,194,931 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 32 183 TGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTT TGTTTCAGTGTGCAAGTCGT GTACCCGGCAGCAGCTATTA 81 32 82 20 264 20 58,267 59,608 43,400 0.9800 2,124,537 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 30 141 ACGTGCATTAACATGACGGTAAGGTTCGAGATAGGACGTGCATTAACATGACGGT ACCCGGCAGCAGCTATTAAA 41 30 122 20 262 20 58,197 59,745 48,300 15,200 2,058,081 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 30 181 TGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTT TGTTTCAGTGTGCAAGTCGT ACCCGGCAGCAGCTATTAAA 81 30 82 20 262 20 58,267 59,745 43,400 15,200 1,987,688 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 14 130 CGAGATAGGGAATGCTGGTCATAAACACGTTAGTT CGAGATAGGGAATGCTGGTCA TAAATGGACCGTGGTACCCG 14 45 148 21 277 20 59,311 59,464 40,200 52,800 2,224,995 B 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 45 240 AGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaa AGTAGCGTGTAGGTGAGGATT TAAATGGACCGTGGTACCCG 124 45 38 21 277 20 58,264 59,464 30,100 52,800 3,272,607 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 45 240 AGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaa AGTAGCGTGTAGGTGAGGAT TAAATGGACCGTGGTACCCG 125 45 38 20 277 20 57,561 59,464 32,400 52,800 2,975,060 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 45 241 AAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaa AAGTAGCGTGTAGGTGAGGA TAAATGGACCGTGGTACCCG 126 45 37 20 277 20 57,789 59,464 37,100 52,800 2,747,510 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 32 228 AAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaa AAGTAGCGTGTAGGTGAGGA GTACCCGGCAGCAGCTATTA 126 32 37 20 264 20 57,789 59,608 37,100 0.9800 2,602,847 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1190_2 2 183 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 30 226 AAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaa AAGTAGCGTGTAGGTGAGGA ACCCGGCAGCAGCTATTAAA 126 30 37 20 262 20 57,789 59,745 37,100 15,200 2,465,997 F 289 ATGCAAATTTACTCTTCGTTTATACTTCACACCAATAAGTAGCGTGTAGGTGAGGATTTACtttttATTTaaaaaCAACTTTGTTTCAGTGTGCAAGTCGTTAACatatatGAAGGTTAGTACGTGCATTAACATGACGGTAAGGTTCGAGATAGGGAATGCTGGTCATAAACACGTTAGTTacacacacacacacacacacacacacacacAGAGCTACGTATTTATACAGAGaataataatTTAATAGCTGCTGCCGGGTACCACGGTCCATTTAAATAATTAGACG

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 1 1 3 75 222 GTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGGTTGCTGTGTTTCCTGGACA GCTGAATGATCTGCATGCATT 75 76 6 20 227 21 58,611 57,629 40,200 35,600 4,759,649 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 75 223 TGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATTGTTGCTGTGTTTCCTGGACA GCTGAATGATCTGCATGCATT 75 76 5 21 227 21 60,341 57,629 40,200 35,600 4,711,605 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 74 222 GTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGGTTGCTGTGTTTCCTGGACAG GCTGAATGATCTGCATGCATT 74 76 6 21 227 21 59,665 57,629 35,100 35,600 4,705,971 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 17 165 TGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTA TGGAATGTATTGTGCTGCAGT GCTGAATGATCTGCATGCATT 17 76 63 21 227 21 58,206 57,629 44,000 35,600 6,165,205 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 15 164 GGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGGGAATGTATTGTGCTGCAGTGA GCTGAATGATCTGCATGCATT 15 76 64 22 227 21 59,251 57,629 34,100 35,600 6,120,179 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 0 93 GGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGGGAATGTATTGTGCTGCAGTGA TTATATAATTAGGTCATCCATGTGCG 15 0 64 22 156 26 59,251 57,283 34,100 53,400 11,465,722 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 3 0 94 TGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTA TGGAATGTATTGTGCTGCAGT TTATATAATTAGGTCATCCATGTGCG 17 0 63 21 156 26 58,206 57,283 44,000 53,400 11,510,749 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 4 16 165 TGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTA TGGAATGTATTGTGCTGCAGTG GCTGAATGATCTGCATGCATT 16 76 63 22 227 21 59,511 57,629 36,600 35,600 5,860,039 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1191_4 4 101 30 15 1 AC CACACACACACACACACACACACACACACA CA_101_130 0 0 4 0 94 TGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTA TGGAATGTATTGTGCTGCAGTG TTATATAATTAGGTCATCCATGTGCG 16 0 63 22 156 26 59,511 57,283 36,600 53,400 11,205,582 F 239 CACTTGTTGCTGTGTTTCCTGGACAGGATGTGACTAAAATGTTAtttttGATGGATTTCTAATGGAATGTATTGTGCTGCAGTGAAATTTTCACCTTAGTcacacacacacacacacacacacacacacaCGCACATGGATGACCTAATtatataAAAACCTACTGCAATaaaaaCCAACTCTTGCCAAATAAAACAGAACATAGAAATGCATGCAGATCATTCAGCATCTGAAATAGT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 1 1 Dec‐75 6 184 TGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGT TGTCAGTGTCTAGGTATGTGCA ACTCAGACATATACACACACAGAT 31 6 25 22 208 24 58,838 57,218 45,700 29,000 9,943,948 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 0 0 Dec‐75 6 197 AGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCA AGGTGTGAGTTTGTGTCAGTGT ACTCAGACATATACACACACAGAT 44 6 12 22 208 24 60,027 57,218 35,500 29,000 8,809,274 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 0 0 Dec‐75 6 199 TGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTG TGAGGTGTGAGTTTGTGTCAGT ACTCAGACATATACACACACAGAT 46 6 10 22 208 24 59,764 57,218 34,100 29,000 9,018,228 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 0 0 13 6 185 GTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGGTGTCAGTGTCTAGGTATGTGCA ACTCAGACATATACACACACAGAT 31 6 24 23 208 24 60,057 57,218 45,700 29,000 9,838,902 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 0 0 15 6 186 TGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTA TGTGTCAGTGTCTAGGTATGTGC ACTCAGACATATACACACACAGAT 32 6 23 23 208 24 60,057 57,218 45,700 29,000 9,838,902 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1193_2 2 78 101 15 3 AC TGTGTGTGTGTGTGAGTGTCTAGTTGTATGTGTGNGNO 0 0 18 18 209 AGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCA AGGTGTGAGTTTGTGTCAGTGT ACACACACAGATACTCAGACATAT 44 18 12 22 220 24 60,027 57,218 35,500 17,800 8,809,274 G 220 TGTCAGTATTGAGGTGTGAGTTTGTGTCAGTGTCTAGGTATGTGCATTTCAATGTCTAGTGTGCATGAGTTTCTANTtgtgtgtgtgtgtgAGTGTCTAGTTGTAtgtgtgNGTGTCTNNTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTATCTAGGGgtgtgtgtgtgtCTCAGTATCtgtgtgtgTATATGTCTGAGTATCtgtgtgtgT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 2 21 188 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA CCAAGGATAGCTCGTCCCAG 21 97 6 20 193 20 59,602 59,609 33,600 44,500 0.788800 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 2 21 189 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA CCCAAGGATAGCTCGTCCCA 21 98 6 20 194 20 59,602 61,049 33,600 43,700 1,446,665 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 21 132 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA ACCAGGCTTTCATGAGTCAA 21 41 6 20 137 20 59,602 57,043 33,600 31,800 3,355,343 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 21 133 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA AACCAGGCTTTCATGAGTCA 21 42 6 20 138 20 59,602 57,043 33,600 34,100 3,355,343 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 19 187 CTCACAGACAAGCCAAGGACTGATTTGTATAttttttACTCACAGACAAGCCAAGGACT CCAAGGATAGCTCGTCCCAG 19 97 7 21 193 20 59,929 59,609 38,500 44,500 1,462,244 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 23 134 TGCCTCACAGACAAGCCAAGGACTGATTTGTATAtt TGCCTCACAGACAAGCCAAG ACCAGGCTTTCATGAGTCAA 23 41 4 20 137 20 60,536 57,043 36,100 31,800 3,493,182 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 23 237 TGCCTCACAGACAAGCCAAGGACTGATTTGTATAtt TGCCTCACAGACAAGCCAAG ACCTCCTCCTTGTTGGTTGC 23 144 4 20 240 20 60,536 60,179 36,100 41,700 0.714769 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 21 235 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA ACCTCCTCCTTGTTGGTTGC 21 144 6 20 240 20 59,602 60,179 33,600 41,700 0.576930 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 25 240 GTGCCTCACAGACAAGCCAAGGACTGATTTGTATAtGTGCCTCACAGACAAGCCA CAACCTCCTCCTTGTTGGTT 25 146 3 19 242 20 60,228 57,635 47,500 36,700 3,592,915 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 24 240 GTGCCTCACAGACAAGCCAAGGACTGATTTGTATAtGTGCCTCACAGACAAGCCAA CAACCTCCTCCTTGTTGGTT 24 146 3 20 242 20 60,819 57,635 45,200 36,700 3,184,231 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 26 240 TGTGCCTCACAGACAAGCCAAGGACTGATTTGTATATGTGCCTCACAGACAAGCC AACCTCCTCCTTGTTGGTTGC 26 144 2 19 241 21 60,228 60,754 43,500 41,700 2,982,144 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1194_2 2 47 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 21 234 CCTCACAGACAAGCCAAGGACTGATTTGTATAtttttt CCTCACAGACAAGCCAAGGA CCTCCTCCTTGTTGGTTGCA 21 143 6 20 239 20 59,602 60,179 33,600 40,800 0.576933 F 262 CTGTGCCTCACAGACAAGCCAAGGACTGATTTGTATAttttttAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACCTTTATTAATTTTCCTCAGTGATGAATAAACTCTTTCTTTGACTCATGAAAGCCTGGTTAAATTGGCTCCTTATaaaaaGTAAATACATTTTAACTGGGACGAGCTATCCTTGGGGAAAGGATTTTAAACAAACCTTTGTTGCAACCAACAaggaggaggTTGGTaaaaaGGGGAGCCAGCTT

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 1 1 Dec‐75 6 121 CATGGATGgagagaCAAAGAGTAATATCGAAATGGACATGGATGGAGAGACAAAGAGT TCTCTCTCTAACCCATGGCG 16 6 57 22 177 20 57,515 58,596 32,400 56,900 5,888,351 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 0 0 13.75 5 121 CATGGATGgagagaCAAAGAGTAATATCGAAATGGACATGGATGGAGAGACAAAGAGT TCTCTCTCTAACCCATGGCGA 16 5 57 22 177 21 57,515 60,064 32,400 55,400 5,548,479 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 0 0 14 5 148 agGgagagagaCagagagCAAAATTGCCATGGATGgag AGGGAGAGAGACAGAGAGCA TCTCTCTCTAACCCATGGCGA 45 5 30 20 177 21 59,001 60,064 42,600 55,400 2,062,870 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 0 0 14.75 5 120 CATGGATGgagagaCAAAGAGTAATATCGAAATGGACATGGATGGAGAGACAAAGAGT CTCTCTCTAACCCATGGCGA 16 5 57 22 176 20 57,515 58,596 32,400 55,400 5,888,351 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 0 0 15 5 149 gagGgagagagaCagagagCAAAATTGCCATGGATGga GAGGGAGAGAGACAGAGAGCA TCTCTCTCTAACCCATGGCGA 45 5 29 21 177 21 60,065 60,064 42,600 55,400 2,128,700 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr1199_3 3 95 57 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTG NO 0 0 17 5 150 agagGgagagagaCagagagCAAAATTGCCATGGATGg AGAGGGAGAGAGACAGAGAGC TCTCTCTCTAACCCATGGCGA 46 5 28 21 177 21 59,787 60,064 40,900 55,400 2,276,877 G 246 GGAGTAAAATCACCATGGAATACagagagagGgagagagaCagagagCAAAATTGCCATGGATGgagagaCAAAGAGTAATATCGAAATGGAATagagagagagagagagagagagagagagagCTGACGATGGAAGAGATagagagagagTAATATCGCCATGGGTTagagagagAAagagagagTAATATCGNCATGGGACagagagagCgagagagagaGTAAAATCACTACGGGATAGAAAN

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 1 5 22 138 GCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTT GCAGGTGGCAGTGATCTAACT CCCTGCTGCTTTGCAATGAG 33 22 163 21 300 20 60,066 60,109 22,400 29,000 1,174,658 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 5 22 174 TCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGTCCATGTGGTGTGGTGCATT CCCTGCTGCTTTGCAATGAG 70 22 127 20 300 20 60,179 60,109 35,600 29,000 0.287771 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 5 22 175 TTCCATGTGGTGTGGTGCATTTacacacTGAGCCACT TTCCATGTGGTGTGGTGCAT CCCTGCTGCTTTGCAATGAG 71 22 126 20 300 20 60,179 60,109 39,600 29,000 0.287771 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 5 5 122 GCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTT GCAGGTGGCAGTGATCTAACT TGAGATCTGCAGTGCCTTCAG 33 5 163 21 284 21 60,066 60,066 22,400 30,200 2,132,212 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 22 154 TacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTTACACACTGAGCCACTGCAG CCCTGCTGCTTTGCAATGAG 50 22 147 20 300 20 59,966 60,109 44,100 29,000 0.142723 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 6 122 GCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTT GCAGGTGGCAGTGATCTAACT TGAGATCTGCAGTGCCTTCA 33 6 163 21 284 20 60,066 59,021 22,400 30,200 2,044,761 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 6 138 TacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTTACACACTGAGCCACTGCAG TGAGATCTGCAGTGCCTTCA 50 6 147 20 284 20 59,966 59,021 44,100 30,200 1,012,827 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 6 158 TCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGTCCATGTGGTGTGGTGCATT TGAGATCTGCAGTGCCTTCA 70 6 127 20 284 20 60,179 59,021 35,600 30,200 1,157,874 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 6 159 TTCCATGTGGTGTGGTGCATTTacacacTGAGCCACT TTCCATGTGGTGTGGTGCAT TGAGATCTGCAGTGCCTTCA 71 6 126 20 284 20 60,179 59,021 39,600 30,200 1,157,874 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 6 160 ATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACATTCCATGTGGTGTGGTGCA TGAGATCTGCAGTGCCTTCA 72 6 125 20 284 20 60,179 59,021 45,700 30,200 1,157,874 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 5 138 TacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTTACACACTGAGCCACTGCAG TGAGATCTGCAGTGCCTTCAG 50 5 147 20 284 21 59,966 60,066 44,100 30,200 1,100,278 F 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 217 42 15 1.5 AG TGTGTGTGTGTGTCTCTCTCTCTCTCTCTCTCTCTCTCTC_229_258 0 0 6 4 121 GCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTT GCAGGTGGCAGTGATCTAACT GAGATCTGCAGTGCCTTCAGA 33 4 163 21 283 21 60,066 59,793 22,400 32,700 2,272,464 B 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 1 Mar‐25 18 292 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA TGCTGCTTTGCAATGAGATCT 79 18 6 23 297 21 57,548 58,557 24,300 27,500 7,895,758 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 4 17 240 ACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATC ACAAGCAGAGTCCTCAGCAC TGCTGCTTTGCAATGAGATCTG 30 17 58 20 297 22 59,965 59,836 44,000 29,000 2,198,229 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 4 17 292 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA TGCTGCTTTGCAATGAGATCTG 79 17 6 23 297 22 57,548 59,836 24,300 29,000 7,615,955 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 22 241 AAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTG AAGCAGAGTCCTCAGCACTG CCCTGCTGCTTTGCAATGAG 28 22 60 20 300 20 59,679 60,109 36,600 29,000 0.429825 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 22 243 ACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATC ACAAGCAGAGTCCTCAGCAC CCCTGCTGCTTTGCAATGAG 30 22 58 20 300 20 59,965 60,109 44,000 29,000 0.143420 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 22 292 TCCTGAACACTCCTACTAGATCATTCCTTAATCTTAA TCCTGAACACTCCTACTAGATCAT CCCTGCTGCTTTGCAATGAG 75 22 9 24 300 20 57,980 60,109 24,500 29,000 6,128,460 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 22 295 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA CCCTGCTGCTTTGCAATGAG 79 22 6 23 300 20 57,548 60,109 24,300 29,000 5,561,145 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 15 290 TGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTGATCCTGAACACTCCTACTAGA CTGCTTTGCAATGAGATCTGCA 79 15 6 23 295 22 57,548 59,836 24,300 44,100 7,615,955 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 5 5 227 ACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATC ACAAGCAGAGTCCTCAGCAC TGAGATCTGCAGTGCCTTCAG 30 5 58 20 284 21 59,965 60,066 44,000 30,200 1,100,974 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 May‐75 22 292 TCCTGAACACTCCTACTAGATCATTCCTTAATCTTAA TCCTGAACACTCCTACTAGATCA CCCTGCTGCTTTGCAATGAG 76 22 9 23 300 20 57,548 60,109 29,200 29,000 5,561,145 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 6 22 242 CAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCT CAAGCAGAGTCCTCAGCACT CCCTGCTGCTTTGCAATGAG 29 22 59 20 300 20 59,679 60,109 44,000 29,000 0.429825 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 6 6 227 ACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATC ACAAGCAGAGTCCTCAGCAC TGAGATCTGCAGTGCCTTCA 30 6 58 20 284 20 59,965 59,021 44,000 30,200 1,013,523 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 6 6 240 TGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGTGCCGAAGAGAACAAGCAGA AATGAGATCTGCAGTGCCTTCA 41 6 47 20 286 22 59,607 60,027 42,600 30,200 2,419,249 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 8 22 238 CAGAGTCCTCAGCACTGTGGGAGACCAATCTGGAC CAGAGTCCTCAGCACTGTGG CCCTGCTGCTTTGCAATGAG 25 22 63 20 300 20 60,038 60,109 41,700 29,000 0.146315 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 8 22 239 GCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGAGCAGAGTCCTCAGCACTGTG CCCTGCTGCTTTGCAATGAG 26 22 62 20 300 20 60,670 60,109 36,600 29,000 0.778735 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 8 21 237 CAGAGTCCTCAGCACTGTGGGAGACCAATCTGGAC CAGAGTCCTCAGCACTGTGG CCTGCTGCTTTGCAATGAGA 25 21 63 20 299 20 60,038 59,114 41,700 32,700 0.923391 G 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 8 6 222 CAGAGTCCTCAGCACTGTGGGAGACCAATCTGGAC CAGAGTCCTCAGCACTGTGG TGAGATCTGCAGTGCCTTCA 25 6 63 20 284 20 60,038 59,021 41,700 30,200 1,016,419 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr120_2 2 108 151 15 2 AG TCTCTCTCTCTGGCTCTATTCCATGTGGTGTGGTGCATC_229_258 0 0 10 9 241 TGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGTGCCGAAGAGAACAAGCAGA CAATGAGATCTGCAGTGCCT 41 9 47 20 287 20 59,607 57,960 42,600 47,500 2,432,524 D 327 ATTAATGATCCTGAACACTCCTACTAGATCATTCCTTAATCTTAAATGCCGAAGAGAACAAGCAGAGTCCTCAGCACTGTGGGAGACCAATCTGGACTCCTTCCTGNtctctctctcTGGCTCTATTCCATGTGGTGTGGTGCATTTacacacTGAGCCACTGCAGGTGGCAGTGATCTAACTGTGGAAAATTGGTTCAATGATTGGATCAGTATTtgtgtgtgtgtgtctctctctctctctctctctctctctctcNNNNTCTGAAGGCACTGCAGATCTCATTGCAAAGCAGCAgggggCCAGTGGATGTATTCCTATGCCCTG

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 1 1 3 25 190 ACAGCAAGTATTTACACATTTGGACCTCTACACAAGACAGCAAGTATTTACACATTTGGACC GCATACAAGATGCTGATGTAGTAATG 31 25 18 26 207 26 60,295 58,484 44,600 19,000 13,810,990 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 3 24 190 ACAGCAAGTATTTACACATTTGGACCTCTACACAAGACAGCAAGTATTTACACATTTGGACC GCATACAAGATGCTGATGTAGTAATGT 31 24 18 26 207 27 60,295 59,828 44,600 27,100 13,466,698 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 3 24 190 ACAGCAAGTATTTACACATTTGGACCTCTACACAAGACAGCAAGTATTTACACATTTGGAC GCATACAAGATGCTGATGTAGTAATGT 32 24 18 25 207 27 58,322 59,828 40,200 27,100 13,850,103 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 4 5 137 ACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctct ACACAAGGCTGGAGCTTCTC TGTCAGATCACATTACTGAGGG 8 5 47 20 183 22 59,964 57,257 28,700 43,000 4,779,079 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 4 5 142 CCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctc CCTCTACACAAGGCTGGAGC TGTCAGATCACATTACTGAGGG 13 5 42 20 183 22 60,108 57,257 47,000 43,000 4,851,002 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 4 5 145 GGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAGGACCTCTACACAAGGCTGG TGTCAGATCACATTACTGAGGG 16 5 39 20 183 22 59,749 57,257 48,500 43,000 4,993,570 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 5 5 138 ACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctct ACACAAGGCTGGAGCTTCTC ATGTCAGATCACATTACTGAGGG 8 5 47 20 184 23 59,964 57,712 28,700 43,000 5,323,696 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 5 5 143 CCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctc CCTCTACACAAGGCTGGAGC ATGTCAGATCACATTACTGAGGG 13 5 42 20 184 23 60,108 57,712 47,000 43,000 5,395,619 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr127_3 3 75 82 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTGTCTTC_127_156 0 0 6 5 139 ACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctct ACACAAGGCTGGAGCTTCTC AATGTCAGATCACATTACTGAGGG 8 5 47 20 185 24 59,964 58,321 28,700 43,000 5,714,606 F 211 GCCATTATTCTTTATTTACAGCAAGTATTTACACATTTGGACCTCTACACAAGGCTGGAGCTTCTCCTTCCAGAtctctctctctctctctctctctctcTGtctctcTGtctctcTGtctctcTGtctctctctctctctctctctctctctctcccccccccTCAGTAATGTGATCTGACATTACTACATCAGCATCTTGTATGCTTCT

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 1 1 2 44 236 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT CCTTTGCGACCTTTATCGGA 44 84 21 27 256 20 57,056 57,981 25,700 45,500 11,962,918 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 44 237 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT TCCTTTGCGACCTTTATCGG 44 85 21 27 257 20 57,056 57,981 25,700 41,800 11,962,918 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 44 237 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT TCCTTTGCGACCTTTATCGGA 44 84 21 27 257 21 57,056 59,449 25,700 45,500 11,495,806 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 44 240 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT TTATCCTTTGCGACCTTTATCGGA 44 84 21 27 260 24 57,056 60,142 25,700 45,500 14,086,268 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 44 240 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT TTATCCTTTGCGACCTTTATCGG 44 85 21 27 260 23 57,056 58,876 25,700 41,800 14,068,614 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA
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cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 44 241 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT TTTATCCTTTGCGACCTTTATCGG 44 85 21 27 261 24 57,056 59,427 25,700 41,800 14,517,577 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 5 157 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT CACTGAACTCAAGCTGCGGA 44 5 21 27 177 20 57,056 60,601 25,700 55,400 10,545,422 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 2 4 156 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT ACTGAACTCAAGCTGCGGAT 44 4 21 27 176 20 57,056 59,677 25,700 41,800 10,267,351 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 3 7 159 TGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATTGCAAGAATGTAAGAAATAAGTCTACT CACACTGAACTCAAGCTGCG 44 7 21 27 179 20 57,056 59,766 25,700 51,800 10,178,483 D 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 Mar‐75 6 115 GATTCagagagGCACCACTCCCCGAATcacacacacaca GATTCAGAGAGGCACCACTCC CACACTGAACTCAAGCTGCG 6 7 65 21 179 20 60,135 59,766 38,500 51,800 1,368,657 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 Mar‐75 6 193 GATTCagagagGCACCACTCCCCGAATcacacacacaca GATTCAGAGAGGCACCACTCC TCCTTTGCGACCTTTATCGGA 6 84 65 21 257 21 60,135 59,449 38,500 45,500 2,685,980 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 4 9 142 AGTGATTCagagagGCACCACTCCCCGAATcacacaca AGTGATTCAGAGAGGCACCAC TGCAACCTCTCTTTCAGGTGT 9 30 62 21 203 21 59,722 59,510 41,600 41,600 2,768,047 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 4 6 114 ATTCagagagGCACCACTCCCCGAATcacacacacacaA ATTCAGAGAGGCACCACTCC CACACTGAACTCAAGCTGCG 6 7 66 20 179 20 59,092 59,766 38,500 51,800 1,142,304 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 4 6 192 ATTCagagagGCACCACTCCCCGAATcacacacacacaA ATTCAGAGAGGCACCACTCC TCCTTTGCGACCTTTATCGGA 6 84 66 20 257 21 59,092 59,449 38,500 45,500 2,459,627 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 4 5 191 TTCagagagGCACCACTCCCCGAATcacacacacacaAN TTCAGAGAGGCACCACTCCC TCCTTTGCGACCTTTATCGGA 5 84 67 20 257 21 61,195 59,449 43,000 45,500 2,746,210 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 4 4 111 ATTCagagagGCACCACTCCCCGAATcacacacacacaA ATTCAGAGAGGCACCACTCC ACTGAACTCAAGCTGCGGAT 6 4 66 20 176 20 59,092 59,677 38,500 41,800 1,231,172 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 5 8 141 GTGATTCagagagGCACCACTCCCCGAATcacacacacaGTGATTCAGAGAGGCACCACT TGCAACCTCTCTTTCAGGTGT 8 30 63 21 203 21 59,722 59,510 40,000 41,600 2,768,047 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr13_2 2 92 61 15 2 AC CACACACACACAANCACACACACACACANANACAC AC_123_152 0 0 5 7 140 TGATTCagagagGCACCACTCCCCGAATcacacacacac TGATTCAGAGAGGCACCACTC TGCAACCTCTCTTTCAGGTGT 7 30 64 21 203 21 59,448 59,510 35,100 41,600 3,042,827 G 282 CACTATGAGAAGTTAAAATATGCAAGAATGTAAGAAATAAGTCTACTTTTGCAAATGTAAAAGTGATTCagagagGCACCACTCCCCGAATcacacacacacaANcacacacacacacaNANacacacacacacacacacacacacacacacANGAATCCGCAGCTTGAGTTCAGTGTGAGGACACCTGAAagagagGTTGCAGNCAGGGgagagaCAACTACagagagagGAAATTCCGATAAAGGTCGCAAAGGATaaaaaGTGTGAGTTAGAATGAAGA

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 1 1 16 3 138 GAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAA GAACTGGCTCGACTCCCAAA ACACAGACACACAGACACAG 56 3 41 20 178 20 59,965 57,700 32,800 36,600 2,334,889 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 0 0 16 3 140 ccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTACCGAACTGGCTCGACTCC ACACAGACACACAGACACAG 60 3 39 18 178 20 59,818 57,700 38,500 36,600 4,482,023 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 0 0 16 2 137 GAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAA GAACTGGCTCGACTCCCAAA CACAGACACACAGACACAGA 56 2 41 20 177 20 59,965 57,416 32,800 34,100 2,619,388 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 0 0 17 2 138 GAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAA GAACTGGCTCGACTCCCAAA ACACAGACACACAGACACAGA 56 2 41 20 178 21 59,965 59,175 32,800 34,100 1,859,747 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 0 0 17 2 140 ccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTACCGAACTGGCTCGACTCC ACACAGACACACAGACACAGA 60 2 39 18 178 21 59,818 59,175 38,500 34,100 4,006,882 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr149_2 2 117 39 15 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_126_155 0 0 17 2 141 cccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTT CCCGAACTGGCTCGACTC ACACAGACACACAGACACAGA 61 2 38 18 178 21 59,818 59,175 33,600 34,100 4,006,882 F 302 AGGTAAAATCAGACAGGGGTTAAAATGGGACCCGAcccccGAACTGGCTCGACTCCCAAAAGCCAATTGGGTTAACATCAGTAtttttGTAAGTGTTGGCGCTTGTTCATATTTGCgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCTGTGTCtgtgtgTCTGTGTtgtgtgtgtgTCTGTGTTTtgtgtgTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTGTTTTGTATGTCtgtgtgtgTCtgtgtgTtgtgtgtgtgtgtgTCTGTGTCTGTG

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 1 1 3 15 155 GAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAt GAGTAGGCATGTTGCTCCCA AGGGTTAATGGATGGGATATGCT 15 67 7 20 161 23 59,747 59,075 43,700 37,900 4,178,414 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 3 15 249 GAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAt GAGTAGGCATGTTGCTCCCA TCAGATTTCCAGCATCTGCAGT 15 162 7 20 255 22 59,747 60,027 43,700 44,000 2,279,586 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 3 13 153 GTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctc GTAGGCATGTTGCTCCCAGA AGGGTTAATGGATGGGATATGCT 13 67 9 20 161 23 59,747 59,075 38,600 37,900 4,178,414 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 3 13 247 GTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctc GTAGGCATGTTGCTCCCAGA TCAGATTTCCAGCATCTGCAGT 13 162 9 20 255 22 59,747 60,027 38,600 44,000 2,279,586 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 3 12 152 TAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctcTAGGCATGTTGCTCCCAGAC AGGGTTAATGGATGGGATATGCT 12 67 10 20 161 23 59,747 59,075 35,100 37,900 4,178,414 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 3 12 246 TAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctcTAGGCATGTTGCTCCCAGAC TCAGATTTCCAGCATCTGCAGT 12 162 10 20 255 22 59,747 60,027 35,100 44,000 2,279,586 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 6 6 138 TGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctct TGTTGCTCCCAGACATGGTT TGGATGGGATATGCTGATGTATGA 6 58 16 20 153 24 59,522 59,216 36,700 21,500 5,262,372 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 6 6 238 TGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctct TGTTGCTCCCAGACATGGTT AGATTTCCAGCATCTGCAGT 6 162 16 20 253 20 59,522 57,197 36,700 44,000 3,281,102 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 6 6 239 TGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctct TGTTGCTCCCAGACATGGTT CAGATTTCCAGCATCTGCAGT 6 162 16 20 254 21 59,522 58,633 36,700 44,000 2,844,605 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 7 5 239 TGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctct TGTTGCTCCCAGACATGGTTT CAGATTTCCAGCATCTGCAGT 5 162 16 21 254 21 60,134 58,633 32,700 44,000 3,500,046 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 7‐May 12 139 TAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctcTAGGCATGTTGCTCCCAGAC GGGATATGCTGATGTATGACATGG 12 53 10 20 148 24 59,747 59,120 35,100 36,600 5,133,164 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr150_2 2 42 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_42_71 0 0 7‐May 6 133 TGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctct TGTTGCTCCCAGACATGGTT GGGATATGCTGATGTATGACATGG 6 53 16 20 148 24 59,522 59,120 36,700 36,600 5,358,192 B 271 GTTACAGAGTAGGCATGTTGCTCCCAGACATGGTTTTCCAAtctctctctctctctctctctctctctctcNNNNNNgagagaGTNTAACTTATGNCTGACCGANNTCAGNGGNATATNATAATCCATGTCATACATCAGCATATCCCATCCATTAACCCTTTATACTACATCTCCCCTCAAGTATACTATCCAATCTTcaacaacaaTATGAAACTATAATAAAAGCAAAATACTGCAGATGCTGGAAATCTGAACTaaaaaCAGAAAAT

cons_gr158_3 3 50 38 15 1.5 AC CACACAACCACACACACACACACACACACACACACANO 0 1 14 0 90 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGCT GGGTGTGTGGGTGTGGTT 11 0 16 23 105 18 60,055 59,723 42,400 36,700 5,331,986 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 38 15 1.5 AC CACACAACCACACACACACACACACACACACACACANO 0 0 14 0 90 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGC GGGTGTGTGGGTGTGGTT 12 0 16 22 105 18 58,723 59,723 42,600 36,700 5,554,261 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 38 15 1.5 AC CACACAACCACACACACACACACACACACACACACANO 0 0 14 0 96 GCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAAGCTGACTCCAATCAATCTCTTGC GGGTGTGTGGGTGTGGTT 17 0 10 23 105 18 59,935 59,723 40,100 36,700 5,342,500 F 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 1 2 1 160 GCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAAGCTGACTCCAATCAATCTCTTGC TGTGTTATTCCGTAAAGAAGGCT 17 1 10 23 169 23 59,935 58,098 40,100 45,800 7,966,964 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 0 3 1 154 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGCT TGTGTTATTCCGTAAAGAAGGCT 11 1 16 23 169 23 60,055 58,098 42,400 45,800 7,956,450 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 0 3 0 154 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGCT TGTGTTATTCCGTAAAGAAGGCTC 11 0 16 23 169 24 60,055 59,067 42,400 47,000 7,987,981 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 0 Mar‐75 11 256 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGCT AGGGCACTCTTATGAACTGATCA 11 103 16 23 271 23 60,055 59,223 42,400 29,200 6,831,551 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 0 4 17 265 GCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAAGCTGACTCCAATCAATCTCTTGC TCAAGGGCACTCTTATGAACTGA 17 106 10 23 274 23 59,935 59,417 40,100 34,100 6,647,742 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr158_3 3 50 96 15 2 AC CACACAACCACACACACACACACACACACACACACANO 0 0 4 11 259 TCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcac TCCAATCAATCTCTTGCTCAGCT TCAAGGGCACTCTTATGAACTGA 11 106 16 23 274 23 60,055 59,417 42,400 34,100 6,637,228 G 281 CCCAGATAAGCTGACTCCAATCAATCTCTTGCTCAGCTTAAATAAATCCcacacaACcacacacacacacacacacacacacacacaAACCACACCcacacaCCCCACTAGCCACAccccccAACTCCCCAACcacacacacacaGAGCCTTCTTTACGGAATAACACAATATTCCCNaaaaaTAttttttAAAATATCCAGTNTCAGAATATGTTTGNCTTCTGTAGTGTCCAAACACATNTCACTTTGATCAGTTCATAAGAGTGCCCTTGAAGTTTAT

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 1 1 8 5 123 AGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgAGGGTAAGTCTGTGTGTGCA AGATCATGGCTATCTGATTGGG 5 33 2 20 124 22 58,872 57,429 45,700 41,200 5,699,569 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 8 5 155 AGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgAGGGTAAGTCTGTGTGTGCA TTGGCCCAATGAGTCTGCTT 5 67 2 20 156 20 58,872 59,887 45,700 39,100 1,241,195 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 8 5 225 AGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgAGGGTAAGTCTGTGTGTGCA TCCACTGGCACAAGCATCTT 5 137 2 20 226 20 58,872 59,889 45,700 24,000 1,239,261 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 8 5 240 AGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgAGGGTAAGTCTGTGTGTGCA GTTATCATCCTTCAATCCACTGGC 5 148 2 20 241 24 58,872 59,723 45,700 48,500 5,405,126 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 124 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA AGATCATGGCTATCTGATTGGG 5 33 1 21 124 22 59,930 57,429 45,700 41,200 5,641,503 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 125 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA AAGATCATGGCTATCTGATTGGG 5 33 1 21 125 23 59,930 58,080 45,700 41,200 5,989,927 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 156 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA TTGGCCCAATGAGTCTGCTT 5 67 1 21 156 20 59,930 59,887 45,700 39,100 1,183,129 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 157 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA TTTGGCCCAATGAGTCTGCT 5 68 1 21 157 20 59,930 59,887 45,700 42,400 1,183,129 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 226 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA TCCACTGGCACAAGCATCTT 5 137 1 21 226 20 59,930 59,889 45,700 24,000 1,181,195 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 230 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA TCAATCCACTGGCACAAGCA 5 141 1 21 230 20 59,930 60,179 45,700 39,100 1,249,129 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 240 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA TTATCATCCTTCAATCCACTGGCA 5 147 1 21 240 24 59,930 60,080 45,700 49,200 5,149,978 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr167_2 2 27 43 15 1.5 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 9 5 241 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgGAGGGTAAGTCTGTGTGTGCA GTTATCATCCTTCAATCCACTGGC 5 148 1 21 241 24 59,930 59,723 45,700 48,500 5,347,060 F 258 GAGGGTAAGTCtgtgtgtgCAAGAGAgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAgggggCAGGCATAAAAGTGGAGTTGAGGCCCCAATCAGATAGCCATGATCTTATTGAATAGCGAAGCAGACTCATTGGGCCAAATGGTCTACTCTTGCTTCTAATTCGTGTTTGTTTGTATGACATTTGCaaaaaGATGCTTGTGCCAGTGGATTGAAGGATGATAACTTTGATTCCCTTTTCAA

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 1 1 3 31 224 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TCCAGTTGCCTGAAACCACG 31 98 1 27 224 20 57,259 60,818 14,000 49,400 10,558,344 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 31 226 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT ACTCCAGTTGCCTGAAACCA 31 100 1 27 226 20 57,259 59,449 14,000 36,700 10,291,623 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 31 279 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TCTTGACCTTTCAACCTCTTCAG 31 150 1 27 279 23 57,259 58,292 14,000 30,200 14,448,886 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 15 141 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT AGCCCTGCTAGAAATGGTGC 31 15 1 27 141 20 57,259 60,395 14,000 50,100 10,135,608 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 14 140 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT GCCCTGCTAGAAATGGTGCT 31 14 1 27 140 20 57,259 60,395 14,000 44,000 10,135,608 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 9 136 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TGCTAGAAATGGTGCTATGCG 31 9 1 27 136 21 57,259 58,787 14,000 47,300 11,953,361 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 9 137 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT CTGCTAGAAATGGTGCTATGCG 31 9 1 27 137 22 57,259 59,777 14,000 47,300 11,963,387 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 3 8 136 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TGCTAGAAATGGTGCTATGCGA 31 8 1 27 136 22 57,259 60,159 14,000 51,000 11,899,681 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 4 31 173 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT CCTGTGCTATGCAGGTGGAA 31 47 1 27 173 20 57,259 60,035 14,000 35,300 9,775,861 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 4 31 222 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT CAGTTGCCTGAAACCACGTG 31 96 1 27 222 20 57,259 59,971 14,000 44,900 9,770,010 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 4 31 279 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TCTTGACCTTTCAACCTCTTCA 31 151 1 27 279 22 57,259 57,229 14,000 30,200 14,511,824 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 4 31 284 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAGAAGCAGTTAATGTCCTAGTTTATTT TCTGATCTTGACCTTTCAACCTCT 31 154 1 27 284 24 57,259 59,405 14,000 36,900 14,335,630 D 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 6 113 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG GCCCTGCTAGAAATGGTGCT 6 14 28 25 140 20 59,474 60,395 38,200 44,000 5,920,643 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 6 114 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG AGCCCTGCTAGAAATGGTGC 6 15 28 25 141 20 59,474 60,395 38,200 50,100 5,920,643 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 6 146 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG CCTGTGCTATGCAGGTGGAA 6 47 28 25 173 20 59,474 60,035 38,200 35,300 5,560,896 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 6 195 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG CAGTTGCCTGAAACCACGTG 6 96 28 25 222 20 59,474 59,971 38,200 44,900 5,555,045 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 5 112 GTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgt GTCCTATACAACTGTTTGTGTGTGT GCCCTGCTAGAAATGGTGCT 5 14 29 25 140 20 59,474 60,395 37,200 44,000 5,921,010 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 5 145 GTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgt GTCCTATACAACTGTTTGTGTGTGT CCTGTGCTATGCAGGTGGAA 5 47 29 25 173 20 59,474 60,035 37,200 35,300 5,561,263 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7 5 194 GTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgt GTCCTATACAACTGTTTGTGTGTGT CAGTTGCCTGAAACCACGTG 5 96 29 25 222 20 59,474 59,971 37,200 44,900 5,555,412 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 7‐May 5 144 TCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgt TCCTATACAACTGTTTGTGTGTGT CCTGTGCTATGCAGGTGGAA 5 47 30 24 173 20 58,323 60,035 37,200 35,300 5,711,704 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 8 7 240 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGT AACCTCTTCAGACACACGCA 7 141 28 24 267 20 58,323 59,536 37,200 52,400 6,140,588 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 8 6 239 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG ACCTCTTCAGACACACGCAG 6 140 28 25 266 20 59,474 59,967 38,200 51,800 5,558,422 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 8 6 240 TTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgt TTGTCCTATACAACTGTTTGTGTGTG ACCTCTTCAGACACACGCAG 6 140 27 26 266 20 59,962 59,967 38,200 51,800 6,070,398 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr19_2 2 59 48 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGTATG_59_88 0 0 8 6 240 TGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtg TGTCCTATACAACTGTTTGTGTGTG AACCTCTTCAGACACACGCA 6 141 28 25 267 20 59,474 59,536 38,200 52,400 5,989,780 G 286 AGAAGCAGTTAATGTCCTAGTTTATTTTGTCCTATACAACTGTTtgtgtgtgTNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTATAtgtgtgtgtgAAATTTAATCGCATAGCACCATTTCTAGCAGGGCTATGCAGACATACTTCCACCTGCATAGCACAGGAGGTGCCACTGGTCCCTCCCCATGTGGGCCACGTGGTTTCAGGCAACTGGAGTTGACCATGCAGgtgtgtCCACTGCgtgtgtCTGAAGAGGTTGAAAGGTCAAGATCAGATG

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 13 5 115 GTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtg GTGCATGTGTGAGTGTGTGAC GCCCAACTGGTCCATACTGG 5 39 30 21 144 20 60,004 60,394 36,700 40,000 1,397,897 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 14 0 109 gtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGAGTGTGTGACAGTGC GCCCAACTGGTCCATACTGG 0 39 36 20 144 20 59,347 60,394 44,000 40,000 1,046,944 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 14 0 110 gtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGAGTGTGTGACAGTGC GGCCCAACTGGTCCATACTG 0 40 36 20 145 20 59,347 60,394 44,000 27,400 1,046,944 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 7 140 GAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgt GAGTGCATGTGTGAGTGTGTG TCTACAGCACAAGAGGCCAT 7 62 28 21 167 20 59,738 58,721 38,200 44,000 2,541,913 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 7 141 GAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgt GAGTGCATGTGTGAGTGTGTG ATCTACAGCACAAGAGGCCA 7 63 28 21 168 20 59,738 58,721 38,200 53,600 2,541,913 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr236_2 2 56 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 6 140 AGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtAGTGCATGTGTGAGTGTGTGA ATCTACAGCACAAGAGGCCA 6 63 29 21 168 20 60,134 58,721 35,800 53,600 2,413,927 F 173 CAtgtgtgtgtgAgtgtgtgtgtgtgtGAGTGCAtgtgtgAgtgtgtGACAGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAGAAGAGGTGGGCCAAGGCTCATGTGGAACAGAAATACCAGTATGGACCAGTTGGGCCGAATGGCCTCTTGTGCTGTAGATTTGGT

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 1 1 2 0 156 AGAATGCCATATCACACCATGCatatatatatacacacacAGAATGCCATATCACACCATGC AGTGATCTGGGATGTCTGGC 0 17 42 22 197 20 59,111 59,164 40,600 48,500 3,724,986 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 0 0 3 22 190 AAACATGGTAAATTGCTAATGCTTTCACAGAATGCCAAACATGGTAAATTGCTAATGCTTTCA TGGTGAAGTGATCTGGGATGT 23 22 14 27 203 21 59,123 58,731 26,900 30,600 10,146,119 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 0 0 3 21 190 AAACATGGTAAATTGCTAATGCTTTCACAGAATGCCAAACATGGTAAATTGCTAATGCTTTCA TGGTGAAGTGATCTGGGATGTC 23 21 14 27 203 22 59,123 59,763 26,900 30,600 10,114,239 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 0 0 3 3 159 TCACAGAATGCCATATCACACCATGCatatatatataca TCACAGAATGCCATATCACACCA GTGATCTGGGATGTCTGGCT 3 16 38 23 196 20 60,055 59,164 41,700 47,500 3,890,449 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 0 0 3 0 155 AGAATGCCATATCACACCATGCatatatatatacacacacAGAATGCCATATCACACCATGC GTGATCTGGGATGTCTGGCT 0 16 42 22 196 20 59,111 59,164 40,600 47,500 3,724,986 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr242_2 2 64 97 15 2 AT ATATATATATACACACACACGTAAATATATATATTTANO 0 0 4 21 190 AAACATGGTAAATTGCTAATGCTTTCACAGAATGCCAAACATGGTAAATTGCTAATGCTTTC TGGTGAAGTGATCTGGGATGTC 24 21 14 26 203 22 57,745 59,763 26,200 30,600 10,492,537 D 203 AGATCGAGCTCTAAAACATGGTAAATTGCTAATGCTTTCACAGAATGCCATATCACACCATGCatatatatatacacacacacGTAAatatatatatTtatataCatatatatatatatatatatatatatatatAatatatatatatatatatatatatAAATGCTTCTCACAATAGCCAGACATCCCAGATCACTTCACCA

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 1 1 12 1 118 GcacacaCGCAGAAGCATACAAACAGGCACATacacaGCACACACGCAGAAGCATAC TGTGTGTCTCTGTGTGTACCG 46 1 97 20 214 21 60,179 59,934 23,900 40,200 1,245,669 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 12 1 158 TCACGCACTCAAGCACTCATATGTGCACTCACATGC TCACGCACTCAAGCACTCAT TGTGTGTCTCTGTGTGTACCG 86 1 57 20 214 21 59,966 59,934 29,000 40,200 1,100,374 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 12 1 191 CATGAGCGCCTACTGTCACTCTAACACAGACACTCACATGAGCGCCTACTGTCACT TGTGTGTCTCTGTGTGTACCG 119 1 24 20 214 21 59,826 59,934 34,100 40,200 1,240,843 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 17 134 GcacacaCGCAGAAGCATACAAACAGGCACATacacaGCACACACGCAGAAGCATAC TGTGTGAGCATGTCTGTGTGT 46 17 97 20 230 21 60,179 60,134 23,900 37,200 1,313,645 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 17 174 TCACGCACTCAAGCACTCATATGTGCACTCACATGC TCACGCACTCAAGCACTCAT TGTGTGAGCATGTCTGTGTGT 86 17 57 20 230 21 59,966 60,134 29,000 37,200 1,168,350 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 17 207 CATGAGCGCCTACTGTCACTCTAACACAGACACTCACATGAGCGCCTACTGTCACT TGTGTGAGCATGTCTGTGTGT 119 17 24 20 230 21 59,826 60,134 34,100 37,200 1,308,820 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 15 132 GcacacaCGCAGAAGCATACAAACAGGCACATacacaGCACACACGCAGAAGCATAC TGTGAGCATGTCTGTGTGTGT 46 15 97 20 228 21 60,179 60,134 23,900 37,200 1,313,645 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 15 172 TCACGCACTCAAGCACTCATATGTGCACTCACATGC TCACGCACTCAAGCACTCAT TGTGAGCATGTCTGTGTGTGT 86 15 57 20 228 21 59,966 60,134 29,000 37,200 1,168,350 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr252_2 2 163 30 15 1 AC ACACACACACACACACACACACACACACAC AC_163_192 0 0 15 15 205 CATGAGCGCCTACTGTCACTCTAACACAGACACTCACATGAGCGCCTACTGTCACT TGTGAGCATGTCTGTGTGTGT 119 15 24 20 228 21 59,826 60,134 34,100 37,200 1,308,820 F 242 ACACAGAGAAACTGAAGCATTTGCATGAGCGCCTACTGTCACTCTAACACAGACACTCACGCACTCAAGCACTCATATGTGCACTCACATGCAATTGcacacaCGCAGAAGCATACAAACAGGCACATacacacacAAACAAACTcacacaAACGCGCNNNNacacacacacacacacacacacacacacacNCGGTacacacAGAGacacacacAGACATGCTcacacaTacacacATACT

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 1 1 8 48 206 GCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCN GCTTCCGGCTGTCTCTCTTT GGACAGAGAGTGTTCGAGGC 48 59 35 20 240 20 60,037 60,109 25,200 47,000 0.145897 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 Aug‐25 59 220 CTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCTGCCTCTCACTCTGCTTCC GGACAGAGAGTGTTCGAGGC 62 59 21 20 240 20 60,108 60,109 34,600 47,000 0.217272 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 Aug‐25 26 187 CTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCTGCCTCTCACTCTGCTTCC GACAGCGAGGCAGAGAAGTC 62 26 21 20 207 20 60,108 60,458 34,600 30,100 0.565914 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 9 59 221 CCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCT CCTGCCTCTCACTCTGCTTC GGACAGAGAGTGTTCGAGGC 63 59 20 20 240 20 60,108 60,109 38,600 47,000 0.217272 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 9 26 188 CCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCT CCTGCCTCTCACTCTGCTTC GACAGCGAGGCAGAGAAGTC 63 26 20 20 207 20 60,108 60,458 38,600 30,100 0.565914 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 60 240 tctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGTCTCTGTTTCTGTTTCCCTGCC AATGGACAGAGAGTGTTCGAGG 77 60 4 22 243 22 60,487 59,768 48,500 46,300 4,719,717 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 60 240 ctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGCTCTCTGTTTCTGTTTCCCTGC ATGGACAGAGAGTGTTCGAGG 78 60 3 22 242 21 59,189 59,178 48,500 46,300 4,632,605 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 36 183 GCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCN GCTTCCGGCTGTCTCTCTTT TAGAGAGGGAGACAGCGAGG 48 36 35 20 217 20 60,037 59,818 25,200 46,300 0.218445 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 28 175 GCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCN GCTTCCGGCTGTCTCTCTTT GAGACAGCGAGGCAGAGAAG 48 28 35 20 209 20 60,037 60,179 25,200 28,500 0.215998 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 28 189 CTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCTGCCTCTCACTCTGCTTCC GAGACAGCGAGGCAGAGAAG 62 28 21 20 209 20 60,108 60,179 34,600 28,500 0.287373 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 28 190 CCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCT CCTGCCTCTCACTCTGCTTC GAGACAGCGAGGCAGAGAAG 63 28 20 20 209 20 60,108 60,179 38,600 28,500 0.287373 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 10 28 196 TGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTGTTTCCCTGCCTCTCACTC GAGACAGCGAGGCAGAGAAG 69 28 14 20 209 20 59,313 60,179 35,100 28,500 0.866494 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 Oct‐75 66 240 TCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctc TCTGTTTCCCTGCCTCTCAC GAGAGTGAAATGGACAGAGAGTGT 71 66 12 20 251 24 59,313 60,022 35,100 35,500 4,708,898 G 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr259_2 2 103 59 15 2 AG CTCTCTCTCTNTCTCTCNGTCTNTNTCTTTCTCTCTCTNO 0 0 Oct‐75 28 198 TCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctc TCTGTTTCCCTGCCTCTCAC GAGACAGCGAGGCAGAGAAG 71 28 12 20 209 20 59,313 60,179 35,100 28,500 0.866494 D 252 TtctctcTGTTTCTGTTTCCCTGCCTCTCACTCTGCTTCCGGCTGtctctcTTTCTCTGCCANTCTCCNTCNCNCTNTNNCTCTNTTTCTNTNTNCCNCTNNctctctctctNtctctcNGTCTNTNTCTTtctctctctctctctctctctctctctctcTGGCTCTGTCACTCagtagtagtCACGACTTCTCTGCCTCGCTGTCTCCctctctATCAGCCTCGAACActctctGTCCATTTCActctct

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 1 1 Jun‐75 3 95 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA AGCCTTCAACGGAGCCTTAA 3 16 63 26 157 20 59,619 59,309 34,100 18,500 7,071,895 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 Jun‐75 3 104 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA AAGGACCCAAGCCTTCAACG 3 25 63 26 166 20 59,619 60,537 34,100 41,000 6,918,504 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 Jun‐75 3 106 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA ACAAGGACCCAAGCCTTCAA 3 27 63 26 168 20 59,619 59,444 34,100 26,900 6,936,901 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 8 3 141 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA GGGAAGACAGTAAGAAAGGCCA 3 60 63 26 203 22 59,619 59,960 34,100 53,600 8,421,011 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 8 3 143 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA ACGGGAAGACAGTAAGAAAGGC 3 62 63 26 205 22 59,619 60,290 34,100 43,500 8,670,639 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 9 3 142 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA CGGGAAGACAGTAAGAAAGGC 3 62 63 26 204 21 59,619 58,652 34,100 43,500 8,728,864 A 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 9 3 149 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA GGGAAGACGGGAAGACAGTAA 3 69 63 26 211 21 59,619 59,102 34,100 22,400 8,278,935 F 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 10 3 148 GGAGAAATAGACTGATAGCAAGACAGACagagagagGGAGAAATAGACTGATAGCAAGACA GGGAAGACGGGAAGACAGTA 3 70 64 25 211 20 58,189 58,446 34,100 27,400 8,364,617 F 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 92 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG AG_92_121 0 0 10 3 149 TGGAGAAATAGACTGATAGCAAGACAGACagagagaTGGAGAAATAGACTGATAGCAAGACA GGGAAGACGGGAAGACAGTA 3 70 63 26 211 20 59,619 58,446 34,100 27,400 7,934,839 F 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 1 4 21 161 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC AAGGACCCAAGCCTTCAACG 21 25 6 20 166 20 59,195 60,537 53,600 41,000 1,342,360 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 4 21 163 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC ACAAGGACCCAAGCCTTCAA 21 27 6 20 168 20 59,195 59,444 53,600 26,900 1,360,757 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 4 21 192 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC ACAGTAAGAAAGGCCACGCG 21 56 6 20 197 20 59,195 60,949 53,600 60,100 1,754,094 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 4 21 193 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC GACAGTAAGAAAGGCCACGC 21 57 6 20 198 20 59,195 59,203 53,600 53,400 1,601,916 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 4 21 194 TCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagag TCGTCTTCCATGTTTCTGCCC GACAGTAAGAAAGGCCACGC 21 57 5 21 198 20 60,611 59,203 53,600 53,400 2,407,551 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 4 16 152 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC AGCCTTCAACGGAGCCTTAA 21 16 6 20 157 20 59,195 59,309 53,600 18,500 1,495,751 D 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 21 206 CGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagaga CGTCTTCCATGTTTCTGCCC GGGAAGACGGGAAGACAGTA 21 70 6 20 211 20 59,195 58,446 53,600 27,400 2,358,695 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 133 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG AGCCTTCAACGGAGCCTTAA 2 16 25 20 157 20 59,545 59,309 28,500 18,500 1,146,172 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 134 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG AAGCCTTCAACGGAGCCTTA 2 17 25 20 158 20 59,545 59,309 28,500 26,900 1,146,172 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 135 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG CAAGCCTTCAACGGAGCCTT 2 18 25 20 159 20 59,545 60,891 28,500 43,500 1,346,405 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 142 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG AAGGACCCAAGCCTTCAACG 2 25 25 20 166 20 59,545 60,537 28,500 41,000 0.992781 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 144 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG ACAAGGACCCAAGCCTTCAA 2 27 25 20 168 20 59,545 59,444 28,500 26,900 1,011,178 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr263_2 2 47 75 15 2 AG GAGAGAGAGAGAGAGATGGAGAAATAGACTGATAAG_92_121 0 0 10 2 174 CCGAGAGCCAGTgagagaAGTCgagagagagagagagaTCCGAGAGCCAGTGAGAGAAG GACAGTAAGAAAGGCCACGC 2 57 25 20 198 20 59,545 59,203 28,500 53,400 1,252,337 G 241 TACCTCGTCTTCCATGTTTCTGCCCCGAGAGCCAGTgagagaAGTCgagagagagagagagaTGGAGAAATAGACTGATAGCAAGACAGACagagagagagagagagagagagagagagagANATATGAACTGGATTTTAAGGCTCCGTTGAAGGCTTGGGTCCTTGTAAAATGCAGCGCGTGGCCTTTCTTACTGTCTTCCCGTCTTcccccTGACTTGTCTCCTATTTTAAGGTGGTCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 1 1 12 3 131 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT GACCCAGTGACAGTGAAGGA 3 10 20 20 150 20 58,184 58,951 36,700 33,600 2,864,675 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 132 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT TGACCCAGTGACAGTGAAGG 3 11 20 20 151 20 58,184 59,241 36,700 34,600 2,574,808 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 133 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT TTGACCCAGTGACAGTGAAGG 3 11 20 20 152 21 58,184 59,859 36,700 34,600 2,956,927 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 165 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT CACAGTGCTGTTAGGGAGGG 3 44 20 20 184 20 58,184 60,036 36,700 43,000 1,852,084 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 166 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT CCACAGTGCTGTTAGGGAGG 3 45 20 20 185 20 58,184 60,036 36,700 43,000 1,852,084 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 167 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT CCCACAGTGCTGTTAGGGAG 3 46 20 20 186 20 58,184 60,036 36,700 43,000 1,852,084 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 192 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT CTGCAGTCCCTGTGGTGTAG 3 71 20 20 211 20 58,184 60,037 36,700 27,400 1,853,027 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 207 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT TTCCTTCTTGAACCGCTGCA 3 86 20 20 226 20 58,184 60,179 36,700 44,100 1,995,106 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr266_2 2 43 78 15 2 AC TGTGTGTGTGTGTCTGCCTGTGTGTGTGTGTGTGTCTG_91_120 0 0 12 3 227 ACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCt ACGTTTGTGTGTGTCTGGTT TTGAGAAGGTGGTGGTGAGC 3 106 20 20 246 20 58,184 59,891 36,700 42,600 1,924,659 G 252 GGTGTCTGGgtgtgtgtgtACGTTtgtgtgtgTCTGGTTATAtgtgtgtgtgtgTCTGCCtgtgtgtgtgtgtgtgtctgtctgtctgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNGTATCCTTCACTGTCACTGGGTCAAAATCCTGGAACTCCCTCCCTAACAGCACTGTGGGTGTACCTACACCACAGGGACTGCAGCGGTTCAAGAAGGAAGCTcaccaccacCTTCTCAAGGGGCA

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 2 13 150 CCACGTAGAACTGTTGTGCCTTAAATATCTGAAttttt CCACGTAGAACTGTTGTGCC AACAAAGGCCCAGCTTCCAT 67 13 58 20 207 20 59,134 60,179 50,100 34,100 1,044,692 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 2 13 151 CCCACGTAGAACTGTTGTGCCTTAAATATCTGAAttt CCCACGTAGAACTGTTGTGC AACAAAGGCCCAGCTTCCAT 68 13 57 20 207 20 59,134 60,179 45,700 34,100 1,044,692 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 50 190 CCCACGTAGAACTGTTGTGCCTTAAATATCTGAAttt CCCACGTAGAACTGTTGTGC TGTTGCACAGAGTTTATTGGGC 68 50 57 20 246 22 59,134 59,704 45,700 53,600 3,161,678 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 50 191 TCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtt TCCCACGTAGAACTGTTGTGC TGTTGCACAGAGTTTATTGGGC 68 50 56 21 246 22 60,539 59,704 45,700 53,600 3,835,405 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 48 191 TCATCCCACGTAGAACTGTTGTGCCTTAAATATCTG TCATCCCACGTAGAACTGTTGT TGCACAGAGTTTATTGGGCCA 70 48 53 22 243 21 59,369 60,203 33,200 53,600 3,834,051 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 3 13 99 TGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTTGAGAATCAAGCATCTCCAGG AACAAAGGCCCAGCTTCCAT 15 13 109 21 207 20 57,444 60,179 44,500 34,100 3,734,451 A 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 50 241 AATAACGTAATACTGCAACATGACTAATGAGCAATTAATAACGTAATACTGCAACATGACT TGTTGCACAGAGTTTATTGGGC 114 50 6 25 246 22 57,157 59,704 34,100 53,600 10,139,399 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 49 240 AATAACGTAATACTGCAACATGACTAATGAGCAATTAATAACGTAATACTGCAACATGACT GTTGCACAGAGTTTATTGGGCC 114 49 6 25 245 22 57,157 60,353 34,100 58,000 10,196,205 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 48 240 TTAATAACGTAATACTGCAACATGACTAATGAGCAATTAATAACGTAATACTGCAACATGACT TGCACAGAGTTTATTGGGCCA 114 48 4 27 243 21 57,626 60,203 34,100 53,600 10,576,591 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 23 160 CCACGTAGAACTGTTGTGCCTTAAATATCTGAAttttt CCACGTAGAACTGTTGTGCC AAACCACACCAACAAAGGCC 67 23 58 20 217 20 59,134 59,460 50,100 51,900 1,405,286 F 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 14 109 TGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTTGAGAATCAAGCATCTCCAGGA AAACCACACCAACAAAGGCC 14 23 109 22 217 20 58,890 59,460 38,600 51,900 3,649,445 A 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr269_2 2 145 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 13 99 TGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTTGAGAATCAAGCATCTCCAGGA AACAAAGGCCCAGCTTCCAT 14 13 109 22 207 20 58,890 60,179 38,600 34,100 3,288,851 A 261 TATTTAATAACGTAATACTGCAACATGACTAATGAGCAATTCCATTATCAGATCATCCCACGTAGAACTGTTGTGCCTTAAATATCTGAAtttttAATCTCTTCTGTTTGAGAATCAAGCATCTCCAGGATGTCTCAAAGTATTcacacacacacacacacacacacacacacaCTCCTGCTCAATTATGGAAGCTGGGCCTTTGTTGGTGTGGTTTTACACTGGCCCAATAAACTCTGTGCAACAtttttCAAAAGCTGT

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 1 1 5 7 178 TGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTTGCAGAGTCAAGCAAGCATG ACATTTCCACCACAGACACAA 79 7 105 20 282 21 59,121 57,988 40,600 33,300 3,890,657 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 5 7 256 AGATTCACAGAGCGCACACTATACCATCAGAGACG AGATTCACAGAGCGCACACT ACATTTCCACCACAGACACAA 157 7 27 20 282 21 59,680 57,988 35,500 33,300 3,331,294 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 177 GCAGAGTCAAGCAAGCATGTGACATTAAGTCATTT GCAGAGTCAAGCAAGCATGT ACATTTCCACCACAGACACA 78 8 106 20 282 20 59,120 57,273 32,100 37,200 3,606,889 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 178 TGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTTGCAGAGTCAAGCAAGCATG ACATTTCCACCACAGACACA 79 8 105 20 282 20 59,121 57,273 40,600 37,200 3,606,214 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 213 AGCACTGACATGTGGTGACATGAGAAGGATTTCAT AGCACTGACATGTGGTGACA ACATTTCCACCACAGACACA 114 8 70 20 282 20 59,531 57,273 35,800 37,200 3,196,617 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 218 CAAGCAGCACTGACATGTGGTGACATGAGAAGGATCAAGCAGCACTGACATGTGG ACATTTCCACCACAGACACA 119 8 65 20 282 20 59,760 57,273 41,700 37,200 2,967,268 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 219 GCAAGCAGCACTGACATGTGGTGACATGAGAAGGAGCAAGCAGCACTGACATGTG ACATTTCCACCACAGACACA 120 8 64 20 282 20 60,387 57,273 32,100 37,200 3,113,981 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 256 AGATTCACAGAGCGCACACTATACCATCAGAGACG AGATTCACAGAGCGCACACT ACATTTCCACCACAGACACA 157 8 27 20 282 20 59,680 57,273 35,500 37,200 3,046,851 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr273_2 2 204 51 15 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 8 257 CAGATTCACAGAGCGCACACTATACCATCAGAGAC CAGATTCACAGAGCGCACAC ACATTTCCACCACAGACACA 158 8 26 20 282 20 59,558 57,273 38,200 37,200 3,168,656 F 289 CACAAACTGATTGAATCTTGTTCCGCAGATTCACAGAGCGCACACTATACCATCAGAGACGAAGCAAGCAGCACTGACATGTGGTGACATGAGAAGGATTTCATTGCAGAGTCAAGCAAGCATGTGACATTAAGTCATTTCCTTGCTTNAAGAGCCCNAANGGGANAGAGTTTATAATGCNACCAATTCCATNATCTGAAGGGgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgCGTGtttttGTGTCTGTGGTGGAAATGTAATAGAC

cons_gr284_3 3 55 92 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT NO 1 1 15 1 164 tctGTCTGGATAATGTACTGGGTTtctctctctctctctctc TCTGTCTGGATAATGTACTGGGT CCCGGTACAATGACCAGAGAG 1 27 31 23 194 21 58,379 59,863 45,100 32,000 5,757,809 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr284_3 3 55 92 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT NO 0 0 15 1 165 tctGTCTGGATAATGTACTGGGTTtctctctctctctctctc TCTGTCTGGATAATGTACTGGGT ACCCGGTACAATGACCAGAG 1 29 31 23 195 20 58,379 59,097 45,100 33,500 5,523,254 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr284_3 3 55 92 15 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT NO 0 0 16 1 166 ctctGTCTGGATAATGTACTGGGTTtctctctctctctctct CTCTGTCTGGATAATGTACTGGGT ACCCGGTACAATGACCAGAG 1 29 30 24 195 20 59,348 59,097 45,100 33,500 5,554,034 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr284_3 3 55 155 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT CT_200_209 0 1 15 1 213 tctGTCTGGATAATGTACTGGGTTtctctctctctctctctc TCTGTCTGGATAATGTACTGGGT CGAGCGATAGAGAATCAAACACA 1 11 31 23 243 23 58,379 58,895 45,100 37,200 8,726,209 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr284_3 3 55 155 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT CT_200_209 0 0 15 1 214 tctGTCTGGATAATGTACTGGGTTtctctctctctctctctc TCTGTCTGGATAATGTACTGGGT ACGAGCGATAGAGAATCAAACAC 1 12 31 23 244 23 58,379 58,894 45,100 33,200 8,726,920 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr284_3 3 55 155 15 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGTTAGT CT_200_209 0 0 16 1 214 ctctGTCTGGATAATGTACTGGGTTtctctctctctctctct CTCTGTCTGGATAATGTACTGGGT CGAGCGATAGAGAATCAAACACA 1 11 30 24 243 23 59,348 58,895 45,100 37,200 8,756,989 G 246 tctctcTGGTTAGTGTACAGTTTTActctctctGTCTGGATAATGTACTGGGTTtctctctctctctctctctctctctctctcTGGTTAGTGTACTAAGTATGActctctctctctCGTTAGTGTACTGCGTTTGtctctctctcCGGTTACTGTACTGGGTTTTACTCTAtctctcTGGTCATTGTACCGGGTTTGActctctctctGGTTATTGTACTGTGTTTGATTCTCTATCGCTCGTTA

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 1 1 4 67 263 TGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGTGCACATGGAGCAAAGAGATG AGCAGTGTGAATAACGGCGT 125 67 18 21 280 20 58,911 60,320 29,000 56,800 2,409,622 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 4 67 263 TGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGTGCACATGGAGCAAAGAGATGA AGCAGTGTGAATAACGGCGT 124 67 18 22 280 20 60,290 60,320 29,200 56,800 2,610,871 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 5 102 300 GCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAGCACATGGAGCAAAGAGATGA CAATTACAGTGGAAATTGGCCAA 124 102 19 21 318 23 58,637 58,108 29,200 45,200 7,255,169 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 6 103 300 GCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAGCACATGGAGCAAAGAGATGA CAATTACAGTGGAAATTGGCCA 124 103 19 21 318 22 58,637 57,466 29,200 53,600 6,896,655 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 6 103 300 GCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAGCACATGGAGCAAAGAGATGAA CAATTACAGTGGAAATTGGCCA 123 103 19 22 318 22 59,249 57,466 25,700 53,600 7,285,178 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 6 67 265 CATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTT CATGCACATGGAGCAAAGAGA AGCAGTGTGAATAACGGCGT 127 67 16 21 280 20 58,911 60,320 31,000 56,800 2,409,622 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 9 117 acacacGCAGGCAAACAAACANANAGNNNcacacacaACACACGCAGGCAAACAAAC AGCACAAGTCGAATGTCGCT 9 38 135 20 251 20 60,458 60,320 29,300 49,300 0.777580 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 9 146 acacacGCAGGCAAACAAACANANAGNNNcacacacaACACACGCAGGCAAACAAAC AGCAGTGTGAATAACGGCGT 9 67 135 20 280 20 60,458 60,320 29,300 56,800 0.778102 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 9 197 acacacGCAGGCAAACAAACANANAGNNNcacacacaACACACGCAGGCAAACAAAC GCACCGCTGGAACCAATTAC 9 118 135 20 331 20 60,458 59,830 29,300 18,900 0.628019 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 8 116 cacacGCAGGCAAACAAACANANAGNNNcacacacacCACACGCAGGCAAACAAACA AGCACAAGTCGAATGTCGCT 8 38 136 20 251 20 60,458 60,320 28,300 49,300 0.777409 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 8 145 cacacGCAGGCAAACAAACANANAGNNNcacacacacCACACGCAGGCAAACAAACA AGCAGTGTGAATAACGGCGT 8 67 136 20 280 20 60,458 60,320 28,300 56,800 0.777930 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 10 8 196 cacacGCAGGCAAACAAACANANAGNNNcacacacacCACACGCAGGCAAACAAACA GCACCGCTGGAACCAATTAC 8 118 136 20 331 20 60,458 59,830 28,300 18,900 0.627847 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 Oct‐75 10 118 cacacacGCAGGCAAACAAACANANAGNNNcacacacCACACACGCAGGCAAACAAA AGCACAAGTCGAATGTCGCT 10 38 134 20 251 20 60,458 60,320 28,300 49,300 0.777409 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 Oct‐75 10 147 cacacacGCAGGCAAACAAACANANAGNNNcacacacCACACACGCAGGCAAACAAA AGCAGTGTGAATAACGGCGT 10 67 134 20 280 20 60,458 60,320 28,300 56,800 0.777930 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr285_2 2 164 30 15 1 AC CACACACACACACACACACACACACACACA CA_164_193 0 0 Oct‐75 10 198 cacacacGCAGGCAAACAAACANANAGNNNcacacacCACACACGCAGGCAAACAAA GCACCGCTGGAACCAATTAC 10 118 134 20 331 20 60,458 59,830 28,300 18,900 0.627847 F 352 AGTGCATGATGTAGCCATGCACATGGAGCAAAGAGATGaaaaaaaaCAGTTAGAAAGAGCAAGATTTATTTGCagagagTGAGCTAGAAATACaaaaaTCAAGATAGAGGGGCACGTGCTCAGACaaaaaaTacacacacGCAGGCAAACAAACANANAGNNNcacacacacacacacacacacacacacacaTATTAACGTGAAGGCAATTAGCAAGGAGTGACTTTGTAAGCGACATTCGACTTGTGCTTGCTTATTTACGCCGTTATTCACACTGCTTTACTGGAAATTTTATTGGCCAATTTCCACTGTAATTGGTTCCAGCGGTGCCTCCAACTGCTATAGATTCTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 1 1 8 2 125 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA GCACTCTCTGTCTTTCACATGC 2 23 1 20 125 22 57,466 59,841 28,700 40,600 4,693,275 G 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 0 0 8 2 137 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA AGGGAAACAGATGCACTCTCTG 2 35 1 20 137 22 57,466 60,027 28,700 33,500 4,561,419 G 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 0 0 8 2 170 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA CAGGTACGCATACACGCAGA 2 70 1 20 170 20 57,466 60,179 28,700 42,600 2,713,189 D 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 0 0 8 2 177 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA ACTCACGCAGGTACGCATAC 2 77 1 20 177 20 57,466 60,179 28,700 23,900 2,713,187 D 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 0 0 10 2 112 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA TTCACATGCAGTCACACACA 2 12 1 20 112 20 57,466 57,964 28,700 37,200 4,569,572 G 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr289_2 2 23 58 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNAG_23_52 0 0 10 2 176 AGAGACAGGGAATCCGAGAAATagagagagagagagaAGAGACAGGGAATCCGAGAA CTCACGCAGGTACGCATACA 2 76 1 20 176 20 57,466 60,179 28,700 22,900 2,713,189 D 212 AGAGACAGGGAATCCGAGAAATagagagagagagagagagagagagagagagANNAagagagCAGGAAACagagagagagCTTGAGTTTCTAtgtgtgtgACTGCATGTGAAAGACagagagTGCATCTGTTTCCCTTTGCATTAATGTTTCTGCGTGTATGCGTACCTGCGTGAGTATTGTGTAtgtgtgtgtgCGTGTGCATGTTCTGTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 1 1 2 60 296 CAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTA CAACTTGCAGTCTGCTTGGC TGGGAAACTATTAAATCAACTAAACCT 60 127 43 20 338 27 60,318 57,183 45,200 35,000 10,135,231 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 3 60 242 CAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTA CAACTTGCAGTCTGCTTGGC ACATCTTCAAAGACATGGAGTGT 60 77 43 20 284 23 60,318 58,022 45,200 35,500 5,296,544 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 3 56 238 TTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCA TTGCAGTCTGCTTGGCTACA ACATCTTCAAAGACATGGAGTGT 56 77 47 20 284 23 59,892 58,022 27,400 35,500 5,086,495 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 3 56 292 TTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCA TTGCAGTCTGCTTGGCTACA TGGGAAACTATTAAATCAACTAAACCT 56 127 47 20 338 27 59,892 57,183 27,400 35,000 9,925,183 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 3 55 237 TGCAGTCTGCTTGGCTACAAAATGTAATTTAATCAC TGCAGTCTGCTTGGCTACAA ACATCTTCAAAGACATGGAGTGT 55 77 48 20 284 23 59,892 58,022 24,100 35,500 5,086,495 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 3 55 291 TGCAGTCTGCTTGGCTACAAAATGTAATTTAATCAC TGCAGTCTGCTTGGCTACAA TGGGAAACTATTAAATCAACTAAACCT 55 127 48 20 338 27 59,892 57,183 24,100 35,000 9,925,183 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 4 56 247 TTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCA TTGCAGTCTGCTTGGCTACA TGCTCATCAACATCTTCAAAGACA 56 85 47 20 293 24 59,892 58,935 27,400 34,100 5,173,631 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 4 55 246 TGCAGTCTGCTTGGCTACAAAATGTAATTTAATCAC TGCAGTCTGCTTGGCTACAA TGCTCATCAACATCTTCAAAGACA 55 85 48 20 293 24 59,892 58,935 24,100 34,100 5,173,631 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 10 11 193 tCCTGCACTCTTTCGctctctCACACTCTCCctctctctctc TCCTGCACTCTTTCGCTCTC ACATCTTCAAAGACATGGAGTGT 11 77 92 20 284 23 59,755 58,022 32,000 35,500 5,223,093 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 12 7 189 GCACTCTTTCGctctctCACACTCTCCctctctctctctctct GCACTCTTTCGCTCTCTCAC ACATCTTCAAAGACATGGAGTGT 7 77 96 20 284 23 58,655 58,022 35,100 35,500 6,323,509 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 12 0 182 TTCGctctctCACACTCTCCctctctctctctctctctctctctca TTCGCTCTCTCACACTCTCC ACATCTTCAAAGACATGGAGTGT 0 77 103 20 284 23 58,830 58,022 37,100 35,500 6,147,676 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr290_4 4 123 62 15 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCACACACTCACACACT_123_146 0 0 13 6 189 GCACTCTTTCGctctctCACACTCTCCctctctctctctctct GCACTCTTTCGCTCTCTCACA ACATCTTCAAAGACATGGAGTGT 6 77 96 21 284 23 60,336 58,022 35,800 35,500 6,314,431 F 348 CATATTAAAGACACTTCTACACCTTACTACTTTTGATAACTACAACTTGCAGTCTGCTTGGCTACAAAATGTAATTTAATCACTCActctctCCTGCACTCTTTCGctctctCACACTCTCCctctctctctctctctctctctctcacacaCTcacacacacacacacacacacacacacacaAAAACAGAcccccATCCCCATAAACCTACTTTACAATTAAACCAGaaaaaTACTATGCAAATTATAATATACTCATGACACTCCATGTCTTTGAAGATGTTGATGAGCATCATAatatatTTTGGCTAGGTTTAGTTGATTTAATAGTTTCCCAGTAAACATTG

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 1 1 6 58 213 AGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANAGCAGTTTGCCCATCCATCT CCCATACCTTCAAGTCCATTGC 83 58 37 20 249 22 59,666 59,310 29,000 35,600 3,023,977 F 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 0 0 6 58 215 TCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAA TCAGCAGTTTGCCCATCCAT CCCATACCTTCAAGTCCATTGC 85 58 35 20 249 22 59,960 59,310 34,100 35,600 2,730,041 F 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 0 0 6 58 216 ATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAATCAGCAGTTTGCCCATCCA CCCATACCTTCAAGTCCATTGC 86 58 34 20 249 22 59,960 59,310 34,100 35,600 2,730,041 F 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 0 0 6 6 164 TCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAA TCAGCAGTTTGCCCATCCAT TGAGAAACTCACTACAGGACGTG 85 6 35 20 198 23 59,960 59,996 34,100 44,900 3,044,477 A 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 0 0 6 5 162 TCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAA TCAGCAGTTTGCCCATCCAT AGAAACTCACTACAGGACGTGT 85 5 35 20 196 22 59,960 59,043 34,100 44,900 2,997,063 A 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr291_2 2 140 30 15 1 AT TATATATATATATATATATATATATATATA NO 0 0 6 5 163 ATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAATCAGCAGTTTGCCCATCCA AGAAACTCACTACAGGACGTGT 86 5 34 20 196 22 59,960 59,043 34,100 44,900 2,997,063 A 289 TAAAGGaaaaaCGGCAAATTATTTTAAAACTACATCAGCAGTTTGCCCATCCATCTTGTCAGAGGTCAAAANTTCTACTAAAGGATGNAGGGGTAATGGATGATGAATATACTAAACTTATAGAAGAGATCAGTGAGATtatatatatatatatatatatatatatataGGAGGACACGTCCTGTAGTGAGTTTCTCATTAGTAAGAAACtttttAGTGAAATTATAGCAATGGACTTGAAGGTATGGGATAAGGACAAAAGCAtttttCTCTTACACTTCATAGATAT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 1 1 2 15 234 CCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTCCCGTTATTGGGCCTTATCCA ACGATATCTCCGTGAAACTTCTT 128 15 47 21 280 23 59,856 57,674 34,100 25,200 6,470,293 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 2 15 280 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCACAACAAATGGGCACGG ACGATATCTCCGTGAAACTTCTT 175 15 1 20 280 23 59,397 57,674 49,400 25,200 5,928,762 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 Feb‐75 16 234 CCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTCCCGTTATTGGGCCTTATCC ACGATATCTCCGTGAAACTTCT 129 16 47 20 280 22 58,094 57,014 25,900 28,500 6,891,176 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 Feb‐75 16 234 CCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTCCCGTTATTGGGCCTTATCCA ACGATATCTCCGTGAAACTTCT 128 16 47 21 280 22 59,856 57,014 34,100 28,500 6,129,631 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 Feb‐75 16 276 CAACAAATGGGCACGGGTTAATcacacaTCATGATCCCAACAAATGGGCACGGGTTA ACGATATCTCCGTGAAACTTCT 171 16 5 20 280 22 59,038 57,014 28,500 28,500 5,948,027 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 Feb‐75 16 280 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCACAACAAATGGGCACGG ACGATATCTCCGTGAAACTTCT 175 16 1 20 280 22 59,397 57,014 49,400 28,500 5,588,100 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 4 16 151 TGTACCCACATAGCAACAAGCACTTCTGNTTGAAATTGTACCCACATAGCAACAAGC ACGATATCTCCGTGAAACTTCT 45 16 130 21 280 22 58,568 57,014 40,100 28,500 7,417,983 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 4 16 152 GTGTACCCACATAGCAACAAGCACTTCTGNTTGAAAGTGTACCCACATAGCAACAAGC ACGATATCTCCGTGAAACTTCT 45 16 129 22 280 22 59,838 57,014 40,100 28,500 7,147,147 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 4 16 268 GGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGGGCACGGGTTAATCACACA ACGATATCTCCGTGAAACTTCT 163 16 13 20 280 22 60,607 57,014 37,200 28,500 5,592,483 F 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 4 15 152 GTGTACCCACATAGCAACAAGCACTTCTGNTTGAAAGTGTACCCACATAGCAACAAGC ACGATATCTCCGTGAAACTTCTT 45 15 129 22 280 23 59,838 57,674 40,100 25,200 7,487,808 B 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr292_2 2 196 47 15 1.5 AT ATATATATATGTGTGTGTATATATATATATATATATANO 0 0 6 16 270 ATGGGCACGGGTTAATcacacaTCATGATCCCTATGCATGGGCACGGGTTAATCACA ACGATATCTCCGTGAAACTTCT 165 16 11 20 280 22 59,670 57,014 35,800 28,500 5,315,470 F 286 ATCACAACAAATGGGCACGGGTTAATcacacaTCATGATCCCTATGCCCGTTATTGGGCCTTATCCAATTCTTCCAACAGATTTTCTGGTCATNTGTTGCATGGCAATTTGTGCAAAATAGGATCCATGTGTACCCACATAGCAACAAGCACTTCTGNTTGAAATAAGTTtatatataTNATATACGTAAATATAatatatatatgtgtgtGtatatatatatatatatatatatatatataTTTATGTATCAGTTTAAGAAGTTTCACGGAGATATCGTAAGATT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 1 1 4 57 254 TCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCATCATCTTAGACGCCTCAGTGAG CACAGGCTGGGTTTGCATTC 125 57 21 22 274 20 59,315 60,038 35,100 26,700 2,723,363 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 0 199 TCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCATCATCTTAGACGCCTCAGTGAG AGCAAGTTGTTGTTGTGTTCCA 125 0 21 22 219 22 59,315 59,439 35,100 35,300 5,245,931 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 5 57 254 TCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCATCATCTTAGACGCCTCAGTGA CACAGGCTGGGTTTGCATTC 126 57 21 21 274 20 58,277 60,038 34,100 26,700 2,761,248 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 5 42 239 CATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACCATCTTAGACGCCTCAGTGAG GCATTCCCTCGTGTGTGTAAA 125 42 22 21 260 21 57,923 58,852 35,100 20,100 5,225,187 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 6 45 242 TCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCATCATCTTAGACGCCTCAGTGAG TTGCATTCCCTCGTGTGTGT 125 45 21 22 262 20 59,315 60,179 35,100 37,200 2,864,420 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 6 43 239 CATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACCATCTTAGACGCCTCAGTGAG GCATTCCCTCGTGTGTGTAA 125 43 22 21 260 20 57,923 58,197 35,100 24,100 4,880,563 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 38 165 GGGAGgagagaGGGTGAGacacacGGGgagagaCAGCGGGAGGAGAGAGGGTGAGAC CACAGGCTGGGTTTGCATTC 38 57 110 20 274 20 60,397 60,038 33,600 26,700 0.434531 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 37 152 GGAGgagagaGGGTGAGacacacGGGgagagaCAGCAGGAGGAGAGAGGGTGAGACA TTGCATTCCCTCGTGTGTGT 37 45 111 20 262 20 59,667 60,179 34,100 37,200 0.512343 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 37 164 GGAGgagagaGGGTGAGacacacGGGgagagaCAGCAGGAGGAGAGAGGGTGAGACA CACAGGCTGGGTTTGCATTC 37 57 111 20 274 20 59,667 60,038 34,100 26,700 0.371286 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 0 108 GGAGgagagaGGGTGAGacacacGGGgagagaCAGCAGGAGGAGAGAGGGTGAGACA GCAAGTTGTTGTTGTGTTCCA 37 0 111 20 218 21 59,667 58,047 34,100 35,300 3,286,332 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 0 109 GGAGgagagaGGGTGAGacacacGGGgagagaCAGCAGGAGGAGAGAGGGTGAGACA AGCAAGTTGTTGTTGTGTTCCA 37 0 111 20 219 22 59,667 59,439 34,100 35,300 2,893,854 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr302_2 2 168 30 15 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 12 0 110 GGGAGgagagaGGGTGAGacacacGGGgagagaCAGCGGGAGGAGAGAGGGTGAGAC AGCAAGTTGTTGTTGTGTTCCA 38 0 110 20 219 22 60,397 59,439 33,600 35,300 2,957,098 F 293 CAACCTACCGACTTCTTTAATCATCTTAGACGCCTCAGTGAGGGGAAACGGGGCACGGCgggggCACGGGGAGCACGTGCAGTGGGGAGgagagagaGGGGcacacaCGGGGAGgagagaGGGTGAGacacacGGGgagagaCAGCAAGGNggggggAGAGGGAGAAagagagagagagagagagagagagagagagTGGAACacaacaacaACTTGCTTTACCTAATTACCTCCTAATTTTacacacacGAGGGAATGCAAACCCAGCCTGTGCAACCCCTCCTCATCACTT

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 1 1 18 11 142 tctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctcTCTCTTTCTCTCGCCCTTCC TCAGGGAGAGACAGAGAGGC 11 22 20 20 161 20 58,813 60,034 34,600 47,000 1,220,687 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 0 0 18 2 122 tctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctcTCTCTTTCTCTCGCCCTTCC ACAGGGAGTGAGAGGGAAGG 11 2 20 20 141 20 58,813 60,252 34,600 34,600 1,439,554 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 0 0 19 11 143 ctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctCTCTCTTTCTCTCGCCCTTCC TCAGGGAGAGACAGAGAGGC 11 22 19 21 161 20 59,864 60,034 34,600 47,000 1,169,711 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 0 0 19 11 160 ctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctCTCTCTTTCTCTCGCCCTTCC ACTGCAGCACAACTGGATCA 11 39 19 21 178 20 59,864 59,891 34,600 29,200 1,245,262 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 0 0 19 2 123 ctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctCTCTCTTTCTCTCGCCCTTCC ACAGGGAGTGAGAGGGAAGG 11 2 19 21 141 20 59,864 60,252 34,600 34,600 1,388,577 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr310_2 2 51 69 15 2 AG TCTCTCTCTCTCTCTCTCTCNCTCTCTCTTNCCCNTCCTC_51_70 0 0 19 2 126 tctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctcTCTCTCTCTTTCTCTCGCCCT ACAGGGAGTGAGAGGGAAGG 14 2 16 21 141 20 59,716 60,252 51,900 34,600 1,536,080 G 201 GTTCCGCTCTGTTTAtctctctcTTtctctcGCCCTTCCNTNNCNCTCTNtctctctctctctctctctcNctctctctTNCCCNTCCTtctctctctctctctctctctctctctctcGCCCTTCCCTCTCACTCCCTGTGCctctctGtctctcCCTGATCCAGTTGTGCTGCAGTNAATTCAGTTTACAACAGCGTTA

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 1 1 2 9 134 GCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagGCTGCAGCTTCCAAATCCAT CCCTGGGATCTTGCTGTGTC 9 55 100 20 233 20 59,178 60,394 34,100 36,700 1,215,701 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 3 8 134 GCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagGCTGCAGCTTCCAAATCCATT CCCTGGGATCTTGCTGTGTC 8 55 100 21 233 20 59,794 60,394 31,600 36,700 1,599,908 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 Mar‐25 9 133 GCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagGCTGCAGCTTCCAAATCCAT CCTGGGATCTTGCTGTGTCT 9 54 100 20 232 20 59,178 59,383 34,100 34,100 1,439,577 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 75 251 tCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTTCTCTCCGGTTATAGCTCTTGT CCCACTCCATCTCCACTCTG 75 104 32 22 282 20 58,100 59,171 31,600 33,500 4,729,059 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 74 250 CTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGT CTCTCCGGTTATAGCTCTTGTC CCCACTCCATCTCCACTCTG 74 104 33 22 282 20 57,768 59,171 31,800 33,500 5,061,051 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 74 251 tCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTTCTCTCCGGTTATAGCTCTTGTC CCCACTCCATCTCCACTCTG 74 104 32 23 282 20 59,116 59,171 31,800 33,500 4,713,424 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 24 197 tcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTTCTGCATCGTCAGAGCTGC CCCACTCCATCTCCACTCTG 24 104 86 19 282 20 60,154 59,171 52,500 33,500 1,983,020 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 23 196 cTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCT CTGCATCGTCAGAGCTGCA CCCACTCCATCTCCACTCTG 23 104 87 19 282 20 60,447 59,171 44,100 33,500 2,276,648 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 22 195 TGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTC TGCATCGTCAGAGCTGCAG CCCACTCCATCTCCACTCTG 22 104 88 19 282 20 60,447 59,171 44,100 33,500 2,276,648 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 4 9 148 GCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagGCTGCAGCTTCCAAATCCAT GTGAGTGAGAAGAGCCCTGG 9 69 100 20 247 20 59,178 59,751 34,100 44,500 1,071,006 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 Apr‐75 24 159 tcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTTCTGCATCGTCAGAGCTGC AGTGAGAAGAGCCCTGGGAT 24 66 86 19 244 20 60,154 59,956 52,500 38,500 1,197,626 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr344_2 2 129 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_129_158 0 0 Apr‐75 9 145 GCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagGCTGCAGCTTCCAAATCCAT AGTGAGAAGAGCCCTGGGAT 9 66 100 20 244 20 59,178 59,956 34,100 38,500 0.866104 F 297 AAAGACACGGATACatttttatttttatttttCTCTCCGGTTATAGCTCTTGTCNGAGGATTCCTCGTNGCAAGTCGATtctctctcTGCATCGTCAGAGCTGCAGCTTCCAAATCCATTCTCCTTGGgagagagagagagagagagagagagagagaNNNNNNNNGAAATGGAAATTGNTCAAAATAAGGCAAAGATTATTGAAGCaaaaaaGACACAGCAAGATCCCAGGGCTCTTCTCACTCACTTNCATCCACAATCTCAGAGTGGAGATGGAGTgggggTAGAGGCACCATT

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 1 1 2 7 119 ACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTACGTTGAAATCACCAAGTGGG CAGCTCTGATCACCAAGCCC 41 7 4 21 122 20 59,046 60,747 46,100 51,900 2,700,969 B 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 Feb‐75 8 120 ACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTACGTTGAAATCACCAAGTGGG TCAGCTCTGATCACCAAGCC 41 8 4 21 123 20 59,046 59,749 46,100 43,500 2,205,039 B 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 3 8 96 CAGACCATCTCTGGAACgagagaAGAGGGACAGGGTCAGACCATCTCTGGAACGAGA TCAGCTCTGATCACCAAGCC 17 8 28 21 123 20 58,905 59,749 40,400 43,500 2,346,815 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 3 8 121 GACGTTGAAATCACCAAGTGGGTCACAGACCATCT GACGTTGAAATCACCAAGTGGG TCAGCTCTGATCACCAAGCC 41 8 3 22 123 20 60,031 59,749 46,100 43,500 2,282,511 B 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 43 190 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTG GCTAGCCCTCTCTCGCTG 43 77 1 22 190 18 58,123 59,272 31,600 51,800 6,604,608 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 42 190 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTGG GCTAGCCCTCTCTCGCTG 42 77 1 23 190 18 60,304 59,272 40,000 51,800 6,031,534 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 41 190 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTGGG GCTAGCCCTCTCTCGCTG 41 77 1 24 190 18 62,326 59,272 46,100 51,800 9,053,773 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 3 148 ACgagagaAGAGGGACAGGGTGTgagagagagagagagACGAGAGAAGAGGGACAGGG GCTAGCCCTCTCTCGCTG 3 77 43 20 190 18 60,324 59,272 44,500 51,800 3,051,452 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 2 147 CgagagaAGAGGGACAGGGTGTgagagagagagagagaCGAGAGAAGAGGGACAGGGT GCTAGCCCTCTCTCGCTG 2 77 44 20 190 18 60,324 59,272 43,400 51,800 3,051,452 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 12 0 145 agagaAGAGGGACAGGGTGTgagagagagagagagaga AGAGAAGAGGGACAGGGTGT GCTAGCCCTCTCTCGCTG 0 77 46 20 190 18 59,510 59,272 41,600 51,800 3,217,111 F 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 1 Nov‐75 17 240 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTGG GCTCGCCCTCTCTCGATCG 42 17 1 23 240 19 60,304 62,249 40,000 36,900 6,552,620 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 12 18 240 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTG GCTCGCCCTCTCTCGATC 43 18 1 22 240 18 58,123 59,357 31,600 36,900 6,519,764 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 12 18 240 CAGACGTTGAAATCACCAAGTGGGTCACAGACCAT CAGACGTTGAAATCACCAAGTGG GCTCGCCCTCTCTCGATC 42 18 1 23 240 18 60,304 59,357 40,000 36,900 5,946,690 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 3 193 ACgagagaAGAGGGACAGGGTGTgagagagagagagagACGAGAGAAGAGGGACAGGG CCCTCTCTCGATCGTCCTCT 3 11 43 20 235 20 60,324 59,892 44,500 36,900 0.431739 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 2 192 CgagagaAGAGGGACAGGGTGTgagagagagagagagaCGAGAGAAGAGGGACAGGGT CCCTCTCTCGATCGTCCTCT 2 11 44 20 235 20 60,324 59,892 43,400 36,900 0.431739 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 0 179 agagaAGAGGGACAGGGTGTgagagagagagagagaga AGAGAAGAGGGACAGGGTGT TCGTCCTCTCTCTGTCTCCA 0 0 46 20 224 20 59,510 59,015 41,600 38,600 1,474,562 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 0 181 CgagagaAGAGGGACAGGGTGTgagagagagagagagaCGAGAGAAGAGGGACAGGGT TCGTCCTCTCTCTGTCTCCA 2 0 44 20 224 20 60,324 59,015 43,400 38,600 1,308,902 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 0 182 ACgagagaAGAGGGACAGGGTGTgagagagagagagagACGAGAGAAGAGGGACAGGG TCGTCCTCTCTCTGTCTCCA 3 0 43 20 224 20 60,324 59,015 44,500 38,600 1,308,902 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr353_2 2 66 139 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGNO 0 0 14 0 190 agagaAGAGGGACAGGGTGTgagagagagagagagaga AGAGAAGAGGGACAGGGTGT CCCTCTCTCGATCGTCCTCT 0 11 46 20 235 20 59,510 59,892 41,600 36,900 0.597398 G 271 CAGACGTTGAAATCACCAAGTGGGTCACAGACCATCTCTGGAACgagagaAGAGGGACAGGGTGTgagagagagagagagagagagagagagagaGGGTGTGGGGCTTGGTGATCAGAGCTGAGGANGAgggggCNagagagtgtgtgAGGGAGAANGGAGAgggggAGGGNCAGCgagagaGGGCTAGCgagagagagagagaTGGAGACagagagagGACGATCgagagaGGGCGAGCgagagagagaGGGAGACagagagagagCGAC

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 1 1 12 1 240 atatTCTTTCTCATACACAGGTACAAGGACAAACATAATATTCTTTCTCATACACAGGTACAAG TATATGTGTCTTGGTGTGTTTGTG 62 1 79 27 318 24 57,176 57,447 31,600 33,300 16,376,505 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 12 0 223 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACA ATGTGTCTTGGTGTGTTTGTGT 54 0 93 21 315 22 57,362 58,911 28,300 37,200 6,726,443 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 13 0 222 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACA TGTGTCTTGGTGTGTTTGTGT 54 0 93 21 314 21 57,362 58,490 28,300 37,200 6,147,480 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 13 0 222 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACAT TGTGTCTTGGTGTGTTTGTGT 53 0 93 22 314 21 57,835 58,490 27,100 37,200 6,674,412 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 13 0 240 atatTCTTTCTCATACACAGGTACAAGGACAAACATAATATTCTTTCTCATACACAGGTACAAG TATATGTGTCTTGGTGTGTTTGTGT 62 0 79 27 318 25 57,176 58,941 31,600 37,200 15,882,480 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 1 181 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC ATGTGTCTTGGTGTGTTTGTG 8 1 135 25 315 21 57,843 57,219 32,000 33,300 10,937,955 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 0 180 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC TGTGTCTTGGTGTGTTTGTGT 8 0 135 25 314 21 57,843 58,490 32,000 37,200 9,666,445 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 126 15 3 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 0 181 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC ATGTGTCTTGGTGTGTTTGTGT 8 0 135 25 315 22 57,843 58,911 32,000 37,200 10,245,408 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 1 13.75 0 278 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACA AGAGAGAATATACCTGAGTGTGACT 54 0 93 21 370 25 57,362 58,331 28,300 34,100 10,306,557 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 14.75 1 280 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACA AGAGAGAGAATATACCTGAGTGTGAC 54 1 93 21 372 26 57,362 59,229 28,300 36,700 10,408,696 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 14.75 1 290 TCTTTCTCATACACAGGTACAAGGACAAACATACNNTCTTTCTCATACACAGGTACAAGG AGAGAGAGAATATACCTGAGTGTGAC 61 1 83 24 372 26 57,962 59,229 36,100 36,700 12,808,571 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 14.75 1 290 TCTTTCTCATACACAGGTACAAGGACAAACATACNNTCTTTCTCATACACAGGTACAAGGA AGAGAGAGAATATACCTGAGTGTGAC 60 1 83 25 372 26 59,222 59,229 33,600 36,700 12,549,025 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 14.75 0 279 ACACAGGTACAAGGACAAACATACNNTCATATacacACACAGGTACAAGGACAAACA GAGAGAGAATATACCTGAGTGTGACT 54 0 93 21 371 26 57,362 59,229 28,300 34,100 10,408,696 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 15.75 2 290 TCTTTCTCATACACAGGTACAAGGACAAACATACNNTCTTTCTCATACACAGGTACAAGGA AGAGAGAGAATATACCTGAGTGTGA 60 2 83 25 372 25 59,222 58,094 33,600 35,800 12,683,977 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 1 238 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC AGAGAGAGAATATACCTGAGTGTGAC 8 1 135 25 372 26 57,843 59,229 32,000 36,700 13,927,661 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 0 236 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC AGAGAGAATATACCTGAGTGTGACT 8 0 135 25 370 25 57,843 58,331 32,000 34,100 13,825,521 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr368_7 7 168 178 15 4 AC ACACACACANTCTCTCTCTCTCTCTCACACACACACANO 0 0 16 0 237 CACTCACAGatatatTCTCCCTCTCNTACCCATacacac CACTCACAGATATATTCTCCCTCTC GAGAGAGAATATACCTGAGTGTGACT 8 0 135 25 371 26 57,843 59,229 32,000 34,100 13,927,661 G 372 gagagaGCatatatNNNNNNGNGNNNNCNCANACANGNNTNTNTNNNNNNNNNNNNNNNNNNNTNNNNNNNNNNNNatatatTCTTTCTCATACACAGGTACAAGGACAAACATACNNTCATATacacacTNTNCACTCACAGatatatTCTCCCTCTCNTACCCATacacacacANtctctctctctctctcacacacacacacacacacacacacacacacNNTGTNTGNGCACACNcacacaGatatatGctctctcacacacacaAacacacAACACATtctctctctcACACAAacacacCAAGACACATATANTCTATCTCATACATATacacacacacAGTCACACTCAGGTATATtctctctcT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 3 34 290 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACACATCTGCCACATCCTGTACAC CATGTAATGCTGATTTGACACTAGTGA 178 34 1 21 290 27 58,717 59,935 29,000 34,100 9,348,263 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 30 280 TCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTCTGCCACATCCTGTACACT GCTGATTTGACACTAGTGATGCC 177 30 3 20 282 23 58,355 59,935 35,500 44,000 4,709,054 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 30 280 TCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTCTGCCACATCCTGTACACTT GCTGATTTGACACTAGTGATGCC 176 30 3 21 282 23 59,022 59,935 31,600 44,000 5,042,399 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 15 118 GTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgGTGGTCCTTCCTGCTTCAGA GCTGATTTGACACTAGTGATGCC 15 30 165 20 282 23 59,313 59,935 32,700 44,000 3,751,899 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 35 290 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACACATCTGCCACATCCTGTACACT CATGTAATGCTGATTTGACACTAGTG 177 35 1 22 290 26 60,093 58,815 35,500 27,400 9,278,067 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 34 290 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACACATCTGCCACATCCTGTACACT CATGTAATGCTGATTTGACACTAGTGA 177 34 1 22 290 27 60,093 59,935 35,500 34,100 9,158,254 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 30 282 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACACATCTGCCACATCCTGTACACT GCTGATTTGACACTAGTGATGCC 177 30 1 22 282 23 60,093 59,935 35,500 44,000 5,157,833 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 16 119 GGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtg GGTGGTCCTTCCTGCTTCAG GCTGATTTGACACTAGTGATGCC 16 30 164 20 282 23 60,322 59,935 30,200 44,000 3,386,554 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 16 162 GGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtg GGTGGTCCTTCCTGCTTCAG TGTATGCAGAGCAGGTAGATCA 16 74 164 20 325 22 60,322 58,700 30,200 29,200 3,621,511 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 15 161 GTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgGTGGTCCTTCCTGCTTCAGA TGTATGCAGAGCAGGTAGATCA 15 74 165 20 325 22 59,313 58,700 32,700 29,200 3,986,857 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 66 213 AGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTg AGCAGCTGATGATCTCTCCAG TGTATGCAGAGCAGGTAGATCA 66 74 113 21 325 22 59,310 58,700 38,600 29,200 4,989,315 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 65 212 GCAGCTGATGAtctctcCAGATTGTGTTGATGAGTgggGCAGCTGATGATCTCTCCAGA TGTATGCAGAGCAGGTAGATCA 65 74 114 21 325 22 59,312 58,700 38,600 29,200 4,987,162 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 30 202 GCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGC GCCAGAAGAAATCAACCAGCA GCTGATTTGACACTAGTGATGCC 98 30 81 21 282 23 59,111 59,935 44,100 44,000 4,953,057 F 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 18 121 CTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCACTGGTGGTCCTTCCTGCTTC GCTGATTTGACACTAGTGATGCC 18 30 162 20 282 23 60,322 59,935 38,600 44,000 3,386,554 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr374_2 2 200 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 18 164 CTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCACTGGTGGTCCTTCCTGCTTC TGTATGCAGAGCAGGTAGATCA 18 74 162 20 325 22 60,322 58,700 38,600 29,200 3,621,511 B 326 CATCTGCCACATCCTGTACACTTTTGCAACTTGCACAACTATAGAAATCACTaaaaaaaaCCTGTAGGATTAAAGCAACAGCCAGAAGAAATCAACCAGCAGCTAATCTGTAAGCAGCTGATGAtctctcCAGATTGTGTTGATGAGTggggggAAgggggCTGGTGGTCCTTCCTGCTTCAGAAAgtgtgtTCAGCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGTTAGGNGAGAATGTTGAGCTCCAAAATGGCATCACTAGTGTCAAATCAGCATTACATGCTGATTGACATTATGATCTACCTGCTCTGCATACAT

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 12 0 98 CGCagagagGCACATacacacacGCGcacacaGAAacac CGCAGAGAGGCACATACACA TTGTGTTCCTGTGTGTGCCT 28 0 148 20 245 20 60,109 60,035 37,200 47,500 0.143236 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 0 99 ACGCagagagGCACATacacacacGCGcacacaGAAaca ACGCAGAGAGGCACATACAC TTGTGTTCCTGTGTGTGCCT 29 0 147 20 245 20 60,109 60,035 29,000 47,500 0.143188 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 0 101 ACACGCagagagGCACATacacacacGCGcacacaGAAaACACGCAGAGAGGCACATAC TTGTGTTCCTGTGTGTGCCT 31 0 145 20 245 20 60,109 60,035 23,900 47,500 0.143188 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 14 0 153 ACATacacacGcacacacaAAAACACATATGTGCTTAA ACATACACACGCACACACAA TTGTGTTCCTGTGTGTGCCT 83 0 93 20 245 20 58,342 60,035 33,300 47,500 1,692,396 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 15 0 153 ACATacacacGcacacacaAAAACACATATGTGCTTAA ACATACACACGCACACACAAA TTGTGTTCCTGTGTGTGCCT 82 0 93 21 245 20 58,990 60,035 28,300 47,500 2,045,071 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 196 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 16 0 154 TACATacacacGcacacacaAAAACACATATGTGCTTAATACATACACACGCACACACA TTGTGTTCCTGTGTGTGCCT 84 0 92 20 245 20 57,489 60,035 37,200 47,500 2,545,341 F 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 1 10 1 240 AGATGCACTGAGACACAAGCGCATACACCTGCCGC AGATGCACTGAGACACAAGC ATTGTGTTCCTGTGTGTGCC 29 1 7 20 246 20 58,194 58,968 40,100 50,100 2,837,883 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 0 11 1 240 GATGCACTGAGACACAAGCGCATACACCTGCCGCA GATGCACTGAGACACAAGCG AATTGTGTTCCTGTGTGTGCC 28 1 8 20 247 21 59,558 59,591 46,800 50,100 1,850,235 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 0 11 1 240 AGATGCACTGAGACACAAGCGCATACACCTGCCGC AGATGCACTGAGACACAAGCG ATTGTGTTCCTGTGTGTGCC 28 1 7 21 246 20 60,938 58,968 46,800 50,100 2,970,484 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 0 12 0 228 GACACAAGCGCATACACCTGCCGCACATCACAAGC GACACAAGCGCATACACCTG TTGTGTTCCTGTGTGTGCCT 18 0 18 20 245 20 59,556 60,035 40,000 47,500 0.478443 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 0 12 0 229 AGACACAAGCGCATACACCTGCCGCACATCACAAG AGACACAAGCGCATACACCT TTGTGTTCCTGTGTGTGCCT 19 0 17 20 245 20 59,678 60,035 40,000 47,500 0.356245 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr37_2 2 56 170 15 2 AC CACACAGTCACACACACACGTGCACACACAGACTCANO 0 0 12 0 238 GATGCACTGAGACACAAGCGCATACACCTGCCGCA GATGCACTGAGACACAAGCG TTGTGTTCCTGTGTGTGCCT 28 0 8 20 245 20 59,558 60,035 46,800 47,500 0.476107 G 257 ATGCACAGATGCACTGAGACACAAGCGCATACACCTGCCGCACATCACAAGCACGcacacaGTcacacacacaCGTGcacacacaGACTCATACATacacacGcacacacaAAAACACATATGTGCTTAAAGGCACACGCACTCACACGCagagagGCACATacacacacGCGcacacaGAAacacacATGCACTacacacacacacacacacacacacacacacAGGcacacacaGGAACACAATTAAAACAGAAG

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 1 1 6 57 229 TCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTTCCTCCTAATGAATTCATTTGCTTGG GCCACATCTGTGCCTAGTGT 57 74 8 26 236 20 59,903 60,036 36,100 35,500 6,133,280 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 6 57 272 TCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTTCCTCCTAATGAATTCATTTGCTTGG TGCCTCAACTGCTATATGCG 57 117 8 26 279 20 59,903 58,130 36,100 47,300 7,967,044 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 6 24 179 TCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTTCCTCCTAATGAATTCATTTGCTTGG CCAGCTTTCCAACTGGCTTC 57 24 8 26 186 20 59,903 59,400 36,100 38,600 6,697,328 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 7 65 290 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTTCTCTCTTCCTCCTAATGAATTCAT ATAAATATGGATGCCTCAACTGCT 65 124 1 25 290 24 57,072 58,362 25,700 42,400 13,565,816 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 7 65 291 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTTCTCTCTTCCTCCTAATGAATTCAT GATAAATATGGATGCCTCAACTGCT 65 124 1 25 291 25 57,072 59,291 25,700 42,400 13,636,847 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 7 61 290 tctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTA TCTCTTCCTCCTAATGAATTCATTTGC AGATAAATATGGATGCCTCAACTGC 61 125 3 27 292 25 59,716 59,291 36,800 44,000 12,993,198 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 7 57 271 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGG TGCCTCAACTGCTATATGCG 57 117 9 25 279 20 58,722 58,130 36,100 47,300 8,148,137 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 7 24 178 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGG CCAGCTTTCCAACTGGCTTC 57 24 9 25 186 20 58,722 59,400 36,100 38,600 6,878,421 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 8 56 228 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGGA GCCACATCTGTGCCTAGTGT 56 74 9 26 236 20 59,903 60,036 35,300 35,500 6,133,280 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 8 56 230 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGGA GTGCCACATCTGTGCCTAGT 56 76 9 26 238 20 59,903 60,036 35,300 25,700 6,133,280 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 8 56 271 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGGA TGCCTCAACTGCTATATGCG 56 117 9 26 279 20 59,903 58,130 35,300 47,300 7,967,044 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr396_3 3 91 52 15 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGANO 0 0 8 24 178 CCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaCCTCCTAATGAATTCATTTGCTTGGA CCAGCTTTCCAACTGGCTTC 56 24 9 26 186 20 59,903 59,400 35,300 38,600 6,697,328 F 299 tctctcTTCCTCCTAATGAATTCATTTGCTTGGAAATTTAGCTTaaaaaaCAGAAAATGCAGAAGGGGAGCAgggggTGATGCGGAGAAAagagagagagagagagagagagagagagagggagggagggagAGAGacacacAGACGAACATGAGGCTGGAAAACAGAAGCCAGTTGGAAAGCTGGCAGCTTTTGGATGATGAATATTAGGGCTAAACACTAGGCACAGATGTGGcacacaTTACCACTAAATGAATACCGCATATAGCAGTTGAGGCATCCATATTTATCTATTAAAC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 1 1 12 18 122 ttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATTTGCCCTTTCCCTCTCTGTG AGGGAGAGACAGGGCAAGAA 34 18 63 20 184 20 59,598 60,179 36,600 25,200 0.580629 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 0 0 Dec‐75 25 127 GCCCTTTCCctctctGTGTTCctctctCACCACctctctATGGCCCTTTCCCTCTCTGTGTT GAGGGAGAGGGAGAGACAGG 32 25 65 20 191 20 59,598 60,106 33,200 40,000 0.508338 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 0 0 Dec‐75 25 129 ttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATTTGCCCTTTCCCTCTCTGTG GAGGGAGAGGGAGAGACAGG 34 25 63 20 191 20 59,598 60,106 36,600 40,000 0.507956 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 0 0 16 33 140 tttGCCCTTTCCctctctGTGTTCctctctCACCACctctctA TTTGCCCTTTCCCTCTCTGT GAGAGAAAGAGAGGGAGAGGGA 35 33 62 20 201 22 58,851 59,756 34,100 42,000 3,392,836 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 0 0 16.75 34 140 ttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATTTGCCCTTTCCCTCTCTGTG AGAGAGAAAGAGAGGGAGAGGG 34 34 63 20 202 22 59,598 59,755 36,600 43,000 2,646,507 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr399_2 2 117 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_117_146 0 0 16.75 34 141 tttGCCCTTTCCctctctGTGTTCctctctCACCACctctctA TTTGCCCTTTCCCTCTCTGT AGAGAGAAAGAGAGGGAGAGGG 35 34 62 20 202 22 58,851 59,755 34,100 43,000 3,393,869 F 211 ctctctCACTCTCCAGCttttttGCCCCGTCGCTCTCGctctctctctATGCACATTAAtttttGCCCTTTCCctctctGTGTTCctctctCACCACctctctATGTTGCCCTCTNtctctctctctctctctctctctctctctcTNNCctctctCAGTAGCTTTCTTGCCCTGtctctcCCTCTCCctctctTtctctctcATCAGCTC

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4 78 291 GGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGC GGAGCCAGGGAGAGCTGA CCTGATTCCTTTAACCTTCTAATCGG 78 139 16 18 306 26 60,365 59,516 42,600 41,800 8,848,482 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 40 209 GGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGAGGGACCTCTCGGAACTTGTC TCTGAGAACAGCCAGAAAGGA 40 98 52 20 260 21 59,753 58,671 31,800 33,600 2,576,176 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 40 242 GGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGAGGGACCTCTCGGAACTTGTC ACCTTCTAATCGGAGGAAAGCT 40 130 52 20 293 22 59,753 58,892 31,800 37,400 3,355,285 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 39 208 GGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACGGACCTCTCGGAACTTGTCC TCTGAGAACAGCCAGAAAGGA 39 98 53 20 260 21 59,753 58,671 40,200 33,600 2,576,176 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 39 241 GGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACGGACCTCTCGGAACTTGTCC ACCTTCTAATCGGAGGAAAGCT 39 130 53 20 293 22 59,753 58,892 40,200 37,400 3,355,285 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 38 207 GACCTCTCGGAACTTGTCCCAAACTTCAATCAGACC GACCTCTCGGAACTTGTCCC TCTGAGAACAGCCAGAAAGGA 38 98 54 20 260 21 59,753 58,671 44,600 33,600 2,576,176 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 38 240 GACCTCTCGGAACTTGTCCCAAACTTCAATCAGACC GACCTCTCGGAACTTGTCCC ACCTTCTAATCGGAGGAAAGCT 38 130 54 20 293 22 59,753 58,892 44,600 37,400 3,355,285 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG
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cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 14 122 GACCTCTCGGAACTTGTCCCAAACTTCAATCAGACC GACCTCTCGGAACTTGTCCC AGTAAAGGCGGTGGTGTTCC 38 14 54 20 175 20 59,753 60,251 44,600 36,200 0.497506 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 13 121 GACCTCTCGGAACTTGTCCCAAACTTCAATCAGACC GACCTCTCGGAACTTGTCCC GTAAAGGCGGTGGTGTTCCT 38 13 54 20 174 20 59,753 60,251 44,600 33,600 0.497506 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 13 122 GGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACGGACCTCTCGGAACTTGTCC GTAAAGGCGGTGGTGTTCCT 39 13 53 20 174 20 59,753 60,251 40,200 33,600 0.497506 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 76 290 GAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGAGCCAGGGAGAGCTGACA CCTGATTCCTTTAACCTTCTAATCGG 76 139 17 19 306 26 60,987 59,516 35,800 41,800 8,470,397 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 72 291 CAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACAGGGAGAGCTGACAGTGC GGGATCCTGATTCCTTTAACCT 72 148 21 19 311 22 60,079 57,202 44,000 35,000 5,877,178 F 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 72 291 CAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACAGGGAGAGCTGACAGTGC GGGATCCTGATTCCTTTAACCTTCT 72 145 21 19 311 25 60,079 60,104 44,000 28,500 6,183,164 F 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 72 291 CAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACAGGGAGAGCTGACAGTGC GGGATCCTGATTCCTTTAACCTT 72 147 21 19 311 23 60,079 57,869 44,000 35,000 6,209,971 F 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 75 290 GAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGAGCCAGGGAGAGCTGACAG CCTGATTCCTTTAACCTTCTAATCGG 75 139 17 20 306 26 61,959 59,516 35,100 41,800 8,442,542 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 32 140 GACCTCTCGGAACTTGTCCCAAACTTCAATCAGACC GACCTCTCGGAACTTGTCCC AAGGGAGGGAGAGGGAAGAG 38 32 54 20 193 20 59,753 59,658 44,600 28,500 0.588519 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 32 141 GGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACGGACCTCTCGGAACTTGTCC AAGGGAGGGAGAGGGAAGAG 39 32 53 20 193 20 59,753 59,658 40,200 28,500 0.588519 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr405_3 3 112 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 32 142 GGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGAGGGACCTCTCGGAACTTGTC AAGGGAGGGAGAGGGAAGAG 40 32 52 20 193 20 59,753 59,658 31,800 28,500 0.588519 A 326 ACAGAGCGGAGTGCCGGAGCCAGGGAGAGCTGACAGTGCAGATCTCCGCCCGGGACCTCTCGGAACTTGTCCCAAACTTCAATCAGACCATGGGCTTTCCTTAAGGACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGGGGCTTTAAAAGGAACACCACCGCCTTTACTCTTCCCTCTCCCTCCCTTTTCTCCTCTAACTCAGTGCCTGACTCTGATTTCTGTTCTTACCTTTTCCTTTCTGGCTGTTCTCAGATTGAGTGGGGAAGCTTTCCTCCGATTAGAAGGTTAAAGGAATCAGGATccccccACCTCGGGGTAG

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 1 1 17 0 139 cacacacTGGATTACAAACCCcacacacacacacacacacaCACACACTGGATTACAAACCC GGGTGGTTTGTAATCCAGAGT 0 25 76 21 214 21 57,085 57,565 41,100 32,400 7,350,378 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 18 24 178 ACCCATACGcacacaGACTGGATCACAAACCACCCCAACCCATACGCACACAGACTG GGGTGGTTTGTAATCCAGAGTG 40 24 37 20 214 22 60,037 58,918 35,100 35,100 3,119,130 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 18 24 179 CACCCATACGcacacaGACTGGATCACAAACCACCCCCACCCATACGCACACAGACT GGGTGGTTTGTAATCCAGAGTG 41 24 36 20 214 22 60,037 58,918 32,400 35,100 3,119,130 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 18 24 183 AAACCACCCATACGcacacaGACTGGATCACAAACCAAAACCACCCATACGCACACA GGGTGGTTTGTAATCCAGAGTG 45 24 32 20 214 22 60,179 58,918 37,200 35,100 3,260,819 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 18 0 129 acacacacTGGATTACAAACCCcacacacacacacacacacACACACACTGGATTACAAACCC AATCCAGAGTGTGTGTATGGG 0 14 75 22 203 21 58,781 57,366 41,100 40,000 6,853,678 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 18 0 132 acacacacTGGATTACAAACCCcacacacacacacacacacACACACACTGGATTACAAACCC TGTAATCCAGAGTGTGTGTATGGG 0 14 75 22 206 24 58,781 60,081 41,100 40,000 7,300,423 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 19 22 190 TGGATTGCAAACCACCCATACGcacacaGACTGGATCTGGATTGCAAACCACCCATAC GGTGGTTTGTAATCCAGAGTGTG 52 22 24 21 213 23 58,825 59,498 23,900 38,200 5,677,413 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 19 21 190 CTGGATTGCAAACCACCCATACGcacacaGACTGGATCTGGATTGCAAACCACCCAT GTGGTTTGTAATCCAGAGTGTGT 54 21 23 20 212 23 58,731 58,865 40,000 37,200 5,403,574 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr410_4 4 97 72 15 2 AC CACACACACACACACACACACACACACACANNGGA CA_149_168 0 0 20 20 190 CTGGATTGCAAACCACCCATACGcacacaGACTGGATCTGGATTGCAAACCACCCAT GTGGTTTGTAATCCAGAGTGTGTG 54 20 23 20 212 24 58,731 60,024 40,000 38,200 5,293,059 G 248 CGcacacacacacacacacacaCTGGATTGCAAACCACCCATACGcacacaGACTGGATCACAAACCACCCCATacacacacTGGATTACAAACCCcacacacacacacacacacacacacacacaNNGGATCACAAACCACCCNNNNcacacacacacacacacacaGGATCACAAACCACCCCATacacacacTCTGGATTACAAACCACCCCATACACAGacacacacNNNCANACACAGGATCA

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 1 1 3 5 135 CCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtg CCTCAAGTGCAGATATGGAGG ACTCATTCCGAACATCCGCA 5 16 86 21 220 20 57,877 59,751 43,000 56,900 3,372,278 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 16 180 GCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGGCTGGCCCAACTCCATGAAA ACTCATTCCGAACATCCGCA 51 16 41 20 220 20 60,900 59,751 26,900 56,900 1,148,837 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 16 183 aaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAAAGCTGGCCCAACTCCATG ACTCATTCCGAACATCCGCA 54 16 38 20 220 20 60,902 59,751 36,600 56,900 1,150,701 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 16 205 GCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTGCCGTGAACCATGACTCTTT ACTCATTCCGAACATCCGCA 76 16 16 20 220 20 58,476 59,751 25,200 56,900 1,772,878 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 16 206 CGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAA CGCCGTGAACCATGACTCTT ACTCATTCCGAACATCCGCA 77 16 15 20 220 20 60,671 59,751 28,500 56,900 0.919667 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 5 136 TCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgt TCCTCAAGTGCAGATATGGAGG ACTCATTCCGAACATCCGCA 5 16 85 22 220 20 59,298 59,751 43,000 56,900 2,951,599 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 4 4 135 CCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtg CCTCAAGTGCAGATATGGAGGA ACTCATTCCGAACATCCGCA 4 16 86 22 220 20 59,298 59,751 37,100 56,900 2,951,599 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 5 16 180 GCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGGCTGGCCCAACTCCATGAA ACTCATTCCGAACATCCGCA 52 16 41 19 220 20 60,304 59,751 25,700 56,900 1,553,502 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr413_2 2 112 73 15 2 AC TGTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGGT_169_184 0 0 5 16 206 CGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAA CGCCGTGAACCATGACTCT ACTCATTCCGAACATCCGCA 78 16 15 19 220 20 60,080 59,751 32,400 56,900 1,328,939 G 310 TGACTCCCCTGAGGCGCCGTGAACCATGACTCTTTaaaaaGCTGGCCCAACTCCATGAAAATTGTGGAGTAGGAGATGCTTATCTCCTCAAGTGCAGATATGGAGGAAATAtgtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNNNNNNNNNNgtgtgtgtgtgtgtgtAAGCTAtttttGTATTTGCGGATGTTCGGAATGAGTTTTAGCTTTAATATTTAAATTTGATTTGTATTTCTGTATTTGTCTGTTAAGAAAAGGTCAAGTTGAGTTTTAGTTTCACTTTaaaaaGTT

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 1 1 12 17 168 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC ACAAGGTTTGACTCAGCCACA 17 82 1 18 168 21 58,206 60,065 38,200 41,700 4,859,028 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 169 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC CACAAGGTTTGACTCAGCCAC 17 83 1 18 169 21 58,206 59,665 38,200 50,100 5,129,139 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 170 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC ACACAAGGTTTGACTCAGCCA 17 84 1 18 170 21 58,206 60,065 38,200 47,500 4,859,028 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 224 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC CCCTTCCAAATGGTTCTTGATTT 17 136 1 18 224 23 58,206 57,512 38,200 21,700 9,282,532 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 245 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC GAGGTTCCGGCTCCTGTTTC 17 160 1 18 245 20 58,206 60,674 38,200 27,800 4,468,226 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 246 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC AGAGGTTCCGGCTCCTGTTT 17 161 1 18 246 20 58,206 61,128 38,200 28,300 4,922,458 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 17 247 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC AAGAGGTTCCGGCTCCTGTT 17 162 1 18 247 20 58,206 61,128 38,200 31,600 4,922,458 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 10 95 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC GGACACTGAAGCAGGCTTGT 17 10 1 18 95 20 58,206 60,536 38,200 31,600 4,330,276 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 8 93 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC ACACTGAAGCAGGCTTGTGA 17 8 1 18 93 20 58,206 59,819 38,200 35,800 3,975,384 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr468_2 2 36 30 15 1 AC CACACACACACACACACACACACACACACA CA_36_65 0 0 12 6 91 AGTCACACGcacacacaCNCACAGGCACATGCACGcaAGTCACACGCACACACAC ACTGAAGCAGGCTTGTGAGG 17 6 1 18 91 20 58,206 60,251 38,200 38,600 4,044,910 F 277 AGTCACACGcacacacaCNCACAGGCACATGCACGcacacacacacacacacacacacacacacaNACAGCCCTCACAAGCCTGCTTCAGTGTCCCACAGTAATATTTTGGaaaaaaTTAAACTNCCTTTACAATAAACAGNAAGTTTGTGGCTGAGTCAAACCTTGTGTTTGTGCAATTTTGTCTTTTATaaaaaTTCTAAAATCAAGAACCATTTGGAAgggggAAACAGGAGCCGGAACCTCTTCCAAAGTTCCNCATCCCTGGAACCATTCTC

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 1 1 6 13 111 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG ACAGCCTCCCTCTCCTCAAT 13 28 26 20 136 20 61,189 59,956 43,000 25,700 1,232,811 F 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 6 13 128 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG CCGTCACTTTGTCTCCCACA 13 45 26 20 153 20 61,189 59,894 43,000 41,700 1,294,835 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 7 13 145 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG ACGATCTGTCTTTCCCTCCG 13 62 26 20 170 20 61,189 59,182 43,000 46,300 2,007,167 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 8 13 131 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG CCTCCGTCACTTTGTCTCCC 13 48 26 20 156 20 61,189 60,037 43,000 43,000 1,226,104 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 8 13 132 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG CCCTCCGTCACTTTGTCTCC 13 49 26 20 157 20 61,189 60,037 43,000 37,100 1,226,104 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 8 13 144 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG CGATCTGTCTTTCCCTCCGT 13 61 26 20 169 20 61,189 59,182 43,000 46,900 2,007,167 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr473_2 2 59 30 15 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGA GA_59_88 0 0 9 13 141 GGGAAGAGGCGGATAGAGGGCCATATAGACAAGgGGGAAGAGGCGGATAGAGGG TCTGTCTTTCCCTCCGTCAC 13 58 26 20 166 20 61,189 59,033 43,000 36,700 2,155,791 B 202 AGAGGGAAAGAGATACTGGGAGATGGGGAAGAGGCGGATAGAGGGCCATATAGACAAGgagagagagagagagagagagagagagagaNNNNNNAATATACCTTGGGAACCgagagaTTGAGGAGAGGGAGGCTGTGGGAGACAAAGTGACGGAGGGAAAGACAGATCGTGAGACAGAGTAAGAGGGGTGACAGTGAGAGGG

cons_gr480_2 2 26 112 15 3 AG TCTCTCTCTCCCTCTCTCTCCAACTCCAGTCTGTCGN TC_120_137 1 1 16.75 2 186 ACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctct ACTCCAGTCTGTCAGTGTCTC ACTGAGACTGGAGTTGGAGAGA 2 29 3 21 188 22 58,765 59,891 33,600 31,000 4,344,144 G 241 AAACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctctCCAACTCCAGTCTGTCGNtctctctctctctctctctctctctctctcTNNctctctCCAACTCCAGTCTNTCTNtctctctctctctctctcNCTCTCNNNNNNNNNNNNNNNNNNNNNtctctctcCAACTCCAGTCTCAGTGtctctctctcTGTCTCCAACTCCAGTCTGtctctctctctctctctctcCAA

cons_gr480_2 2 26 112 15 3 AG TCTCTCTCTCCCTCTCTCTCCAACTCCAGTCTGTCGN TC_120_137 0 0 16.75 1 186 ACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctct ACTCCAGTCTGTCAGTGTCTCT ACTGAGACTGGAGTTGGAGAGA 1 29 3 22 188 22 60,159 59,891 31,000 31,000 4,267,662 G 241 AAACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctctCCAACTCCAGTCTGTCGNtctctctctctctctctctctctctctctcTNNctctctCCAACTCCAGTCTNTCTNtctctctctctctctctcNCTCTCNNNNNNNNNNNNNNNNNNNNNtctctctcCAACTCCAGTCTCAGTGtctctctctcTGTCTCCAACTCCAGTCTGtctctctctctctctctctcCAA

cons_gr480_2 2 26 112 15 3 AG TCTCTCTCTCCCTCTCTCTCCAACTCCAGTCTGTCGN TC_120_137 0 0 16.75 1 187 ACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctct ACTCCAGTCTGTCAGTGTCTCT CACTGAGACTGGAGTTGGAGAG 1 30 3 22 189 22 60,159 59,769 31,000 32,000 4,389,526 G 241 AAACTCCAGTCTGTCAGTGTCTCTTtctctctctcCctctctctCCAACTCCAGTCTGTCGNtctctctctctctctctctctctctctctcTNNctctctCCAACTCCAGTCTNTCTNtctctctctctctctctcNCTCTCNNNNNNNNNNNNNNNNNNNNNtctctctcCAACTCCAGTCTCAGTGtctctctctcTGTCTCCAACTCCAGTCTGtctctctctctctctctctcCAA

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 1 Oct‐75 22 145 tgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGC TGTCTTTCGGTGTGTCTGCA ACAAGCACTCGCAGACTCAT 22 44 52 20 196 20 59,823 59,680 44,100 29,000 0.496638 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 0 Oct‐75 22 146 tgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGC TGTCTTTCGGTGTGTCTGCA CACAAGCACTCGCAGACTCA 22 45 52 20 197 20 59,823 60,598 44,100 34,100 0.775329 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 0 Oct‐75 22 147 tgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGC TGTCTTTCGGTGTGTCTGCA ACACAAGCACTCGCAGACTC 22 46 52 20 198 20 59,823 60,599 44,100 33,600 0.775591 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 0 Oct‐75 16 139 TCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtg TCGGTGTGTCTGCATGTTTG ACAAGCACTCGCAGACTCAT 16 44 58 20 196 20 59,056 59,680 29,300 29,000 1,263,401 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 0 Oct‐75 15 138 CGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgCGGTGTGTCTGCATGTTTGT ACAAGCACTCGCAGACTCAT 15 44 59 20 196 20 59,337 59,680 28,300 29,000 0.982347 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 94 39 15 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_103_132 0 0 Oct‐75 15 139 CGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgCGGTGTGTCTGCATGTTTGT CACAAGCACTCGCAGACTCA 15 45 59 20 197 20 59,337 60,598 28,300 34,100 1,261,038 F 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 1 Apr‐75 2 189 TTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGTTCTAATTCGTTCAATGCCCAAT AGCACTCGCAGACTCATAATCT 2 39 5 23 193 22 57,087 59,307 31,600 24,000 8,605,694 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 0 Jun‐75 3 189 ATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTATTCTAATTCGTTCAATGCCCAA GCACTCGCAGACTCATAATCTC 3 38 4 23 192 22 57,087 58,951 41,200 27,500 8,962,343 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 0 Jun‐75 2 188 TTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGTTCTAATTCGTTCAATGCCCAAT GCACTCGCAGACTCATAATCTC 2 38 5 23 192 22 57,087 58,951 31,600 27,500 8,962,343 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 0 Oct‐75 4 196 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgt ACTATTCTAATTCGTTCAATGCCCA ACAAGCACTCGCAGACTCAT 4 44 1 25 196 20 58,880 59,680 53,600 29,000 6,439,263 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 0 Oct‐75 3 193 ATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTATTCTAATTCGTTCAATGCCCAA ACAAGCACTCGCAGACTCAT 3 44 4 23 196 20 57,087 59,680 41,200 29,000 6,232,864 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr486_2 2 30 103 15 2 AC GTGTGTGTGTGTTTGGCAGGTGTGTCTTTCGGTGTGGT_103_132 0 0 Oct‐75 2 192 TTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGTTCTAATTCGTTCAATGCCCAAT ACAAGCACTCGCAGACTCAT 2 44 5 23 196 20 57,087 59,680 31,600 29,000 6,232,864 G 207 ACTATTCTAATTCGTTCAATGCCCAATAGgtgtgtgtgtgtTTGGCAGgtgtgtCTTTCGgtgtgtCTGCATGTTTGTCTGTTGGTATGCGTNtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTGTCtgtgtgTTTGNAAGTTTATCTGCGTGTgagagagaTTATGAGTCTGCGAGTGCTtgtgtgCGTGTCTG

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 1 1 11 0 103 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGTT TCATCTCACACACACGCACC 0 2 1 21 103 20 58,373 60,600 33,200 50,100 3,226,832 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 11 0 146 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGTT AGCTACTTGACCATTGGCTGA 0 44 1 21 146 21 58,373 59,370 33,200 42,600 4,257,210 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 11 0 269 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGTT TCAGGCACTTCAGCAACTGC 0 168 1 21 269 20 58,373 61,168 33,200 44,000 3,795,247 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 103 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT TCATCTCACACACACGCACC 1 2 1 20 103 20 57,692 60,600 37,200 50,100 2,907,925 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 107 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT CCAATCATCTCACACACACGC 1 5 1 20 107 21 57,692 59,871 37,200 53,400 3,437,184 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 142 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT ACTTGACCATTGGCTGATCCT 1 40 1 20 142 21 57,692 59,362 37,200 32,400 3,945,486 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 146 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT AGCTACTTGACCATTGGCTGA 1 44 1 20 146 21 57,692 59,370 37,200 42,600 3,938,303 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 219 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT AACACTCTACCAGCCCTCCT 1 118 1 20 219 20 57,692 59,883 37,200 36,900 2,425,274 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 220 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT CAACACTCTACCAGCCCTCC 1 119 1 20 220 20 57,692 59,749 37,200 43,000 2,558,447 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 222 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT TCCAACACTCTACCAGCCCT 1 121 1 20 222 20 57,692 60,179 37,200 51,900 2,486,837 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 268 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT CAGGCACTTCAGCAACTGC 1 168 1 20 268 19 57,692 59,715 37,200 44,000 3,592,957 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr493_2 2 22 60 15 2 AC TGTGTGTGTGTTTTTATGTCTGTGTCTCTCTGTGTGTNO 0 0 12 1 269 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCGTTTGTGGGTGCATTTGTGT TCAGGCACTTCAGCAACTGC 1 168 1 20 269 20 57,692 61,168 37,200 44,000 3,476,340 G 271 GTTTGTGGGTGCATTTGTGTTtgtgtgtgtgtttttATGTCTGTGtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGTGCgtgtgtgtGAGATGATTGGGTGAGAATAGGGTTAGGATCAGCCAATGGTCAAGTAGCTTGTTGATATGTAGTCTATAGATTCTCACTTaaaaaTGAACACTTATATCATACAGGAGGGCTGGTAGAGTGTTGGAACTGAAATCAGCTTGTCTAAACATTCAGCAGTTGCTGAAGTGCCTGATT

cons_gr522_2 2 44 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 12 0 94 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TGCATGTGATTGTGTGAGCT 0 22 22 22 115 20 59,828 58,100 37,900 40,900 4,071,904 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 0 94 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TGCATGTGATTGTGTGAGCTT 0 21 22 22 115 21 59,828 58,768 37,900 37,400 4,404,058 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 0 94 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TGCATGTGATTGTGTGAGCTTC 0 20 22 22 115 22 59,828 59,773 37,900 38,600 4,398,808 F 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 1 11 13 240 TGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCT TGGAAAGAAATATTTATCTCTCTCCGT GTTCCTGCCTGTTTGCCTTT 13 87 4 27 243 20 58,294 59,247 46,900 31,100 9,458,252 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 11 13 241 TGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCT TGGAAAGAAATATTTATCTCTCTCCGT AGTTCCTGCCTGTTTGCCTT 13 88 4 27 244 20 58,294 60,106 46,900 43,500 8,811,609 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 11 12 240 GGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTt GGAAAGAAATATTTATCTCTCTCCGTC AGTTCCTGCCTGTTTGCCTT 12 88 5 27 244 20 57,801 60,106 47,900 43,500 9,304,852 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 174 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT GCATGTGTGTTTGTCTGTGCA 0 38 22 22 195 21 59,828 60,202 37,900 45,700 3,373,938 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 174 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT GCATGTGTGTTTGTCTGTGC 0 39 22 22 195 20 59,828 58,520 37,900 45,700 3,651,864 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 175 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TGCATGTGTGTTTGTCTGTGC 0 39 22 22 196 21 59,828 60,202 37,900 45,700 3,373,938 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 209 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TGCCTTTGTGCTTGCATTCC 0 74 22 22 230 20 59,828 59,966 37,900 30,100 2,205,440 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 216 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT GCCTGTTTGCCTTTGTGCTT 0 81 22 22 237 20 59,828 60,179 37,900 39,100 2,350,734 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 12 0 223 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT AGTTCCTGCCTGTTTGCCTT 0 88 22 22 244 20 59,828 60,106 37,900 43,500 2,277,674 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 13 0 139 tctcCGtctctcTGTATGCTtctctctctctctctctctctctctctcTCTCCGTCTCTCTGTATGCT TGTTCATGTGCATGTGTGTTTGT 0 3 24 20 162 23 57,280 60,119 37,900 28,300 5,838,740 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 14 0 139 ctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctCTCTCCGTCTCTCTGTATGCT GTTCATGTGCATGTGTGTTTGT 0 3 23 21 161 22 58,429 58,553 37,900 28,300 6,018,011 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr522_2 2 44 93 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTGTCTATNO 0 0 15 0 139 tctctcCGtctctcTGTATGCTtctctctctctctctctctctctctcTCTCTCCGTCTCTCTGTATGCT TTCATGTGCATGTGTGTTTGT 0 3 22 22 160 21 59,828 57,203 37,900 28,300 5,969,110 G 258 ACATGGAAAGAAATATTTAtctctctcCGtctctcTGTATGCTtctctctctctctctctctctctctctctcCTTGTCTATCTTTacacacAGAAGCTcacacaATCACATGCATATGTACACATacacacacacATTACAAacacacATGCACATGAacacacTTAATCCATTGCACAGACAAacacacATGcacacaTATGCTTGCAGGAATGCAAGCACAAAGGCAAACAGGCAGGAACTcacacacacaAACA

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 6 23 140 TTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGC TTTCCCACTTCCACTCTTGC CGAGGGACAAATTGACAGGC 47 23 34 20 173 20 58,019 59,195 40,100 48,500 2,786,245 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 23 136 CCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTG CCACTTCCACTCTTGCTTCCT CGAGGGACAAATTGACAGGC 42 23 38 21 173 20 59,927 59,195 33,600 48,500 1,877,954 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 23 140 TTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGC TTTCCCACTTCCACTCTTGCT CGAGGGACAAATTGACAGGC 46 23 34 21 173 20 59,505 59,195 39,100 48,500 2,299,710 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 23 141 CTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTG CTTTCCCACTTCCACTCTTGC CGAGGGACAAATTGACAGGC 47 23 33 21 173 20 59,117 59,195 40,100 48,500 2,687,612 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 41 154 CCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTG CCACTTCCACTCTTGCTTCCT TGAAACGGAAGGAGAGAGCG 42 41 38 21 191 20 59,927 59,756 33,600 50,300 1,316,872 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 41 156 TCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTC TCCCACTTCCACTCTTGCTTC TGAAACGGAAGGAGAGAGCG 44 41 36 21 191 20 59,928 59,756 38,600 50,300 1,316,237 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 32 147 TCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTC TCCCACTTCCACTCTTGCTTC AGGAGAGAGCGAGGGACAAA 44 32 36 21 182 20 59,928 60,252 38,600 28,300 1,324,163 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 24 139 TCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTC TCCCACTTCCACTCTTGCTTC GCGAGGGACAAATTGACAGG 44 24 36 21 174 20 59,928 59,195 38,600 40,000 1,877,320 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 23 138 TCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTC TCCCACTTCCACTCTTGCTTC CGAGGGACAAATTGACAGGC 44 23 36 21 173 20 59,928 59,195 38,600 48,500 1,877,320 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 8 23 138 TCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTC TCCCACTTCCACTCTTGCTT CGAGGGACAAATTGACAGGC 45 23 36 20 173 20 58,860 59,195 39,100 48,500 1,945,300 A 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 11 41 190 CAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACAGTCTATCTCTCTATTTGGCGC TGAAACGGAAGGAGAGAGCG 76 41 2 23 191 20 58,766 59,756 65,300 50,300 4,477,696 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 41 190 CAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACAGTCTATCTCTCTATTTGGCGCT TGAAACGGAAGGAGAGAGCG 75 41 2 24 191 20 60,022 59,756 59,200 50,300 4,266,323 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr525_2 2 101 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 41 191 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCC TCAGTCTATCTCTCTATTTGGCGC TGAAACGGAAGGAGAGAGCG 76 41 1 24 191 20 60,023 59,756 65,300 50,300 4,266,669 F 222 TCAGTCTAtctctcTATTTGGCGCTCTTTTCACTTTCCCACTTCCACTCTTGCTTCCTTTCTCTTTCTTGCTCTGCTAAACTTCCCATTGTCTATTTCAGtctctctctctctctctctctctctctctcTGTGCCACTTGTTCTCTACCTCTGCCTGTCAATTTGTCCCTCGctctctCCTTCCGTTTCATtctctctcAATTTCAATCTCACTTtctctc

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 1 1 16 5 126 CGGAAAGCTAGAGGGACAGAAAGAGACagagagag CGGAAAGCTAGAGGGACAGA CCCTCTTCTCTCTCTGTCCC 7 5 48 20 173 20 58,525 58,225 34,100 44,600 3,250,788 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 0 0 16 5 127 GCGGAAAGCTAGAGGGACAGAAAGAGACagagaga GCGGAAAGCTAGAGGGACAG CCCTCTTCTCTCTCTGTCCC 8 5 47 20 173 20 60,179 58,225 35,100 44,600 1,954,482 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 0 0 16 5 139 agagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAAGAGAGGGAAAGGCGGAAAG CCCTCTTCTCTCTCTGTCCC 20 5 35 20 173 20 59,384 58,225 26,200 44,600 2,391,236 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 0 0 16 5 140 CagagagGGAAAGGCGGAAAGCTAGAGGGACAGAACAGAGAGGGAAAGGCGGAAA CCCTCTTCTCTCTCTGTCCC 21 5 34 20 173 20 59,675 58,225 31,300 44,600 2,100,328 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 0 0 16 5 141 TCagagagGGAAAGGCGGAAAGCTAGAGGGACAGATCAGAGAGGGAAAGGCGGAA CCCTCTTCTCTCTCTGTCCC 22 5 33 20 173 20 60,544 58,225 43,000 44,600 2,319,742 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr531_2 2 75 74 15 3 AG AGAGAGAGAGATNGAGAGAGAGAGAGAGAGAGANO 0 0 16 5 143 TTTCagagagGGAAAGGCGGAAAGCTAGAGGGACA TTTCAGAGAGGGAAAGGCGG CCCTCTTCTCTCTCTGTCCC 24 5 31 20 173 20 59,675 58,225 61,300 44,600 2,100,328 G 185 AGTTCAACGGCAGGCGAGCGCGAAGAAGGGTTTCagagagGGAAAGGCGGAAAGCTAGAGGGACAGAAAGAGACagagagagagATNgagagagagagagagagagagagagagagaGGNGGGGANagagagANagagagagagagagAAGAGGGGACagagagagAAGAGGGGACagagagagA

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4 96 278 CTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTACTGTCCAATTCATCCGCCAC GCTGGATGAAGCAGGGAGAA 112 96 20 20 297 20 59,265 59,746 50,100 28,700 0.989068 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 96 279 ACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTACTGTCCAATTCATCCGCCA GCTGGATGAAGCAGGGAGAA 113 96 19 20 297 20 59,672 59,746 56,900 28,700 0.582102 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 29 213 ACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTACTGTCCAATTCATCCGCCA TGGCAACGATAGCATGAGAGG 113 29 19 20 231 21 59,672 60,203 56,900 36,900 1,530,493 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 28 212 ACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTACTGTCCAATTCATCCGCCA GGCAACGATAGCATGAGAGGA 113 28 19 20 230 21 59,672 59,931 56,900 37,100 1,397,128 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 2 168 ATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgt ATCCCAGACTTTAGCGACCC GCTGGATGAAGCAGGGAGAA 2 96 130 20 297 20 59,169 59,746 44,600 28,700 1,085,485 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 1 100 TCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgt TCCCAGACTTTAGCGACCCT GGCAACGATAGCATGAGAGGA 1 28 131 20 230 21 60,252 59,931 43,400 37,100 1,321,306 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 1 167 TCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgt TCCCAGACTTTAGCGACCCT GCTGGATGAAGCAGGGAGAA 1 96 131 20 297 20 60,252 59,746 43,400 28,700 0.506281 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 0 99 CCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtg CCCAGACTTTAGCGACCCTC GGCAACGATAGCATGAGAGGA 0 28 132 20 230 21 59,824 59,931 43,000 37,100 1,245,193 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 0 100 CCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtg CCCAGACTTTAGCGACCCTC TGGCAACGATAGCATGAGAGG 0 29 132 20 231 21 59,824 60,203 43,000 36,900 1,378,558 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 0 166 CCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtg CCCAGACTTTAGCGACCCTC GCTGGATGAAGCAGGGAGAA 0 96 132 20 297 20 59,824 59,746 43,000 28,700 0.430168 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 96 277 TGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATTGTCCAATTCATCCGCCACC GCTGGATGAAGCAGGGAGAA 111 96 21 20 297 20 60,680 59,746 46,100 28,700 0.933818 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 28 210 TGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATTGTCCAATTCATCCGCCACC GGCAACGATAGCATGAGAGGA 111 28 21 20 230 21 60,680 59,931 46,100 37,100 1,748,844 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 7 96 293 TGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACC TGTGCTTTGAAAGAACTGTCCA GCTGGATGAAGCAGGGAGAA 125 96 5 22 297 20 58,648 59,746 40,200 28,700 3,605,918 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 7 96 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGC CGTCTGTGCTTTGAAAGAACTGT GCTGGATGAAGCAGGGAGAA 128 96 1 23 297 20 59,936 59,746 35,500 28,700 3,318,176 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr539_2 2 152 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 96 294 CTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCAC CTGTGCTTTGAAAGAACTGTCCA GCTGGATGAAGCAGGGAGAA 125 96 4 23 297 20 59,622 59,746 40,200 28,700 3,632,291 F 297 CGTCTGTGCTTTGAAAGAACTGTCCAATTCATCCGCCACCCCAAACCCCTCAATTATCTTCAAGACCATGTTTCATTGCCTTTTAAAGGTTCATATGGAATCTGATTCCACCATCCTTTCAGCTAGTGAATCCCAGACTTTAGCGACCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAgggggCgggggAATGTGATTCTCATTTCCTCTCATGCTATCGTTGCCAATTATTTTAAATCTATGACCTTTTATTACTGACCAGAGGAAGCAGTTTCTCCCTGCTTCATCCAGC

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 3 30 206 AACTGAGGCCTATCTCGTGCCTTATACAAGTTCATC AACTGAGGCCTATCTCGTGC AACTTCAAATAGCTGACTGAGGA 103 30 21 20 226 23 59,538 57,510 53,400 37,100 5,951,753 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 29 205 AACTGAGGCCTATCTCGTGCCTTATACAAGTTCATC AACTGAGGCCTATCTCGTGC ACTTCAAATAGCTGACTGAGGAT 103 29 21 20 225 23 59,538 57,310 53,400 32,400 6,152,425 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 30 207 AACTGAGGCCTATCTCGTGCCTTATACAAGTTCATC AACTGAGGCCTATCTCGTGC AAACTTCAAATAGCTGACTGAGGA 103 30 21 20 227 24 59,538 58,130 53,400 37,100 6,331,540 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 26 130 AGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctc AGCGTTACTCCCTGGTTATTGA ACTTCAAATAGCTGACTGAGGAT 26 29 96 22 225 23 59,164 57,310 25,700 32,400 8,526,228 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 26 131 AGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctc AGCGTTACTCCCTGGTTATTGA AACTTCAAATAGCTGACTGAGGA 26 30 96 22 226 23 59,164 57,510 25,700 37,100 8,325,556 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 25 130 GCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcGCGTTACTCCCTGGTTATTGAC AACTTCAAATAGCTGACTGAGGA 25 30 97 22 226 23 59,065 57,510 31,800 37,100 8,424,345 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 30 164 TCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGT TCCTTGTTCTTGTACTCTGTTCCC AACTTCAAATAGCTGACTGAGGA 57 30 63 24 226 23 60,202 57,510 39,700 37,100 9,692,117 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 30 163 CCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTT CCTTGTTCTTGTACTCTGTTCCC AACTTCAAATAGCTGACTGAGGA 57 30 64 23 226 23 58,934 57,510 39,700 37,100 9,555,580 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr585_3 3 144 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 29 162 CCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTT CCTTGTTCTTGTACTCTGTTCCC ACTTCAAATAGCTGACTGAGGAT 57 29 64 23 225 23 58,934 57,310 39,700 32,400 9,756,252 F 235 AGAACAGGACACAATACTCGAACTGAGGCCTATCTCGTGCCTTATACAAGTTCATCATAAACTCCTTGTTCTTGTACTCTGTTcccccATTAATAAGCGTTACTCCCTGGTTATTGACctctctTTGTTtctctctcTTTATTtctctctctctctctctctctctctctctcCGGGAATCTGTaaaaaaaaaaaaTCCAAAATCCTCAGTCAGCTATTTGAAGTTTCTTCACAG

cons_gr622_2 2 52 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 22 23 127 AGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAGCAATCTCCCTCTGCTGGG GTGGTTATATCTGTACCCAGCAGA 30 23 2 20 128 24 61,634 59,656 44,500 42,600 5,978,016 A 160 CAGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAACACTNNCACNNNacacacacacacacacacacacacacacacTGCCTCACCCTCAGNAANCTCCCTCTGCTGGGTACAGATATAACCACNANCACACTNACACNNACTGTAAAACCACTCC

cons_gr622_2 2 52 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 22 21 125 AGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAGCAATCTCCCTCTGCTGG GGTTATATCTGTACCCAGCAGAGG 31 21 2 19 126 24 59,086 60,021 48,500 36,900 5,934,738 A 160 CAGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAACACTNNCACNNNacacacacacacacacacacacacacacacTGCCTCACCCTCAGNAANCTCCCTCTGCTGGGTACAGATATAACCACNANCACACTNACACNNACTGTAAAACCACTCC

cons_gr622_2 2 52 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 22 21 125 AGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAGCAATCTCCCTCTGCTGGG GGTTATATCTGTACCCAGCAGAGG 30 21 2 20 126 24 61,634 60,021 44,500 36,900 5,654,931 A 160 CAGCAATCTCCCTCTGCTGGGTACAGATATAATCACAAACACTNNCACNNNacacacacacacacacacacacacacacacTGCCTCACCCTCAGNAANCTCCCTCTGCTGGGTACAGATATAACCACNANCACACTNACACNNACTGTAAAACCACTCC

cons_gr635_2 2 26 58 15 2 AC CACACACACACATTGACANNCTGTCACCCACACACACA_54_83 1 1 14 1 121 GGGcacacaCTGACAAACTGTcacacacacacaTTGACAGGGCACACACTGACAAACTG TGTTAGTATGTGCCTGAGACAGT 1 19 5 20 125 23 59,618 59,168 31,600 35,500 4,214,291 G 164 TCACGGGcacacaCTGACAAACTGTcacacacacacaTTGACANNCTGTCACCcacacacacacacacacacacacacacacaNACATACACAGACAGACANACTGTCTCAGGCACATACTAACAAACTGTCATGcacacacacacaAACTATTTcacacaGTC

cons_gr635_2 2 26 58 15 2 AC CACACACACACATTGACANNCTGTCACCCACACACACA_54_83 0 0 14 1 121 GGGcacacaCTGACAAACTGTcacacacacacaTTGACAGGGCACACACTGACAAACTG TGTTAGTATGTGCCTGAGACAG 1 20 5 20 125 22 59,618 57,544 31,600 35,100 4,838,081 G 164 TCACGGGcacacaCTGACAAACTGTcacacacacacaTTGACANNCTGTCACCcacacacacacacacacacacacacacacaNACATACACAGACAGACANACTGTCTCAGGCACATACTAACAAACTGTCATGcacacacacacaAACTATTTcacacaGTC

cons_gr635_2 2 26 58 15 2 AC CACACACACACATTGACANNCTGTCACCCACACACACA_54_83 0 0 14 1 122 GGGcacacaCTGACAAACTGTcacacacacacaTTGACAGGGCACACACTGACAAACTG TTGTTAGTATGTGCCTGAGACAGT 1 19 5 20 126 24 59,618 59,717 31,600 35,500 4,665,268 G 164 TCACGGGcacacaCTGACAAACTGTcacacacacacaTTGACANNCTGTCACCcacacacacacacacacacacacacacacaNACATACACAGACAGACANACTGTCTCAGGCACATACTAACAAACTGTCATGcacacacacacaAACTATTTcacacaGTC

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 1 1 3 1 129 CAACATTGCCTAATACTCTGAACTACANAAAAGATACAACATTGCCTAATACTCTGAACT GCCCTGAGGAAACATGCTGT 54 1 130 24 258 20 57,008 60,610 30,100 44,000 7,602,295 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 3 1 189 TGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTT TGAAGGAATCACTCAAGATTTCAAG GCCCTGAGGAAACATGCTGT 113 1 70 25 258 20 57,555 60,610 30,200 44,000 8,054,862 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 3 1 189 TGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTT TGAAGGAATCACTCAAGATTTCAAGT GCCCTGAGGAAACATGCTGT 112 1 70 26 258 20 59,000 60,610 31,600 44,000 7,610,704 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 128 ACATTGCCTAATACTCTGAACTACANAAAAGATAAGACATTGCCTAATACTCTGAACTACA AGCCCTGAGGAAACATGCTG 51 2 132 25 259 20 57,817 60,323 27,400 44,100 7,505,996 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 130 CAACATTGCCTAATACTCTGAACTACANAAAAGATACAACATTGCCTAATACTCTGAACT AGCCCTGAGGAAACATGCTG 54 2 130 24 259 20 57,008 60,323 30,100 44,100 7,315,241 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 189 GAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTT GAAGGAATCACTCAAGATTTCAAGT AGCCCTGAGGAAACATGCTG 112 2 71 25 259 20 57,554 60,323 31,600 44,100 7,769,179 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 190 TGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTT TGAAGGAATCACTCAAGATTTCAAGT AGCCCTGAGGAAACATGCTG 112 2 70 26 259 20 59,000 60,323 31,600 44,100 7,323,650 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 190 TGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTT TGAAGGAATCACTCAAGATTTCAAGTT AGCCCTGAGGAAACATGCTG 111 2 70 27 259 20 59,496 60,323 26,600 44,100 7,826,744 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr649_2 2 208 30 15 1 AT ATATATATATATATATATATATATATATAT NO 0 0 4 2 190 TGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTT TGAAGGAATCACTCAAGATTTCAAG AGCCCTGAGGAAACATGCTG 113 2 70 25 259 20 57,555 60,323 30,200 44,100 7,767,807 A 281 GGGTTTGCTCATTGATTTTAAAGTATTGTTATAATCCCCGTAGAAACTGATAACTTTTAAGAAGATATTTGAAGGAATCACTCAAGATTTCAAGTTTTCAGACTTTTACTGTAACAAACCAACTAAAAGCAACATTGCCTAATACTCTGAACTACANAAAAGATAAGCCTTATTAATTTCTTAATGCAATCAATAACCCCAGACAGCatatatatatatatatatatatatatatatTACAGCATGTTTCCTCAGGGCTACTGTCTTTATAGGAAATGGTT

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 1 1 2 0 168 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC GCTCCAATGTGAATGTGCCA 0 47 83 22 250 20 57,092 59,110 20,100 49,200 5,797,873 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 Feb‐75 28 194 CGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCGGCTGCAATGTTTGATGCT GCTCCAATGTGAATGTGCCA 28 47 57 20 250 20 60,109 59,110 37,900 49,200 0.998986 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 3 28 196 CGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCGGCTGCAATGTTTGATGCT CTGCTCCAATGTGAATGTGCC 28 48 57 20 252 21 60,109 60,135 37,900 50,100 1,244,191 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 3 0 170 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC CTGCTCCAATGTGAATGTGCC 0 48 83 22 252 21 57,092 60,135 20,100 50,100 6,043,079 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 4 44 243 TTACAGTACATGCACCCGGCTGCAATGTTTGATGCT TTACAGTACATGCACCCGGC AGAATTCATGCTTCTGAGGGAGA 44 77 41 20 283 23 60,392 59,221 61,300 37,100 4,171,110 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 4 28 195 CGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCGGCTGCAATGTTTGATGCT TGCTCCAATGTGAATGTGCC 28 48 57 20 251 20 60,109 59,110 37,900 50,100 0.998986 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 4 0 169 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC TGCTCCAATGTGAATGTGCC 0 48 83 22 251 20 57,092 59,110 20,100 50,100 5,797,873 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 5 45 240 TGTTACAGTACATGCACCCGGCTGCAATGTTTGATGTGTTACAGTACATGCACCCGG TCATGCTTCTGAGGGAGAATGAG 45 72 39 21 278 23 60,338 59,866 57,300 29,000 4,472,556 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 5 5 134 aaaCTTGGCTGATCCTCCAATAAACgagagagagagag AAACTTGGCTGATCCTCCAA AGAAGCGGGAGGAATTCACTG 5 9 80 20 213 21 57,022 60,066 35,300 36,600 4,044,010 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 5 0 131 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC AGAAGCGGGAGGAATTCACTG 0 9 83 22 213 21 57,092 60,066 20,100 36,600 5,973,733 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 5 0 193 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC TGCTTCTGAGGGAGAATGAGA 0 71 83 22 275 21 57,092 58,175 20,100 32,700 7,733,102 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 5 0 195 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC CATGCTTCTGAGGGAGAATGAGA 0 71 83 22 277 23 57,092 59,866 20,100 32,700 8,042,141 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 75 292 ACTATGAGAAATCAAACAAACAACAGATAAACTTTCACTATGAGAAATCAAACAAACAACAGA TGCTTGTGAATAGAATTCATGCTT 75 87 3 27 294 24 58,097 57,480 34,100 39,100 15,422,485 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 75 292 ACTATGAGAAATCAAACAAACAACAGATAAACTTTCACTATGAGAAATCAAACAAACAACAGA TGCTTGTGAATAGAATTCATGCTTC 75 86 3 27 294 25 58,097 58,442 34,100 38,600 15,460,815 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 75 292 ACTATGAGAAATCAAACAAACAACAGATAAACTTTCACTATGAGAAATCAAACAAACAACAGA TGCTTGTGAATAGAATTCATGCTTCT 75 85 3 27 294 26 58,097 59,624 34,100 28,500 15,279,105 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 45 240 TGTTACAGTACATGCACCCGGCTGCAATGTTTGATGTGTTACAGTACATGCACCCGG TCATGCTTCTGAGGGAGAATGA 45 73 39 21 278 22 60,338 58,890 57,300 25,700 4,448,222 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 8 155 CGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCGGCTGCAATGTTTGATGCT AAGCGGGAGGAATTCACTGT 28 8 57 20 211 20 60,109 59,307 37,900 35,500 0.802040 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 7 154 CGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCGGCTGCAATGTTTGATGCT AGCGGGAGGAATTCACTGTT 28 7 57 20 210 20 60,109 59,307 37,900 31,600 0.802040 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 7 170 TTACAGTACATGCACCCGGCTGCAATGTTTGATGCT TTACAGTACATGCACCCGGC AGCGGGAGGAATTCACTGTT 44 7 41 20 210 20 60,392 59,307 61,300 31,600 1,084,975 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 5 131 aaaCTTGGCTGATCCTCCAATAAACgagagagagagag AAACTTGGCTGATCCTCCAA AGCGGGAGGAATTCACTGTT 5 7 80 20 210 20 57,022 59,307 35,300 31,600 3,671,204 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 5 132 aaaCTTGGCTGATCCTCCAATAAACgagagagagagag AAACTTGGCTGATCCTCCAA AAGCGGGAGGAATTCACTGT 5 8 80 20 211 20 57,022 59,307 35,300 35,500 3,671,204 G 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 0 128 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC AGCGGGAGGAATTCACTGTT 0 7 83 22 210 20 57,092 59,307 20,100 31,600 5,600,928 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 0 129 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC AAGCGGGAGGAATTCACTGT 0 8 83 22 211 20 57,092 59,307 20,100 35,500 5,600,928 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr684_2 2 105 79 15 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGANNNGA_105_134 0 0 6 0 196 CTTGGCTGATCCTCCAATAAACgagagagagagagaga CTTGGCTGATCCTCCAATAAAC TCATGCTTCTGAGGGAGAATGA 0 73 83 22 278 22 57,092 58,890 20,100 25,700 8,017,807 D 323 GAACTATGAGAAATCAAACAAACAACAGATAAACTTTCTGTTACAGTACATGCACCCGGCTGCAATGTTTGATGCTaaaaaaCTTGGCTGATCCTCCAATAAACgagagagagagagagagagagagagagagaNNNNNNNNNNNNNNCagagagACagagagagACagagagagagagagagAATAATAAACAGTGAATTCCTCCCGCTTCTCTANTCTCTGCTGGATATGGCACATTCACATTGGAGCAGCNTCTCATTCTCCCTCAGAAGCATGAATTCTATTCACAAGCAtttttatatatCTTACAACTGTTGTTTTC

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 1 1 5 32 140 ATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGATCTCGTTGATTGGTGGGACA TTTCAGCTGACTGTGTACATGTG 32 34 84 21 223 23 59,372 59,191 40,200 32,100 5,437,619 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 33 221 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTGA TCAGCTGACTGTGTACATGTGT 115 33 1 21 221 22 58,675 59,635 30,200 37,200 4,690,777 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 32 140 AATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGAATCTCGTTGATTGGTGGGACA TTCAGCTGACTGTGTACATGTG 32 34 83 22 222 22 59,960 58,607 40,200 32,100 5,432,628 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 20 125 GTGGGACAGACTCAAGGAGCGGAATGGTCTACTACGTGGGACAGACTCAAGGAGC TCAGCTGACTGTGTACATGTGT 20 33 97 20 221 22 60,037 59,635 47,000 37,200 2,402,152 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 7 32 140 AATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGAATCTCGTTGATTGGTGGGACA TTCAGCTGACTGTGTACATGTGT 32 33 83 22 222 23 59,960 60,181 40,200 37,200 5,221,212 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 8 30 218 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTGA GCTGACTGTGTACATGTGTTGG 115 30 1 21 218 22 58,675 59,776 30,200 37,700 4,549,563 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 8 30 218 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTG GCTGACTGTGTACATGTGTTGG 116 30 1 20 218 22 57,161 59,776 30,200 37,700 5,063,565 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 8 22 124 TGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTTGGTGGGACAGACTCAAGGA GCTGACTGTGTACATGTGTTGG 22 30 95 20 218 22 60,105 59,776 33,600 37,700 2,329,274 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 8 20 122 GTGGGACAGACTCAAGGAGCGGAATGGTCTACTACGTGGGACAGACTCAAGGAGC GCTGACTGTGTACATGTGTTGG 20 30 97 20 218 22 60,037 59,776 47,000 37,700 2,260,938 B 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 10 5 95 GTGGGACAGACTCAAGGAGCGGAATGGTCTACTACGTGGGACAGACTCAAGGAGC GCGTATGCGTGATTGTGTGT 20 5 97 20 191 20 60,037 59,558 47,000 37,200 0.479168 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 10 5 161 TCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGTCTGCTCTCATTTCTTGTGGTCT GCGTATGCGTGATTGTGTGT 83 5 31 23 191 20 59,674 59,558 38,500 37,200 3,768,316 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 10 5 191 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTGA GCGTATGCGTGATTGTGTGT 115 5 1 21 191 20 58,675 59,558 30,200 37,200 2,767,793 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 10 0 186 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTGA TGCGTGATTGTGTGTCTGAG 115 0 1 21 186 20 58,675 58,499 30,200 33,500 3,826,652 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 Oct‐75 17 107 GTGGGACAGACTCAAGGAGCGGAATGGTCTACTACGTGGGACAGACTCAAGGAGC GTGTTGGTGTGTGCGTATGC 20 17 97 20 203 20 60,037 60,385 47,000 31,400 0.422331 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 Oct‐75 17 109 TGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTTGGTGGGACAGACTCAAGGA GTGTTGGTGTGTGCGTATGC 22 17 95 20 203 20 60,105 60,385 33,600 31,400 0.490667 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 Oct‐75 17 173 TCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGTCTGCTCTCATTTCTTGTGGTCT GTGTTGGTGTGTGCGTATGC 83 17 31 23 203 20 59,674 60,385 38,500 31,400 3,711,479 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 Oct‐75 17 203 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTGA GTGTTGGTGTGTGCGTATGC 115 17 1 21 203 20 58,675 60,385 30,200 31,400 2,710,956 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr688_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 Oct‐75 17 203 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCT TGGCTGGTGAAGTAGTCTTG GTGTTGGTGTGTGCGTATGC 116 17 1 20 203 20 57,161 60,385 30,200 31,400 3,224,958 F 280 TGGCTGGTGAAGTAGTCTTGATGATCTATTTCTGCTCTCATTTCTTGTGGTCTTAAATGGAATTGAGGTCAAAATCATCCATAATCTCGTTGATTGGTGGGACAGACTCAAGGAGCGGAATGGTCTACTACACANNcacacacacacacacacacacacacacacaCTCAGacacacAATCACGCATACGcacacaCCAACACATGTACACAGTCAGCTGAAAAGTTTGAACCACATACaaaaaaCCTCTTTCAACAAAATTCCAATCACCTTTTCTTTA

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 1 1 3 0 186 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG CTGTTCAATGGATGATGCACAAG 0 80 69 20 254 23 59,385 58,579 44,500 31,600 5,036,389 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 4 27 188 ATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAATTGTTACTTTAGGCATCAGACATT AGTGTAGCGCATTCTGTTCTC 52 27 12 25 199 21 57,055 58,388 27,100 28,700 10,556,247 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 4 0 131 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG AGTGTAGCGCATTCTGTTCTC 0 27 69 20 199 21 59,385 58,388 44,500 28,700 3,226,849 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 4 0 185 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG TGTTCAATGGATGATGCACAAG 0 80 69 20 253 22 59,385 57,556 44,500 31,600 5,059,244 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 4 0 186 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG CTGTTCAATGGATGATGCACAA 0 81 69 20 254 22 59,385 57,556 44,500 33,300 5,059,244 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 Apr‐75 54 245 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA TGTTCAATGGATGATGCACAAG 54 80 9 26 253 22 58,379 57,556 34,100 31,600 12,064,792 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 Apr‐75 54 246 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA CTGTTCAATGGATGATGCACAAG 54 80 9 26 254 23 58,379 58,579 34,100 31,600 12,041,937 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 Apr‐75 54 246 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA CTGTTCAATGGATGATGCACAA 54 81 9 26 254 22 58,379 57,556 34,100 33,300 12,064,792 G 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 Apr‐75 27 191 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA AGTGTAGCGCATTCTGTTCTC 54 27 9 26 199 21 58,379 58,388 34,100 28,700 10,232,397 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 26 187 ATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAATTGTTACTTTAGGCATCAGACATT GTGTAGCGCATTCTGTTCTCT 52 26 12 25 198 21 57,055 58,388 27,100 31,000 10,556,247 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 26 188 ATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAATTGTTACTTTAGGCATCAGACATT AGTGTAGCGCATTCTGTTCTCT 52 26 12 25 199 22 57,055 59,768 27,100 31,000 10,177,181 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 26 190 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA GTGTAGCGCATTCTGTTCTCT 54 26 9 26 198 21 58,379 58,388 34,100 31,000 10,232,397 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 26 191 ACTATTGTTACTTTAGGCATCAGACATTATTTAAAATACTATTGTTACTTTAGGCATCAGACA AGTGTAGCGCATTCTGTTCTCT 54 26 9 26 199 22 58,379 59,768 34,100 31,000 9,853,331 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 0 130 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG GTGTAGCGCATTCTGTTCTCT 0 26 69 20 198 21 59,385 58,388 44,500 31,000 3,226,849 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr704_2 2 89 63 15 2 AT ATATATTTATATATATANNTATATATATATNTNTATATA_122_151 0 0 5 0 131 ACTGTAGTCATGGCACCCAGatatatTtatatatataNNt ACTGTAGTCATGGCACCCAG AGTGTAGCGCATTCTGTTCTCT 0 26 69 20 199 22 59,385 59,768 44,500 31,000 2,847,783 D 254 ATATTTAAACTATTGTTACTTTAGGCATCAGACATTATTTAAAATTTAGGTANAAATGAACTACANCAACTGTAGTCATGGCACCCAGatatatTtatatatataNNtatatatataTNTNtatatatatatatatatatatatatatataATTCATCAAACAAatatatTTGTATTAGAGAACAGAATGCGCTACACTNGCCATTTCTACATTNTTTaaaaaTTACTGGNCTTGTGCATCATCCATTGAACAG

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 1 1 4 4 90 tGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgt TGGGATATGTTGTGTTATCCTGTGA GCCAGCTTAATTAAATCACACACA 7 4 182 25 271 24 59,809 58,291 35,800 37,200 10,899,674 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 90 tGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgt TGGGATATGTTGTGTTATCCTGTG GCCAGCTTAATTAAATCACACACA 8 4 182 24 271 24 58,564 58,291 36,600 37,200 11,145,123 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 157 CGAAGTGCCTTACATGTACAGTGAACAGTGTGAGA CGAAGTGCCTTACATGTACAGTG GCCAGCTTAATTAAATCACACACA 76 4 115 23 271 24 59,632 58,291 36,600 37,200 9,076,880 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 158 ACGAAGTGCCTTACATGTACAGTGAACAGTGTGAG ACGAAGTGCCTTACATGTACAGT GCCAGCTTAATTAAATCACACACA 77 4 114 23 271 24 59,993 58,291 35,500 37,200 8,715,485 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 222 GCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCA GCCGAGCAAGAGTCCTACAG GCCAGCTTAATTAAATCACACACA 144 4 50 20 271 24 60,179 58,291 27,400 37,200 5,888,072 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 226 AAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGAT AAATGCCGAGCAAGAGTCCT GCCAGCTTAATTAAATCACACACA 148 4 46 20 271 24 59,674 58,291 38,500 37,200 6,035,212 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 252 TCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGA TCCAGGAAGTCCACTTGGGA GCCAGCTTAATTAAATCACACACA 174 4 20 20 271 24 60,105 58,291 43,700 37,200 5,813,620 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 4 253 CTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCG CTCCAGGAAGTCCACTTGGG GCCAGCTTAATTAAATCACACACA 175 4 19 20 271 24 59,674 58,291 41,200 37,200 6,035,212 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 3 90 tGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgt TGGGATATGTTGTGTTATCCTGTGA GCCAGCTTAATTAAATCACACACAG 7 3 182 25 271 25 59,809 59,198 35,800 36,600 10,992,674 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 3 158 ACGAAGTGCCTTACATGTACAGTGAACAGTGTGAG ACGAAGTGCCTTACATGTACAGT GCCAGCTTAATTAAATCACACACAG 77 3 114 23 271 25 59,993 59,198 35,500 36,600 8,808,485 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 3 222 GCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCA GCCGAGCAAGAGTCCTACAG GCCAGCTTAATTAAATCACACACAG 144 3 50 20 271 25 60,179 59,198 27,400 36,600 5,981,071 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr727_2 2 214 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_214_243 0 0 4 3 252 TCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGA TCCAGGAAGTCCACTTGGGA GCCAGCTTAATTAAATCACACACAG 174 3 20 20 271 25 60,105 59,198 43,700 36,600 5,906,620 F 272 ACACTCTGCCTCNAAATTCTCCAGGAAGTCCACTTGGGAATAGTGAAATGCCGAGCAAGAGTCCTACAGTCAGTCTGGATGCCAGGTATCAGTCACTCCACTAACAGTGGATCACGAAGTGCCTTACATGTACAGTGAACAGTGTGAGAAATAGATGAtttttttCATTGaaaaaTAtttttGGGATATGTTGTGTTATCCTGTGAAGAAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNTCtgtgtgtgATTTAATTAAGCTGGCN

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 1 1 15 3 171 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACAC ACCTGTTACGTGGGAGTGTG 3 53 13 21 183 20 59,741 59,608 38,200 38,200 1,650,579 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 0 0 15 3 172 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACAC CACCTGTTACGTGGGAGTGT 3 54 13 21 184 20 59,741 59,608 38,200 35,500 1,650,579 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 0 0 15 3 173 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACAC CCACCTGTTACGTGGGAGTG 3 55 13 21 185 20 59,741 60,320 38,200 35,100 1,579,403 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 0 0 18 3 123 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACAC AAGTGTGTGAGTGAGAGTGTGT 3 3 13 21 135 22 59,741 59,502 38,200 37,200 3,756,657 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 0 0 19 3 122 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACA AGTGTGTGAGTGAGAGTGTGT 4 3 13 20 134 21 58,429 58,897 37,200 37,200 3,674,186 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr728_2 2 37 74 15 3 AC CACACACACACTCTCACTCACACACACACACACTCC NO 0 0 19 3 122 CGCAAActctctcacacacaCTCTcacacacacaCTCTCACTCGCAAACTCTCTCACACACAC AGTGTGTGAGTGAGAGTGTGT 3 3 13 21 134 21 59,741 58,897 38,200 37,200 3,362,355 G 192 cacacacacacaCGCAAActctctcacacacaCTCTcacacacacaCTCTCACTcacacacacacacaCTCCCTCTCACTcacacacacacacacacacacacacacacaTTTacacacTCTCACTcacacaCTTTcacacaTTCCCTCAGTNACAGCACACTCACACTCCCACGTAACAGGTGGCACATCA

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 1 1 10 0 175 TCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgt TCTGTGTTTGTATGAGATTGCGT CACAAATGCGCACAGACAAA 53 0 52 23 226 20 58,685 58,162 52,400 28,300 6,152,609 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 0 0 10 0 187 TGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTA TGTCTGCGAATATCTGTGTTTGT CACAAATGCGCACAGACAAA 65 0 40 23 226 20 58,685 58,162 28,300 28,300 6,152,609 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 0 0 10 0 188 CTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGT CTGTCTGCGAATATCTGTGTTTGT CACAAATGCGCACAGACAAA 65 0 39 24 226 20 59,610 58,162 28,300 28,300 6,227,639 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 0 0 10 0 190 TTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGC TTCTGTCTGCGAATATCTGTGT CACAAATGCGCACAGACAAA 69 0 37 22 226 20 57,544 58,162 37,200 28,300 6,293,928 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 0 0 10 0 190 TTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGC TTCTGTCTGCGAATATCTGTGTT CACAAATGCGCACAGACAAA 68 0 37 23 226 20 58,179 58,162 33,200 28,300 6,658,545 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 128 79 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNTGCT TG_128_157 0 0 10 0 191 TTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTG TTTCTGTCTGCGAATATCTGTGT CACAAATGCGCACAGACAAA 69 0 36 23 226 20 58,179 58,162 37,200 28,300 6,658,545 D 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 86 121 15 3 AC TGTGTGTGTGCAAGAGAGAGAGTCTCTGCCTNTGNNO 0 1 Aug‐75 23 230 CTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGT CTGTCTGCGAATATCTGTGTTTGT GCAGCTGCACACATTCTCAC 23 42 39 24 268 20 59,610 60,110 28,300 35,100 4,499,865 G 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 86 121 15 3 AC TGTGTGTGTGCAAGAGAGAGAGTCTCTGCCTNTGNNO 0 0 9 11 217 TCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgt TCTGTGTTTGTATGAGATTGCGT GCAGCTGCACACATTCTCAC 11 42 52 23 268 20 58,685 60,110 52,400 35,100 4,424,834 G 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr730_2 2 86 121 15 3 AC TGTGTGTGTGCAAGAGAGAGAGTCTCTGCCTNTGNNO 0 0 Sep‐75 23 229 TGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTA TGTCTGCGAATATCTGTGTTTGT GCAGCTGCACACATTCTCAC 23 42 40 23 268 20 58,685 60,110 28,300 35,100 4,424,834 G 273 TGTATGATTTCCCTTTCAttttttCTCTGTGTACTTTTCTGTCTGCGAATATCTGTGTTTGTATGAGATTGCGTATATGCATGTTtgtgtgtgtgCAagagagagagTCTCTGCCTNTGNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNTGCTCTAANCGTGAACCGTGGGGACNTAtgtgtgtgANtgtgtgtgtgTTTGTCTGTGCGCATTTGTGNGTGTGGNTGTGGCTTCNTTCTGTGAGAAtgtgtgCAGCTGCGNGTG

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 1 1 7 11 196 TGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGAAGTTGTGGCTGGATAAGGA TTCCTTCGCTCAAAGCATTGA 29 11 9 22 204 21 59,358 58,497 33,600 25,700 5,145,642 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 0 0 7 0 184 AGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGAGTTGTGGCTGGATAAGGATGA TCAAAGCATTGAGAGTGTGAGTG 26 0 12 22 195 23 59,154 59,189 29,200 35,100 6,657,703 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 0 0 7 0 187 TGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGAAGTTGTGGCTGGATAAGGA TCAAAGCATTGAGAGTGTGAGTG 29 0 9 22 195 23 59,358 59,189 33,600 35,100 6,453,808 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 0 0 8 11 189 TGTGGCTGGATAAGGATGAATCCAGTGAGTGGGat TGTGGCTGGATAAGGATGAATC TCCTTCGCTCAAAGCATTGA 23 11 15 22 203 20 57,909 57,817 25,200 25,700 6,274,239 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 0 0 8 11 192 AGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGAGTTGTGGCTGGATAAGGATGA TCCTTCGCTCAAAGCATTGA 26 11 12 22 203 20 59,154 57,817 29,200 25,700 5,029,684 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr741_2 2 60 113 15 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCTNO 0 0 8 11 195 TGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGAAGTTGTGGCTGGATAAGGA TCCTTCGCTCAAAGCATTGA 29 11 9 22 203 20 59,358 57,817 33,600 25,700 4,825,789 D 209 CTGACTTTTGAAGTTGTGGCTGGATAAGGATGAATCCAGTGAGTGGGatatatTTTCTGtctctctctctctctctctctctctctctcGTtctctctctctctctcGTtctctctctctcGctctctctctTTTtctctcTTCctctctctctctctTCctctctctctctCACTCACACTCTCAATGCTTTGAGCGAAGGAATTTCT

cons_gr744_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 15 5 90 ACAAACAAACCGacacacGCACACGcacacacacacacaACAAACAAACCGACACACGC CGGTATGGGTGTGTGTCGG 5 16 75 20 164 19 60,179 60,447 53,400 47,900 1,626,324 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 16 6 90 ACACAAACAAACCGacacacGCACACGcacacacacac ACACAAACAAACCGACACACG GTATGGGTGTGTGTCGGTGT 6 13 73 21 162 20 60,136 59,966 44,900 41,600 1,170,253 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 16 6 91 ACACAAACAAACCGacacacGCACACGcacacacacac ACACAAACAAACCGACACACG GGTATGGGTGTGTGTCGGTG 6 14 73 21 163 20 60,136 60,672 44,900 49,400 1,808,316 F 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 1 14 5 130 ACAAACAAACCGacacacGCACACGcacacacacacacaACAAACAAACCGACACACGC ACCCATGTTCCTGTGTGTCA 5 6 75 20 204 20 60,179 59,157 53,400 35,800 1,022,493 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 0 14 5 141 ACAAACAAACCGacacacGCACACGcacacacacacacaACAAACAAACCGACACACGC GCGCTCTAATTACCCATGTTCC 5 15 75 20 215 22 60,179 59,452 53,400 36,200 2,727,664 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 0 14 4 129 CAAACAAACCGacacacGCACACGcacacacacacacac CAAACAAACCGACACACGCA ACCCATGTTCCTGTGTGTCA 4 6 76 20 204 20 60,179 59,157 52,400 35,800 1,022,495 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 0 14 4 140 CAAACAAACCGacacacGCACACGcacacacacacacac CAAACAAACCGACACACGCA GCGCTCTAATTACCCATGTTCC 4 15 76 20 215 22 60,179 59,452 52,400 36,200 2,727,667 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 0 14 3 128 AAACAAACCGacacacGCACACGcacacacacacacaca AAACAAACCGACACACGCAC ACCCATGTTCCTGTGTGTCA 3 6 77 20 204 20 60,179 59,157 53,400 35,800 1,022,493 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 100 79 15 2 AC CACACACACACACACACACACACACACACACCGACANO 0 0 14 3 141 AAACAAACCGacacacGCACACGcacacacacacacaca AAACAAACCGACACACGCAC CAGCGCTCTAATTACCCATGT 3 18 77 20 217 21 60,179 58,161 53,400 32,100 3,017,920 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 103 15 2 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 1 16 4 161 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG TATGGGTGTGTGTCGGTGTC 4 12 1 22 161 20 59,771 59,681 47,900 36,700 2,548,145 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 103 15 2 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 4 162 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG GTATGGGTGTGTGTCGGTGT 4 13 1 22 162 20 59,771 59,966 47,900 41,600 2,263,399 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 103 15 2 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 3 161 cacacAGACAGACATAGACCGAGATacacacAGacacaCACACAGACAGACATAGACCGA GTATGGGTGTGTGTCGGTGT 3 13 2 22 162 20 59,512 59,966 46,900 41,600 2,522,490 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 152 15 3 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 1 16 4 203 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG CCCATGTTCCTGTGTGTCAGA 4 4 1 22 203 21 59,771 59,928 47,900 32,700 3,301,234 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 152 15 3 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 4 204 acacacAGACAGACATAGACCGAGATacacacAGacacACACACAGACAGACATAGACCG ACCCATGTTCCTGTGTGTCA 4 6 1 22 204 20 59,771 59,157 47,900 35,800 3,072,371 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr744_2 2 27 152 15 3 AC ACACACAGACACACACACACCGACACACACACCGA NO 0 0 16 3 203 cacacAGACAGACATAGACCGAGATacacacAGacacaCACACAGACAGACATAGACCGA ACCCATGTTCCTGTGTGTCA 3 6 2 22 204 20 59,512 59,157 46,900 35,800 3,331,462 G 217 acacacAGACAGACATAGACCGAGATacacacAGacacacacacacCGacacacacacCGacacacacAGAAACACAAACAAACCGacacacGCACACGcacacacacacacacacacacacacacacaCCGacacacacCGACACCGacacacacCCATACCGacacacacacacacAGTCTCTGacacacAGGAACATGGGTAATTAGAGCGCTG

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 12 44 191 CGGACTCACAGacacacTCAAATacacacacGCGCAAACGGACTCACAGACACACTCA GCAGGTGTGAGTGTGTGTCT 77 44 3 20 193 20 59,331 60,179 34,100 34,100 0.847607 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 12 44 192 ACGGACTCACAGacacacTCAAATacacacacGCGCAAACGGACTCACAGACACACTC GCAGGTGTGAGTGTGTGTCT 78 44 2 20 193 20 59,331 60,179 35,100 34,100 0.848149 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 12 44 193 CACGGACTCACAGacacacTCAAATacacacacGCGCA CACGGACTCACAGACACACT GCAGGTGTGAGTGTGTGTCT 79 44 1 20 193 20 59,614 60,179 35,500 34,100 0.564824 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 12 30 144 CGCATGTGcacacaAACTCACTCATacacacTCTCACTCCGCATGTGCACACAAACTCA GCAGGTGTGAGTGTGTGTCT 30 44 50 20 193 20 59,971 60,179 34,100 34,100 0.208240 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 14 34 160 ATacacacacGCGCAAACAGGTTGTGCGCATGTGcac ATACACACACGCGCAAACAG GTGTGTGTCTGTGGGTGTGA 56 34 24 20 183 20 59,765 60,108 31,600 35,800 0.342521 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 14 30 134 CGCATGTGcacacaAACTCACTCATacacacTCTCACTCCGCATGTGCACACAAACTCA GTGTGTGTCTGTGGGTGTGA 30 34 50 20 183 20 59,971 60,108 34,100 35,800 0.137064 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 16 35 161 ATacacacacGCGCAAACAGGTTGTGCGCATGTGcac ATACACACACGCGCAAACAG AGTGTGTGTCTGTGGGTGTG 56 35 24 20 184 20 59,765 60,108 31,600 38,200 0.342328 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 16 30 135 CGCATGTGcacacaAACTCACTCATacacacTCTCACTCCGCATGTGCACACAAACTCA AGTGTGTGTCTGTGGGTGTG 30 35 50 20 184 20 59,971 60,108 34,100 38,200 0.136870 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr749_2 2 100 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 16 30 137 CGCATGTGcacacaAACTCACTCATacacacTCTCACTCCGCATGTGCACACAAACTCA TGAGTGTGTGTCTGTGGGTG 30 37 50 20 186 20 59,971 59,822 34,100 46,100 0.207003 F 197 CACGGACTCACAGacacacTCAAATacacacacGCGCAAACAGGTTGTGCGCATGTGcacacaAACTCACTCATacacacTCTCACTCATACATACACCcacacacacacacacacacacacacacacaCTCACTCATACTCATGTTCATGcacacacaAACTTCACACCCACAGacacacacTCACACCTGCCGAC

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 1 1 4 83 267 GCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTGCTTGCAAACACCTGCCAAT GCAGAGAAGGGTACGCACAT 106 83 5 20 271 20 60,250 60,108 31,600 32,100 0.358133 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 4 12 173 AAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgAAGGTTGGCATGGAGAAGCA GCAGAGAAGGGTACGCACAT 12 83 99 20 271 20 59,887 60,108 39,100 32,100 0.221133 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 Apr‐75 85 266 TGCAAACACCTGCCAATGTGTATACTTCTGGGTCTG TGCAAACACCTGCCAATGTG GAGCAGAGAAGGGTACGCAC 103 85 8 20 273 20 59,896 60,459 32,100 53,400 0.563203 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 Apr‐75 83 264 TGCAAACACCTGCCAATGTGTATACTTCTGGGTCTG TGCAAACACCTGCCAATGTG GCAGAGAAGGGTACGCACAT 103 83 8 20 271 20 59,896 60,108 32,100 32,100 0.212625 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 Apr‐75 11 172 AGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgt AGGTTGGCATGGAGAAGCAT GCAGAGAAGGGTACGCACAT 11 83 100 20 271 20 59,666 60,108 37,900 32,100 0.442131 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 Apr‐75 7 168 TGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtg TGGCATGGAGAAGCATGACA GCAGAGAAGGGTACGCACAT 7 83 104 20 271 20 59,671 60,108 35,800 32,100 0.437063 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 6 37 218 TGCAAACACCTGCCAATGTGTATACTTCTGGGTCTG TGCAAACACCTGCCAATGTG CACAGGTTCTGAGGTGCACA 103 37 8 20 225 20 59,896 60,179 32,100 45,700 0.283535 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 6 37 221 GCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTGCTTGCAAACACCTGCCAAT CACAGGTTCTGAGGTGCACA 106 37 5 20 225 20 60,250 60,179 31,600 45,700 0.429044 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 6 12 127 AAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgAAGGTTGGCATGGAGAAGCA CACAGGTTCTGAGGTGCACA 12 37 99 20 225 20 59,887 60,179 39,100 45,700 0.292043 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 6 11 126 AGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgt AGGTTGGCATGGAGAAGCAT CACAGGTTCTGAGGTGCACA 11 37 100 20 225 20 59,666 60,179 37,900 45,700 0.513041 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 6 7 122 TGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtg TGGCATGGAGAAGCATGACA CACAGGTTCTGAGGTGCACA 7 37 104 20 225 20 59,671 60,179 35,800 45,700 0.507974 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr74_2 2 131 38 15 1.5 AC TGTGTGCTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_139_168 0 0 7 37 224 TTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGTTTGCTTGCAAACACCTGCC CACAGGTTCTGAGGTGCACA 109 37 2 20 225 20 60,462 60,179 48,500 45,700 0.640741 B 279 CTTTGCTTGCAAACACCTGCCAATGTGTATACTTCTGGGTCTGTGCCTTTTCTCATAAAACAGAACGTTCTATTTTATTTCTAACTGTAGCTTTGTGAAAGGTTGGCATGGAGAAGCATGACAAGAAATTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTCTGATTGGCATGTTTNTCTTTCTCTACATCATTGTGCACCTCAGAACCTGTGGTTGTAAAGGTTTTGTGAAtgtgtgTATGTGCGTACCCTTCTCTGCTCTAACAG

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 1 1 14 5 194 TCAAATTAAAGCAGCATCACGCAATTGGtctctcTcac TCAAATTAAAGCAGCATCACGCA AGAGTGTGTGGGTGTGTGAG 5 8 83 23 276 20 60,058 59,534 52,400 35,100 3,523,372 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 0 0 14 5 195 TCAAATTAAAGCAGCATCACGCAATTGGtctctcTcac TCAAATTAAAGCAGCATCACGCA GAGAGTGTGTGGGTGTGTGA 5 9 83 23 277 20 60,058 59,536 52,400 35,800 3,521,702 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 0 0 14 1 190 TTAAAGCAGCATCACGCAATTGGtctctcTcacacacac TTAAAGCAGCATCACGCAATTG GAGAGTGTGTGGGTGTGTGA 1 9 88 22 277 20 58,756 59,536 23,200 35,800 3,708,191 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 0 0 14 0 186 AAGCAGCATCACGCAATTGGtctctcTcacacacacaTa AAGCAGCATCACGCAATTGG AGAGTGTGTGGGTGTGTGAG 0 8 91 20 276 20 60,109 59,534 31,600 35,100 0.574697 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 0 0 14 0 187 AAGCAGCATCACGCAATTGGtctctcTcacacacacaTa AAGCAGCATCACGCAATTGG GAGAGTGTGTGGGTGTGTGA 0 9 91 20 277 20 60,109 59,536 31,600 35,800 0.573028 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr752_2 2 111 138 15 4 AC TCTCTCTCACACACACATACACACTCATACACTCACTNO 0 0 15 0 187 AAGCAGCATCACGCAATTGGtctctcTcacacacacaTa AAGCAGCATCACGCAATTGG GAGAGTGTGTGGGTGTGTGAG 0 8 91 20 277 21 60,109 60,539 31,600 35,100 1,648,056 G 277 GTAAATATTCCAATTAAAACATTCAGCAGCAAGCTTTtgtgtgTTTAAAATAAGAAAGGTTATTTATTCTCATGTAAATACATCAAATTAAAGCAGCATCACGCAATTGGtctctcTcacacacacaTacacacTCATACACTCActctctCATacacacacacacacacacTNACACATATacacacacacTTATACAGTCACACTCATacacacAGcacacacacacacacacacacacacacacaGACTCACNCTcacacaCCcacacaCTCTC

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 1 1 Feb‐75 15 181 TGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAa TGTTGGCATGAAATCCCAGGT TTGCTCCGACACATGCAAAG 95 15 81 21 261 20 60,203 59,407 40,000 27,700 1,795,799 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Feb‐75 15 181 TGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAa TGTTGGCATGAAATCCCAGG TTGCTCCGACACATGCAAAG 96 15 81 20 261 20 58,441 59,407 44,500 27,700 2,152,005 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Feb‐75 15 182 CTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAA CTGTTGGCATGAAATCCCAGG TTGCTCCGACACATGCAAAG 96 15 80 21 261 20 59,521 59,407 44,500 27,700 2,071,960 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Feb‐75 15 223 GCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCA GCTGGCTCTCCATTCTGCTT TTGCTCCGACACATGCAAAG 138 15 39 20 261 20 60,394 59,407 39,100 27,700 0.986717 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Feb‐75 15 226 CCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTA CCAGCTGGCTCTCCATTCTG TTGCTCCGACACATGCAAAG 141 15 36 20 261 20 60,464 59,407 30,200 27,700 1,056,650 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Feb‐75 15 228 GTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTG GTCCAGCTGGCTCTCCATTC TTGCTCCGACACATGCAAAG 143 15 34 20 261 20 60,463 59,407 26,700 27,700 1,056,111 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 3 16 240 GAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTT GAATGTTCAACGTCCAGCTGG ATTGCTCCGACACATGCAAA 153 16 23 21 262 20 59,802 58,753 48,500 36,800 2,444,369 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 3 15 240 GAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTT GAATGTTCAACGTCCAGCTGG ATTGCTCCGACACATGCAAAG 153 15 23 21 262 21 59,802 59,799 48,500 27,700 2,398,436 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 4 18 242 GAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTT GAATGTTCAACGTCCAGCTGG AAATTGCTCCGACACATGCA 153 18 23 21 264 20 59,802 58,753 48,500 39,600 2,444,369 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Apr‐75 15 107 GCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTT GCGACAGTGACTCAGTGACA TTGCTCCGACACATGCAAAG 22 15 155 20 261 20 59,969 59,407 35,800 27,700 0.623410 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Jun‐75 15 108 TGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTT TGCGACAGTGACTCAGTGAC TTGCTCCGACACATGCAAAG 23 15 154 20 261 20 59,969 59,407 36,700 27,700 0.623410 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr762_2 2 197 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_197_226 0 0 Jun‐75 15 109 CTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgT CTGCGACAGTGACTCAGTGA TTGCTCCGACACATGCAAAG 24 15 153 20 261 20 59,688 59,407 34,100 27,700 0.904740 F 308 ATTTGCTGTTGTGTTCTGCACAGAATGTTCAACGTCCAGCTGGCTCTCCATTCTGCTTGAACATCAGTGTAGCAGACATCTGTTGGCATGAAATCCCAGGTTAAGGAGATTCAAacacacTCCTACNGcccccAATATACAGCTGTTAGTNCCTGCGACAGTGACTCAGTGACATGAGTCTCtgtgtgTTTGTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGGTggggggCCCTTTGCATGTGTCGGAGCAATTTTCTTCTCAGAGATCTTGGAATAATGATGTGGCGTTTTCCTCAAT

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 4 9 100 tCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACA TCCGTGTGTTCATTTGAAACGT CCTGCAACACGAGTTCAGGA 19 9 130 22 229 20 59,321 60,250 39,900 38,600 2,928,704 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 13 103 CCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAg CCGTGTGTTCATTTGAAACGTG CAAGCCTGCAACACGAGTTC 18 13 131 22 233 20 59,219 60,041 44,900 30,100 2,822,060 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 13 104 tCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACA TCCGTGTGTTCATTTGAAACGT CAAGCCTGCAACACGAGTTC 19 13 130 22 233 20 59,321 60,041 39,900 30,100 2,719,794 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 13 201 ACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGT ACTTGGGTGACTGCAATGGG CAAGCCTGCAACACGAGTTC 118 13 33 20 233 20 60,540 60,041 40,000 30,100 0.581323 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 13 202 CACTTGGGTGACTGCAATGGGCCAGGTCGCAACTG CACTTGGGTGACTGCAATGG CAAGCCTGCAACACGAGTTC 119 13 32 20 233 20 59,400 60,041 31,600 30,100 0.640517 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 13 203 CCACTTGGGTGACTGCAATGGGCCAGGTCGCAACT CCACTTGGGTGACTGCAATG CAAGCCTGCAACACGAGTTC 120 13 31 20 233 20 59,400 60,041 28,200 30,100 0.640517 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 13 181 CCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTCCAGGTCGCAACTGTCTGAA CAAGCCTGCAACACGAGTTC 98 13 53 20 233 20 60,250 60,041 30,200 30,100 0.290827 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 9 177 CCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTCCAGGTCGCAACTGTCTGAA CCTGCAACACGAGTTCAGGA 98 9 53 20 229 20 60,250 60,250 30,200 38,600 0.499737 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr770_2 2 171 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 2 170 CCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTCCAGGTCGCAACTGTCTGAA CACGAGTTCAGGAATGCACG 98 2 53 20 222 20 60,250 59,560 30,200 53,400 0.689854 F 238 AAAGTTACAGATCGGAGCTTTAAACAATCACCACTTGGGTGACTGCAATGGGCCAGGTCGCAACTGTCTGAACTGATGCCGATTTGGTGAGTACCTACGTGTAAAtttttttttGGAtgtgtgCAtttttCCgtgtgtTCATTTGAAACGTGTCtttttttttAAAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCGTGCATTCCTGAACTCGTGTTGCAGGCTTGCCTCA

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 5 18 138 AAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAAAGCTCTTGAGGCAGACCCA ATGTTATCTTATCTGAAGTTCATGGG 44 18 92 20 229 26 61,130 57,085 45,100 40,000 10,045,111 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 139 AAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAA AAAGCTCTTGAGGCAGACCC ATGTTATCTTATCTGAAGTTCATGGG 45 18 91 20 229 26 59,963 57,085 44,600 40,000 8,952,503 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 139 AAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAAAGCTCTTGAGGCAGACCCA CATGTTATCTTATCTGAAGTTCATGGG 44 18 92 20 230 27 61,130 58,219 45,100 40,000 9,911,250 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 140 AAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAA AAAGCTCTTGAGGCAGACCC CATGTTATCTTATCTGAAGTTCATGGG 45 18 91 20 230 27 59,963 58,219 44,600 40,000 8,818,643 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 144 TCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCTCAGCAAAGCTCTTGAGGCA ATGTTATCTTATCTGAAGTTCATGGG 50 18 86 20 229 26 59,891 57,085 47,500 40,000 9,024,209 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 145 TCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCTCAGCAAAGCTCTTGAGGCA CATGTTATCTTATCTGAAGTTCATGGG 50 18 86 20 230 27 59,891 58,219 47,500 40,000 8,890,349 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 199 CCACAGTTGAAATCCTGACCACTACCTGAAATATCGCCACAGTTGAAATCCTGACCAC CATGTTATCTTATCTGAAGTTCATGGG 102 18 32 22 230 27 59,446 58,219 41,600 40,000 11,335,228 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 199 ACCACAGTTGAAATCCTGACCACTACCTGAAATATC ACCACAGTTGAAATCCTGACCA ATGTTATCTTATCTGAAGTTCATGGG 103 18 31 22 229 26 59,825 57,085 40,200 40,000 11,089,696 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr779_2 2 156 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 18 200 ACCACAGTTGAAATCCTGACCACTACCTGAAATATC ACCACAGTTGAAATCCTGACCA CATGTTATCTTATCTGAAGTTCATGGG 103 18 31 22 230 27 59,825 58,219 40,200 40,000 10,955,835 F 243 ATTTGCCTCTGAAACCttttttAAAAGAAAACCACAGTTGAAATCCTGACCACTACCTGAAATATCGGGACAGCACAGAGTGAGATCAGCAAAGCTCTTGAGGCAGACCCACCCCAACCCCNCAACAccccccccccccccccccccccccccNNacacacacacacacacacacacacacacacTCTGGcccccccACAGcccccATGAACTTCAGATAAGATAACATGAAAGTCaaaaaaT

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4 54 255 TTGGAAGGCCGAACAATGGTCGCCCACCATAAGGATTGGAAGGCCGAACAATGGT TGTGGAAGTAACATCTACAGTTCAAC 125 54 14 20 268 26 60,179 59,296 35,500 31,800 6,883,468 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 55 255 TTGGAAGGCCGAACAATGGTCGCCCACCATAAGGATTGGAAGGCCGAACAATGGT TGTGGAAGTAACATCTACAGTTCAA 125 55 14 20 268 25 60,179 58,178 35,500 26,900 7,001,417 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 155 TGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTGGTGCCAGTGAAGTAAAGAGT CAGTTCAACTGTTTCTCACCATT 40 40 97 22 251 23 59,562 57,495 32,400 31,600 7,943,194 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 159 TGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACA TGTTTGGTGCCAGTGAAGTA CAGTTCAACTGTTTCTCACCATT 46 40 93 20 251 23 57,280 57,495 22,400 31,600 8,224,704 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 160 ATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAAC ATGTTTGGTGCCAGTGAAGT CAGTTCAACTGTTTCTCACCATT 47 40 92 20 251 23 57,928 57,495 30,100 31,600 7,576,951 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 220 GTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGA GTCGCCCACCATAAGGAGTT CAGTTCAACTGTTTCTCACCATT 107 40 32 20 251 23 59,748 57,495 30,100 31,600 5,757,370 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 237 TGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTGGAAGGCCGAACAATGGTC CAGTTCAACTGTTTCTCACCATT 124 40 15 20 251 23 60,608 57,495 40,200 31,600 6,113,208 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 40 238 TTGGAAGGCCGAACAATGGTCGCCCACCATAAGGATTGGAAGGCCGAACAATGGT CAGTTCAACTGTTTCTCACCATT 125 40 14 20 251 23 60,179 57,495 35,500 31,600 5,684,148 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 56 255 TTGGAAGGCCGAACAATGGTCGCCCACCATAAGGATTGGAAGGCCGAACAATGGT TGTGGAAGTAACATCTACAGTTCA 125 56 14 20 268 24 60,179 57,586 35,500 31,800 6,592,759 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 24 130 AAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGAAGAGTCACTGAACACAGTTCA TGTTTCTCACCATTACTTTGATTCCC 24 28 113 22 242 26 57,528 59,791 31,800 39,700 10,680,503 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 24 139 AAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGAAGAGTCACTGAACACAGTTCA CAGTTCAACTGTTTCTCACCATT 24 40 113 22 251 23 57,528 57,495 31,800 31,600 9,977,077 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr797_3 3 159 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 24 139 AAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGAAGAGTCACTGAACACAGTTCA CAGTTCAACTGTTTCTCACCATTACT 24 37 113 22 251 26 57,528 59,739 31,800 22,400 10,732,841 F 295 GtttttttttGATTTGGAAGGCCGAACAATGGTCGCCCACCATAAGGAGTTTGTTTCTTTAAGCTGAGCtttttCAtgtgtgAATACTAATATGTTTGGTGCCAGTGAAGTAAAGAGTCACTGAACACAGTTCAGTGTACTTTTCCTGCATTACATAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTTtgtgtgTAAATATTAAATTTgggggAATCAAAGTAATGGTGAGAAACAGTTGAACTGTAGATGTTACTTCCACAAACTATTTAAAGGTGAtttttGTTTAA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 4 5 127 AGCGTAGGTAAACTGAGAGGCagagagTCCCACaga AGCGTAGGTAAACTGAGAGGC CAGTGTCACCTCCTGTACGG 51 5 33 21 159 20 59,523 59,756 47,000 40,200 1,721,202 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 90 ACACTCCTGATCACACTGGGCACAAGGTGACATaca ACACTCCTGATCACACTGGGC CTCAGTGTCACCTCCTGTACG 12 6 72 21 161 21 62,057 59,800 53,600 36,700 4,257,295 A 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 6 90 ACACTCCTGATCACACTGGGCACAAGGTGACATaca ACACTCCTGATCACACTGGG CTCAGTGTCACCTCCTGTACG 13 6 72 20 161 21 59,020 59,800 44,500 36,700 2,179,916 A 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 5 90 ACACTCCTGATCACACTGGGCACAAGGTGACATaca ACACTCCTGATCACACTGGG CTCAGTGTCACCTCCTGTACGG 13 5 72 20 161 22 59,020 62,028 44,500 40,200 5,007,494 A 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 108 GGCagagagTCCCACagagagACACTCCTGATCACACTGGCAGAGAGTCCCACAGAGA AGTGTCACCTCCTGTACGGT 34 4 51 20 158 20 60,613 60,179 31,000 48,300 0.792261 F 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 110 GAGGCagagagTCCCACagagagACACTCCTGATCACAGAGGCAGAGAGTCCCACAGA AGTGTCACCTCCTGTACGGT 36 4 49 20 158 20 60,613 60,179 34,100 48,300 0.792261 F 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 112 GAGAGGCagagagTCCCACagagagACACTCCTGATC GAGAGGCAGAGAGTCCCACA AGTGTCACCTCCTGTACGGT 38 4 47 20 158 20 60,613 60,179 41,700 48,300 0.792261 F 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 126 AGCGTAGGTAAACTGAGAGGCagagagTCCCACaga AGCGTAGGTAAACTGAGAGGC AGTGTCACCTCCTGTACGGT 51 4 33 21 158 20 59,523 60,179 47,000 48,300 1,656,265 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 149 CCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACCAGCATTGTATAACGTGCGA AGTGTCACCTCCTGTACGGT 74 4 10 21 158 20 59,069 60,179 51,000 48,300 2,109,473 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 4 150 TCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAA TCCAGCATTGTATAACGTGCG AGTGTCACCTCCTGTACGGT 75 4 9 21 158 20 59,069 60,179 53,400 48,300 2,109,473 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 3 125 AGCGTAGGTAAACTGAGAGGCagagagTCCCACaga AGCGTAGGTAAACTGAGAGGC GTGTCACCTCCTGTACGGTC 51 3 33 21 157 20 59,523 59,757 47,000 47,900 1,720,390 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr804_3 3 105 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 6 3 148 CCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACCAGCATTGTATAACGTGCGA GTGTCACCTCCTGTACGGTC 74 3 10 21 157 20 59,069 59,757 51,000 47,900 2,173,598 B 174 CTCCCTCTTCCAGCATTGTATAACGTGCGAAGAGCGTAGGTAAACTGAGAGGCagagagTCCCACagagagACACTCCTGATCACACTGGGCACAAGGTGACATacacacacacacacacacacacacacacacAGGGACCGTACAGGAGGTGACACTGAGacacacacacacA

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 3 20 138 CTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCCTTTGGGCTTCTGGCAATGC ACTCTGCTGCCACTAACTACA 47 20 108 20 245 21 60,391 58,752 35,600 27,400 2,638,983 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 20 139 GCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACGCTTTGGGCTTCTGGCAATG ACTCTGCTGCCACTAACTACA 48 20 107 20 245 21 60,391 58,752 28,200 27,400 2,638,983 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 20 144 ACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAAACTAGGCTTTGGGCTTCTGG ACTCTGCTGCCACTAACTACA 53 20 102 20 245 21 59,670 58,752 38,600 27,400 2,577,844 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 20 188 tttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCTCACATCACCGTCGGT ACTCTGCTGCCACTAACTACA 97 20 58 20 245 21 59,323 58,752 46,900 27,400 2,925,536 F 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 17 142 ACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAAACTAGGCTTTGGGCTTCTGG TCTGCTGCCACTAACTACAAGT 53 17 102 20 243 22 59,670 59,367 38,600 31,600 2,962,592 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT
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cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 20 130 TTCTGGCAATGCAGACCTGTAACTGACCACAATGGGTTCTGGCAATGCAGACCTGT ACTCTGCTGCCACTAACTACA 39 20 116 20 245 21 59,889 58,752 40,000 27,400 2,359,309 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr808_2 2 175 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 19 144 ACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAAACTAGGCTTTGGGCTTCTGG ACTCTGCTGCCACTAACTACAA 53 19 102 20 245 22 59,670 59,367 38,600 24,100 2,962,592 A 245 AGATCACAAAACTACTGTGTAAATGCAATTCTTTTGTTGCttttttAACATTTTAtttttCTCACATCACCGTCGGTGGCTTAGAAGGCCTAAATTTCCCTACTAGGCTTTGGGCTTCTGGCAATGCAGACCTGTAACTGACCACAATGGGCTCACTGCTTTTCTCCCCATCCTtctctctctctctctctctctctctctctcCTTGCTGTATGGAAGAAACTTGTAGTTAGTGGCAGCAGAGT

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 1 1 1 9 103 AATTCCGTGCCCAACCAGAGGTTGAACCCcacacaca AATTCCGTGCCCAACCAGAG GCCCTTGCTTGAAGACATTACT 9 22 34 20 136 22 60,609 58,915 33,500 22,400 3,693,916 A 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 2 40 246 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTGTCTCAACTGCCAAATTTCTGA GTTTCGGCTTCATATACTACAGTCA 40 129 1 22 246 25 57,164 58,729 32,700 34,100 11,106,940 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 2 40 247 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTGTCTCAACTGCCAAATTTCTGA TGTTTCGGCTTCATATACTACAGTCA 40 129 1 22 247 26 57,164 60,128 32,700 34,100 10,963,688 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 2 40 247 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTGTCTCAACTGCCAAATTTCTGA TGTTTCGGCTTCATATACTACAGT 40 131 1 22 247 24 57,164 57,783 32,700 35,500 11,052,926 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 109 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA GCCCTTGCTTGAAGACATTACT 15 22 28 20 136 22 60,252 58,915 41,200 22,400 3,336,349 A 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 158 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA TCAAAGATCATTGGAGATGGCA 15 71 28 20 185 22 60,252 57,761 41,200 49,200 4,490,991 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 167 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA GCCAGTCTTTCAAAGATCATTGGA 15 78 28 20 194 24 60,252 59,540 41,200 35,300 4,711,946 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 168 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA AGCCAGTCTTTCAAAGATCATTGG 15 79 28 20 195 24 60,252 59,538 41,200 31,600 4,713,345 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 219 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA GTTTCGGCTTCATATACTACAGTCA 15 129 28 20 246 25 60,252 58,729 41,200 34,100 6,522,379 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 220 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA TGTTTCGGCTTCATATACTACAGTCA 15 129 28 20 247 26 60,252 60,128 41,200 34,100 6,379,126 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 15 220 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA TGTTTCGGCTTCATATACTACAGT 15 131 28 20 247 24 60,252 57,783 41,200 35,500 6,468,364 F 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr80_2 2 63 30 15 1 AC CACACACACACACACACACACACACACACA NO 0 0 4 2 90 ATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcATCCACAATTCCGTGCCCAA ACTAGCTGATTAGAGGGAGAGCA 15 2 28 20 117 23 60,252 60,117 41,200 42,600 3,368,885 A 249 GTCTCAACTGCCAAATTTCTGAATTACATCCACAATTCCGTGCCCAACCAGAGGTTGAACCCcacacacacacacacacacacacacacacaTATGCTCTCCCTCTAATCAGCTAGTAATGTCTTCAAGCAAGGGCTGTtatataAAACtttttttGTAATTTTGCCATCTCCAATGATCTTTGAAAGACTGGCTTAATGGTTAGAATATTGATTAACAAATGACTGTAGTATATGAAGCCGAAACATC

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 1 1 6 17 140 GGGTGCGATGCTTAGCAATCAATGTCATTGTGATG GGGTGCGATGCTTAGCAATC CTGGCCATAAACACAGACGC 30 17 88 20 227 20 59,691 59,552 26,700 51,900 0.756794 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 6 17 141 TGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGTGGGTGCGATGCTTAGCAAT CTGGCCATAAACACAGACGC 31 17 87 20 227 20 60,394 59,552 35,600 51,900 0.842017 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 6 8 118 TGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgt TGTCATTGTGATGGGACGGC CTGGCCATAAACACAGACGC 8 17 110 20 227 20 60,676 59,552 56,800 51,900 1,124,268 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 6 7 117 GTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtg GTCATTGTGATGGGACGGCA CTGGCCATAAACACAGACGC 7 17 111 20 227 20 60,676 59,552 56,900 51,900 1,124,268 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 6 6 116 TCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgTCATTGTGATGGGACGGCAC CTGGCCATAAACACAGACGC 6 17 112 20 227 20 60,676 59,552 50,100 51,900 1,124,268 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 53 15 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 12 17 158 ACAACCATTGCATGCCATGGGTGCGATGCTTAGCAAACAACCATTGCATGCCATGG CTGGCCATAAACACAGACGC 48 17 70 20 227 20 59,749 59,552 36,600 51,900 0.698594 D 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 1 4 32 233 ATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATATGGGTGCGATGCTTAGCAA ACAATGACGTCGGGACACTC 32 91 86 20 318 20 60,394 60,039 39,100 35,100 0.432742 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 4 31 232 TGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGTGGGTGCGATGCTTAGCAAT ACAATGACGTCGGGACACTC 31 91 87 20 318 20 60,394 60,039 35,600 35,100 0.432742 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 5 72 297 TGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGA TGCTGCTGGGTTGTACTTCA TCGCCTGACTTTATCGTGTGT 114 72 4 20 300 21 59,528 59,729 30,200 37,200 1,743,423 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 5 71 296 TGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGA TGCTGCTGGGTTGTACTTCA CGCCTGACTTTATCGTGTGTC 114 71 4 20 299 21 59,528 59,346 30,200 36,700 2,126,149 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 6 30 231 GGGTGCGATGCTTAGCAATCAATGTCATTGTGATG GGGTGCGATGCTTAGCAATC ACAATGACGTCGGGACACTC 30 91 88 20 318 20 59,691 60,039 26,700 35,100 0.347519 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 7 74 299 TGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGA TGCTGCTGGGTTGTACTTCA ACTCGCCTGACTTTATCGTGT 114 74 4 20 302 21 59,528 59,455 30,200 44,900 2,016,735 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 12 48 249 ACAACCATTGCATGCCATGGGTGCGATGCTTAGCAAACAACCATTGCATGCCATGG ACAATGACGTCGGGACACTC 48 91 70 20 318 20 59,749 60,039 36,600 35,100 0.289320 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 12 48 250 ACAACCATTGCATGCCATGGGTGCGATGCTTAGCAAACAACCATTGCATGCCATGG CACAATGACGTCGGGACACT 48 92 70 20 319 20 59,749 60,320 36,600 35,500 0.570348 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr817_3 3 138 70 15 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGA GT_138_167 0 0 12 47 248 CAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAACCATTGCATGCCATGGG ACAATGACGTCGGGACACTC 47 91 71 20 318 20 60,463 60,039 40,000 35,100 0.501464 G 344 CAATGCTGCTGGGTTGTACTTCagagagtgtgtgAGAATGAttttttaaaaaGGCAAAATATTAGCTTGACAACCATTGCATGCCATGGGTGCGATGCTTAGCAATCAATGTCATTGTGATGGGACGGCACACTCAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGAGGGGTGgtgtgtgtgtgtGGGTGCAtgtgtgtgtgGCGTCTGTGTTTATGGCCAGAAtttttCGCTCGCCGGGCTGGCACATGCCCGACCTGAACAGGTGTTAAATGacacacGATAAAGTCAGGCGAGTGTCCCGACGTCATTGTGTACTtgtgtgATATTTTGGTCCGCA

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 1 1 3 40 167 TACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTG TACATCAGGCGCTGTCAGTC AGAGTTCTTGGCGTCTGACC 40 57 77 20 243 20 59,827 59,681 35,100 40,200 0.492243 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 3 40 169 TACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTG TACATCAGGCGCTGTCAGTC CGAGAGTTCTTGGCGTCTGA 40 59 77 20 245 20 59,827 59,759 35,100 32,700 0.414694 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 5 40 175 TACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTG TACATCAGGCGCTGTCAGTC CAGGTCCGAGAGTTCTTGGC 40 65 77 20 251 20 59,827 60,390 35,100 45,200 0.563953 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 65 242 GCTGCTGCATTCACCAACTCAGCCGGCGACgggggC GCTGCTGCATTCACCAACTC CAGGTCCGAGAGTTCTTGGC 107 65 10 20 251 20 60,109 60,390 30,100 45,200 0.499883 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 64 240 GCTGCTGCATTCACCAACTCAGCCGGCGACgggggC GCTGCTGCATTCACCAACTC GGTCCGAGAGTTCTTGGCG 107 64 10 20 249 19 60,109 60,446 30,100 56,900 1,555,684 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 59 233 GCTGCATTCACCAACTCAGCCGGCGACgggggCAGG GCTGCATTCACCAACTCAGC CGAGAGTTCTTGGCGTCTGA 104 59 13 20 245 20 60,109 59,759 42,600 32,700 0.350625 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 59 236 GCTGCTGCATTCACCAACTCAGCCGGCGACgggggC GCTGCTGCATTCACCAACTC CGAGAGTTCTTGGCGTCTGA 107 59 10 20 245 20 60,109 59,759 30,100 32,700 0.350625 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 57 231 GCTGCATTCACCAACTCAGCCGGCGACgggggCAGG GCTGCATTCACCAACTCAGC AGAGTTCTTGGCGTCTGACC 104 57 13 20 243 20 60,109 59,681 42,600 40,200 0.428173 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 6 17 139 TTCACCTCCTGACCTCCCCAATTGcccccACACCCcac TTCACCTCCTGACCTCCC GTTCTTGGCGTCTGACCC 17 56 102 18 240 18 57,439 58,032 43,000 44,600 8,528,870 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr826_2 2 137 30 15 1 AC CACACACACACACACACACACACACACACA CA_137_166 0 0 7 65 243 GGCTGCTGCATTCACCAACTCAGCCGGCGACggggg GGCTGCTGCATTCACCAAC CAGGTCCGAGAGTTCTTGGC 109 65 9 19 251 20 60,080 60,390 37,700 45,200 1,470,769 F 251 CCTCTCCGGGCTGCTGCATTCACCAACTCAGCCGGCGACgggggCAGGGGTGGAGAGGAGAGGGTGGGGTCCTGAATACATCAGGCGCTGTCAGTCCCGGCTTCACCTCCTGACCTCCCCAATTGcccccACACCCcacacacacacacacacacacacacacacaCNCANCNNcccccNNccccccTCGGGGCTTCNAGGTCATgggggggTGAGGAGAgggggTCAGACGCCAAGAACTCTCGGACCTG

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 2 57 268 GGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAGGTAACTGCATGCACCCTTT TGATGGCCTGACCTTTGTGA 141 57 9 20 276 20 58,743 59,230 31,100 35,800 2,027,312 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 2 54 265 GGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAGGTAACTGCATGCACCCTTT TGGCCTGACCTTTGTGAGAC 141 54 9 20 273 20 58,743 59,891 31,100 33,600 1,365,397 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 2 53 264 GGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAGGTAACTGCATGCACCCTTT GGCCTGACCTTTGTGAGACA 141 53 9 20 272 20 58,743 59,891 31,100 34,100 1,365,397 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 2 44 167 CAACAAGCAATCTCACGCCCAACATGATGAGAGCT CAACAAGCAATCTCACGCCC GGCCTGACCTTTGTGAGACA 44 53 106 20 272 20 60,110 59,891 61,300 34,100 0.218182 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 2 41 164 CAAGCAATCTCACGCCCAACATGATGAGAGCTAGC CAAGCAATCTCACGCCCAAC GGCCTGACCTTTGTGAGACA 41 53 109 20 272 20 60,110 59,891 37,700 34,100 0.218182 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 2 41 165 CAAGCAATCTCACGCCCAACATGATGAGAGCTAGC CAAGCAATCTCACGCCCAAC TGGCCTGACCTTTGTGAGAC 41 54 109 20 273 20 60,110 59,891 37,700 33,600 0.218182 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 3 23 139 CCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCCCAACATGATGAGAGCTAGCTGA TTGTGAGACAAGACGAAAGTATGG 23 39 124 23 262 24 60,181 59,011 42,600 27,400 8,170,007 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 24 139 CCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCCCAACATGATGAGAGCTAGCTG TTGTGAGACAAGACGAAAGTATGGA 24 38 124 22 262 25 58,868 60,221 42,400 34,100 8,353,522 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 24 139 CCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCCCAACATGATGAGAGCTAGCTG TTGTGAGACAAGACGAAAGTATGG 24 39 124 22 262 24 58,868 59,011 42,400 27,400 8,120,700 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 54 191 GATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTGATTGATGTCTGCAAGCCGC TGGCCTGACCTTTGTGAGAC 67 54 83 20 273 20 60,248 59,891 65,300 33,600 0.356961 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 53 190 GATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTGATTGATGTCTGCAAGCCGC GGCCTGACCTTTGTGAGACA 67 53 83 20 272 20 60,248 59,891 65,300 34,100 0.356961 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr83_2 2 170 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 53 191 GGATTGATGTCTGCAAGCCGCACTCAACAAGCAAT GGATTGATGTCTGCAAGCCG GGCCTGACCTTTGTGAGACA 68 53 82 20 272 20 59,620 59,891 55,200 34,100 0.488254 F 329 GGTGGATAGGTAACTGCATGCACCCTTTATGTAAGATTTGTAAAAGAATAACGATTANGCtttttGGGTTTGAGTTCCAGAGGATTGATGTCTGCAAGCCGCACTCAACAAGCAATCTCACGCCCAACATGATGAGAGCTAGCTGAttttttATTCGAAGCAGAAACGTtctctctctctctctctctctctctctctcNTNTNTNTNTAAGAGTGGCTAACATGACtttttCACCCTCCATACTTTCGTCTTGTCTCACAAAGGTCAGGCCATCAAATTAAATTCTAAAGTGTGGGGCAGTTTTATTCTATTTCTCAGTTTATTCATC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 2 16 129 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTAT ACCTACATTGTCTTCACAGTTAGA 16 39 79 20 207 24 57,073 57,334 19,800 21,000 9,592,770 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 16 121 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTAT TGTCTTCACAGTTAGAAAGTCTGA 16 31 79 20 199 24 57,073 57,535 19,800 32,700 9,392,217 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 15 121 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTATT TGTCTTCACAGTTAGAAAGTCTGA 15 31 79 21 199 24 57,794 57,535 17,300 32,700 9,671,223 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 78 232 AGCACCAAATACAACATGCGTACAAAGTCAGAAAA AGCACCAAATACAACATGCGT TGAGGGAACTTGTGCAGTGTT 78 82 16 21 247 21 59,114 60,065 52,400 33,200 2,950,645 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 83 240 TGAACATTAGCACCAAATACAACATGCGTACAAAG TGAACATTAGCACCAAATACAACA TGAGGGAACTTGTGCAGTGT 83 83 8 24 247 20 57,359 59,454 33,300 35,500 7,187,291 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 83 241 CTGAACATTAGCACCAAATACAACATGCGTACAAAGCTGAACATTAGCACCAAATACAACA TGAGGGAACTTGTGCAGTGT 83 83 7 25 247 20 58,323 59,454 33,300 35,500 7,223,072 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 83 242 aCTGAACATTAGCACCAAATACAACATGCGTACAAAACTGAACATTAGCACCAAATACAACA TGAGGGAACTTGTGCAGTGT 83 83 6 26 247 20 59,736 59,454 33,300 35,500 6,810,414 F 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 80 240 GAACATTAGCACCAAATACAACATGCGTACAAAGT GAACATTAGCACCAAATACAACATGC TTGAGGGAACTTGTGCAGTGT 80 83 9 26 248 21 59,965 60,065 40,600 35,500 7,099,656 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 78 231 GCACCAAATACAACATGCGTACAAAGTCAGAAAAT GCACCAAATACAACATGCGT TGAGGGAACTTGTGCAGTGT 78 83 17 20 247 20 57,654 59,454 52,400 35,500 2,892,221 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 78 232 AGCACCAAATACAACATGCGTACAAAGTCAGAAAA AGCACCAAATACAACATGCGT TGAGGGAACTTGTGCAGTGT 78 83 16 21 247 20 59,114 59,454 52,400 35,500 2,432,009 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 16 169 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTAT TGAGGGAACTTGTGCAGTGT 16 83 79 20 247 20 57,073 59,454 19,800 35,500 3,472,900 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 15 169 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTATT TGAGGGAACTTGTGCAGTGT 15 83 79 21 247 20 57,794 59,454 17,300 35,500 3,751,906 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr847_2 2 115 30 15 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 13 169 GCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTt GCTGAGGGCTGTCATTCTATTTG TGAGGGAACTTGTGCAGTGT 13 83 79 23 247 20 59,685 59,454 23,200 35,500 3,860,757 A 272 TaaaaaCTGAACATTAGCACCAAATACAACATGCGTACAAAGTCAGAAAATGAATTCTGATGTAAACAATGGTCAAAAGCTGAGGGCTGTCATTCTATTTGTATCCCTTATCTTtctctctctctctctctctctctctctctcGATNTCTTAAAGTGATTAGTGATTAGAAAGTTCAGACTTTCTAACTGTGAAGACAATGTAGGTAAAATCAGGTATGATGANTAACACTGCACAAGTTCCCTCAATAAAAGAACTTAATTACACTGAAC

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 5 7 121 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACA GAGTGCCTTTCTGCATCCCT 7 43 20 21 140 20 58,497 60,035 37,200 42,000 2,538,001 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 7 184 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACA TCACAAACTGCTGCAGTCCA 7 106 20 21 203 20 58,497 60,107 37,200 40,200 2,610,594 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 7 193 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACA GAGCTGCCTTCACAAACTGC 7 115 20 21 212 20 58,497 60,040 37,200 44,000 2,543,038 F 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 7 243 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACA TAGGCCAGCGTTAACTGCC 7 166 20 21 262 19 58,497 60,079 37,200 48,500 3,582,038 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 121 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG GAGTGCCTTTCTGCATCCCT 6 43 20 22 140 20 59,515 60,035 36,600 42,000 2,520,096 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 122 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG TGAGTGCCTTTCTGCATCCC 6 44 20 22 141 20 59,515 60,323 36,600 38,500 2,808,242 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 184 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG TCACAAACTGCTGCAGTCCA 6 106 20 22 203 20 59,515 60,107 36,600 40,200 2,592,689 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 188 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG GCCTTCACAAACTGCTGCAG 6 110 20 22 207 20 59,515 60,318 36,600 44,100 2,803,870 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 190 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG CTGCCTTCACAAACTGCTGC 6 112 20 22 209 20 59,515 60,318 36,600 52,500 2,803,870 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 191 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG GCTGCCTTCACAAACTGCTG 6 113 20 22 210 20 59,515 60,318 36,600 44,100 2,803,870 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 193 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG GAGCTGCCTTCACAAACTGC 6 115 20 22 212 20 59,515 60,040 36,600 44,000 2,525,134 F 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 197 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG TGGTGAGCTGCCTTCACAAA 6 119 20 22 216 20 59,515 60,107 36,600 28,300 2,592,195 F 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 237 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG AGCGTTAACTGCCCATTCCT 6 159 20 22 256 20 59,515 59,672 36,600 33,600 2,813,684 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 243 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG TAGGCCAGCGTTAACTGCC 6 166 20 22 262 19 59,515 60,079 36,600 48,500 3,564,134 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr860_2 2 48 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 5 6 244 CCCTGCAAACATGTAGACACAGAGAAAAacacacacaCCCTGCAAACATGTAGACACAG CTAGGCCAGCGTTAACTGCC 6 166 20 22 263 20 59,515 61,090 36,600 48,500 3,575,478 B 289 GACATACACATACAGACACCCCTGCAAACATGTAGACACAGAGAAAAacacacacacacacacacacacacacacacATGGAAAGACACTGGGATAGCTACAAAATcacacaCGTTACACAGGGATGCAGAAAGGCACTCATGCACANGCCCTCACAGCACTGTGAGGCGTACCTACACCACATGGACTGCAGCAGTTTGTGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGGAATGGGCAGTTAACGCTGGCCTAGCCAGCGAAGCCCACATCCCGTGAATG

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 1 1 15 16 140 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT CACACACAGACACACACGC 48 16 5 27 144 19 59,110 59,652 42,000 53,400 9,238,377 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 0 0 15 2 90 AGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgt AGACCCATATTACCTTGTGTGTGT ACACACAGACACACACGCA 2 15 54 24 143 19 59,711 60,079 37,200 52,400 5,368,100 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 0 0 15 2 91 AGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgt AGACCCATATTACCTTGTGTGTGT CACACACAGACACACACGC 2 16 54 24 144 19 59,711 59,652 37,200 53,400 5,636,876 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 0 0 16 16 141 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT ACACACACAGACACACACGC 48 16 5 27 145 20 59,110 61,359 42,000 53,400 9,248,852 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 0 0 16 15 140 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT CACACACAGACACACACGCA 48 15 5 27 144 20 59,110 61,358 42,000 52,400 9,248,118 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_80_109 0 0 16 2 91 AGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgt AGACCCATATTACCTTGTGTGTGT CACACACAGACACACACGCA 2 15 54 24 144 20 59,711 61,358 37,200 52,400 5,646,617 F 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 1 18 7 209 CACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT ACACGTCTCTCTCACACACA 48 7 6 26 214 20 57,940 58,610 42,000 37,200 9,449,354 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 18 7 210 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCCT ACACGTCTCTCTCACACACA 48 7 5 27 214 20 59,110 58,610 42,000 37,200 9,279,682 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 18 7 210 TCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATCACATTTAACAATCTCTGATTTCCC ACACGTCTCTCTCACACACA 49 7 5 26 214 20 57,945 58,610 39,700 37,200 9,444,834 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 18 2 159 ACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtg ACCCATATTACCTTGTGTGTGT ACACGTCTCTCTCACACACA 2 7 56 22 214 20 57,349 58,610 37,200 37,200 6,040,528 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 18 2 160 GACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgt GACCCATATTACCTTGTGTGTGT ACACGTCTCTCTCACACACA 2 7 55 23 214 20 58,414 58,610 37,200 37,200 5,975,434 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 108 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 18 2 161 AGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgt AGACCCATATTACCTTGTGTGTGT ACACGTCTCTCTCACACACA 2 7 54 24 214 20 59,711 58,610 37,200 37,200 5,678,182 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 158 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 1 4 2 212 ACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtg ACCCATATTACCTTGTGTGTGT TACTACCTCAGAGCGCACAC 2 10 56 22 267 20 57,349 59,191 37,200 38,200 5,460,357 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 158 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 5 2 213 GACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgt GACCCATATTACCTTGTGTGTGT TACTACCTCAGAGCGCACAC 2 10 55 23 267 20 58,414 59,191 37,200 38,200 5,395,264 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr870_2 2 80 158 15 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGGGTG_80_109 0 0 6 2 214 AGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgt AGACCCATATTACCTTGTGTGTGT TACTACCTCAGAGCGCACAC 2 10 54 24 267 20 59,711 59,191 37,200 38,200 5,098,011 G 267 AATATCACATTTAACAATCTCTGATTTCCCTTTTGAGTGGATTATAGGTCATTAGACCCATATTACCTtgtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNGGGTGAGACCGTGTGCgtgtgtgtCtgtgtgtgTAagagagACgtgtgtCTATGTCtgtgtgtgtgagagagagagACTTGTAtgtgtgtgagagagACGTGTATGTGAGAGgtgtgtgtgtgtgtATTTCTGTGCGTGTGCGCTCTGAGGTAGTA

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 1 1 4 36 226 ATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCT ATCGTGGCCTGAAGCACTTC CTCACTGGACTGCAGTCGTT 94 36 43 20 268 20 60,675 59,967 30,100 38,500 0.707572 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 4 35 225 ATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCT ATCGTGGCCTGAAGCACTTC TCACTGGACTGCAGTCGTTC 94 35 43 20 267 20 60,675 59,968 30,100 39,500 0.707025 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 6 36 216 GAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTGAAGCACTTCCTCTCTCCCG CTCACTGGACTGCAGTCGTT 84 36 53 20 268 20 59,825 59,967 51,400 38,500 0.207294 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 6 35 215 GAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTGAAGCACTTCCTCTCTCCCG TCACTGGACTGCAGTCGTTC 84 35 53 20 267 20 59,825 59,968 51,400 39,500 0.206747 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 7 7 136 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT GGACTGCAGTCGTTCGATGT 7 30 127 23 262 20 59,339 60,389 28,500 30,600 4,049,318 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 7 7 137 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT TGGACTGCAGTCGTTCGATG 7 31 127 23 263 20 59,339 60,389 28,500 38,400 4,049,189 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 7 7 138 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT CTGGACTGCAGTCGTTCGAT 7 32 127 23 264 20 59,339 60,109 28,500 35,900 3,769,755 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 7 7 141 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT TCACTGGACTGCAGTCGTTC 7 35 127 23 267 20 59,339 59,968 28,500 39,500 3,692,799 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 7 7 142 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT CTCACTGGACTGCAGTCGTT 7 36 127 23 268 20 59,339 59,967 28,500 38,500 3,693,347 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 95 299 CTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctc CTCTCACTCCTCCATCGTGG TGGAAGTGGGTGAGTTACTGC 107 95 30 20 328 21 59,256 59,928 49,400 44,000 1,815,388 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 95 300 CCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctc CCTCTCACTCCTCCATCGTG TGGAAGTGGGTGAGTTACTGC 108 95 29 20 328 21 59,256 59,928 43,500 44,000 1,815,388 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 94 300 CCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCct CCCTCTCACTCCTCCATCGT GGAAGTGGGTGAGTTACTGCT 109 94 28 20 327 21 60,396 59,652 37,300 42,400 1,744,453 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 36 241 CCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCct CCCTCTCACTCCTCCATCGT CTCACTGGACTGCAGTCGTT 109 36 28 20 268 20 60,396 59,967 37,300 38,500 0.429094 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 35 240 CCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCct CCCTCTCACTCCTCCATCGT TCACTGGACTGCAGTCGTTC 109 35 28 20 267 20 60,396 59,968 37,300 39,500 0.428547 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 8 32 237 CCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCct CCCTCTCACTCCTCCATCGT CTGGACTGCAGTCGTTCGAT 109 32 28 20 264 20 60,396 60,109 37,300 35,900 0.505502 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 10 77 295 TTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTT TTCCTCTCTCCCGCTGTCTC TGGCTCTTCAGTGAAAGACCC 77 121 60 20 354 21 60,682 59,928 33,600 44,600 1,753,895 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 75 293 CctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtct CCTCTCTCCCGCTGTCTCTT TGGCTCTTCAGTGAAAGACCC 75 121 62 20 354 21 60,683 59,928 28,500 44,600 1,755,186 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 53 233 GAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTGAAGCACTTCCTCTCTCCCG GAGGGTCCAATTGGCCTCTC 84 53 53 20 285 20 59,825 60,107 51,400 32,000 0.281584 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 53 258 CCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCct CCCTCTCACTCCTCCATCGT GAGGGTCCAATTGGCCTCTC 109 53 28 20 285 20 60,396 60,107 37,300 32,000 0.503384 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 36 182 TCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTT TCCCTCTAGCTTTCTCTCACGA CTCACTGGACTGCAGTCGTT 48 36 87 22 268 20 60,026 59,967 43,500 38,500 2,058,846 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 35 181 TCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTT TCCCTCTAGCTTTCTCTCACGA TCACTGGACTGCAGTCGTTC 48 35 87 22 267 20 60,026 59,968 43,500 39,500 2,058,299 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 32 178 TCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTT TCCCTCTAGCTTTCTCTCACGA CTGGACTGCAGTCGTTCGAT 48 32 87 22 264 20 60,026 60,109 43,500 35,900 2,135,254 F 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr881_3 3 157 56 15 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTNO 0 0 12 7 159 TCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctct TCCCTTTCCCATTGTTACCTTCT GAGGGTCCAATTGGCCTCTC 7 53 127 23 285 20 59,339 60,107 28,500 32,000 3,767,636 B 379 acacacactctctcACAGACACTCTGCCCCTCTCACTCCTCCATCGTGGCCTGAAGCACTTCctctctCCCGCTGTCTCTTACCCCTCCCTCTAGCTTtctctcACGATCATTTGTTTTCCTCTTTTCCCTTTCCCATTGTTACCTTCTCTATCTGtctctctctctctctctctctctctctctcCctctctctTtctctctctctctctcCCTCCTCAGTTTTCCCTACCTATTATCGAAACATCGAACGACTGCAGTCCAGTGAGAGGCCAATTGGACCCTCGTATCTGTCCTGACTCCTTGAAGCAGTAACTCACCCACTTCCATTTAGGGGTCTTTCACTGAAGAGCCACAAATAtttttCCTGGTCAGGCCAT

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 1 1 Dec‐75 6 205 CCCGCTCCctctctGATTACAACTCGATCGTTCTGAAT CCCGCTCCCTCTCTGATTAC CGAGAGAGACAGCGAGAGAC 74 6 21 20 225 20 59,323 59,349 18,900 33,600 1,327,248 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 0 0 14 11 186 CGATCGTTCTGAATCTTCAACCACTATGTCTCCATTT CGATCGTTCTGAATCTTCAACCAC TAGAGCGAGAGAGACAGCGA 46 11 45 24 230 20 60,202 59,824 41,600 49,300 4,377,617 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 0 0 14 11 186 CGATCGTTCTGAATCTTCAACCACTATGTCTCCATTT CGATCGTTCTGAATCTTCAACCA TAGAGCGAGAGAGACAGCGA 47 11 45 23 230 20 59,073 59,824 36,700 49,300 4,102,517 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 0 0 14 11 187 TCGATCGTTCTGAATCTTCAACCACTATGTCTCCATT TCGATCGTTCTGAATCTTCAACC TAGAGCGAGAGAGACAGCGA 48 11 44 23 230 20 58,826 59,824 37,700 49,300 4,349,998 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 0 0 14 11 209 CCGCTCCctctctGATTACAACTCGATCGTTCTGAATC CCGCTCCCTCTCTGATTACA TAGAGCGAGAGAGACAGCGA 73 11 22 20 230 20 58,596 59,824 24,100 49,300 1,579,804 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr892_4 4 115 85 15 2 AG TCTCTCTCTCTGTGTGCTTCTTTTACACTTTCTGNCTCNO 0 0 14 11 210 CCCGCTCCctctctGATTACAACTCGATCGTTCTGAAT CCCGCTCCCTCTCTGATTAC TAGAGCGAGAGAGACAGCGA 74 11 21 20 230 20 59,323 59,824 18,900 49,300 0.852726 G 258 CTcccccTTTGTCTGCCTGCCCCGCTCCctctctGATTACAACTCGATCGTTCTGAATCTTCAACCACTATGTCTCCATTTCTCTTActctctATATTATTCCTCAACCTATTGtctctctctctgtgtgCTTCTTTTACACTTTCTGNctctctctctctctctctCNctctctctctctctctctctctctctctctATGTCTGtctctcGCTGtctctctcGCTCTATCTATCTTATATTACTACCCTCAAGTTA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 1 7 0 128 AGtctctcTGGATATCTCACTCActctcttctctctctctctctcAGTCTCTCTGGATATCTCACTCA TGTCTGTAAGTGGGCGCATT 0 33 126 23 253 20 57,355 59,964 34,100 35,600 5,681,219 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 8 0 129 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGTCTGTAAGTGGGCGCATT 0 33 125 24 253 20 58,624 59,964 34,100 35,600 5,411,936 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 8 0 189 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA GCCTTGTGTGTCAGTGCATC 0 93 125 24 313 20 58,624 59,761 34,100 39,100 5,615,120 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 8 0 215 AGtctctcTGGATATCTCACTCActctcttctctctctctctctcAGTCTCTCTGGATATCTCACTCA TGTATGTGTGTGTCCAGGCG 0 120 126 23 340 20 57,355 60,320 34,100 55,200 5,965,389 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 8 0 216 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGTATGTGTGTGTCCAGGCG 0 120 125 24 340 20 58,624 60,320 34,100 55,200 5,696,106 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 9 1 216 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTC TGTATGTGTGTGTCCAGGCG 1 120 125 23 340 20 57,053 60,320 35,100 55,200 6,267,562 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 10 0 141 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGCATCTGCGTGTGTCTGTA 0 45 125 24 265 20 58,624 59,683 34,100 27,400 5,692,613 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 12 0 135 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGCGTGTGTCTGTAAGTGGG 0 39 125 24 259 20 58,624 60,250 34,100 46,100 5,625,472 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 12 0 146 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA ATCTGTGCATCTGCGTGTGT 0 50 125 24 270 20 58,624 60,321 34,100 37,200 5,696,806 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 Dec‐75 0 246 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGTGTTTGTGTGAGTATTTGTGCA 0 146 125 24 370 24 58,624 59,843 34,100 45,700 9,532,511 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 13 0 240 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGTGTGAGTATTTGTGCATGTGT 0 141 125 24 364 23 58,624 59,118 34,100 37,200 9,258,060 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 149 52 15 1.5 AG CTCTCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTNO 0 0 14 0 240 CAGtctctcTGGATATCTCACTCActctcttctctctctctctc CAGTCTCTCTGGATATCTCACTCA TGTGTGAGTATTTGTGCATGTGTG 0 140 125 24 364 24 58,624 60,261 34,100 38,200 9,636,886 F 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 1 3 12 238 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT GCCTTGTGTGTCAGTGCATC 12 93 76 20 313 20 60,035 59,761 31,600 39,100 0.274018 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 4 29 255 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT GCCTTGTGTGTCAGTGCATC 29 93 59 20 313 20 59,533 59,761 49,300 39,100 0.706311 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 6 12 178 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT TGTCTGTAAGTGGGCGCATT 12 33 76 20 253 20 60,035 59,964 31,600 35,600 0.070834 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 6 10 176 TGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTGCCACTCTTCCTCCATTCC TGTCTGTAAGTGGGCGCATT 10 33 78 20 253 20 59,379 59,964 30,100 35,600 0.656719 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 8 29 282 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGTATGTGTGTGTCCAGGCG 29 120 59 20 340 20 59,533 60,320 49,300 55,200 0.787297 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 8 12 265 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT TGTATGTGTGTGTCCAGGCG 12 120 76 20 340 20 60,035 60,320 31,600 55,200 0.355004 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 10 12 190 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT TGCATCTGCGTGTGTCTGTA 12 45 76 20 265 20 60,035 59,683 31,600 27,400 0.351511 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 12 29 291 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT GCATGTGTGTGTATGTGTGTGT 29 127 59 20 349 22 59,533 59,710 49,300 37,200 2,757,330 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 12 29 292 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGCATGTGTGTGTATGTGTGTG 29 128 59 20 350 22 59,533 59,710 49,300 38,200 2,757,057 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 12 12 184 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT TGCGTGTGTCTGTAAGTGGG 12 39 76 20 259 20 60,035 60,250 31,600 46,100 0.284370 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 12 12 195 GCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctcGCTGCCACTCTTCCTCCATT ATCTGTGCATCTGCGTGTGT 12 50 76 20 270 20 60,035 60,321 31,600 37,200 0.355704 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr905_2 2 108 93 15 2 AG TCTCTCTCTCTTTCTCACAGTCTCTCTGGATATCTCACTC_108_117 0 0 14 29 294 tcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCC TCATCATCATGCCACTCGCT TGTGCATGTGTGTGTATGTGTG 29 130 59 20 352 22 59,533 59,710 49,300 38,200 2,757,057 G 378 TAACAGCCACACTTAAAGAATCAAACAGACTAACGTTGACCAAAACACCAGTACAGAatcatcatcATGCCACTCGCTGCCACTCTTCCTCCATTCCTCTCCCTCTAtctctctctcTTTCTCACAGtctctcTGGATATCTCACTCActctcttctctctctctctctctctctctctctctcTGtctctcTAtctctcAATTTCTCACATACACaaaaaCAAACACANACAAATGCGCCCACTTACAGacacacGCAGATGCACAGATAAATGCACAAATATGCATACACAGATGCACTGacacacAAGgcgcgcACGCGCCTGGacacacacATacacacacATGCACAAATACTcacacaAACACAATTATACA

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 1 1 4 16 147 GCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATAGCACATGCTATAGGCCTTCTCT GCAGTGAGAAACAAACAGGTGG 41 16 142 22 288 22 59,962 60,224 31,000 46,100 4,261,866 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 4 16 166 GCCATGAACTATTCCCAGAGCACATGCTATAGGCCTGCCATGAACTATTCCCAGAGC GCAGTGAGAAACAAACAGGTGG 61 16 123 21 288 22 58,775 60,224 40,900 46,100 4,449,039 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 4 16 167 AGCCATGAACTATTCCCAGAGCACATGCTATAGGCCAGCCATGAACTATTCCCAGAGC GCAGTGAGAAACAAACAGGTGG 61 16 122 22 288 22 60,159 60,224 40,900 46,100 4,382,268 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 4 15 166 AGCCATGAACTATTCCCAGAGCACATGCTATAGGCCAGCCATGAACTATTCCCAGAGC CAGTGAGAAACAAACAGGTGGG 61 15 122 22 287 22 60,159 59,641 40,900 46,100 4,517,595 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 Jun‐25 1 104 TAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgTAACCGAGAGTGGCTCAGGA CAGTGAGAAACAAACAGGTGGG 1 15 184 20 287 22 59,961 59,641 38,600 46,100 2,398,079 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 Jun‐25 1 105 TAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgTAACCGAGAGTGGCTCAGGA GCAGTGAGAAACAAACAGGTGG 1 16 184 20 288 22 59,961 60,224 38,600 46,100 2,262,752 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 Jun‐25 1 106 TAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgTAACCGAGAGTGGCTCAGGA TGCAGTGAGAAACAAACAGGTG 1 17 184 20 289 22 59,961 59,577 38,600 40,000 2,462,365 B 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 11 25 142 CCTtctctcAAGGCCTGGTCCATATTGATAACCGAGA CCTTCTCTCAAGGCCTGGTC CAGAGAGATGCAGTGAGAAACA 29 25 156 20 297 22 59,748 58,077 40,200 28,300 4,174,544 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 12 25 141 CTtctctcAAGGCCTGGTCCATATTGATAACCGAGAG CTTCTCTCAAGGCCTGGTCC CAGAGAGATGCAGTGAGAAACA 28 25 157 20 297 22 59,748 58,077 44,600 28,300 4,174,544 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 15 18 190 acacacacATGTacacacacATAGCCATGAACTATTCCC ACACACACATGTACACACACA TGCAGTGAGAAACAAACAGGT 84 18 100 21 289 21 58,021 58,278 37,200 40,000 5,701,334 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 15 17 190 acacacacATGTacacacacATAGCCATGAACTATTCCC ACACACACATGTACACACACA TGCAGTGAGAAACAAACAGGTG 84 17 100 21 289 22 58,021 59,577 37,200 40,000 5,402,425 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 205 46 15 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNNNG TG_205_234 0 0 16 17 190 acacacacATGTacacacacATAGCCATGAACTATTCCC ACACACACATGTACACACACAT TGCAGTGAGAAACAAACAGGTG 83 17 100 22 289 22 58,459 59,577 32,100 40,000 5,963,802 F 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 1 22 ‐133 284 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG CAGTGAGAAACAAACAGGTGGG ‐133 15 168 22 287 22 58,926 59,641 44,400 46,100 5,433,310 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 22 ‐133 285 GCCTGGTCCATATTGATAACCGNNNNTNNNTNNN GCCTGGTCCATATTGATAACCG GCAGTGAGAAACAAACAGGTGG ‐133 16 168 22 288 22 58,926 60,224 44,400 46,100 5,297,984 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 ‐132 287 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC GCAGTGAGAAACAAACAGGTGG ‐132 16 166 23 288 22 59,925 60,224 28,500 46,100 5,298,110 D 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 ‐132 290 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC GATGCAGTGAGAAACAAACAGGT ‐132 18 166 23 291 23 59,925 59,684 28,500 40,000 6,390,846 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 ‐132 290 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC GATGCAGTGAGAAACAAACAGG ‐132 19 166 23 291 22 59,925 58,106 28,500 40,000 6,968,259 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr913_3 3 57 194 15 3 AC TGTGTGTGTGGCATATGTATACACAAGCCACACACATG_57_66 0 0 23 ‐132 291 AGGCCTGGTCCATATTGATAACCGNNNNTNNNTN AGGCCTGGTCCATATTGATAACC AGATGCAGTGAGAAACAAACAGG ‐132 19 166 23 292 23 59,925 59,433 28,500 40,000 6,641,702 G 297 AAGGCCTGGTCCATATTGATAACCGNNNNTNNNTNNNGNNNNTGNNTNTGTATGTTtgtgtgtgtgGCATATGTATACACAAGCcacacacacaAACATacacacacATGTacacacacATAGCCATGAACTATTCCCAGAGCACATGCTATAGGCCTtctctcAAGGCCTGGTCCATATTGATAACCGAGAGTGGCTCAGGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNNggtgggtgggtgGCGTGTCTCTTTGTCCCCACCTGTTTGTTTCTCACTGCAtctctcTG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 1 1 Dec‐75 18 190 CATAACTAATGCGGCGGGTTTGGGACGATACTGCG CATAACTAATGCGGCGGGTT AATTCACACTCTCACACCCACT 100 18 4 20 193 22 58,695 59,560 41,100 40,000 3,744,708 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 18 190 CATAACTAATGCGGCGGGTTTGGGACGATACTGCG CATAACTAATGCGGCGGGTTT AATTCACACTCTCACACCCACT 99 18 4 21 193 22 59,326 59,560 32,700 40,000 4,113,428 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 17 109 CCACCCGCTACCACACTTAGTGCAAATCTGCGACGACCACCCGCTACCACACTTAG TCACACTCTCACACCCACTC 22 17 82 20 190 20 60,108 58,959 21,800 35,100 1,148,975 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 17 113 TTAACCACCCGCTACCACACTTAGTGCAAATCTGCG TTAACCACCCGCTACCACAC TCACACTCTCACACCCACTC 26 17 78 20 190 20 59,965 58,959 38,200 35,100 1,075,823 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 17 150 AGAAGCAGTCATTGTGGCCAATGGGTAAAATATCG AGAAGCAGTCATTGTGGCCA TCACACTCTCACACCCACTC 63 17 41 20 190 20 59,889 58,959 53,600 35,100 1,151,708 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 17 166 GGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCGGGACGATACTGCGTGAGAA TCACACTCTCACACCCACTC 79 17 25 20 190 20 59,545 58,959 28,700 35,100 1,495,247 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 Dec‐75 17 168 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG TCACACTCTCACACCCACTC 81 17 23 20 190 20 59,827 58,959 35,100 35,100 1,213,224 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 13.75 19 190 TAACTAATGCGGCGGGTTTGGGACGATACTGCGTG TAACTAATGCGGCGGGTTTG CAAATTCACACTCTCACACCCAC 98 19 6 20 195 23 58,912 59,996 29,300 46,100 4,091,995 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 13.75 17 114 TTAACCACCCGCTACCACACTTAGTGCAAATCTGCG TTAACCACCCGCTACCACAC TTCACACTCTCACACCCACTC 26 17 78 20 191 21 59,965 59,587 38,200 35,100 1,447,886 B 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 12 108 TTAACCACCCGCTACCACACTTAGTGCAAATCTGCG TTAACCACCCGCTACCACAC CTCTCACACCCACTCACACA 26 12 78 20 185 20 59,965 59,247 38,200 37,200 0.787834 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 12 145 AGAAGCAGTCATTGTGGCCAATGGGTAAAATATCG AGAAGCAGTCATTGTGGCCA CTCTCACACCCACTCACACA 63 12 41 20 185 20 59,889 59,247 53,600 37,200 0.863719 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 11 103 CCACCCGCTACCACACTTAGTGCAAATCTGCGACGACCACCCGCTACCACACTTAG TCTCACACCCACTCACACAC 22 11 82 20 184 20 60,108 59,536 21,800 38,200 0.572365 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 11 107 TTAACCACCCGCTACCACACTTAGTGCAAATCTGCG TTAACCACCCGCTACCACAC TCTCACACCCACTCACACAC 26 11 78 20 184 20 59,965 59,536 38,200 38,200 0.499212 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 11 144 AGAAGCAGTCATTGTGGCCAATGGGTAAAATATCG AGAAGCAGTCATTGTGGCCA TCTCACACCCACTCACACAC 63 11 41 20 184 20 59,889 59,536 53,600 38,200 0.575097 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 14 11 162 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG TCTCACACCCACTCACACAC 81 11 23 20 184 20 59,827 59,536 35,100 38,200 0.636613 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 15 42 194 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG ACTCACACCCAAACACACACT 81 42 23 20 216 21 59,827 59,996 35,100 35,500 1,176,855 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 15 40 192 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG TCACACCCAAACACACACTCA 81 40 23 20 214 21 59,827 59,996 35,100 34,100 1,176,273 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 30 15 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_124_153 0 0 17 43 195 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG CACTCACACCCAAACACACAC 81 43 23 20 217 21 59,827 59,868 35,100 38,200 1,304,840 F 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 1 17 0 169 GCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtg GCAAATCTGCGACGATTCCAC CACACACACGCTCTCACTC 0 0 103 21 271 19 60,530 58,489 40,200 35,100 4,040,775 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 169 GCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtg GCAAATCTGCGACGATTCCA CACACACACGCTCTCACTC 1 0 103 20 271 19 59,273 58,489 35,300 35,100 3,237,775 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 189 CACCCGCTACCACACTTAGTGCAAATCTGCGACGATCACCCGCTACCACACTTAGT CACACACACGCTCTCACTC 21 0 83 20 271 19 59,393 58,489 22,400 35,100 3,117,552 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 190 CCACCCGCTACCACACTTAGTGCAAATCTGCGACGACCACCCGCTACCACACTTAG CACACACACGCTCTCACTC 22 0 82 20 271 19 60,108 58,489 21,800 35,100 2,619,278 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 194 TTAACCACCCGCTACCACACTTAGTGCAAATCTGCG TTAACCACCCGCTACCACAC CACACACACGCTCTCACTC 26 0 78 20 271 19 59,965 58,489 38,200 35,100 2,546,125 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 231 AGAAGCAGTCATTGTGGCCAATGGGTAAAATATCG AGAAGCAGTCATTGTGGCCA CACACACACGCTCTCACTC 63 0 41 20 271 19 59,889 58,489 53,600 35,100 2,622,010 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 244 ACGATACTGCGTGAGAAGCAGTCATTGTGGCCAAT ACGATACTGCGTGAGAAGCA CACACACACGCTCTCACTC 76 0 28 20 271 19 59,474 58,489 39,100 35,100 3,037,160 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 247 GGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCGGGACGATACTGCGTGAGAA CACACACACGCTCTCACTC 79 0 25 20 271 19 59,545 58,489 28,700 35,100 2,965,549 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr916_3 3 124 129 15 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGT TG_124_153 0 0 17 0 249 TTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGTTGGGACGATACTGCGTGAG CACACACACGCTCTCACTC 81 0 23 20 271 19 59,827 58,489 35,100 35,100 2,683,526 G 271 ATGCATAACTAATGCGGCGGGTTTGGGACGATACTGCGTGAGAAGCAGTCATTGTGGCCAATGGGTAAAATATCGTTTTAACCACCCGCTACCACACTTAGTGCAAATCTGCGACGATTCCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGNATGCgtgtgtGAGTGGGTGTGAGAGTGTGAATTTGAgtgtgtgtTTGGGTGTGAgtgtgtATGTGAgtgtgtGAGTGAGAgtgtgtgtgtgtGAGTGAGAGCgtgtgtgtG

cons_gr919_2 2 85 30 15 1 AC ACACACACACACACACACACACACACACAC AC_85_114 1 1 12 7 93 TGCATGTTTACACAGACACAGTGCCATACATGGAATTGCATGTTTACACAGACACAGTG ATCTGCATTCCATGTGTGGC 13 7 49 23 141 20 59,688 58,891 36,600 50,100 4,420,922 F 221 acacacacacacacAAAGCcacacaTGGAAAATACAGACACAGTGTCATGCATGTTTACACAGACACAGTGCCATACATGGAATacacacacacacacacacacacacacacacANNNNNNGCcacacaTGGAATGCAGATNGAatatatacacacacacacTGCCACANCTGAAATANACNcacacacacacaGAATacacacTCAAAGTGCcacacaTG

cons_gr919_2 2 85 30 15 1 AC ACACACACACACACACACACACACACACAC AC_85_114 0 0 13 7 91 CATGTTTACACAGACACAGTGCCATACATGGAATac CATGTTTACACAGACACAGTGCC ATCTGCATTCCATGTGTGGC 11 7 51 23 141 20 60,304 58,891 50,100 50,100 4,412,766 F 221 acacacacacacacAAAGCcacacaTGGAAAATACAGACACAGTGTCATGCATGTTTACACAGACACAGTGCCATACATGGAATacacacacacacacacacacacacacacacANNNNNNGCcacacaTGGAATGCAGATNGAatatatacacacacacacTGCCACANCTGAAATANACNcacacacacacaGAATacacacTCAAAGTGCcacacaTG

cons_gr919_2 2 85 30 15 1 AC ACACACACACACACACACACACACACACAC AC_85_114 0 0 14 7 90 ATGTTTACACAGACACAGTGCCATACATGGAATaca ATGTTTACACAGACACAGTGCC ATCTGCATTCCATGTGTGGC 11 7 52 22 141 20 59,122 58,891 50,100 50,100 3,987,182 F 221 acacacacacacacAAAGCcacacaTGGAAAATACAGACACAGTGTCATGCATGTTTACACAGACACAGTGCCATACATGGAATacacacacacacacacacacacacacacacANNNNNNGCcacacaTGGAATGCAGATNGAatatatacacacacacacTGCCACANCTGAAATANACNcacacacacacaGAATacacacTCAAAGTGCcacacaTG

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 1 1 5 0 140 TAGAGAACAACAGACATACAAACGTACACAAATAA TAGAGAACAACAGACATACAAACGT ATTTCCTTTGTCTCTATGTCTACACC 38 0 41 25 180 26 58,490 58,668 39,900 41,600 13,841,447 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 0 0 6 0 136 AGAGAACAACAGACATACAAACGTACACAAATAAAAGAGAACAACAGACATACAAACGT TCCTTTGTCTCTATGTCTACACC 38 0 42 24 177 23 58,643 57,083 39,900 41,600 11,273,918 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 0 0 6 0 140 AGAGAACAACAGACATACAAACGTACACAAATAAAAGAGAACAACAGACATACAAACGT AATTTCCTTTGTCTCTATGTCTACACC 38 0 42 24 181 27 58,643 59,175 39,900 41,600 13,182,037 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 0 0 7 0 140 AGAGAACAACAGACATACAAACGTACACAAATAAAAGAGAACAACAGACATACAAACG AATTTCCTTTGTCTCTATGTCTACACC 39 0 42 23 181 27 57,093 59,175 36,000 41,600 13,731,976 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 0 0 8 0 131 ACAACAGACATACAAACGTACACAAATAAACACAN ACAACAGACATACAAACGTACACA TCCTTTGTCTCTATGTCTACACC 33 0 47 24 177 23 58,889 57,083 37,200 41,600 11,027,258 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 104 51 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNGANO 0 0 8 0 132 ACAACAGACATACAAACGTACACAAATAAACACAN ACAACAGACATACAAACGTACACA TTCCTTTGTCTCTATGTCTACACC 33 0 47 24 178 24 58,889 57,718 37,200 41,600 11,392,797 D 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 1 9 44 201 AGAAagagagGAACGTgagagaTAGAGAACAACAGA AGAAAGAGAGGAACGTGAGAGA ACGTATTTCTCTCTCTGCGCC 46 44 19 22 219 21 58,243 60,202 31,000 65,300 4,959,583 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 0 9 32 189 ACGTgagagaTAGAGAACAACAGACATACAAACGTAACGTGAGAGATAGAGAACAACAGA ACGTATTTCTCTCTCTGCGCC 32 44 31 24 219 21 58,996 60,202 34,100 65,300 6,206,761 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 0 9 31 189 ACGTgagagaTAGAGAACAACAGACATACAAACGTAACGTGAGAGATAGAGAACAACAGAC ACGTATTTCTCTCTCTGCGCC 31 44 31 25 219 21 60,106 60,202 35,100 65,300 6,308,789 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 0 9 30 188 CGTgagagaTAGAGAACAACAGACATACAAACGTAC CGTGAGAGATAGAGAACAACAGACA ACGTATTTCTCTCTCTGCGCC 30 44 32 25 219 21 60,107 60,202 34,100 65,300 6,308,828 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 0 Sep‐75 46 219 AGAAagagagGAACGTgagagaTAGAGAACAACAGA AGAAAGAGAGGAACGTGAGAGA GTCTACGTTTGTGTGCGTACG 46 62 19 22 237 21 58,243 59,879 31,000 36,700 4,878,527 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr936_2 2 87 68 15 3 AG CACACACACAAACTCACAGAGAGAGAGAGAGAGA NO 0 0 10 46 221 AGAAagagagGAACGTgagagaTAGAGAACAACAGA AGAAAGAGAGGAACGTGAGAGA GTGTCTACGTTTGTGTGCGT 46 65 19 22 239 20 58,243 59,075 31,000 52,400 4,682,736 G 239 ACaaaaaCACAGATTGAAAGAAagagagGAACGTgagagaTAGAGAACAACAGACATACAAACGTACACAAATAAACACANACGGGcacacacacaAACTCACagagagagagagagagagagagagagagagNGAGAGGgagagagagagagaGGTGTAGACATAGAGACAAAGGAAATTTTAGATTGAGAGGCAGGGGCGCagagagagAAATACGTACGcacacaAACGTAGACAC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 1 1 3 46 292 AGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTAGGTTGTCTGGGTTGAATAATGA ACTTGTGGACCATGCTTCAGT 172 46 3 23 294 21 57,745 59,856 25,700 34,100 6,399,082 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 3 44 177 aCTTCCGCAGAATGACAACATTTTAATGCACATCAC ACTTCCGCAGAATGACAACA TTGTGGACCATGCTTCAGTCA 62 44 116 20 292 21 57,745 59,857 33,300 34,100 3,397,213 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 3 44 290 AGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTAGGTTGTCTGGGTTGAATAATGAA TTGTGGACCATGCTTCAGTCA 171 44 3 24 292 21 58,360 59,857 25,700 34,100 6,782,814 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 3 44 290 AGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTAGGTTGTCTGGGTTGAATAATGA TTGTGGACCATGCTTCAGTCA 172 44 3 23 292 21 57,745 59,857 25,700 34,100 6,398,065 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 44 176 aCTTCCGCAGAATGACAACATTTTAATGCACATCAC ACTTCCGCAGAATGACAACA TGTGGACCATGCTTCAGTCA 62 44 116 20 291 20 57,745 59,236 33,300 34,100 3,018,816 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 44 177 aaCTTCCGCAGAATGACAACATTTTAATGCACATCA AACTTCCGCAGAATGACAACA TGTGGACCATGCTTCAGTCA 62 44 115 21 291 20 58,429 59,236 33,300 34,100 3,335,482 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 44 280 GGGTTGAATAATGAAACACGAGCTTTTCTAATTATAGGGTTGAATAATGAAACACGAGC TGTGGACCATGCTTCAGTCA 163 44 12 23 291 20 58,588 59,236 50,300 34,100 5,176,477 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 44 280 GGGTTGAATAATGAAACACGAGCTTTTCTAATTATAGGGTTGAATAATGAAACACGAGCT TGTGGACCATGCTTCAGTCA 162 44 12 24 291 20 59,844 59,236 40,900 34,100 4,920,279 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 44 281 TGGGTTGAATAATGAAACACGAGCTTTTCTAATTAT TGGGTTGAATAATGAAACACGAGC TGTGGACCATGCTTCAGTCA 163 44 11 24 291 20 60,083 59,236 50,300 34,100 4,847,273 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 14 128 CACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacCACATCCGTTTGCCGTTGAA TGTGGACCATGCTTCAGTCA 14 44 164 20 291 20 59,691 59,236 26,900 34,100 1,073,573 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 11 125 ATCCGTTTGCCGTTGAATGCAGTGGAGGATTacaca ATCCGTTTGCCGTTGAATGC TGTGGACCATGCTTCAGTCA 11 44 167 20 291 20 60,109 59,236 35,600 34,100 0.873589 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr948_2 2 198 30 15 1 AC ACACACACACACACACACACACACACACAC AC_198_227 0 0 4 6 120 TTTGCCGTTGAATGCAGTGGAGGATTacacacacacacTTTGCCGTTGAATGCAGTGG TGTGGACCATGCTTCAGTCA 6 44 172 20 291 20 59,968 59,236 40,000 34,100 0.796128 F 301 GTAGGTTGTCTGGGTTGAATAATGAAACACGAGCTTTTCTAATTATATCTATAAATTATAATGTAATGACAtttttGCCTCCCCTAAGAAATAAAATGATACTTACGTTTTaaaaaCTTCCGCAGAATGACAACATTTTAATGCACATCACAGTTTCTTATGACACATCCGTTTGCCGTTGAATGCAGTGGAGGATTacacacacacacacacacacacacacacacNNNNTccccccTCAAATGCGGTTAACTACATCAGATTTGTCCCATGACTGAAGCATGGTCCACAAGTAAGAATC

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 1 1 3 66 240 GGGAAGCTGCACCAGTTCTTCACTAGGGCagagagA GGGAAGCTGCACCAGTTCTT AAGTCCAGCTGGTCCATTAAG 103 66 30 20 269 21 60,538 57,643 25,200 18,500 3,894,816 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 3 65 240 GGGAAGCTGCACCAGTTCTTCACTAGGGCagagagA GGGAAGCTGCACCAGTTCTT AAGTCCAGCTGGTCCATTAAGC 103 65 30 20 269 22 60,538 60,619 25,200 30,900 3,157,361 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 3 65 240 GGGAAGCTGCACCAGTTCTTCACTAGGGCagagagA GGGAAGCTGCACCAGTTCT AAGTCCAGCTGGTCCATTAAGC 104 65 30 19 269 22 59,926 60,619 30,100 30,900 3,692,971 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 64 216 ACTAGGGCagagagATCGCATCATGTTGAAGCTAAG ACTAGGGCAGAGAGATCGCA TCCAGCTGGTCCATTAAGCC 82 64 51 20 266 20 60,106 59,744 51,000 43,500 0.362359 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 63 215 ACTAGGGCagagagATCGCATCATGTTGAAGCTAAG ACTAGGGCAGAGAGATCGCA CCAGCTGGTCCATTAAGCCT 82 63 51 20 265 20 60,106 59,743 51,000 45,800 0.363508 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 61 213 ACTAGGGCagagagATCGCATCATGTTGAAGCTAAG ACTAGGGCAGAGAGATCGCA AGCTGGTCCATTAAGCCTGC 82 61 51 20 263 20 60,106 60,395 51,000 48,500 0.501368 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 20 168 GGGCagagagATCGCATCATGTTGAAGCTAAGGGGTGGGCAGAGAGATCGCATCAT AGTACCCTGCCATGAGACCT 78 20 55 20 222 20 59,679 59,957 24,500 38,500 0.364355 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 20 172 ACTAGGGCagagagATCGCATCATGTTGAAGCTAAG ACTAGGGCAGAGAGATCGCA AGTACCCTGCCATGAGACCT 82 20 51 20 222 20 60,106 59,957 51,000 38,500 0.149803 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 2 137 CGCATCATGTTGAAGCTAAGGGGTTTTAGAGATAT CGCATCATGTTGAAGCTAAGGG TCCTGTAGGAGGTGCAGCC 64 2 67 22 203 19 59,967 60,990 39,500 48,500 4,022,611 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 4 1 135 CGCATCATGTTGAAGCTAAGGGGTTTTAGAGATAT CGCATCATGTTGAAGCTAAGGG CTGTAGGAGGTGCAGCCC 64 1 67 22 201 18 59,967 59,413 39,500 51,900 4,619,342 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 5 2 136 CGCATCATGTTGAAGCTAAGGGGTTTTAGAGATAT CGCATCATGTTGAAGCTAAGGG CCTGTAGGAGGTGCAGCC 64 2 67 22 202 18 59,967 59,413 39,500 48,500 4,619,342 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr954_2 2 153 30 15 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_153_182 0 0 6 20 173 CACTAGGGCagagagATCGCATCATGTTGAAGCTAA CACTAGGGCAGAGAGATCGC AGTACCCTGCCATGAGACCT 83 20 50 20 222 20 59,686 59,957 45,800 38,500 0.357006 F 280 CCAATGATTAATACTATCACGCCATCAAGGGGAAGCTGCACCAGTTCTTCACTAGGGCagagagATCGCATCATGTTGAAGCTAAGGGGTTTTAGAGATATCACATGGTCAATGTGATCTCTTAAAAGCAGGGGCggggggTGGGGAGGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGCTGCACCTCCTACAGGAGGTCTCATGGCAGGGTACTCCCAGCGATGGCGAGGGTGGGGCAGGCTTAATGGACCAGCTGGACTTTTCCCGCCTGT

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 1 1 10 8 103 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTC GCACCAGCAGAATCCAGAGA 8 25 128 20 230 20 58,835 59,749 32,000 31,000 1,416,623 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 0 0 10 8 104 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTC GGCACCAGCAGAATCCAGAG 8 26 128 20 231 20 58,835 60,747 32,000 33,500 1,912,553 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 0 0 10 8 149 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTC GCACACAAATCAGGAGAGGC 8 71 128 20 276 20 58,835 59,193 32,000 47,000 1,972,766 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 0 0 10 8 150 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTC GGCACACAAATCAGGAGAGG 8 72 128 20 277 20 58,835 58,543 32,000 36,900 2,622,616 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 0 0 11 7 103 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTCA GCACCAGCAGAATCCAGAGA 7 25 128 21 230 20 60,545 59,749 32,700 31,000 1,795,890 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 156 30 15 1 AT TATATATATATATATATATATATATATATA TA_156_185 0 0 11 7 149 GCGCTCTATCTCCctctctCACTTTATCtatatatatatata GCGCTCTATCTCCCTCTCTCA GCACACAAATCAGGAGAGGC 7 71 128 21 276 20 60,545 59,193 32,700 47,000 2,352,033 F 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 1 3 61 237 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT CAGGAGAGGCAAGAACAACA 66 61 30 20 266 20 59,891 57,739 34,100 33,300 2,369,429 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 3 0 178 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT AGTCATTACCTCGGATTCTTCC 66 0 30 20 207 22 59,891 57,326 34,100 34,600 4,782,865 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 3 0 179 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT AAGTCATTACCTCGGATTCTTCC 66 0 30 20 208 23 59,891 57,975 34,100 34,600 5,133,369 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 3 0 182 GGCTAACCCAACGCAGTGATCAGTAAACTGCACGG GGCTAACCCAACGCAGTGAT AGTCATTACCTCGGATTCTTCC 70 0 26 20 207 22 60,677 57,326 30,600 34,600 5,351,063 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 4 61 238 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT TCAGGAGAGGCAAGAACAACA 66 61 30 20 267 21 59,891 59,232 34,100 33,300 1,876,860 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 4 61 241 GCTAACCCAACGCAGTGATCAGTAAACTGCACGGG GCTAACCCAACGCAGTGATC TCAGGAGAGGCAAGAACAACA 69 61 27 20 267 21 59,273 59,232 29,200 33,300 2,495,673 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 4 61 242 GGCTAACCCAACGCAGTGATCAGTAAACTGCACGG GGCTAACCCAACGCAGTGAT TCAGGAGAGGCAAGAACAACA 70 61 26 20 267 21 60,677 59,232 30,600 33,300 2,445,057 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 4 61 254 TTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAG TTAGTCCAGTGCGGCTAACC TCAGGAGAGGCAAGAACAACA 82 61 14 20 267 21 59,752 59,232 28,500 33,300 2,016,564 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 116 70 15 2 AT CTCTCTCTCTCTGCGCTCTATCTCCCTCTCTCACTTTATA_156_185 0 0 4 60 238 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT TCAGGAGAGGCAAGAACAACAT 66 60 30 20 267 22 59,891 59,627 34,100 27,100 2,481,754 D 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 1 4 38 263 TTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAG TTAGTCCAGTGCGGCTAACC GCACACAAATCAGGAGAGGC 38 71 14 20 276 20 59,752 59,193 28,500 47,000 1,055,785 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 4 26 251 GGCTAACCCAACGCAGTGATCAGTAAACTGCACGG GGCTAACCCAACGCAGTGAT GCACACAAATCAGGAGAGGC 26 71 26 20 276 20 60,677 59,193 30,600 47,000 1,484,278 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 4 22 202 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT GGCACCAGCAGAATCCAGAG 22 26 30 20 231 20 59,891 60,747 34,100 33,500 0.855868 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 4 22 247 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT GCACACAAATCAGGAGAGGC 22 71 30 20 276 20 59,891 59,193 34,100 47,000 0.916081 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 6 25 217 TTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAG TTAGTCCAGTGCGGCTAACC GCACCAGCAGAATCCAGAGA 38 25 14 20 230 20 59,752 59,749 28,500 31,000 0.499642 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 6 22 201 AACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAACCCAACGCAGTGATCAGT GCACCAGCAGAATCCAGAGA 22 25 30 20 230 20 59,891 59,749 34,100 31,000 0.359938 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 6 10 189 TGATCAGTAAACTGCACGGGTAGAATTCTAatatattaTGATCAGTAAACTGCACGGG GCACCAGCAGAATCCAGAGA 10 25 42 20 230 20 57,907 59,749 52,800 31,000 2,344,660 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 6 9 188 GATCAGTAAACTGCACGGGTAGAATTCTAatatattatGATCAGTAAACTGCACGGGT GCACCAGCAGAATCCAGAGA 9 25 43 20 230 20 57,905 59,749 52,800 31,000 2,346,116 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr955_3 3 72 114 15 3 AT ATATATTATCTATCTATCTATCTATCTCTCTATCTCAT TA_156_185 0 0 6 9 189 TGATCAGTAAACTGCACGGGTAGAATTCTAatatattaTGATCAGTAAACTGCACGGGT GCACCAGCAGAATCCAGAGA 9 25 42 21 230 20 59,654 59,749 52,800 31,000 1,597,748 G 278 TTATTGAATATTCTTAGTCCAGTGCGGCTAACCCAACGCAGTGATCAGTAAACTGCACGGGTAGAATTCTAatatattatctatctatctatctatcTCTCTATCTCATCTCTGCctctctctctctGCGCTCTATCTCCctctctCACTTTATCtatatatatatatatatatatatatatataGGAAGAATCCGAGGTAATGACTTActctctGGATTCTGCTGGTGCCCAAACAGTTCAGAAATGTTGTTCTTGCCTCTCCTGATTtgtgtgCCC

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 1 1 3 28 139 GACACGGCTCTCCCTTtctctctcTTacacacATGCACATGACACGGCTCTCCCTTTCTC TCATGTGTGCCTTGTGAGAGT 40 28 31 20 169 21 60,109 59,582 28,700 32,400 1,526,084 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 40 153 GACACGGCTCTCCCTTtctctctcTTacacacATGCACATGACACGGCTCTCCCTTTCTC GGCCCTCAGCTGATTCATGT 40 43 31 20 183 20 60,109 60,107 28,700 32,100 0.215386 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 40 229 GACACGGCTCTCCCTTtctctctcTTacacacATGCACATGACACGGCTCTCCCTTTCTC GAAACTCCTGGAGTCACCCG 40 119 31 20 259 20 60,109 60,037 28,700 52,800 0.145800 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 38 227 CACGGCTCTCCCTTtctctctcTTacacacATGCACATTC CACGGCTCTCCCTTTCTCTC GAAACTCCTGGAGTCACCCG 38 119 33 20 259 20 59,825 60,037 32,000 52,800 0.211849 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 37 150 ACGGCTCTCCCTTtctctctcTTacacacATGCACATTCA ACGGCTCTCCCTTTCTCTCT GGCCCTCAGCTGATTCATGT 37 43 34 20 183 20 59,960 60,107 31,000 32,100 0.147317 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 37 226 ACGGCTCTCCCTTtctctctcTTacacacATGCACATTCA ACGGCTCTCCCTTTCTCTCT GAAACTCCTGGAGTCACCCG 37 119 34 20 259 20 59,960 60,037 31,000 52,800 0.077731 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 28 136 ACGGCTCTCCCTTtctctctcTTacacacATGCACATTCA ACGGCTCTCCCTTTCTCTCT TCATGTGTGCCTTGTGAGAGT 37 28 34 20 169 21 59,960 59,582 31,000 32,400 1,458,016 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 4 28 137 CACGGCTCTCCCTTtctctctcTTacacacATGCACATTC CACGGCTCTCCCTTTCTCTC TCATGTGTGCCTTGTGAGAGT 38 28 33 20 169 21 59,825 59,582 32,000 32,400 1,592,134 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 56 241 AACACAGGAACGCACAGACACGGCTCTCCCTTtctct AACACAGGAACGCACAGACA CTCCTGGAGTCACCCGAATG 56 115 15 20 255 20 60,108 59,823 34,100 26,700 0.284576 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 56 242 AACACAGGAACGCACAGACACGGCTCTCCCTTtctct AACACAGGAACGCACAGACA ACTCCTGGAGTCACCCGAAT 56 116 15 20 256 20 60,108 60,252 34,100 33,400 0.360181 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 56 245 AACACAGGAACGCACAGACACGGCTCTCCCTTtctct AACACAGGAACGCACAGACA GAAACTCCTGGAGTCACCCG 56 119 15 20 259 20 60,108 60,037 34,100 52,800 0.145129 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr971_2 2 91 30 15 1 AC ACACACACACACACACACACACACACACAC NO 0 0 12 43 169 AACACAGGAACGCACAGACACGGCTCTCCCTTtctct AACACAGGAACGCACAGACA GGCCCTCAGCTGATTCATGT 56 43 15 20 183 20 60,108 60,107 34,100 32,100 0.214715 F 272 cacacacaGTAATAAACACAGGAACGCACAGACACGGCTCTCCCTTtctctctcTTacacacATGCACATTCATAAACACATGAATGCAAacacacacacacacacacacacacacacacAGACACGCATTCaaaaaCGCACAAAATAACTCTCACAAGGcacacaTGAATCAGCTGAGGGCCTACAGGCACCCATTGGTGCGATAATCCGAAGATGCACGTCACCCTGTCCATCCATTCGGGTGACTCCAGGAGTTTCTGTCCTATCCTGG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 1 1 3 110 295 AGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGA AGCCACTCTGGAAGGTATGC 114 110 38 21 332 20 59,452 59,456 30,200 31,400 2,091,570 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 3 109 293 GCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGAG GCCACTCTGGAAGGTATGCA 113 109 39 21 331 20 59,074 59,747 30,200 39,600 2,178,891 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 3 109 294 AGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGA GCCACTCTGGAAGGTATGCA 114 109 38 21 331 20 59,452 59,747 30,200 39,600 1,800,864 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 3 70 255 AGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGA TTGCACGCACGGATACTGAA 114 70 38 21 292 20 59,452 60,320 30,200 30,200 1,867,807 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 3 69 254 AGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGA TGCACGCACGGATACTGAAA 114 69 38 21 291 20 59,452 60,320 30,200 26,900 1,867,807 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 72 257 AGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCAGAGAATCGCAGTCTTGA CTTTGCACGCACGGATACTG 114 72 38 21 294 20 59,452 59,905 30,200 27,400 1,643,065 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 15 153 AAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcaca AAAGTGCATTGCAACCGCC TGCACGCACGGATACTGAAA 15 69 139 19 291 20 60,301 60,320 61,300 26,900 1,620,839 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 15 154 AAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcaca AAAGTGCATTGCAACCGCC TTGCACGCACGGATACTGAA 15 70 139 19 292 20 60,301 60,320 61,300 30,200 1,620,839 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 15 156 AAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcaca AAAGTGCATTGCAACCGCC CTTTGCACGCACGGATACTG 15 72 139 19 294 20 60,301 59,905 61,300 27,400 1,396,098 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 15 193 AAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcaca AAAGTGCATTGCAACCGCC GCCACTCTGGAAGGTATGCA 15 109 139 19 331 20 60,301 59,747 61,300 39,600 1,553,897 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 4 15 194 AAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcaca AAAGTGCATTGCAACCGCC AGCCACTCTGGAAGGTATGC 15 110 139 19 332 20 60,301 59,456 61,300 31,400 1,844,602 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr973_2 2 173 30 15 1 AC CACACACACACACACACACACACACACACA CA_173_202 0 0 5 15 194 CAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacCAAAGTGCATTGCAACCGCC GCCACTCTGGAAGGTATGCA 15 109 138 20 331 20 61,559 59,747 61,300 39,600 1,812,193 F 375 GTCAGTTTGGCAATTAATTTATTTTAATTTTAGATTTAGCAGAGAATCGCAGTCTTGAGTTGGTTTTGATTTGAGCTAGAATTCGGTTATTGTTTTCCACAAATTGTCAGTCAAAGgagagagaAGAACtttttGTGCAAAGTGCATTGCAACCGcccccTTCCTCCCCTGCcacacacacacacacacacacacacacacaCNNNNCCCAccccccNACCACCCCTTTAGAAAATCCTCACTGTTATACAGTTCTTTTGAAGAACCACAATTTCAGTATCCGTGCGTGCAAAGCCACATCAATGACAGGGTGCATACCTTCCAGAGTGGCTCTGTTGGTTTGATTAGATCAGTGTATTTTGTACTGGTTCAAAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 1 1 8 48 188 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA GTCTCTATCATTGGTCACTCCC 50 48 1 21 188 22 57,018 57,671 34,100 43,000 8,310,978 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 8 48 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCAA CTGTCTCTATCATTGGTCACTCCC 49 48 1 22 190 24 57,728 60,202 35,300 43,000 8,474,010 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 8 48 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCAAA CTGTCTCTATCATTGGTCACTCCC 48 48 1 23 190 24 58,375 60,202 32,800 43,000 8,827,115 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 8 48 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA CTGTCTCTATCATTGGTCACTCCC 50 48 1 21 190 24 57,018 60,202 34,100 43,000 8,183,718 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 9 48 189 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCAA TGTCTCTATCATTGGTCACTCCC 49 48 1 22 189 23 57,728 59,293 35,300 43,000 7,978,401 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 9 48 189 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA TGTCTCTATCATTGGTCACTCCC 50 48 1 21 189 23 57,018 59,293 34,100 43,000 7,688,110 D 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 Oct‐75 38 177 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA TGGTCACTCCCTCTCTCTCAC 50 38 1 21 177 21 57,018 60,272 34,100 35,100 5,253,718 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 11 39 177 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA TGGTCACTCCCTCTCTCTCA 50 39 1 21 177 20 57,018 58,924 34,100 32,700 5,057,954 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 12 37 176 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTAGAGGGTATGAGACTGATCCA GGTCACTCCCTCTCTCTCACT 50 37 1 21 176 21 57,018 59,995 34,100 34,100 4,986,966 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 13.75 14 136 AGTGAGATagagagAACAAGATCGNgagagaGNGAC AGTGAGATAGAGAGAACAAGATCG CCCTCTCTCTCACTCACTGTC 14 30 34 24 169 21 57,382 58,908 36,900 35,100 8,709,828 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 13.75 14 137 AGTGAGATagagagAACAAGATCGNgagagaGNGAC AGTGAGATAGAGAGAACAAGATCG TCCCTCTCTCTCACTCACTGT 14 31 34 24 170 21 57,382 59,292 36,900 35,500 8,326,275 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

cons_gr994_2 2 72 47 15 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANTGA_105_118 0 0 15 14 139 AGTGAGATagagagAACAAGATCGNgagagaGNGAC AGTGAGATAGAGAGAACAAGATCG ACTCCCTCTCTCTCACTCACT 14 33 34 24 172 21 57,382 59,007 36,900 34,100 8,610,843 G 190 AGAGGGTATGAGACTGATCCAAAATagagagAAAGTGAGATagagagAACAAGATCGNgagagaGNGACANagagagagagagagagagagagagagagagANTgagagagagagagaGNNNNNNNNNNNNTgagagaGTGAGTGACAGACAGTGAGTgagagagaGGGAGTGACCAATGATAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 1 2 0 173 ACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgACACAGGAAGCAGGAGTTCAG ACTTCTTAGCAATTTAGAATACAAGCG 10 0 80 21 252 27 59,929 58,609 30,200 46,800 9,462,491 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 3 0 165 AGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgt AGCAGGAGTTCAGAAGCAGAC ACTTCTTAGCAATTTAGAATACAAGCG 2 0 88 21 252 27 59,998 58,609 35,100 46,800 9,392,966 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 3 0 169 AGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgt AGGAAGCAGGAGTTCAGAAGC ACTTCTTAGCAATTTAGAATACAAGCG 6 0 84 21 252 27 59,997 58,609 38,600 46,800 9,394,109 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 6 0 231 AGCACCAGATGTATTGACCTCTGGTGTAGAATAAG AGCACCAGATGTATTGACCTCT ACTTCTTAGCAATTTAGAATACAAGCG 67 0 22 22 252 27 58,889 58,609 36,900 46,800 11,501,811 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 7 0 231 AGCACCAGATGTATTGACCTCTGGTGTAGAATAAG AGCACCAGATGTATTGACCTCTG ACTTCTTAGCAATTTAGAATACAAGCG 66 0 22 23 252 27 60,118 58,609 33,500 46,800 11,509,588 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:22516:63138 1 111 115 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 8 0 230 GCACCAGATGTATTGACCTCTGGTGTAGAATAAGG GCACCAGATGTATTGACCTCTG ACTTCTTAGCAATTTAGAATACAAGCG 66 0 23 22 252 27 58,799 58,609 33,500 46,800 11,592,396 D 253 AAAAGACAGTGGGGTGTGCTAAGCACCAGATGTATTGACCTCTGGTGTAGAATAAGGAATAAAGGAACCTTCTGCTTTTACACAGGAAGCAGGAGTTCAGAAGCAGACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGCGTGTGCgtgtgtgtGCGCAtgtgtgCgtgtgtgtgtgtgtgtGCGTGTGCATAtgtgtgtgtgtgtgtgtgCGCTTGTATTCTAAATTGCTAAGAAGTG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 3 18 136 GCACTTTGGGACATATTGAGGATGTGAAAATTGCT GCACTTTGGGACATATTGAGGA TGCTAACAGGTCTGATTGGCA 43 18 23 22 158 21 58,380 59,649 37,100 49,200 4,971,172 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 18 137 AGCACTTTGGGACATATTGAGGATGTGAAAATTGC AGCACTTTGGGACATATTGAGG TGCTAACAGGTCTGATTGGCA 44 18 22 22 158 21 58,375 59,649 38,600 49,200 4,975,461 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 18 137 AGCACTTTGGGACATATTGAGGATGTGAAAATTGC AGCACTTTGGGACATATTGAGGA TGCTAACAGGTCTGATTGGCA 43 18 22 23 158 21 59,733 59,649 37,100 49,200 4,617,456 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 18 145 GGATTTGTAGCACTTTGGGACATATTGAGGATGTG GGATTTGTAGCACTTTGGGACA TGCTAACAGGTCTGATTGGCA 52 18 14 22 158 21 58,846 59,649 40,200 49,200 4,504,603 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 18 146 TGGATTTGTAGCACTTTGGGACATATTGAGGATGTGTGGATTTGTAGCACTTTGGGAC TGCTAACAGGTCTGATTGGCA 53 18 13 22 158 21 58,846 59,649 44,600 49,200 4,504,603 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 18 146 TGGATTTGTAGCACTTTGGGACATATTGAGGATGTGTGGATTTGTAGCACTTTGGGACA TGCTAACAGGTCTGATTGGCA 52 18 13 23 158 21 60,436 59,649 40,200 49,200 4,786,429 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 53 209 TGGATTTGTAGCACTTTGGGACATATTGAGGATGTGTGGATTTGTAGCACTTTGGGAC ACAACTGGGTCACAATGAGAGA 53 80 13 22 221 22 58,846 59,294 44,600 31,000 5,859,578 F 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 52 208 GGATTTGTAGCACTTTGGGACATATTGAGGATGTG GGATTTGTAGCACTTTGGGACA ACAACTGGGTCACAATGAGAGA 52 80 14 22 221 22 58,846 59,294 40,200 31,000 5,859,578 F 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 43 200 AGCACTTTGGGACATATTGAGGATGTGAAAATTGC AGCACTTTGGGACATATTGAGGA ACAACTGGGTCACAATGAGAGA 43 80 22 23 221 22 59,733 59,294 37,100 31,000 5,972,430 F 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 53 218 TGGATTTGTAGCACTTTGGGACATATTGAGGATGTGTGGATTTGTAGCACTTTGGGAC CCAATTGAAACAACTGGGTCACA 53 88 13 22 230 23 58,846 59,868 44,600 35,800 6,285,852 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 52 217 GGATTTGTAGCACTTTGGGACATATTGAGGATGTG GGATTTGTAGCACTTTGGGACA CCAATTGAAACAACTGGGTCACA 52 88 14 22 230 23 58,846 59,868 40,200 35,800 6,285,852 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:25479:68728 1 88 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 43 209 AGCACTTTGGGACATATTGAGGATGTGAAAATTGC AGCACTTTGGGACATATTGAGGA CCAATTGAAACAACTGGGTCACA 43 88 22 23 230 23 59,733 59,868 37,100 35,800 6,398,705 B 230 AAATTAACTTCTTGGATTTGTAGCACTTTGGGACATATTGAGGATGTGAAAATTGCTAAATAAATTCAAGttctttctttctATTTTtatatatatatatatatatatatatatatataTTTATATTtatataATAATGCCAATCAGACCTGTTAGCAGGCGTGTATTATGTGTCTCACTAGTACATTATCCTATTTtctctctcATTGTGACCCAGTTGTTTCAATTGG

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 1 1 12 1 129 TCTCAGACTCACATCActctctctATCACACTCActctctc TCTCAGACTCACATCACTCTCTCT GTGTGAGAGAGAGTGTGCGT 10 1 40 24 168 20 60,019 59,688 31,000 52,400 4,331,827 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 12 0 128 TCTCAGACTCACATCActctctctATCACACTCActctctc TCTCAGACTCACATCACTCTCTCT TGTGAGAGAGAGTGTGCGTG 10 0 40 24 167 20 60,019 59,688 31,000 53,400 4,331,514 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 14 2 130 TCTCAGACTCACATCActctctctATCACACTCActctctc TCTCAGACTCACATCACTCTCTCT TGTGTGAGAGAGAGTGTGCG 10 2 40 24 169 20 60,019 59,688 31,000 53,400 4,331,514 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 15 6 141 TCTCTATCTCAGACTCACATCActctctctATCACACTC TCTCTATCTCAGACTCACATCACT GGGTGTGTGTGAGAGAGAGTG 16 6 34 24 174 21 58,000 60,000 34,100 35,100 7,000,528 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 15 6 142 GTCTCTATCTCAGACTCACATCActctctctATCACACT GTCTCTATCTCAGACTCACATCACTC GGGTGTGTGTGAGAGAGAGTG 15 6 33 26 174 21 60,018 60,000 35,100 35,100 7,018,217 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2116:30137:71559 1 74 74 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCA NA 0 0 15 6 142 GTCTCTATCTCAGACTCACATCActctctctATCACACT GTCTCTATCTCAGACTCACATCACT GGGTGTGTGTGAGAGAGAGTG 16 6 33 25 174 21 59,177 60,000 34,100 35,100 6,822,802 G 197 GTCACTCATATGATCTCTGTGTcacacacacaGTCTCTATCTCAGACTCACATCActctctctATCACACTCActctctctctctctctctctctctctctctctCACTCActctctctctctctCCACctctctctctctctctctCACGCACActctctctcacacacaCCCCctctctctctctctctctctCA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 1 1 8 46 189 TCCGGcacacacaAAGTCATACTCGCAGATACATTccc TCCGGCACACACAAAGTCAT CGCGGGTGAGAGAGAATACA 46 58 49 20 237 20 60,179 59,261 30,600 22,900 0.918006 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 8 46 190 TCCGGcacacacaAAGTCATACTCGCAGATACATTccc TCCGGCACACACAAAGTCAT GCGCGGGTGAGAGAGAATAC 46 59 49 20 238 20 60,179 60,595 30,600 18,900 0.774341 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 9 47 190 TTCCGGcacacacaAAGTCATACTCGCAGATACATTccTTCCGGCACACACAAAGTCA CGCGGGTGAGAGAGAATACA 47 58 48 20 237 20 60,393 59,261 34,100 22,900 1,132,107 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 9 47 191 TTCCGGcacacacaAAGTCATACTCGCAGATACATTccTTCCGGCACACACAAAGTCA GCGCGGGTGAGAGAGAATAC 47 59 48 20 238 20 60,393 60,595 34,100 18,900 0.988442 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 10 41 172 TCCGGcacacacaAAGTCATACTCGCAGATACATTccc TCCGGCACACACAAAGTCAT ACACCTGTGTGAGTGTGTGA 46 41 49 20 220 20 60,179 59,098 30,600 35,800 1,080,858 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 10 41 173 TTCCGGcacacacaAAGTCATACTCGCAGATACATTccTTCCGGCACACACAAAGTCA ACACCTGTGTGAGTGTGTGA 47 41 48 20 220 20 60,393 59,098 34,100 35,800 1,294,959 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 12 0 131 TCCGGcacacacaAAGTCATACTCGCAGATACATTccc TCCGGCACACACAAAGTCAT TGAGTGTCACTGTGTGAGGA 46 0 49 20 179 20 60,179 58,225 30,600 37,100 1,954,417 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 13 0 132 TCCGGcacacacaAAGTCATACTCGCAGATACATTccc TCCGGCACACACAAAGTCAT GTGAGTGTCACTGTGTGAGGA 46 0 49 20 180 21 60,179 59,591 30,600 37,100 1,588,096 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 13 0 133 TTCCGGcacacacaAAGTCATACTCGCAGATACATTccTTCCGGCACACACAAAGTCA GTGAGTGTCACTGTGTGAGGA 47 0 48 20 180 21 60,393 59,591 34,100 37,100 1,802,197 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 18 74 246 cacacAAACACAGacacacacAGatatatTGTTTCTCATACACACAAACACAGACACACACA AGACAGAGAATGTGTGCGCG 85 74 8 22 253 20 59,775 61,011 37,200 68,600 3,236,189 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 18 74 247 acacacAAACACAGacacacacAGatatatTGTTTCTCAT ACACACAAACACAGACACACAC AGACAGAGAATGTGTGCGCG 86 74 7 22 253 20 59,775 61,011 38,200 68,600 3,236,425 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10125:37559 1 115 45 16 1.5 AC TCACTCACTCACTCACACACACACACACACACACAC NA 0 0 18 74 248 cacacacAAACACAGacacacacAGatatatTGTTTCTCA CACACACAAACACAGACACACA AGACAGAGAATGTGTGCGCG 87 74 6 22 253 20 59,775 61,011 37,200 68,600 3,236,189 F 254 tctctcacacacAAACACAGacacacacAGatatatTGTTTCTCATATTCCGGcacacacaAAGTCATACTCGCAGATACATTcccccTcacacaTTCTCACTCACTTACTCATtcactcactcacTcacacacacacacacacacacacacacacacaTCCTcacacaGTGACACTcacacacaGatatattctctcTTTcacacaCTcacacaGGTGTATtctctctcACCCGCGcacacaTTCTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 29 197 ATCACCCAATAAATTGACATCTAAAGAAACACtttttCATCACCCAATAAATTGACATCTAAAGA GCCATCAAGCACTGTTTAGGC 29 88 3 27 199 21 57,301 60,135 25,200 39,300 10,834,696 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 28 195 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA CCATCAAGCACTGTTTAGGCA 28 87 4 27 198 21 57,473 58,838 25,200 47,500 11,689,012 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 28 196 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA GCCATCAAGCACTGTTTAGGC 28 88 4 27 199 21 57,473 60,135 25,200 39,300 10,662,443 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 0 109 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA AGCATAGGCAAGTACCAGAGAC 28 0 4 27 112 22 57,473 59,567 25,200 33,600 11,959,667 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 28 154 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA AGTGAAGACCAGCTATCTCCTG 28 45 4 27 157 22 57,473 58,970 25,200 38,600 12,557,448 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 28 156 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA TGAGTGAAGACCAGCTATCTCC 28 47 4 27 159 22 57,473 58,973 25,200 37,100 12,554,569 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 6 114 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA CCCAAAGCATAGGCAAGTACC 28 6 4 27 117 21 57,473 58,976 25,200 33,400 11,551,571 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 6 115 ATCACCCAATAAATTGACATCTAAAGAAACACtttttCATCACCCAATAAATTGACATCTAAAGA CCCAAAGCATAGGCAAGTACC 29 6 3 27 117 21 57,301 58,976 25,200 33,400 11,723,824 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:10815:35942 1 59 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 28 153 TCACCCAATAAATTGACATCTAAAGAAACACtttttCCTCACCCAATAAATTGACATCTAAAGAA GTGAAGACCAGCTATCTCCTGA 28 44 4 27 156 22 57,473 58,973 25,200 38,600 12,554,569 F 245 CAATCACCCAATAAATTGACATCTAAAGAAACACtttttCCCTCAGGTTTTCTTCTCCctctctctctctctctctctctctctctctctGTCTCTGGTACTTGCCTATGCTTTGGGGTAAGACACTAAGGTTATCAGGAGATAGCTGGTCTTCACTCATGTGTCCATATTGTTGTATGCCTAAACAGTGCTTGATGGCttttttGACTGTCAGGTTTtgtgtgGGGGTTGGGAGGAGGGGAAGA

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 40 163 CACGCACAAGTCCAGGAGATTGCAGAGAACAAATACACGCACAAGTCCAGGAGAT AGAGCAGGTGACCAGAAGCT 51 40 46 20 208 20 60,037 60,836 27,500 37,400 0.872495 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT
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ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 39 162 CACGCACAAGTCCAGGAGATTGCAGAGAACAAATACACGCACAAGTCCAGGAGAT GAGCAGGTGACCAGAAGCTC 51 39 46 20 207 20 60,037 60,391 27,500 40,900 0.427951 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 39 198 CACGACCCATCTCAGATGCATCACCTTACAACTTAA CACGACCCATCTCAGATGCA GAGCAGGTGACCAGAAGCTC 87 39 10 20 207 20 59,824 60,391 39,600 40,900 0.567448 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 39 199 TCACGACCCATCTCAGATGCATCACCTTACAACTTAATCACGACCCATCTCAGATGC GAGCAGGTGACCAGAAGCTC 88 39 9 20 207 20 59,538 60,391 39,100 40,900 0.852546 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 114 TGACACAGTAACTTACCTCCCTGtctctctctctctctctct TGACACAGTAACTTACCTCCCTG GAGCAGGTGACCAGAAGCTC 0 39 94 23 207 20 59,423 60,391 44,500 40,900 3,967,981 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 2 116 TGTGACACAGTAACTTACCTCCCTGtctctctctctctctc TGTGACACAGTAACTTACCTCCC GAGCAGGTGACCAGAAGCTC 2 39 92 23 207 20 59,677 60,391 43,000 40,900 3,713,826 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 36 159 CACGCACAAGTCCAGGAGATTGCAGAGAACAAATACACGCACAAGTCCAGGAGAT CAGGTGACCAGAAGCTCCAT 51 36 46 20 204 20 60,037 59,383 27,500 34,100 0.654365 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 36 195 CACGACCCATCTCAGATGCATCACCTTACAACTTAA CACGACCCATCTCAGATGCA CAGGTGACCAGAAGCTCCAT 87 36 10 20 204 20 59,824 59,383 39,600 34,100 0.793862 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13047:43993 1 117 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 113 TGTGACACAGTAACTTACCTCCCTGtctctctctctctctc TGTGACACAGTAACTTACCTCCC CAGGTGACCAGAAGCTCCAT 2 36 92 23 204 20 59,677 59,383 43,000 34,100 3,940,240 A 261 TGGATTTATCACGACCCATCTCAGATGCATCACCTTACAACTTAACACGCACAAGTCCAGGAGATTGCAGAGAACAAATAATGGGGAAGTTTGTGACACAGTAACTTACCTCCCTGtctctctctctctctctctctctctctctctcTTCCTTCAAGTTTAACCTTCACGTCTTTCTTTTGTAATGGAGCTTCTGGTCACCTGCTCTACTATTTCTTTACAAGGGCAAAATACTGTGGATGCTGGTTAGCTGAAGTAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 17 164 TGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGt TGGTTCCCTGGAAAGCCAAA TCCCTGGTGAGCTCTGCTAT 75 17 35 20 198 20 59,737 60,032 32,800 29,700 0.294888 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 17 119 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA TCCCTGGTGAGCTCTGCTAT 29 17 80 21 198 20 57,510 60,032 42,600 29,700 3,522,155 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 17 121 GATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGGATGTGACTTCATTTCCAGCTGA TCCCTGGTGAGCTCTGCTAT 29 17 78 23 198 20 58,994 60,032 42,600 29,700 4,037,366 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 71 218 TGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGt TGGTTCCCTGGAAAGCCAAA CCACAGCCATTTCCTCTCCC 75 71 35 20 252 20 59,737 60,395 32,800 43,000 0.658071 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 71 219 CTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGCCAA CCACAGCCATTTCCTCTCCC 76 71 34 20 252 20 60,179 60,395 45,200 43,000 0.573863 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 29 172 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA CACAGCCATTTCCTCTCCCT 29 70 80 21 251 20 57,510 59,377 42,600 42,000 4,113,104 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 29 173 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA CCACAGCCATTTCCTCTCCC 29 71 80 21 252 20 57,510 60,395 42,600 43,000 3,885,338 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 29 199 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA GGACAGTGTGCATACAGCCA 29 97 80 21 278 20 57,510 60,322 42,600 47,500 3,812,003 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 17 119 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGAA TCCCTGGTGAGCTCTGCTAT 28 17 80 22 198 20 58,181 60,032 30,200 29,700 3,851,084 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 17 165 CTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGCCAA TCCCTGGTGAGCTCTGCTAT 76 17 34 20 198 20 60,179 60,032 45,200 29,700 0.210680 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 17 168 TAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGC TCCCTGGTGAGCTCTGCTAT 79 17 31 20 198 20 59,672 60,032 35,100 29,700 0.359974 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 79 249 TAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGC AGGACAGTGTGCATACAGCC 79 98 31 20 279 20 59,672 60,036 35,100 48,500 0.364268 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 76 246 CTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGCCAA AGGACAGTGTGCATACAGCC 76 98 34 20 279 20 60,179 60,036 45,200 48,500 0.214974 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 75 245 TGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGt TGGTTCCCTGGAAAGCCAAA AGGACAGTGTGCATACAGCC 75 98 35 20 279 20 59,737 60,036 32,800 48,500 0.299182 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 72 220 CTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGCTGGTTCCCTGGAAAGCCAA CCCACAGCCATTTCCTCTCC 76 72 34 20 253 20 60,179 60,395 45,200 37,100 0.573863 F 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 29 174 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA CCCACAGCCATTTCCTCTCC 29 72 80 21 253 20 57,510 60,395 42,600 37,100 3,885,338 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 29 200 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGA AGGACAGTGTGCATACAGCC 29 98 80 21 279 20 57,510 60,036 42,600 48,500 3,526,449 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:13961:39387 1 130 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 28 200 TGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTT TGTGACTTCATTTCCAGCTGAA AGGACAGTGTGCATACAGCC 28 98 80 22 279 20 58,181 60,036 30,200 48,500 3,855,378 A 280 CTTGGCAGATGTTTAGGCTGAGTGATGTGGTAGCTGGTTCCCTGGAAAGCCAAAAGTGGTGGGGCTAGtttttCTAAGATGTGACTTCATTTCCAGCTGAAAACCTAGTAGAGTTTTGAACAAAGAGTTcacacacacacacacacacacacacacacacaAAGAAAACCCTCTTCTAATAGCAGAGCTCACCAGGGAGGATGTGGGGATAGAACACTTAGATTGCCAAGTAGGGAGAGGAAATGGCTGTGGGCTGCATGGCTGTATGCACACTGTCCTG

ST‐E00142:460:H2K7HCCXY:6:2117:17614:54049 1 33 40 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 1 1 12 0 112 TTGtctctcTATTTCTCCCTGTCActctctctctctctctctctc TTGTCTCTCTATTTCTCCCTGTCA GCAGAGAGTGCGAGAGAGAC 0 28 9 24 120 20 58,666 59,901 35,800 33,600 5,432,310 F 161 ATCTATCATTGtctctcTATTTCTCCCTGTCActctctctctctctctctctctctctctctctCCctctctGTCTAtctctctcTTtctctctcTTAAAGtctctctcGCActctctGCAACGTtctctcTTTCCctctctctctCAGTCTCCCGCTATC

ST‐E00142:460:H2K7HCCXY:6:2117:17614:54049 1 33 40 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 13 1 112 TTGtctctcTATTTCTCCCTGTCActctctctctctctctctctc TTGTCTCTCTATTTCTCCCTGTC GCAGAGAGTGCGAGAGAGAC 1 28 9 23 120 20 57,076 59,901 35,100 33,600 6,022,461 F 161 ATCTATCATTGtctctcTATTTCTCCCTGTCActctctctctctctctctctctctctctctctCCctctctGTCTAtctctctcTTtctctctcTTAAAGtctctctcGCActctctGCAACGTtctctcTTTCCctctctctctCAGTCTCCCGCTATC

ST‐E00142:460:H2K7HCCXY:6:2117:17614:54049 1 33 40 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 13 0 111 TGtctctcTATTTCTCCCTGTCActctctctctctctctctctct TGTCTCTCTATTTCTCCCTGTCA GCAGAGAGTGCGAGAGAGAC 0 28 10 23 120 20 58,064 59,901 35,800 33,600 5,034,307 F 161 ATCTATCATTGtctctcTATTTCTCCCTGTCActctctctctctctctctctctctctctctctCCctctctGTCTAtctctctcTTtctctctcTTAAAGtctctctcGCActctctGCAACGTtctctcTTTCCctctctctctCAGTCTCCCGCTATC

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 1 1 3 18 189 AGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAGGGACTTGCCTTGAAATGGT GAAGACATCACTGTGGTTCAAGT 18 51 63 21 251 23 59,852 58,870 35,500 31,600 5,277,935 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 5 54 252 CTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGACTGAGTCGTCCTTGCCTCAT CTGAAGACATCACTGTGGTTCA 80 54 2 20 253 22 59,466 58,268 29,000 31,800 4,266,624 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 5 18 187 AGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAGGGACTTGCCTTGAAATGGT AGACATCACTGTGGTTCAAGT 18 51 63 21 249 21 59,852 57,154 35,500 31,600 4,993,598 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 5 18 187 AGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAGGGACTTGCCTTGAAATGGT AGACATCACTGTGGTTCAAGTT 18 50 63 21 249 22 59,852 57,844 35,500 26,600 5,304,273 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 6 54 253 CTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGACTGAGTCGTCCTTGCCTCAT TCTGAAGACATCACTGTGGTTCA 80 54 2 20 254 23 59,466 59,612 29,000 31,800 3,922,111 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 6 46 219 CGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTCGAAGTGTCTGTGGCAAACG TCTGAAGACATCACTGTGGTTCA 46 54 36 20 254 23 60,042 59,612 36,000 31,800 3,429,886 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 7 57 254 CTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGACTGAGTCGTCCTTGCCTCAT GTCTGAAGACATCACTGTGGT 80 57 2 20 255 21 59,466 57,607 29,000 41,600 3,927,501 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 8 42 215 GTGTCTGTGGCAAACGACACGCCAGGGACTTGCCT GTGTCTGTGGCAAACGACAC TCTGAAGACATCACTGTGGTTCA 42 54 40 20 254 23 59,972 59,612 36,700 31,800 3,415,284 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 8 42 216 GTGTCTGTGGCAAACGACACGCCAGGGACTTGCCT GTGTCTGTGGCAAACGACAC GTCTGAAGACATCACTGTGGT 42 57 40 20 255 21 59,972 57,607 36,700 41,600 3,420,674 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 8 1 203 CTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGACTGAGTCGTCCTTGCCTCAT TCAACTAAACAGACATAGACAGACAA 80 1 2 20 204 26 59,466 58,278 29,000 31,800 8,256,775 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 134 GCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgt GCCTTGAAATGGTTGACAGTGT TCAACTAAACAGACATAGACAGACA 9 2 71 22 204 25 59,638 57,715 35,500 34,100 9,646,996 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 135 TGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtg TGCCTTGAAATGGTTGACAGT TCAACTAAACAGACATAGACAGACA 11 2 70 21 204 25 58,335 57,715 35,500 34,100 9,950,084 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 135 TGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtg TGCCTTGAAATGGTTGACAGTG TCAACTAAACAGACATAGACAGACA 10 2 70 22 204 25 59,638 57,715 36,600 34,100 9,646,676 G 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 138 ACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtg ACTTGCCTTGAAATGGTTGACA TCAACTAAACAGACATAGACAGACA 13 2 67 22 204 25 58,970 57,715 35,800 34,100 10,315,210 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 139 GACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtg GACTTGCCTTGAAATGGTTGACA TCAACTAAACAGACATAGACAGACA 13 2 66 23 204 25 59,932 57,715 35,800 34,100 10,352,943 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 165 GTGTCTGTGGCAAACGACACGCCAGGGACTTGCCT GTGTCTGTGGCAAACGACAC TCAACTAAACAGACATAGACAGACA 42 2 40 20 204 25 59,972 57,715 36,700 34,100 7,312,504 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 166 AGTGTCTGTGGCAAACGACACGCCAGGGACTTGCC AGTGTCTGTGGCAAACGACA TCAACTAAACAGACATAGACAGACA 43 2 39 20 204 25 60,108 57,715 43,500 34,100 7,392,816 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 169 CGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTCGAAGTGTCTGTGGCAAACG TCAACTAAACAGACATAGACAGACA 46 2 36 20 204 25 60,042 57,715 36,000 34,100 7,327,106 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 198 TCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTG TCGTCCTTGCCTCATTCAGT TCAACTAAACAGACATAGACAGACA 75 2 7 20 204 25 59,023 57,715 34,100 34,100 8,261,560 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 2 203 CTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGACTGAGTCGTCCTTGCCTCAT TCAACTAAACAGACATAGACAGACA 80 2 2 20 204 25 59,466 57,715 29,000 34,100 7,819,331 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:22709:15900 1 102 76 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAG NA 0 0 9 1 139 GGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAt GGACTTGCCTTGAAATGGTTGA CAACTAAACAGACATAGACAGACAA 15 1 65 22 203 25 59,372 57,053 31,800 31,800 10,574,353 D 256 CCTGAGTCGTCCTTGCCTCATTCAGTTTCTGTAGCCGAAGTGTCTGTGGCAAACGACACGCCAGGGACTTGCCTTGAAATGGTTGACAgtgtgtgtTAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGGCGGTGTGGGTGGGGAGGGTTTGTGTATCtgtgtgtgtgTTTGTCTGTCTATGTCTGTTTAGTTGATActctctCCAATTTaaaaaGTAAACTTGAACCACAGTGATGTCTTCAGACA

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 1 1 3 44 244 GGCTGGAGCATTAGGGATCTCCACACCTCAGGCAC GGCTGGAGCATTAGGGATCTC CAGCCCTACCCTCCACAAGA 44 78 3 21 246 20 59,997 60,910 27,500 30,200 1,912,613 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 3 43 243 GCTGGAGCATTAGGGATCTCCACACCTCAGGCACC GCTGGAGCATTAGGGATCTCC CAGCCCTACCCTCCACAAGA 43 78 4 21 246 20 59,997 60,910 37,100 30,200 1,912,613 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 3 30 208 GATCTCCACACCTCAGGCACCTCTCACAGACTTCAA GATCTCCACACCTCAGGCAC AACTCCTGCTGCCACTCATT 30 57 18 20 225 20 60,108 59,597 50,100 25,700 0.511216 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 3 15 187 GGCACCTCTCACAGACTTCAAAGAAATGAAGCAGA GGCACCTCTCACAGACTTCA TGCTGCCACTCATTATGTGC 15 51 33 20 219 20 59,318 58,903 30,200 45,700 1,778,966 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 4 30 209 GATCTCCACACCTCAGGCACCTCTCACAGACTTCAA GATCTCCACACCTCAGGCAC CAACTCCTGCTGCCACTCAT 30 58 18 20 226 20 60,108 60,322 50,100 29,000 0.430222 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 4 18 189 TCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCATCAGGCACCTCTCACAGACT GCTGCCACTCATTATGTGCT 18 50 30 20 218 20 60,179 58,613 32,400 44,000 1,565,483 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 4 18 197 TCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCATCAGGCACCTCTCACAGACT CAACTCCTGCTGCCACTCAT 18 58 30 20 226 20 60,179 60,322 32,400 29,000 0.501226 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 4 15 188 GGCACCTCTCACAGACTTCAAAGAAATGAAGCAGA GGCACCTCTCACAGACTTCA CTGCTGCCACTCATTATGTGC 15 51 33 20 220 21 59,318 59,935 30,200 45,700 1,746,835 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 6 33 241 AGGGATCTCCACACCTCAGGCACCTCTCACAGACTTAGGGATCTCCACACCTCAGG AATTGTGGCCAGCCCTACC 33 88 15 20 255 19 60,326 60,000 38,600 31,800 1,326,407 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 7 1 139 ACCTCTCACAGACTTCAAAGAAATGAAGCAGAacac ACCTCTCACAGACTTCAAAGAAA GGTGATTGTAACTGAAGTTCTATGT 9 1 36 23 174 25 57,641 57,093 25,200 22,900 13,266,409 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 7 1 139 ACCTCTCACAGACTTCAAAGAAATGAAGCAGAacac ACCTCTCACAGACTTCAAAGAAATG GGTGATTGTAACTGAAGTTCTATGT 7 1 36 25 174 25 59,238 57,093 23,200 22,900 13,669,432 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:26443:57284 1 68 81 16 3 AC ACACACACACAGACACACAAAAAAAAACAGACACANA 0 0 7 1 139 CCTCTCACAGACTTCAAAGAAATGAAGCAGAacaca CCTCTCACAGACTTCAAAGAAATGA TGGTGATTGTAACTGAAGTTCTATGT 6 1 37 25 175 26 59,006 58,550 25,700 22,900 13,444,129 G 255 GAGGCTGGAGCATTAGGGATCTCCACACCTCAGGCACCTCTCACAGACTTCAAAGAAATGAAGCAGAacacacacacAGacacacaaaaaaaaaCAGacacacacacacacacacacacacacacacacAGGcacacacacacacacaAACATAGAACTTCAGTTACAATCACCACTCTTTCATTTCCAGGAAAAGATAGCACATAATGAGTGGCAGCAGGAGTTGTCTTGTGGAGGGTAGGGCTGGCCACAATT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 1 1 2 57 244 TTGTCACGGTTCAGTGGTCTAACATTTACTACTGGA TTGTCACGGTTCAGTGGTCT AACTGCTGCACACAACACAC 80 57 12 20 255 20 59,172 59,829 38,500 38,200 0.999030 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 2 53 237 TCACGGTTCAGTGGTCTAACATTTACTACTGGATTa TCACGGTTCAGTGGTCTAACA GCTGCACACAACACACACTT 76 53 15 21 251 20 58,967 59,829 24,100 31,600 2,204,379 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 2 53 239 TGTCACGGTTCAGTGGTCTAACATTTACTACTGGAT TGTCACGGTTCAGTGGTCTAA GCTGCACACAACACACACTT 78 53 13 21 251 20 58,967 59,829 21,000 31,600 2,204,379 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 2 53 240 TTGTCACGGTTCAGTGGTCTAACATTTACTACTGGA TTGTCACGGTTCAGTGGTCT GCTGCACACAACACACACTT 80 53 12 20 251 20 59,172 59,829 38,500 31,600 0.999030 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 2 1 141 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA ACTAGAAATTTAGTGGCTGAATTGGA 1 27 91 20 231 26 60,895 58,825 53,600 35,300 8,070,205 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 2 1 161 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA GCTGCACACAACACACACTT 1 53 91 20 251 20 60,895 59,829 53,600 31,600 1,066,107 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 3 53 239 TGTCACGGTTCAGTGGTCTAACATTTACTACTGGAT TGTCACGGTTCAGTGGTCTA GCTGCACACAACACACACTT 79 53 13 20 251 20 58,305 59,829 25,900 31,600 1,865,851 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 3 2 142 TGCAGGTTGATGACTTGGGCAAacacacacacacacTC TGCAGGTTGATGACTTGGGC ACTAGAAATTTAGTGGCTGAATTGGA 2 27 90 20 231 26 60,895 58,825 53,600 35,300 8,070,205 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 3 1 141 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA ACTAGAAATTTAGTGGCTGAATTGG 1 28 91 20 231 25 60,895 57,603 53,600 31,600 8,291,640 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 4 58 245 TTGTCACGGTTCAGTGGTCTAACATTTACTACTGGA TTGTCACGGTTCAGTGGTCT CAACTGCTGCACACAACACA 80 58 12 20 256 20 59,172 59,829 38,500 37,200 0.998807 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 4 2 167 TGCAGGTTGATGACTTGGGCAAacacacacacacacTC TGCAGGTTGATGACTTGGGC CAACTGCTGCACACAACACA 2 58 90 20 256 20 60,895 59,829 53,600 37,200 1,065,884 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 4 1 166 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA CAACTGCTGCACACAACACA 1 58 91 20 256 20 60,895 59,829 53,600 37,200 1,065,884 G 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 5 2 139 TGCAGGTTGATGACTTGGGCAAacacacacacacacTC TGCAGGTTGATGACTTGGGC AGAAATTTAGTGGCTGAATTGGAA 2 26 90 20 228 24 60,895 57,084 53,600 35,300 7,811,460 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 5 1 138 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA AGAAATTTAGTGGCTGAATTGGAAA 1 25 91 20 228 25 60,895 57,698 53,600 31,300 8,196,969 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:3427:20260 1 112 67 16 2 AC ACACACACACACACTCCATACACACACACACACAGANA 0 0 5 1 138 GCAGGTTGATGACTTGGGCAAacacacacacacacTCCGCAGGTTGATGACTTGGGCA AGAAATTTAGTGGCTGAATTGGAA 1 26 91 20 228 24 60,895 57,084 53,600 35,300 7,811,460 D 281 GGCTATGAAATTTGTCACGGTTCAGTGGTCTAACATTTACTACTGGATTaaaaaTTCTAAACACTACTTCTGCAAGGATGAAATATTAATGCAGGTTGATGACTTGGGCAAacacacacacacacTCCATacacacacacacacAGacacacacacacacacacacacacacacacacCAGTTAAAATTACTGAGCTATTGCTTTTCCAATTCAGCCACTAAATTTCTAGTAAgtgtgtgttgtgtgCAGCAGTTGAAATCAAGTTTaaaaaaaaaTCAAT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 5 189 CACATGACCCGATCAACTCAACATGcacacacacacac CACATGACCCGATCAACTCA TAAGAACTGCCTCAGCCACG 5 112 41 20 229 20 57,615 60,037 34,100 49,400 2,422,339 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 5 190 ACACATGACCCGATCAACTCAACATGcacacacacaca ACACATGACCCGATCAACTCA TAAGAACTGCCTCAGCCACG 5 112 40 21 229 20 59,377 60,037 34,100 49,400 1,660,636 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 5 191 AACACATGACCCGATCAACTCAACATGcacacacacacAACACATGACCCGATCAACTCA TAAGAACTGCCTCAGCCACG 5 112 39 22 229 20 59,962 60,037 34,100 49,400 2,075,751 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 3 189 CACATGACCCGATCAACTCAACATGcacacacacacac CACATGACCCGATCAACTCAAC TAAGAACTGCCTCAGCCACG 3 112 41 22 229 20 59,583 60,037 31,800 49,400 2,453,873 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 4 190 ACACATGACCCGATCAACTCAACATGcacacacacaca ACACATGACCCGATCAACTCAA TAAGAACTGCCTCAGCCACG 4 112 40 22 229 20 59,962 60,037 30,200 49,400 2,075,751 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 2 188 ACATGACCCGATCAACTCAACATGcacacacacacaca ACATGACCCGATCAACTCAACA TAAGAACTGCCTCAGCCACG 2 112 42 22 229 20 59,962 60,037 33,300 49,400 2,075,751 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 5 118 ACACATGACCCGATCAACTCAACATGcacacacacaca ACACATGACCCGATCAACTCA TCTTGAATCTTAATGCGGCCAA 5 38 40 21 157 22 59,377 58,648 34,100 45,200 4,975,050 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 5 118 ACACATGACCCGATCAACTCAACATGcacacacacaca ACACATGACCCGATCAACTCA TCTTGAATCTTAATGCGGCCA 5 39 40 21 157 21 59,377 58,002 34,100 53,600 4,621,291 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 2 116 ACATGACCCGATCAACTCAACATGcacacacacacaca ACATGACCCGATCAACTCAACA TCTTGAATCTTAATGCGGCCA 2 39 42 22 157 21 59,962 58,002 33,300 53,600 5,036,406 A 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 13 242 AGAAAGATAAACACATGACCCGATCAACTCAACAT AGAAAGATAAACACATGACCCGA AAGCAGCGTTTCCAGGGAAA 13 154 30 23 271 20 57,839 60,467 51,400 31,300 5,627,897 F 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 13 243 AGAAAGATAAACACATGACCCGATCAACTCAACAT AGAAAGATAAACACATGACCCGA AAAGCAGCGTTTCCAGGGAA 13 155 30 23 272 20 57,839 60,467 51,400 39,700 5,627,897 F 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:8126:3999 1 66 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 10 240 AAGATAAACACATGACCCGATCAACTCAACATGcac AAGATAAACACATGACCCGATCA AAAGCAGCGTTTCCAGGGAA 10 155 33 23 272 20 57,902 60,467 29,200 39,700 5,565,032 F 278 AAGACCCAGATAAAGACATaaaaaTATTAAGAAAGATAAACACATGACCCGATCAACTCAACATGcacacacacacacacacacacacacacacacaTGCACATATACAAGTTACAAAGTAGAGGAGATTTACTTTTGGCCGCATTAAGATTCAAGATAAAAGGCAAAGAGATAAAGAGTTCACTGATTGTGAGTGCTTCGCTGTTGCTCGTGGCTGAGGCAGTTCTTAAAGCTGTAGTCCTTGGGttttttttCCCTGGAAACGCTGCTTTTGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 1 3 1 124 TCTCAGAAGAGGACAGGCACGcacacaAacacacacacTCTCAGAAGAGGACAGGCAC ATGTGGCAAGGATGGAGTGG 1 36 152 20 275 20 58,739 60,034 50,100 40,000 1,295,276 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 3 0 123 CTCAGAAGAGGACAGGCACGcacacaAacacacacacaCTCAGAAGAGGACAGGCACG ATGTGGCAAGGATGGAGTGG 0 36 153 20 275 20 60,109 60,034 53,400 40,000 0.142694 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 4 30 156 AACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAAACTCCCAGATGACCTGATATGA ATGTGGCAAGGATGGAGTGG 30 36 120 23 275 20 58,439 60,034 21,500 40,000 4,594,535 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 4 0 121 CTCAGAAGAGGACAGGCACGcacacaAacacacacacaCTCAGAAGAGGACAGGCACG GTGGCAAGGATGGAGTGGG 0 35 153 20 273 19 60,109 60,379 53,400 46,100 1,487,941 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 5 30 155 ACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGACTCCCAGATGACCTGATATGA ATGTGGCAAGGATGGAGTGG 30 36 121 22 275 20 57,795 60,034 21,500 40,000 4,238,589 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 5 29 155 ACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGACTCCCAGATGACCTGATATGAA ATGTGGCAAGGATGGAGTGG 29 36 121 23 275 20 58,439 60,034 25,700 40,000 4,594,535 F 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 8 0 94 CTCAGAAGAGGACAGGCACGcacacaAacacacacacaCTCAGAAGAGGACAGGCACG TCCATTTGTGAGTGTGCTTGTT 0 5 153 20 246 22 60,109 58,977 53,400 28,300 3,132,017 B 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 8 0 95 CTCAGAAGAGGACAGGCACGcacacaAacacacacacaCTCAGAAGAGGACAGGCACG TTCCATTTGTGAGTGTGCTTGT 0 6 153 20 247 22 60,109 58,977 53,400 31,600 3,132,017 B 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 173 47 16 1.5 AC CACACAAACACACACACACACACACACACACACACANA 0 0 9 0 94 CTCAGAAGAGGACAGGCACGcacacaAacacacacacaCTCAGAAGAGGACAGGCACG TCCATTTGTGAGTGTGCTTGT 0 6 153 20 246 21 60,109 58,346 53,400 31,600 2,762,624 B 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 1 3 19 223 TTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGTTAAGAACTGCAGCTCGGGC ATGTGGCAAGGATGGAGTGG 19 36 53 20 275 20 60,674 60,034 61,300 40,000 0.707441 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 3 9 213 CAGCTCGGGCGCAGTAAATAAAACGACGCgagagagCAGCTCGGGCGCAGTAAATA ATGTGGCAAGGATGGAGTGG 9 36 63 20 275 20 60,530 60,034 14,000 40,000 0.563570 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 3 8 212 AGCTCGGGCGCAGTAAATAAAACGACGCgagagaga AGCTCGGGCGCAGTAAATAA ATGTGGCAAGGATGGAGTGG 8 36 64 20 275 20 59,823 60,034 14,000 40,000 0.210938 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 6 36 257 GCACACGATAGACACAGCGAGGGGATAAAATGGT GCACACGATAGACACAGCGA ATGTGGCAAGGATGGAGTGG 53 36 19 20 275 20 60,456 60,034 49,300 40,000 0.489938 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 8 36 254 CACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGGG ATGTGGCAAGGATGGAGTGG 50 36 22 20 275 20 60,249 60,034 43,000 40,000 0.282458 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 8 36 255 ACACGATAGACACAGCGAGGGGATAAAATGGTTTAACACGATAGACACAGCGAGG ATGTGGCAAGGATGGAGTGG 51 36 21 20 275 20 59,548 60,034 46,300 40,000 0.485980 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 8 5 183 AGCTCGGGCGCAGTAAATAAAACGACGCgagagaga AGCTCGGGCGCAGTAAATAA TCCATTTGTGAGTGTGCTTGTT 8 5 64 20 246 22 59,823 58,977 14,000 28,300 3,200,260 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 9 6 183 AGCTCGGGCGCAGTAAATAAAACGACGCgagagaga AGCTCGGGCGCAGTAAATAA TCCATTTGTGAGTGTGCTTGT 8 6 64 20 246 21 59,823 58,346 14,000 31,600 2,830,867 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2117:9810:19399 1 92 128 16 2 AC GAGAGAGAGAGAGAGAGAGAGGAAACAAAACTCCNA 0 0 9 6 184 CAGCTCGGGCGCAGTAAATAAAACGACGCgagagagCAGCTCGGGCGCAGTAAATA TCCATTTGTGAGTGTGCTTGT 9 6 63 20 246 21 60,530 58,346 14,000 31,600 3,183,499 G 276 TGGGAGGGAGAATTTCATGCACACGATAGACACAGCGAGGGGATAAAATGGTTTAAGAACTGCAGCTCGGGCGCAGTAAATAAAACGACGCgagagagagagagagagagaGGAAACAAAACTCCCAGATGACCTGATATGaaaaaaTAAATCTCAGAAGAGGACAGGCACGcacacaAacacacacacacacacacacacacacacacacATacacacATACAAACAAGCACACTCACAAATGGAATAAAAcccccACTCCATCCTTGCCACATC

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 13 118 CACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCACCCAGACGTCAGTAAGCA TGGAGAGATTTCAAGGCGAGAC 31 13 148 20 265 22 59,683 60,094 39,100 33,600 2,411,133 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 13 119 CCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAACCACCCAGACGTCAGTAAGC TGGAGAGATTTCAAGGCGAGAC 32 13 147 20 265 22 60,390 60,094 30,900 33,600 2,483,921 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 13 259 CGATACCCATCTGAAAGCCCATCATTCgggggTTCAT CGATACCCATCTGAAAGCCCA TGGAGAGATTTCAAGGCGAGAC 171 13 7 21 265 22 59,859 60,094 53,600 33,600 3,234,826 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 14 168 AATCAAAGGCAAACGCGACCAAGGCAGATTCCATGAATCAAAGGCAAACGCGACC TGGAGAGATTTCAAGGCGAGA 81 14 98 20 265 21 60,040 58,821 47,900 40,400 2,218,955 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 14 212 TGAGAATCAGCTGGCAGACCGCGGTTGTGCACACC TGAGAATCAGCTGGCAGACC TGGAGAGATTTCAAGGCGAGA 125 14 54 20 265 21 59,749 58,821 38,500 40,400 2,430,781 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 14 255 ACCCATCTGAAAGCCCATCATTCgggggTTCATCTGA ACCCATCTGAAAGCCCATCA TGGAGAGATTTCAAGGCGAGA 168 14 11 20 265 21 58,998 58,821 30,700 40,400 3,181,497 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 13 120 GCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAGCCACCCAGACGTCAGTAAG TGGAGAGATTTCAAGGCGAGAC 33 13 146 20 265 22 60,390 60,094 23,400 33,600 2,483,921 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 13 168 AATCAAAGGCAAACGCGACCAAGGCAGATTCCATGAATCAAAGGCAAACGCGACC TGGAGAGATTTCAAGGCGAGAC 81 13 98 20 265 22 60,040 60,094 47,900 33,600 2,133,501 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 13 212 TGAGAATCAGCTGGCAGACCGCGGTTGTGCACACC TGAGAATCAGCTGGCAGACC TGGAGAGATTTCAAGGCGAGAC 125 13 54 20 265 22 59,749 60,094 38,500 33,600 2,345,327 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 13 255 ACCCATCTGAAAGCCCATCATTCgggggTTCATCTGA ACCCATCTGAAAGCCCATCA TGGAGAGATTTCAAGGCGAGAC 168 13 11 20 265 22 58,998 60,094 30,700 33,600 3,096,043 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 12 166 AATCAAAGGCAAACGCGACCAAGGCAGATTCCATGAATCAAAGGCAAACGCGACC GAGAGATTTCAAGGCGAGACC 81 12 98 20 263 21 60,040 58,454 47,900 38,500 2,585,258 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:10277:42815 1 199 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 12 210 TGAGAATCAGCTGGCAGACCGCGGTTGTGCACACC TGAGAATCAGCTGGCAGACC GAGAGATTTCAAGGCGAGACC 125 12 54 20 263 21 59,749 58,454 38,500 38,500 2,797,084 F 270 AAATTGCGATACCCATCTGAAAGCCCATCATTCgggggTTCATCTGAGGGATATGAGAATCAGCTGGCAGACCGCGGTTGTGCACACCGCATTGCAAAATCAAAGGCAAACGCGACCAAGGCAGATTCCATGGAtttttCAGCCAGCCACCCAGACGTCAGTAAGCATTGTGAGTCAACTAATCTGACTGAAAATCTGtctctctctctctctctctctctctctctctcATCACATTCGAAGGTCTCGCCTTGAAAtctctcCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 1 1 3 10 114 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA TCTGCTCAGTAGAGATGTGCT 10 14 20 20 133 21 59,962 58,267 56,900 44,000 2,770,353 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 3 10 120 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA TGCACTTCTGCTCAGTAGAGA 10 20 20 20 139 21 59,962 58,481 56,900 31,000 2,556,603 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 3 10 166 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA TGTTGTAGGGCTTCATCCACT 10 66 20 20 185 21 59,962 59,015 56,900 40,000 2,022,749 F 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 3 10 166 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA TGTTGTAGGGCTTCATCCACTT 10 65 20 20 185 22 59,962 59,625 56,900 31,600 2,412,764 F 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 4 12 140 CAGATAACTGCCAACCTTCGCCACAAGTGGTGAata CAGATAACTGCCAACCTTCGC AGACCCAGTTGTATACATGCACT 12 35 17 21 156 23 59,602 59,480 47,000 44,000 4,917,900 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 4 10 123 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA ACATGCACTTCTGCTCAGTAGA 10 22 20 20 142 22 59,962 59,435 56,900 25,900 2,602,094 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 4 10 167 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA TTGTTGTAGGGCTTCATCCACT 10 66 20 20 186 22 59,962 59,625 56,900 40,000 2,412,764 F 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 5 10 140 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA AGAAGACCCAGTTGTATACATGCA 10 37 20 20 159 24 59,962 59,775 56,900 39,600 4,262,632 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:14752:16639 1 50 49 16 1.5 AT ATATATATATATATATATATATATATATATATCTATA NA 0 0 5 10 140 ATAACTGCCAACCTTCGCCACAAGTGGTGAatatata ATAACTGCCAACCTTCGCCA AGAAGACCCAGTTGTATACATGC 10 38 20 20 159 23 59,962 58,229 56,900 40,600 4,808,385 B 189 TCTACAAGTAAAAGGTCAGATAACTGCCAACCTTCGCCACAAGTGGTGAatatatatatatatatatatatatatatatatCtatatatatatatataTTTTGCACAATCAAAGCACATCTCTACTGAGCAGAAGTGCATGTATACAACTGGGTCTTCTaaaaaaGTGGATGAAGCCCTACAACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 0 94 ACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGACTTGAAGGCAGACACGCTC GAGCGAAAGAGACAGAAAGAGA 20 0 4 20 97 22 60,601 57,832 50,300 31,000 4,768,864 A 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 95 AACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATAACTTGAAGGCAGACACGCT GAGCGAAAGAGACAGAAAGAGA 21 0 3 20 97 22 60,179 57,832 50,700 31,000 4,346,599 A 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 96 GAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGG GAACTTGAAGGCAGACACGC GAGCGAAAGAGACAGAAAGAGA 22 0 2 20 97 22 59,764 57,832 53,400 31,000 4,403,480 A 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 1 2 0 221 CCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgt CCTGGTCTCTGGATGAGCC GCTCCGTGTCGTGTTAGGAA 0 118 25 19 245 20 59,171 60,039 47,000 33,600 1,867,660 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 2 0 222 CCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgCCCTGGTCTCTGGATGAGCC GCTCCGTGTCGTGTTAGGAA 0 118 24 20 245 20 61,694 60,039 47,000 33,600 1,733,025 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 3 21 243 AACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATAACTTGAAGGCAGACACGCT GCTCCGTGTCGTGTTAGGAA 21 118 3 20 245 20 60,179 60,039 50,700 33,600 0.217937 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 3 21 245 AACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATAACTTGAAGGCAGACACGCT GAGCTCCGTGTCGTGTTAGG 21 120 3 20 247 20 60,179 60,456 50,700 26,900 0.635357 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 3 1 222 CCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgCCCTGGTCTCTGGATGAGC GCTCCGTGTCGTGTTAGGAA 1 118 24 19 245 20 59,171 60,039 42,600 33,600 1,867,660 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 4 22 244 GAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGG GAACTTGAAGGCAGACACGC GCTCCGTGTCGTGTTAGGAA 22 118 2 20 245 20 59,764 60,039 53,400 33,600 0.274818 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 4 16 143 AACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATAACTTGAAGGCAGACACGCT TTGACAGAAAGAGCAGCTGTTG 21 16 3 20 145 22 60,179 59,385 50,700 33,300 2,794,493 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 5 16 139 TTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGA TTGAAGGCAGACACGCTCC TGACAGAAAGAGCAGCTGTTG 19 16 6 19 144 21 60,302 58,784 47,000 33,300 3,517,762 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 5 16 142 AACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATAACTTGAAGGCAGACACGCT TGACAGAAAGAGCAGCTGTTG 21 16 3 20 144 21 60,179 58,784 50,700 33,300 2,395,092 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 5 16 143 GAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGG GAACTTGAAGGCAGACACGC TGACAGAAAGAGCAGCTGTTG 22 16 2 20 144 21 59,764 58,784 53,400 33,300 2,451,972 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 5 0 121 CCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgCCCTGGTCTCTGGATGAGCC TGACAGAAAGAGCAGCTGTTG 0 16 24 20 144 21 61,694 58,784 47,000 33,300 3,910,179 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:16995:64122 1 44 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTCNA 0 0 6 17 139 TTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGA TTGAAGGCAGACACGCTCC TGACAGAAAGAGCAGCTGTT 19 17 6 19 144 20 60,302 57,372 47,000 31,600 3,929,230 D 260 TGAACTTGAAGGCAGACACGCTCCCCTGGTCTCTGGATGAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCTTTCTGTCTCTTTCGCTCtgtgtgtgtgTCTCTGCTTCCATAAGCAACAGCTGCTCTTTCTGTCAAAAGCCGAGCTAAACTCTTCGTCCCCAATTTGTATCGCATATTATCCGTTCCGACTCATCCCTGTATTtctctcAGTGTCTTTCCTAACACGACACGGAGCTCCAGACAGCCATAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 10 11 96 AGAGCCTCACAAACACGCATacacacTCACGcacacac AGAGCCTCACAAACACGCAT CGGCATTTAGTCCCAGTTGG 11 13 88 20 183 20 60,250 58,905 47,300 37,700 1,345,253 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 11 99 AGAGCCTCACAAACACGCATacacacTCACGcacacac AGAGCCTCACAAACACGCAT TCACGGCATTTAGTCCCAGT 11 16 88 20 186 20 60,250 59,019 47,300 40,000 1,231,650 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 11 122 AGAGCCTCACAAACACGCATacacacTCACGcacacac AGAGCCTCACAAACACGCAT AACACTCCCTGTCCTCCTCC 11 39 88 20 209 20 60,250 60,546 47,300 43,000 0.796015 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 11 124 AGAGCCTCACAAACACGCATacacacTCACGcacacac AGAGCCTCACAAACACGCAT GGAACACTCCCTGTCCTCCT 11 41 88 20 211 20 60,250 60,546 47,300 36,900 0.796015 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 11 152 AGAGCCTCACAAACACGCATacacacTCACGcacacac AGAGCCTCACAAACACGCAT TCACAGGATTTCCCATCGGC 11 69 88 20 239 20 60,250 60,107 47,300 55,400 0.357681 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 13 154 AAAGAGCCTCACAAACACGCATacacacTCACGcaca AAAGAGCCTCACAAACACGC TCACAGGATTTCCCATCGGC 13 69 86 20 239 20 59,337 60,107 53,400 55,400 0.770368 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 12 100 AAGAGCCTCACAAACACGCATacacacTCACGcacacaAAGAGCCTCACAAACACGCA TCACGGCATTTAGTCCCAGT 12 16 87 20 186 20 60,464 59,019 52,400 40,000 1,444,836 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 12 123 AAGAGCCTCACAAACACGCATacacacTCACGcacacaAAGAGCCTCACAAACACGCA AACACTCCCTGTCCTCCTCC 12 39 87 20 209 20 60,464 60,546 52,400 43,000 1,009,202 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 12 153 AAGAGCCTCACAAACACGCATacacacTCACGcacacaAAGAGCCTCACAAACACGCA TCACAGGATTTCCCATCGGC 12 69 87 20 239 20 60,464 60,107 52,400 55,400 0.570868 B 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 48 190 TACACGcacacacaCTCACGcacacaTacacacacAAAGATACACGCACACACACTCACG ATCACAGGATTTCCCATCGGC 48 69 51 20 240 21 60,868 60,478 43,500 55,400 2,345,736 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 41 182 acacacaCTCACGcacacaTacacacacAAAGAGCCTCACACACACACTCACGCACACAT TCACAGGATTTCCCATCGGC 41 69 58 20 239 20 60,462 60,107 32,100 55,400 0.569084 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 41 196 acacacaCTCACGcacacaTacacacacAAAGAGCCTCACACACACACTCACGCACACAT AGGGATGGAAGAGATCACAGGA 41 81 58 20 253 22 60,462 60,023 32,100 38,600 2,484,495 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:19492:49742 1 119 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 41 197 acacacaCTCACGcacacaTacacacacAAAGAGCCTCACACACACACTCACGCACACAT CAGGGATGGAAGAGATCACAGG 41 82 58 20 254 22 60,462 59,896 32,100 40,000 2,566,321 F 265 GTCTcacacacacacacacacaCGcacacacaAAGAGTCTcacacacacaTACACGcacacacaCTCACGcacacaTacacacacAAAGAGCCTCACAAACACGCATacacacTCACGcacacacacacacacacacacacacacacacaTGACAGAATTCTCCCAACTGGGACTAAATGCCGTGATGGggaggaggaCAGGGAGTGTTCCCTGCTGAGGCCGATGGGAAATCCTGTGATCTCTTCCATCCCTGACTTCATTAAT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 55 211 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC AGGAGCTAAACATGTGAACTAGGA 80 55 57 20 267 24 58,261 59,222 48,500 29,400 6,516,963 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 31 243 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC ACTCTTCCTTTGTTTCGAACTTGG 135 31 1 21 243 24 58,840 59,664 31,300 36,100 6,495,799 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 30 242 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC CTCTTCCTTTGTTTCGAACTTGGT 135 30 1 21 242 24 58,840 59,664 31,300 36,700 6,495,799 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 4 158 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC GTGCACTATTCGCTTGACATGT 80 4 57 20 214 22 58,261 59,583 48,500 32,100 4,155,614 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 4 214 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC GTGCACTATTCGCTTGACATGT 135 4 1 21 214 22 58,840 59,583 31,300 32,100 4,576,752 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 59 213 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC TGAGGAGCTAAACATGTGAACT 80 59 57 20 269 22 58,261 57,376 48,500 30,100 6,362,999 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 52 191 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA CCTATGAGGAGCTAAACATGTGA 52 62 83 22 273 23 58,116 57,718 44,100 35,800 9,166,224 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 52 192 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA TCCTATGAGGAGCTAAACATGTG 52 63 83 22 274 23 58,116 57,718 44,100 32,100 9,166,224 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 34 190 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC GGAACTCTTCCTTTGTTTCGAACT 80 34 57 20 246 24 58,261 59,425 48,500 30,100 6,314,303 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 31 161 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA ACTCTTCCTTTGTTTCGAACTTGG 52 31 83 22 243 24 58,116 59,664 44,100 36,100 8,219,764 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 30 159 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA TCTTCCTTTGTTTCGAACTTGGT 52 30 83 22 241 23 58,116 58,733 44,100 36,700 8,150,884 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 30 160 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA CTCTTCCTTTGTTTCGAACTTGGT 52 30 83 22 242 24 58,116 59,664 44,100 36,700 8,219,764 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 30 241 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC TCTTCCTTTGTTTCGAACTTGGT 135 30 1 21 241 23 58,840 58,733 31,300 36,700 6,426,919 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 5 159 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC AGTGCACTATTCGCTTGACATG 80 5 57 20 215 22 58,261 59,325 48,500 32,100 4,413,919 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 5 215 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC AGTGCACTATTCGCTTGACATG 135 5 1 21 215 22 58,840 59,325 31,300 32,100 4,835,057 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 4 90 ATTGACGCACTCACTAAGTCTAAACATGACGTcacacATTGACGCACTCACTAAGTCT GTGCACTATTCGCTTGACATGT 11 4 125 21 214 22 57,056 59,583 32,400 32,100 6,360,602 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 4 132 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA GTGCACTATTCGCTTGACATGT 52 4 83 22 214 22 58,116 59,583 44,100 32,100 6,300,717 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 52 192 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA TCCTATGAGGAGCTAAACATGTGA 52 62 83 22 274 24 58,116 59,038 44,100 35,800 8,846,532 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 7 133 GCGTTCAACTTAAACATCAGCAAGCTATCAACATGAGCGTTCAACTTAAACATCAGCA AGTGCACTATTCGCTTGACA 52 7 83 22 215 20 58,116 57,544 44,100 35,800 6,339,843 A 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 7 159 ATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAATGCGTTTCTTAGTCCCAGC AGTGCACTATTCGCTTGACA 80 7 57 20 215 20 58,261 57,544 48,500 35,800 4,194,740 B 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 7 215 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAG GCAGACCTTTGTACCCTTTCC AGTGCACTATTCGCTTGACA 135 7 1 21 215 20 58,840 57,544 31,300 35,800 4,615,879 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 4 151 TCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCATCTTAGTCCCAGCGTGTGTG GTGCACTATTCGCTTGACATGT 73 4 64 20 214 22 59,683 59,583 38,200 32,100 2,733,707 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 7 141 GCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAGCGTGTGTGCGTTCAACTTA AGTGCACTATTCGCTTGACA 62 7 75 20 215 20 59,698 57,544 22,400 35,800 2,757,961 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 4 139 GCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAGCGTGTGTGCGTTCAACTTA TGCACTATTCGCTTGACATGT 62 4 75 20 213 21 59,698 58,301 22,400 32,100 3,001,091 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 4 140 GCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAGCGTGTGTGCGTTCAACTTA GTGCACTATTCGCTTGACATGT 62 4 75 20 214 22 59,698 59,583 22,400 32,100 2,718,835 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 4 139 GCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAGCGTGTGTGCGTTCAACTTAA TGCACTATTCGCTTGACATGT 61 4 75 21 213 21 60,268 58,301 18,500 32,100 3,966,435 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:21197:73264 1 157 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 4 139 GCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAGCGTGTGTGCGTTCAACTT TGCACTATTCGCTTGACATGT 63 4 75 19 213 21 59,938 58,301 26,600 32,100 3,760,691 F 282 GCAGACCTTTGTACCCTTTCCCCGAGTGCCCACCAGGGAGttttttGAAAAGGAATATGCGTTTCTTAGTCCCAGCgtgtgtGCGTTCAACTTAAACATCAGCAAGCTATCAACATGATTATTTATTGACGCACTCACTAAGTCTAAACATGACGTcacacacacacacacacacacacacacacacaCGATACATGTCAAGCGAATAGTGCACTTTTACCAAGTTCGAAACAAAGGAAGAGTTCCTAGTTCACATGTTTAGCTCCTCATAGGAAGAATAGT

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 17 143 tttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCt TTTAACTGGGCCCTGACTCC TCAATCTTGAGTTAAAGAGAGAGCAA 17 48 48 20 190 26 59,303 58,555 38,500 39,100 8,141,622 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 11 137 TGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgTGGGCCCTGACTCCCTTATT TCAATCTTGAGTTAAAGAGAGAGCAA 11 48 54 20 190 26 60,254 58,555 14,000 39,100 7,698,751 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 17 143 tttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCt TTTAACTGGGCCCTGACTCC TCAATCTTGAGTTAAAGAGAGAGCA 17 49 48 20 190 25 59,303 58,002 38,500 42,600 7,694,156 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 12 138 CTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtg CTGGGCCCTGACTCCCTTAT TCAATCTTGAGTTAAAGAGAGAGCA 12 49 53 20 190 25 60,696 58,002 17,300 42,600 7,693,457 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 11 137 TGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgTGGGCCCTGACTCCCTTATT TCAATCTTGAGTTAAAGAGAGAGCA 11 49 54 20 190 25 60,254 58,002 14,000 42,600 7,251,285 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 49 190 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTT CAGGACAATCAAAGGACACTTAACC TCAATCTTGAGTTAAAGAGAGAGCA 59 49 1 25 190 25 60,049 58,002 28,500 42,600 12,046,367 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 142 ttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgTTAACTGGGCCCTGACTCCC TCAATCTTGAGTTAAAGAGAGAGCA 16 49 49 20 190 25 61,205 58,002 43,000 42,600 8,203,115 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 56 197 GGACAATCAAAGGACACTTAACCGTATCTTCTTTTA GGACAATCAAAGGACACTTAACCG AGGATCCAATCAATCTTGAGTTAAAGA 58 56 3 24 199 27 60,083 58,668 44,400 25,200 12,415,224 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:29589:64878 1 85 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 49 190 GGACAATCAAAGGACACTTAACCGTATCTTCTTTTA GGACAATCAAAGGACACTTAACCG AATCAATCTTGAGTTAAAGAGAGAGCA 58 49 3 24 192 27 60,083 58,900 44,400 42,600 12,183,021 F 242 CAGGACAATCAAAGGACACTTAACCGTATCTTCTTTTAACTTTCttttttAACTGGGCCCTGACTCCCTTATTTCTGATACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGTCGTGtttttATTAtttttttCCTTAGGTTTAGTGGTTAATAAATTTGctctctctTTAACTCAAGATTGATTGGATCCTTAAATAGTTAAATACATTCTGATTTGGAAAAGGGATATCCTCG

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 1 4 152 TGGACTCTGGAACTCATGTGAACTAATATTCAtttttC TGGACTCTGGAACTCATGTGA TATCCCACTCCACGAATGCG 75 4 83 21 234 20 58,391 59,896 35,800 47,300 2,712,743 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 4 115 CTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTc CTGTGGTCCTTGTCCTCCAA TATCCCACTCCACGAATGCG 39 4 120 20 234 20 59,235 59,896 35,300 47,300 0.869010 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 4 116 tCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcTCTGTGGTCCTTGTCCTCCA TATCCCACTCCACGAATGCG 40 4 119 20 234 20 60,105 59,896 38,600 47,300 0.209315 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 4 117 ttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATT TTCTGTGGTCCTTGTCCTCC TATCCCACTCCACGAATGCG 41 4 118 20 234 20 58,943 59,896 43,000 47,300 1,160,780 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 189 CGCCTACGTGAAAGAATTCCTCATTTGACTCTGACT CGCCTACGTGAAAGAATTCCTC TATCCCACTCCACGAATGCG 111 4 46 22 234 20 59,396 59,896 37,100 47,300 2,707,680 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 22 241 TTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGTTACAACTCCAGTCTTCAGCCA GGGAAGGAACGTTCACCATA 145 22 12 22 252 20 59,296 57,226 47,500 27,400 5,477,529 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 189 CGCCTACGTGAAAGAATTCCTCATTTGACTCTGACT CGCCTACGTGAAAGAATTCCT TATCCCACTCCACGAATGCG 112 4 46 21 234 20 58,382 59,896 33,600 47,300 2,722,173 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 204 CCAGCTGAACTAGAACGCCTACGTGAAAGAATTCC CCAGCTGAACTAGAACGCCT TATCCCACTCCACGAATGCG 128 4 31 20 234 20 59,752 59,896 55,200 47,300 0.351856 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 206 AGCCAGCTGAACTAGAACGCCTACGTGAAAGAATT AGCCAGCTGAACTAGAACGC TATCCCACTCCACGAATGCG 130 4 29 20 234 20 60,390 59,896 48,400 47,300 0.494592 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 240 TACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCTACAACTCCAGTCTTCAGCCAG GGGAAGGAACGTTCACCATA 144 22 13 22 252 20 59,700 57,226 48,500 27,400 5,074,145 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 22 240 TACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCTACAACTCCAGTCTTCAGCCA GGGAAGGAACGTTCACCATA 145 22 13 21 252 20 58,675 57,226 47,500 27,400 5,099,476 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:31467:65001 1 179 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 4 219 AACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTAAACTCCAGTCTTCAGCCAGC TATCCCACTCCACGAATGCG 143 4 16 20 234 20 59,964 59,896 48,500 47,300 0.140143 F 285 AAAAGCAAATCTTACAACTCCAGTCTTCAGCCAGCTGAACTAGAACGCCTACGTGAAAGAATTCCTCATTTGACTCTGACTTTGGACTCTGGAACTCATGTGAACTAATATTCAtttttCTGTGGTCCTTGTCCTCCaaaaaTCCTTTTCTCTATTcccccAAcccccACAACTTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGCATTCGTGGAGTGGGATATGGTGAACGTTCCTTCCCCGGGTTTTCAATTTGaaaaaTAAAGCCAATCTT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 1 1 3 48 186 CAGCACCTGGGTAGCCAAAATCAGCAGACATGGTT CAGCACCTGGGTAGCCAAA TGTGTGTTTAAGTGCCAGCT 48 58 14 19 199 20 59,925 57,949 32,800 42,400 3,126,109 F 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 218 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG TCATGTGACAAGCCAACCCT 58 79 3 20 220 20 59,750 59,522 40,000 43,400 0.727748 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 219 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG GTCATGTGACAAGCCAACCC 58 80 3 20 221 20 59,750 59,402 40,000 41,100 0.847741 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 220 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG GGTCATGTGACAAGCCAACC 58 81 3 20 222 20 59,750 59,402 40,000 37,700 0.847741 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 243 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG TCACTAGGCAGCTGGAGAGA 58 104 3 20 245 20 59,750 59,667 40,000 31,000 0.582648 F 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 246 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG GGATCACTAGGCAGCTGGAG 58 107 3 20 248 20 59,750 59,608 40,000 38,600 0.642012 F 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 247 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG TGGATCACTAGGCAGCTGGA 58 108 3 20 249 20 59,750 60,326 40,000 38,600 0.575254 F 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 249 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG TTTGGATCACTAGGCAGCTG 58 110 3 20 251 20 59,750 57,592 40,000 42,400 2,657,947 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 261 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG GCCATGACCGTATTTGGATCAC 58 120 3 20 263 22 59,750 59,709 40,000 30,600 2,540,318 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 58 262 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG AGCCATGACCGTATTTGGATCA 58 121 3 20 264 22 59,750 59,827 40,000 29,200 2,422,182 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 24 135 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT ACTGGACAAGTAACTGAGATGCT 24 25 35 22 169 23 59,380 59,420 31,600 37,900 6,200,573 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 24 186 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT TCATGTGACAAGCCAACCCT 24 79 35 22 220 20 59,380 59,522 31,600 43,400 3,098,187 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 24 187 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT GTCATGTGACAAGCCAACCC 24 80 35 22 221 20 59,380 59,402 31,600 41,100 3,218,180 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 24 188 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT GGTCATGTGACAAGCCAACC 24 81 35 22 222 20 59,380 59,402 31,600 37,700 3,218,180 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 5 23 133 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT TGGACAAGTAACTGAGATGCTGA 24 23 35 22 167 23 59,380 59,422 31,600 42,600 6,198,397 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 5 15 123 CAGCAGACATGGTTCAACTTGTAAGTTGGATGTagaCAGCAGACATGGTTCAACTTGT ACTGAGATGCTGAAGGAACAA 24 15 35 22 157 21 59,380 57,223 31,600 28,300 6,397,222 B 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:7233:7761 1 81 41 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 6 58 236 ATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAG ATCTCTGACTGCAGCACCTG GCAGCTGGAGAGAGAAGGTC 58 97 3 20 238 20 59,750 59,824 40,000 38,500 0.425207 F 271 AAATCTCTGACTGCAGCACCTGGGTAGCCAAAATCAGCAGACATGGTTCAACTTGTAAGTTGGATGTagagagagTCAGTgagagagagagagagagagagagagagagagaAagagagagAACCCACTCAGGGTTTTGTTCCTTCAGCATCTCAGTTACTTGTCCAGTTCTTAAAGAAAGCTGGCACTTAAacacacAAAGGGTTGGCTTGTCACATGACCTtctctctcCAGCTGCCTAGTGATCCAAATACGGTCATGGCTAGTGTAT

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 1 1 5 0 138 CTGACATATCCTCAACAAGATAGGTacacacacacCCTCTGACATATCCTCAACAAGATAGGT CCTGTTCGAGGATGGGTTCG 0 0 32 25 169 20 57,940 60,460 30,800 39,500 7,520,667 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 5 0 139 ACTGACATATCCTCAACAAGATAGGTacacacacacCCACTGACATATCCTCAACAAGATAGG CCTGTTCGAGGATGGGTTCG 1 0 31 25 169 20 57,940 60,460 25,700 39,500 7,520,667 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 6 0 139 ACTGACATATCCTCAACAAGATAGGTacacacacacCCACTGACATATCCTCAACAAGATAGGT CCTGTTCGAGGATGGGTTCG 0 0 31 26 169 20 59,387 60,460 30,800 39,500 7,073,555 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 7 5 200 ACACTGACATATCCTCAACAAGATAGGTacacacaca ACACTGACATATCCTCAACAAGA TGTTGCATGTGTAAGTGATTGTGA 5 55 29 23 228 24 57,255 59,422 30,200 35,800 10,323,417 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 7 2 143 ACACTGACATATCCTCAACAAGATAGGTacacacaca ACACTGACATATCCTCAACAAGA CACCTGTTCGAGGATGGGTT 5 2 29 23 171 20 57,255 59,675 30,200 41,100 6,070,255 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 9 11 208 ACAGAGAAACACTGACATATCCTCAACAAGATAGG ACAGAGAAACACTGACATATCCTCA TGTTGCATGTGTAAGTGATTGTGA 11 55 21 25 228 24 59,518 59,422 38,600 35,800 10,059,928 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 9 11 208 ACAGAGAAACACTGACATATCCTCAACAAGATAGG ACAGAGAAACACTGACATATCCTCA TGTTGCATGTGTAAGTGATTGTG 11 56 21 25 228 23 59,518 58,142 38,600 33,300 10,339,622 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 9 2 151 ACAGAGAAACACTGACATATCCTCAACAAGATAGG ACAGAGAAACACTGACATATCCTCA CACCTGTTCGAGGATGGGTT 11 2 21 25 171 20 59,518 59,675 38,600 41,100 5,806,766 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 9 0 149 ACAGAGAAACACTGACATATCCTCAACAAGATAGG ACAGAGAAACACTGACATATCCTCA CCTGTTCGAGGATGGGTTCG 11 0 21 25 169 20 59,518 60,460 38,600 39,500 5,942,108 D 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 16 36 241 acacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAA TGAATCTATTTGATGTTGCATGTGT 36 67 1 20 241 25 57,239 57,839 30,200 37,200 9,921,182 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 16 29 198 acacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAA TTGAAGGCGTGTGTGAGTGA 36 29 1 20 198 20 57,239 59,823 30,200 34,100 2,937,545 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 34 241 acacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAAC TGAATCTATTTGATGTTGCATGTGT 34 67 1 22 241 25 59,258 57,839 29,300 37,200 9,902,600 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 33 240 cacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAACA TGAATCTATTTGATGTTGCATGTGT 33 67 2 22 241 25 59,258 57,839 28,300 37,200 9,902,064 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 29 197 cacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAACA TTGAAGGCGTGTGTGAGTGA 33 29 2 22 198 20 59,258 59,823 28,300 34,100 2,918,427 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 29 198 acacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAAC TTGAAGGCGTGTGTGAGTGA 34 29 1 22 198 20 59,258 59,823 29,300 34,100 2,918,963 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 11 179 cacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAACA GAGTGAGTGCACCTGTTCGA 33 11 2 22 180 20 59,258 59,968 28,300 37,100 2,773,647 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 11 180 acacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAAC GAGTGAGTGCACCTGTTCGA 34 11 1 22 180 20 59,258 59,968 29,300 37,100 2,774,183 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:13697:38227 1 57 93 16 2 AC ACACACACACCCTCAAATCTATAAACATTCGCTTATANA 0 0 18 10 178 cacacacAGacacacTCAAACAGAGAAACACTGACATACACACACAGACACACTCAAACA AGTGAGTGCACCTGTTCGAG 33 10 2 22 179 20 59,258 59,967 28,300 40,400 2,774,194 G 251 acacacacAGacacacTCAAACAGAGAAACACTGACATATCCTCAACAAGATAGGTacacacacacCCTCAAATCTATAAACATTCGCTTATATTCAAACGcacacaAacacacacacacacacacacacacacacacacTcacacacaCGAACCCATCCTCGAACAGGTGcactcactcactcacacaCGCCTTCAAACATTATCACAATCACTTACACATGCAACATCAAATAGATTCATACATTCACA

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 1 8 5 146 GCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCGCCTGCCTCACTCTCACTTT AGAGGGAGAGTGTGACGGTT 47 5 64 20 209 20 59,964 60,179 26,600 44,400 0.214980 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 0 8 5 149 TTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCT TTTGCCTGCCTCACTCTCAC AGAGGGAGAGTGTGACGGTT 50 5 61 20 209 20 60,250 60,179 35,100 44,400 0.429425 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 0 10 5 105 TGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctc TGCCACTCAGTCTTTCCCTC AGAGGGAGAGTGTGACGGTT 6 5 105 20 209 20 59,313 60,179 43,000 44,400 0.866312 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 0 10 5 106 CTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctc CTGCCACTCAGTCTTTCCCT AGAGGGAGAGTGTGACGGTT 7 5 104 20 209 20 59,310 60,179 42,000 44,400 0.868581 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 0 10 5 107 TCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctct TCTGCCACTCAGTCTTTCCC AGAGGGAGAGTGTGACGGTT 8 5 103 20 209 20 59,313 60,179 39,700 44,400 0.866312 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 131 54 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTTGC NA 0 0 10 5 142 GCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGGCCTCACTCTCACTTTCGCT AGAGGGAGAGTGTGACGGTT 43 5 68 20 209 20 60,038 60,179 49,300 44,400 0.216748 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 151 16 3 AG CTCTCTCTATCTCTCTCTCACTCTCTATTTGCCTGCCT NA 0 1 8 5 203 TCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctct TCTTTGGTCGCCCGTTTCTT AGAGGGAGAGTGTGACGGTT 7 5 7 20 209 20 60,179 60,179 25,200 44,400 0.357998 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 151 16 3 AG CTCTCTCTATCTCTCTCTCACTCTCTATTTGCCTGCCT NA 0 0 8 5 206 TTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAt TTCTCTTTGGTCGCCCGTTT AGAGGGAGAGTGTGACGGTT 10 5 4 20 209 20 60,179 60,179 36,000 44,400 0.357998 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:14083:16533 1 34 151 16 3 AG CTCTCTCTATCTCTCTCTCACTCTCTATTTGCCTGCCT NA 0 0 8 5 207 ATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAATTCTCTTTGGTCGCCCGTT AGAGGGAGAGTGTGACGGTT 11 5 3 20 209 20 59,964 60,179 44,400 44,400 0.215264 G 248 TCATTCTCTTTGGTCGCCCGTTTCTTTTACTCActctctctAtctctctctcActctctATTTGCCTGCCTCACTCTCACTTTCGCTGtttttCTGTCTGTCTCTGCCACTCAGTCTTTCCctctctCCAtctctctctctctctctctctctctctctctcGCTTGCTTtctctctctctctcGCTGTAACCGTCACACTCTCCCTCTACCTTACTCGCTCTGtctctcTGtctctctctcAATGTC

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 1 1 5 21 242 TCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagT TCACTCTGTCCTTTCTCCTGC TCTAGGCTATTGAATTCTGTCAGT 126 21 16 21 257 24 59,379 57,202 48,500 34,100 8,419,247 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 8 21 240 TCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAA TCTGTCCTTTCTCCTGCTGC AATCTAGGCTATTGAATTCTGTCAGT 123 21 20 20 259 26 59,677 58,200 52,500 34,100 8,123,066 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 9 0 127 CAGCTGCAGAGGAAGAGGACATGGAGATCAGTGA CAGCTGCAGAGGAAGAGGAC AGACAGCTGCAAAGTCACAGT 36 0 107 20 233 21 60,108 60,134 38,500 35,500 1,242,513 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 9 0 143 CAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGG CAGATTGTGCAGCTGACAGC AGACAGCTGCAAAGTCACAGT 52 0 91 20 233 21 59,832 60,134 44,000 35,500 1,302,628 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 9 0 170 TGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTTGGGAGAGGACTAGCAGTGG AGACAGCTGCAAAGTCACAGT 79 0 64 20 233 21 60,325 60,134 40,000 35,500 1,459,018 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 21 240 CTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAACTGTCCTTTCTCCTGCTGCA AAATCTAGGCTATTGAATTCTGTCAGT 122 21 21 20 260 27 59,964 58,729 44,100 34,100 8,306,625 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 126 CAGCTGCAGAGGAAGAGGACATGGAGATCAGTGA CAGCTGCAGAGGAAGAGGAC GACAGCTGCAAAGTCACAGT 36 0 107 20 232 20 60,108 58,697 38,500 35,500 1,411,543 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 129 GACAGCTGCAGAGGAAGAGGACATGGAGATCAGT GACAGCTGCAGAGGAAGAGG AGACAGCTGCAAAGTCACAGT 38 0 105 20 233 21 60,108 60,134 36,900 35,500 1,242,513 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 142 CAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGG CAGATTGTGCAGCTGACAGC GACAGCTGCAAAGTCACAGT 52 0 91 20 232 20 59,832 58,697 44,000 35,500 1,471,657 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 211 TGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAATGTCCTTTCTCCTGCTGCAG GACAGCTGCAAAGTCACAGT 121 0 22 20 232 20 59,964 58,697 44,100 35,500 1,339,190 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 212 TGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAATGTCCTTTCTCCTGCTGCAG AGACAGCTGCAAAGTCACAGT 121 0 22 20 233 21 59,964 60,134 44,100 35,500 1,170,161 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:15371:41374 1 163 50 16 1.5 AG AGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGANA 0 0 10 0 213 CTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAACTGTCCTTTCTCCTGCTGCA AGACAGCTGCAAAGTCACAGT 122 0 21 20 233 21 59,964 60,134 44,100 35,500 1,170,161 B 269 TACATGCTCTCATAGTCACTCTGTCCTTTCTCCTGCTGCAGGAGAagagagTGCAAAAGGGAATGGGAGAGGACTAGCAGTGGCCCATGACAGATTGTGCAGCTGACAGCTGCAGAGGAAGAGGACATGGAGATCAGTGACATCTCTACCTGCCTGACCATCagagagagagagagagAAagagagagagagagagagagagagagagagagACTGTGACTTTGCAGCTGTCTACTGACAGAATTCAATAGCCTAGATTTTCTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 6 9 113 CGCATTTGCACTGACAACCACACGCACATacacacac CGCATTTGCACTGACAACCA AAGTCGGTGCTTGGGATTGA 9 32 50 20 162 20 59,969 59,600 36,700 25,700 0.430717 B 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 7 9 112 CGCATTTGCACTGACAACCACACGCACATacacacac CGCATTTGCACTGACAACCA AGTCGGTGCTTGGGATTGAC 9 31 50 20 161 20 59,969 60,322 36,700 31,800 0.352156 B 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 9 110 CGCATTTGCACTGACAACCACACGCACATacacacac CGCATTTGCACTGACAACCA TCGGTGCTTGGGATTGACAG 9 29 50 20 159 20 59,969 60,322 36,700 35,100 0.352068 B 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 1 7 0 139 CTGACAACCACACGCACATacacacacacacacacacac CTGACAACCACACGCACAT GTGATTGTGCCTGCATTTATGAT 0 0 60 19 198 23 58,680 58,060 32,100 24,500 7,260,679 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 8 7 153 CGCATTTGCACTGACAACCACACGCACATacacacac CGCATTTGCACTGACAACCA GCTTGTGATTGTGCCTGCAT 9 7 50 20 202 20 59,969 59,754 36,700 39,600 0.276043 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 8 7 154 TCGCATTTGCACTGACAACCACACGCACATacacaca TCGCATTTGCACTGACAACC GCTTGTGATTGTGCCTGCAT 10 7 49 20 202 20 59,689 59,754 37,700 39,600 0.556082 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 8 5 149 TTTGCACTGACAACCACACGCACATacacacacacaca TTTGCACTGACAACCACACG GCTTGTGATTGTGCCTGCAT 5 7 54 20 202 20 59,550 59,754 44,900 39,600 0.695325 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 8 1 139 CTGACAACCACACGCACATacacacacacacacacacac CTGACAACCACACGCACA GTGATTGTGCCTGCATTTATGA 1 1 60 18 198 22 58,193 57,625 45,700 21,500 8,181,494 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:16102:18836 1 79 97 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 8 0 139 CTGACAACCACACGCACATacacacacacacacacacac CTGACAACCACACGCACAT GTGATTGTGCCTGCATTTATGA 0 1 60 19 198 22 58,680 57,625 32,100 21,500 6,695,059 D 213 ACTCAAACACAGACTCAAAAGCGCATacacacacacGCACCCTAATTATCGCATTTGCACTGACAACCACACGCACATacacacacacacacacacacacacacacacacAGGCAAGCATacacacacCTTATCTTACACTGTCAATCCCAAGCACCGACTTACTcacacacacaATCATAAATGCAGGCACAATCACAAGCGCTTGTCCGCG

ST‐E00142:460:H2K7HCCXY:6:2119:1631:62681 1 121 62 16 1.5 AC CACACACACACACACACACACACACACACACATTCT NA 1 1 11 0 139 GCTCTCACACTCTCACAcccccacacacacccccccTcccc GCTCTCACACTCTCACACC TTGTGCATGAGAGGGAGTG 39 0 63 19 201 19 57,494 57,058 41,600 35,100 7,448,159 F 232 ATACActctctctCAATCCcacacacacacactctctctctctctCACTTCCACACCCTCTCGCTCTCACACTCTCACAcccccacacacacccccccTcccccccccTccccccccACCcacacacacacacacacacacacacacacacaTtctctcGctctctctctctctctctctctCACTCCCTCTCATGCACAAACTCAATCTCCCACATGGCAGTCAGCTTCTN

ST‐E00142:460:H2K7HCCXY:6:2119:1631:62681 1 121 62 16 1.5 AC CACACACACACACACACACACACACACACACATTCT NA 0 0 12 29 169 GCTCTCACACTCTCACAcccccacacacacccccccTcccc GCTCTCACACTCTCACACCC AGAAGCTGACTGCCATGTGG 38 29 63 20 231 20 60,038 60,322 46,100 41,700 0.360066 F 232 ATACActctctctCAATCCcacacacacacactctctctctctctCACTTCCACACCCTCTCGCTCTCACACTCTCACAcccccacacacacccccccTcccccccccTccccccccACCcacacacacacacacacacacacacacacacaTtctctcGctctctctctctctctctctctCACTCCCTCTCATGCACAAACTCAATCTCCCACATGGCAGTCAGCTTCTN

ST‐E00142:460:H2K7HCCXY:6:2119:1631:62681 1 121 62 16 1.5 AC CACACACACACACACACACACACACACACACATTCT NA 0 0 12 29 170 CGCTCTCACACTCTCACAcccccacacacacccccccTccc CGCTCTCACACTCTCACACC AGAAGCTGACTGCCATGTGG 39 29 62 20 231 20 60,388 60,322 41,600 41,700 0.710154 F 232 ATACActctctctCAATCCcacacacacacactctctctctctctCACTTCCACACCCTCTCGCTCTCACACTCTCACAcccccacacacacccccccTcccccccccTccccccccACCcacacacacacacacacacacacacacacacaTtctctcGctctctctctctctctctctctCACTCCCTCTCATGCACAAACTCAATCTCCCACATGGCAGTCAGCTTCTN

ST‐E00142:460:H2K7HCCXY:6:2119:1631:62681 1 121 62 16 1.5 AC CACACACACACACACACACACACACACACACATTCT NA 0 0 12 29 171 TCGCTCTCACACTCTCACAcccccacacacacccccccTcc TCGCTCTCACACTCTCACAC AGAAGCTGACTGCCATGTGG 40 29 61 20 231 20 59,406 60,322 38,200 41,700 0.915895 F 232 ATACActctctctCAATCCcacacacacacactctctctctctctCACTTCCACACCCTCTCGCTCTCACACTCTCACAcccccacacacacccccccTcccccccccTccccccccACCcacacacacacacacacacacacacacacacaTtctctcGctctctctctctctctctctctCACTCCCTCTCATGCACAAACTCAATCTCCCACATGGCAGTCAGCTTCTN

ST‐E00142:460:H2K7HCCXY:6:2119:1631:62681 1 121 62 16 1.5 AC CACACACACACACACACACACACACACACACATTCT NA 0 0 12 0 139 GCTCTCACACTCTCACAcccccacacacacccccccTcccc GCTCTCACACTCTCACACCC TTGTGCATGAGAGGGAGTG 38 0 63 20 201 19 60,038 57,058 46,100 35,100 3,980,141 F 232 ATACActctctctCAATCCcacacacacacactctctctctctctCACTTCCACACCCTCTCGCTCTCACACTCTCACAcccccacacacacccccccTcccccccccTccccccccACCcacacacacacacacacacacacacacacacaTtctctcGctctctctctctctctctctctCACTCCCTCTCATGCACAAACTCAATCTCCCACATGGCAGTCAGCTTCTN

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 1 1 4 25 170 ttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTTTCTGTGTGGTGTGACCGAG TGCGTAAAGAGCACCACACA 25 55 80 20 249 20 59,896 60,179 46,300 37,200 0.283191 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 6 19 139 gtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGTGGTGTGACCGAGTTGTTT CCACAGGCAATCCCTCTCTT 19 30 86 20 224 20 58,624 59,377 28,300 28,500 1,998,215 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 8 25 154 ttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTTTCTGTGTGGTGTGACCGAG CACACTCTCCCACAGGCAAT 25 39 80 20 233 20 59,896 59,963 46,300 35,600 0.141424 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 8 23 152 CtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCTGTGTGGTGTGACCGAGTT CACACTCTCCCACAGGCAAT 23 39 82 20 233 20 60,179 59,963 30,100 35,600 0.216387 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 9 55 241 TTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgt TTGTATTTGCCTGTCTTTGTGTT TGCGTAAAGAGCACCACACA 93 55 9 23 249 20 57,409 60,179 33,200 37,200 5,769,600 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 9 55 242 TTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtg TTTGTATTTGCCTGTCTTTGTGT TGCGTAAAGAGCACCACACA 94 55 8 23 249 20 57,409 60,179 37,200 37,200 5,769,600 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 9 19 133 CtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCTGTGTGGTGTGACCGAGTT TCCCTCTCTTTCTTGTGCACA 23 19 82 20 214 21 60,179 59,232 30,100 45,700 1,947,359 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 9 19 135 ttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTTTCTGTGTGGTGTGACCGAG TCCCTCTCTTTCTTGTGCACA 25 19 80 20 214 21 59,896 59,232 46,300 45,700 1,872,396 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 10 55 216 TGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCA TGCCTGCATGTGTGATTGTT TGCGTAAAGAGCACCACACA 71 55 34 20 249 20 58,670 60,179 28,300 37,200 1,509,304 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 10 54 215 TGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCA TGCCTGCATGTGTGATTGTT GCGTAAAGAGCACCACACAC 71 54 34 20 248 20 58,670 59,765 28,300 38,200 1,565,118 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 10 39 200 TGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCA TGCCTGCATGTGTGATTGTT CACACTCTCCCACAGGCAAT 71 39 34 20 233 20 58,670 59,963 28,300 35,600 1,367,537 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:23602:29121 1 125 50 16 1.5 AG GTGTGTGAGTGTGTGTGTGAGAGAGAGAGAGAGANA 0 0 11 55 240 TGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATGTATTTGCCTGTCTTTGTGTTT TGCGTAAAGAGCACCACACA 92 55 10 23 249 20 57,409 60,179 28,300 37,200 5,769,600 F 260 ATATCAATTTGTATTTGCCTGTCTTTGTGTTTATGCCTGCAtgtgtgATTGTTTTGAGAATGTGTATTTCAATGCAtttttCtgtgtgGTGTGACCGAGTTGTTTTGTATTTCTGCGTGCATGAgtgtgtGAgtgtgtgtgtgagagagagagagagagagagagagagagagaGTGTGCGGGCgtgtgtGCTTGTGCACAAGAAagagagGGATTGCCTGTGGGAGAgtgtgtGGTGCTCTTTACGCatatatGTGTTC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 39 173 CGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGA CGTGTTGTTGCCTGCCCTAT TGGTCCTTCACTACCCTGGT 62 39 39 20 211 20 60,960 59,807 25,700 40,000 1,152,930 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 39 191 TTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATTGTATTCCACCAACGCCCG TGGTCCTTCACTACCCTGGT 80 39 21 20 211 20 60,956 59,807 61,300 40,000 1,148,976 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 1 135 CGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGA CGTGTTGTTGCCTGCCCTAT CCCTGGCTCTCAATCCATGA 62 1 39 20 173 20 60,960 59,158 25,700 30,700 1,802,325 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 1 135 CGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGA CGTGTTGTTGCCTGCCCTA CCCTGGCTCTCAATCCATGA 63 1 39 19 173 20 60,600 59,158 35,300 30,700 2,441,480 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 73 247 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA TGTCACGTTGTTCATGAAGGGA 100 73 1 20 247 22 59,669 60,159 39,600 42,000 2,489,826 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 71 245 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA TCACGTTGTTCATGAAGGGAGT 100 71 1 20 245 22 59,669 59,896 39,600 38,500 2,435,051 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 69 243 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA ACGTTGTTCATGAAGGGAGTCA 100 69 1 20 243 22 59,669 59,896 39,600 34,100 2,435,051 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 39 211 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA TGGTCCTTCACTACCCTGGT 100 39 1 20 211 20 59,669 59,807 39,600 40,000 0.523507 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 38 210 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA GGTCCTTCACTACCCTGGTC 100 38 1 20 210 20 59,669 59,097 39,600 40,200 1,234,177 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 1 173 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA CCCTGGCTCTCAATCCATGA 100 1 1 20 173 20 59,669 59,158 39,600 30,700 1,172,902 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 135 CGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGA CGTGTTGTTGCCTGCCCTAT CCCTGGCTCTCAATCCATGAA 62 0 39 20 173 21 60,960 59,786 25,700 25,700 2,174,042 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:24150:45997 1 121 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 173 TGGTAATCCCACTGCATGCATTGTATTCCACCAACG TGGTAATCCCACTGCATGCA CCCTGGCTCTCAATCCATGAA 100 0 1 20 173 21 59,669 59,786 39,600 25,700 1,544,619 F 266 TGGTAATCCCACTGCATGCATTGTATTCCACCAACGCCCGTGTTGTTGCCTGCCCTATATTCCATCAAGCAGGATGGTATTATTGACAGAAagagagAAATagagagAAAGAGATAGAGGgagagagagagagagagagagagagagagagaTTCATGGATTGAGAGCCAgggggggAGAAAGGTCgagagaCCAGGGTAGTGAAGGACCAGTCTCTTCATTGACTCCCTTCATGAACAACGTGACAAAACGCAGAGCGATATTCC

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 1 1 10 27 180 GGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctct GGGTATTCTGTTCAGTCACTCT GCTGACTGCACAGTGTATCAC 27 42 17 22 196 21 57,190 59,271 32,400 30,600 6,539,162 D 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 10 26 180 GGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctct GGGTATTCTGTTCAGTCACTCTT GCTGACTGCACAGTGTATCAC 26 42 17 23 196 21 57,846 59,271 28,500 30,600 6,882,920 D 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 10 25 180 GGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctct GGGTATTCTGTTCAGTCACTCTTG GCTGACTGCACAGTGTATCAC 25 42 17 24 196 21 59,068 59,271 30,200 30,600 6,661,170 D 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 13 6 138 TGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTC TGCTCTCTTTCCCTCTCTGTG CACAGAGAGGAGGGAGAGACA 6 22 39 21 176 21 59,102 59,995 36,600 34,100 2,903,804 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 13 6 139 TGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTC TGCTCTCTTTCCCTCTCTGTG ACACAGAGAGGAGGGAGAGAC 6 23 39 21 177 21 59,102 59,995 36,600 33,600 2,903,922 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 13 6 140 TGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTC TGCTCTCTTTCCCTCTCTGTG CACACAGAGAGGAGGGAGAGA 6 24 39 21 178 21 59,102 59,995 36,600 31,000 2,903,804 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 13 6 141 TGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTC TGCTCTCTTTCCCTCTCTGTG TCACACAGAGAGGAGGGAGAG 6 25 39 21 179 21 59,102 59,995 36,600 32,000 2,903,804 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 15 5 137 GctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCC GCTCTCTTTCCCTCTCTGTGT CACAGAGAGGAGGGAGAGACA 5 22 40 21 176 21 59,101 59,995 37,200 34,100 2,904,475 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:26443:48564 1 66 68 16 2 AG TCTCTCTCTCTCTCTCCCTCCTGATATTTGGTCAGCCTNA 0 0 15 5 140 GctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCC GCTCTCTTTCCCTCTCTGTGT TCACACAGAGAGGAGGGAGAG 5 25 40 21 179 21 59,101 59,995 37,200 32,000 2,904,475 G 245 TAtctctctctctcTGGGGTATTCTGTTCAGTCACTCTTGctctctTTCCctctctgtgtgtCTTtctctctctctctctcCCTCCTGATATTTGGTCAGCctctctctctctctctctctctctctctctctGTGTTATACTCTTTTCTGTCAATGtctctcCCTCctctctGTGTGATACACTGTGCAGTCAGCctctctctctctGTTTCTCACAAtctctctctcTGTGATATTCTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:30147:40846 1 29 62 16 2 AC TGTGTGTGTGTCTGTTTGTGCCTGTGTCCATGTGTG NA 1 1 13 0 108 TGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTT TGCGTGTGTATCTGTGTGTCT ACACAGACACACACAACGGA 5 0 3 21 110 20 59,660 59,752 34,100 46,900 1,587,941 G 127 TGTGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTTGTGCCTGTGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGTtgtgtgtgTCTGTGTCTGTGTATCCGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2119:30147:40846 1 29 62 16 2 AC TGTGTGTGTGTCTGTTTGTGCCTGTGTCCATGTGTG NA 0 0 15 7 125 TGTGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTGTGCGTGTGTATCTGTGTGT CGCACGGATACACAGACACA 7 15 1 21 125 20 60,202 60,388 37,200 37,200 1,590,481 G 127 TGTGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTTGTGCCTGTGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGTtgtgtgtgTCTGTGTCTGTGTATCCGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2119:30147:40846 1 29 62 16 2 AC TGTGTGTGTGTCTGTTTGTGCCTGTGTCCATGTGTG NA 0 0 15 0 110 TGTGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTGTGCGTGTGTATCTGTGTGT ACACAGACACACACAACGGA 7 0 1 21 110 20 60,202 59,752 37,200 46,900 1,450,487 G 127 TGTGCgtgtgtATCtgtgtgTCTCTTTAtgtgtgtgtgTCTGTTTGTGCCTGTGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGTtgtgtgtgTCTGTGTCTGTGTATCCGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 150 51 16 1.5 AC CACACACAAACACACACAAACACACACACACACACANA 1 1 10 5 102 GacacacAGACTGGCGTacacacGTGcacacacaAacacaGACACACAGACTGGCGTACA TGTGTGTCTTTGCATGGCTG 6 5 124 20 225 20 59,968 59,330 29,000 48,500 0.701204 F 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 150 51 16 1.5 AC CACACACAAACACACACAAACACACACACACACACANA 0 0 10 4 101 GacacacAGACTGGCGTacacacGTGcacacacaAacacaGACACACAGACTGGCGTACA GTGTGTCTTTGCATGGCTGT 6 4 124 20 224 20 59,968 59,330 29,000 44,000 0.701748 F 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 150 51 16 1.5 AC CACACACAAACACACACAAACACACACACACACACANA 0 0 12 5 107 acacaGacacacAGACTGGCGTacacacGTGcacacacaAACACAGACACACAGACTGGC TGTGTGTCTTTGCATGGCTG 11 5 119 20 225 20 60,179 59,330 48,500 48,500 0.848692 F 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 90 111 16 2 AC CACACACACACTCATGCACAGACGTTCACACACAGANA 0 1 8 0 154 TTCACACTCACTCACATGCGcacacacacaCTCATGCA TTCACACTCACTCACATGCG TGTGTCTTTGCATGGCTGTC 0 3 70 20 223 20 58,499 59,046 47,300 35,100 2,454,896 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 90 111 16 2 AC CACACACACACTCATGCACAGACGTTCACACACAGANA 0 0 10 0 155 TTCACACTCACTCACATGCGcacacacacaCTCATGCA TTCACACTCACTCACATGCG GTGTGTCTTTGCATGGCTGT 0 4 70 20 224 20 58,499 59,330 47,300 44,000 2,171,331 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 90 111 16 2 AC CACACACACACTCATGCACAGACGTTCACACACAGANA 0 0 10 0 156 TTCACACTCACTCACATGCGcacacacacaCTCATGCA TTCACACTCACTCACATGCG TGTGTGTCTTTGCATGGCTG 0 5 70 20 225 20 58,499 59,330 47,300 48,500 2,170,788 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 147 16 3 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 1 10 5 221 CCCGCATACTTACGcacacaATCATACACGTGCAAAT CCCGCATACTTACGCACACA TGTGTGTCTTTGCATGGCTG 29 5 5 20 225 20 60,738 59,330 37,200 48,500 1,407,683 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 147 16 3 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 10 5 222 ACCCGCATACTTACGcacacaATCATACACGTGCAAAACCCGCATACTTACGCACAC TGTGTGTCTTTGCATGGCTG 30 5 4 20 225 20 60,738 59,330 38,200 48,500 1,408,032 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:7182:67551 1 54 147 16 3 AC ACACACACACACTTAATTCACACTCACTCACATGCG NA 0 0 10 4 220 CCCGCATACTTACGcacacaATCATACACGTGCAAAT CCCGCATACTTACGCACACA GTGTGTCTTTGCATGGCTGT 29 4 5 20 224 20 60,738 59,330 37,200 44,000 1,408,226 G 232 CTTACCCGCATACTTACGcacacaATCATACACGTGCAAATACATACACGGAAacacacacacacTTAATTCACACTCACTCACATGCGcacacacacaCTCATGCACAGACGTTcacacacaGacacacAGACTGGCGTacacacGTGcacacacaAacacacacAAacacacacacacacacacacacacacacacacTCAGACAGCCATGCAAAGacacacAAacacac

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 0 137 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT TCGTCCCAGACAGAAAGGAC 0 37 1 20 137 20 60,179 59,033 55,200 38,500 1,145,946 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 142 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT GTCCTTCGTCCCAGACAGAA 0 42 1 20 142 20 60,179 59,033 55,200 30,200 1,145,946 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 171 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT CCCGAAACACTGTCAACGAC 0 71 1 20 171 20 60,179 59,420 55,200 43,400 0.759130 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 189 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT GCTGGGTTGACTCTTCACCC 0 89 1 20 189 20 60,179 60,607 55,200 46,100 0.785699 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 190 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT GGCTGGGTTGACTCTTCACC 0 90 1 20 190 20 60,179 60,607 55,200 40,200 0.785699 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 191 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT AGGCTGGGTTGACTCTTCAC 0 91 1 20 191 20 60,179 59,602 55,200 31,800 0.577344 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 192 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT CAGGCTGGGTTGACTCTTCA 0 92 1 20 192 20 60,179 59,602 55,200 30,200 0.576967 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 250 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT TACAGGAGTGACAGGAAGGG 0 150 1 20 250 20 60,179 58,061 55,200 39,500 2,117,611 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 251 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT TTACAGGAGTGACAGGAAGGG 0 150 1 20 251 21 60,179 58,743 55,200 39,500 2,436,233 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 252 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT GTTACAGGAGTGACAGGAAGGG 0 150 1 20 252 22 60,179 60,028 55,200 39,500 2,207,046 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 124 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT AAAGGACAGTGAACACCTCCC 0 23 1 20 124 21 60,179 59,857 55,200 43,000 1,322,099 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:38790 1 21 60 16 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 123 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgAATGCATGCATCTCTCGCCT AAGGACAGTGAACACCTCCC 0 23 1 20 123 20 60,179 59,234 55,200 43,000 0.944536 F 262 AATGCATGCAtctctcGCCTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgTATTCTTGTTTGCTTCAGAATAGGGGAGGTGTTCACTGTCCTTTCTGTCTGGGACGAAGGACGTGTTTTCTGTCGTTGACAGTGTTTCGGGGTGAAGAGTCAACCCAGCCTGCACTTGATATTCCTGGCTGCGCACATCAAGCCCGGCTCCCCTTCCTGTCACTCCTGTAACAGTCACATCA

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 39 152 ACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGACTGCCCATCTGTTGTTGCC TGACCAAGCAAGCCTCTGAA 41 39 13 20 164 20 61,181 59,526 45,200 30,200 1,654,853 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 12 123 ATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtg ATGATGGTGAGCTGCCTTCC TGACCAAGCAAGCCTCTGAA 12 39 42 20 164 20 60,107 59,526 34,600 30,200 0.580573 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 4 115 GAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgt GAGCTGCCTTCCTGATCCAC TGACCAAGCAAGCCTCTGAA 4 39 50 20 164 20 60,463 59,526 40,200 30,200 0.937229 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 40 153 ACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGACTGCCCATCTGTTGTTGCC TTGACCAAGCAAGCCTCTGA 41 40 13 20 165 20 61,181 59,526 45,200 32,700 1,654,853 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 39 153 TACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGTACTGCCCATCTGTTGTTGC TGACCAAGCAAGCCTCTGAA 42 39 12 20 164 20 58,466 59,526 41,700 30,200 2,007,380 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:17320:61099 1 74 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 12 124 ATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtg ATGATGGTGAGCTGCCTTCC TTGACCAAGCAAGCCTCTGA 12 40 42 20 165 20 60,107 59,526 34,600 32,700 0.580573 A 191 TGGGCAACATTTACTGCCCATCTGTTGTTGCCCCTGAGAAGATGATGGTGAGCTGCCTTCCTGATCCACTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGAAGCTCTTGTTATTCTTTGCAGCTGTTTAATACAATTCAGAGGCTTGCTTGGTCAATTCAGATATTGTTCTACCAAGTTGGT
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ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 1 1 6 57 209 AGGAACACAATCACCCACAAGTATAAacacacacATAAGGAACACAATCACCCACAAGT TGGTTGACCAGGATCAGATTGA 59 57 24 22 232 22 60,092 59,088 31,600 25,700 5,004,180 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 10 6 114 CATACTCGCTCGCACAGACACAGTCGcacacaCTcacaCATACTCGCTCGCACAGACA TCTGCCTGAGTATGAGCGTT 6 19 79 20 192 20 60,179 58,814 34,100 48,400 1,365,364 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 10 5 113 ATACTCGCTCGCACAGACACAGTCGcacacaCTcacacATACTCGCTCGCACAGACAC TCTGCCTGAGTATGAGCGTT 5 19 80 20 192 20 60,179 58,814 36,700 48,400 1,365,361 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 10 5 114 ATACTCGCTCGCACAGACACAGTCGcacacaCTcacacATACTCGCTCGCACAGACAC TTCTGCCTGAGTATGAGCGT 5 20 80 20 193 20 60,179 58,814 36,700 50,700 1,365,361 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 11 57 211 AGAGGAACACAATCACCCACAAGTATAAacacacacAAGAGGAACACAATCACCCACA TGGTTGACCAGGATCAGATTGA 62 57 22 21 232 22 59,226 59,088 41,700 25,700 4,686,549 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 11 57 213 ACAGAGGAACACAATCACCCACAAGTATAAacacac ACAGAGGAACACAATCACCCA TGGTTGACCAGGATCAGATTGA 64 57 20 21 232 22 59,226 59,088 45,100 25,700 4,686,549 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 11 20 172 AGAGGAACACAATCACCCACAAGTATAAacacacacAAGAGGAACACAATCACCCACA TTCTGCCTGAGTATGAGCGT 62 20 22 21 193 20 59,226 58,814 41,700 50,700 2,960,455 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 11 19 171 AGAGGAACACAATCACCCACAAGTATAAacacacacAAGAGGAACACAATCACCCACA TCTGCCTGAGTATGAGCGTT 62 19 22 21 192 20 59,226 58,814 41,700 48,400 2,960,455 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:18538:45523 1 105 49 16 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 11 19 173 ACAGAGGAACACAATCACCCACAAGTATAAacacac ACAGAGGAACACAATCACCCA TCTGCCTGAGTATGAGCGTT 64 19 20 21 192 20 59,226 58,814 45,100 48,400 2,960,455 B 238 cacacaTTTGCATAGTGTGACAGAGGAACACAATCACCCACAAGTATAAacacacacATActctctCAAAACGAGATGCATACTCGCTCGCACAGACACAGTCGcacacaCTcacacacacacacacacacacacacacacacaTacacacacATTAATTCATAGACCACATAACGCTCATACTCAGGCAGAAAACAAAGATTGATTATATCAATCTGATCCTGGTCAACCAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 11 172 ACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAACAGTGTAGCTTTGGACGGG CCGCACGCCGAATGTAAA 91 11 48 20 219 18 59,965 58,830 52,800 20,100 3,205,022 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 11 174 AGACAGTGTAGCTTTGGACGGGGTTCATGGATTTC AGACAGTGTAGCTTTGGACGG CCGCACGCCGAATGTAAA 92 11 46 21 219 18 59,999 58,830 47,900 20,100 4,171,082 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 11 185 GTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGT GTCAGCCCTACAGACAGTGT CCGCACGCCGAATGTAAA 104 11 35 20 219 18 59,030 58,830 35,500 20,100 4,140,020 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 11 111 GACACAGCCGATGGTAAATGCTGAGCTGTTAAAAT GACACAGCCGATGGTAAATGC CCGCACGCCGAATGTAAA 29 11 109 21 219 18 59,936 58,830 35,600 20,100 4,234,187 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 11 105 GCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggGCCGATGGTAAATGCTGAGC CCGCACGCCGAATGTAAA 24 11 115 20 219 18 59,691 58,830 42,600 20,100 3,479,120 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 11 110 ACACAGCCGATGGTAAATGCTGAGCTGTTAAAATC ACACAGCCGATGGTAAATGC CCGCACGCCGAATGTAAA 29 11 110 20 219 18 58,905 58,830 35,600 20,100 4,264,912 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 11 196 GGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTGGACCGATTTAGTCAGCCCT CCGCACGCCGAATGTAAA 115 11 24 20 219 18 59,169 58,830 51,900 20,100 4,001,433 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 11 197 AGGACCGATTTAGTCAGCCCTACAGACAGTGTAGC AGGACCGATTTAGTCAGCCC CCGCACGCCGAATGTAAA 116 11 23 20 219 18 59,169 58,830 51,900 20,100 4,001,433 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:20923:9677 1 159 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 11 197 AGGACCGATTTAGTCAGCCCTACAGACAGTGTAGC AGGACCGATTTAGTCAGCCCT CCGCACGCCGAATGTAAA 115 11 23 21 219 18 60,623 58,830 51,900 20,100 4,792,852 F 219 CAACTTATGTTCCACAGATGTTAGGACCGATTTAGTCAGCCCTACAGACAGTGTAGCTTTGGACGGGGTTCATGGATTTCTCAGTAGGAACTCCTGTATTCCTATTATGACACAGCCGATGGTAAATGCTGAGCTGTTAAAATCCCAAggggggAAAGcacacacacacacacacacacacacacacacaGAGGGCAGAATTTTACATTCGGCGTGCGG

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 2 1 110 CATCACCTCTTTGGCCCTGTGacacacacacacacacacaCATCACCTCTTTGGCCCTGT CGCCTGGAACTTAATCACCCT 1 36 156 20 265 21 59,961 60,065 40,000 43,400 1,104,163 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 43 245 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT CAGCAAACGCCTGGAACTTAA 128 43 28 21 272 21 59,927 59,393 39,100 18,500 2,679,474 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 37 238 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT CGCCTGGAACTTAATCACCC 128 37 28 21 265 20 59,927 58,620 39,100 46,100 2,452,333 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 37 239 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT ACGCCTGGAACTTAATCACCC 128 37 28 21 266 21 59,927 60,340 39,100 46,100 2,412,534 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 36 238 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT CGCCTGGAACTTAATCACCCT 128 36 28 21 265 21 59,927 60,065 39,100 43,400 2,138,225 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 0 109 ATCACCTCTTTGGCCCTGTGacacacacacacacacacac ATCACCTCTTTGGCCCTGTG CGCCTGGAACTTAATCACCCT 0 36 157 20 265 21 59,961 60,065 36,600 43,400 1,104,163 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 44 180 ACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCAACAAGCACTCAGAGCACGAA CAGCAAACGCCTGGAACTTA 64 44 93 20 272 20 59,895 58,765 38,500 22,400 1,339,676 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 44 245 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT CAGCAAACGCCTGGAACTTA 128 44 28 21 272 20 59,927 58,765 39,100 22,400 2,307,627 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 37 174 ACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCAACAAGCACTCAGAGCACGAA ACGCCTGGAACTTAATCACCC 64 37 93 20 266 21 59,895 60,340 38,500 46,100 1,444,582 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 36 173 ACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCAACAAGCACTCAGAGCACGAA CGCCTGGAACTTAATCACCCT 64 36 93 20 265 21 59,895 60,065 38,500 43,400 1,170,273 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 116 ATCACCTCTTTGGCCCTGTGacacacacacacacacacac ATCACCTCTTTGGCCCTGTG CAGCAAACGCCTGGAACTTA 0 44 157 20 272 20 59,961 58,765 36,600 22,400 1,273,565 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:2331:47052 1 177 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 48 249 TGCCATTGACAGTCTCTTGCTGATGTCAATGTGACT TGCCATTGACAGTCTCTTGCT AAAGCAGCAAACGCCTGGAA 128 48 28 21 276 20 59,927 61,391 39,100 35,300 2,463,964 F 276 AATGAGCTGCCTACTTTTGAATACTACTGCCATTGACAGTCTCTTGCTGATGTCAATGTGACTATTAGGATAAGCAGGTACTCAATATTAGCACAAGCACTCAGAGCACGaaaaaGCCTTCTGTTATCATCCTCAGAAAGACCTCTTCTAAAGATCATCACCTCTTTGGCCCTGTGacacacacacacacacacacacacacacacacaaaaaaaaTATCAGCACTGTTTGAAAACAGTATCCCAGGGTGATTAAGTTCCAGGCGTTTGCTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 59 262 GGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAGGCCTCTATGACTGCTGACAA CTTAATTGGCCCACCCATGT 130 59 22 21 283 20 59,792 58,135 31,800 32,100 3,072,721 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 59 262 GGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAGGCCTCTATGACTGCTGACA CTTAATTGGCCCACCCATGT 131 59 22 20 283 20 59,173 58,135 35,800 32,100 2,691,384 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 59 263 TGGCCTCTATGACTGCTGACAATCAAATTCCAAAGATGGCCTCTATGACTGCTGAC CTTAATTGGCCCACCCATGT 132 59 21 20 283 20 59,173 58,135 35,100 32,100 2,691,384 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 59 193 GCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGGCTCTGGCCAACGGATACAT CTTAATTGGCCCACCCATGT 62 59 91 20 283 20 60,179 58,135 22,900 32,100 2,043,714 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 15 142 GCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCGCCAACGGATACATAGGGCA GGGTGCTGATCAGGTCCAC 56 15 97 20 238 19 59,892 60,078 53,600 40,200 1,185,974 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 15 148 GCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGGCTCTGGCCAACGGATACAT GGGTGCTGATCAGGTCCAC 62 15 91 20 238 19 60,179 60,078 22,900 40,200 1,257,188 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 15 217 GGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAGGCCTCTATGACTGCTGACA GGGTGCTGATCAGGTCCAC 131 15 22 20 238 19 59,173 60,078 35,800 40,200 1,904,858 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 15 218 TGGCCTCTATGACTGCTGACAATCAAATTCCAAAGATGGCCTCTATGACTGCTGAC GGGTGCTGATCAGGTCCAC 132 15 21 20 238 19 59,173 60,078 35,100 40,200 1,904,858 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 14 141 GCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCGCCAACGGATACATAGGGCA GGTGCTGATCAGGTCCACG 56 14 97 20 237 19 59,892 60,449 53,600 49,400 1,556,372 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 13 139 GCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCGCCAACGGATACATAGGGCA TGCTGATCAGGTCCACGC 56 13 97 20 235 18 59,892 59,734 53,600 53,400 2,373,571 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 12 138 GCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCGCCAACGGATACATAGGGCA GCTGATCAGGTCCACGCC 56 12 97 20 234 18 59,892 60,513 53,600 56,800 2,620,346 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:23622:49900 1 173 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 12 139 GGCCAACGGATACATAGGGCAAAATTTTCTGCCTG GGCCAACGGATACATAGGGC GCTGATCAGGTCCACGCC 57 12 96 20 234 18 60,606 60,513 51,900 56,800 3,118,104 F 283 TATCTTTaaaaaTGTGCTAATGGCCTCTATGACTGCTGACAATCAAATTCCAAAGAAAAGCACCAGcccccTTTGTATTTCTAAGGCAGAGCTCTGGCCAACGGATACATAGGGCAAAATTTTCTGCCTGTCTgggggggggggAggggggggggggggggggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGCGGGAGCAGGCGTGGACCTGATCAGCAcccccGGTCGGGTCCACGCCGCCATTTTACATGGGTGGGCCAATTAAG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 8 0 92 AAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagAAGAGAAAGTGTGTGCGTGC CCTCACTTTCCGCTTCCCTC 0 4 56 20 147 20 59,342 60,392 53,400 43,000 1,049,633 F 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 0 90 AAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagAAGAGAAAGTGTGTGCGTGC TCACTTTCCGCTTCCCTCTC 0 2 56 20 145 20 59,342 59,391 53,400 32,000 1,266,480 F 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 0 91 AAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagAAGAGAAAGTGTGTGCGTGC CTCACTTTCCGCTTCCCTCT 0 3 56 20 146 20 59,342 59,389 53,400 36,900 1,268,526 F 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 4 108 GGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTG GGGTGAGGAAGAGACAAAGAGA CCTCACTTTCCGCTTCCCTC 14 4 40 22 147 20 59,099 60,392 31,000 43,000 3,292,339 B 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 3 107 GGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTG GGGTGAGGAAGAGACAAAGAGA CTCACTTTCCGCTTCCCTCT 14 3 40 22 146 20 59,099 59,389 31,000 36,900 3,511,232 B 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 76 48 16 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 2 106 GGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTG GGGTGAGGAAGAGACAAAGAGA TCACTTTCCGCTTCCCTCTC 14 2 40 22 145 20 59,099 59,391 31,000 32,000 3,509,186 B 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 1 8 0 139 AGTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG CACTTTCCGCTTCCCTCTCG 0 1 6 22 144 20 60,159 60,738 55,200 40,400 2,896,672 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 0 8 0 142 AGTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG CCTCACTTTCCGCTTCCCTC 0 4 6 22 147 20 60,159 60,392 55,200 43,000 2,550,750 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 0 9 0 138 GTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG CACTTTCCGCTTCCCTCTCG 0 1 7 21 144 20 58,790 60,738 55,200 40,400 2,947,831 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 0 9 0 141 GTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG CCTCACTTTCCGCTTCCCTC 0 4 7 21 147 20 58,790 60,392 55,200 43,000 2,601,910 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 0 10 0 139 GTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG TCACTTTCCGCTTCCCTCTC 0 2 7 21 145 20 58,790 59,391 55,200 32,000 2,818,756 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:31943:46068 1 28 96 16 2 AG GAGAGAGAGAGAGGGTGAGGAAGAGACAAAGAG NA 0 0 10 0 140 AGTagagagagACagagagGCGgagagagagagaGGGTGAGTAGAGAGAGACAGAGAGGCG TCACTTTCCGCTTCCCTCTC 0 2 6 22 145 20 60,159 59,391 55,200 32,000 2,767,597 G 148 TGATAAGTagagagagACagagagGCGgagagagagagaGGGTGAGGAAGAGACAAAGAGAAAgtgtgtGCGTGCgtgtgtgtgagagagagagagagagagagagagagagagaTTgagagaGCGAGAGGGAAGCGGAAAGTGAGGG

ST‐E00142:460:H2K7HCCXY:6:2120:9922:72262 1 47 57 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 1 1 8 4 112 CTCTGCgtgtgtgtGCATACGTACTTGTGTTtgtgtgtgtg CTCTGCGTGTGTGTGCATAC GCACTCCCACATGCTTATGC 11 4 16 20 127 20 59,560 59,617 23,900 31,400 0.823216 F 129 GATTTCTAtgtgtgTCTCTGCgtgtgtgtGCATACGTACTTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGCATAAGCATGTGGGAGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2120:9922:72262 1 47 57 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 4 113 TCTCTGCgtgtgtgtGCATACGTACTTGTGTTtgtgtgtgt TCTCTGCGTGTGTGTGCATA GCACTCCCACATGCTTATGC 12 4 15 20 127 20 59,683 59,617 31,400 31,400 0.700072 F 129 GATTTCTAtgtgtgTCTCTGCgtgtgtgtGCATACGTACTTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGCATAAGCATGTGGGAGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2120:9922:72262 1 47 57 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 14 4 120 AtgtgtgTCTCTGCgtgtgtgtGCATACGTACTTGTGTTtgATGTGTGTCTCTGCGTGTGT GCACTCCCACATGCTTATGC 19 4 8 20 127 20 59,895 59,617 37,200 31,400 0.488086 F 129 GATTTCTAtgtgtgTCTCTGCgtgtgtgtGCATACGTACTTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCgtgtgtgtCTGTGCATAAGCATGTGGGAGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 22 137 TGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTTGACATTCCCTTCACCGTGA CACATGGACATGCACACACG 22 43 2 20 138 20 58,947 60,110 43,500 44,900 1,162,718 F 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 22 145 TGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTTGACATTCCCTTCACCGTGA GGGAGTTACACATGGACATGC 22 50 2 20 146 21 58,947 58,983 43,500 40,600 3,069,667 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 12 110 TGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTTGACATTCCCTTCACCGTGA TGGAGTTACTCTTACACTCATGCA 22 12 2 20 111 24 58,947 59,473 43,500 39,600 5,579,267 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 22 146 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTGTGACATTCCCTTCACCGTGA GGGAGTTACACATGGACATGC 22 50 1 21 146 21 60,271 58,983 43,500 40,600 3,287,674 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 21 137 TGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTTGACATTCCCTTCACCGTGAG CACATGGACATGCACACACG 21 43 2 21 138 20 59,998 60,110 35,100 44,900 1,112,075 F 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 21 145 TGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTTGACATTCCCTTCACCGTGAG GGGAGTTACACATGGACATGC 21 50 2 21 146 21 59,998 58,983 35,100 40,600 3,019,023 F 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 20 136 GACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCGACATTCCCTTCACCGTGAGT CACATGGACATGCACACACG 20 43 3 21 138 20 59,998 60,110 34,100 44,900 1,112,189 F 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 20 144 GACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCGACATTCCCTTCACCGTGAGT GGGAGTTACACATGGACATGC 20 50 3 21 146 21 59,998 58,983 34,100 40,600 3,019,137 F 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 12 111 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTGTGACATTCCCTTCACCGTGA TGGAGTTACTCTTACACTCATGCA 22 12 1 21 111 24 60,271 59,473 43,500 39,600 5,797,274 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 23 146 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTGTGACATTCCCTTCACCGTG GGGAGTTACACATGGACATGC 23 50 1 20 146 21 58,843 58,983 49,400 40,600 3,173,785 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:17969:16973 1 44 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 111 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTGTGACATTCCCTTCACCGTG TGGAGTTACTCTTACACTCATGCA 23 12 1 20 111 24 58,843 59,473 49,400 39,600 5,683,386 B 150 GTGACATTCCCTTCACCGTGAgtgtgtgtATAATTCCCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGACCCTCACTGCATGAGTGTAAGAGTAACTCCATTCACTGCgtgtgtGCATGTCCATGTGTAACTCCCTTCA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 33 154 CCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCACCAAAGCAGAAAGGTCAGGC TCCCTACAGACACATCCCACT 48 33 22 20 175 21 59,400 59,921 48,500 40,000 1,678,880 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 33 151 AAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATAAGCAGAAAGGTCAGGCAGA TCCCTACAGACACATCCCACT 45 33 25 20 175 21 59,233 59,921 42,600 40,000 1,846,198 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 33 155 GCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCGCCAAAGCAGAAAGGTCAGG TCCCTACAGACACATCCCACT 49 33 21 20 175 21 59,400 59,921 38,600 40,000 1,678,880 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 8 127 AAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATAAGCAGAAAGGTCAGGCAGA ACACACATGGTCTCATACTCGT 45 8 25 20 151 22 59,233 59,174 42,600 41,800 3,593,503 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 8 130 CCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCACCAAAGCAGAAAGGTCAGGC ACACACATGGTCTCATACTCGT 48 8 22 20 151 22 59,400 59,174 48,500 41,800 3,426,185 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:19481:42587 1 90 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 8 131 GCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCGCCAAAGCAGAAAGGTCAGG ACACACATGGTCTCATACTCGT 49 8 21 20 151 22 59,400 59,174 38,600 41,800 3,426,185 F 183 AAGGTCCTAAGGGAGaaaaaGCCAAAGCAGAAAGGTCAGGCAGATAATTGGAATCAAATTAAAAGATGTGGGTGGTggggggggACAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGATTATACGAGTATGAGACCAtgtgtgTTTAAGTGGGATGTGTCTGTAGGGATAAGCTAA

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 1 1 4 54 217 ACAGGTGCAGAGGGAAACAGACACAAATATGcaca ACAGGTGCAGAGGGAAACAG GTTCCTGTGCATTTACATTCCA 54 61 42 20 258 22 59,891 57,218 31,600 35,300 4,891,361 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 4 51 214 GGTGCAGAGGGAAACAGACACAAATATGcacacaCTGGTGCAGAGGGAAACAGACA GTTCCTGTGCATTTACATTCCA 51 61 45 20 258 22 59,891 57,218 34,100 35,300 4,890,603 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 5 55 218 CACAGGTGCAGAGGGAAACAGACACAAATATGcac CACAGGTGCAGAGGGAAACA GTTCCTGTGCATTTACATTCCA 55 61 41 20 258 22 60,179 57,218 28,300 35,300 4,961,039 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 6 3 166 CAGCCATGAAGACAAACGCACAAacacacacacacacACAGCCATGAAGACAAACGCA GTTCCTGTGCATTTACATTCCA 3 61 93 20 258 22 59,407 57,218 52,400 35,300 5,374,656 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 6 1 162 GCCATGAAGACAAACGCACAAacacacacacacacAAAGCCATGAAGACAAACGCACA TCCTGTGCATTTACATTCCAATCA 1 57 95 20 256 24 59,689 58,984 45,700 25,700 5,326,058 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 6 1 164 GCCATGAAGACAAACGCACAAacacacacacacacAAAGCCATGAAGACAAACGCACA GTTCCTGTGCATTTACATTCCA 1 61 95 20 258 22 59,689 57,218 45,700 35,300 5,092,561 D 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 11 61 241 TcacacaCTCATAGGCACACGCCCACAGGTGCAGAG TCACACACTCATAGGCACACG GTTCCTGTGCATTTACATTCCA 77 61 18 21 258 22 60,337 57,218 44,900 35,300 6,118,813 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 12 61 240 cacacaCTCATAGGCACACGCCCACAGGTGCAGAGG CACACACTCATAGGCACACG GTTCCTGTGCATTTACATTCCA 77 61 19 20 258 22 58,929 57,218 44,900 35,300 5,852,840 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 12 60 240 cacacaCTCATAGGCACACGCCCACAGGTGCAGAGG CACACACTCATAGGCACACG GTTCCTGTGCATTTACATTCCAA 77 60 19 20 258 23 58,929 57,867 44,900 35,300 6,203,718 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 2 104 AGCCATGAAGACAAACGCACAAacacacacacacacAAAGCCATGAAGACAAACGCAC TTGTGTGTGTCTGAGTGCGT 2 2 94 20 197 20 59,407 60,108 53,400 52,400 0.701504 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 2 105 CAGCCATGAAGACAAACGCACAAacacacacacacacACAGCCATGAAGACAAACGCA TTGTGTGTGTCTGAGTGCGT 3 2 93 20 197 20 59,407 60,108 52,400 52,400 0.701014 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 2 153 GGTGCAGAGGGAAACAGACACAAATATGcacacaCTGGTGCAGAGGGAAACAGACA TTGTGTGTGTCTGAGTGCGT 51 2 45 20 197 20 59,891 60,108 34,100 52,400 0.216962 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 2 156 ACAGGTGCAGAGGGAAACAGACACAAATATGcaca ACAGGTGCAGAGGGAAACAG TTGTGTGTGTCTGAGTGCGT 54 2 42 20 197 20 59,891 60,108 31,600 52,400 0.217719 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 2 157 CACAGGTGCAGAGGGAAACAGACACAAATATGcac CACAGGTGCAGAGGGAAACA TTGTGTGTGTCTGAGTGCGT 55 2 41 20 197 20 60,179 60,108 28,300 52,400 0.287397 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 14 1 103 GCCATGAAGACAAACGCACAAacacacacacacacAAAGCCATGAAGACAAACGCACA TTGTGTGTGTCTGAGTGCGT 1 2 95 20 197 20 59,689 60,108 45,700 52,400 0.418920 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 15 16 193 acacaCTCATAGGCACACGCCCACAGGTGCAGAGGGACACACTCATAGGCACACGC TGAGTGTGAGTGGGTTTGTGT 76 16 20 20 212 21 60,671 59,719 53,400 37,200 1,951,256 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 15 14 191 acacaCTCATAGGCACACGCCCACAGGTGCAGAGGGACACACTCATAGGCACACGC AGTGTGAGTGGGTTTGTGTGT 76 14 20 20 210 21 60,671 59,996 53,400 37,200 1,674,824 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20253:57811 1 116 60 16 2 AC ACACACACACACACAAACTCACACACACACACACACNA 0 0 17 13 190 acacaCTCATAGGCACACGCCCACAGGTGCAGAGGGACACACTCATAGGCACACGC GTGTGAGTGGGTTTGTGTGTG 76 13 20 20 209 21 60,671 59,868 53,400 38,200 1,802,809 G 258 TATAGACTCAAACATACTcacacaCTCATAGGCACACGCCCACAGGTGCAGAGGGAAACAGACACAAATATGcacacaCTGTCACAAAGTCACAGCCATGAAGACAAACGCACAAacacacacacacacAAACTcacacacacacacacacacacacacacacacaGacacacacATACGCACTCAGacacacacAAACCCACTCACACTCATAAAACTCACTGAGacacacTGATTGGAATGTAAATGCACAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 9 8 99 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA ATGGCTGGAAGTGCAAGGAA 8 18 26 21 124 20 57,785 59,887 34,100 33,600 3,327,691 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 8 100 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA AATGGCTGGAAGTGCAAGGA 8 19 26 21 125 20 57,785 59,887 34,100 33,600 3,327,691 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 8 104 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA TGGAAATGGCTGGAAGTGCA 8 23 26 21 129 20 57,785 60,179 34,100 45,700 3,393,663 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 8 150 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA TCACAATTAGGGACAATCTGGAA 8 66 26 21 175 23 57,785 57,487 34,100 35,300 8,727,638 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 8 151 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA TTCACAATTAGGGACAATCTGGA 8 67 26 21 176 23 57,785 57,487 34,100 38,600 8,727,638 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 8 198 TGAGATGGCGATAGAGACAGATAGACAGGgagaga TGAGATGGCGATAGAGACAGA TCCACTCCCACTCCTGTG 8 119 26 21 223 18 57,785 57,785 34,100 36,600 7,430,065 B 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 8 199 TTGAGATGGCGATAGAGACAGATAGACAGGgagag TTGAGATGGCGATAGAGACAGA TCCACTCCCACTCCTGTG 8 119 25 22 223 18 58,444 57,785 34,100 36,600 7,771,336 B 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 109 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA ATGGCTGGAAGTGCAAGGAA 18 18 16 21 124 20 58,057 59,887 55,400 33,600 3,055,799 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 110 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA AATGGCTGGAAGTGCAAGGA 18 19 16 21 125 20 58,057 59,887 55,400 33,600 3,055,799 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 114 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA TGGAAATGGCTGGAAGTGCA 18 23 16 21 129 20 58,057 60,179 55,400 45,700 3,121,771 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 202 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA CCCACTCCTGTGACACACTC 18 111 16 21 217 20 58,057 59,966 55,400 35,100 2,976,863 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 204 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA CTCCCACTCCTGTGACACAC 18 113 16 21 219 20 58,057 59,966 55,400 38,200 2,976,863 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 18 206 agagagagATTGAGATGGCGATAGAGACAGATAGACAGAGAGAGATTGAGATGGCGA CACTCCCACTCCTGTGACAC 18 115 16 21 221 20 58,057 59,966 55,400 36,700 2,976,863 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 0 144 GGCGATAGAGACAGATAGACAGGgagagagagagag GGCGATAGAGACAGATAGACAGG TCACAATTAGGGACAATCTGGAA 0 66 32 23 175 23 59,561 57,487 40,000 35,300 8,951,723 A 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 0 186 GGCGATAGAGACAGATAGACAGGgagagagagagag GGCGATAGAGACAGATAGACAGG CCCACTCCTGTGACACACTC 0 111 32 23 217 20 59,561 59,966 40,000 35,100 3,472,840 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 0 187 GGCGATAGAGACAGATAGACAGGgagagagagagag GGCGATAGAGACAGATAGACAGG TCCCACTCCTGTGACACACT 0 112 32 23 218 20 59,561 60,399 40,000 35,500 3,837,303 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 0 188 GGCGATAGAGACAGATAGACAGGgagagagagagag GGCGATAGAGACAGATAGACAGG CTCCCACTCCTGTGACACAC 0 113 32 23 219 20 59,561 59,966 40,000 38,200 3,472,840 F 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:20770:50340 1 55 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 11 0 192 GGCGATAGAGACAGATAGACAGGgagagagagagag GGCGATAGAGACAGATAGACAGG TCCACTCCCACTCCTGTG 0 119 32 23 223 18 59,561 57,785 40,000 36,600 7,654,151 B 223 GTAAAAGACAGGGATagagagagATTGAGATGGCGATAGAGACAGATAGACAGGgagagagagagagagagagagagagagagagaATGTGATTAATATTCATGTTCCTTGCACTTCCAGCCATTTCCACTGTTACGTGGAAGGAGTCAGTTTTCCAGATTGTCCCTAATTGTGAATAATGAGGAATAATGTTGAGTGAgtgtgtCACAGGAGTGGGAGTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 10 27 136 agtgagagagagGTGCCGAATATGTCagagagAAAGAC AGTGAGAGAGAGGTGCCGAA TCTTGCCGCTCATTCTCTGT 27 37 11 20 146 20 60,251 59,390 43,000 34,100 0.861560 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 27 138 agtgagagagagGTGCCGAATATGTCagagagAAAGAC AGTGAGAGAGAGGTGCCGAA GCTCTTGCCGCTCATTCTCT 27 39 11 20 148 20 60,251 60,462 43,000 31,000 0.713079 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 30 140 gtgagtgagagagagGTGCCGAATATGTCagagagAAAGGTGAGTGAGAGAGAGGTGCC CTCTTGCCGCTCATTCTCTG 30 38 8 20 147 20 59,470 58,712 50,100 33,500 1,818,638 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 30 141 gtgagtgagagagagGTGCCGAATATGTCagagagAAAGGTGAGTGAGAGAGAGGTGCC GCTCTTGCCGCTCATTCTCT 30 39 8 20 148 20 59,470 60,462 50,100 31,000 0.991981 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 29 140 tgagtgagagagagGTGCCGAATATGTCagagagAAAGATGAGTGAGAGAGAGGTGCCG GCTCTTGCCGCTCATTCTCT 29 39 9 20 148 20 60,963 60,462 56,900 31,000 1,424,548 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 12 28 139 gagtgagagagagGTGCCGAATATGTCagagagAAAGA GAGTGAGAGAGAGGTGCCGA GCTCTTGCCGCTCATTCTCT 28 39 10 20 148 20 60,678 60,462 55,400 31,000 1,140,059 F 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 1 10 19 209 agtgagagagagGTGCCGAATATGTCagagagAAAGAC AGTGAGAGAGAGGTGCCGAA TCCTCACTCTCTGTCTGACACT 27 19 11 20 219 22 60,251 59,893 43,000 35,500 2,358,764 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 10 2 186 GTCagagagAAAGACAACGTGCATgagagagagagaga GTCAGAGAGAAAGACAACGTGC TCCTCACTCTCTGTCTGACACT 2 19 34 22 219 22 59,527 59,893 53,400 35,500 4,580,613 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 10 1 184 CagagagAAAGACAACGTGCATgagagagagagagagagCAGAGAGAAAGACAACGTGCA TCCTCACTCTCTGTCTGACACT 1 19 36 21 219 22 58,526 59,893 45,700 35,500 4,581,194 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 10 1 185 TCagagagAAAGACAACGTGCATgagagagagagagagaTCAGAGAGAAAGACAACGTGCA TCCTCACTCTCTGTCTGACACT 1 19 35 22 219 22 59,899 59,893 45,700 35,500 4,208,127 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 12 27 217 agtgagagagagGTGCCGAATATGTCagagagAAAGAC AGTGAGAGAGAGGTGCCGAA ACCTCTGTTCCTCACTCTCTGT 27 27 11 20 227 22 60,251 60,158 43,000 34,100 2,409,771 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21613:32777 1 58 121 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 12 19 212 gtgagtgagagagagGTGCCGAATATGTCagagagAAAGGTGAGTGAGAGAGAGGTGCC TCCTCACTCTCTGTCTGACACT 30 19 8 20 219 22 59,470 59,893 50,100 35,500 2,637,666 G 267 AGTTtgagtgagtgagagagagGTGCCGAATATGTCagagagAAAGACAACGTGCATgagagagagagagagagagagagagagagagaCATAAAATATGAGAAAGATAGAGACAGAGAATGAGATACAGAGAATGAGCGGCAAGAGCGAGCGGGTgagagagagagagagagagagaGTTAGATCGTgagagaCAGAGTGTCAGACagagagTGAGGAACAGAGGTAGAGGgagagagagagagagagagaGGCCGTGGAAGGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 12 7 142 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA TGATTGTACATGTGTCTGTGTATG 59 7 27 20 168 24 59,604 57,034 40,200 23,900 7,362,870 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 6 138 CCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGCCAACTGTAGGGTCATCCGT CTGATTGTACATGTGTCTGTGTATGT 54 6 32 20 169 26 59,097 59,409 46,900 22,900 7,493,979 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 6 143 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA CTGATTGTACATGTGTCTGTGTATGT 59 6 27 20 169 26 59,604 59,409 40,200 22,900 6,987,883 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 128 GGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATGGGTCATCCGTCCTCTCTTG TGATTGTACATGTGTCTGTGTATGT 45 6 41 20 168 25 59,538 58,537 30,200 22,900 6,925,321 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 129 AGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAAAGGGTCATCCGTCCTCTCTT TGATTGTACATGTGTCTGTGTATGT 46 6 40 20 168 25 59,663 58,537 28,500 22,900 6,800,097 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 134 ACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTAACTGTAGGGTCATCCGTCCT TGATTGTACATGTGTCTGTGTATGT 51 6 35 20 168 25 59,665 58,537 38,500 22,900 6,798,722 F 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 137 CCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGCCAACTGTAGGGTCATCCGT TGATTGTACATGTGTCTGTGTATGT 54 6 32 20 168 25 59,097 58,537 46,900 22,900 7,365,891 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 138 ACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAACCAACTGTAGGGTCATCCG TGATTGTACATGTGTCTGTGTATGT 55 6 31 20 168 25 59,097 58,537 41,800 22,900 7,365,891 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 142 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA TGATTGTACATGTGTCTGTGTATGT 59 6 27 20 168 25 59,604 58,537 40,200 22,900 6,859,796 B 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 1 9 27 188 AGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAAAGGGTCATCCGTCCTCTCTT GTGTGCATGTGTGAGCATCTG 46 27 40 20 227 21 59,663 60,136 28,500 29,000 1,472,511 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 9 27 193 ACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTAACTGTAGGGTCATCCGTCCT GTGTGCATGTGTGAGCATCTG 51 27 35 20 227 21 59,665 60,136 38,500 29,000 1,471,136 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 29 188 GGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATGGGTCATCCGTCCTCTCTTG TGTGTGCATGTGTGAGCATC 45 29 41 20 228 20 59,538 59,124 30,200 39,100 1,338,360 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 29 189 AGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAAAGGGTCATCCGTCCTCTCTT TGTGTGCATGTGTGAGCATC 46 29 40 20 228 20 59,663 59,124 28,500 39,100 1,213,136 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 29 194 ACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTAACTGTAGGGTCATCCGTCCT TGTGTGCATGTGTGAGCATC 51 29 35 20 228 20 59,665 59,124 38,500 39,100 1,211,761 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 29 202 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA TGTGTGCATGTGTGAGCATC 59 29 27 20 228 20 59,604 59,124 40,200 39,100 1,272,834 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 1 176 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA TGTCTGTGTATATCTGCGTGTC 59 1 27 20 202 22 59,604 57,971 40,200 36,700 4,425,288 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 10 1 192 TGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATGGTTCATATCACTGGCTGCA TGTCTGTGTATATCTGCGTGTC 74 1 11 21 202 22 59,718 57,971 44,100 36,700 5,310,429 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 129 GCAATAacacacTcacacaCTCATAGACATGTacacaca GCAATAACACACTCACACACTCA TGTCTGTGTATATCTGCGTGTCT 9 0 74 23 202 23 59,440 59,305 34,100 34,100 7,254,220 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 130 TGCAATAacacacTcacacaCTCATAGACATGTacacac TGCAATAACACACTCACACACT TGTCTGTGTATATCTGCGTGTCT 11 0 73 22 202 23 58,459 59,305 35,500 34,100 7,235,183 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 130 TGCAATAacacacTcacacaCTCATAGACATGTacacac TGCAATAACACACTCACACACTC TGTCTGTGTATATCTGCGTGTCT 10 0 73 23 202 23 59,440 59,305 35,100 34,100 7,254,220 G 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 171 CCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGCCAACTGTAGGGTCATCCGT TGTCTGTGTATATCTGCGTGTCT 54 0 32 20 202 23 59,097 59,305 46,900 34,100 4,597,097 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 176 CTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTCTGCACCAACTGTAGGGTCA TGTCTGTGTATATCTGCGTGTCT 59 0 27 20 202 23 59,604 59,305 40,200 34,100 4,091,001 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 190 GTTCATATCACTGGCTGCACCAACTGTAGGGTCATCGTTCATATCACTGGCTGCACC TGTCTGTGTATATCTGCGTGTCT 72 0 13 21 202 23 59,327 59,305 50,100 34,100 5,367,447 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:21958:29296 1 106 74 16 2 AC ACACACACACACACACACACACACACACACACATAGNA 0 0 11 0 192 TGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATGGTTCATATCACTGGCTGCA TGTCTGTGTATATCTGCGTGTCT 74 0 11 21 202 23 59,718 59,305 44,100 34,100 4,976,143 D 230 TAATGCACAATGGTTCATATCACTGGCTGCACCAACTGTAGGGTCATCCGTCctctctTGTACTGTCAGTTATGCAATAacacacTcacacaCTCATAGACATGTacacacacacacacacacacacacacacacacATAGATACATACACAGACACATGTACAATCAGacacacacacAGACACGCAGATATACACAGACATATACAGATGCTcacacaTGcacacaTA

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 63 199 TGGCAATTTCGCATGATGCAGGCTGGCAGCATTTG TGGCAATTTCGCATGATGCA TGTTTCTCTGTGACCGTGCA 64 63 30 20 228 20 59,469 59,823 39,600 45,700 0.708111 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 59 190 ATTTCGCATGATGCAGGCTGGCAGCATTTGGGAAC ATTTCGCATGATGCAGGCTG TCTCTGTGACCGTGCAGATC 59 59 35 20 224 20 59,616 59,472 48,500 27,500 0.912326 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 59 194 ATTTCGCATGATGCAGGCTGGCAGCATTTGGGAAC ATTTCGCATGATGCAGGCTG TGTTTCTCTGTGACCGTGCA 59 63 35 20 228 20 59,616 59,823 48,500 45,700 0.561219 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 42 177 CTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTCTGGCAGCATTTGGGAACAG TGTTTCTCTGTGACCGTGCA 42 63 52 20 228 20 59,754 59,823 31,600 45,700 0.422450 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 41 172 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA TCTCTGTGACCGTGCAGATC 41 59 53 20 224 20 60,179 59,472 34,100 27,500 0.706984 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 41 176 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA TGTTTCTCTGTGACCGTGCA 41 63 53 20 228 20 60,179 59,823 34,100 45,700 0.355877 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 82 240 CCACagagagCCAGGGAAATGGCAATTTCGCATGAT CCACAGAGAGCCAGGGAAAT CCCAGACTTGAATTGCAGATTCT 83 82 11 20 250 23 59,377 58,985 21,700 24,000 4,637,749 F 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 25 139 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA CCCTCTCATTCTGCTTCTCCA 41 25 53 20 191 21 60,179 59,164 34,100 38,600 2,015,133 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 82 241 TCCACagagagCCAGGGAAATGGCAATTTCGCATGA TCCACAGAGAGCCAGGGAAA CCCAGACTTGAATTGCAGATTCT 84 82 10 20 250 23 60,474 58,985 31,300 24,000 4,488,778 F 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 81 241 TCCACagagagCCAGGGAAATGGCAATTTCGCATGA TCCACAGAGAGCCAGGGAAA CCCAGACTTGAATTGCAGATTCTG 84 81 10 20 250 24 60,474 60,142 31,300 30,200 4,616,141 F 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 63 219 TCCACagagagCCAGGGAAATGGCAATTTCGCATGA TCCACAGAGAGCCAGGGAAA TGTTTCTCTGTGACCGTGCA 84 63 10 20 228 20 60,474 59,823 31,300 45,700 0.650604 F 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 26 139 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA CCCTCTCATTCTGCTTCTCC 41 26 53 20 191 20 60,179 57,382 34,100 37,100 2,797,408 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 24 139 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA CCCTCTCATTCTGCTTCTCCAT 41 24 53 20 191 22 60,179 59,561 34,100 34,100 2,617,730 B 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22749:70996 1 114 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 13 128 TGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGTGGCAGCATTTGGGAACAGA TGCTTCTCCATCTCTGTCTGTC 41 13 53 20 180 22 60,179 59,505 34,100 35,100 2,674,236 F 259 AAAGATTGCTCCACagagagCCAGGGAAATGGCAATTTCGCATGATGCAGGCTGGCAGCATTTGGGAACAGAAAGTTAGAACTGGTGCCAAGATATTCCCCagagagCAAGAAagagagagagagagagagagagagagagagagAAAGAAAGagacagacagacAGAGATGGAGAAGCAGAATGAGAGGGAGAGGGGACTAAAGATCTGCACGGTCACAGAGAAACAGAATCTGCAATTCAAGTCTGGGGAACAGGGC

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 1 1 14 3 157 CAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgt CAGGCCCAAAGTCTGTGGAT AGACAGACACACGCAGACAC 12 3 107 20 263 20 59,961 60,249 34,100 36,700 0.287817 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 169 GGGACATTTCATCAGGCCCAAAGTCTGTGGATACC GGGACATTTCATCAGGCCCA AGACAGACACACGCAGACAC 24 3 95 20 263 20 60,033 60,249 53,600 36,700 0.282280 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 170 TGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCTGGGACATTTCATCAGGCCC AGACAGACACACGCAGACAC 25 3 94 20 263 20 60,033 60,249 58,000 36,700 0.282280 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 199 TCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACA TCTGCGCGTTGCTGGTATTA AGACAGACACACGCAGACAC 54 3 65 20 263 20 60,109 60,249 0.9800 36,700 0.357640 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 201 TATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGA TATCTGCGCGTTGCTGGTAT AGACAGACACACGCAGACAC 56 3 63 20 263 20 59,896 60,249 27,300 36,700 0.353193 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 214 AACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTa AACAGGAAGCGGGTATCTGC AGACAGACACACGCAGACAC 69 3 50 20 263 20 60,108 60,249 42,600 36,700 0.356727 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 3 245 TTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACA TTACAAAGTGCAGCTGGGCT AGACAGACACACGCAGACAC 100 3 19 20 263 20 60,179 60,249 51,900 36,700 0.428065 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 14 2 244 TTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACA TTACAAAGTGCAGCTGGGCT GACAGACACACGCAGACACA 100 2 19 20 262 20 60,179 60,528 51,900 37,200 0.706593 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22901:30650 1 139 102 16 3 AC TGTGTGTGTGTGTGTCTGTGTGTGCGTGGTTTTGTCNA 0 0 16 1 243 TTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACA TTACAAAGTGCAGCTGGGCT ACAGACACACGCAGACACAG 100 1 19 20 261 20 60,179 60,528 51,900 36,600 0.707459 G 280 TAAacacacTTAGGAGCTTTACAAAGTGCAGCTGGGCTCAAGTCAGTAAAACAGGAAGCGGGTATCTGCGCGTTGCTGGTATTaaaaaCGTGCTGGGACATTTCATCAGGCCCAAAGTCTGTGGATACCGTCTGTGTCtgtgtgtgtgtgtgTCtgtgtgtgCGTGGTTTTGTCTATGTGTTtgtgtgtgtgtgTCTGTCTATGGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTGTCTGCgtgtgtCTGTCTATGTCtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:26748:36961 1 86 63 16 2 AC CACACACACACACACACACACACACACACACACTGTNA 1 1 17 2 109 acaCCAacacacTCTTTCGCTCTcacacacacacacacacacACACCAACACACTCTTTCGC TGTGCGTGTGAGAGAGAAACA 3 2 63 20 171 21 58,986 59,864 47,000 28,300 2,150,462 G 199 tctctcACACGCGcacacacacacaATGTAtctctctctcacacacATTGTCTCACTcacacacaCCAacacacTCTTTCGCTCTcacacacacacacacacacacacacacacacaCTGTTtctctctctcacacacacacacacacAATGTTtctctctcACACGCACAGacacacacacacacTGTGTTtctctcA

ST‐E00142:460:H2K7HCCXY:6:2121:26748:36961 1 86 63 16 2 AC CACACACACACACACACACACACACACACACACTGTNA 0 0 17 2 117 ACTcacacacaCCAacacacTCTTTCGCTCTcacacacaca ACTCACACACACCAACACACT TGTGCGTGTGAGAGAGAAACA 10 2 55 21 171 21 59,997 59,864 35,500 28,300 2,139,228 G 199 tctctcACACGCGcacacacacacaATGTAtctctctctcacacacATTGTCTCACTcacacacaCCAacacacTCTTTCGCTCTcacacacacacacacacacacacacacacacaCTGTTtctctctctcacacacacacacacacAATGTTtctctctcACACGCACAGacacacacacacacTGTGTTtctctcA

ST‐E00142:460:H2K7HCCXY:6:2121:26748:36961 1 86 63 16 2 AC CACACACACACACACACACACACACACACACACTGTNA 0 0 17 2 119 TCACTcacacacaCCAacacacTCTTTCGCTCTcacacacaTCACTCACACACACCAACACA TGTGCGTGTGAGAGAGAAACA 12 2 53 21 171 21 59,997 59,864 37,200 28,300 2,138,654 G 199 tctctcACACGCGcacacacacacaATGTAtctctctctcacacacATTGTCTCACTcacacacaCCAacacacTCTTTCGCTCTcacacacacacacacacacacacacacacacaCTGTTtctctctctcacacacacacacacacAATGTTtctctctcACACGCACAGacacacacacacacTGTGTTtctctcA

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 0 93 TATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtg TATCTGGGTGCGGGATGAC CCATACCCGGACACACACAG 0 22 118 19 210 20 58,867 60,391 30,600 36,600 2,524,326 F 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 99 TATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtg TATCTGGGTGCGGGATGAC GTCAACCCATACCCGGACAC 0 28 118 19 216 20 58,867 60,392 30,600 36,700 2,525,255 F 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 101 TATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtg TATCTGGGTGCGGGATGAC CAGTCAACCCATACCCGGAC 0 30 118 19 218 20 58,867 60,108 30,600 47,900 2,241,044 F 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 102 ATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgATCTGGGTGCGGGATGAC CACAGTCAACCCATACCCGG 0 32 119 18 220 20 59,089 60,392 30,600 57,300 3,303,604 B 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 102 TATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtg TATCTGGGTGCGGGATGAC ACAGTCAACCCATACCCGGA 0 31 118 19 219 20 58,867 60,546 30,600 51,400 2,678,983 B 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 137 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 103 TATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtg TATCTGGGTGCGGGATGAC CACAGTCAACCCATACCCGG 0 32 118 19 220 20 58,867 60,392 30,600 57,300 2,525,656 B 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 1 14 32 219 ACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACTGACTTTGTAACTGGGTGTCA CACAGTCAACCCATACCCGG 81 32 2 23 220 20 59,801 60,392 35,800 57,300 3,591,532 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 14 31 218 ACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACTGACTTTGTAACTGGGTGTCA ACAGTCAACCCATACCCGGA 81 31 2 23 219 20 59,801 60,546 35,800 51,400 3,744,858 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 14 3 190 ACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACTGACTTTGTAACTGGGTGTCA GACACAGTCAACCCACACCA 81 3 2 23 191 20 59,801 60,107 35,800 41,700 3,306,481 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 28 162 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC ACAGTCAACCCATACCCGG 28 32 58 20 219 19 59,890 59,012 44,000 57,300 2,097,737 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 28 162 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC ACAGTCAACCCATACCCGGA 28 31 58 20 219 20 59,890 60,546 44,000 51,400 0.655510 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 28 163 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC CACAGTCAACCCATACCCGG 28 32 58 20 220 20 59,890 60,392 44,000 57,300 0.502183 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 3 134 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC GACACAGTCAACCCACACCA 28 3 58 20 191 20 59,890 60,107 44,000 41,700 0.217133 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 2 133 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC ACACAGTCAACCCACACCAA 28 2 58 20 190 20 59,890 59,670 44,000 36,700 0.439654 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 106 63 16 2 AC TGTGTGTGTGTGTATCTGGGTGCGGGATGACTGTG NA 0 0 18 0 131 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC ACAGTCAACCCACACCAAGA 28 0 58 20 188 20 59,890 59,084 44,000 30,200 1,025,809 D 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 1 14 30 204 CTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgCTGGGTGTCATTCAACTGTGTG CAGTCAACCCATACCCGGAC 41 30 15 22 218 20 59,709 60,108 38,200 47,900 2,399,314 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 14 30 205 ACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtg ACTGGGTGTCATTCAACTGTGT CAGTCAACCCATACCCGGAC 42 30 14 22 218 20 60,092 60,108 37,200 47,900 2,200,278 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 14 15 190 ACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtg ACTGGGTGTCATTCAACTGTGT CGGACACACACAGACACAGT 42 15 14 22 203 20 60,092 60,179 37,200 35,500 2,271,540 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 16 8 169 AAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgt AATGTGTGTCTGGGTGTGGG CAGTCAACCCATACCCGGAC 8 30 50 20 218 20 60,179 60,108 46,100 47,900 0.286841 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 16 3 142 AAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgt AATGTGTGTCTGGGTGTGGG GACACAGTCAACCCACACCA 8 3 50 20 191 20 60,179 60,107 46,100 41,700 0.286403 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 18 0 135 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC AGACACAGTCAACCCACACC 0 4 58 20 192 20 59,890 59,820 44,000 41,600 0.290129 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29792:44486 1 78 91 16 3 AC GTGTGTGTGTGTCTGGGTGTGGGTTAACTGTGTGT NA 0 0 18 0 161 TCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTCTGGGTGTGGGTTAACTGC CAGTCAACCCATACCCGGAC 0 30 58 20 218 20 59,890 60,108 44,000 47,900 0.217571 G 220 AACTGACTTTGTAACTGGGTGTCATTCAACtgtgtgTTAACtgtgtgtgAAtgtgtgTCTGGGTGTGGGTTAACTGCgtgtgtgtgtgtCTGGGTGTGGGTTAACtgtgtgtgtgtgTATCTGGGTGCGGGATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTGGTGTGGGTTGACTGTGTCtgtgtgtgTCCGGGTATGGGTTGACTGTG

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 12 4 98 AGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAAGGGAAAGAGAAACAGAGAGGA ACTTTCCCTTTCGCAAATTCCC 18 4 71 22 168 22 58,137 59,701 37,100 39,700 6,162,099 F 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 4 99 GAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAGAGGGAAAGAGAAACAGAGAGGA ACTTTCCCTTTCGCAAATTCCC 18 4 70 23 168 22 59,165 59,701 37,100 39,700 6,134,408 F 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 13 4 100 AGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAGAGGGAAAGAGAAACAGAGAGG ACTTTCCCTTTCGCAAATTCCC 19 4 69 23 168 22 59,162 59,701 36,900 39,700 6,136,744 F 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 12 3 138 AGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAAGGGAAAGAGAAACAGAGAGGA TCTCTCTATGTTTCAGCAATCCA 18 3 71 22 208 23 58,137 57,318 37,100 34,100 9,545,320 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 3 139 AGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAAGGGAAAGAGAAACAGAGAGGA CTCTCTCTATGTTTCAGCAATCCA 18 3 71 22 209 24 58,137 58,332 37,100 34,100 9,531,557 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 3 140 AGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAAGGGAAAGAGAAACAGAGAGGA ACTCTCTCTATGTTTCAGCAATCCA 18 3 71 22 210 25 58,137 59,811 37,100 34,100 9,051,641 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 3 139 GAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAGAGGGAAAGAGAAACAGAGAGGA TCTCTCTATGTTTCAGCAATCCA 18 3 70 23 208 23 59,165 57,318 37,100 34,100 9,517,629 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 3 141 GAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAGAGGGAAAGAGAAACAGAGAGGA ACTCTCTCTATGTTTCAGCAATCCA 18 3 70 23 210 25 59,165 59,811 37,100 34,100 9,023,950 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:29924:54664 1 111 72 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 3 142 AGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAGAGGGAAAGAGAAACAGAGAGG ACTCTCTCTATGTTTCAGCAATCCA 19 3 69 23 210 25 59,162 59,811 36,900 34,100 9,026,286 G 226 AGAGGTCCGGAGGAGAGTTgggggATgggggggggggggggggggggAAggggggggggaaaaaaaaGAGAGGGAAAGAGAAACagagagGaaaaaGAGATGCAAAGAGTgagagagagagagagagagagagagagagagaGCAGGGGAATTTGCGAAAGGGAAAGTgagagagagagagaGTTTGGATTGCTGAAACATagagagagTTAGaaaaagagagaAA

ST‐E00142:460:H2K7HCCXY:6:2121:30675:35608 1 41 90 16 2 AG GAGAGAGAGAGAGAGAGAGAGTGACGGAGAGAC NA 1 1 18 0 129 GgagagaGCGAGGGAATGATGgagagagagagagagag GGAGAGAGCGAGGGAATGATG TCTCCGTCACTCCCTTGC 0 0 20 21 148 18 59,999 58,622 30,700 40,100 4,378,387 G 148 gagagaGCAAGGGAGTGACGgagagaGCGAGGGAATGATGgagagagagagagagagagaGTGACGgagagaCGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagaGCAAGGGAGTGACGGAGA

ST‐E00142:460:H2K7HCCXY:6:2121:30675:35608 1 41 90 16 2 AG GAGAGAGAGAGAGAGAGAGAGTGACGGAGAGAC NA 0 0 18 0 130 CGgagagaGCGAGGGAATGATGgagagagagagagagaCGGAGAGAGCGAGGGAATGA TCTCCGTCACTCCCTTGC 2 0 19 20 148 18 61,104 58,622 25,700 40,100 4,481,643 G 148 gagagaGCAAGGGAGTGACGgagagaGCGAGGGAATGATGgagagagagagagagagagaGTGACGgagagaCGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagaGCAAGGGAGTGACGGAGA

ST‐E00142:460:H2K7HCCXY:6:2121:30675:35608 1 41 90 16 2 AG GAGAGAGAGAGAGAGAGAGAGTGACGGAGAGAC NA 0 0 18 0 131 ACGgagagaGCGAGGGAATGATGgagagagagagagagACGGAGAGAGCGAGGGAAT TCTCCGTCACTCCCTTGC 4 0 18 19 148 18 60,077 58,622 30,100 40,100 4,454,288 G 148 gagagaGCAAGGGAGTGACGgagagaGCGAGGGAATGATGgagagagagagagagagagaGTGACGgagagaCGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagaGCAAGGGAGTGACGGAGA

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 1 1 6 35 169 ACTGTTCTCCGTCTCTGTGATCACTCAATTCATccccc ACTGTTCTCCGTCTCTGTGA CGACAGCAGAACAGGGAGAA 37 35 83 20 251 20 58,017 59,682 35,800 28,700 2,301,101 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 6 30 162 TCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCCGTCTCTGTGATCACTCA CGACAGCAGAACAGGGAGAA 30 35 90 20 251 20 57,800 59,682 34,100 28,700 2,518,813 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 6 30 163 CTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTCTCCGTCTCTGTGATCACTCA CGACAGCAGAACAGGGAGAA 30 35 89 21 251 20 58,912 59,682 34,100 28,700 2,406,086 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 6 7 137 CTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTCTCCGTCTCTGTGATCACTCA AACAGGAATATGGAAAGAGCGA 30 7 89 21 225 22 58,912 57,512 34,100 49,300 6,575,360 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 7 35 247 ACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTACGCTTCTGTGTCTATCTCCC CGACAGCAGAACAGGGAGAA 114 35 5 21 251 20 59,248 59,682 43,000 28,700 2,070,365 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 8 8 139 TCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCCGTCTCTGTGATCACTCAA GGAAACAGGAATATGGAAAGAGCG 29 8 90 21 228 24 58,485 59,964 30,200 50,300 6,550,478 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 8 8 139 TCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCCGTCTCTGTGATCACTCA GGAAACAGGAATATGGAAAGAGCG 30 8 90 20 228 24 57,800 59,964 34,100 50,300 6,236,048 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 10 35 250 TCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTCCACGCTTCTGTGTCTATCTC CGACAGCAGAACAGGGAGAA 116 35 2 22 251 20 59,576 59,682 27,500 28,700 2,742,333 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 10 35 251 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTCCACGCTTCTGTGTCTATCT CGACAGCAGAACAGGGAGAA 117 35 1 22 251 20 59,575 59,682 19,800 28,700 2,743,752 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 11 35 205 ACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACT ACCTCTCTCGTTCTTTCTCCC CGACAGCAGAACAGGGAGAA 72 35 47 21 251 20 58,827 59,682 43,000 28,700 2,491,120 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 12 35 205 ACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACT ACCTCTCTCGTTCTTTCTCCCT CGACAGCAGAACAGGGAGAA 71 35 47 22 251 20 60,225 59,682 42,000 28,700 2,543,607 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:3934:34746 1 140 57 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTNA 0 0 14 35 204 CctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTG CCTCTCTCGTTCTTTCTCCCTC CGACAGCAGAACAGGGAGAA 70 35 48 22 251 20 59,574 59,682 43,000 28,700 2,744,108 F 285 CTCCACGCTTCTGTGTCTATCTCCCCGTTTCTCTTTCTCTTTCACTACctctctCGTTCTTTCTCCCTCATTGTATCTTCAAACTGTTCTCCGTCTCTGTGATCACTCAATTCATcccccccTCTGTTTCATGTATCTAtctctctctctctctctctctctcCctctctctctctctctctctctctctctctctCCCTCTATCGCTCTTTCCATATTCCTGTTTCCTATTTCTCCCTGTTCTGCTGTCGCATTGTCCTGctctctCATtctctcACTGCCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 10 10 95 GCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgGCCCTATGTGTCGGAGTGAG CCACACACAGACACAATCGC 13 10 155 20 249 20 59,897 59,764 35,100 45,800 0.338873 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 10 206 AATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGAATTGGCCCACCCACGTAAA CCACACACAGACACAATCGC 124 10 44 20 249 20 60,179 59,764 20,100 45,800 0.414623 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 23 141 CCTGCACTTCCTGCCTGACggggggAAAATGTTGCCC CCTGCACTTCCTGCCTGAC CACTGTCTCACTCCCACACA 47 23 122 19 262 20 60,674 59,247 35,100 37,200 2,426,322 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 22 140 CCTGCACTTCCTGCCTGACggggggAAAATGTTGCCC CCTGCACTTCCTGCCTGAC ACTGTCTCACTCCCACACAC 47 22 122 19 261 20 60,674 59,247 35,100 38,200 2,426,926 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 16 212 AATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGAATTGGCCCACCCACGTAAA TCACTCCCACACACAGACAC 124 16 44 20 255 20 60,179 59,536 20,100 36,700 0.642994 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 102 TTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATAC TTGCCCTATGTGTCGGAGTG CACTCCCACACACAGACACA 15 15 153 20 254 20 59,751 59,822 35,100 37,200 0.426956 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 171 GGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCG GGAGGCGCCGATCAGAAG CACTCCCACACACAGACACA 86 15 84 18 254 20 60,280 59,822 28,500 37,200 2,457,620 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 211 AATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGAATTGGCCCACCCACGTAAA CACTCCCACACACAGACACA 124 15 44 20 254 20 60,179 59,822 20,100 37,200 0.356794 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 249 ATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCC ATAGCGCTTCCTGGCAGAC CACTCCCACACACAGACACA 163 15 6 19 254 20 59,855 59,822 35,100 37,200 1,322,772 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 250 CATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGC CATAGCGCTTCCTGGCAGA CACTCCCACACACAGACACA 164 15 5 19 254 20 59,855 59,822 42,600 37,200 1,322,552 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 250 CATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGC CATAGCGCTTCCTGGCAGAC CACTCCCACACACAGACACA 163 15 5 20 254 20 61,157 59,822 35,100 37,200 1,334,482 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:4888:6161 1 188 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 13 100 GCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgGCCCTATGTGTCGGAGTGAG CACTCCCACACACAGACACA 13 15 155 20 254 20 59,897 59,822 35,100 37,200 0.281044 F 262 TGAGCATAGCGCTTCCTGGCAGACGTCACGCTGGGCGGCCCTTAATTGGCCCACCCACGTAAAATGGCGgcgcgcCCCCGACTGGAGGCGCCGATCAGAAGCCCGcccccccTTGCCCGCACCTGCACTTCCTGCCTGACggggggAAAATGTTGCCCTATGTGTCGGAGTGAGGGAGTTAGTATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGTgagagaGCGATTGTGTCtgtgtgtgGGAGTGAGACAGTG

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 37 190 TCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaTCATGAACGTGTGTTTGTGCA ACAGAATCGCGTGGACTCAA 37 43 26 21 215 20 59,260 59,683 45,700 30,200 2,057,185 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 37 191 TCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaTCATGAACGTGTGTTTGTGCA CACAGAATCGCGTGGACTCA 37 44 26 21 216 20 59,260 60,389 45,700 34,100 2,128,545 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 37 192 TCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaTCATGAACGTGTGTTTGTGCA TCACAGAATCGCGTGGACTC 37 45 26 21 217 20 59,260 60,109 45,700 33,600 1,849,297 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 32 186 ACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGAACGTGTGTTTGTGCAAGAGA TCACAGAATCGCGTGGACTC 32 45 32 20 217 20 58,267 60,109 31,000 33,600 1,842,213 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 34 189 TGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGTGAACGTGTGTTTGTGCAAGA TCACAGAATCGCGTGGACTC 34 45 29 21 217 20 59,193 60,109 30,200 33,600 1,916,414 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:5822:55631 1 84 69 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 31 186 ACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGAACGTGTGTTTGTGCAAGAGAG TCACAGAATCGCGTGGACTC 31 45 32 21 217 20 59,334 60,109 32,000 33,600 1,774,951 F 223 TGTATGtttttCTGCAtgtgtgTTTTCATGAACgtgtgtTTGTGCAagagagAATGATAGaaaaaaGAGACAGAGAAAGCGACagagagGgagagagagagagagagagagagagagagagaAAagagagagagagACagagagagagagagaaaaaaaGAACAtgtgtgTTTTATGGTGAATATTACTGTATGCTTGAGTCCACGCGATTCTGTGACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 40 216 TCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACTCCTCAAGGTCTGCAACTGC GCAAATAAATGAAAGTTCATGCTCTCC 97 40 11 20 226 27 60,250 59,990 44,000 37,100 7,260,374 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 37 209 CCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCCCTCAAGGTCTGCAACTGCT AAATGAAAGTTCATGCTCTCCTTT 96 37 12 20 220 24 60,251 57,339 42,400 31,100 6,911,944 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 37 210 TCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACTCCTCAAGGTCTGCAACTGC AAATGAAAGTTCATGCTCTCCTTT 97 37 11 20 220 24 60,250 57,339 44,000 31,100 6,911,771 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 1 116 ACACAAGTCAGTCAACGTGAGAGgagagagagagaga ACACAAGTCAGTCAACGTGAGA AAATGAAAGTTCATGCTCTCCTTT 1 37 105 22 220 24 59,834 57,339 32,700 31,100 8,826,946 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 1 122 ACACAAGTCAGTCAACGTGAGAGgagagagagagaga ACACAAGTCAGTCAACGTGAGA GCAAATAAATGAAAGTTCATGCTCTCC 1 40 105 22 226 27 59,834 59,990 32,700 37,100 9,175,548 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 2 116 ACACAAGTCAGTCAACGTGAGAGgagagagagagaga ACACAAGTCAGTCAACGTGAG AAATGAAAGTTCATGCTCTCCTTT 2 37 105 21 220 24 58,459 57,339 35,100 31,100 9,201,819 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 34 148 AGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTGACAGAGAGTGAGCACAC AAATGAAAGTTCATGCTCTCCTTT 34 37 73 21 220 24 59,660 57,339 38,200 31,100 8,000,914 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 9 34 154 AGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTGACAGAGAGTGAGCACAC GCAAATAAATGAAAGTTCATGCTCTCC 34 40 73 21 226 27 59,660 59,990 38,200 37,100 8,349,516 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:6400:49953 1 128 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 35 148 AGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTGACAGAGAGTGAGCACA AAATGAAAGTTCATGCTCTCCTTT 35 37 73 20 220 24 58,303 57,339 45,700 31,100 8,358,588 F 228 AAAATAAACATCCTCAAGGTCTGCAACTGCTACTGTAACAGAATACCATTGGCTTGAAAATTTTCTTCAGAAAGTGACagagagTGAGcacacaAGAATTGAGAACACAAGTCAGTCAACGTGAGAGgagagagagagagagagagagagagagagagaAAAAGTGAGaaaaaTaaaaaTTAACAAAGGAGACAGAAAAGGAGAGCATGAACTTTCATTTATTTGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 19 205 TGGAGCGAGACGGATTGAacacacAGTTAAAGAGACTGGAGCGAGACGGATTGAAC CCCACTCCACCAGATACAATGT 19 70 38 20 242 22 60,109 59,760 31,800 27,100 2,348,458 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 51 242 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAAGGGTGTATTGAGGAAACATAGAGA CCCACTCCACCAGATACAATGT 51 70 1 25 242 22 59,036 59,760 31,000 27,100 8,204,132 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 50 242 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAAGGGTGTATTGAGGAAACATAGAGAG CCCACTCCACCAGATACAATGT 50 70 1 26 242 22 59,901 59,760 32,000 27,100 8,338,636 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 49 241 GGGTGTATTGAGGAAACATagagagagAAAGAGTAAGGGTGTATTGAGGAAACATAGAGAGA CCCACTCCACCAGATACAATGT 49 70 2 26 242 22 59,902 59,760 31,000 27,100 8,338,063 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 18 204 GGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGGAGCGAGACGGATTGAACA CCCACTCCACCAGATACAATGT 18 70 39 20 242 22 60,109 59,760 31,800 27,100 2,348,458 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 21 161 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA TTGTTCCTCCCTCTGCCTTC 21 26 36 20 196 20 59,176 59,307 25,700 34,600 1,517,158 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 21 202 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA TCCACCAGATACAATGTGTCCA 21 65 36 20 237 22 59,176 59,090 25,700 40,200 3,733,771 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 21 203 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA CTCCACCAGATACAATGTGTCCA 21 65 36 20 238 23 59,176 60,055 25,700 40,200 3,879,276 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 21 204 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA ACTCCACCAGATACAATGTGTCC 21 66 36 20 239 23 59,176 60,055 25,700 40,200 3,879,203 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 18 158 GGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGGAGCGAGACGGATTGAACA TTGTTCCTCCCTCTGCCTTC 18 26 39 20 196 20 60,109 59,307 31,800 34,600 0.801852 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 16 202 AGCGAGACGGATTGAacacacAGTTAAAGAGACAGTAGCGAGACGGATTGAACACA CCCACTCCACCAGATACAATGT 16 70 41 20 242 22 59,683 59,760 37,200 27,100 2,556,814 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 12 144 GGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGGAGCGAGACGGATTGAACA GCCTTCCGCTCTCACTGTTT 18 12 39 20 182 20 60,109 60,604 31,800 28,300 0.712778 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 12 145 TGGAGCGAGACGGATTGAacacacAGTTAAAGAGACTGGAGCGAGACGGATTGAAC GCCTTCCGCTCTCACTGTTT 19 12 38 20 182 20 60,109 60,604 31,800 28,300 0.712778 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 12 147 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA GCCTTCCGCTCTCACTGTTT 21 12 36 20 182 20 59,176 60,604 25,700 28,300 1,428,084 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 8 138 AGCGAGACGGATTGAacacacAGTTAAAGAGACAGTAGCGAGACGGATTGAACACA TCCGCTCTCACTGTTTCCAT 16 8 41 20 178 20 59,683 59,023 37,200 34,100 1,293,801 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 9 138 GCGAGACGGATTGAacacacAGTTAAAGAGACAGTgGCGAGACGGATTGAACACAC TTCCGCTCTCACTGTTTCCA 15 9 42 20 179 20 59,561 59,244 38,200 35,300 1,195,124 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 9 139 AGCGAGACGGATTGAacacacAGTTAAAGAGACAGTAGCGAGACGGATTGAACACA TTCCGCTCTCACTGTTTCCA 16 9 41 20 179 20 59,683 59,244 37,200 35,300 1,073,454 G 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 9 144 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA TTCCGCTCTCACTGTTTCCA 21 9 36 20 179 20 59,176 59,244 25,700 35,300 1,580,403 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 6 139 TGGAGCGAGACGGATTGAacacacAGTTAAAGAGACTGGAGCGAGACGGATTGA CGCTCTCACTGTTTCCATCA 21 6 38 18 176 20 57,988 57,915 25,700 30,700 6,096,747 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 0 138 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA TCTCACTGTTTCCATCAATCTGT 21 0 36 20 173 23 59,176 57,767 25,700 34,100 6,057,193 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2121:8704:43255 1 77 74 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 139 AATGGAGCGAGACGGATTGAacacacAGTTAAAGAGAATGGAGCGAGACGGATTGA CTCTCACTGTTTCCATCAATCTGT 21 0 36 20 174 24 59,176 58,756 25,700 34,100 6,068,090 D 257 AGGGTGTATTGAGGAAACATagagagagAAAGAGTAATGGAGCGAGACGGATTGAacacacAGTTAAAGAGACAGTgagagagagagagagagagagagagagagagaGTGAGGAGCGAAGGgagagagagagagagagaGGgagagagaACAGATTGATGGAAACAGTGAGAGCGGAAGGCAGAGGGAGGAACAAATGGAGGAGAGGGGCTTAATGGACACATTGTATCTGGTGGAGTgggggACAAGATCTCCAA

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 Jan‐75 6 195 GACAGCAAGTTGTCACAGAATTAGGTTTtatatatata GACAGCAAGTTGTCACAGAATT GACAGTGAAGGAACGGCGAT 6 115 12 22 206 20 57,441 60,390 21,700 45,800 4,948,485 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Jan‐75 6 201 GACAGCAAGTTGTCACAGAATTAGGTTTtatatatata GACAGCAAGTTGTCACAGAATT CCCAGCGACAGTGAAGGAAC 6 121 12 22 212 20 57,441 60,951 21,700 36,200 5,509,577 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 6 90 GACAGCAAGTTGTCACAGAATTAGGTTTtatatatata GACAGCAAGTTGTCACAGAATT AGATGGTAGTGGTCGTGGGT 6 10 12 22 101 20 57,441 60,252 21,700 45,100 4,810,640 A 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 6 158 GACAGCAAGTTGTCACAGAATTAGGTTTtatatatata GACAGCAAGTTGTCACAGAATT TGGTGAGTGACTTGGACAGG 6 78 12 22 169 20 57,441 59,241 21,700 40,000 5,317,272 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 3 107 ACAGCAAGTTGTCACAGAATTAGGTTTtatatatatataACAGCAAGTTGTCACAGAATTAGG TGCTGCCCTTGTCCTTCTAG 3 28 13 24 119 20 59,483 59,385 26,900 24,300 5,132,029 A 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 3 157 ACAGCAAGTTGTCACAGAATTAGGTTTtatatatatataACAGCAAGTTGTCACAGAATTAGG TGGTGAGTGACTTGGACAGG 3 78 13 24 169 20 59,483 59,241 26,900 40,000 5,275,432 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 3 194 ACAGCAAGTTGTCACAGAATTAGGTTTtatatatatataACAGCAAGTTGTCACAGAATTAGG GACAGTGAAGGAACGGCGAT 3 115 13 24 206 20 59,483 60,390 26,900 45,800 4,906,645 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 3 200 ACAGCAAGTTGTCACAGAATTAGGTTTtatatatatataACAGCAAGTTGTCACAGAATTAGG CCCAGCGACAGTGAAGGAAC 3 121 13 24 212 20 59,483 60,951 26,900 36,200 5,467,737 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 6 145 GACAGCAAGTTGTCACAGAATTAGGTTTtatatatata GACAGCAAGTTGTCACAGAATT GGACAGGAACTTCCAGGTGG 6 65 12 22 156 20 57,441 59,963 21,700 46,100 4,595,412 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 3 144 ACAGCAAGTTGTCACAGAATTAGGTTTtatatatatataACAGCAAGTTGTCACAGAATTAGG GGACAGGAACTTCCAGGTGG 3 65 13 24 156 20 59,483 59,963 26,900 46,100 4,553,572 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Apr‐75 2 106 CAGCAAGTTGTCACAGAATTAGGTTTtatatatatatat CAGCAAGTTGTCACAGAATTAGGT TGCTGCCCTTGTCCTTCTAG 2 28 14 24 119 20 59,483 59,385 30,800 24,300 5,132,029 A 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Apr‐75 2 143 CAGCAAGTTGTCACAGAATTAGGTTTtatatatatatat CAGCAAGTTGTCACAGAATTAGGT GGACAGGAACTTCCAGGTGG 2 65 14 24 156 20 59,483 59,963 30,800 46,100 4,553,572 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Apr‐75 2 156 CAGCAAGTTGTCACAGAATTAGGTTTtatatatatatat CAGCAAGTTGTCACAGAATTAGGT TGGTGAGTGACTTGGACAGG 2 78 14 24 169 20 59,483 59,241 30,800 40,000 5,275,432 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Apr‐75 2 193 CAGCAAGTTGTCACAGAATTAGGTTTtatatatatatat CAGCAAGTTGTCACAGAATTAGGT GACAGTGAAGGAACGGCGAT 2 115 14 24 206 20 59,483 60,390 30,800 45,800 4,906,645 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Apr‐75 2 199 CAGCAAGTTGTCACAGAATTAGGTTTtatatatatatat CAGCAAGTTGTCACAGAATTAGGT CCCAGCGACAGTGAAGGAAC 2 121 14 24 212 20 59,483 60,951 30,800 36,200 5,467,737 B 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:1255:19557 1 40 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 2 139 AGCAAGTTGTCACAGAATTAGGTTTtatatatatatata AGCAAGTTGTCACAGAATTAGGT CAGGAACTTCCAGGTGGTGG 2 62 15 23 153 20 58,281 60,251 30,800 46,100 4,969,862 F 215 NAATAGGTGCAGACAGCAAGTTGTCACAGAATTAGGTTTtatatatatatatatatatatatatatatataCACCCTCCAAACCCACGACCACTACCATCTAGAAGGACAAGGGCAGCATATAGATGGAAAcaccaccacCTGGAAGTTCCTGTCCAAGTCACTCACCATCCTGACTTGGAAatatatCGCCGTTCCTTCACTGTCGCTGGGTCN

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 3 14 126 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC CTCTGTATCTGGCTGGCCG 41 14 26 20 151 19 59,549 59,931 30,600 61,300 1,519,736 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 41 183 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC TCTTTGTTTCGGGTGGTCGT 41 70 26 20 208 20 59,549 59,821 30,600 43,400 0.629516 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 41 189 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC TTGGCCTCTTTGTTTCGGGT 41 76 26 20 214 20 59,549 60,106 30,600 52,800 0.557401 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 17 131 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC CTCTGCTCTGTATCTGGCTGG 41 17 26 20 156 21 59,549 59,931 30,600 48,500 1,519,878 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 66 208 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT TCTTTGTTTCGGGTGGTCGT 66 70 1 20 208 20 60,250 59,821 28,300 43,400 0.428700 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 66 214 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT TTGGCCTCTTTGTTTCGGGT 66 76 1 20 214 20 60,250 60,106 28,300 52,800 0.356585 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 66 245 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT GGTGCTTTCCTGCTCACAAAG 66 106 1 20 245 21 60,250 60,001 28,300 27,700 1,251,104 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 66 246 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT AGGTGCTTTCCTGCTCACAA 66 108 1 20 246 20 60,250 59,817 28,300 33,300 0.433658 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 66 247 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT CAGGTGCTTTCCTGCTCACA 66 109 1 20 247 20 60,250 60,536 28,300 35,800 0.785946 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 64 202 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTT AGCGCTCCTTACCGTTGTTT TTTCGGGTGGTCGTCCAATT 66 64 1 20 202 20 60,250 59,891 28,300 23,200 0.359129 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 41 177 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC TTTCGGGTGGTCGTCCAATT 41 64 26 20 202 20 59,549 59,891 30,600 23,200 0.559946 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13271:48599 1 87 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 16 129 GCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCT GCCAGCAGCTTCTCAATCAC CTGCTCTGTATCTGGCTGGC 41 16 26 20 154 20 59,549 60,532 30,600 48,500 0.983400 A 264 AGCGCTCCTTACCGTTGTTTTGTCAGCCAGCAGCTTCTCAATCACTTCGATCAACTGGTCTTTCTGATCTTGGTCCAAACTGAAACgagagagagagagagagagagagagagagagaGGAGCAAGAAGTCACGGCCAGCCAGATACAGAGCAGAGATAATCCTGTGTCACAGTCTCTGCTCAATTGGACGACCACCCGAAACAAAGAGGCCAAACAGGAAGGTCTTTGTGAGCAGGAAAGCACCTGACAAAATGAgggggTGG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 14 132 CTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTT CTGACAGCTCTCATGGGCAA TGTAGTAAGATATACACGCACACAT 41 14 89 20 220 25 60,036 57,965 45,200 32,100 7,070,410 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 14 145 CAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTCAAAGAAAGGGAGCTGACAGC TGTAGTAAGATATACACGCACACAT 53 14 76 21 220 25 59,461 57,965 44,000 32,100 8,573,635 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 15 131 TGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTA TGACAGCTCTCATGGGCAAT TGTAGTAAGATATACACGCACACA 40 15 90 20 220 24 59,378 57,560 35,600 37,200 7,061,811 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 15 132 CTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTT CTGACAGCTCTCATGGGCAA TGTAGTAAGATATACACGCACACA 41 15 89 20 220 24 60,036 57,560 45,200 37,200 6,475,400 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 15 144 AAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTAAAAGAAAGGGAGCTGACAGC TGTAGTAAGATATACACGCACACA 53 15 77 20 220 24 58,097 57,560 44,000 37,200 8,342,613 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:13443:69080 1 150 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 15 145 CAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTCAAAGAAAGGGAGCTGACAGC TGTAGTAAGATATACACGCACACA 53 15 76 21 220 24 59,461 57,560 44,000 37,200 7,978,625 F 264 GAGCaaaaaGGAGAATTTTAAAATCAATATGTAATATAAAACAGTAACACGTGAGAAGAATGAATTATTCCATCTCAAAGAAAGGGAGCTGACAGCTCTCATGGGCAATTATGTTGAGCTCCTTAATCAATTATTCAGGAAATGAGCCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACAATATGtatatatgtgtgCGTGTATATCTTACTACATATTTATTGTGCAATAATTAGATGTCCttttttGCTATACTTTG

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 40 16 1.5 AC ATATATATACACACACACACACACACACACACACACNA 0 1 16 4 99 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT CCGTGTGAGTGTCTGTCCAT 17 4 25 18 123 20 57,027 59,682 21,700 34,100 5,291,031 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 40 16 1.5 AC ATATATATACACACACACACACACACACACACACACNA 0 0 18 7 102 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT TGTCCGTGTGAGTGTCTGTC 17 7 25 18 126 20 57,027 59,616 21,700 35,100 5,356,899 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 40 16 1.5 AC ATATATATACACACACACACACACACACACACACACNA 0 0 18 6 101 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT GTCCGTGTGAGTGTCTGTCC 17 6 25 18 125 20 57,027 60,319 21,700 40,200 5,291,375 F 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 1 2 17 226 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT CTCCAGACCCACAGCAATGT 17 93 25 18 250 20 57,027 59,963 21,700 27,100 5,009,894 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 2 17 227 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT ACTCCAGACCCACAGCAATG 17 94 25 18 251 20 57,027 59,963 21,700 28,200 5,009,894 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 4 17 188 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT CCTTCCGGCATTTAGGGCAA 17 55 25 18 212 20 57,027 60,683 21,700 45,200 5,655,446 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 4 17 225 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT TCCAGACCCACAGCAATGTG 17 92 25 18 249 20 57,027 60,251 21,700 32,100 5,223,448 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 6 17 176 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT TAGGGCAATTAGGGATGGGC 17 43 25 18 200 20 57,027 59,223 21,700 53,600 5,750,037 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 10 17 174 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT GGGCAATTAGGGATGGGCAA 17 41 25 18 198 20 57,027 60,398 21,700 45,200 5,370,971 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 10 0 135 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT AACTGAGTCTGTGTGTCTGTCC 17 0 25 18 159 22 57,027 59,898 21,700 40,200 7,074,173 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 11 0 134 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT ACTGAGTCTGTGTGTCTGTCC 17 0 25 18 158 21 57,027 59,316 21,700 40,200 6,656,508 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:17076:4491 1 60 78 16 2 AC ATATATATACACACACACACACACACACACACACACNA 0 0 12 0 133 GCGTTTGCTGGCTGAttttttAATTTGAACCATACatat GCGTTTGCTGGCTGATTT CTGAGTCTGTGTGTCTGTCC 17 0 25 18 157 20 57,027 57,569 21,700 40,200 7,403,136 G 254 CTAACCTTATCTTCTTTAAGAAAAGCGTTTGCTGGCTGAttttttAATTTGAACCATACatatatatacacacacacacacacacacacacacacacacAAAGATGGACAGACACTCACACGGACAGacacacacacGGACAGacacacAGACTCAGTTAttttttGGCCAGCATTTATTGCCCATCCCTAATTGCCCTAAATGCCGGAAGGCAtttttAAGAGTCAGCCACATTGCTGTGGGTCTGGAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 17 133 TCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTC TCACTCATTGCTCTGCCTCG GAGAGATGGTGCGGCATAGG 44 17 31 20 163 20 60,108 60,320 46,300 25,700 0.428719 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 22 138 TCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTC TCACTCATTGCTCTGCCTCG ACATAGAGAGATGGTGCGGC 44 22 31 20 168 20 60,108 59,609 46,300 65,300 0.499332 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 21 137 TCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTC TCACTCATTGCTCTGCCTCG CATAGAGAGATGGTGCGGCA 44 21 31 20 167 20 60,108 59,610 46,300 56,900 0.498964 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 51 195 TCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATT TCGATCTCACCTCGCCTCTC GGGAGAGATGGGCAGATAGC 72 51 3 20 197 20 60,816 59,387 32,000 29,700 1,428,762 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 51 196 CTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCAT CTCGATCTCACCTCGCCTCT GGGAGAGATGGGCAGATAGC 73 51 2 20 197 20 60,818 59,387 36,900 29,700 1,430,378 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 51 197 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCA TCTCGATCTCACCTCGCCTC GGGAGAGATGGGCAGATAGC 74 51 1 20 197 20 60,816 59,387 47,000 29,700 1,428,762 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 22 151 CTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGC CTCTCCGTCCCTCTCACTCA ACATAGAGAGATGGTGCGGC 57 22 18 20 168 20 60,035 59,609 34,100 65,300 0.425819 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 21 150 CTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGC CTCTCCGTCCCTCTCACTCA CATAGAGAGATGGTGCGGCA 57 21 18 20 167 20 60,035 59,610 34,100 56,900 0.425451 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:19573:73088 1 95 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 17 146 CTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGC CTCTCCGTCCCTCTCACTCA GAGAGATGGTGCGGCATAGG 57 17 18 20 163 20 60,035 60,320 34,100 25,700 0.355206 F 202 TCTCGATCTCACCTCGCCTCTCCGTCCCTCTCACTCATTGCTCTGCCTCGCTGCCTCACCCCATTTCTCTTTTCAACTATCGCTGTCTCCCTCGctctctctctctctctctctctctctctctctGACATTCTGtctctctcCCTATGCCGCACCAtctctcTATGTGCGTTTGTCGCTATCTGCCCAtctctcCCTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 29 177 AACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTAACCGTGACAGCCAAAGTGA ATTCTCACCCACATCCGCTC 29 76 56 20 232 20 60,107 59,821 34,100 50,300 0.286410 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 178 AACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTAACCGTGACAGCCAAAGTGA CATTCTCACCCACATCCGCT 29 77 56 20 233 20 60,107 60,108 34,100 55,200 0.214919 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 196 AACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTAACCGTGACAGCCAAAGTGA CAGAGGGTTCAGTGTCACCA 29 95 56 20 251 20 60,107 59,241 34,100 41,700 0.866144 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 197 AACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTAACCGTGACAGCCAAAGTGA ACAGAGGGTTCAGTGTCACC 29 96 56 20 252 20 60,107 59,241 34,100 40,200 0.866756 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 61 195 CAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAA CAGTGAGTGGGCCAGAGTG CGCTCTGGCCAATTGTCATG 63 61 23 19 217 20 60,004 59,900 35,100 30,700 1,104,048 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 29 162 AACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTAACCGTGACAGCCAAAGTGA CGCTCTGGCCAATTGTCATG 29 61 56 20 217 20 60,107 59,900 34,100 30,700 0.207379 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 1 134 TTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctcTTTCAGGTGCCAGTGCCAAC CGCTCTGGCCAATTGTCATG 1 61 84 20 217 20 61,391 59,900 37,700 30,700 1,491,126 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 2 133 TTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctcTTTCAGGTGCCAGTGCCAA GCTCTGGCCAATTGTCATGG 2 60 84 19 216 20 60,076 59,541 45,200 36,600 1,535,081 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21085:35274 1 105 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 2 134 TTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctcTTTCAGGTGCCAGTGCCAA CGCTCTGGCCAATTGTCATG 2 61 84 19 217 20 60,076 59,900 45,200 30,700 1,176,381 F 257 ATCTATACTGGGTTTTAACAACCAGTGAGTGGGCCAGAGTGGCGTGGAGCGGCTAAACCGTGACAGCCAAAGTGAGTTTTCATTTTCAGGTGCCAGTGCCAACTtctctctctctctctctctctctctctctctcTTGCACGcacacaaaaaaaTACAGGCGAGGCATTAATAAGCCTGAGCTGCTGACACGTCCCCATGACAATTGGCCAGAGCGGATGTGGGTGAGAATGGTGACACTGAACCCTCTGTGAAAT

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 1 1 18 24 190 CACATacacacTCAGACTCCCTcacacacaTacacacTCA CACATACACACTCAGACTCCCT TGCTGAGGGCTTTGTGCAAA 24 57 1 22 190 20 59,171 61,042 42,000 36,800 3,870,522 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 18 24 191 CACATacacacTCAGACTCCCTcacacacaTacacacTCA CACATACACACTCAGACTCCCT TTGCTGAGGGCTTTGTGCAA 24 58 1 22 191 20 59,171 61,042 42,000 40,800 3,870,522 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 18 24 192 CACATacacacTCAGACTCCCTcacacacaTacacacTCA CACATACACACTCAGACTCCCT TTTGCTGAGGGCTTTGTGCA 24 59 1 22 192 20 59,171 61,042 42,000 45,700 3,870,522 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 18 16 179 cTCAGACTCCCTcacacacaTacacacTCAGACCCTcaca CTCAGACTCCCTCACACACA GCTGAGGGCTTTGTGCAAAT 16 56 11 20 189 20 58,668 59,681 37,200 23,200 1,651,600 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 18 0 134 cacacaTacacacTCAGACCCTcacacacacacacacacaca CACACATACACACTCAGACCCT TGACTTTGACTGCAAATGTGTGT 0 22 25 22 158 23 59,700 59,557 43,400 37,200 5,743,481 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 19 19 183 cacacTCAGACTCCCTcacacacaTacacacTCAGACCCT CACACTCAGACTCCCTCACAC GCTGAGGGCTTTGTGCAAAT 19 56 7 21 189 20 60,000 59,681 38,200 23,200 1,319,688 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 19 17 181 cacTCAGACTCCCTcacacacaTacacacTCAGACCCTca CACTCAGACTCCCTCACACAC GCTGAGGGCTTTGTGCAAAT 17 56 9 21 189 20 60,000 59,681 38,200 23,200 1,319,688 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC
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ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 20 1 135 acacacaTacacacTCAGACCCTcacacacacacacacacac ACACACATACACACTCAGACCC TGACTTTGACTGCAAATGTGTGT 1 22 24 22 158 23 59,963 59,557 44,600 37,200 5,480,580 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:21136:7585 1 47 67 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 20 1 137 acacacaTacacacTCAGACCCTcacacacacacacacacac ACACACATACACACTCAGACCC AGTGACTTTGACTGCAAATGTGT 1 24 24 22 160 23 59,963 59,304 44,600 37,200 5,733,303 G 219 CACATacacacTCAGACTCCCTcacacacaTacacacTCAGACCCTcacacacacacacacacacacacacacacacaCTCAGAcccccTcacacacacacaTacacacacacATACATGGAAACACAAATGTAAacacacATTTGCAGTCAAAGTCACTCAAACACTTATTTGCACAAAGCCCTCAGCAAAATAGACTCTAACTATAGGCACCTAAAC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 6 92 ACTCTCGCCCTATCCCTCTGACACTAtctctctctctctct ACTCTCGCCCTATCCCTCTG TGAATACGGATAGAGATGGAAATACA 6 8 87 20 178 26 60,179 57,583 33,500 22,900 8,596,248 A 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 6 112 ACTCTCGCCCTATCCCTCTGACACTAtctctctctctctct ACTCTCGCCCTATCCCTCTG TGTGAGAGACAGACAGACGA 6 34 87 20 198 20 60,179 57,744 33,500 42,000 2,435,093 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 5 91 CTCTCGCCCTATCCCTCTGACACTAtctctctctctctctct CTCTCGCCCTATCCCTCTGA TGAATACGGATAGAGATGGAAATACA 5 8 88 20 178 26 59,889 57,583 32,700 22,900 8,528,719 A 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 5 111 CTCTCGCCCTATCCCTCTGACACTAtctctctctctctctct CTCTCGCCCTATCCCTCTGA TGTGAGAGACAGACAGACGA 5 34 88 20 198 20 59,889 57,744 32,700 42,000 2,367,563 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 7 113 CACTCTCGCCCTATCCCTCTGACACTAtctctctctctctc CACTCTCGCCCTATCCCTCT TGTGAGAGACAGACAGACGA 7 34 86 20 198 20 60,179 57,744 36,900 42,000 2,435,093 F 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 113 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 4 90 CACTCTCGCCCTATCCCTCTGACACTAtctctctctctctc CACTCTCGCCCTATCCCTCT ATACGGATAGAGATGGAAATACAATGG 7 4 86 20 175 27 60,179 58,739 36,900 31,600 8,439,793 A 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 1 12 24 186 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT ACAGACAGACGATGAATACGGA 24 24 5 22 190 22 60,026 58,985 32,400 46,900 5,040,792 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 0 12 24 187 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT GACAGACAGACGATGAATACGGA 24 24 5 22 191 23 60,026 59,935 32,400 46,900 5,091,126 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 0 12 24 188 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT AGACAGACAGACGATGAATACGG 24 25 5 22 192 23 60,026 59,934 32,400 40,200 5,091,678 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 0 12 24 194 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT TGTGAGAGACAGACAGACGATG 24 32 5 22 198 22 60,026 59,514 32,400 38,400 4,511,983 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 0 12 24 194 TCCTCCGTCACTATCACActctctctCCTGTATTTCCctc TCCTCCGTCACTATCACACTCT TGTGAGAGACAGACAGACGA 24 34 5 22 198 20 60,026 57,744 32,400 42,000 4,282,286 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:22932:61784 1 51 94 16 2 AG TCTCTCTCTCTCTGTCTCTCTCTGTCATGCTCTCTCACNA 0 0 14 23 193 CCTCCGTCACTATCACActctctctCCTGTATTTCCctctcCCTCCGTCACTATCACACTCTC TGTGAGAGACAGACAGACGA 23 34 6 22 198 20 59,644 57,744 32,000 42,000 4,612,499 G 201 CTAATCCTCCGTCACTATCACActctctctCCTGTATTTCCctctctCCAtctctctctctcTGtctctctcTGTCATGctctctCACTCTCGCCCTATCCCTCTGACACTAtctctctctctctctctctctctctctctctcTATACCATTGTATTTCCATCTCTATCCGTATTCATCgtctgtctgtctCTCACATTC

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 1 1 7 0 143 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC TGAGTCTGTACGTTACTGTACG 38 0 29 20 171 22 60,110 57,348 44,000 36,700 4,762,412 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 7 0 144 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC GTGAGTCTGTACGTTACTGTACG 38 0 29 20 172 23 60,110 58,610 44,000 36,700 4,499,882 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 0 137 CATTACCACTGCCGCATGCACATCCATACATGGGTACATTACCACTGCCGCATGC TGTGAGTCTGTACGTTACTGTACG 31 0 37 19 173 24 59,935 60,084 40,600 36,700 5,149,001 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 0 138 GCATTACCACTGCCGCATGCACATCCATACATGGGTGCATTACCACTGCCGCATG TGTGAGTCTGTACGTTACTGTACG 32 0 36 19 173 24 59,935 60,084 40,600 36,700 5,149,001 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 0 145 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC TGTGAGTCTGTACGTTACTGTACG 38 0 29 20 173 24 60,110 60,084 44,000 36,700 4,194,618 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 10 0 126 CCGCATGCACATCCATACATGGGTAAATGCAGGAG CCGCATGCACATCCATACATG TGTGAGTCTGTACGTTACTGTACG 18 0 48 21 173 24 60,069 60,084 32,100 36,700 5,153,197 D 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 12 50 204 acacTAAGTTGGGCACACGTGCATTACCACTGCCGC ACACTAAGTTGGGCACACGT TGTATTTGTGTGCGCGTGTG 51 50 16 20 219 20 59,821 60,042 44,900 38,200 0.221218 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 12 38 191 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC TGTATTTGTGTGCGCGTGTG 38 50 29 20 219 20 60,110 60,042 44,000 38,200 0.151988 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 12 30 171 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC CGTGTCTGTTTGTGTGCCTG 38 30 29 20 199 20 60,110 59,972 44,000 48,500 0.138216 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 12 30 184 acacTAAGTTGGGCACACGTGCATTACCACTGCCGC ACACTAAGTTGGGCACACGT CGTGTCTGTTTGTGTGCCTG 51 30 16 20 199 20 59,821 59,972 44,900 48,500 0.207446 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 12 1 135 CATGGGTAAATGCAGGAGAGCAacacacacacacacacCATGGGTAAATGCAGGAGAGC CGTGTCTGTTTGTGTGCCTG 1 30 65 21 199 20 59,048 59,972 40,900 48,500 1,980,274 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 13 38 195 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC TGCATGTATTTGTGTGCGCG 38 54 29 20 223 20 60,110 60,454 44,000 68,600 0.564355 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 13 16 139 CCGCATGCACATCCATACATGGGTAAATGCAGGAG CCGCATGCACATCCATACATG GTGCCTGTGTGTTTGTGAGTC 18 16 48 21 186 21 60,069 59,936 32,100 33,600 2,132,876 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 13 15 138 CCGCATGCACATCCATACATGGGTAAATGCAGGAG CCGCATGCACATCCATACATG TGCCTGTGTGTTTGTGAGTCT 18 15 48 21 185 21 60,069 60,065 32,100 32,400 2,134,307 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 14 66 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGGACATACCGGGAAACACACT ATGTATGTGTGTGCGTGTGC 66 71 1 20 240 20 57,532 59,483 35,500 45,700 2,984,443 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 14 65 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGGACATACCGGGAAACACACTA ATGTATGTGTGTGCGTGTGC 65 71 1 21 240 20 57,402 59,483 27,400 45,700 4,114,896 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 14 64 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGGACATACCGGGAAACACACTAA ATGTATGTGTGTGCGTGTGC 64 71 1 22 240 20 58,071 59,483 22,400 45,700 4,445,971 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:26311:19434 1 87 63 16 2 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 14 34 175 CACACGTGCATTACCACTGCCGCATGCACATCCATA CACACGTGCATTACCACTGC TGTGCGTGTCTGTTTGTGTG 38 34 29 20 203 20 60,110 59,554 44,000 38,200 0.556066 G 240 GACATACCGGGAAacacacTAAGTTGGGCACACGTGCATTACCACTGCCGCATGCACATCCATACATGGGTAAATGCAGGAGAGCAacacacacacacacacacacacacacacacacAGACAGGCAGAGAAGcacacacacacacacaCGTACAGTAACGTACAGACTCACAAacacacAGGcacacaAACAGACACGCACACGCGcacacaAATACATGCACACGcacacacaTACAT

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 1 1 4 59 208 TTATCGCACACCAGcacacaGACTCGCACCCACTTAT TTATCGCACACCAGCACACA TTGCTGAGCAAGAGTATAGCA 66 59 15 20 222 21 60,250 57,107 37,200 34,900 4,143,407 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 5 58 207 TTATCGCACACCAGcacacaGACTCGCACCCACTTAT TTATCGCACACCAGCACACA TGCTGAGCAAGAGTATAGCAA 66 58 15 20 221 21 60,250 57,107 37,200 39,100 4,143,407 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 7 2 132 GACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGGACTCGCACCCACTTATGGT TGACTAGAGTGTGAGAGGGTCA 46 2 35 20 166 22 59,751 59,624 35,500 40,200 2,624,907 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 7 2 151 TATCGCACACCAGcacacaGACTCGCACCCACTTATG TATCGCACACCAGCACACAG TGACTAGAGTGTGAGAGGGTCA 65 2 16 20 166 22 60,670 59,624 36,600 40,200 3,045,748 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 7 2 152 TTATCGCACACCAGcacacaGACTCGCACCCACTTAT TTATCGCACACCAGCACACA TGACTAGAGTGTGAGAGGGTCA 66 2 15 20 166 22 60,250 59,624 37,200 40,200 2,625,590 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 50 191 cacaGACTCGCACCCACTTATGGTGGGTGAAGGTGACACAGACTCGCACCCACTTA TGCTGAGCAAGAGTATAGCAA 50 58 31 20 221 21 59,683 57,107 22,400 39,100 4,210,486 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 2 115 GGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGA GGTGGGTGAAGGTGAGTGAG TGACTAGAGTGTGAGAGGGTCA 29 2 52 20 166 22 59,965 59,624 35,100 40,200 2,410,967 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 2 136 cacaGACTCGCACCCACTTATGGTGGGTGAAGGTGACACAGACTCGCACCCACTTA TGACTAGAGTGTGAGAGGGTCA 50 2 31 20 166 22 59,683 59,624 22,400 40,200 2,692,669 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:29021:45435 1 101 42 16 1.5 AC ACACACACACACACACACACACACACACACACAGA NA 0 0 8 2 153 TTATCGCACACCAGcacacaGACTCGCACCCACTTAT TTATCGCACACCAGCACACA ATGACTAGAGTGTGAGAGGGTCA 66 2 15 20 167 23 60,250 59,989 37,200 40,200 3,260,777 F 249 CTCACTCACTCTCATTATCGCACACCAGcacacaGACTCGCACCCACTTATGGTGGGTGAAGGTGAGTGAGTCAGCGCCCCGAGACTgggggCGAGCCAGacacacacacacacacacacacacacacacacAGacacacacATTGACCCTCTCACACTCTAGTCAtttttAttttttAACTTAATTTATTGCTATGACATTGCTATACTCTTGCTCAGCAATTGATTCTTTCCTTAAAACCTCAACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 65 230 GCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATT GCAGCAAGCTTTCATGGGTT TCTTCATCGGGCCATGCTTT 65 93 7 20 236 20 59,681 60,034 41,100 35,100 0.353591 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 1 170 ACCTAAGGCTACATCTCACATACATacacacacacacacACCTAAGGCTACATCTCACATACA TCTTCATCGGGCCATGCTTT 1 93 67 24 236 20 58,791 60,034 22,900 35,100 5,243,076 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 65 228 GCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATT GCAGCAAGCTTTCATGGGTT TTCATCGGGCCATGCTTTCT 65 91 7 20 234 20 59,681 60,034 41,100 25,200 0.353591 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 1 168 ACCTAAGGCTACATCTCACATACATacacacacacacacACCTAAGGCTACATCTCACATACA TTCATCGGGCCATGCTTTCT 1 91 67 24 234 20 58,791 60,034 22,900 25,200 5,243,076 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 65 227 GCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATT GCAGCAAGCTTTCATGGGTT TCATCGGGCCATGCTTTCTT 65 90 7 20 233 20 59,681 60,034 41,100 25,200 0.353591 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2122:7273:24954 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 1 167 ACCTAAGGCTACATCTCACATACATacacacacacacacACCTAAGGCTACATCTCACATACA TCATCGGGCCATGCTTTCTT 1 90 67 24 233 20 58,791 60,034 22,900 25,200 5,243,076 F 242 TAACCAGCAGCAAGCTTTCATGGGTTTAGATAAAGAGAATTATTCATTCATACATTCACACTGAAAACCTAAGGCTACATCTCACATACATacacacacacacacacacacacacacacacacATGGAAAATATAGTTagagagAATAGTGCAATTTTGCAAGTtatataaaaaaTAGAATAATTTATAATTCATATGTTTGGCTCATCTTGAAAGAAAGCATGGCCCGATGAAGaaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 15 3 92 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA GACAAAGGGATAGAAGCGGG 3 14 8 23 99 20 57,487 58,045 32,700 61,300 7,467,869 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 93 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA AGACAAAGGGATAGAAGCGGG 3 14 8 23 100 21 57,487 59,513 32,700 61,300 6,999,668 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 164 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA TAGTGAGCGGACGAGAGGAA 3 86 8 23 171 20 57,487 60,036 32,700 33,600 5,548,667 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 172 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA TGCAGACATAGTGAGCGGAC 3 94 8 23 179 20 57,487 59,827 32,700 47,900 5,686,423 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 173 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA GTGCAGACATAGTGAGCGGA 3 95 8 23 180 20 57,487 59,827 32,700 55,400 5,686,423 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 233 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA GAAACAGAGGACAGAGAAAGGG 3 153 8 23 240 22 57,487 58,330 32,700 39,500 9,182,478 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 3 234 tctctctcCTTCTTtctctctcATTTtctctctctctctctctctctct TCTCTCTCCTTCTTTCTCTCTCA AGAAACAGAGGACAGAGAAAGGG 3 153 8 23 241 23 57,487 59,674 32,700 39,500 8,839,239 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 3 94 TtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctcTTCTCTCTCCTTCTTTCTCTCTCA AGACAAAGGGATAGAAGCGGG 3 14 7 24 100 21 58,113 59,513 32,700 61,300 7,373,335 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 3 235 TtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctcTTCTCTCTCCTTCTTTCTCTCTCA AGAAACAGAGGACAGAGAAAGGG 3 153 7 24 241 23 58,113 59,674 32,700 39,500 9,212,906 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 7 240 tctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctct TCTCTTTCTCTCTCCTTCTTTCTCT AGAAACAGAGGACAGAGAAAGGG 7 153 2 25 241 23 58,448 59,674 31,000 39,500 9,878,305 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 18 7 241 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctcCTCTCTTTCTCTCTCCTTCTTTCTCT AGAAACAGAGGACAGAGAAAGGG 7 153 1 26 241 23 59,339 59,674 31,000 39,500 9,987,246 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:10541:45066 1 34 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 18 6 240 tctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctct TCTCTTTCTCTCTCCTTCTTTCTCTC AGAAACAGAGGACAGAGAAAGGG 6 153 2 26 241 23 59,341 59,674 32,000 39,500 9,985,539 F 264 ctctctTtctctctcCTTCTTtctctctcATTTtctctctctctctctctctctctctctctctcGCGctctctCACACCCCGCTTCTATCCCTTTGtctctctcTATTTCCctctctCAATCTCAGACTTCCTTCCTCCAACTGtctctcTTCCTCTCGTCCGCTCACTATGTCTGCACTCTTTtctctcCGCCTCTcccccccccTTCCTCCCTcccccTTTCTCTGTCCTCTGTTTCTCActctctctctctctctCCCTC

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 1 16 7 137 ACTCCcacacacaCGTtctctcACTCCcacacacacacacac ACTCCCACACACACGTTCTC GGAGTGAGAGAGTGAGTGCG 7 22 39 20 175 20 59,896 59,830 28,700 53,400 0.274420 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 16 4 134 CCcacacacaCGTtctctcACTCCcacacacacacacacacac CCCACACACACGTTCTCTCA GGAGTGAGAGAGTGAGTGCG 4 22 42 20 175 20 59,896 59,830 32,700 53,400 0.274237 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 18 7 144 ACTCCcacacacaCGTtctctcACTCCcacacacacacacac ACTCCCACACACACGTTCTC ACGTGTGGGAGTGAGAGAGT 7 29 39 20 182 20 59,896 60,179 28,700 32,400 0.283290 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 18 4 141 CCcacacacaCGTtctctcACTCCcacacacacacacacacac CCCACACACACGTTCTCTCA ACGTGTGGGAGTGAGAGAGT 4 29 42 20 182 20 59,896 60,179 32,700 32,400 0.283107 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 20 4 140 CCcacacacaCGTtctctcACTCCcacacacacacacacacac CCCACACACACGTTCTCTCA CGTGTGGGAGTGAGAGAGTG 4 4 42 20 157 20 59,896 59,758 32,700 35,100 0.346407 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 68 16 2 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 20 4 140 CCcacacacaCGTtctctcACTCCcacacacacacacacacac CCCACACACACGTTCTCTCA CGTGTGGGAGTGAGAGAGTG 4 4 42 20 157 20 59,896 59,758 32,700 35,100 0.346407 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 1 10 1 172 CCcacacacaCGTtctctcACTCCcacacacacacacacacac CCCACACACACGTTCTCTCA GGACGATTCCACCCAGTGTC 4 1 42 20 213 20 59,896 60,391 32,700 36,700 0.495383 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 7 191 aTGCACTGTCACTCCcacacacaCGTtctctcACTCCcac ATGCACTGTCACTCCCACAC AATCTGGGACGATTCCACCC 17 7 29 20 219 20 60,250 59,453 38,200 46,100 0.797065 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 7 192 caTGCACTGTCACTCCcacacacaCGTtctctcACTCCca CATGCACTGTCACTCCCACA AATCTGGGACGATTCCACCC 18 7 28 20 219 20 60,250 59,453 41,700 46,100 0.797022 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 7 194 cacaTGCACTGTCACTCCcacacacaCGTtctctcACTCC CACATGCACTGTCACTCCCA AATCTGGGACGATTCCACCC 20 7 26 20 219 20 60,250 59,453 43,700 46,100 0.797022 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 1 175 ACTCCcacacacaCGTtctctcACTCCcacacacacacacac ACTCCCACACACACGTTCTC GGACGATTCCACCCAGTGTC 7 1 39 20 213 20 59,896 60,391 28,700 36,700 0.495566 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 14 1 182 CACTGTCACTCCcacacacaCGTtctctcACTCCcacacac CACTGTCACTCCCACACACA GGACGATTCCACCCAGTGTC 14 1 32 20 213 20 59,822 60,391 37,200 36,700 0.569099 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 17 34 246 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCA CCACACACACTCACTGTCTCA CCGCTAATGGCTAACGCACT 44 34 1 21 246 20 59,863 60,810 32,700 44,000 1,946,921 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 17 32 245 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCA CCACACACACTCACTGTCTCA CGCTAATGGCTAACGCACTTC 44 32 1 21 245 21 59,863 60,005 32,700 30,100 2,141,817 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:1651:39124 1 66 127 16 3 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 17 31 244 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCA CCACACACACTCACTGTCTCA GCTAATGGCTAACGCACTTCG 44 31 1 21 244 21 59,863 60,005 32,700 37,900 2,141,817 G 247 CcacacacaCTCACTGTCTCACTcacacaTGCACTGTCACTCCcacacacaCGTtctctcACTCCcacacacacacacacacacacacacacacacaGTCActctctCACTTCcacacacacacacacacacaAACTCActctctCACTCCCACACGCACTCActctctCACTCCCACACGTacacacacacAGACACTGGGTGGAATCGTCCCAGATTTGCACGAAGTGCGTTAGCCATTAGCGGN

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 5 33 190 AAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTC AAGAGGTATGCTCTTTGCCTT CCCACATCTCTCTCAGTCCC 84 33 10 21 199 20 57,272 58,881 43,500 44,600 4,847,223 F 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 33 190 AAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTC AAGAGGTATGCTCTTTGCCTTG CCCACATCTCTCTCAGTCCC 83 33 10 22 199 20 58,649 58,881 36,100 44,600 4,469,671 F 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 32 190 AAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTC AAGAGGTATGCTCTTTGCCTTG CCCACATCTCTCTCAGTCCCT 83 32 10 22 199 21 58,649 60,343 36,100 42,000 4,693,707 F 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 15 165 ATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAATGCTCTTTGCCTTGGTGCT CCTGTCTACTCTCCCTTGCC 78 15 17 20 181 20 60,541 59,173 44,000 45,200 1,368,664 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 14 164 ATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAATGCTCTTTGCCTTGGTGCT CTGTCTACTCTCCCTTGCCC 78 14 17 20 180 20 60,541 59,173 44,000 53,600 1,368,664 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 13 163 ATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAATGCTCTTTGCCTTGGTGCT TGTCTACTCTCCCTTGCCCT 78 13 17 20 179 20 60,541 59,586 44,000 51,900 0.955128 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 9 159 ATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAATGCTCTTTGCCTTGGTGCT TACTCTCCCTTGCCCTCACA 78 9 17 20 175 20 60,541 59,884 44,000 35,800 0.657638 F 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 9 161 GTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCC GTATGCTCTTTGCCTTGGTGC TACTCTCCCTTGCCCTCACA 79 9 15 21 175 20 60,135 59,884 50,100 35,800 1,251,628 F 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 90 TCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgTCTCTTGTCCGTATGTGCATGT CTGTCTACTCTCCCTTGCCC 2 14 91 22 180 20 59,766 59,173 32,100 53,600 3,061,044 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 91 TCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgTCTCTTGTCCGTATGTGCATGT CCTGTCTACTCTCCCTTGCC 2 15 91 22 181 20 59,766 59,173 32,100 45,200 3,061,044 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:18578:17957 1 115 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 92 TCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgTCTCTTGTCCGTATGTGCATGT CCCTGTCTACTCTCCCTTGC 2 16 91 22 182 20 59,766 59,173 32,100 40,100 3,061,044 B 265 TTCATGTTAAAGAGGTATGCTCTTTGCCTTGGTGCTCATTTATTCCCTTCCCTAAATTTATTTTCAGTCGTTTGTGTATGTTTGTGTATTTCTCTTGTCCGTATGTGCATGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCgtgtgtGAGGGCAAGGGAGAGTAGACAGGGACTgagagagaTGTGGGGAggggggAAAGAAAGACAAagagagagagCAAGttttttttGTGCACGTGtttttATCTGATTGA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 19 117 TGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGTCAACCTCTGCAGAGACC CAGTGCCATTTCTTTGTTACCC 24 19 99 20 215 22 59,318 58,087 38,500 36,900 4,594,822 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 117 GTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGTCAACCTCTGCAGAGACCT ACAGTGCCATTTCTTTGTTACCC 23 19 100 20 216 23 59,027 59,679 38,500 36,900 4,293,708 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 118 TGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGTCAACCTCTGCAGAGACC ACAGTGCCATTTCTTTGTTACCC 24 19 99 20 216 23 59,318 59,679 38,500 36,900 4,002,559 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 176 ACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCC ACTCAACAGTGTCAAGGCCTT ACAGTGCCATTTCTTTGTTACCC 81 19 41 21 216 23 59,787 59,679 43,500 36,900 4,533,761 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 176 ACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCC ACTCAACAGTGTCAAGGCCT ACAGTGCCATTTCTTTGTTACCC 82 19 41 20 216 23 59,160 59,679 51,900 36,900 4,160,772 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 177 AACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATC AACTCAACAGTGTCAAGGCCT ACAGTGCCATTTCTTTGTTACCC 82 19 40 21 216 23 59,787 59,679 51,900 36,900 4,533,761 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 194 TCACATGCAGGAACACCAACTCAACAGTGTCAAGG TCACATGCAGGAACACCAACT ACAGTGCCATTTCTTTGTTACCC 99 19 23 21 216 23 60,134 59,679 31,600 36,900 4,454,648 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 197 TCTTCACATGCAGGAACACCAACTCAACAGTGTCAATCTTCACATGCAGGAACACCA ACAGTGCCATTTCTTTGTTACCC 102 19 20 21 216 23 59,857 59,679 41,700 36,900 4,463,493 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29802:41725 1 143 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 19 192 ACATGCAGGAACACCAACTCAACAGTGTCAAGGCC ACATGCAGGAACACCAACTCA ACAGTGCCATTTCTTTGTTACCC 97 19 25 21 216 23 60,134 59,679 34,100 36,900 4,454,648 F 224 CACTGTGACCAGCATTATGTCTTCACATGCAGGAACACCAACTCAACAGTGTCAAGGCCTTTTCGAACTTAAATCCtttttCATAAATTGTTCCCTTATGTCAACCTCTGCAGAGACCTTATTTGCCTTGACCTTTGttttttgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTGGGATTTTGAAAGGGGTAACAAAGAAATGGCACTGTAGATGTCA

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 1 1 6 6 244 aCACAGAAAGAAATGGGTGATACATACACATaaaaaACACAGAAAGAAATGGGTGATACA AGCTCATTGGGATCTCTCTGT 127 6 39 24 282 21 58,370 58,238 22,900 34,100 8,391,931 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 6 5 126 AAagagagGTGGGAGGTGGAGGGTGACAAACACag AAAGAGAGGTGGGAGGTGGA AGCTCATTGGGATCTCTCTGTC 13 5 157 20 282 22 59,806 59,300 40,200 35,100 2,893,420 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 6 5 244 aCACAGAAAGAAATGGGTGATACATACACATaaaaaACACAGAAAGAAATGGGTGATACA AGCTCATTGGGATCTCTCTGTC 127 5 39 24 282 22 58,370 59,300 22,900 35,100 8,329,967 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 6 4 125 AAagagagGTGGGAGGTGGAGGGTGACAAACACag AAAGAGAGGTGGGAGGTGGA GCTCATTGGGATCTCTCTGTCT 13 4 157 20 281 22 59,806 59,300 40,200 34,100 2,893,420 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 6 4 243 aCACAGAAAGAAATGGGTGATACATACACATaaaaaACACAGAAAGAAATGGGTGATACA GCTCATTGGGATCTCTCTGTCT 127 4 39 24 281 22 58,370 59,300 22,900 34,100 8,329,967 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 6 2 114 GGAGGTGGAGGGTGACAAACACagagagagagagag GGAGGTGGAGGGTGACAAAC GCTCATTGGGATCTCTCTGTCT 2 4 168 20 281 22 60,251 59,300 29,300 34,100 2,950,616 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 12 4 189 CACAAACAGACAGTCACGGAATAAGACAAGTACAGCACAAACAGACAGTCACGGA GCTCATTGGGATCTCTCTGTCT 77 4 93 20 281 22 58,065 59,300 46,900 34,100 4,634,435 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 13 6 191 ACACAAACAGACAGTCACGGAATAAGACAAGTACAACACAAACAGACAGTCACGGA AGCTCATTGGGATCTCTCTGT 77 6 92 21 282 21 59,794 58,238 46,900 34,100 3,967,941 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 13 5 191 ACACAAACAGACAGTCACGGAATAAGACAAGTACAACACAAACAGACAGTCACGGA AGCTCATTGGGATCTCTCTGTC 77 5 92 21 282 22 59,794 59,300 46,900 35,100 3,905,978 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 13 4 190 ACACAAACAGACAGTCACGGAATAAGACAAGTACAACACAAACAGACAGTCACGGA GCTCATTGGGATCTCTCTGTCT 77 4 92 21 281 22 59,794 59,300 46,900 34,100 3,905,978 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 13 1 188 ACACAAACAGACAGTCACGGAATAAGACAAGTACAACACAAACAGACAGTCACGGA TCATTGGGATCTCTCTGTCTGTC 77 1 92 21 279 23 59,794 59,296 46,900 35,100 4,909,688 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:29843:43659 1 190 66 16 2 AC AGAGAGAGAGAGAGAGGCACAGGGAAAGGAATA NA 0 0 13 0 185 ACACAAACAGACAGTCACGGAATAAGACAAGTACAACACAAACAGACAGTCACGGA TTGGGATCTCTCTGTCTGTCT 77 0 92 21 276 21 59,794 57,535 46,900 34,100 4,670,852 G 282 CagagagGCagagagagagagagagagagTCAGaaaaaaCACAGAAAGAAATGGGTGATACATACACATaaaaaGACACAGAAATGGACAGACACAAACAGACAGTCACGGAATAAGACAAGTACAGAAAGCAAGATAGACAGGGgagagagaTGCAAagagagGTGGGAGGTGGAGGGTGACAAACACagagagagagagagagGCACAGGGAAAGGAATAGacacacacacacacacacacacacacacacacAGACAGACagagagATCCCAATGAGCT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 1 12 3 183 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC TGAAAGAGACAGAGAAACGCG 82 3 12 20 194 21 59,823 58,605 50,300 60,100 2,571,388 D 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 0 12 2 182 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC GAAAGAGACAGAGAAACGCGA 82 2 12 20 193 21 59,823 58,337 50,300 58,700 2,839,380 D 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 0 12 2 183 TTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATT TTTCATCCTCTGCCTCTCGC TGAAAGAGACAGAGAAACGCGA 82 2 12 20 194 22 59,823 59,966 50,300 58,700 2,210,859 D 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 0 14 2 110 TGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgt TGTGAGTGTGTGTGAGTATGTT TGAAAGAGACAGAGAAACGCGA 7 2 85 22 194 22 57,599 59,966 27,100 58,700 6,434,708 G 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 0 15 2 106 AgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgt AGTGTGTGTGAGTATGTTTGTGT TGAAAGAGACAGAGAAACGCGA 2 2 89 23 194 22 58,487 59,966 37,200 58,700 6,547,621 G 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:31274:17623 1 114 57 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCGG NA 0 0 16 2 108 TGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtg TGAGTGTGTGTGAGTATGTTTGTG TGAAAGAGACAGAGAAACGCGA 3 2 87 24 194 22 59,430 59,966 33,300 58,700 6,604,548 G 196 TGTTtctctcTTTTCATCCTCTGCCTCTCGCAATCTAAAATTTCCATTGTCTCTTTCTTTTCATtctctctctctctctctctcTGTGAgtgtgtgtGAGTATGTTTGTGTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCGGTTGGTCTCTAtctctctctctcTATCGCGTTTCTCTGTCTCTTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2123:3589:6196 1 42 58 16 2 AC CACACACACACACACACACACACACACACACATACANA 1 1 10 3 117 CCAACTCACATATCcacacacaAAAACACATGCACTcaCCAACTCACATATCCACACACA GTGCATCTGTTTGAGTGCGG 14 3 6 22 122 20 58,326 60,110 37,200 56,900 3,783,958 G 126 ACATACCAACTCACATATCcacacacaAAAACACATGCACTcacacacacacacacacacacacacacacacaTACATACACATGcacacacacacacaAACCCGCACTCAAACAGATGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2123:3589:6196 1 42 58 16 2 AC CACACACACACACACACACACACACACACACATACANA 0 0 11 4 119 ACCAACTCACATATCcacacacaAAAACACATGCACTcACCAACTCACATATCCACACACA TGTGCATCTGTTTGAGTGCG 14 4 5 23 123 20 59,928 59,412 37,200 53,400 3,660,098 G 126 ACATACCAACTCACATATCcacacacaAAAACACATGCACTcacacacacacacacacacacacacacacacaTACATACACATGcacacacacacacaAACCCGCACTCAAACAGATGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2123:3589:6196 1 42 58 16 2 AC CACACACACACACACACACACACACACACACATACANA 0 0 11 3 118 ACCAACTCACATATCcacacacaAAAACACATGCACTcACCAACTCACATATCCACACACA GTGCATCTGTTTGAGTGCGG 14 3 5 23 122 20 59,928 60,110 37,200 56,900 3,182,385 G 126 ACATACCAACTCACATATCcacacacaAAAACACATGCACTcacacacacacacacacacacacacacacacaTACATACACATGcacacacacacacaAACCCGCACTCAAACAGATGcacacaC

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 8 168 GGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctcGGGCTCCTTTCGTTTCAATCG ACTGGAACAAAGGCACCGAA 8 87 61 21 228 20 59,869 60,107 33,400 43,000 1,237,479 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 7 167 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG ACTGGAACAAAGGCACCGAA 7 87 62 21 228 20 59,869 60,107 41,800 43,000 1,237,479 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 7 168 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG AACTGGAACAAAGGCACCGA 7 88 62 21 229 20 59,869 60,107 41,800 46,900 1,237,479 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 51 242 CTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGG CTTCGGCTGGCCTGTCATC ATTGCTTCCTAAGTGCGGAA 51 120 20 19 261 20 60,817 57,510 29,200 43,000 4,307,037 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 51 243 CTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGG CTTCGGCTGGCCTGTCATC AATTGCTTCCTAAGTGCGGAA 51 120 20 19 262 21 60,817 58,210 29,200 43,000 4,607,532 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 51 243 CTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGG CTTCGGCTGGCCTGTCATC AATTGCTTCCTAAGTGCGGA 51 121 20 19 262 20 60,817 57,510 29,200 55,400 4,307,037 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 36 194 CATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTT CATCCGCTCTCGCCCAATT ACTGGAACAAAGGCACCGAA 36 87 35 19 228 20 60,525 60,107 23,200 43,000 1,631,539 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 8 121 GGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctcGGGCTCCTTTCGTTTCAATCG GGACTGGAGGGAAAGCAGGA 8 40 61 21 181 20 59,869 61,201 33,400 38,600 2,331,990 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 7 90 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG TGATTGGGCGGCTGTCAC 7 12 62 21 151 18 59,869 60,360 41,800 36,700 3,490,412 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 7 91 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG GTGATTGGGCGGCTGTCA 7 13 62 21 152 18 59,869 60,360 41,800 35,800 3,490,412 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 7 92 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG TGTGATTGGGCGGCTGTC 7 14 62 21 153 18 59,869 60,360 41,800 35,100 3,490,412 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 7 120 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG GGACTGGAGGGAAAGCAGGA 7 40 62 21 181 20 59,869 61,201 41,800 38,600 2,331,990 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 35 193 ATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCATCCGCTCTCGCCCAATTG ACTGGAACAAAGGCACCGAA 35 87 36 19 228 20 60,525 60,107 23,200 43,000 1,631,539 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 35 194 ATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCATCCGCTCTCGCCCAATTG AACTGGAACAAAGGCACCGA 35 88 36 19 229 20 60,525 60,107 23,200 46,900 1,631,539 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 7 117 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG CTGGAGGGAAAGCAGGAGC 7 38 62 21 178 19 59,869 60,078 41,800 47,000 2,208,420 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 7 120 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG GGACTGGAGGGAAAGCAGG 7 41 62 21 181 19 59,869 59,699 41,800 48,500 2,431,854 B 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 8 120 GGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctcGGGCTCCTTTCGTTTCAATCG GACTGGAGGGAAAGCAGGAG 8 39 61 21 180 20 59,869 59,748 33,400 36,900 1,382,196 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 7 119 GGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctcGGCTCCTTTCGTTTCAATCGG GACTGGAGGGAAAGCAGGAG 7 39 62 21 180 20 59,869 59,748 41,800 36,900 1,382,196 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 63 240 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC GCGGAAGGACACACTCGAA 63 107 8 19 247 19 61,464 60,007 55,400 37,100 3,471,030 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 63 240 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC GCGGAAGGACACACTCGAAA 63 106 8 19 247 20 61,464 60,599 55,400 34,600 3,063,663 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 63 241 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC TGCGGAAGGACACACTCGAA 63 107 8 19 248 20 61,464 61,740 55,400 37,100 4,204,791 F 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 14 146 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC TGTGATTGGGCGGCTGTC 63 14 8 19 153 18 61,464 60,360 55,400 35,100 4,824,309 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 13 145 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC GTGATTGGGCGGCTGTCA 63 13 8 19 152 18 61,464 60,360 55,400 35,800 4,824,309 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3782:66584 1 90 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 12 144 CCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTC CCGACCAATCAGCTTCGGC TGATTGGGCGGCTGTCAC 63 12 8 19 151 18 61,464 60,360 55,400 36,700 4,824,309 A 262 GCCTGCCCCGACCAATCAGCTTCGGCTGGCCTGTCATCCGCTCTCGCCCAATTGGCGACGGGGCTCCTTTCGTTTCAATCGGATCGAAGtctctctctctctctctctctctctctctctcCTGGTTCACCCCGTGACAGCCGCCCAATCACAGTgcgcgcTCCTGCTTTCCCTCCAGTCCCCGAGGCCGAGCGATTGTTATTAACTCTTCGGTGCCTTTGTTCCAGTTTCGAgtgtgtCCTTCCGCACTTAGGAAGCAATT

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 14 0 90 AGAGGACCACACTcacacaccccccACACGCACGCACTAGAGGACCACACTCACACAC TGTATGCCTGAGTGTGACCC 18 0 132 20 221 20 59,247 59,387 38,200 44,600 1,366,522 F 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 91 CAGAGGACCACACTcacacaccccccACACGCACGCACCAGAGGACCACACTCACACA TGTATGCCTGAGTGTGACCC 19 0 131 20 221 20 59,247 59,387 37,200 44,600 1,365,918 F 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 92 ACAGAGGACCACACTcacacaccccccACACGCACGCAACAGAGGACCACACTCACAC TGTATGCCTGAGTGTGACCC 20 0 130 20 221 20 59,247 59,387 38,200 44,600 1,366,522 F 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 1 18 6 191 TCACACGcacacaCTCAGACAGAGGGTcacacacacac TCACACGCACACACTCAGAC GACCCTCTGTATGCCTGAGTG 7 6 38 20 228 21 60,528 59,862 35,100 35,100 1,665,472 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 6 192 GTCACACGcacacaCTCAGACAGAGGGTcacacacaca GTCACACGCACACACTCAGA GACCCTCTGTATGCCTGAGTG 8 6 37 20 228 21 60,528 59,862 32,700 35,100 1,665,472 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 4 190 GTCACACGcacacaCTCAGACAGAGGGTcacacacaca GTCACACGCACACACTCAGA CCCTCTGTATGCCTGAGTGTG 8 4 37 20 226 21 60,528 60,135 32,700 38,200 1,662,181 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 0 181 CACGcacacaCTCAGACAGAGGGTcacacacacacacac CACGCACACACTCAGACAGA TGTATGCCTGAGTGTGACCC 4 0 41 20 221 20 60,249 59,387 34,100 44,600 0.862291 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 0 184 TCACACGcacacaCTCAGACAGAGGGTcacacacacac TCACACGCACACACTCAGAC TGTATGCCTGAGTGTGACCC 7 0 38 20 221 20 60,528 59,387 35,100 44,600 1,140,861 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:3843:50973 1 65 137 16 3 AC CACACACACACACACACGCACACACACACACACAATNA 0 0 18 0 185 GTCACACGcacacaCTCAGACAGAGGGTcacacacaca GTCACACGCACACACTCAGA TGTATGCCTGAGTGTGACCC 8 0 37 20 221 20 60,528 59,387 32,700 44,600 1,140,861 G 228 CAGAGGGTcacacacacacaCTcagacagacagaGGGTCACACGcacacaCTCAGACAGAGGGTcacacacacacacacaCGcacacacacacacacaATCAGACAGGCAGAGGGacacacacacacAGACAGAGGACCACACTcacacaccccccACACGCACGCACTcacacacacacacacacacacacacacacacaGGGTCACACTCAGGCATACAGAGGGTC

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 18 181 TGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTGTAAGAGATGGTGTGCGCA CGGACGAAGACAAGTGGGAA 18 91 40 20 220 20 59,680 59,967 60,900 39,700 0.353003 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 190 TGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTGTAAGAGATGGTGTGCGCA ATTCTGTACCGGACGAAGACA 18 99 40 20 229 21 59,680 58,835 60,900 34,100 2,485,218 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 191 TGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTGTAAGAGATGGTGTGCGCA CATTCTGTACCGGACGAAGACA 18 99 40 20 230 22 59,680 60,095 60,900 34,100 2,414,956 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 192 TGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTGTAAGAGATGGTGTGCGCA ACATTCTGTACCGGACGAAGAC 18 100 40 20 231 22 59,680 60,095 60,900 30,100 2,414,905 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 15 178 AAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCt AAGAGATGGTGTGCGCATCT CGGACGAAGACAAGTGGGAA 15 91 43 20 220 20 59,749 59,967 29,000 39,700 0.284306 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 21 240 TGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTGTATGTAAGAGATGGTGTGC CAGGGTTGACACTTAAATTTCATGT 21 139 34 23 273 25 58,496 58,252 45,700 32,100 11,252,042 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 21 241 TTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTTTGTGTATGTAAGAGATGGTGTGC CAGGGTTGACACTTAAATTTCATGT 21 139 33 24 273 25 59,065 58,252 45,700 32,100 11,683,336 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 20 240 TGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTGTATGTAAGAGATGGTGTGCG CAGGGTTGACACTTAAATTTCATGT 20 139 34 24 273 25 60,914 58,252 53,400 32,100 11,661,982 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 139 TGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtg TGTGCGCATCTGTGTTTATGT CACACTCCCGCATAAACACTC 5 60 52 21 190 21 58,850 59,268 22,900 35,100 3,882,649 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 139 TGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtg TGTGCGCATCTGTGTTTATGT CACACTCCCGCATAAACACT 5 61 52 21 190 20 58,850 58,192 22,900 35,500 3,958,800 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 15 149 AAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCt AAGAGATGGTGTGCGCATCT GCACACTCCCGCATAAACAC 15 62 43 20 191 20 59,749 59,832 29,000 33,200 0.419481 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 139 GTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgt GTGCGCATCTGTGTTTATGT GCACACTCCCGCATAAACAC 5 62 53 20 191 20 57,100 59,832 22,900 33,200 3,068,250 B 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 18 135 TGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTGTAAGAGATGGTGTGCGCA CACTCACACACTCGCAGACT 18 45 40 20 174 20 59,680 59,969 60,900 32,400 0.351364 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 15 132 AAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCt AAGAGATGGTGTGCGCATCT CACTCACACACTCGCAGACT 15 45 43 20 174 20 59,749 59,969 29,000 32,400 0.282667 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 14 131 AGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtg AGAGATGGTGTGCGCATCTG CACTCACACACTCGCAGACT 14 45 44 20 174 20 60,462 59,969 29,000 32,400 0.492830 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 39 255 TTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGTTTGTATGCGTGTGTTTGTGT AGGGTTGACACTTAAATTTCATGT 39 139 18 21 272 24 57,233 57,023 37,200 32,100 10,743,610 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 39 256 TTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGTTTGTATGCGTGTGTTTGTGT CAGGGTTGACACTTAAATTTCATGT 39 139 18 21 273 25 57,233 58,252 37,200 32,100 10,514,808 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2123:6086:23495 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 35 254 TGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGC TGTATGCGTGTGTTTGTGTATGT CAGGGTTGACACTTAAATTTCATGT 35 139 20 23 273 25 59,190 58,252 22,900 32,100 10,558,518 F 273 GTGCCTGTGTTTAAGTATTTGTATGCgtgtgtTTGTGTATGTAAGAGATGGTGTGCGCATCTGTGTTTATGTATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCTGTTTGCTCTGCAtgtgtgTAtgtgtgtgTTAGTGCATGAGTCTGCGAgtgtgtGAGTGTTTATGCGGGAGTGTGCAGGGGTCATTTCCCACTTGTCTTCGTCCGGTACAGAATGTAGTTTTGGAATTAATTTACATGAAATTTAAGTGTCAACCCTG

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 16 8 91 CAGCGTGGAGgagagagaAagagagCAGgagagagaga CAGCGTGGAGGAGAGAGAAA TGTCTCTCTCTTTCCTCCTCCT 8 9 31 20 121 22 59,109 59,348 25,200 36,900 3,543,721 F 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 16 7 90 AGCGTGGAGgagagagaAagagagCAGgagagagagagaAGCGTGGAGGAGAGAGAAAG TGTCTCTCTCTTTCCTCCTCCT 7 9 32 20 121 22 58,818 59,348 26,200 36,900 3,834,135 F 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 16 7 91 CAGCGTGGAGgagagagaAagagagCAGgagagagaga CAGCGTGGAGGAGAGAGAAAG TGTCTCTCTCTTTCCTCCTCCT 7 9 31 21 121 22 60,135 59,348 26,200 36,900 3,787,490 F 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 111 16 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 1 12 1 160 CAGCGTGGAGgagagagaAagagagCAGgagagagaga CAGCGTGGAGGAGAGAGAAA TCAAGTGTCTCTCTGCCTGC 8 1 31 20 190 20 59,109 59,680 25,200 48,500 1,211,100 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 111 16 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 13 1 158 GCGTGGAGgagagagaAagagagCAGgagagagagagagGCGTGGAGGAGAGAGAAAGAG TCAAGTGTCTCTCTGCCTGC 5 1 33 21 190 20 59,866 59,680 28,500 48,500 1,453,902 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:13464:44538 1 59 111 16 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 13 1 160 CAGCGTGGAGgagagagaAagagagCAGgagagagaga CAGCGTGGAGGAGAGAGAAAG TCAAGTGTCTCTCTGCCTGC 7 1 31 21 190 20 60,135 59,680 26,200 48,500 1,454,869 G 210 CagagagACagagagGGGgagagagagagaCAGCGTGGAGgagagagaAagagagCAGgagagagagagagagagagagagagagagagaCAGACAGggaggaggaggaAagagagagACAGAGATGTGAAGgagagagagagaGGCagagagGTGGAGgagagagagaGGCAGGCagagagACACTTGaaaaaTCACATTACCACAATT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 10 3 159 CTTACTcacacaCCCGGACACATacacacacacacacaca CTTACTCACACACCCGGACA GGCAGATAGAGTGTGAGAGTGT 3 82 11 20 169 22 59,323 59,242 40,200 35,500 3,435,157 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 158 TTACTcacacaCCCGGACACATacacacacacacacacacaTTACTCACACACCCGGACAC GGCAGATAGAGTGTGAGAGTGT 2 82 12 20 169 22 59,610 59,242 36,700 35,500 3,147,993 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 159 TTACTcacacaCCCGGACACATacacacacacacacacacaTTACTCACACACCCGGACAC AGGCAGATAGAGTGTGAGAGTG 2 83 12 20 170 22 59,610 58,977 36,700 35,100 3,413,243 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 100 TTACTcacacaCCCGGACACATacacacacacacacacacaTTACTCACACACCCGGACAC CTGGGTGTGTGTCTGCGTAT 2 26 12 20 111 20 59,610 60,037 36,700 30,600 0.427450 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 2 104 TTACTcacacaCCCGGACACATacacacacacacacacacaTTACTCACACACCCGGACAC TTCTCTGGGTGTGTGTCTGC 2 30 12 20 115 20 59,610 59,893 36,700 42,600 0.496832 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:14844:47527 1 34 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 2 126 TTACTcacacaCCCGGACACATacacacacacacacacacaTTACTCACACACCCGGACAC CTGTGTGTTTGCGTGTGTGT 2 52 12 20 137 20 59,610 59,832 36,700 37,200 0.558032 F 188 ctctctGTATCTTACTcacacaCCCGGACACATacacacacacacacacacacacacacacacacAGACATACACAGATTTACACAAAGAAATACGCAGacacacacCCAGAGAAATacacacacGCAAacacacAGTCAGAGAATCACACTCTCACACTCTATCTGCCTTtctctctcTGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 40 168 GTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTT GTTTGTGGCATTGCTCAGGG GGCTTCACGATCCGATCTGG 56 40 71 20 238 20 60,038 60,599 44,500 38,600 0.636655 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 40 175 CCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGG CCTCGTCGTTTGTGGCATTG GGCTTCACGATCCGATCTGG 63 40 64 20 238 20 60,110 60,599 28,200 38,600 0.708918 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 35 147 AAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGAAGCTGGCCACTTTCGAAGA GGCTTCACGATCCGATCTGG 35 40 92 20 238 20 59,891 60,599 28,700 38,600 0.707265 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 109 AAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGAAGCTGGCCACTTTCGAAGA CAGGGCGGTAAGGAAGGTTT 35 2 92 20 200 20 59,891 59,962 28,700 32,700 0.146318 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 130 GTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTT GTTTGTGGCATTGCTCAGGG CAGGGCGGTAAGGAAGGTTT 56 2 71 20 200 20 60,038 59,962 44,500 32,700 0.075708 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 137 CCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGG CCTCGTCGTTTGTGGCATTG CAGGGCGGTAAGGAAGGTTT 63 2 64 20 200 20 60,110 59,962 28,200 32,700 0.147971 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 2 193 GCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcc GCTTGTCTGCCCACTTTCCC CAGGGCGGTAAGGAAGGTTT 119 2 8 20 200 20 61,527 59,962 39,700 32,700 1,565,167 F 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 4 1 192 GCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcc GCTTGTCTGCCCACTTTCCC AGGGCGGTAAGGAAGGTTTC 119 1 8 20 199 20 61,527 59,673 39,700 27,800 1,854,692 F 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 2 194 CGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGc CGCTTGTCTGCCCACTTTC CAGGGCGGTAAGGAAGGTTT 121 2 7 19 200 20 59,424 59,962 26,200 32,700 1,614,154 F 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 47 191 GTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAG GTCGCCACCCTCCTCGTC GCTCCGGCTTCACGATCC 76 47 53 18 243 18 62,131 60,586 42,000 33,600 6,717,445 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 46 190 GTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAG GTCGCCACCCTCCTCGTC CTCCGGCTTCACGATCCG 76 46 53 18 242 18 62,131 60,279 42,000 41,800 6,409,945 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:16457:44626 1 147 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 44 190 GTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAG GTCGCCACCCTCCTCGTC CTCCGGCTTCACGATCCGAT 76 44 53 18 242 20 62,131 62,077 42,000 41,800 6,207,710 A 248 AGCCGCCGCTTGTCTGCCCACTTTCCCCAGCTCTCCCTAACGcccccTGCCCGTCGCCACCCTCCTCGTCGTTTGTGGCATTGCTCAGGGGAAGCTGGCCACTTTCGAAGAGCTGACATGTGGCGGGGAGGCGCGGGTGGTCTCGGgagagagagagagagagagagagagagagagaCGAAACCTTCCTTACCGCCCTGTCGTTGTTCTCCCGCCCGCCAGATCGGATCGTGAAGCCGGAGCTGCGC

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 1 1 8 11 135 TCAGGCACTCAACTCACATACACATTCACATTAacac TCAGGCACTCAACTCACATACA TCACTCAATCCCACAGTATTCCT 11 39 39 22 173 23 59,367 58,896 22,900 33,600 6,736,598 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 8 10 134 CAGGCACTCAACTCACATACACATTCACATTAacaca CAGGCACTCAACTCACATACAC TCACTCAATCCCACAGTATTCCT 10 39 40 22 173 23 59,261 58,896 29,000 33,600 6,842,932 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 8 9 133 AGGCACTCAACTCACATACACATTCACATTAacacac AGGCACTCAACTCACATACACA TCACTCAATCCCACAGTATTCCT 9 39 41 22 173 23 59,631 58,896 37,200 33,600 6,472,634 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 10 27 240 aTTAACATGcacacaTATTCAGGCACTCAACTCACATAATTAACATGCACACATATTCAGGC AAACAAGTGGGACAAGGCCA 27 129 21 24 260 20 58,165 60,033 48,500 53,600 5,867,872 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 10 26 241 taTTAACATGcacacaTATTCAGGCACTCAACTCACATTATTAACATGCACACATATTCAGGCA AAACAAGTGGGACAAGGCCA 26 129 20 26 260 20 59,455 60,033 47,500 53,600 6,577,913 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 11 26 240 aTTAACATGcacacaTATTCAGGCACTCAACTCACATAATTAACATGCACACATATTCAGGCA AAACAAGTGGGACAAGGCCA 26 129 21 25 260 20 59,640 60,033 47,500 53,600 5,393,044 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 12 22 146 TGcacacaTATTCAGGCACTCAACTCACATACACATT TGCACACATATTCAGGCACTCA TCACTCAATCCCACAGTATTCCT 22 39 28 22 173 23 60,290 58,896 34,100 33,600 6,394,283 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 12 22 230 TGcacacaTATTCAGGCACTCAACTCACATACACATT TGCACACATATTCAGGCACTCA CAAGTGGGACAAGGCCAGAT 22 126 28 22 257 20 60,290 59,961 34,100 29,000 2,328,941 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 12 22 233 TGcacacaTATTCAGGCACTCAACTCACATACACATT TGCACACATATTCAGGCACTCA AAACAAGTGGGACAAGGCCA 22 129 28 22 260 20 60,290 60,033 34,100 53,600 2,322,812 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 13 23 146 TGcacacaTATTCAGGCACTCAACTCACATACACATT TGCACACATATTCAGGCACTC TCACTCAATCCCACAGTATTCCT 23 39 28 21 173 23 58,641 58,896 35,100 33,600 6,463,043 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 13 22 145 GcacacaTATTCAGGCACTCAACTCACATACACATTC GCACACATATTCAGGCACTCA TCACTCAATCCCACAGTATTCCT 22 39 29 21 173 23 58,641 58,896 34,100 33,600 6,463,043 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:23987:13439 1 72 40 16 1.5 AC ACACACACACACACACACACACACACACACACCACANA 0 0 13 22 232 GcacacaTATTCAGGCACTCAACTCACATACACATTC GCACACATATTCAGGCACTCA AAACAAGTGGGACAAGGCCA 22 129 29 21 260 20 58,641 60,033 34,100 53,600 2,391,572 F 260 ACAGAAACTcatacatacataTTAACATGcacacaTATTCAGGCACTCAACTCACATACACATTCACATTAacacacacacacacacacacacacacacacaccacacacaTTCAGACACTCTAACACTaaaaaaaTTGTCaaaaaTTGAAGGAATACTGTGGGATTGAGTGAAATAAGTGGAAGTTGCCTGAATATTACTCTGTGTCTGTGGaaaaaaaaGCAGCTAAACCTCTGTATCTGGCCTTGTCCCACTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 46 16 2 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 13 0 90 ACCACTTCctctctCGCTCTGtctctctctcTATTtctctctct ACCACTTCCTCTCTCGCTCT ACAGTGATGTAGAGACAGAGATG 1 0 66 20 155 23 59,961 57,167 40,900 29,000 5,872,441 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 46 16 2 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 91 CACCACTTCctctctCGCTCTGtctctctctcTATTtctctctc CACCACTTCCTCTCTCGCTC ACAGTGATGTAGAGACAGAGATG 2 0 65 20 155 23 59,828 57,167 50,300 29,000 6,005,759 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 46 16 2 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 0 94 CAGCACCACTTCctctctCGCTCTGtctctctctcTATTtct CAGCACCACTTCCTCTCTCG ACAGTGATGTAGAGACAGAGATG 5 0 62 20 155 23 60,109 57,167 40,400 29,000 5,942,304 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 151 16 3 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 1 193 ACCACTTCctctctCGCTCTGtctctctctcTATTtctctctct ACCACTTCCTCTCTCGCTCT AAAGGTTGGGAGAGAGAGGA 1 1 66 20 258 20 59,961 57,276 40,900 37,100 2,762,565 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 151 16 3 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 192 ACCACTTCctctctCGCTCTGtctctctctcTATTtctctctct ACCACTTCCTCTCTCGCTCT AAGGTTGGGAGAGAGAGGAA 1 0 66 20 257 20 59,961 57,276 40,900 33,600 2,762,565 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:26139:29050 1 87 151 16 3 AG TCTCTCTCTCTATTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 196 CAGCACCACTTCctctctCGCTCTGtctctctctcTATTtct CAGCACCACTTCCTCTCTCG AAGGTTGGGAGAGAGAGGAA 5 0 62 20 257 20 60,109 57,276 40,400 33,600 2,832,428 G 261 CTCTTCCCCACTCCTCGTTCCGCctctctctctctctATCTCTGTATGtctctctctcACTCAGCACCACTTCctctctCGCTCTGtctctctctcTATTtctctctctctctctctctctctctctctctcCATCTCTGTCTCTACATCACTGTAACTCTATCTCTATCAATTTATTCTATCTCGCTCAAGTTTTCCctctctctTTGCctctctctctctAtctctctctctctcTTCctctctctCCCAACCtttttG

ST‐E00142:460:H2K7HCCXY:6:2124:27630:20629 1 36 122 16 3 AC AGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGANA 1 1 11 3 175 GGGTtgtgtgTTTCTGTGAgtgtgtTGGATagagagagag GGGTTGTGTGTTTCTGTGAGT AGACACCCAGAAACACACCC 9 3 6 21 180 20 58,634 59,817 34,100 46,100 2,548,357 G 200 GATAGGGGTtgtgtgTTTCTGTGAgtgtgtTGGATagagagagagGgagagagagagagagagagagaTagagagagagagagagAAAGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATagagagagagagagagagagAAagagagagATGGGgtgtgtTTCTGGGTGTCTGTCTCTGTTAGAGACAGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:27630:20629 1 36 122 16 3 AC AGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 175 GGGTtgtgtgTTTCTGTGAgtgtgtTGGATagagagagag GGGTTGTGTGTTTCTGTGAGTG AGACACCCAGAAACACACCC 8 3 6 22 180 20 59,903 59,817 35,100 46,100 2,280,241 G 200 GATAGGGGTtgtgtgTTTCTGTGAgtgtgtTGGATagagagagagGgagagagagagagagagagagaTagagagagagagagagAAAGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATagagagagagagagagagagAAagagagagATGGGgtgtgtTTCTGGGTGTCTGTCTCTGTTAGAGACAGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:27630:20629 1 36 122 16 3 AC AGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 2 169 tgtgTTTCTGTGAgtgtgtTGGATagagagagagGgagagaTGTGTTTCTGTGAGTGTGTTGG AGACACCCAGAAACACACCC 2 3 12 22 180 20 59,253 59,817 37,700 46,100 2,929,679 G 200 GATAGGGGTtgtgtgTTTCTGTGAgtgtgtTGGATagagagagagGgagagagagagagagagagagaTagagagagagagagagAAAGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATagagagagagagagagagagAAagagagagATGGGgtgtgtTTCTGGGTGTCTGTCTCTGTTAGAGACAGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 30 207 ACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAA ACATCCTCCGGACTTTGACT TGAGGCCATTAGTTTATTCACATTCA 99 30 8 20 214 26 58,354 59,111 34,100 25,700 8,534,887 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 30 185 TTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTTGGACTCTAGAAATCATGTCAACT TGAGGCCATTAGTTTATTCACATTCA 72 30 30 25 214 26 57,991 59,111 31,600 25,700 13,898,356 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 111 TTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgt TTCCTCTTGTCTGGCCTCCT TGAGGCCATTAGTTTATTCACATTCA 3 30 104 20 214 26 60,179 59,111 36,900 25,700 7,068,068 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 184 TGGACTCTAGAAATCATGTCAACTAATATTCATTTCTTGGACTCTAGAAATCATGTCAACT TGAGGCCATTAGTTTATTCACATTCA 72 30 31 24 214 26 57,388 59,111 31,600 25,700 13,500,790 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 187 TCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTTGGACTCTAGAAATCATGTCA TGAGGCCATTAGTTTATTCACATTCA 75 30 28 24 214 26 57,143 59,111 35,800 25,700 13,746,614 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 212 AGGAAACATCCTCCGGACTTTGACTTCTTGGACTCT AGGAAACATCCTCCGGACTT TGAGGCCATTAGTTTATTCACATTCA 104 30 3 20 214 26 58,342 59,111 30,100 25,700 8,546,981 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTGAAGGAAACATCCTCCGGACT TGAGGCCATTAGTTTATTCACATTCA 105 30 1 21 214 26 59,444 59,111 38,500 25,700 8,444,710 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 112 CTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgCTTCCTCTTGTCTGGCCTCC TGAGGCCATTAGTTTATTCACATTCA 4 30 103 20 214 26 59,748 59,111 43,000 25,700 7,140,811 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:28351:19803 1 127 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 110 TCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtg TCCTCTTGTCTGGCCTCCTT TGAGGCCATTAGTTTATTCACATTCA 2 30 105 20 214 26 60,179 59,111 33,600 25,700 7,068,068 F 214 GAAGGAAACATCCTCCGGACTTTGACTTCTTGGACTCTAGAAATCATGTCAACTAATATTCATTTCTGTGGTTCTTTTACTGTGTTGCCCTTAGCTGTAAATCTTCCTCTTGTCTGGCCTCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGCGAACACTTAcccccTcccccAAGTTTGAATGTGAATAAACTAATGGCCTCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 87 16 3 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 1 10 26 190 CCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCCTCCTTCTCTCTGCCACAC TGGAGAGAAAGACAGATGAAGTGA 33 26 14 20 203 24 59,751 59,165 38,200 34,100 5,083,898 G 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 87 16 3 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 12 26 193 CTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCCTCCCTCCTTCTCTCTGCCA TGGAGAGAAAGACAGATGAAGTGA 36 26 11 20 203 24 60,325 59,165 49,200 34,100 5,160,165 G 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 87 16 3 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 12 26 194 ACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCACTCCCTCCTTCTCTCTGCC TGGAGAGAAAGACAGATGAAGTGA 37 26 10 20 203 24 60,325 59,165 48,500 34,100 5,160,258 G 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 87 16 3 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 0 156 ctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCACTCTCTGCCACACTCTTGCA AGAGAAAGAGATGGACATGGACA 26 0 21 20 176 23 59,966 58,900 40,800 40,200 4,134,109 G 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:3153:44644 1 67 87 16 3 AG TCTCTCTCTCTCTCTCTGATTCTCTCTTCAATCTCTCT NA 0 0 15 0 163 CCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCCTCCTTCTCTCTGCCACAC AGAGAAAGAGATGGACATGGACA 33 0 14 20 176 23 59,751 58,900 38,200 40,200 4,348,475 G 206 ACATCCTTCACTCCCTCCTtctctcTGCCACACTCTTGCACGCTGATCCTCGCTGTCATGTTGTCTtctctctctctctctcTGATtctctcTTCAAtctctctctctcTTTCGctctctctctctctctctctctctctctctctTtctctcTGTCCATGTCCATCTCTTTCTCTTTCTCACTTCATCTGTCTTtctctcCATCA

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 7 7 109 AAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCA AAGAGCGCACTTTGACAGCT CCCGACAGGAAGCGCTATG 31 7 119 20 227 19 60,534 60,593 42,400 22,300 2,126,424 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 110 AAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCC AAAGAGCGCACTTTGACAGC CCCGACAGGAAGCGCTATG 32 7 118 20 227 19 59,691 60,593 44,000 22,300 1,901,662 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 133 GTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTGTGCTCTTTCGTGCGCATAC CCCGACAGGAAGCGCTATG 55 7 95 20 227 19 60,247 60,593 23,900 22,300 1,839,970 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 155 GCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCACTTTGTCTCAGGGAGCA CCCGACAGGAAGCGCTATG 77 7 73 20 227 19 60,250 60,593 42,600 22,300 1,843,136 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 156 AGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGAGCACTTTGTCTCAGGGAGC CCCGACAGGAAGCGCTATG 78 7 72 20 227 19 59,964 60,593 47,000 22,300 1,628,692 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 190 ACATTTATGACAGTGCCACTAATCTCCCTGAGACAGACATTTATGACAGTGCCACTAATC CCCGACAGGAAGCGCTATG 108 7 38 24 227 19 57,316 60,593 17,500 22,300 8,276,644 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 190 ACATTTATGACAGTGCCACTAATCTCCCTGAGACAGACATTTATGACAGTGCCACTAATCT CCCGACAGGAAGCGCTATG 107 7 38 25 227 19 58,582 60,593 24,000 22,300 8,010,771 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 7 190 ACATTTATGACAGTGCCACTAATCTCCCTGAGACAGACATTTATGACAGTGCCACTAATCTC CCCGACAGGAAGCGCTATG 106 7 38 26 227 19 59,460 60,593 27,500 22,300 8,132,858 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:7547:56686 1 170 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 7 150 TTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATATTGTCTCAGGGAGCAGTGTG CCCGACAGGAAGCGCTATG 72 7 78 20 227 19 59,606 60,593 38,200 22,300 1,986,862 F 247 GGGACATGTTAATAATAtttttATTTCTCTAttttttACATTTATGACAGTGCCACTAATCTCCCTGAGACAGCACTTTGTCTCAGGGAGCAGTGTGCTCTTTCGTGCGCATACGCGAAAGAGCGCACTTTGACAGCTGGGGATTCCCTCCCAcccccccccccccccccacacacacacacacacacacacacacacacaGGAAGCGCATAGCGCTTCCTGTCGGGCAGGCTGCTGGGCAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 1 1 16 21 147 CtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTCTGTGTGTGGGTGTGAGTGT TACTCTCACACACTGGCACC 21 23 11 20 157 20 60,108 59,320 35,500 50,100 0.787208 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 16 19 145 gtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtGTGTGTGGGTGTGAGTGTGA TACTCTCACACACTGGCACC 19 23 13 20 157 20 60,108 59,320 35,800 50,100 0.787402 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 16 14 140 tgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtg TGGGTGTGAGTGTGAGTGTG TACTCTCACACACTGGCACC 14 23 18 20 157 20 59,822 59,320 38,200 50,100 0.857341 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 16 7 131 CtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTCTGTGTGTGGGTGTGAGTGT CACCCACACACTCTCACACA 21 7 11 20 141 20 60,108 59,822 35,500 37,200 0.285539 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 16 5 127 gtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtGTGTGTGGGTGTGAGTGTGA CCCACACACTCTCACACACA 19 5 13 20 139 20 60,108 59,822 35,800 37,200 0.285733 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9262:69783 1 52 63 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 16 5 129 CtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTCTGTGTGTGGGTGTGAGTGT CCCACACACTCTCACACACA 21 5 11 20 139 20 60,108 59,822 35,500 37,200 0.285539 G 159 CATTTCACATCtgtgtgtgGGTGTGAGTGTGAgtgtgtgtTAGTGCCTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtGAGTGAgtgtgtgtgtgtgtgtGAGCgtgtgtgtGAGAgtgtgtGGGTGCCAgtgtgtGAGAGTATG

ST‐E00142:460:H2K7HCCXY:6:2124:9628:67427 1 43 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 12 108 GTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCGTGCGCTTGTATGTGTGTGG GCACATTCTCAAACTCACTCTCC 21 12 2 20 109 23 60,110 59,565 41,700 37,100 3,545,222 F 114 TGTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGTATGAGGGAGAGTGAGTTTGAGAATGTGCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:9628:67427 1 43 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 102 GTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCGTGCGCTTGTATGTGTGTGG TCTCAAACTCACTCTCCCTCA 21 8 2 20 103 21 60,110 57,755 41,700 38,600 3,355,124 F 114 TGTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGTATGAGGGAGAGTGAGTTTGAGAATGTGCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:9628:67427 1 43 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 96 GTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCGTGCGCTTGTATGTGTGTGG ACTCACTCTCCCTCATACACTCT 21 0 2 20 97 23 60,110 59,732 41,700 32,400 3,378,571 F 114 TGTGCGCTTGTAtgtgtgtgGgtgtgtTTGTGTATGCATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGTATGAGGGAGAGTGAGTTTGAGAATGTGCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 1 4 98 TCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgt TCCTCTCATTCTGCCATCTGT CCACCATTCATACATCACACGC 4 19 73 21 170 22 58,525 59,968 34,100 53,400 4,507,209 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 4 90 TCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgt TCCTCTCATTCTGCCATCTGT CATACATCACACGCATTCCCTG 4 11 73 21 162 22 58,525 59,711 34,100 44,500 4,763,884 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 4 91 TCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgt TCCTCTCATTCTGCCATCTGT TCATACATCACACGCATTCCCT 4 12 73 21 163 22 58,525 59,830 34,100 42,000 4,645,552 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 76 243 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT AGGTTAAACAACGTACAAGATAACTT 76 88 1 21 243 26 57,371 57,333 48,300 26,600 12,296,218 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 10 159 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT ACATCACACGCATTCCCTGG 76 10 1 21 159 20 57,371 60,678 48,300 44,500 4,306,873 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 9 93 AGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgt AGTCTATCCTCTCATTCTGCCA ACATCACACGCATTCCCTGG 9 10 67 22 159 20 58,079 60,678 49,200 44,500 4,598,835 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 4 106 TCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgt TCCTCTCATTCTGCCATCTGT AACCACCACCACCATTCATACA 4 27 73 21 178 22 58,525 59,891 34,100 22,900 4,584,282 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 149 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT CATTCCCTGGCCCAACACT 76 1 1 21 149 19 57,371 59,923 48,300 35,500 4,706,407 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 149 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT CATTCCCTGGCCCAACACTC 76 0 1 21 149 20 57,371 60,967 48,300 35,100 4,596,522 A 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 4 105 TCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgt TCCTCTCATTCTGCCATCTGT ACCACCACCACCATTCATACA 4 27 73 21 177 21 58,525 59,292 34,100 22,900 4,183,143 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 76 248 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT TTCTTAGGTTAAACAACGTACAAGAT 76 93 1 21 248 26 57,371 57,108 48,300 24,000 12,520,813 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 76 249 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTT AGCCAAAGAATAGCTTACGGT TTTCTTAGGTTAAACAACGTACAAGA 76 94 1 21 249 26 57,371 57,285 48,300 30,200 12,344,333 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 17 190 AGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACAGTCCTGAAGTCTATCCTCTCA TTCTTAGGTTAAACAACGTACAAGAT 17 93 59 22 248 26 57,128 57,108 32,700 24,000 13,763,542 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 17 191 AGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACAGTCCTGAAGTCTATCCTCTCA TTTCTTAGGTTAAACAACGTACAAGA 17 94 59 22 249 26 57,128 57,285 32,700 30,200 13,587,062 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:11992:65757 1 98 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 17 192 AAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTAAAGTCCTGAAGTCTATCCTCTCA TTTCTTAGGTTAAACAACGTACAAGA 17 94 58 23 249 26 57,800 57,285 32,700 30,200 13,915,173 F 277 AGCCAAAGAATAGCTTACGGTATACTCCTTTGTTTTATCTCCTTCATGAACTGTAATAAGTCCTGAAGTCTATCCTCTCATTCTGCCATCTGTACTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTTGGGCCAGGGAATGCGTGTGATGTATGAAtggtggtggtggTTTACCTTGTTTTGtttttAATTCGAGAAATAGTTTCAATAAAGTTATCTTGTACGTTGTTTAACCTAAGAAAACCCGTACGATTAtttttttACAATATG

ST‐E00142:460:H2K7HCCXY:6:2201:1874:45734 1 27 107 16 4 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGNA 1 1 17 1 152 tgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtgtgTGTTTGTGTGTGTCTGGGTGA AAACACTTCACCCAGGCACA 1 3 5 21 156 20 59,996 60,034 40,200 45,700 1,037,297 G 184 tgtgtgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTGGTGgtgtgtgtgtgtgtgtgtCTGGGTGGAgtgtgtgtgtgtgtgtgtCTGGTTGAAgtgtgtgtgtgtGCCTGTGCCTGGGTGAAGTGTTtgtgtgtgCATGTGTCTGGGTGAAATGTN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:45734 1 27 107 16 4 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGNA 0 0 17 1 154 tgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtgtgTGTTTGTGTGTGTCTGGGTGA ACAAACACTTCACCCAGGCA 1 5 5 21 158 20 59,996 60,034 40,200 47,500 1,037,297 G 184 tgtgtgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTGGTGgtgtgtgtgtgtgtgtgtCTGGGTGGAgtgtgtgtgtgtgtgtgtCTGGTTGAAgtgtgtgtgtgtGCCTGTGCCTGGGTGAAGTGTTtgtgtgtgCATGTGTCTGGGTGAAATGTN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:45734 1 27 107 16 4 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGGNA 0 0 19 2 153 gtgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtg GTGTTTGTGTGTGTCTGGGTG AAACACTTCACCCAGGCACA 2 3 4 21 156 20 59,868 60,034 46,100 45,700 1,165,863 G 184 tgtgtgTTtgtgtgtgTCTGGGTGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTGGTGgtgtgtgtgtgtgtgtgtCTGGGTGGAgtgtgtgtgtgtgtgtgtCTGGTTGAAgtgtgtgtgtgtGCCTGTGCCTGGGTGAAGTGTTtgtgtgtgCATGTGTCTGGGTGAAATGTN

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 8 8 170 GCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtg GCTGGTGAGGGAGAACAGTC CTCACATTCACATGCACGCG 90 8 14 20 183 20 60,037 60,520 35,100 60,100 0.556651 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 8 172 CTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggCTGCTGGTGAGGGAGAACAG CTCACATTCACATGCACGCG 92 8 12 20 183 20 60,037 60,520 31,600 60,100 0.556369 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 8 174 GTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtgg GTCTGCTGGTGAGGGAGAAC CTCACATTCACATGCACGCG 94 8 10 20 183 20 60,037 60,520 30,100 60,100 0.556651 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 117 GCAATAGAATGGCTGGTGGCAGGGGTAagagagTG GCAATAGAATGGCTGGTGGC TCTCACATTCACATGCACGC 36 9 68 20 184 20 59,613 59,202 50,100 53,400 1,184,997 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 8 116 GCAATAGAATGGCTGGTGGCAGGGGTAagagagTG GCAATAGAATGGCTGGTGGC CTCACATTCACATGCACGCG 36 8 68 20 183 20 59,613 60,520 50,100 60,100 0.906631 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 92 258 CTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggCTGCTGGTGAGGGAGAACAG CACTCTCTCTCACTCACACACA 92 92 12 20 269 22 60,037 59,379 31,600 37,200 2,657,162 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 92 260 GTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtgg GTCTGCTGGTGAGGGAGAAC CACTCTCTCTCACTCACACACA 94 92 10 20 269 22 60,037 59,379 30,100 37,200 2,657,444 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 90 256 GCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtg GCTGGTGAGGGAGAACAGTC CACTCTCTCTCACTCACACACA 90 92 14 20 269 22 60,037 59,379 35,100 37,200 2,657,444 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 30 192 GCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtg GCTGGTGAGGGAGAACAGTC CACACGCACACACATTCACA 90 30 14 20 205 20 60,037 59,623 35,100 35,800 0.413360 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 30 194 CTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggCTGCTGGTGAGGGAGAACAG CACACGCACACACATTCACA 92 30 12 20 205 20 60,037 59,623 31,600 35,800 0.413079 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 30 196 GTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtgg GTCTGCTGGTGAGGGAGAAC CACACGCACACACATTCACA 94 30 10 20 205 20 60,037 59,623 30,100 35,800 0.413360 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 14 116 GGGTAagagagTGGCtggtggtggGGGTCATGAAagag GGGTAAGAGAGTGGCTGGTG CACACGCACACACATTCACA 14 30 90 20 205 20 59,749 59,623 41,700 35,800 0.627015 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 13 114 GGTAagagagTGGCtggtggtggGGGTCATGAAagagagGGTAAGAGAGTGGCTGGTGG ACACGCACACACATTCACAC 13 29 91 20 204 20 59,749 59,623 46,100 38,200 0.627365 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 13 115 GGTAagagagTGGCtggtggtggGGGTCATGAAagagagGGTAAGAGAGTGGCTGGTGG CACACGCACACACATTCACA 13 30 91 20 205 20 59,749 59,623 46,100 35,800 0.627015 F 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:20161:25833 1 124 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 8 117 GGCAATAGAATGGCTGGTGGCAGGGGTAagagagT GGCAATAGAATGGCTGGTGG CTCACATTCACATGCACGCG 37 8 67 20 183 20 58,965 60,520 46,100 60,100 1,554,931 B 273 TGGCGGCGAGTCTGCTGGTGAGGGAGAACAGTCAGAGTGGTtggtggtggtggGGTGGGCACGTGGGGCAATAGAATGGCTGGTGGCAGGGGTAagagagTGGCtggtggtggGGGTCATGAAagagagagagagagagagagagagagagagagCGAGTGAGCGCGTGCATGTGAATGTGAGAGTGTGAAtgtgtgtgCGTGTGCAAGTGTGCTAGTgagagaGTGAACGTATGTgagagaGTGAAtgtgtgtgAGTgagagagaGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 53 244 GCCTCTACCATGATTATCCATAATTCCAGGCTACAA GCCTCTACCATGATTATCCATAATTCC CCCAAAGGCAGGTCCAATCA 53 112 2 27 245 20 59,499 60,252 30,100 25,700 7,752,302 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 56 245 AGCCTCTACCATGATTATCCATAATTCCAGGCTACA AGCCTCTACCATGATTATCCATAAT CCCAAAGGCAGGTCCAATCA 56 112 1 25 245 20 57,238 60,252 12,800 25,700 8,013,723 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 49 240 CTACCATGATTATCCATAATTCCAGGCTACAATGTG CTACCATGATTATCCATAATTCCAGGC CCCAAAGGCAGGTCCAATCA 49 112 6 27 245 20 59,716 60,252 48,500 25,700 7,535,776 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 36 190 TCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGC TCCAGGCTACAATGTGCATG AACCTCCACCACAGTAGGGT 36 82 26 20 215 20 58,246 60,105 40,600 43,400 1,858,550 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 36 213 TCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGC TCCAGGCTACAATGTGCATG GCAGGTCCAATCAACAGCAC 36 105 26 20 238 20 58,246 59,758 40,600 44,000 1,995,948 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 34 211 CAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCA CAGGCTACAATGTGCATGGA GCAGGTCCAATCAACAGCAC 34 105 28 20 238 20 58,246 59,758 34,100 44,000 1,995,948 F 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 3 112 GCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgt GCCACAGCAGTCAGGACTC CCAGCCAGAACAGGGATTGA 3 38 60 19 171 20 60,375 59,671 33,600 25,700 1,704,528 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 111 CCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtCCACAGCAGTCAGGACTCC CCAGCCAGAACAGGGATTGA 2 38 61 19 171 20 59,705 59,671 38,500 25,700 1,624,040 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 110 CACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtg CACAGCAGTCAGGACTCCG CCAGCCAGAACAGGGATTGA 1 38 62 19 171 20 60,080 59,671 46,300 25,700 1,409,490 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 140 CACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtg CACAGCAGTCAGGACTCCG TAGGGTAAGGAGGCAGGTCC 1 68 62 19 201 20 60,080 60,031 46,300 44,600 1,111,644 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 154 CACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtg CACAGCAGTCAGGACTCCG AACCTCCACCACAGTAGGGT 1 82 62 19 215 20 60,080 60,105 46,300 43,400 1,184,849 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:21450:35977 1 82 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 177 CACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtg CACAGCAGTCAGGACTCCG GCAGGTCCAATCAACAGCAC 1 105 62 19 238 20 60,080 59,758 46,300 44,000 1,322,247 A 254 AGCCTCTACCATGATTATCCATAATTCCAGGCTACAATGTGCATGGaaaaaaGTATGCTGCCACAGCAGTCAGGACTCCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCCAGTGTGGATCTGATTGCTGCCAACAGCATGGGGTTCAATCCCTGTTCTGGCTGGGGTGGATTGGGGACCTGCCTCCTTACCCTACTGTGGTGGAGGTTGTGGTGCTGTTGATTGGACCTGCCTTTGGGCAGAGAACT

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 1 1 5 13 187 GTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtg GTGTGAGACATTTCCATTTGTCCA CAGACAAATATTGAAATGCACCTGT 61 13 17 24 203 25 59,722 58,608 40,200 40,000 10,670,523 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 224 GTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCAGTTTGCATGAGAGTGTGAGACA ACTTTCTCTCCCTACCACACA 75 42 5 22 228 21 58,866 58,028 34,100 37,200 6,106,039 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 13 187 TGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTGTGAGACATTTCCATTTGTCCA TCAGACAAATATTGAAATGCACCTGT 61 13 18 23 204 26 58,531 59,791 40,200 40,000 10,677,905 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 13 188 GTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtg GTGTGAGACATTTCCATTTGTCCA TCAGACAAATATTGAAATGCACCTGT 61 13 17 24 204 26 59,722 59,791 40,200 40,000 10,487,362 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 13 199 GTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCAGTTTGCATGAGAGTGTGAGACA CAGACAAATATTGAAATGCACCTGT 75 13 5 22 203 25 58,866 58,608 34,100 40,000 9,526,044 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 13 200 GTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCAGTTTGCATGAGAGTGTGAGACA TCAGACAAATATTGAAATGCACCTGT 75 13 5 22 204 26 58,866 59,791 34,100 40,000 9,342,883 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 2 132 AGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgAGGTTTCCTATTATGTGATTATGTGCG TCAGACAAATATTGAAATGCACCTGT 2 13 73 27 204 26 59,827 59,791 53,400 40,000 13,382,411 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 42 225 TGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCC TGTTTGCATGAGAGTGTGAGAC ACTTTCTCTCCCTACCACACA 76 42 4 22 228 21 58,866 58,028 33,600 37,200 6,106,039 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 13 201 TGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCC TGTTTGCATGAGAGTGTGAGAC TCAGACAAATATTGAAATGCACCTGT 76 13 4 22 204 26 58,866 59,791 33,600 40,000 9,342,883 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 130 GGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgt GGTTTCCTATTATGTGATTATGTGCGT CAGACAAATATTGAAATGCACCTGT 1 13 74 27 203 25 60,041 58,608 52,400 40,000 13,433,725 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 131 GGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgt GGTTTCCTATTATGTGATTATGTGCGT TCAGACAAATATTGAAATGCACCTGT 1 13 74 27 204 26 60,041 59,791 52,400 40,000 13,250,564 D 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 51 240 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGGAATGTTTGCATGAGAGTGTGAGA TGACACACAAGTACTTTCTCTCCC 77 51 1 24 240 24 59,547 60,202 32,700 43,000 8,655,700 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 51 240 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGGAATGTTTGCATGAGAGTGTGA TGACACACAAGTACTTTCTCTCCC 79 51 1 22 240 24 57,246 60,202 35,800 43,000 8,956,594 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 3 184 GTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCAGTTTGCATGAGAGTGTGAGACA ATGCACCTGTACACACACAG 75 3 5 22 188 20 58,866 58,117 34,100 36,600 5,016,603 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 3 185 TGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCC TGTTTGCATGAGAGTGTGAGAC ATGCACCTGTACACACACAG 76 3 4 22 188 20 58,866 58,117 33,600 36,600 5,016,603 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 2 115 GGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgt GGTTTCCTATTATGTGATTATGTGCG ATGCACCTGTACACACACAG 2 3 74 26 188 20 58,702 58,117 53,400 36,600 9,181,034 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 2 116 AGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgAGGTTTCCTATTATGTGATTATGTGCG ATGCACCTGTACACACACAG 2 3 73 27 188 20 59,827 58,117 53,400 36,600 9,056,131 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 1 115 GGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgt GGTTTCCTATTATGTGATTATGTGCGT ATGCACCTGTACACACACAG 1 3 74 27 188 20 60,041 58,117 52,400 36,600 8,924,284 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 11 51 240 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGGAATGTTTGCATGAGAGTGTGAG TGACACACAAGTACTTTCTCTCCC 78 51 1 23 240 24 58,280 60,202 35,100 43,000 8,922,313 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 42 194 TGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGTGTCCATGAGTTTGTGTGTGT ACTTTCTCTCCCTACCACACA 46 42 35 21 228 21 58,002 58,028 37,200 37,200 5,970,328 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:2270:13439 1 102 64 16 2 AC TGTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 3 154 TGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGTGTCCATGAGTTTGTGTGTGT ATGCACCTGTACACACACAG 46 3 35 21 188 20 58,002 58,117 37,200 36,600 4,880,892 G 243 GAATGTTTGCATGAGAGTGTGAGACATTTCCATTTGTCCATGAGTTtgtgtgtgTTTAAGGGATATAGAAAGAGGTTTCCTATTATGTGATTATGTGCGTAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCAtgtgtgtgtgtgCTTCtgtgtgtgTACAGGTGCATTTCAATATTTGTCTGACTAtgtgtgGTAGGgagagaAAGTACTtgtgtgTCATAN

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 1 8 22 177 GTCAACCTTCACATTCACACCcacacacaCTCTcacaca GTCAACCTTCACATTCACACC GGGTGTTCGACAGTGTGACT 22 53 15 21 191 20 57,374 59,896 41,600 34,100 3,730,332 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 8 22 178 TGTCAACCTTCACATTCACACCcacacacaCTCTcacac TGTCAACCTTCACATTCACACC GGGTGTTCGACAGTGTGACT 22 53 14 22 191 20 59,051 59,896 41,600 34,100 3,053,283 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 8 22 179 ATGTCAACCTTCACATTCACACCcacacacaCTCTcacaATGTCAACCTTCACATTCACACC GGGTGTTCGACAGTGTGACT 22 53 13 23 191 20 59,430 59,896 41,600 34,100 3,674,004 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 10 35 191 GGAATGTTCACAATGTCAACCTTCACATTCACACCc GGAATGTTCACAATGTCAACCT GGGTGTTCGACAGTGTGACT 35 53 1 22 191 20 57,146 59,896 35,000 34,100 4,958,227 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 11 34 191 GGAATGTTCACAATGTCAACCTTCACATTCACACCc GGAATGTTCACAATGTCAACCTT GGGTGTTCGACAGTGTGACT 34 53 1 23 191 20 57,800 59,896 35,000 34,100 5,304,672 D 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 11 32 191 GGAATGTTCACAATGTCAACCTTCACATTCACACCc GGAATGTTCACAATGTCAACCTTCA GGGTGTTCGACAGTGTGACT 32 53 1 25 191 20 60,221 59,896 30,200 34,100 5,325,528 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 8 162 CACACCcacacacaCTCTcacacaCTCCcacacacacacac CACACCCACACACACTCTCA GGGTGTTCGACAGTGTGACT 8 53 30 20 191 20 59,822 59,896 32,700 34,100 0.282140 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 6 160 CACCcacacacaCTCTcacacaCTCCcacacacacacacaca CACCCACACACACTCTCACA GGGTGTTCGACAGTGTGACT 6 53 32 20 191 20 59,822 59,896 35,800 34,100 0.282140 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 4 117 CCcacacacaCTCTcacacaCTCCcacacacacacacacaca CCCACACACACTCTCACACA GAGAGTGCGTGTGTGTGGG 4 13 34 20 150 19 59,822 60,956 37,200 46,100 2,134,006 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 4 158 CCcacacacaCTCTcacacaCTCCcacacacacacacacaca CCCACACACACTCTCACACA GGGTGTTCGACAGTGTGACT 4 53 34 20 191 20 59,822 59,896 37,200 34,100 0.282140 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 17 6 117 CACCcacacacaCTCTcacacaCTCCcacacacacacacaca CACCCACACACACTCTCACA GAGTGCGTGTGTGTGGGAG 6 11 32 20 148 19 59,822 60,956 35,800 43,000 2,134,006 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 61 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 17 4 115 CCcacacacaCTCTcacacaCTCCcacacacacacacacaca CCCACACACACTCTCACACA GAGTGCGTGTGTGTGGGAG 4 11 34 20 148 19 59,822 60,956 37,200 43,000 2,134,006 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 1 15 0 187 acacacaCTCTcacacaCTCCcacacacacacacacacacacaACACACACTCTCACACACTCC GTGGGAGGTGAGTGCGAC 0 0 37 21 223 18 59,863 60,048 38,500 51,900 3,185,214 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 15 0 189 CcacacacaCTCTcacacaCTCCcacacacacacacacacacaCCACACACACTCTCACACACT GTGGGAGGTGAGTGCGAC 2 0 35 21 223 18 60,135 60,048 35,500 51,900 3,182,827 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 0 189 CcacacacaCTCTcacacaCTCCcacacacacacacacacacaCCACACACACTCTCACACAC GTGGGAGGTGAGTGCGAC 3 0 35 20 223 18 58,710 60,048 38,200 51,900 3,338,331 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 0 190 CCcacacacaCTCTcacacaCTCCcacacacacacacacaca CCCACACACACTCTCACACA GTGGGAGGTGAGTGCGAC 4 0 34 20 223 18 59,822 60,048 37,200 51,900 2,225,964 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 0 192 CACCcacacacaCTCTcacacaCTCCcacacacacacacaca CACCCACACACACTCTCACA GTGGGAGGTGAGTGCGAC 6 0 32 20 223 18 59,822 60,048 35,800 51,900 2,225,964 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:23033:14775 1 58 148 16 3 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 0 194 CACACCcacacacaCTCTcacacaCTCCcacacacacacac CACACCCACACACACTCTCA GTGGGAGGTGAGTGCGAC 8 0 30 20 223 18 59,822 60,048 32,700 51,900 2,225,964 G 224 GGAATGTTCACAATGTCAACCTTCACATTCACACCcacacacaCTCTcacacaCTCCcacacacacacacacacacacacacacacacaCTCTCGCAATCCTCTCCcacacacacacaCTCGCACTCCCCTCCcacacacaCGCACTCTCGCACTCCCCTCCCACGCACTCAGTCACACTGTCGAACACCCCTCCcacacacacaGTCGCACTCACCTCCCACA

ST‐E00142:460:H2K7HCCXY:6:2201:25986:61134 1 50 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 13 3 90 TCTcacacacaCTGacacacTGAAACTCACTCCCTcacac TCTCACACACACTGACACACT GTGAGTCAGTTTGCGTGAGT 14 3 15 21 104 20 59,175 58,428 35,500 34,100 3,396,770 F 104 TGACACAGAAACACTCTcacacacaCTGacacacTGAAACTCACTCCCTcacacacacacacacacacacacacacacacaGAAACTCACGCAAACTGACTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:25986:61134 1 50 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 13 3 92 ACTCTcacacacaCTGacacacTGAAACTCACTCCCTca ACTCTCACACACACTGACACA GTGAGTCAGTTTGCGTGAGT 16 3 13 21 104 20 59,175 58,428 37,200 34,100 3,396,770 F 104 TGACACAGAAACACTCTcacacacaCTGacacacTGAAACTCACTCCCTcacacacacacacacacacacacacacacacaGAAACTCACGCAAACTGACTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:25986:61134 1 50 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 13 3 94 ACACTCTcacacacaCTGacacacTGAAACTCACTCCCT ACACTCTCACACACACTGACA GTGAGTCAGTTTGCGTGAGT 18 3 11 21 104 20 59,175 58,428 35,800 34,100 3,396,770 F 104 TGACACAGAAACACTCTcacacacaCTGacacacTGAAACTCACTCCCTcacacacacacacacacacacacacacacacaGAAACTCACGCAAACTGACTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 5 9 204 TGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGTGAGTGATGCTGAGGAATTGGT ACGGATCTCTCCCTATTCCTC 92 9 57 22 260 21 59,693 57,836 36,700 37,100 5,470,421 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 121 TGAGCCATCAAGTCATTTGTGAAAGAGCGATagaga TGAGCCATCAAGTCATTTGTGA ACGGATCTCTCCCTATTCCTCT 9 8 140 22 260 22 58,246 59,280 35,800 36,900 6,473,520 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 165 GGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATGGTTCGTGGAAATTCAGCAACA ACGGATCTCTCCCTATTCCTCT 53 8 96 22 260 22 59,966 59,280 33,300 36,900 4,753,758 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 167 GAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAGAGGTTCGTGGAAATTCAGCA ACGGATCTCTCCCTATTCCTCT 56 8 94 21 260 22 58,849 59,280 44,100 36,900 4,870,907 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 168 AGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAGAGGTTCGTGGAAATTCAGCA ACGGATCTCTCCCTATTCCTCT 56 8 93 22 260 22 60,225 59,280 44,100 36,900 4,944,229 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 204 TGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGTGAGTGATGCTGAGGAATTGGT ACGGATCTCTCCCTATTCCTCT 92 8 57 22 260 22 59,693 59,280 36,700 36,900 5,026,510 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 255 GTCAAGCAGGTAAGGGAGGAAAACGTGCATGCAT GTCAAGCAGGTAAGGGAGGA ACGGATCTCTCCCTATTCCTCT 145 8 6 20 260 22 58,723 59,280 37,100 36,900 3,996,327 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT
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ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 256 TGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCA TGTCAAGCAGGTAAGGGAGG ACGGATCTCTCCCTATTCCTCT 146 8 5 20 260 22 59,016 59,280 43,000 36,900 3,703,936 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 1 114 TCAAGTCATTTGTGAAAGAGCGATagagagCgagaga TCAAGTCATTTGTGAAAGAGCGA ACGGATCTCTCCCTATTCCTCT 1 8 147 23 260 22 58,874 59,280 49,300 36,900 6,846,142 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 6 120 TGAGCCATCAAGTCATTTGTGAAAGAGCGATagaga TGAGCCATCAAGTCATTTGTGA CGGATCTCTCCCTATTCCTCTCT 9 6 140 22 259 23 58,246 59,990 35,800 31,000 6,763,953 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 6 203 TGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGTGAGTGATGCTGAGGAATTGGT CGGATCTCTCCCTATTCCTCTCT 92 6 57 22 259 23 59,693 59,990 36,700 31,000 5,316,943 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:26524:30738 1 171 60 16 1.5 AG AGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 6 255 TGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCA TGTCAAGCAGGTAAGGGAGG CGGATCTCTCCCTATTCCTCTCT 146 6 5 20 259 23 59,016 59,990 43,000 31,000 3,994,369 F 260 GAAGTGTCAAGCAGGTAAGGGAGGAAAACGTGCATGCATATCTACAAATAAAACAATGAGTGATGCTGAGGAATTGGTATCAATATTGCTCGAGAGGTTCGTGGAAATTCAGCAACATTTCTATAGTAAATTTTATCTTTGAGCCATCAAGTCATTTGTGAAAGAGCGATagagagCgagagagagagagagagagagagagagagagaTagagagagagagagagagagTTGgagagagaGGAATAGGgagagaTCCGT

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 10 2 120 AGATATTAGGGACAGGTGACCAAAAGCTGAATCAAAGATATTAGGGACAGGTGACCA ACCCTGCCTCTCTCTCCC 46 2 68 22 187 18 57,719 59,633 40,200 43,000 6,647,359 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 121 GAGATATTAGGGACAGGTGACCAAAAGCTGAATCAGAGATATTAGGGACAGGTGACCA ACCCTGCCTCTCTCTCCC 46 2 67 23 187 18 58,776 59,633 40,200 43,000 6,590,522 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 122 TGAGATATTAGGGACAGGTGACCAAAAGCTGAATCTGAGATATTAGGGACAGGTGACC ACCCTGCCTCTCTCTCCC 47 2 66 23 187 18 58,776 59,633 40,200 43,000 6,590,522 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 183 TTGTCCCAATTCCCTTCAGGGGATTGTTAACCACAT TTGTCCCAATTCCCTTCAGG ACCCTGCCTCTCTCTCCC 111 2 5 20 187 18 57,397 59,633 38,600 43,000 4,969,644 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 184 ATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACA ATTGTCCCAATTCCCTTCAGG ACCCTGCCTCTCTCTCCC 111 2 4 21 187 18 57,894 59,633 38,600 43,000 5,472,529 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 10 2 185 AATTGTCCCAATTCCCTTCAGGGGATTGTTAACCAC AATTGTCCCAATTCCCTTCAGG ACCCTGCCTCTCTCTCCC 111 2 3 22 187 18 58,556 59,633 38,600 43,000 5,810,599 F 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 1 3 26 216 TCCGACTCTGAGACACATAATGAGATATTAGGGAC TCCGACTCTGAGACACATAATGA TCGAGTGACAACTTGATGCTGA 67 26 46 23 261 22 58,730 59,964 25,700 42,600 6,305,841 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 28 259 TTGTCCCAATTCCCTTCAGGGGATTGTTAACCACAT TTGTCCCAATTCCCTTCAGG TCTCGAGTGACAACTTGATGCT 111 28 5 20 263 22 57,397 59,703 38,600 37,900 4,900,390 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 26 256 TTGTCCCAATTCCCTTCAGGGGATTGTTAACCACAT TTGTCCCAATTCCCTTCAGG CGAGTGACAACTTGATGCTGA 111 26 5 20 260 21 57,397 58,593 38,600 42,600 5,010,164 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 26 257 TTGTCCCAATTCCCTTCAGGGGATTGTTAACCACAT TTGTCCCAATTCCCTTCAGG TCGAGTGACAACTTGATGCTGA 111 26 5 20 261 22 57,397 59,964 38,600 42,600 4,638,907 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 8 156 AGGCATTTAATAAGGACCGTGTTAAAGGAGgagagaAGGCATTTAATAAGGACCGTGT TCGAGTGACAACTTGATGCTGA 8 26 106 22 261 22 57,769 59,964 44,900 42,600 6,266,577 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 8 158 AGGCATTTAATAAGGACCGTGTTAAAGGAGgagagaAGGCATTTAATAAGGACCGTGT TCTCGAGTGACAACTTGATGCT 8 28 106 22 263 22 57,769 59,703 44,900 37,900 6,528,060 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 5 7 156 AGGCATTTAATAAGGACCGTGTTAAAGGAGgagagaAGGCATTTAATAAGGACCGTGTT TCGAGTGACAACTTGATGCTGA 7 26 106 23 261 22 58,404 59,964 33,200 42,600 6,631,819 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 7 26 195 GAGATATTAGGGACAGGTGACCAAAAGCTGAATCAGAGATATTAGGGACAGGTGACCA TCGAGTGACAACTTGATGCTGA 46 26 67 23 261 22 58,776 59,964 40,200 42,600 6,259,785 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:27062:16410 1 136 78 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 7 26 196 TGAGATATTAGGGACAGGTGACCAAAAGCTGAATCTGAGATATTAGGGACAGGTGACC TCGAGTGACAACTTGATGCTGA 47 26 66 23 261 22 58,776 59,964 40,200 42,600 6,259,785 D 284 CAAATTGTCCCAATTCCCTTCAGGGGATTGTTAACCACATATAAATCCGACTCTGAGACACATAATGAGATATTAGGGACAGGTGACCAAAAGCTGAATCAACAAAGGCATTTAATAAGGACCGTGTTAAAGGAGgagagagagagagagagagagagagagagagaAGGGgagagagaGGCAGGGTgagagagagagagagagagagagagaGGGACTGAATCTGTGTCCCCAATGTCTCAGCATCAAGTTGTCACTCGAGAAGAATTTCATTCCAAACCACA

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 1 1 2 56 225 AACAGTGCGATGGGTCTTCAAATgggggCCGTTCCA AACAGTGCGATGGGTCTTCA ACTACTTCGCTGGTTCCACG 56 78 6 20 230 20 59,604 60,039 30,200 49,400 0.434962 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 2 0 169 ACGACAGCACTCACAGAGACagagagagagagagAAA ACGACAGCACTCACAGAGAC ACTACTTCGCTGGTTCCACG 0 78 62 20 230 20 59,688 60,039 33,600 49,400 0.350942 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 3 55 201 ACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAACAGTGCGATGGGTCTTCAA GGGTGCTCCTGTCACAAAGT 55 55 7 20 207 20 59,604 60,179 26,900 26,600 0.575453 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 3 55 224 ACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAACAGTGCGATGGGTCTTCAA ACTACTTCGCTGGTTCCACG 55 78 7 20 230 20 59,604 60,039 26,900 49,400 0.434962 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 3 23 191 CACAGTCAGGCACTCCCAGTGCACGACAGCACTCA CACAGTCAGGCACTCCCAG ACTACTTCGCTGGTTCCACG 23 78 40 19 230 20 60,004 60,039 44,500 49,400 1,042,606 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 3 0 98 ACGACAGCACTCACAGAGACagagagagagagagAAA ACGACAGCACTCACAGAGAC ATAGCAGGCAGTGATCTCCC 0 7 62 20 159 20 59,688 58,945 33,600 43,000 1,367,455 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 4 1 99 CACGACAGCACTCACAGAGACagagagagagagagAA CACGACAGCACTCACAGAGA ATAGCAGGCAGTGATCTCCC 1 7 61 20 159 20 59,688 58,945 31,000 43,000 1,367,142 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 4 1 147 CACGACAGCACTCACAGAGACagagagagagagagAA CACGACAGCACTCACAGAGA GGGTGCTCCTGTCACAAAGT 1 55 61 20 207 20 59,688 60,179 31,000 26,600 0.491120 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 4 1 170 CACGACAGCACTCACAGAGACagagagagagagagAA CACGACAGCACTCACAGAGA ACTACTTCGCTGGTTCCACG 1 78 61 20 230 20 59,688 60,039 31,000 49,400 0.350629 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 6 1 121 CACGACAGCACTCACAGAGACagagagagagagagAA CACGACAGCACTCACAGAGA CACAGAGAGGACTGGTCAGC 1 29 61 20 181 20 59,688 59,754 31,000 42,600 0.558189 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 8 27 196 CGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACGTTCCACAGTCAGGCACTC ACTACTTCGCTGGTTCCACG 27 78 35 20 230 20 60,946 60,039 35,100 49,400 0.984748 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 8 1 120 CACGACAGCACTCACAGAGACagagagagagagagAA CACGACAGCACTCACAGAGA ACAGAGAGGACTGGTCAGCA 1 28 61 20 180 20 59,688 60,179 31,000 44,100 0.491052 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 8 0 119 ACGACAGCACTCACAGAGACagagagagagagagAAA ACGACAGCACTCACAGAGAC ACAGAGAGGACTGGTCAGCA 0 28 62 20 180 20 59,688 60,179 33,600 44,100 0.491365 G 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 10 26 195 GTTCCACAGTCAGGCACTCCCAGTGCACGACAGCA GTTCCACAGTCAGGCACTCC ACTACTTCGCTGGTTCCACG 26 78 36 20 230 20 60,604 60,039 38,500 49,400 0.642501 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2909:41444 1 82 51 16 2 AG AGAGAGAGAGAGAGAAAGCGAGAGAGAGAGAGANA 0 0 10 7 124 GTTCCACAGTCAGGCACTCCCAGTGCACGACAGCA GTTCCACAGTCAGGCACTCC ATAGCAGGCAGTGATCTCCC 26 7 36 20 159 20 60,604 58,945 38,500 43,000 1,659,014 D 233 CCTATAACAGTGCGATGGGTCTTCAAATgggggCCGTTCCACAGTCAGGCACTCCCAGTGCACGACAGCACTCACAGAGACagagagagagagagAAAGCgagagagagagagagagagagagagagagagaACCGGTGGGGAGATCACTGCCTGCTATTTGCTGACCAGTCctctctGTGTGAAGCACTTTGTGACAGGAGCACCCAACCGTGGAACCAGCGAAGTAGTTTN

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 1 1 4 43 241 TCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGA TCTCCAATAAGGCTGCCACC AGTTTAGGAATGTTTCGCGTGA 43 85 2 20 242 22 59,744 58,604 46,100 43,500 3,651,529 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 42 196 CTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAA CTCCAATAAGGCTGCCACCA CTGAATCGGCTTGACAGGGT 42 43 3 20 198 20 60,034 60,036 41,700 43,400 0.070196 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 42 240 CTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAA CTCCAATAAGGCTGCCACCA AGTTTAGGAATGTTTCGCGTGA 42 85 3 20 242 22 60,034 58,604 41,700 43,500 3,429,825 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 41 195 TCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGTCCAATAAGGCTGCCACCAG CTGAATCGGCTTGACAGGGT 41 43 4 20 198 20 60,034 60,036 40,000 43,400 0.070196 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 41 197 TCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGTCCAATAAGGCTGCCACCAG TCCTGAATCGGCTTGACAGG 41 45 4 20 200 20 60,034 59,750 40,000 40,000 0.284420 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 25 177 TCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGTCCAATAAGGCTGCCACCAG GTGGCTGCTGAGAGGGATTT 41 25 4 20 180 20 60,034 60,035 40,000 21,700 0.068857 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 25 178 CTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAA CTCCAATAAGGCTGCCACCA GTGGCTGCTGAGAGGGATTT 42 25 3 20 180 20 60,034 60,035 41,700 21,700 0.068857 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 24 160 CAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCA CAGCGATGTCCAGGGAAGAG GTGGCTGCTGAGAGGGATTT 24 25 21 20 180 20 60,179 60,035 28,500 21,700 0.213759 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 4 0 138 TTCTAAAGGTTCACGATCACCTgagagagagagagagagTTCTAAAGGTTCACGATCACCT GTGGCTGCTGAGAGGGATTT 0 25 43 22 180 20 57,115 60,035 40,000 21,700 4,919,338 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 5 42 240 CTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAA CTCCAATAAGGCTGCCACCA AGTTTAGGAATGTTTCGCGTG 42 86 3 20 242 21 60,034 57,194 41,700 53,400 3,840,502 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 5 0 139 TTTCTAAAGGTTCACGATCACCTgagagagagagagag TTTCTAAAGGTTCACGATCACCT GTGGCTGCTGAGAGGGATTT 0 25 42 23 180 20 57,777 60,035 40,000 21,700 5,258,119 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:30320:19557 1 65 71 16 2 AG GAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGNA 0 0 7 0 136 TTCTAAAGGTTCACGATCACCTgagagagagagagagagTTCTAAAGGTTCACGATCACCT GGCTGCTGAGAGGGATTTACA 0 22 43 22 178 21 57,115 59,790 40,000 24,100 6,095,146 D 242 ATCTCCAATAAGGCTGCCACCAGCGATGTCCAGGGAAGAGATTTCTAAAGGTTCACGATCACCTgagagagagagagagagagaAagagagagagagagagagagagagagagagagAAACACagagagagagagACAGAAATACAGAGATAAAGAGTGTAAATCCCTCTCAGCAGCCACCCTGTCAAGCCGATTCAGGATCCTATATGTTTCAATAAGATCACGCGAAACATTCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 1 1 2 15 122 TTCCCAATCATGCCATCACATTTAAGTCCAAATAAtg TTCCCAATCATGCCATCACA TCCAGTGTTGTTCCACAGGG 15 27 11 20 132 20 57,471 59,817 35,800 44,500 2,711,209 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 2 15 188 TTCCCAATCATGCCATCACATTTAAGTCCAAATAAtg TTCCCAATCATGCCATCACA AATTGGCTCAGCGACAGGAA 15 93 11 20 198 20 57,471 59,963 35,800 33,600 2,565,405 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 2 15 189 TTCCCAATCATGCCATCACATTTAAGTCCAAATAAtg TTCCCAATCATGCCATCACA AAATTGGCTCAGCGACAGGA 15 94 11 20 199 20 57,471 59,963 35,800 38,600 2,565,405 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 3 22 140 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTACCTGCAAATTTCCCAATCATGC AAACGGTTTCCAGTGTTGTTCC 22 33 1 23 140 22 60,620 59,835 40,600 36,200 5,785,299 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 3 22 140 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTACCTGCAAATTTCCCAATCATGC AAACGGTTTCCAGTGTTGTTC 22 34 1 23 140 21 60,620 57,503 40,600 31,800 7,117,770 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 23 140 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTACCTGCAAATTTCCCAATCATG AAACGGTTTCCAGTGTTGTTCC 23 33 1 22 140 22 57,789 59,835 30,700 36,200 6,375,552 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 129 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA TCCAGTGTTGTTCCACAGGG 20 27 4 22 132 20 59,695 59,817 49,200 44,500 2,487,588 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 185 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA GCGACAGGAAGCAAAGGGTA 20 83 4 22 188 20 59,695 60,321 49,200 36,900 2,626,350 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 195 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA AATTGGCTCAGCGACAGGAA 20 93 4 22 198 20 59,695 59,963 49,200 33,600 2,341,784 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 196 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA AAATTGGCTCAGCGACAGGA 20 94 4 22 199 20 59,695 59,963 49,200 38,600 2,341,784 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 238 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA AAACGCCCAAGGGATACAGG 20 136 4 22 241 20 59,695 60,034 49,200 40,000 2,339,529 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 272 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA ACAAGGTCCAACATGGCAGA 20 170 4 22 275 20 59,695 59,522 49,200 42,600 2,783,123 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 20 274 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA TGACAAGGTCCAACATGGCA 20 172 4 22 277 20 59,695 59,815 49,200 49,200 2,489,744 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 15 267 TTCCCAATCATGCCATCACATTTAAGTCCAAATAAtg TTCCCAATCATGCCATCACA TGACAAGGTCCAACATGGCA 15 172 11 20 277 20 57,471 59,815 35,800 49,200 2,713,365 F 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:3173:46964 1 46 40 16 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 7 109 TGCAAATTTCCCAATCATGCCATCACATTTAAGTCCATGCAAATTTCCCAATCATGCCA CCCAGTGTTAGGGTCCTTGC 20 7 4 22 112 20 59,695 60,323 49,200 40,100 2,627,597 B 283 ACCTGCAAATTTCCCAATCATGCCATCACATTTAAGTCCAAATAAtgtgtgtgtatatatatatatatatatatatatatatataACAAACAGCAAGGACCCTAACACTGGGCCCTGTGGAACAACACTGGAAACCGTTTTCCATTCGCaaaaaCATCCATCAACCATTACCCTTTGCTTCCTGTCGCTGAGCCAATTTTGAATCCAGCTTGCCACATTTCCCTGTATCCCTTGGGCGTTTACTTTTCTGACAAGTCTGCCATGTTGGACCTTGTCAAATGCA

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 1 10 8 121 CATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTC CATCAGCTGCCTCTCTCTCC TTCTCTCACACACACGCACA 23 8 78 20 198 20 59,610 59,825 37,100 45,700 0.564741 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 0 10 8 129 tGTCCAATCATCAGCTGCctctctctCCctctctATCTCCC TGTCCAATCATCAGCTGCCT TTCTCTCACACACACGCACA 31 8 70 20 198 20 59,378 59,825 47,500 45,700 0.796753 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 0 11 28 150 tGTCCAATCATCAGCTGCctctctctCCctctctATCTCCC TGTCCAATCATCAGCTGCCT AGGTAGACAGAGCTTGAGAGA 31 28 70 20 219 21 59,378 57,270 47,500 31,000 4,352,352 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 0 11 23 142 CATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTC CATCAGCTGCCTCTCTCTCC AGGTAGACAGAGCTTGAGAGA 23 28 78 20 219 21 59,610 57,270 37,100 31,000 4,120,340 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 0 11 22 141 ATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCT ATCAGCTGCCTCTCTCTCCC AGGTAGACAGAGCTTGAGAGA 22 28 79 20 219 21 60,760 57,270 43,000 31,000 4,490,405 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 121 50 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCTA NA 0 0 14 8 115 CTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctCTGCCTCTCTCTCCCTCTCT TTCTCTCACACACACGCACA 17 8 84 20 198 20 59,447 59,825 31,000 45,700 0.727465 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 1 10 8 190 GCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActct GCCTTAATCTCTCAATGTCCCTCT TTCTCTCACACACACGCACA 12 8 9 24 198 20 59,898 59,825 36,900 45,700 4,276,984 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 10 8 191 AGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCAct AGCCTTAATCTCTCAATGTCCCT TTCTCTCACACACACGCACA 14 8 8 23 198 20 58,956 59,825 42,000 45,700 4,218,213 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 10 8 191 AGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCAct AGCCTTAATCTCTCAATGTCCCTC TTCTCTCACACACACGCACA 13 8 8 24 198 20 59,898 59,825 43,000 45,700 4,276,984 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 11 18 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTAATCTCAGCCTTAATCTCTCAATGT GAGTTGGACAGAGAGATATATAGGTAG 18 43 1 26 240 27 57,972 57,609 27,100 31,800 17,418,530 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 11 17 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTAATCTCAGCCTTAATCTCTCAATGTC GAGTTGGACAGAGAGATATATAGGTAG 17 43 1 27 240 27 58,853 57,609 30,600 31,800 17,538,064 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 11 6 183 tctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCATCTCTCAATGTCCCTCTTTCAGT TTCTCTCACACACACGCACA 6 8 16 23 198 20 58,837 59,825 34,100 45,700 4,338,044 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 12 7 189 GCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActct GCCTTAATCTCTCAATGTCCCTCT TCTCTCACACACACGCACAC 12 7 9 24 197 20 59,898 60,528 36,900 38,200 4,629,968 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4148:52168 1 45 126 16 3 AG CTCTCTCTCTCTCACTCTATGTTTTTGTCCAATCATCANA 0 0 12 6 182 tctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCATCTCTCAATGTCCCTCTTTCAGT TCTCTCACACACACGCACAC 6 7 16 23 197 20 58,837 60,528 34,100 38,200 4,691,027 G 240 TAATCTCAGCCTTAAtctctcAATGTCCCTCTTTCAGTTTCTCActctctctctctCACTCTATGtttttGTCCAATCATCAGCTGCctctctctCCctctctATCTCCCTCTTCCTCTTtctctctctctctctctctctctctctctctcACGCTATCtgtgtgtgtgTTTGTGCGTGTGCgtgtgtgtgagagaAtctctcAAGCTCTGTCTACCtatatatctctcTGTCCAACTC

ST‐E00142:460:H2K7HCCXY:6:2201:4655:17430 1 85 40 16 1.5 AC CACACACACACACACACACACACACACACACACCCANA 1 1 13 6 96 CCACACCcacacacaCTcccccACCcacacacacacacacac CCACACCCACACACACTCC AGACCAATGCAGAGACTTGGG 6 10 60 19 155 21 60,526 59,996 38,500 41,200 2,530,039 F 166 cacacacacaAacacacCCACGcacacacacacacacacacacacacacacacacacaCCCACACCcacacacaCTcccccACCcacacacacacacacacacacacacacacacaCCcacacaCCCTTTCTcccccAAGTCTCTGCATTGGTCTTCTCCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2201:4655:17430 1 85 40 16 1.5 AC CACACACACACACACACACACACACACACACACCCANA 0 0 15 7 97 CCCACACCcacacacaCTcccccACCcacacacacacacacaCCCACACCCACACACACTC AGACCAATGCAGAGACTTGGG 7 10 59 19 155 21 60,526 59,996 35,100 41,200 2,530,039 F 166 cacacacacaAacacacCCACGcacacacacacacacacacacacacacacacacacaCCCACACCcacacacaCTcccccACCcacacacacacacacacacacacacacacacaCCcacacaCCCTTTCTcccccAAGTCTCTGCATTGGTCTTCTCCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2201:4655:17430 1 85 40 16 1.5 AC CACACACACACACACACACACACACACACACACCCANA 0 0 15 5 95 CACACCcacacacaCTcccccACCcacacacacacacacaca CACACCCACACACACTCCC AGACCAATGCAGAGACTTGGG 5 10 61 19 155 21 60,526 59,996 43,000 41,200 2,530,039 F 166 cacacacacaAacacacCCACGcacacacacacacacacacacacacacacacacacaCCCACACCcacacacaCTcccccACCcacacacacacacacacacacacacacacacaCCcacacaCCCTTTCTcccccAAGTCTCTGCATTGGTCTTCTCCCCTCCT

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 16 189 CCTACCTCATGCAACTACCCCAAccccccAACATCTca CCTACCTCATGCAACTACCC TCGGTGTGGCAAGAGATTCA 16 101 2 20 190 20 57,378 59,315 36,900 25,700 3,306,598 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 17 130 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACC TCACCCAACTTTAGAGGCCC 17 41 1 20 130 20 58,045 59,303 31,800 58,000 2,651,428 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 17 240 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACC GAGTCTTAAGGGAGCCTGGG 17 151 1 20 240 20 58,045 59,166 31,800 44,500 2,788,876 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 130 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC TCACCCAACTTTAGAGGCCC 16 41 1 21 130 20 60,475 59,303 36,900 58,000 2,171,714 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 131 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC TTCACCCAACTTTAGAGGCCC 16 41 1 21 131 21 60,475 59,925 36,900 58,000 2,550,101 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 189 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC CGGTGTGGCAAGAGATTCAT 16 100 1 21 189 20 60,475 58,257 36,900 25,700 3,217,974 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 189 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC CGGTGTGGCAAGAGATTCATT 16 99 1 21 189 21 60,475 58,913 36,900 25,700 3,562,082 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 194 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC GGAATCGGTGTGGCAAGAGA 16 105 1 21 194 20 60,475 60,036 36,900 31,000 1,511,601 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 240 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC GAGTCTTAAGGGAGCCTGGG 16 151 1 21 240 20 60,475 59,166 36,900 44,500 2,309,162 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 16 242 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC CAGAGTCTTAAGGGAGCCTGG 16 152 1 21 242 21 60,475 59,516 36,900 44,500 2,959,452 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 16 201 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC CTCTCAGGGAATCGGTGTGG 16 112 1 21 201 20 60,475 59,823 36,900 41,700 1,651,892 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:6745:56106 1 38 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 16 202 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcGCCTACCTCATGCAACTACCC CCTCTCAGGGAATCGGTGTG 16 113 1 21 202 20 60,475 59,823 36,900 38,200 1,651,892 F 275 GCCTACCTCATGCAACTACCCCAAccccccAACATCTcacacacacacacacacacacacacacacacaGGTAAAACTGTCAGGCATTTAACCCAAATCTCCTCCATAAGGGGCCTCTAAAGTTGGGTGAACttttttcccccATTTATATTTTCCATcccccACaaaaaTGAATCTCTTGCCACACCGATTCCCTGAGAGGCTGGGCTGGAGAACTGCTCCCAGGCTCCCTTAAGACTCTGAGTGAAGATTGTAAGGCTCTTGAATTTTGCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 4 56 219 CACAAAGGTTTCCTCATAATGGTTTTAAAATAAAAC CACAAAGGTTTCCTCATAATGGT CCCTGACAGATGTGGCGAG 89 56 6 23 224 19 57,017 60,153 35,500 50,300 7,136,379 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 56 220 ACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAA ACACAAAGGTTTCCTCATAATGGT CCCTGACAGATGTGGCGAG 89 56 5 24 224 19 58,606 60,153 35,500 50,300 6,547,355 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 56 220 ACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAA ACACAAAGGTTTCCTCATAATGGTT CCCTGACAGATGTGGCGAG 88 56 5 25 224 19 59,161 60,153 36,700 50,300 6,992,010 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 89 267 ACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAA ACACAAAGGTTTCCTCATAATGGT TGTGTGCGTATGGCCAGAAT 89 102 5 24 271 20 58,606 60,036 35,500 24,000 5,429,400 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 89 271 ACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAA ACACAAAGGTTTCCTCATAATGGT TACTTGTGTGCGTATGGCCA 89 106 5 24 275 20 58,606 59,678 35,500 53,600 5,715,862 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 0 127 acacaTGCACTCAAGGTTCTcacacacacacacacacacacACACATGCACTCAAGGTTCT CCCTGACAGATGTGGCGAG 0 56 98 20 224 19 57,354 60,153 30,100 50,300 3,799,327 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 0 128 cacacaTGCACTCAAGGTTCTcacacacacacacacacacaCACACATGCACTCAAGGTTCT CCCTGACAGATGTGGCGAG 0 56 97 21 224 19 58,775 60,153 30,100 50,300 3,378,095 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 0 175 cacacaTGCACTCAAGGTTCTcacacacacacacacacacaCACACATGCACTCAAGGTTCT TGTGTGCGTATGGCCAGAAT 0 102 97 21 271 20 58,775 60,036 30,100 24,000 2,260,140 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 0 179 cacacaTGCACTCAAGGTTCTcacacacacacacacacacaCACACATGCACTCAAGGTTCT TACTTGTGTGCGTATGGCCA 0 106 97 21 275 20 58,775 59,678 30,100 53,600 2,546,602 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 1 128 cacacaTGCACTCAAGGTTCTcacacacacacacacacacaCACACATGCACTCAAGGTTC CCCTGACAGATGTGGCGAG 1 56 97 20 224 19 57,306 60,153 36,200 50,300 3,847,286 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 89 268 ACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAA ACACAAAGGTTTCCTCATAATGGT TTGTGTGCGTATGGCCAGAA 89 103 5 24 272 20 58,606 60,251 35,500 30,200 5,644,376 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9364:63068 1 118 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 0 176 cacacaTGCACTCAAGGTTCTcacacacacacacacacacaCACACATGCACTCAAGGTTCT TTGTGTGCGTATGGCCAGAA 0 103 97 21 272 20 58,775 60,251 30,100 30,200 2,475,116 F 279 ACATACACAAAGGTTTCCTCATAATGGTTTTAAAATAAAACAGAATAGCATTTATTGTACTTAATCCAGTCTAACaaaaaTGCTTTGACTTTTATGcacacaTGCACTCAAGGTTCTcacacacacacacacacacacacacacacacaCTCTGCCACCTGGTGGGATATTATGGTCCTACTGAACTGAATGGAGCTTTAAATGGCTCGCCACATCTGTCAGGGGAAGACACGCTGCAGCTGGGCTATAAAATTCTGGCCATACGcacacaAGTAGGTT

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 2 2 241 ATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTATTCCAATAGCACCTCGCCC ACATACTGTGCAAAGTTGGAGC 165 2 22 20 262 22 60,179 59,446 61,300 47,000 2,733,049 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 1 240 ATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTATTCCAATAGCACCTCGCCC CATACTGTGCAAAGTTGGAGCT 165 1 22 20 261 22 60,179 59,184 61,300 40,900 2,995,105 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 103 CACACGATCAGGGTACACGATTACTGCTAACAACCTCACACGATCAGGGTACACGA ACTGTGCAAAGTTGGAGCTC 31 0 156 20 258 20 59,476 58,687 43,500 40,900 1,837,229 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 140 CGATGCCTCACCTCTCCCACAGACGGGAAAGTGCA CGATGCCTCACCTCTCCCA ACTGTGCAAAGTTGGAGCTC 69 0 119 19 258 20 61,060 58,687 43,700 40,900 3,373,197 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 141 GCGATGCCTCACCTCTCCCACAGACGGGAAAGTGC GCGATGCCTCACCTCTCC ACTGTGCAAAGTTGGAGCTC 71 0 118 18 258 20 59,892 58,687 37,100 40,900 3,420,768 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 142 GGCGATGCCTCACCTCTCCCACAGACGGGAAAGTG GGCGATGCCTCACCTCTC ACTGTGCAAAGTTGGAGCTC 72 0 117 18 258 20 59,892 58,687 32,000 40,900 3,420,768 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 159 CAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCC CAGCAACACACCAAGTTGGC ACTGTGCAAAGTTGGAGCTC 87 0 100 20 258 20 60,528 58,687 45,200 40,900 1,841,064 F 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 160 CCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCC CCAGCAACACACCAAGTTGG ACTGTGCAAAGTTGGAGCTC 88 0 99 20 258 20 59,897 58,687 37,700 40,900 1,415,659 F 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 163 TCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTC TCTCCAGCAACACACCAAGT ACTGTGCAAAGTTGGAGCTC 91 0 96 20 258 20 59,454 58,687 31,600 40,900 1,858,937 F 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 227 CACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACCACCTCGCCCTACGTTACTG ACTGTGCAAAGTTGGAGCTC 155 0 32 20 258 20 60,179 58,687 27,400 40,900 1,491,960 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 234 CCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCCAATAGCACCTCGCCCTAC ACTGTGCAAAGTTGGAGCTC 162 0 25 20 258 20 60,250 58,687 31,800 40,900 1,562,725 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 237 ATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTATTCCAATAGCACCTCGCCC ACTGTGCAAAGTTGGAGCTC 165 0 22 20 258 20 60,179 58,687 61,300 40,900 1,491,832 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 240 ACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGACCATTCCAATAGCACCTCGC ACTGTGCAAAGTTGGAGCTC 167 0 19 21 258 20 60,747 58,687 50,300 40,900 3,060,021 B 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 105 GGCACACGATCAGGGTACACGATTACTGCTAACAA GGCACACGATCAGGGTACAC ACTGTGCAAAGTTGGAGCTC 33 0 154 20 258 20 60,740 58,687 29,000 40,900 2,052,628 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2201:9790:21122 1 207 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 107 CAGGCACACGATCAGGGTACACGATTACTGCTAAC CAGGCACACGATCAGGGTAC ACTGTGCAAAGTTGGAGCTC 35 0 152 20 258 20 60,460 58,687 33,400 40,900 1,773,099 A 264 TTATTTATACATTTAGACACCATTCCAATAGCACCTCGCCCTACGTTACTGGGGCGTTGGCAGTCACTCATTAAGGCTAACATGAATCGTACAAGTCTCCAGCAacacacCAAGTTGGCGATGCCTCACCTCTCCCACAGACGGGAAAGTGCAGGCACACGATCAGGGTACACGATTACTGCTAACAACCTCACGCACAGTGGTTTacacacacacacacacacacacacacacacacGAGCTCCAACTTTGCACAGTATGTCA

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 1 1 18 9 162 tctcACActctctctcacacactctctCACActctctctctctctctcTCTCACACTCTCTCTCACACAC CTCCACTCAAACTGGCCACA 9 25 3 22 164 20 59,118 60,179 38,200 41,700 3,060,534 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 9 194 tctcACActctctctcacacactctctCACActctctctctctctctcTCTCACACTCTCTCTCACACAC TGTCACCCTTTCTATGGTCACA 9 55 3 22 196 22 59,118 59,024 38,200 35,800 5,857,698 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 7 160 tcACActctctctcacacactctctCACActctctctctctctctca TCACACTCTCTCTCACACACTC CTCCACTCAAACTGGCCACA 7 25 5 22 164 20 59,118 60,179 35,100 41,700 3,060,534 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 7 192 tcACActctctctcacacactctctCACActctctctctctctctca TCACACTCTCTCTCACACACTC TGTCACCCTTTCTATGGTCACA 7 55 5 22 196 22 59,118 59,024 35,100 35,800 5,857,698 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 7 194 tcACActctctctcacacactctctCACActctctctctctctctca TCACACTCTCTCTCACACACTC TGTGTCACCCTTTCTATGGTCA 7 57 5 22 198 22 59,118 59,024 35,100 40,200 5,857,698 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 3 137 cACActctctctcacacactctctCACActctctctctctctctcac CACACTCTCTCTCACACACTCT AACAAAGCAAACTCGTCCGC 6 3 6 22 142 20 59,116 59,971 32,400 55,400 2,912,914 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 3 138 tcACActctctctcacacactctctCACActctctctctctctctca TCACACTCTCTCTCACACACTC AACAAAGCAAACTCGTCCGC 7 3 5 22 142 20 59,118 59,971 35,100 55,400 2,910,415 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 3 139 ctcACActctctctcacacactctctCACActctctctctctctctc CTCACACTCTCTCTCACACACT AACAAAGCAAACTCGTCCGC 8 3 4 22 142 20 59,116 59,971 35,500 55,400 2,912,914 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:12246:57723 1 34 86 16 1.5 AG CTCTCTCTCTCTCTCTCACACACTCTCTCTCTCTCTCT NA 0 0 18 3 140 tctcACActctctctcacacactctctCACActctctctctctctctcTCTCACACTCTCTCTCACACAC AACAAAGCAAACTCGTCCGC 9 3 3 22 142 20 59,118 59,971 38,200 55,400 2,910,415 F 204 tctctcACActctctctcacacactctctCACActctctctctctctctcacacactctctctctctctctctctCCctctctctctctctctctctctctctctctctcacacacacaTACGCGGACGAGTTTGCTTTGTTGCTGTGGCCAGTTTGAGTGGAGGTGGATGTCATGTGACCATAGAAAGGGTGACACATTCATG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 1 1 3 14 200 CCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCCAATGCTGCAACAGGATG ACGTGAGCTCGGGAGGATAT 104 14 7 20 206 20 59,825 60,179 35,100 16,300 0.353832 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 3 3 99 ACCTCAAGGGACAACACCACTAActctctctctcacacac ACCTCAAGGGACAACACCAC ACGTGAGCTCGGGAGGATAT 3 14 108 20 206 20 59,817 60,179 41,600 16,300 0.361762 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 4 52 238 CCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCCAATGCTGCAACAGGATG ATGTTTGTGTGGTGAGCGGA 104 52 7 20 244 20 59,825 60,179 35,100 55,400 0.353877 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 4 14 201 ACCCAATGCTGCAACAGGATGAATGATCTCATCAG ACCCAATGCTGCAACAGGAT ACGTGAGCTCGGGAGGATAT 105 14 6 20 206 20 60,252 60,179 32,400 16,300 0.430909 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 4 13 199 CCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCCAATGCTGCAACAGGATG CGTGAGCTCGGGAGGATATG 104 13 7 20 205 20 59,825 59,758 35,100 17,800 0.417131 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 4 4 100 CACCTCAAGGGACAACACCACTAActctctctctcacacaCACCTCAAGGGACAACACCA ACGTGAGCTCGGGAGGATAT 4 14 107 20 206 20 59,817 60,179 41,700 16,300 0.361523 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 4 4 138 CACCTCAAGGGACAACACCACTAActctctctctcacacaCACCTCAAGGGACAACACCA ATGTTTGTGTGGTGAGCGGA 4 52 107 20 244 20 59,817 60,179 41,700 55,400 0.361568 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 5 53 240 CCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCCAATGCTGCAACAGGATG AAATGTTTGTGTGGTGAGCGG 104 53 7 20 246 21 59,825 59,933 35,100 55,200 1,241,753 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 5 53 241 ACCCAATGCTGCAACAGGATGAATGATCTCATCAG ACCCAATGCTGCAACAGGAT AAATGTTTGTGTGGTGAGCGG 105 53 6 20 246 21 60,252 59,933 32,400 55,200 1,318,830 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 5 14 168 AGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCAGCTCCACTCTCCTCATCACT ACGTGAGCTCGGGAGGATAT 71 14 39 21 206 20 59,993 60,179 34,100 16,300 1,185,985 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 5 14 170 TCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCAGCTCCACTCTCCTCATCA ACGTGAGCTCGGGAGGATAT 73 14 37 21 206 20 59,994 60,179 30,700 16,300 1,185,387 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 6 53 240 ACCCAATGCTGCAACAGGATGAATGATCTCATCAG ACCCAATGCTGCAACAGGAT AATGTTTGTGTGGTGAGCGG 105 53 6 20 245 20 60,252 59,332 32,400 55,200 0.919915 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 6 5 101 ACACCTCAAGGGACAACACCACTAActctctctctcaca ACACCTCAAGGGACAACACC ACGTGAGCTCGGGAGGATAT 5 14 106 20 206 20 59,817 60,179 41,600 16,300 0.361762 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 6 5 140 ACACCTCAAGGGACAACACCACTAActctctctctcaca ACACCTCAAGGGACAACACC AATGTTTGTGTGGTGAGCGG 5 53 106 20 245 20 59,817 59,332 41,600 55,200 0.850768 F 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13017:28330 1 131 42 16 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 7 14 173 TCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAATCATCAGCTCCACTCTCCTCA ACGTGAGCTCGGGAGGATAT 76 14 34 21 206 20 59,994 60,179 38,600 16,300 1,185,387 B 253 CAGCCACCCAATGCTGCAACAGGATGAATGATCTCATCAGCTCCACTCTCCTCATCACTCTCAACTCGAACACTCTCAAACCCATcacacaTCCagagagATCTCACACCTCAAGGGACAACACCACTAActctctctctcacacacacacacacacacacacacacacacaTCTTCCTCAGGCTCATATCCTCCCGAGCTCACGTCCTCACCCTGTCCATGGCTCCGCTCACcacacaAACATTTCATGCAG

ST‐E00142:460:H2K7HCCXY:6:2202:14326:3630 1 41 54 16 1.5 AG TCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 18 7 114 TGCACTGtctctctcCctctctACTTCGCACTGtctctctcCc TGCACTGTCTCTCTCCCTCT GGCGCGAGAGAAAGAGACAG 13 7 8 20 121 20 59,592 60,800 36,900 35,100 1,207,828 F 139 TCTACTTTGCACTGtctctctcCctctctACTTCGCACTGtctctctcCctctctctctctctctctctctctctctctctGtctctctctctcCCTCGCACTGTCTCTTtctctcGCGCCCTCTTGCTCGCACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14326:3630 1 41 54 16 1.5 AG TCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 6 113 TGCACTGtctctctcCctctctACTTCGCACTGtctctctcCc TGCACTGTCTCTCTCCCTCT GCGCGAGAGAAAGAGACAGT 13 6 8 20 120 20 59,592 60,110 36,900 35,500 0.517033 F 139 TCTACTTTGCACTGtctctctcCctctctACTTCGCACTGtctctctcCctctctctctctctctctctctctctctctctGtctctctctctcCCTCGCACTGTCTCTTtctctcGCGCCCTCTTGCTCGCACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:14326:3630 1 41 54 16 1.5 AG TCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐14 112 GCACTGtctctctcCctctctACTTCGCACTGtctctctcCct GCACTGTCTCTCTCCCTCTC GCGCGAGAGAAAGAGACAGT ‐14 6 35 20 120 20 58,897 60,110 32,000 35,500 1,212,483 F 139 TCTACTTTGCACTGtctctctcCctctctACTTCGCACTGtctctctcCctctctctctctctctctctctctctctctctGtctctctctctcCCTCGCACTGTCTCTTtctctcGCGCCCTCTTGCTCGCACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 37 163 TGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtg TGTTGCAAGGCAGTTTCCAC TGGATTTACCCAAACAGGCA 37 46 62 20 224 20 59,541 57,315 40,200 47,500 3,144,594 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 36 162 GTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGGTTGCAAGGCAGTTTCCACA TGGATTTACCCAAACAGGCA 36 46 63 20 224 20 59,541 57,315 41,700 47,500 3,144,594 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 34 160 TGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGA TGCAAGGCAGTTTCCACATG TGGATTTACCCAAACAGGCA 34 46 65 20 224 20 59,325 57,315 32,100 47,500 3,360,189 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 129 GTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGGTTGCAAGGCAGTTTCCACA AAACAAAGACACGCAGGCAG 36 13 63 20 191 20 59,541 59,618 41,700 48,500 0.841290 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 144 CGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATG CGTGCATGTGTGAATGTTGC AAACAAAGACACGCAGGCAG 51 13 48 20 191 20 58,945 59,618 41,700 48,500 1,436,375 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 126 TGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGA TGCAAGGCAGTTTCCACATG AACAAAGACACGCAGGCAGA 34 12 65 20 190 20 59,325 60,464 32,100 42,600 1,138,737 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 128 GTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGGTTGCAAGGCAGTTTCCACA AACAAAGACACGCAGGCAGA 36 12 63 20 190 20 59,541 60,464 41,700 42,600 0.923142 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 129 TGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtg TGTTGCAAGGCAGTTTCCAC AACAAAGACACGCAGGCAGA 37 12 62 20 190 20 59,541 60,464 40,200 42,600 0.923142 B 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 14 130 GTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGGTTGCAAGGCAGTTTCCACA GAAACAAAGACACGCAGGCA 36 14 63 20 192 20 59,541 59,620 41,700 47,500 0.839867 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 14 131 TGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtg TGTTGCAAGGCAGTTTCCAC GAAACAAAGACACGCAGGCA 37 14 62 20 192 20 59,541 59,620 40,200 47,500 0.839867 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 14 145 CGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATG CGTGCATGTGTGAATGTTGC GAAACAAAGACACGCAGGCA 51 14 48 20 192 20 58,945 59,620 41,700 47,500 1,434,952 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 119 40 16 1.5 AC TGTGTGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 14 146 GCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACAT GCGTGCATGTGTGAATGTTG GAAACAAAGACACGCAGGCA 52 14 47 20 192 20 58,945 59,620 33,300 47,500 1,434,952 F 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 1 8 0 190 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC AACAAAGACACGCAGGCAGA 0 12 1 22 190 20 57,708 60,464 36,800 42,600 4,755,981 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 0 8 0 191 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC AAACAAAGACACGCAGGCAG 0 13 1 22 191 20 57,708 59,618 36,800 48,500 4,674,129 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 0 10 0 187 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC AAAGACACGCAGGCAGACAG 0 9 1 22 187 20 57,708 60,882 36,800 35,100 5,174,369 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 0 10 0 192 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC GAAACAAAGACACGCAGGCA 0 14 1 22 192 20 57,708 59,620 36,800 47,500 4,672,706 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 0 12 0 179 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC GCAGGCAGACAGAAACACAA 0 1 1 22 179 20 57,708 58,976 36,800 33,300 5,316,599 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16863:68219 1 23 136 16 2 AC GTGTGTGTGTGTGTACGTGTGTGTGCGTGCATGTG NA 0 0 12 0 184 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgGATTGCACGTGTGTTTATTTGC GACACGCAGGCAGACAGAAA 0 6 1 22 184 20 57,708 60,880 36,800 25,200 5,172,605 G 226 GATTGCACgtgtgtTTATTTGCgtgtgtgtgtgtgtACgtgtgtgtGCGTGCAtgtgtgAATGTTGCAAGGCAGTTTCCACATGATTGTTTGAgtgtgtGAATGTCTGTGTATCTGTTtgtgtgAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTTTCTGTCTGCCTGCGTGTCTTTGTTtctgtctgtctgTATGCCTGTTTGGGTAAATCCAAT

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 81 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 1 98 AGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgAGCGAGAATATATGTGTGTGAGC CGGAAACACACCCACACAGA 1 22 57 23 154 20 58,698 60,463 42,600 34,100 4,765,392 F 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 81 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 97 GCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgt GCGAGAATATATGTGTGTGAGCA CGGAAACACACCCACACAGA 0 22 58 23 154 20 58,949 60,463 42,600 34,100 4,514,175 F 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 81 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 98 AGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgAGCGAGAATATATGTGTGTGAGCA CGGAAACACACCCACACAGA 0 22 57 24 154 20 60,202 60,463 42,600 34,100 4,665,089 F 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 1 9 1 139 agattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgAGATTGTTTGTTTGTGAGAGAAAGA CCACACAGATGTACTCTTTCTCA 1 8 5 25 143 23 57,370 57,861 25,200 32,700 12,769,678 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 0 9 1 139 agattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgAGATTGTTTGTTTGTGAGAGAAAGA CCACACAGATGTACTCTTTCTCAT 1 7 5 25 143 24 57,370 58,272 25,200 29,000 13,358,714 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 0 10 0 139 agattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgAGATTGTTTGTTTGTGAGAGAAAGAA CCACACAGATGTACTCTTTCTCA 0 8 5 26 143 23 57,945 57,861 25,200 32,700 13,194,714 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 0 12 6 154 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgt TGAGAGATTGTTTGTTTGTGAGAG CGGAAACACACCCACACAGA 6 22 1 24 154 20 57,391 60,463 32,000 34,100 7,072,175 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 0 12 5 154 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgt TGAGAGATTGTTTGTTTGTGAGAGA CGGAAACACACCCACACAGA 5 22 1 25 154 20 58,652 60,463 31,000 34,100 6,811,435 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19360:72262 1 31 82 16 2 AC TGTGTGTGTTTGTGTGTGTGTGTGAAAGCGAGAAT NA 0 0 12 5 155 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgt TGAGAGATTGTTTGTTTGTGAGAGA ACGGAAACACACCCACACAG 5 23 1 25 155 20 58,652 60,747 31,000 36,600 7,095,061 G 170 TgagagattgtttgtttgtgagagaAAGAAtgtgtgtgTTtgtgtgtgtgtgtgAAAGCGAGAatatatgtgtgtGAGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCATGTATGAGAAAGAGTACATCtgtgtgGgtgtgtTTCCGTgagagagagaATGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 5 26 190 ATTCTGTGCAATTGGGCTGCCCTCAATACCACCATC ATTCTGTGCAATTGGGCTGC GAACTGTTAACCATTCTTTATGCCA 87 26 10 20 199 25 59,752 58,080 52,500 49,200 7,168,009 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 10 155 GCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttt GCTGCCCTCAATACCACCAT TGCCATTGATAATGAGGGCCA 72 10 25 20 179 21 60,107 59,783 35,500 53,600 1,323,955 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 10 160 ATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGATTGGGCTGCCCTCAATACC TGCCATTGATAATGAGGGCCA 77 10 20 20 179 21 60,106 59,783 27,300 53,600 1,323,450 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 10 170 ATTCTGTGCAATTGGGCTGCCCTCAATACCACCATC ATTCTGTGCAATTGGGCTGC TGCCATTGATAATGAGGGCCA 87 10 10 20 179 21 59,752 59,783 52,500 53,600 1,465,724 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 27 192 ATTCTGTGCAATTGGGCTGCCCTCAATACCACCATC ATTCTGTGCAATTGGGCTGC CAGAACTGTTAACCATTCTTTATGCC 87 27 10 20 201 26 59,752 58,970 52,500 44,000 7,277,852 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19380:35696 1 117 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 26 191 ATTCTGTGCAATTGGGCTGCCCTCAATACCACCATC ATTCTGTGCAATTGGGCTGC AGAACTGTTAACCATTCTTTATGCCA 87 26 10 20 200 26 59,752 59,281 52,500 49,200 6,967,659 F 268 AGTACTTTAATTCTGTGCAATTGGGCTGCCCTCAATACCACCATCATCCTTTTGTGCtttttttCAAATTTGACAAATGATGaataataatAAAAGCCATGAGTGGACTGTTCATGacacacacacacacacacacacacacacacacaaaaaaCACTTGGCCCTCATTATCAATGGCATAAAGAATGGTTAACAGTTCTGATTTCTGTTCATATTCAAAATTCTTTTAAGCTTATTTACTGTTTTCTACACCTTGCCAATATGTTAT

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 1 1 13 10 193 tctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAt TCTCTCTGTCGGTCTGTAGCT CAGAGTGACAGAGCGATCGA 64 10 10 21 202 20 59,720 59,270 33,200 35,900 2,009,248 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 0 0 13 8 191 tctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAt TCTCTCTGTCGGTCTGTAGCT GAGTGACAGAGCGATCGAGA 64 8 10 21 200 20 59,720 58,989 33,200 40,400 2,290,139 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 0 0 13 7 191 tctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAt TCTCTCTGTCGGTCTGTAGCT GAGTGACAGAGCGATCGAGAG 64 7 10 21 200 21 59,720 60,004 33,200 32,000 2,283,531 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 0 0 15 10 149 tctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTT TCTCGGTCAGTCTGTCTCTCT CAGAGTGACAGAGCGATCGA 20 10 54 21 202 20 59,374 59,270 31,000 35,900 2,356,011 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 0 0 15 10 151 tctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTCTCTCGGTCAGTCTGTCTCT CAGAGTGACAGAGCGATCGA 22 10 52 21 202 20 59,374 59,270 31,000 35,900 2,356,011 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:19816:2768 1 95 78 16 3 AG TCTCTCTCTCTTTTGGTCATCTCTCTCTCTCTCTCTCT NA 0 0 17 10 147 tcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtTCGGTCAGTCTGTCTCTCTCT CAGAGTGACAGAGCGATCGA 18 10 56 21 202 20 59,374 59,270 31,000 35,900 2,356,011 G 232 TGGTCTTtctctctcTGTCGGTCTGTAGCTTtctctctcGTtctctctcTAtctctcGGTCAGTCTGtctctctcTTTTCTCTGTTCGGCGTTGtctctctctcTTTTGGTCAtctctctctctctctctctctctctctctctcCCTCTGTCAATCGGTCAtctctctctcAATAtctctctcGATCGCTCTGTCACTCTGtctctctctctctctcCCTCAGTCGGTCAG

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 1 1 15 2 110 TGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtg TGAGTAGCCTCACTGCCTCT CCTTGACACACATACACACCC 14 2 87 20 196 21 59,960 58,849 36,900 46,100 2,191,554 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 112 TCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGT TCTGAGTAGCCTCACTGCCT CCTTGACACACATACACACCC 16 2 85 20 196 21 59,960 58,849 47,500 46,100 2,191,554 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 113 GTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGGTCTGAGTAGCCTCACTGCC CCTTGACACACATACACACCC 17 2 84 20 196 21 59,825 58,849 48,500 46,100 2,325,819 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 156 ACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGACCTCCAGCTATCAGCACAAC CCTTGACACACATACACACCC 59 2 41 21 196 21 60,066 58,849 33,200 46,100 3,217,056 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 177 GCATCTGTCCCGATCTCAGATACCTCCAGCTATCAG GCATCTGTCCCGATCTCAGA CCTTGACACACATACACACCC 81 2 20 20 196 21 58,964 58,849 32,700 46,100 3,187,125 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 178 TGCATCTGTCCCGATCTCAGATACCTCCAGCTATCA TGCATCTGTCCCGATCTCAG CCTTGACACACATACACACCC 82 2 19 20 196 21 59,251 58,849 33,500 46,100 2,900,251 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 195 CCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCA CCTCCCAACCTCAGAAATGCA CCTTGACACACATACACACCC 98 2 2 21 196 21 60,272 58,849 39,600 46,100 3,423,294 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 195 CCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCA CCTCCCAACCTCAGAAATGC CCTTGACACACATACACACCC 99 2 2 20 196 21 58,532 58,849 35,600 46,100 3,619,122 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:22536:37788 1 121 53 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 15 2 196 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCACCCTCCCAACCTCAGAAATGC CCTTGACACACATACACACCC 99 2 1 21 196 21 60,957 58,849 35,600 46,100 4,108,315 G 269 CCCTCCCAACCTCAGAAATGCATCTGTCCCGATCTCAGATACCTCCAGCTATCAGCACAACTTAGCATGTTGGAGGGCAGTTAGTCTGAGTAGCCTCACTGCCTCTTTGAACCAGAGCGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTGGAgtgtgtgtgtTGGGgtgtgtAtgtgtgTCAAGGgtgtgtgtgtgtgtTGGgtgtgtgtgtgtGAgtgtgtgtgtgtgtCAGGGTGTGCGTGAgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 20 132 GGAGTGATAGAGAATGGACACGGAGATATAGAGA GGAGTGATAGAGAATGGACACGG CGAACCCGTTGACATGAGTG 20 37 26 23 157 20 60,244 59,210 49,400 35,100 4,033,776 B 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 38 157 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG CGAACCCGTTGACATGAGT 48 38 1 20 157 19 58,102 57,789 46,100 34,100 5,108,417 B 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 37 157 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG CGAACCCGTTGACATGAGTG 48 37 1 20 157 20 58,102 59,210 46,100 35,100 2,687,767 B 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 36 156 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG GAACCCGTTGACATGAGTGC 48 36 1 20 156 20 58,102 59,483 46,100 44,000 2,414,876 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 35 155 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG AACCCGTTGACATGAGTGCA 48 35 1 20 155 20 58,102 60,179 46,100 45,700 2,076,591 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 32 152 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG CCGTTGACATGAGTGCACAC 48 32 1 20 152 20 58,102 59,764 46,100 38,200 2,133,225 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 14 134 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG ACAAGAGGTGAAAGCAGGGC 48 14 1 20 134 20 58,102 60,538 46,100 51,900 2,435,847 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 13 133 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG CAAGAGGTGAAAGCAGGGCT 48 13 1 20 133 20 58,102 60,251 46,100 51,900 2,148,637 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 12 131 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG AGAGGTGAAAGCAGGGCTG 48 12 1 20 131 19 58,102 59,622 46,100 48,500 3,275,554 A 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 12 132 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG AAGAGGTGAAAGCAGGGCTG 48 12 1 20 132 20 58,102 60,251 46,100 48,500 2,148,637 F 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 118 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG GGGCTGCGGAGGGAAATT 48 0 1 20 118 18 58,102 60,044 46,100 18,200 3,941,512 A 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23246:34693 1 69 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 119 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATA GGTCACTGAAGGAAAGTGGG AGGGCTGCGGAGGGAAATT 48 0 1 20 119 19 58,102 61,616 46,100 18,200 4,514,018 A 174 GGTCACTGAAGGAAAGTGGGGTTAAGGAGTGATAGAGAATGGACACGGAGATATAGAGAAGCAGATATacacacacacacacacacacacacacacacacAATTTCCCTCCGCAGCCCTGCTTTCACCTCTtgtgtgCACTCATGTCAACGGGTTCGTcccccATGTTCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 1 8 10 161 tCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtg TCTTCTTGAAGGTGGGTGCG CGCTCATACTCACGCTCACA 10 54 72 20 232 20 60,250 60,179 53,400 35,800 0.429458 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 0 8 10 162 tCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtg TCTTCTTGAAGGTGGGTGCG ACGCTCATACTCACGCTCAC 10 55 72 20 233 20 60,250 60,179 53,400 35,100 0.429456 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 0 8 9 161 CTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgt CTTCTTGAAGGTGGGTGCGT ACGCTCATACTCACGCTCAC 9 55 73 20 233 20 60,535 60,179 52,400 35,100 0.714263 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 0 11 4 112 TTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtTTCTTGAAGGTGGGTGCGTG ACACACAAATACCTTCAAACAGG 8 4 74 20 185 23 60,818 57,486 53,400 40,000 6,331,909 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 0 11 4 113 CTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgt CTTCTTGAAGGTGGGTGCGT ACACACAAATACCTTCAAACAGG 9 4 73 20 185 23 60,535 57,486 52,400 40,000 6,049,377 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 102 57 16 1.5 AC GTGTGTGTGTGTGCGTGTGTGTGTTTGTGTGTGTGTNA 0 0 11 4 114 tCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtg TCTTCTTGAAGGTGGGTGCG ACACACAAATACCTTCAAACAGG 10 4 72 20 185 23 60,250 57,486 53,400 40,000 5,764,569 F 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 1 8 30 230 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG CGCTCATACTCACGCTCACA 30 54 3 19 232 20 60,010 60,179 30,200 35,800 1,188,838 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 8 30 231 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG ACGCTCATACTCACGCTCAC 30 55 3 19 233 20 60,010 60,179 30,200 35,100 1,188,836 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 8 27 229 GCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGGCACGCACCTGTTTGAGGAT ACGCTCATACTCACGCTCAC 27 55 5 20 233 20 61,237 60,179 32,400 35,100 1,416,445 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 11 32 240 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtAGTGTGCACGCACCTGTTTG CAGATAAACGCTCATACTCACGC 32 59 1 19 240 23 60,586 59,819 29,300 53,400 4,766,626 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 11 31 240 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtAGTGTGCACGCACCTGTTTGA CAGATAAACGCTCATACTCACGC 31 59 1 20 240 23 61,988 59,819 26,900 53,400 5,168,288 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 11 4 178 CGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTT CGCACCTGTTTGAGGATAACG ACACACAAATACCTTCAAACAGG 23 4 8 21 185 23 59,606 57,486 31,800 40,000 6,907,813 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 11 4 181 GCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGGCACGCACCTGTTTGAGGAT ACACACAAATACCTTCAAACAGG 27 4 5 20 185 23 61,237 57,486 32,400 40,000 6,751,559 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 11 4 183 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG ACACACAAATACCTTCAAACAGG 30 4 3 19 185 23 60,010 57,486 30,200 40,000 6,523,949 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23409:48968 1 52 107 16 2 AC TGTGTGTGTGTTAGTGTTTTTCTTCTTGAAGGTGGG NA 0 0 12 30 240 GTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCGTGCACGCACCTGTTTGAG AACAGATAAACGCTCATACTCACG 30 60 3 19 242 24 60,010 59,201 30,200 43,500 5,808,582 G 243 GTGTGCACGCACCTGTTTGAGGATAACGGAgtgtgtATCTGCTTGAGGGGCtgtgtgtgtgTTAGTGtttttCTTCTTGAAGGTGGGTGCGTGGAGTGATCgtgtgtgtgtgtGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACCTGTTTGAAGGTATTtgtgtgTATATTTCTGTATTTCTTTTAgggggTTTGTGAGCGTGAGTATGAGCGTTTATCTGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 6 53 227 TGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacaTGCGAGTTTAAACTGCAGAAGG AGTGGGAGATTTGCAAGACCA 53 99 30 22 256 21 59,452 59,575 34,600 40,200 3,973,123 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 42 169 TGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacaTGCGAGTTTAAACTGCAGAAGG TGCTGATAGTCCATGGTGCC 53 42 30 22 198 20 59,452 59,819 34,600 50,100 2,729,171 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 58 232 ACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATT ACCTTTGCGAGTTTAAACTGCA AGTGGGAGATTTGCAAGACCA 58 99 25 22 256 21 59,314 59,575 44,100 40,200 4,110,962 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 58 240 ACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATT ACCTTTGCGAGTTTAAACTGCA TGTGGTAGAGTGGGAGATTTGC 58 106 25 22 264 22 59,314 60,027 44,100 36,800 4,713,089 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 52 226 GCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacac GCGAGTTTAAACTGCAGAAGGT AGTGGGAGATTTGCAAGACCA 52 99 31 22 256 21 59,452 59,575 35,000 40,200 3,973,546 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 42 168 GCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacac GCGAGTTTAAACTGCAGAAGGT TGCTGATAGTCCATGGTGCC 52 42 31 22 198 20 59,452 59,819 35,000 50,100 2,729,594 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 42 174 ACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATT ACCTTTGCGAGTTTAAACTGCA TGCTGATAGTCCATGGTGCC 58 42 25 22 198 20 59,314 59,819 44,100 50,100 2,867,010 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 116 acacacTGTCACATATTCGGTTacacacacacacacacacaACACACTGTCACATATTCGGTT TGCTGATAGTCCATGGTGCC 0 42 83 22 198 20 57,997 59,819 44,400 50,100 4,184,020 F 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 58 240 AACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTAT AACCTTTGCGAGTTTAAACTGCA GTGGTAGAGTGGGAGATTTGCA 58 105 24 23 263 22 59,870 60,027 44,100 40,800 5,156,830 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 58 241 AACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTAT AACCTTTGCGAGTTTAAACTGCA TGTGGTAGAGTGGGAGATTTGC 58 106 24 23 264 22 59,870 60,027 44,100 36,800 5,156,830 B 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 1 115 acacacTGTCACATATTCGGTTacacacacacacacacacaACACACTGTCACATATTCGGT GCTGATAGTCCATGGTGCCT 1 41 83 21 197 20 57,322 59,528 46,900 47,500 4,149,673 F 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:23460:60589 1 105 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 1 116 acacacTGTCACATATTCGGTTacacacacacacacacacaACACACTGTCACATATTCGGT TGCTGATAGTCCATGGTGCC 1 42 83 21 198 20 57,322 59,819 46,900 50,100 3,859,170 F 268 TCCAGTTAAATAATTCTGCAGCAAACCTTTGCGAGTTTAAACTGCAGAAGGTTATTTATTCTcacacaCTTACCCTAAATTAacacacTGTCACATATTCGGTTacacacacacacacacacacacacacacacacAGATTGGATACAGATAAAGAACTCAAAAGTGGGCATCCATGAGGCACCATGGACTATCAGCAACAGCATAATTGTATTCAATCAAAATCAGTAACCTCATGGTCTTGCAAATCTCCCACTCTACCACAACTA

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 1 1 13 28 149 TCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAA TCCTTCCAAACCTGCAACCT TGTGTGTGAGTGTGAGCTTGA 34 28 90 20 238 21 59,444 59,793 35,000 30,200 1,762,618 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 28 229 ACAGTCAATCCCTGCACCACCGATGCACAGTGGCA ACAGTCAATCCCTGCACCAC TGTGTGTGAGTGTGAGCTTGA 114 28 10 20 238 21 60,251 59,793 41,600 30,200 1,457,751 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 28 230 CACAGTCAATCCCTGCACCACCGATGCACAGTGGCACACAGTCAATCCCTGCACCA TGTGTGTGAGTGTGAGCTTGA 115 28 9 20 238 21 60,251 59,793 41,700 30,200 1,457,707 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 28 233 GACCACAGTCAATCCCTGCACCACCGATGCACAGTGGACCACAGTCAATCCCTGCA TGTGTGTGAGTGTGAGCTTGA 118 28 6 20 238 21 59,963 59,793 44,100 30,200 1,243,582 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 25 140 ACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCA ACCTGCAACCTCTACCTGGA TGTGTGTGAGTGTGAGCTTGA 25 28 99 20 238 21 60,179 59,793 38,600 30,200 1,385,753 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 12 127 ACCTGGAAGAACAAGGGCAGCAGATCCACACTcac ACCTGGAAGAACAAGGGCAG TGTGTGTGAGTGTGAGCTTGA 12 28 112 20 238 21 59,889 59,793 48,500 30,200 1,318,103 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 8 123 GGAAGAACAAGGGCAGCAGATCCACACTcacacaca GGAAGAACAAGGGCAGCAGA TGTGTGTGAGTGTGAGCTTGA 8 28 116 20 238 21 60,251 59,793 42,600 30,200 1,457,751 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 13 5 120 AGAACAAGGGCAGCAGATCCACACTcacacacacaTAAGAACAAGGGCAGCAGATCC TGTGTGTGAGTGTGAGCTTGA 5 28 119 20 238 21 60,035 59,793 33,600 30,200 1,241,520 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:25824:36170 1 144 46 16 2 AC CACACACACATACTCACACACACACACACACACACANA 0 0 14 25 140 ACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCA ACCTGCAACCTCTACCTGGA TGTGTGTGAGTGTGAGCTTG 25 29 99 20 238 20 60,179 58,345 38,600 40,100 1,834,387 G 240 TTCTTGACCACAGTCAATCCCTGCACCACCGATGCACAGTGGCAGTCATGTGTACCCTCTACAAGATGCACTGCAGCATTTCTCAATCCTCCTTCCAAACCTGCAACCTCTACCTGGAAGAACAAGGGCAGCAGATCCACACTcacacacacaTACTcacacacacacacacacacacacacacacacaTACTCACATTCAAacacacacTcacacaTCAAGCTCACACTcacacacaAT

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 14 6 101 ACCTGAAACTGGGCAGAAGGCAGACTCTCACTATc ACCTGAAACTGGGCAGAAGG GGGTAGTGCAAGGGACTGAG 23 6 90 20 190 20 59,889 59,749 34,600 33,500 0.361767 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 122 GGTGGTGCGAATGAGTGAGAAACCTGAAACTGGG GGTGGTGCGAATGAGTGAGA GGGTAGTGCAAGGGACTGAG 44 6 69 20 190 20 60,037 59,749 32,700 33,500 0.287839 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 123 tGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGTGGTGGTGCGAATGAGTGAG GGGTAGTGCAAGGGACTGAG 45 6 68 20 190 20 60,321 59,749 35,100 33,500 0.571196 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 156 CTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGT CTGTGAGTGGGTGCATGTGT GGGTAGTGCAAGGGACTGAG 78 6 35 20 190 20 60,536 59,749 37,200 33,500 0.786293 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 157 ACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGACTGTGAGTGGGTGCATGTG GGGTAGTGCAAGGGACTGAG 79 6 34 20 190 20 60,536 59,749 32,100 33,500 0.786293 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 158 CACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtG CACTGTGAGTGGGTGCATGT GGGTAGTGCAAGGGACTGAG 80 6 33 20 190 20 60,536 59,749 32,100 33,500 0.786293 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 190 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTAGTCTTAGGGTGCTCACTCA GGGTAGTGCAAGGGACTGAG 112 6 1 20 190 20 57,689 59,749 34,100 33,500 2,561,292 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 190 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTAGTCTTAGGGTGCTCACTCAC GGGTAGTGCAAGGGACTGAG 111 6 1 21 190 20 59,104 59,749 35,100 33,500 2,146,978 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 190 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTAGTCTTAGGGTGCTCACTCACT GGGTAGTGCAAGGGACTGAG 110 6 1 22 190 20 60,492 59,749 34,100 33,500 2,742,338 F 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 1 11 11 138 GCAGAAGGCAGACTCTCACTATccccccccccacacaca GCAGAAGGCAGACTCTCACT GAGTGACCGTGTGTGAGGG 11 16 102 20 239 19 59,392 60,006 34,100 43,000 1,613,722 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 11 11 139 GCAGAAGGCAGACTCTCACTATccccccccccacacaca GCAGAAGGCAGACTCTCACT TGAGTGACCGTGTGTGAGG 11 17 102 20 240 19 59,392 59,260 34,100 38,600 2,347,287 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 12 17 173 GGTGGTGCGAATGAGTGAGAAACCTGAAACTGGG GGTGGTGCGAATGAGTGAGA CTGAGTGACCGTGTGTGAGG 44 17 69 20 241 20 60,037 60,319 32,700 38,600 0.356366 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 12 17 207 CTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGT CTGTGAGTGGGTGCATGTGT CTGAGTGACCGTGTGTGAGG 78 17 35 20 241 20 60,536 60,319 37,200 38,600 0.854820 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 12 17 208 ACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGACTGTGAGTGGGTGCATGTG CTGAGTGACCGTGTGTGAGG 79 17 34 20 241 20 60,536 60,319 32,100 38,600 0.854820 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 12 11 139 GCAGAAGGCAGACTCTCACTATccccccccccacacaca GCAGAAGGCAGACTCTCACT TGAGTGACCGTGTGTGAGGG 11 16 102 20 240 20 59,392 61,744 34,100 43,000 2,351,941 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 14 19 175 GGTGGTGCGAATGAGTGAGAAACCTGAAACTGGG GGTGGTGCGAATGAGTGAGA GACTGAGTGACCGTGTGTGA 44 19 69 20 243 20 60,037 59,616 32,700 35,800 0.421634 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 24 180 GGTGGTGCGAATGAGTGAGAAACCTGAAACTGGG GGTGGTGCGAATGAGTGAGA CAAGGGACTGAGTGACCGTG 44 24 69 20 248 20 60,037 60,320 32,700 49,400 0.357225 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 24 193 TCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTCTGTTGGTGTGTGGTGGTG CAAGGGACTGAGTGACCGTG 57 24 56 20 248 20 60,394 60,320 41,700 49,400 0.713573 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 24 241 GGGTGCTCACTCACTTccccccACCCACTGTGAGTGG GGGTGCTCACTCACTTCCC CAAGGGACTGAGTGACCGTG 106 24 8 19 248 20 60,003 60,320 39,700 49,400 1,323,133 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 24 243 TAGGGTGCTCACTCACTTccccccACCCACTGTGAGT TAGGGTGCTCACTCACTTCC CAAGGGACTGAGTGACCGTG 107 24 6 20 248 20 58,733 60,320 34,600 49,400 1,587,021 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27823:3841 1 133 72 16 2 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 23 240 GGGTGCTCACTCACTTccccccACCCACTGTGAGTGG GGGTGCTCACTCACTTCCC AAGGGACTGAGTGACCGTGT 106 23 8 19 247 20 60,003 60,759 39,700 44,900 1,762,670 G 250 AGTCTTAGGGTGCTCACTCACTTccccccACCCACTGTGAGTGGGTGCATGTGTATCTGTTGgtgtgtGGTGGTGCGAATGAGTGAGAAACCTGAAACTGGGCAGAAGGCAGACTCTCACTATccccccccccacacacacacacacacacacacacacacacaCTCTCACTCAGTCCCTTGCACTACCCCTCCcacacacacaGCCCCTCACACTAAcccccTcacacaCGGTCACTCAGTCCCTTGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 1 1 3 17 194 ACTTCAAATTCTATTATGTTCCCTTCATATCTGGATC ACTTCAAATTCTATTATGTTCCCTTCA GCAACGTCATCAATATGTGACAGA 17 94 35 27 228 24 57,246 59,670 30,200 34,100 14,083,475 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 3 17 195 ACTTCAAATTCTATTATGTTCCCTTCATATCTGGATC ACTTCAAATTCTATTATGTTCCCTTCA AGCAACGTCATCAATATGTGACA 17 96 35 27 229 23 57,246 58,747 30,200 35,800 14,006,552 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 3 17 195 ACTTCAAATTCTATTATGTTCCCTTCATATCTGGATC ACTTCAAATTCTATTATGTTCCCTTCA AGCAACGTCATCAATATGTGACAG 17 95 35 27 229 24 57,246 59,669 30,200 35,100 14,084,568 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 8 5 104 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT ACCTCGATTATACACATGCATACA 5 19 50 24 153 24 57,285 57,903 24,500 22,900 12,812,023 A 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 8 5 179 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT GCAACGTCATCAATATGTGACAGA 5 94 50 24 228 24 57,285 59,670 24,500 34,100 11,045,150 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 8 5 180 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT AGCAACGTCATCAATATGTGACA 5 96 50 24 229 23 57,285 58,747 24,500 35,800 10,968,228 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 8 5 180 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT AGCAACGTCATCAATATGTGACAG 5 95 50 24 229 24 57,285 59,669 24,500 35,100 11,046,244 F 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 9 5 104 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT ACCTCGATTATACACATGCATACAA 5 18 50 24 153 25 57,285 58,479 24,500 24,100 13,236,512 A 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:27884:12138 1 79 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 10 5 108 ATGTTCCCTTCATATCTGGATCATATGTAatatatatat ATGTTCCCTTCATATCTGGATCAT TGATACCTCGATTATACACATGCA 5 23 50 24 157 24 57,285 57,660 24,500 39,600 13,054,937 A 230 GTTTTGTTCCTTGTTTGGTTTCTAAAATTAAATTACTTCAAATTCTATTATGTTCCCTTCATATCTGGATCATATGTAatatatatatatatatatatatatatatatatAACAACTTGATATCTGGATTGTATGCATGTGTATAATCGAGGTATCAAATTGtttttCTTTTATGCAAGTCTCCTTCATAATAGCAGATAGTATTCTGTCACATATTGATGACGTTGCTT

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 84 253 CAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGCAGTGTACTGAGCGGCATGA CCACGATGTCTCATTAAGCTCC 95 84 19 20 271 22 60,109 58,873 30,700 47,000 3,235,492 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 83 253 CAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGCAGTGTACTGAGCGGCATGA CCACGATGTCTCATTAAGCTCCT 95 83 19 20 271 23 60,109 60,181 30,700 36,900 3,290,133 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 41 208 CAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGCAGTGTACTGAGCGGCATGA TTGAATATTGGCGCGACGTG 95 41 19 20 226 20 60,109 59,628 30,700 44,900 0.480651 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 41 209 ACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATACAGTGTACTGAGCGGCATG TTGAATATTGGCGCGACGTG 96 41 18 20 226 20 60,390 59,628 40,600 44,900 0.762329 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 21 187 CAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGCAGTGTACTGAGCGGCATGA GGGTGAAAGAGGTGCCAGG 95 21 19 20 205 19 60,109 60,304 30,700 44,500 1,412,305 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 90 TTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgTTTGCGTGACCACAAGGATT GAAAGAGGTGCCAGGCCAG 2 17 112 20 201 19 58,314 60,677 30,100 48,500 3,363,322 A 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 86 256 CAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGCAGTGTACTGAGCGGCATGA ACACCACGATGTCTCATTAAGCT 95 86 19 20 274 23 60,109 60,056 30,700 37,400 3,164,481 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 90 TTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgTTTGCGTGACCACAAGGATTC GAAAGAGGTGCCAGGCCAG 1 17 112 21 201 19 59,393 60,677 25,200 48,500 3,283,635 A 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 186 GCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACGCAGCCGATATGCACACAAA TTTGAATATTGGCGCGACGT 72 42 42 20 227 20 59,549 58,920 28,300 43,400 1,531,681 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 41 185 GCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACGCAGCCGATATGCACACAAA TTGAATATTGGCGCGACGTG 72 41 42 20 226 20 59,549 59,628 28,300 44,900 0.823372 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 41 210 CACAGTGTACTGAGCGGCATGAAGCGCAGCCGATACACAGTGTACTGAGCGGCAT TTGAATATTGGCGCGACGTG 97 41 17 20 226 20 60,390 59,628 44,000 44,900 0.762329 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 90 TTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgt TTGCGTGACCACAAGGATTC TGAAAGAGGTGCCAGGCCAG 1 17 113 20 202 20 58,765 62,416 25,200 48,500 3,650,928 A 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 113 TGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtg TGCGTGACCACAAGGATTCA TTGAATATTGGCGCGACGTG 0 41 114 20 226 20 59,892 59,628 25,700 44,900 0.479632 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 114 TGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtg TGCGTGACCACAAGGATTCA TTTGAATATTGGCGCGACGT 0 42 114 20 227 20 59,892 58,920 25,700 43,400 1,187,941 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:30685:60589 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 0 114 TGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtg TGCGTGACCACAAGGATTCA TTTGAATATTGGCGCGACGTG 0 41 114 20 227 21 59,892 60,202 25,700 44,900 1,309,619 F 283 GGAGACAGCTTTTACGCACAGTGTACTGAGCGGCATGAAGCGCAGCCGATATGcacacaaaaaaCAAAAGaaaaaCAACCTCACCTGTTATTACTGTAAATATGTAATACTTTTGCGTGACCACAAGGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTTGTGCGCACGCATGCTGGCCTGGCACCTCTTTCAcccccACGTCGCGCCAATATTCAAATTGGGATCCAGTGATTTGAATAGGAGCTTAATGAGACATCGTGGTGTATAATAATG

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 44 16 1.5 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 1 6 0 99 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG GCGCATAACTCACTGTCCCT 0 15 17 20 115 20 58,129 60,108 35,100 42,000 1,979,218 B 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 44 16 1.5 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 100 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG AGCGCATAACTCACTGTCCC 0 16 17 20 116 20 58,129 60,108 35,100 44,600 1,979,218 B 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 44 16 1.5 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 114 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG CCTCTATCTGATGCAGCGCA 0 30 17 20 130 20 58,129 59,967 35,100 60,900 1,904,170 B 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 1 3 3 190 ACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtg ACTGTAGTTGCAGAAAGACGGT GTAGAAAGTCATGGCATACTGGC 3 35 12 22 201 23 59,897 59,438 48,300 48,500 5,664,314 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 3 188 ACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtg ACTGTAGTTGCAGAAAGACGGT AGAAAGTCATGGCATACTGGC 3 35 12 22 199 21 59,897 58,352 48,300 48,500 4,750,647 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 1 186 TGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagaTGTAGTTGCAGAAAGACGGTGA AGAAAGTCATGGCATACTGGC 1 35 14 22 199 21 59,898 58,352 40,200 48,500 4,749,809 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 183 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG AGAAAGTCATGGCATACTGGC 0 35 17 20 199 21 58,129 58,352 35,100 48,500 4,519,139 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 192 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG CCATTGTGTAGAAAGTCATGGCA 0 42 17 20 208 23 58,129 59,242 35,100 49,200 5,629,103 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2202:3569:10345 1 37 107 16 2 AG GTGTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 193 AGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagag AGTTGCAGAAAGACGGTGAG ACCATTGTGTAGAAAGTCATGGC 0 43 17 20 209 23 58,129 59,241 35,100 44,000 5,629,634 D 239 TTAACACATTCACTGTAGTTGCAGAAAGACGGTGAGgtgtgtgtgtgtgagagagagagagagagagagagagagagagaCGGACAGACAAACAGAGGGACAGTGAGTTATGCGCTGCATCAGATAGAGGGCTgagagagagaTTGGTGATTGGCACCTTCATCTTAGTAATGAAATGGCCAGTATGCCATGACTTTCTACACAATGGTACAGAATAGAAAATGTGACCAATAtttttt

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 10 105 ATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgt ATGTGTTTCACTTGTGCTTGTGT TGCACAGACATCTGAACCCA 10 20 5 23 109 20 59,807 59,236 37,200 45,100 3,957,538 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 10 104 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT TGCACAGACATCTGAACCCAA 10 19 6 22 109 21 59,444 59,857 37,200 41,200 3,698,857 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 10 104 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT TGCACAGACATCTGAACCCA 10 20 6 22 109 20 59,444 59,236 37,200 45,100 3,320,460 B 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 2 97 CACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtg CACTTGTGCTTGTGTATGTGTGT TGCACAGACATCTGAACCCA 2 20 13 23 109 20 59,935 59,236 37,200 45,100 3,829,504 F 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 1 9 0 170 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTG GCACAGAATGAAGCTGAAGCC 11 0 6 21 175 21 57,785 60,135 33,300 43,500 4,350,157 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 9 0 171 ATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgt ATGTGTTTCACTTGTGCTTGTGT GCACAGAATGAAGCTGAAGCC 10 0 5 23 175 21 59,807 60,135 37,200 43,500 4,328,727 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 10 10 224 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT CGCATCAACCAATAAGGAGCG 10 54 6 22 229 21 59,444 60,004 37,200 50,300 3,559,734 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 10 10 227 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT AGGCGCATCAACCAATAAGGA 10 57 6 22 232 21 59,444 60,065 37,200 33,600 3,620,948 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 10 10 228 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT CAGGCGCATCAACCAATAAGG 10 58 6 22 233 21 59,444 59,934 37,200 26,900 3,622,191 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 10 0 170 TGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgt TGTGTTTCACTTGTGCTTGTGT GCACAGAATGAAGCTGAAGCC 10 0 6 22 175 21 59,444 60,135 37,200 43,500 3,691,649 D 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 117 16 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 13 0 163 CACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtg CACTTGTGCTTGTGTATGTGTGT GCACAGAATGAAGCTGAAGCC 2 0 13 23 175 21 59,935 60,135 37,200 43,500 4,200,693 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 161 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 1 11 3 237 TCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgt TCACTTGTGCTTGTGTATGTGTG TCAAACATGCATGCACAGGC 3 30 12 23 248 20 59,688 60,038 38,200 48,500 3,350,213 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 161 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 13 2 236 CACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtg CACTTGTGCTTGTGTATGTGTGT TCAAACATGCATGCACAGGC 2 30 13 23 248 20 59,935 60,038 37,200 48,500 3,103,300 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10906:58954 1 38 161 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTCANA 0 0 14 2 235 ACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgt ACTTGTGCTTGTGTATGTGTGT TCAAACATGCATGCACAGGC 2 30 14 22 248 20 58,721 60,038 37,200 48,500 3,316,641 G 284 ATGAATGTGTTTCACTTGTGCTTGTGTAtgtgtgTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCATGTATACGTGAATTGTTGGGTTCAGATGTCTGTGCAtgtgtgtgtgTTTAtgtgtgTTTGTCtgtgtgCgtgtgtgtgtgtGGCTTCAGCTTCATTCTGTGCTtgtgtgtgtgtgtgTTtgtgtgCAGCTGTGTACGCTCCTTATTGGTTGATGCGCCTGTGCATGCATGTTTGAGTGCATATGCGTCCCTGTATGCATGTGGGTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 1 1 9 3 118 AGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCAGTCTCCATCTGTCCCTCACT ACTGAAAGGCCGAGAAAGAGG 3 14 11 21 128 21 59,639 59,997 34,100 36,900 2,363,396 B 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 9 2 117 GTCTCCATCTGTCCCTCACTGTActctctctctctctctCCcGTCTCCATCTGTCCCTCACTG ACTGAAAGGCCGAGAAAGAGG 2 14 12 21 128 21 59,520 59,997 36,600 36,900 2,482,681 B 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 10 5 115 tcAGTCTCCATCTGTCCCTCACTGTActctctctctctctct TCAGTCTCCATCTGTCCCTCA AAGGCCGAGAAAGAGGGAGA 5 10 9 21 123 20 59,641 60,252 38,600 37,100 1,611,415 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 11 1 111 TCTCCATCTGTCCCTCACTGTActctctctctctctctCCct TCTCCATCTGTCCCTCACTGT AAGGCCGAGAAAGAGGGAGA 1 10 13 21 123 20 59,922 60,252 35,500 37,100 1,330,112 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 11 1 114 TCTCCATCTGTCCCTCACTGTActctctctctctctctCCct TCTCCATCTGTCCCTCACTGT TGAAAGGCCGAGAAAGAGGG 1 13 13 21 126 20 59,922 59,675 35,500 43,000 1,402,771 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 11 1 116 TCTCCATCTGTCCCTCACTGTActctctctctctctctCCct TCTCCATCTGTCCCTCACTGT ACTGAAAGGCCGAGAAAGAGG 1 14 13 21 128 21 59,922 59,997 35,500 36,900 2,080,372 B 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 12 14 140 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctct TCCGTCTCTCAGTCTCCATC TGGTTGCAAGAGACTGAAAGG 14 26 1 20 140 21 57,954 58,424 35,100 31,100 4,621,093 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 13 13 140 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctct TCCGTCTCTCAGTCTCCATCT TGGTTGCAAGAGACTGAAAGG 13 26 1 21 140 21 59,438 58,424 29,000 31,100 4,137,539 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:15270:34764 1 35 59 16 1.5 AG CTCTCTCTCTCTCTCTCCCTCTCTCTGTCTCTCTCTCTCNA 0 0 13 13 141 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctct TCCGTCTCTCAGTCTCCATCT ATGGTTGCAAGAGACTGAAAGG 13 26 1 21 141 22 59,438 58,848 29,000 31,100 4,714,349 F 172 TCCGtctctcAGTCTCCATCTGTCCCTCACTGTActctctctctctctctCCctctctctGtctctctctctctctctctctctctctctctcCATCCTTAtctctcCCTCTTTCTCGGCCTTTCAGTCTCTTGCAACCATtctctctctcTGTCTCTTTTACTCTCCGTCT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 1 1 8 6 137 CATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCATTTCATATTGTTCTTCCGACCA CGCGCACACACGTATGTATG 19 6 57 24 193 20 57,565 60,044 40,200 23,900 6,479,676 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 8 6 138 TCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCATTTCATATTGTTCTTCCGACCA CGCGCACACACGTATGTATG 19 6 56 25 193 20 58,823 60,044 40,200 23,900 6,221,142 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 8 6 139 CTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCATTTCATATTGTTCTTCCGACCA CGCGCACACACGTATGTATG 19 6 55 26 193 20 59,684 60,044 40,200 23,900 6,360,386 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 8 6 166 gctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATGCTGCTGCACACCCTTTAGA CGCGCACACACGTATGTATG 52 6 28 20 193 20 60,606 60,044 21,000 23,900 0.650647 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 8 6 179 CCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCAAGGTACCTCTGCTGCTG CGCGCACACACGTATGTATG 65 6 15 20 193 20 60,392 60,044 44,100 23,900 0.436439 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 8 6 181 CACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGCACCAAGGTACCTCTGCTGC CGCGCACACACGTATGTATG 67 6 13 20 193 20 60,675 60,044 52,500 23,900 0.719141 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 13 19 191 CCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCAAGGTACCTCTGCTGCTG CACATACACACACGCGCAC 65 19 15 20 205 19 60,392 60,155 44,100 53,400 1,546,865 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 13 19 193 CACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGCACCAAGGTACCTCTGCTGC CACATACACACACGCGCAC 67 19 13 20 205 19 60,675 60,155 52,500 53,400 1,829,567 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:16640:44591 1 100 68 16 2 AT TGTGTGTGTGTGTGTATGTATGTATATATATATATA NA 0 0 13 17 191 CACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGCACCAAGGTACCTCTGCTGC CATACACACACGCGCACAC 67 17 13 20 203 19 60,675 60,155 52,500 38,200 1,829,567 G 255 TATGCACATAAACACCAAGGTACCTctgctgctgCACACCCTTTAGAATTGTCCCTCATTTCATATTGTTCTTCCGACCAAAATGAATCACCTCTTTTAtgtgtgtgtgtgtgTATGTATGtatatatatatatatatatatatatatatatacacacacacacacaTATACACATACATACgtgtgtGCGCgtgtgtgtATGTGtatatatatatatacacacacaCgtgtgtgtATATGTATGAGCACATATT

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 25 169 TGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAAT TGGCCTGGAGTGTTTGTCTG AGGATGGTGACCAGAGAGCA 72 25 28 20 196 20 60,179 60,252 35,100 42,600 0.431442 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 103 cccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctcCCCTAAGCATGGTGGCCATT AGGATGGTGACCAGAGAGCA 6 25 94 20 196 20 60,398 60,252 31,600 42,600 0.649956 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 104 cccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctcCCCTAAGCATGGTGGCCATT GAGGATGGTGACCAGAGAGC 6 26 94 20 197 20 60,398 59,536 31,600 40,900 0.861154 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 64 207 GGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGGCCTGGAGTGTTTGTCTGA TTACTCCCAGTGCCACATGC 71 64 29 20 235 20 59,891 60,322 32,700 40,600 0.431041 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 25 168 GGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGGCCTGGAGTGTTTGTCTGA AGGATGGTGACCAGAGAGCA 71 25 29 20 196 20 59,891 60,252 32,700 42,600 0.361006 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 25 170 GTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAAGTGGCCTGGAGTGTTTGTCT AGGATGGTGACCAGAGAGCA 73 25 27 20 196 20 60,179 60,252 34,100 42,600 0.431439 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 99 AAGCATGGTGGCCATTCTCCCTtctctctctctctctctctc AAGCATGGTGGCCATTCTCC AGGATGGTGACCAGAGAGCA 2 25 98 20 196 20 60,685 60,252 37,100 42,600 0.937879 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 138 AAGCATGGTGGCCATTCTCCCTtctctctctctctctctctc AAGCATGGTGGCCATTCTCC TTACTCCCAGTGCCACATGC 2 64 98 20 235 20 60,685 60,322 37,100 40,600 1,007,914 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 143 AAGCATGGTGGCCATTCTCCCTtctctctctctctctctctc AAGCATGGTGGCCATTCTCC CCAGATTACTCCCAGTGCCA 2 69 98 20 240 20 60,685 59,088 37,100 49,200 1,597,227 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 144 AAGCATGGTGGCCATTCTCCCTtctctctctctctctctctc AAGCATGGTGGCCATTCTCC TCCAGATTACTCCCAGTGCC 2 70 98 20 241 20 60,685 58,796 37,100 50,100 1,889,603 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA
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ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 145 AAGCATGGTGGCCATTCTCCCTtctctctctctctctctctc AAGCATGGTGGCCATTCTCC CTCCAGATTACTCCCAGTGCC 2 70 98 20 242 21 60,685 59,860 37,100 50,100 1,825,310 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 70 241 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGG CCAGGACTCCCAGCAAGTC TCCAGATTACTCCCAGTGCC 100 70 1 19 241 20 59,702 58,796 30,100 50,100 2,502,160 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 70 242 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGG CCAGGACTCCCAGCAAGTC CTCCAGATTACTCCCAGTGCC 100 70 1 19 242 21 59,702 59,860 30,100 50,100 2,437,867 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 69 240 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGG CCAGGACTCCCAGCAAGTC CCAGATTACTCCCAGTGCCA 100 69 1 19 240 20 59,702 59,088 30,100 49,200 2,209,784 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 64 231 GACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTG GACTCCCAGCAAGTCCTGAC TTACTCCCAGTGCCACATGC 95 64 5 20 235 20 60,037 60,322 35,100 40,600 0.359314 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 25 192 GACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTG GACTCCCAGCAAGTCCTGAC AGGATGGTGACCAGAGAGCA 95 25 5 20 196 20 60,037 60,252 35,100 42,600 0.289280 F 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 2 137 AGCATGGTGGCCATTCTCCCTtctctctctctctctctctctcAGCATGGTGGCCATTCTCC TTACTCCCAGTGCCACATGC 2 64 99 19 235 20 60,076 60,322 37,100 40,600 1,398,941 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:31943:14178 1 120 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 2 139 TAAGCATGGTGGCCATTCTCCCTtctctctctctctctctct TAAGCATGGTGGCCATTCTCC TTACTCCCAGTGCCACATGC 2 64 97 21 235 20 60,410 60,322 37,100 40,600 1,732,539 B 290 CCAGGACTCCCAGCAAGTCCTGACCTGTGGCCTGGAGTGTTTGTCTGAGCCAGAGACAGAATGGTCTCAGCATCCTCATAATGATCATTCTcccccTAAGCATGGTGGCCATTCTCCCTtctctctctctctctctctctctctctctctcGACTAGGTGACTATTTtctctctcTTGctctctGGTCACCATCCTCCTATTCCTATATTCACTTGCATGTGGCACTGGGAGTAATCTGGAGATTACTACTTTTGAGATCTTGCTTGCCAATTTTCTATCCAGCTCGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 44 16 1.5 AC CACACACGCGCGCACACACACACACACACACACAC NA 1 1 10 2 107 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG GCTATCTTCCTCGATCTCTGTT 19 2 1 20 107 22 58,800 57,153 26,200 31,600 6,046,395 F 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 44 16 1.5 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 1 107 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG GCTATCTTCCTCGATCTCTGTTT 19 1 1 20 107 23 58,800 57,805 26,200 28,300 6,394,617 F 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 44 16 1.5 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 11 2 107 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAGA GCTATCTTCCTCGATCTCTGTT 18 2 1 21 107 22 60,273 57,153 25,200 31,600 6,120,103 F 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 1 10 19 184 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG TGGCCTCTTCCTCCTTCCTT 19 21 1 20 184 20 58,800 60,179 26,200 33,600 1,378,477 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 19 185 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG TTGGCCTCTTCCTCCTTCCT 19 22 1 20 185 20 58,800 60,179 26,200 33,600 1,378,477 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 19 224 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG AGACACATCTCCGACCCAGT 19 61 1 20 224 20 58,800 60,252 26,200 40,000 1,451,447 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 19 225 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG CAGACACATCTCCGACCCAG 19 62 1 20 225 20 58,800 59,826 26,200 44,500 1,374,005 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 19 247 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG TCGCCTGTCTTTCCCAGTTT 19 84 1 20 247 20 58,800 59,528 26,200 26,600 1,672,086 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 10 19 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAG TTCGCCTGTCTTTCCCAGTT 19 85 1 20 248 20 58,800 59,528 26,200 31,600 1,672,086 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 11 18 184 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAGA TGGCCTCTTCCTCCTTCCTT 18 21 1 21 184 20 60,273 60,179 25,200 33,600 1,452,186 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 11 18 225 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAGA CAGACACATCTCCGACCCAG 18 62 1 21 225 20 60,273 59,826 25,200 44,500 1,447,713 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:7273:61380 1 40 104 16 3 AC CACACACGCGCGCACACACACACACACACACACAC NA 0 0 11 18 247 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGGAGGGAGAGGGTGAGAAAGA TCGCCTGTCTTTCCCAGTTT 18 84 1 21 247 20 60,273 59,528 25,200 26,600 1,745,795 G 248 GGAGGGAGAGGGTGAGAAagagagagAAAGAGACAGAAGcacacacgcgcgcacacacacacacacacacacacacacacacaGAAACAGAGATCGAGGAAGATAGCgagagagagagagaAAGAAAGAGTGGgagagagagaAAGAGCagagagAagagagGTAAGGAAGGAGGAAGAGGCCAAAATAAAGACCTTTCAGAGAACTGGGTCGGAGATGTGTCTGGTAAACTGGGAAAGACAGGCGAA

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 1 1 2 7 158 CTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatat CTGCTCGTTGACTGTAGGCT AGATGAGATACAGGTCAACCATCA 7 43 15 20 172 24 59,755 59,035 45,800 30,700 5,209,890 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 2 6 139 TGCTCGTTGACTGTAGGCTGTTTGTAatatatatatata TGCTCGTTGACTGTAGGCTG CCATCATTAAACTCTATCAGTTACCAT 6 22 16 20 154 27 60,038 57,215 48,500 35,500 9,822,782 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 2 6 157 TGCTCGTTGACTGTAGGCTGTTTGTAatatatatatata TGCTCGTTGACTGTAGGCTG AGATGAGATACAGGTCAACCATCA 6 43 16 20 172 24 60,038 59,035 48,500 30,700 5,003,148 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 2 5 138 GCTCGTTGACTGTAGGCTGTTTGTAatatatatatatataGCTCGTTGACTGTAGGCTGT CCATCATTAAACTCTATCAGTTACCAT 5 22 17 20 154 27 60,038 57,215 44,000 35,500 9,822,690 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 2 5 139 GCTCGTTGACTGTAGGCTGTTTGTAatatatatatatataGCTCGTTGACTGTAGGCTGT ACCATCATTAAACTCTATCAGTTACCA 5 23 17 20 155 27 60,038 58,232 44,000 32,500 8,806,556 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 2 5 156 GCTCGTTGACTGTAGGCTGTTTGTAatatatatatatataGCTCGTTGACTGTAGGCTGT AGATGAGATACAGGTCAACCATCA 5 43 17 20 172 24 60,038 59,035 44,000 30,700 5,003,056 D 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 16 243 TGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTTGTTCCTTAACCTGCTCGTTGA TCAGAATTTCAAGACTGAGATGGA 16 117 4 22 246 24 59,897 57,635 31,800 34,100 8,468,000 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 14 240 TCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAat TCCTTAACCTGCTCGTTGACT TCAGAATTTCAAGACTGAGATGGA 14 117 7 21 246 24 59,032 57,635 34,100 34,100 8,333,061 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 13 240 TCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAat TCCTTAACCTGCTCGTTGACTG TCAGAATTTCAAGACTGAGATGGA 13 117 7 22 246 24 60,289 57,635 35,100 34,100 8,653,393 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 7 232 CTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatat CTGCTCGTTGACTGTAGGCT TCAGAATTTCAAGACTGAGATGGA 7 117 15 20 246 24 59,755 57,635 45,800 34,100 6,609,562 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 6 231 TGCTCGTTGACTGTAGGCTGTTTGTAatatatatatata TGCTCGTTGACTGTAGGCTG TCAGAATTTCAAGACTGAGATGGA 6 117 16 20 246 24 60,038 57,635 48,500 34,100 6,402,819 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9313:33023 1 42 64 16 2 AT ATATATATATATATATATATATATATATATATACATA NA 0 0 4 5 230 GCTCGTTGACTGTAGGCTGTTTGTAatatatatatatataGCTCGTTGACTGTAGGCTGT TCAGAATTTCAAGACTGAGATGGA 5 117 17 20 246 24 60,038 57,635 44,000 34,100 6,402,727 G 260 GAATGTTCCTTAACCTGCTCGTTGACTGTAGGCTGTTTGTAatatatatatatatatatatatatatatatatACATacacacacATTtatataCatatatatatCTTTATATTTTGGATCAAAACAATGGTAACTGATAGAGTTTAATGATGGTTGACCTGTATCTCATCTACTCTTCTTTTATCTATTATCTCTTAATATCCTTACTCAACaaaaaTCTATCCATCTCAGTCTTGAAATTCTGAATTGATTCATTATC

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 1 1 10 28 165 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatata GTGTAAGTGTGTGCGTCTGC GGCACAGGCACACAGTTATA 28 40 9 20 173 20 59,768 57,892 42,600 0.9800 2,340,253 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 12 15 130 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAAG TCCCTCTCACACAGAAACACAA 15 15 21 21 150 22 59,675 59,496 26,200 33,300 3,828,501 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 12 15 142 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatata GTGTAAGTGTGTGCGTCTGC TCCCTCTCACACAGAAACACAA 28 15 9 20 150 22 59,768 59,496 42,600 33,300 2,736,068 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 13 16 130 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAA TCCCTCTCACACAGAAACACA 16 16 21 20 150 21 58,644 58,885 25,200 37,200 3,471,398 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 13 16 142 gtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatata GTGTAAGTGTGTGCGTCTGC TCCCTCTCACACAGAAACACA 28 16 9 20 150 21 59,768 58,885 42,600 37,200 2,347,730 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 13 15 130 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAAG TCCCTCTCACACAGAAACACA 15 16 21 21 150 21 59,675 58,885 26,200 37,200 3,440,162 G 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 13 1 117 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAAG GAAACACAAACATTCTCCCTCAT 15 1 21 21 137 23 59,675 57,288 26,200 29,000 7,036,887 D 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 13 1 117 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAA GAAACACAAACATTCTCCCTCAT 16 1 21 20 137 23 58,644 57,288 25,200 29,000 7,068,123 D 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:9861:54366 1 57 57 16 2 AC GTGTGTGTGTATTTGAATGTGTGTGTGTGTGTGTGTNA 0 0 14 0 117 GCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAg GCGTCTGCGTCCATAAGAAAG GAAACACAAACATTCTCCCTCATA 15 0 21 21 137 24 59,675 57,182 26,200 21,500 8,142,501 D 210 GTGAGAgtgtgtAAgtgtgtGCGTCTGCGTCCATAAGAAAGAatatatCTACGTGAgtgtgtgtgtATTTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTATGAGGGAGAATGTTTGTGTTTCtgtgtgAGAGGGAAGATATAACtgtgtgCCTGTGCCtgtgtgtgtgagagagAAtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2204:12002:20524 1 56 41 16 1.5 AC ACACACACTCACACACACACACACACACACACACACNA 1 1 10 3 91 CATTTGTTCACGGCATCAGCATTTGTAacacacacTca CATTTGTTCACGGCATCAGCA ATGTGTATGTGTGCACGCGT 6 3 29 21 119 20 60,068 60,949 44,100 60,100 2,017,025 F 200 GGGACTGTGATATACTTGAACTAATTAACATTTGTTCACGGCATCAGCATTTGTAacacacacTcacacacacacacacacacacacacacacacaCGGACGCGTGcacacaTACACATACATGcacacacacacacacacacacacacaCGTGGAcgcgcgCATGcacacacacaCGGATGTTcgcgcgcgcacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:12002:20524 1 56 41 16 1.5 AC ACACACACTCACACACACACACACACACACACACACNA 0 0 10 3 92 ACATTTGTTCACGGCATCAGCATTTGTAacacacacTc ACATTTGTTCACGGCATCAGC ATGTGTATGTGTGCACGCGT 7 3 28 21 119 20 60,068 60,949 42,600 60,100 2,016,956 F 200 GGGACTGTGATATACTTGAACTAATTAACATTTGTTCACGGCATCAGCATTTGTAacacacacTcacacacacacacacacacacacacacacacaCGGACGCGTGcacacaTACACATACATGcacacacacacacacacacacacacaCGTGGAcgcgcgCATGcacacacacaCGGATGTTcgcgcgcgcacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:12002:20524 1 56 41 16 1.5 AC ACACACACTCACACACACACACACACACACACACACNA 0 0 12 4 93 ACATTTGTTCACGGCATCAGCATTTGTAacacacacTc ACATTTGTTCACGGCATCAGC TATGTGTATGTGTGCACGCG 7 4 28 21 120 20 60,068 59,004 42,600 60,100 2,064,061 F 200 GGGACTGTGATATACTTGAACTAATTAACATTTGTTCACGGCATCAGCATTTGTAacacacacTcacacacacacacacacacacacacacacacaCGGACGCGTGcacacaTACACATACATGcacacacacacacacacacacacacaCGTGGAcgcgcgCATGcacacacacaCGGATGTTcgcgcgcgcacacaca

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 19 25 140 TTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtg TTTGTGTGTTGTTCTGAGTGTGT TCAACCCAGAAATACCTACACTCA 28 25 18 23 157 24 59,182 59,158 37,200 34,100 8,660,022 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 24 140 TTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtg TTTGTGTGTTGTTCTGAGTGTGT TCAACCCAGAAATACCTACACTCAG 28 24 18 23 157 25 59,182 60,047 37,200 33,500 8,864,801 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 4 91 ttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgt TTCTGAGTGAGGGTGTGTCT CAGAACAACACACAAACATCCCA 4 4 45 20 135 23 57,912 59,870 34,100 43,700 5,218,269 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 3 90 tCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtg TCTGAGTGAGGGTGTGTCTT CAGAACAACACACAAACATCCCA 3 4 46 20 135 23 57,912 59,870 30,100 43,700 5,218,269 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 23 25 142 TGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgTGTTTGTGTGTTGTTCTGAGTGT TCAACCCAGAAATACCTACACTCA 30 25 16 23 157 24 59,182 59,158 35,500 34,100 8,660,022 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 40 16 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 23 3 157 tCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtg TCTGAGTGAGGGTGTGTCTT ACCTACACTCAGAACAACACACA 3 13 46 20 144 23 57,912 59,803 30,100 37,200 5,285,005 F 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 18 2 144 tCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtg TCTGAGTGAGGGTGTGTCTTT ACAACACACAAACATCCCGA 2 2 46 21 189 20 58,601 57,954 25,200 51,400 4,444,149 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 2 144 tCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtg TCTGAGTGAGGGTGTGTCTT ACAACACACAAACATCCCGA 3 2 46 20 189 20 57,912 57,954 30,100 51,400 4,133,666 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 2 145 ttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgt TTCTGAGTGAGGGTGTGTCT ACAACACACAAACATCCCGA 4 2 45 20 189 20 57,912 57,954 34,100 51,400 4,133,666 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 23 ‐46 191 GGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGGGAATGTTTGTGTGTTGTTCTGA ACCTACACTCAGAACAACACACA 34 ‐46 12 23 144 23 58,007 59,803 32,700 37,200 8,189,588 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 23 ‐46 192 tGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTTGGAATGTTTGTGTGTTGTTCTGA ACCTACACTCAGAACAACACACA 34 ‐46 11 24 144 23 59,539 59,803 32,700 37,200 7,657,632 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12499:36012 1 69 99 16 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 23 ‐46 192 tGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTTGGAATGTTTGTGTGTTGTTCTG ACCTACACTCAGAACAACACACA 35 ‐46 11 23 144 23 58,258 59,803 30,200 37,200 7,939,317 G 204 TGTGtttttttGGAATGTTtgtgtgTTGTTCTGAgtgtgtttttttCTGAGTGAGGgtgtgtCTTTTCtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTATTTCTGGGTTGAgtgtgtgtgtTTTCGGGATGTTtgtgtgTTGTTCTGAGTGTAGGTTT

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 11 37 174 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC GCAGACCAAGAAAGAGAGACA 37 63 19 21 192 21 60,000 57,607 38,500 34,100 4,393,371 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 37 174 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC GCAGACCAAGAAAGAGAGACAA 37 62 19 21 192 22 60,000 58,267 38,500 31,800 4,733,620 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 37 174 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC GCAGACCAAGAAAGAGAGACAAA 37 61 19 21 192 23 60,000 58,870 38,500 28,300 5,130,400 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 8 125 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC AGAGAGAGAAAGATAGATAAATGGTGA 37 8 19 21 143 27 60,000 57,346 38,500 40,200 10,653,798 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 21 22 139 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC AGATAGAGAAAGAAAGAGAGAGAAAGA 37 22 19 21 157 27 60,000 57,246 38,500 25,200 10,753,957 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 21 18 135 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC AGAGAAAGAAAGAGAGAGAAAGATAGA 37 18 19 21 153 27 60,000 57,246 38,500 19,800 10,753,957 F 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 1 9 0 203 CGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctc CGCACTCTGTATCTCCATCCC AATAGGTGGAGCGAGACCG 37 0 19 21 221 19 60,000 58,884 38,500 47,900 3,116,665 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 0 9 0 204 TCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctct TCGCACTCTGTATCTCCATCC AATAGGTGGAGCGAGACCG 38 0 18 21 221 19 59,043 58,884 35,100 47,900 4,073,559 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 0 10 0 202 GCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcC GCACTCTGTATCTCCATCCCTC AATAGGTGGAGCGAGACCG 35 0 20 22 221 19 59,701 58,884 43,000 47,900 4,415,112 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 0 12 0 189 CCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCCCATCCCTCTCTTTCTTCATCTCT AATAGGTGGAGCGAGACCG 20 0 33 24 221 19 59,345 58,884 31,000 47,900 6,771,569 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 0 14 0 184 CctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctcCCTCTCTTTCTTCATCTCTCTCCC AATAGGTGGAGCGAGACCG 15 0 38 24 221 19 59,658 58,884 43,000 47,900 6,458,475 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:12845:60624 1 77 126 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCANA 0 0 14 0 185 CCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtc CCCTCTCTTTCTTCATCTCTCTCC AATAGGTGGAGCGAGACCG 16 0 37 24 221 19 59,658 58,884 37,100 47,900 6,458,475 G 256 CTGTCTCCCGATGCTTTTCGCACTCTGTATCTCCATCCctctctTTCTTCAtctctctcCCCTGTATCTCCCTCTAtctctctctctctctctctctctctctctctcTATCTCATTCACCATTTATCTATCTTtctctctcTTTCTTTCTCTATCTAAtttttAAAATTTTGtctctcTTTCTTGGTCTGCctctctctctCGGTCTCGCTCCACCTATTtctctctctctcTTCGCctctctctcttctctctc

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 1 1 11 23 189 cacAGATACGcacacacaCTTATacacacacATACACAG CACAGATACGCACACACACTT CCCATCACCAAACATCAGCA 23 73 16 21 204 20 58,865 58,452 31,600 44,100 3,683,220 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 24 189 cacAGATACGcacacacaCTTATacacacacATACACAG CACAGATACGCACACACACT CCCATCACCAAACATCAGCAA 24 72 16 20 204 21 58,217 59,106 35,500 39,100 3,677,750 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 12 24 189 cacAGATACGcacacacaCTTATacacacacATACACAG CACAGATACGCACACACACT CCCATCACCAAACATCAGCA 24 73 16 20 204 20 58,217 58,452 35,500 44,100 3,331,365 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 13 24 191 acacAGATACGcacacacaCTTATacacacacATACACAGACACAGATACGCACACACACT ACCCATCACCAAACATCAGCA 24 73 15 21 205 21 59,931 60,203 35,500 44,100 2,271,625 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 13 24 248 acacAGATACGcacacacaCTTATacacacacATACACAGACACAGATACGCACACACACT TGCTGCAGAGAGAGCAAGAC 24 131 15 21 262 20 59,931 60,038 35,500 30,100 1,106,099 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 13 0 121 acacAGATACGcacacacaCTTATacacacacATACACAGACACAGATACGCACACACACT AGAAATCATCTGTCCTGTTTGAGA 24 0 15 21 135 24 59,931 57,881 35,500 32,700 7,187,828 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 27 194 cacacacAGATACGcacacacaCTTATacacacacATACA CACACACAGATACGCACACAC ACCCATCACCAAACATCAGCA 27 73 12 21 205 21 59,808 60,203 38,200 44,100 2,395,350 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 27 251 cacacacAGATACGcacacacaCTTATacacacacATACA CACACACAGATACGCACACAC TGCTGCAGAGAGAGCAAGAC 27 131 12 21 262 20 59,808 60,038 38,200 30,100 1,229,824 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 25 192 cacacAGATACGcacacacaCTTATacacacacATACACACACACAGATACGCACACACAC ACCCATCACCAAACATCAGCA 25 73 14 21 205 21 59,808 60,203 38,200 44,100 2,395,350 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 25 249 cacacAGATACGcacacacaCTTATacacacacATACACACACACAGATACGCACACACAC TGCTGCAGAGAGAGCAAGAC 25 131 14 21 262 20 59,808 60,038 38,200 30,100 1,229,824 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 0 122 cacacAGATACGcacacacaCTTATacacacacATACACACACACAGATACGCACACACAC AGAAATCATCTGTCCTGTTTGAGA 25 0 14 21 135 24 59,808 57,881 38,200 32,700 7,311,552 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:16356:51307 1 60 52 16 1.5 AC CACACACACACACACACACACACACACACACAGTCANA 0 0 15 0 124 cacacacAGATACGcacacacaCTTATacacacacATACA CACACACAGATACGCACACAC AGAAATCATCTGTCCTGTTTGAGA 27 0 12 21 135 24 59,808 57,881 38,200 32,700 7,311,552 F 287 ACACCCAGTTacacacacAGATACGcacacacaCTTATacacacacATACACAGTTGTCcacacacacacacacacacacacacacacacaGTcacacacaGTcacacacaTCTCAAACAGGACAGATGATTTCTTTATGTGTCACTCTTCCAGTTTTCCTCCATAGATTCCTCTTTGTTCTTTTGCTGATGTTTGGTGATGGGTTTTGTTTCTGATAGTTTAGGTTTCACTTTTGTCCTTGGTCTTGctctctctGCAGCATTTACTGGTTGAATCTCTGTGCTTT

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 1 1 10 16 141 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC CTGTGCGCGTGTGTATCTGA 16 33 14 26 154 20 59,965 60,733 48,500 32,700 6,767,436 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 16 145 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC TTGACTGTGCGCGTGTGTAT 16 37 14 26 158 20 59,965 60,599 48,500 22,900 6,633,839 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 12 123 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC GAGTTTCTGTCAGTGTATCTGCA 16 12 14 26 136 23 59,965 58,440 48,500 44,100 10,595,026 D 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 12 124 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC TGAGTTTCTGTCAGTGTATCTGCA 16 12 14 26 137 24 59,965 59,961 48,500 44,100 10,074,022 D 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 9 119 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC TTCTGTCAGTGTATCTGCATGT 16 9 14 26 132 22 59,965 57,458 48,500 32,100 10,576,871 D 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 3 119 AACAGGCATTCACCcacacaAATacacacacacAAATac AACAGGCATTCACCCACACA TGCGCGTGTGTATCTGAGTT 3 30 33 20 151 20 60,106 60,039 37,200 30,100 0.144886 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 2 118 ACAGGCATTCACCcacacaAATacacacacacAAATaca ACAGGCATTCACCCACACAA TGCGCGTGTGTATCTGAGTT 2 30 34 20 151 20 60,106 60,039 33,300 30,100 0.144886 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 10 2 125 ACAGGCATTCACCcacacaAATacacacacacAAATaca ACAGGCATTCACCCACACAA TTGACTGTGCGCGTGTGTAT 2 37 34 20 158 20 60,106 60,599 33,300 22,900 0.705210 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:18243:20893 1 56 46 16 2 AC ACACACACACAAATACACACACACACACACACACACNA 0 0 12 16 140 GCACAAATACATAATGACAAACAGGCATTCACCcac GCACAAATACATAATGACAAACAGGC TGTGCGCGTGTGTATCTGAG 16 32 14 26 153 20 59,965 60,733 48,500 33,500 6,767,436 G 184 CATACGCAAAGATGCACAAATACATAATGACAAACAGGCATTCACCcacacaAATacacacacacAAATacacacacacacacacacacacacacacacacAACACGTATACATGCAGATACACTGACAGAAACTCAGATacacacGCGCACAGTCAAGCTGTAAAGCAGGGGTAACCAGTTAG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 1 1 8 15 140 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGTC TTATGTGTGTCCACCCTGCT 17 15 3 26 142 20 59,017 58,936 35,100 42,400 8,047,310 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 0 0 8 14 139 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGTC TATGTGTGTCCACCCTGCTG 17 14 3 26 141 20 59,017 59,675 35,100 44,100 7,307,920 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 0 0 9 15 140 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGT TTATGTGTGTCCACCCTGCT 18 15 3 25 142 20 58,117 58,936 44,000 42,400 7,946,659 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 0 0 9 14 139 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGTCT TATGTGTGTCCACCCTGCTG 16 14 3 27 141 20 60,148 59,675 34,100 44,100 7,472,373 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 0 0 9 14 139 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGT TATGTGTGTCCACCCTGCTG 18 14 3 25 141 20 58,117 59,675 44,000 44,100 7,207,270 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19512:14195 1 46 62 16 2 AT ATATATATATATATATATATATATATATATATGTATA NA 0 0 9 14 140 ACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAACACTATCTCTGTTATTCATGCTGT TTATGTGTGTCCACCCTGCTG 18 14 3 25 142 21 58,117 60,271 44,000 44,100 8,153,981 G 202 CTACACTATCTCTGTTATTCATGCTGTCtttttGGAAGTTAAAGCatatatatatatatatatatatatatatatatGTATATGTATACGTGTATAAatatatatatCTTGTTACAATAAACAGCAGGGTGGacacacATAATGTTGTTGGAGGGTAATCTTGAAGCTCTGGAGCAAAATGATTTTATTTTCATGTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 1 1 8 4 139 cGCTGTCAAACACTCATGCTATCACATaaaaaCACAC CGCTGTCAAACACTCATGCT GTGTGCCTCGGAGTGTGTTT 56 4 20 20 158 20 59,130 60,814 37,900 28,300 1,684,403 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 0 0 8 3 138 cGCTGTCAAACACTCATGCTATCACATaaaaaCACAC CGCTGTCAAACACTCATGCT TGTGCCTCGGAGTGTGTTTG 56 3 20 20 157 20 59,130 60,814 37,900 29,300 1,684,003 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 0 0 8 3 139 acGCTGTCAAACACTCATGCTATCACATaaaaaCACA ACGCTGTCAAACACTCATGC TGTGCCTCGGAGTGTGTTTG 57 3 19 20 157 20 59,412 60,814 40,600 29,300 1,401,862 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 0 0 12 14 156 acacacacGCTGTCAAACACTCATGCTATCACATaaaa ACACACACGCTGTCAAACAC TTGTGTGACTGTGTGCCTCG 63 14 13 20 168 20 59,554 60,810 33,200 46,300 1,255,858 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 0 0 12 4 146 acacacacGCTGTCAAACACTCATGCTATCACATaaaa ACACACACGCTGTCAAACAC GTGTGCCTCGGAGTGTGTTT 63 4 13 20 158 20 59,554 60,814 33,200 28,300 1,260,232 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:19928:56370 1 96 39 16 1.5 AC CACACATACACACACACACACACACACACACACACANA 0 0 12 3 145 acacacacGCTGTCAAACACTCATGCTATCACATaaaa ACACACACGCTGTCAAACAC TGTGCCTCGGAGTGTGTTTG 63 3 13 20 157 20 59,554 60,814 33,200 29,300 1,259,832 F 196 AGACATCTACATacacacacGCTGTCAAACACTCATGCTATCACATaaaaaCACACTATATCTcccccccTCGGtctctcTGTTTGTTAAACAGGcacacaTacacacacacacacacacacacacacacacacATGCAAacacacTCCGAGGcacacaGTcacacaaaaaaCACTTGctctctcacacacacaCT

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 4 0 200 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC ACCTTACCATCTATTTGTGCGTT 0 123 1 22 200 23 57,372 58,414 23,400 48,400 9,213,489 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 0 200 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC ACCTTACCATCTATTTGTGCGTTT 0 122 1 22 200 24 57,372 58,992 23,400 36,000 9,635,293 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 0 200 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC ACCTTACCATCTATTTGTGCGT 0 124 1 22 200 22 57,372 57,784 23,400 52,400 8,844,021 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 0 171 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC CCCTGTCCAACAAGTTTCAGG 0 96 1 22 171 21 57,372 59,044 23,400 38,600 6,584,088 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 0 128 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC TTTAATGCTGAATTTAGTTGTACAGC 0 48 1 22 128 26 57,372 57,036 23,400 44,000 13,592,031 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 0 171 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC CCCTGTCCAACAAGTTTCAGGA 0 95 1 22 171 22 57,372 60,423 23,400 38,600 7,050,414 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:22810:18819 1 23 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 0 172 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatATGCTGCACACATTGATCTAAC TCCCTGTCCAACAAGTTTCAGG 0 96 1 22 172 22 57,372 60,423 23,400 38,600 7,050,414 F 247 ATGCTGcacacaTTGATCTAACtatatatatatatatatatatatatatatataaaaaaaaaGTTAAATCTGGACAACTTGTTTTGGTAGAAGCACCATTTTGCTGTACAACTAAATTCAGCATTAAAACttttttttAAACCaaaaaaTCCTGAAACTTGTTGGACAGGGAAACAAAACGCACAAATAGATGGTAAGGTATGTGTAAGCTTATGGTAAAATGTGTTATACTGTATATGTATTGTTA

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 2 64 244 GGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGccGGCTCTGCTCCTACTGTTCA TAACACGCAGGTACACACGC 108 64 9 20 252 20 59,102 60,941 31,800 53,400 1,838,838 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 64 245 TGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCG TGGCTCTGCTCCTACTGTTC TAACACGCAGGTACACACGC 109 64 8 20 252 20 59,102 60,941 31,800 53,400 1,838,838 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 64 247 ACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTT ACTGGCTCTGCTCCTACTGT TAACACGCAGGTACACACGC 111 64 6 20 252 20 60,252 60,941 35,500 53,400 1,192,531 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 41 224 ACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTT ACTGGCTCTGCTCCTACTGT CGTCTCCCGCACTGATACAT 111 41 6 20 229 20 60,252 59,614 35,500 22,900 0.637764 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 2 117 ACTCTTGCTTGCTAACCTCTCAATtatatatatatatatat ACTCTTGCTTGCTAACCTCTCA CGTCTCCCGCACTGATACAT 2 41 113 22 229 20 59,365 59,614 32,700 22,900 3,020,691 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 37 220 ACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTT ACTGGCTCTGCTCCTACTGT TCCCGCACTGATACATCCAC 111 37 6 20 225 20 60,252 59,536 35,500 40,200 0.716048 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 2 113 ACTCTTGCTTGCTAACCTCTCAATtatatatatatatatat ACTCTTGCTTGCTAACCTCTCA TCCCGCACTGATACATCCAC 2 37 113 22 225 20 59,365 59,536 32,700 40,200 3,098,976 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 41 170 ACACATAGTGCGAGGAGGGAATTAATTTCGAATCA ACACATAGTGCGAGGAGGGA CGTCTCCCGCACTGATACAT 57 41 60 20 229 20 60,324 59,614 42,000 22,900 0.710119 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 37 166 ACACATAGTGCGAGGAGGGAATTAATTTCGAATCA ACACATAGTGCGAGGAGGGA TCCCGCACTGATACATCCAC 57 37 60 20 225 20 60,324 59,536 42,000 40,200 0.788403 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 36 165 ACACATAGTGCGAGGAGGGAATTAATTTCGAATCA ACACATAGTGCGAGGAGGGA CCCGCACTGATACATCCACA 57 36 60 20 224 20 60,324 59,822 42,000 41,700 0.502204 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 36 219 ACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTT ACTGGCTCTGCTCCTACTGT CCCGCACTGATACATCCACA 111 36 6 20 224 20 60,252 59,822 35,500 41,700 0.429848 F 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2564:12226 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 2 112 ACTCTTGCTTGCTAACCTCTCAATtatatatatatatatat ACTCTTGCTTGCTAACCTCTCA CCCGCACTGATACATCCACA 2 36 113 22 224 20 59,365 59,822 32,700 41,700 2,812,776 A 255 TACTAACTGGCTCTGCTCCTACTGTTCACTATTCTTCCCTTTCGcccccTGTGTCTTGTACACATAGTGCGAGGAGGGAATTAATTTCGAATCAACCTATCCAATCCTGTAAACTCTTGCTTGCTAACCTCTCAATtatatatatatatatatatatatatatatataTTTATATGAATAATATTGTGATATTTGCAAACGGATTGTGGATGTATCAGTGCGGGAGACGTGTGCgtgtgtACCTGCGTGTTATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 Mar‐75 22 138 AAAGGTAACCATAATAGTCTTAGCAAAAGCCACAA AAAGGTAACCATAATAGTCTTAGCAAA CAGTCCAACAAAGGGAGTCC 22 37 26 27 163 20 57,031 58,102 36,800 38,500 11,866,561 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 22 139 AAAGGTAACCATAATAGTCTTAGCAAAAGCCACAA AAAGGTAACCATAATAGTCTTAGCAAA CCAGTCCAACAAAGGGAGTCC 22 37 26 27 164 21 57,031 60,546 36,800 38,500 11,514,652 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 22 139 AAAGGTAACCATAATAGTCTTAGCAAAAGCCACAA AAAGGTAACCATAATAGTCTTAGCAAA CCAGTCCAACAAAGGGAGTC 22 38 26 27 164 20 57,031 58,102 36,800 33,600 11,866,561 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 156 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA CCCAGTCCAACAAAGGGAGT 38 39 10 27 165 20 58,167 59,521 36,700 38,500 9,311,242 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 158 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA GTCCCAGTCCAACAAAGGGA 38 41 10 27 167 20 58,167 59,523 36,700 42,000 9,309,506 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 159 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA AGTCCCAGTCCAACAAAGGG 38 42 10 27 168 20 58,167 59,521 36,700 39,500 9,311,242 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 202 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA GTGTATCCAGATTCAAGAGTGGT 38 82 10 27 211 23 58,167 57,909 36,700 41,600 13,923,997 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 203 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA AGTGTATCCAGATTCAAGAGTGGTT 38 81 10 27 212 25 58,167 59,751 36,700 36,700 14,082,128 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:2859:51658 1 75 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 38 203 AGAATACATTTCCTCTAAAGGTAACCATAATAGTCT AGAATACATTTCCTCTAAAGGTAACCA AGTGTATCCAGATTCAAGAGTGGT 38 82 10 27 212 24 58,167 59,220 36,700 41,600 13,612,757 A 237 ATCAGCATTAGAATACATTTCCTCTAAAGGTAACCATAATAGTCTTAGCAAAAGCCACAAAGGGAAAAGCTCCTtatatatatatatatatatatatatatatataTCACAAGCAATATCAGATAACCGTACAGACATGAATAGGACTCCCTTTGTTGGACTGGGACTTATTACTTGTTTATAAACTAACCACTCTTGAATCTGGATACACTTATCatatatTTGCCTAAAGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 1 1 11 1 212 AGCAACAACCGCTGACTCTCATATTCCATCACTGCC AGCAACAACCGCTGACTCTC TGTATATACGCACACACACGC 114 1 68 20 279 21 60,601 58,813 32,000 53,400 2,788,202 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 11 0 188 ATTCCATCACTGCCAGTTGCATAATTAGTAAAATAT ATTCCATCACTGCCAGTTGC TATATACGCACACACACGCA 92 0 90 20 277 20 58,820 57,437 41,700 52,400 3,743,500 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 1 189 ATTCCATCACTGCCAGTTGCATAATTAGTAAAATAT ATTCCATCACTGCCAGTTGC GTATATACGCACACACACGC 92 1 90 20 278 20 58,820 57,102 41,700 53,400 4,077,687 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 1 213 AGCAACAACCGCTGACTCTCATATTCCATCACTGCC AGCAACAACCGCTGACTCTC GTGTATATACGCACACACACGC 114 1 68 20 280 22 60,601 60,035 32,000 53,400 2,636,486 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 1 265 GGATCCGTCCTGCTACTATGGTTATACAGGTCAATGGGATCCGTCCTGCTACTATGG GTGTATATACGCACACACACGC 165 1 16 21 280 22 59,454 60,035 27,400 53,400 3,581,652 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 1 276 GTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATGTACCAGTGTAGGATCCGTCC GTGTATATACGCACACACACGC 176 1 5 21 280 22 59,320 60,035 47,900 53,400 3,715,383 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 0 189 ATTCCATCACTGCCAGTTGCATAATTAGTAAAATAT ATTCCATCACTGCCAGTTGC GTATATACGCACACACACGCA 92 0 90 20 278 21 58,820 58,813 41,700 52,400 3,366,920 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 0 211 AGCAACAACCGCTGACTCTCATATTCCATCACTGCC AGCAACAACCGCTGACTCTC GTATATACGCACACACACGCA 114 0 68 20 278 21 60,601 58,813 32,000 52,400 2,788,202 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29609:48072 1 202 56 16 2 AT TATATATATACATACACACATATGTATATATATATATNA 0 0 12 0 263 GGATCCGTCCTGCTACTATGGTTATACAGGTCAATGGGATCCGTCCTGCTACTATGG GTATATACGCACACACACGCA 165 0 16 21 278 21 59,454 58,813 27,400 52,400 3,733,367 G 288 GTCTGTACCAGTGTAGGATCCGTCCTGCTACTATGGTTATACAGGTCAATGATGCAATGTCCCCTTCAGCAACAACCGCTGACTCTCATATTCCATCACTGCCAGTTGCATAATTAGTAAAATATAACGCAATTCCATATAACATACAACATTATAAAATACTaaaaaaTGCAATCAAATAAAATATAACATAATTATATTtatatatataCATacacacATATGtatatatatatatatatatatatatatatataTGCgtgtgtgtGCGtatataCACATACATAC

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 46 190 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGTCCGTGGAGGGAGAGAAGC CACTGTGTTTACCAGGCACG 46 72 1 20 190 20 61,951 59,414 38,600 53,400 2,537,293 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 47 190 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGTCCGTGGAGGGAGAGAAG CACTGTGTTTACCAGGCACG 47 72 1 19 190 20 58,806 59,414 28,500 53,400 2,780,779 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 41 171 TGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAGT GGCACGAGCTACTCTTTCCA 41 58 6 20 176 20 59,589 59,753 32,400 35,300 0.658087 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 41 174 TGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAGT CCAGGCACGAGCTACTCTTT 41 61 6 20 179 20 59,589 59,752 32,400 25,200 0.659188 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 41 176 TGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAGT TACCAGGCACGAGCTACTCT 41 63 6 20 181 20 59,589 60,034 32,400 32,400 0.445833 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 41 210 TGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAGT TCAGCCGGCTCTCCCAAA 41 99 6 20 215 18 59,589 60,928 32,400 32,800 3,339,308 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 8 121 TGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAGT AAACTCAGCAGGTCTGGCAG 41 8 6 20 126 20 59,589 60,251 32,400 48,500 0.662093 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 8 123 CGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCCGTGGAGGGAGAGAAGCAGA AAACTCAGCAGGTCTGGCAG 43 8 4 20 126 20 60,968 60,251 42,600 48,500 1,218,527 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 8 122 GTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTGGAGGGAGAGAAGCAGAG AAACTCAGCAGGTCTGGCAG 42 8 5 20 126 20 59,177 60,251 33,500 48,500 1,074,100 F 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 18 154 ACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACT ACGTTTCGAGCCTGTTACTGA TACCAGGCACGAGCTACTCT 18 63 28 21 181 20 59,661 60,034 34,100 32,400 1,373,353 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 8 90 GCCTGTTACTGACTCGAAACGTTAACTGTTtctctctct GCCTGTTACTGACTCGAAACG AAACTCAGCAGGTCTGGCAG 9 8 37 21 126 20 59,280 60,251 36,000 48,500 1,970,421 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 8 99 ACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACT ACGTTTCGAGCCTGTTACTGA AAACTCAGCAGGTCTGGCAG 18 8 28 21 126 20 59,661 60,251 34,100 48,500 1,589,613 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 27 158 GCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAGCAGAGTTAACGTTTCGAGCC GGCACGAGCTACTCTTTCCA 27 58 19 21 176 20 59,874 59,753 47,000 35,300 1,372,931 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 27 163 GCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAGCAGAGTTAACGTTTCGAGCC TACCAGGCACGAGCTACTCT 27 63 19 21 181 20 59,874 60,034 47,000 32,400 1,160,676 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:29883:15215 1 67 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 8 108 GCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAGCAGAGTTAACGTTTCGAGCC AAACTCAGCAGGTCTGGCAG 27 8 19 21 126 20 59,874 60,251 47,000 48,500 1,376,936 A 215 GTCCGTGGAGGgagagaAGCAGAGTTAACGTTTCGAGCCTGTTACTGACTCGAAACGTTAACTGTTtctctctctctctctctctctctctctctctcTACATAGGCTGCCAGACCTGCTGAGTTTTCCCAGCATTTTCTGCCTTGATTATGGATTTGGAAAGAGTAGCTCGTGCCTGGTAAACACAGTGAAAtttttttGGGAGAGCCGGCTGA

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 6 140 GATGCTAGCTCTAAATCCAAACAAATTTATTTAGTG GATGCTAGCTCTAAATCCAAACAA TACCTGAGGCTCTGAGCTGA 58 6 80 24 219 20 57,316 59,667 28,300 42,600 7,016,946 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 6 140 GATGCTAGCTCTAAATCCAAACAAATTTATTTAGTG GATGCTAGCTCTAAATCCAAACAAA TACCTGAGGCTCTGAGCTGA 57 6 80 25 219 20 57,911 59,667 28,300 42,600 7,421,560 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 6 144 agagGATGCTAGCTCTAAATCCAAACAAATTTATTTAAGAGGATGCTAGCTCTAAATCCA TACCTGAGGCTCTGAGCTGA 63 6 76 23 219 20 58,512 59,667 34,100 42,600 4,820,776 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 6 145 gagagGATGCTAGCTCTAAATCCAAACAAATTTATTT GAGAGGATGCTAGCTCTAAATCCA TACCTGAGGCTCTGAGCTGA 63 6 75 24 219 20 59,474 59,667 34,100 42,600 4,859,233 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 62 201 agagGATGCTAGCTCTAAATCCAAACAAATTTATTTAAGAGGATGCTAGCTCTAAATCCA TTGCTTAAGCCTATGAGTGGG 63 62 76 23 276 21 58,512 57,718 34,100 46,100 7,769,531 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 62 202 gagagGATGCTAGCTCTAAATCCAAACAAATTTATTT GAGAGGATGCTAGCTCTAAATCCA TTGCTTAAGCCTATGAGTGGG 63 62 75 24 276 21 59,474 57,718 34,100 46,100 7,807,989 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 62 260 TCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTATCAAAGTTGTTATGAATTCACTGGT TTGCTTAAGCCTATGAGTGGG 120 62 17 25 276 21 57,419 57,718 40,000 46,100 10,862,940 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 62 260 TCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTATCAAAGTTGTTATGAATTCACTGGTT TTGCTTAAGCCTATGAGTGGG 119 62 17 26 276 21 57,994 57,718 36,700 46,100 11,288,025 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 62 261 TTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTTTCAAAGTTGTTATGAATTCACTGGT TTGCTTAAGCCTATGAGTGGG 120 62 16 26 276 21 57,994 57,718 40,000 46,100 11,288,025 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 58 197 GATGCTAGCTCTAAATCCAAACAAATTTATTTAGTG GATGCTAGCTCTAAATCCAAACAA TTGCTTAAGCCTATGAGTGGG 58 62 80 24 276 21 57,316 57,718 28,300 46,100 9,965,701 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 58 199 GATGCTAGCTCTAAATCCAAACAAATTTATTTAGTG GATGCTAGCTCTAAATCCAAACAA GATTGCTTAAGCCTATGAGTGGG 58 62 80 24 278 23 57,316 59,182 28,300 46,100 10,501,621 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 57 197 GATGCTAGCTCTAAATCCAAACAAATTTATTTAGTG GATGCTAGCTCTAAATCCAAACAAA TTGCTTAAGCCTATGAGTGGG 57 62 80 25 276 21 57,911 57,718 28,300 46,100 10,370,316 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 3 141 agagGATGCTAGCTCTAAATCCAAACAAATTTATTTAAGAGGATGCTAGCTCTAAATCCA CTGAGGCTCTGAGCTGAGAC 63 3 76 23 216 20 58,512 59,543 34,100 33,600 4,944,839 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 7 6 94 TGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacTGTCTCAGAGCTCAAAGGATTTC TACCTGAGGCTCTGAGCTGA 13 6 126 23 219 20 58,426 59,667 21,700 42,600 4,906,872 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 12 151 TGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacTGTCTCAGAGCTCAAAGGATTTCT TTGCTTAAGCCTATGAGTGGG 12 62 126 24 276 21 59,714 57,718 25,200 46,100 7,567,244 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 6 94 TGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacTGTCTCAGAGCTCAAAGGATTTCT TACCTGAGGCTCTGAGCTGA 12 6 126 24 219 20 59,714 59,667 25,200 42,600 4,618,489 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 3 91 TGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacTGTCTCAGAGCTCAAAGGATTTCT CTGAGGCTCTGAGCTGAGAC 12 3 126 24 216 20 59,714 59,543 25,200 33,600 4,742,552 B 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 138 agagGATGCTAGCTCTAAATCCAAACAAATTTATTTAAGAGGATGCTAGCTCTAAATCCA AGGCTCTGAGCTGAGACCAT 63 0 76 23 213 20 58,512 60,325 34,100 35,500 4,813,288 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:30624:41497 1 162 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 197 TCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTATCAAAGTTGTTATGAATTCACTGGT AGGCTCTGAGCTGAGACCAT 120 0 17 25 213 20 57,419 60,325 40,000 35,500 7,906,697 F 284 GGTTAAATATCAGCATTCAAAGTTGTTATGAATTCACTGGtttttGatatatCTTAAATGCTGAACTTAGTTTagagagGATGCTAGCTCTAAATCCAAACAAATTTATTTAGTGTACTTTAAAATGTCTCAGAGCTCAAAGGATTTCTacacacTCATATacacacacacacacacacacacacacacacacATGGTCTCAGCTCAGAGCCTCAGGTATTTCTGGAACTTTCTCAGCTTGTTAAGctctctATCCCCACTCATAGGCTTAAGCAATCCAGAAC

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 1 1 16 7 184 TGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTT TGTTCCTCCCTGACTCACTCT GGGAGAGAAGGACAGAGACA 46 7 19 21 202 20 59,852 57,776 32,400 34,100 3,371,830 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 0 0 16 7 190 TCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTCCATCTGTTCCTCCCTGACT GGGAGAGAAGGACAGAGACA 52 7 13 21 202 20 59,921 57,776 34,100 34,100 3,303,294 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 0 0 17 6 184 TGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTT TGTTCCTCCCTGACTCACTCT GGGAGAGAAGGACAGAGACAG 46 6 19 21 202 21 59,852 58,901 32,400 35,100 3,247,432 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 0 0 17 6 186 TCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTT TCTGTTCCTCCCTGACTCACT GGGAGAGAAGGACAGAGACAG 48 6 17 21 202 21 59,852 58,901 34,100 35,100 3,247,432 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 0 0 17 6 190 TCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTCCATCTGTTCCTCCCTGACT GGGAGAGAAGGACAGAGACAG 52 6 13 21 202 21 59,921 58,901 34,100 35,100 3,178,895 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:3468:56686 1 86 90 16 3 AG TCTCTCCCTCTCTCTCTCCCTCCCCCTCTCTCTCTCTCTNA 0 0 17 6 194 TCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCCTTCCATCTGTTCCTCCCT GGGAGAGAAGGACAGAGACAG 56 6 9 21 202 21 59,919 58,901 42,000 35,100 3,180,579 G 234 CCATCCCCTCCTTCCATCTGTTCCTCCCTGACTCACTCTTTTACTTTCTCTGTTTTGTTCAAACTCTccccctctctcccccccctctctcCctctctctctCCCTCCCCctctctctctctctCActctctctctCCCCTTGtctctctctctctctctctctctctctctctcCCCCTTCTGTCTCTGTCCTtctctcCCCCTTCTGTCTCTATCCTtctctcCACctctct

ST‐E00142:460:H2K7HCCXY:6:2204:4878:43273 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 15 6 94 CGcacacacaCTCAGACAGacacacTCTTTCTCATacacaCGCACACACACTCAGACAGA TCTGTGTGAGTGTGACTGTGT 15 6 57 20 150 21 60,249 59,175 34,100 37,200 2,073,883 F 159 CTcacacacacaTacacacGCATtctctctctcacacacacacacTcacacacaCCCGcacacacaCTCAGACAGacacacTCTTTCTCATacacacacacacacacacacacacacacacacCGTCTcacacaGTCACACTcacacaGATACGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:4878:43273 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 15 5 93 CGcacacacaCTCAGACAGacacacTCTTTCTCATacacaCGCACACACACTCAGACAGA CTGTGTGAGTGTGACTGTGTG 15 5 57 20 149 21 60,249 59,071 34,100 38,200 2,178,200 F 159 CTcacacacacaTacacacGCATtctctctctcacacacacacacTcacacacaCCCGcacacacaCTCAGACAGacacacTCTTTCTCATacacacacacacacacacacacacacacacacCGTCTcacacaGTCACACTcacacaGATACGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:4878:43273 1 92 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 17 4 92 CGcacacacaCTCAGACAGacacacTCTTTCTCATacacaCGCACACACACTCAGACAGA TGTGTGAGTGTGACTGTGTGA 15 4 57 20 148 21 60,249 59,452 34,100 35,800 1,797,301 F 159 CTcacacacacaTacacacGCATtctctctctcacacacacacacTcacacacaCCCGcacacacaCTCAGACAGacacacTCTTTCTCATacacacacacacacacacacacacacacacacCGTCTcacacaGTCACACTcacacaGATACGTTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 1 1 8 7 141 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTA TTCCAGCCTTCTGCATGAGT CACACTCACAAATGCACGGG 7 22 1 20 141 20 59,305 60,040 34,100 52,800 0.734928 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 0 0 8 6 140 TCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTAT TCCAGCCTTCTGCATGAGTG CACACTCACAAATGCACGGG 6 22 2 20 141 20 60,036 60,040 35,100 52,800 0.075882 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 0 0 9 7 139 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTA TTCCAGCCTTCTGCATGAGT CACTCACAAATGCACGGGC 7 21 1 20 139 19 59,305 60,081 34,100 61,300 1,776,013 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 0 0 9 6 138 TCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTAT TCCAGCCTTCTGCATGAGTG CACTCACAAATGCACGGGC 6 21 2 20 139 19 60,036 60,081 35,100 61,300 1,116,967 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 0 0 10 6 139 TCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTAT TCCAGCCTTCTGCATGAGTG ACACTCACAAATGCACGGGC 6 21 2 20 140 20 60,036 61,795 35,100 61,300 1,830,895 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2204:7669:36786 1 28 72 16 2 AC TGTGTGTGTGTATAAGCGAGTGTGAGAGGGTGTGTNA 0 0 10 6 141 TCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTAT TCCAGCCTTCTGCATGAGTG ACACACTCACAAATGCACGG 6 23 2 20 142 20 60,036 59,337 35,100 49,400 0.698344 G 166 TTCCAGCCTTCTGCATGAGTGCGTTCAtgtgtgtgtgTATAAGCGAGTGTGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgTTTGTTAgtgtgtATGGGTTTGCCCGTGCATTTGTGAgtgtgtGCTTGTCTGAgtgtgtgtgtATCC

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 19 206 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGA ATGTCACTGCCAACGGGAG AGTCTCTCGCTCTCTCTGGT 19 58 1 19 206 20 60,003 59,382 43,000 40,000 1,621,812 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 10 198 GCCAACGGGAGTGGACAATTCCAACGAACGgagag GCCAACGGGAGTGGACAATT AGTCTCTCGCTCTCTCTGGT 10 58 9 20 206 20 60,894 59,382 23,200 40,000 1,512,184 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 8 196 CAACGGGAGTGGACAATTCCAACGAACGgagagaga CAACGGGAGTGGACAATTCC AGTCTCTCGCTCTCTCTGGT 8 58 11 20 206 20 58,835 59,382 30,100 40,000 1,783,727 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 8 189 CAACGGGAGTGGACAATTCCAACGAACGgagagaga CAACGGGAGTGGACAATTCC CGCTCTCTCTGGTTCTCTCTA 8 50 11 20 199 21 58,835 58,087 30,100 24,300 4,078,041 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 8 189 CAACGGGAGTGGACAATTCCAACGAACGgagagaga CAACGGGAGTGGACAATTCC CGCTCTCTCTGGTTCTCTCTAT 8 49 11 20 199 22 58,835 58,523 30,100 19,800 4,641,822 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 8 189 CAACGGGAGTGGACAATTCCAACGAACGgagagaga CAACGGGAGTGGACAATTCC CGCTCTCTCTGGTTCTCTCT 8 51 11 20 199 20 58,835 58,250 30,100 31,000 2,915,463 F 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 144 CAACGGGAGTGGACAATTCCAACGAACGgagagaga CAACGGGAGTGGACAATTCC ACTCTCATACTATCTCTGTTTCTCAC 8 0 11 20 154 26 58,835 57,779 30,100 35,100 9,386,024 B 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 146 GCCAACGGGAGTGGACAATTCCAACGAACGgagag GCCAACGGGAGTGGACAATT ACTCTCATACTATCTCTGTTTCTCAC 10 0 9 20 154 26 60,894 57,779 23,200 35,100 9,114,481 B 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:10896:16358 1 39 90 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 154 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGA ATGTCACTGCCAACGGGAG ACTCTCATACTATCTCTGTTTCTCAC 19 0 1 19 154 26 60,003 57,779 43,000 35,100 9,224,110 B 224 ATGTCACTGCCAACGGGAGTGGACAATTCCAACGAACGgagagagagagagagagagagagagagagagaGTgagagagagagaGTgagagagagaGTgagagaGTgagagaGTgagagaATgagagaGTGAGAAACAGAGATAGTATGAGAGTTATCCAAagagagagACAGTGAGATagagagAACCagagagagCgagagaCTGATTCagagagagTGAGT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 1 1 8 0 139 ACGTGAacacacCCAAACAAacacacacacacacacacac ACGTGAACACACCCAAACAA GTGAGCTTCTACATACTATATGTGCT 0 0 30 20 168 26 58,464 58,402 28,300 44,000 9,134,111 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 0 0 9 0 139 CACGTGAacacacCCAAACAAacacacacacacacacaca CACGTGAACACACCCAAACAA TGAGCTTCTACATACTATATGTGCT 0 0 29 21 167 25 59,800 57,233 28,300 44,000 8,967,502 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 0 0 10 0 139 CACGTGAacacacCCAAACAAacacacacacacacacaca CACGTGAACACACCCAAACA TGAGCTTCTACATACTATATGTGCT 1 0 29 20 167 25 59,194 57,233 28,300 44,000 8,572,865 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 0 0 12 5 157 CGTACACGTGAacacacCCAAACAAacacacacacacac CGTACACGTGAACACACCCA TTTGTGTGTGCGCGTGAG 5 21 25 20 181 18 60,528 59,294 45,100 35,100 3,234,465 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 0 0 12 2 154 ACACGTGAacacacCCAAACAAacacacacacacacacacACACGTGAACACACCCAAAC TTTGTGTGTGCGCGTGAG 2 21 28 20 181 18 59,194 59,294 29,300 35,100 3,512,673 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12408:40706 1 50 93 16 2 AC ACACACACACACACACACACACACACACACACAAACNA 0 0 12 1 153 CACGTGAacacacCCAAACAAacacacacacacacacaca CACGTGAACACACCCAAACA TTTGTGTGTGCGCGTGAG 1 21 29 20 181 18 59,194 59,294 28,300 35,100 3,512,046 G 256 TacacacAAacacacAAAAGTGGACGTACACGTGAacacacCCAAACAAacacacacacacacacacacacacacacacacAAacacacacacacTCACAAacacacacacacacacacacacacacacacGcacacacacaAGCACATATAGTATGTAGAAGCTCACGCGcacacacaAAATCCActctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTCTCACCCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 1 15 21 140 TCTGAACACAAATACACTAGGATGTGTATACTGCACTCTGAACACAAATACACTAGGATGTG TGTACAGTCTGTGTGTATGTGTG 21 31 4 26 143 23 59,126 58,383 32,100 38,200 11,490,558 F 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 22 140 TCTGAACACAAATACACTAGGATGTGTATACTGCACTCTGAACACAAATACACTAGGATGT TGTACAGTCTGTGTGTATGTGTGT 22 30 4 25 143 24 57,995 59,901 30,600 37,200 11,103,362 F 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 21 140 TCTGAACACAAATACACTAGGATGTGTATACTGCACTCTGAACACAAATACACTAGGATGTG TGTACAGTCTGTGTGTATGTGTGT 21 30 4 26 143 24 59,126 59,901 32,100 37,200 10,972,411 F 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 4 92 AGGATGTGTATACTGCACCAGGTATCTGAacacacTcAGGATGTGTATACTGCACCAG ACCTGGTGCAGCATACACAA 8 4 22 21 113 20 57,173 59,890 40,000 33,300 3,937,303 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 18 7 98 AGGATGTGTATACTGCACCAGGTATCTGAacacacTcAGGATGTGTATACTGCACCAGG TCAGATACCTGGTGCAGCAT 7 10 22 22 119 20 59,564 58,793 44,500 37,900 3,642,683 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 18 7 99 AGGATGTGTATACTGCACCAGGTATCTGAacacacTcAGGATGTGTATACTGCACCAGG TTCAGATACCTGGTGCAGCA 7 11 22 22 120 20 59,564 59,017 44,500 44,100 3,419,272 F 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 18 6 97 GGATGTGTATACTGCACCAGGTATCTGAacacacTca GGATGTGTATACTGCACCAGGT TCAGATACCTGGTGCAGCAT 6 10 23 22 119 20 59,829 58,793 40,000 37,900 3,377,485 B 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 39 16 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 18 6 98 GGATGTGTATACTGCACCAGGTATCTGAacacacTca GGATGTGTATACTGCACCAGGT TTCAGATACCTGGTGCAGCA 6 11 23 22 120 20 59,829 59,017 40,000 44,100 3,154,074 F 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 1 22 1 183 GGATGTGTATACTGCACCAGGTATCTGAacacacTca GGATGTGTATACTGCACCAGG TCAGATACCTGGTGCAATATACAC 7 1 23 21 205 24 58,161 58,146 44,500 29,000 8,692,671 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 22 1 184 AGGATGTGTATACTGCACCAGGTATCTGAacacacTcAGGATGTGTATACTGCACCAGG TCAGATACCTGGTGCAATATACAC 7 1 22 22 205 24 59,564 58,146 44,500 29,000 8,289,740 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 23 0 184 AGGATGTGTATACTGCACCAGGTATCTGAacacacTcAGGATGTGTATACTGCACCAG TCAGATACCTGGTGCAATATACACA 8 0 22 21 205 25 57,173 59,635 40,000 37,200 9,192,322 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 23 0 201 CTGAACACAAATACACTAGGATGTGTATACTGCACCCTGAACACAAATACACTAGGATGTG TCAGATACCTGGTGCAATATACACA 21 0 5 25 205 25 57,935 59,635 32,100 37,200 12,430,531 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 23 0 202 TCTGAACACAAATACACTAGGATGTGTATACTGCACTCTGAACACAAATACACTAGGATGTG TCAGATACCTGGTGCAATATACACA 21 0 4 26 205 25 59,126 59,635 32,100 37,200 12,238,919 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:12713:65599 1 51 130 16 2 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 23 0 202 TCTGAACACAAATACACTAGGATGTGTATACTGCACTCTGAACACAAATACACTAGGATGT TCAGATACCTGGTGCAATATACACA 22 0 4 25 205 25 57,995 59,635 30,600 37,200 12,369,869 D 222 GTATCTGAACACAAATACACTAGGATGTGTATACTGCACCAGGTATCTGAacacacTcacacacacacacacacacacacacacacacaCTGATTGTGTATGCTGCACCAGGTATCTGAacacacATacacacAGACTGTACATAAAACACCAGGCATTGGAacacacacacacacacacTGTGTATATTGCACCAGGTATCTGAacacacacacacacAGA

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 3 15 131 GGCATGTGATTCAACCCACCAGATTTTCCTTTAAAC GGCATGTGATTCAACCCACC TAAGCTTACAGTAGGGCGGG 44 15 30 20 160 20 59,468 58,883 46,100 61,300 1,649,265 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 15 132 GGCATGTGATTCAACCCACCAGATTTTCCTTTAAAC GGCATGTGATTCAACCCACC ATAAGCTTACAGTAGGGCGGG 44 15 30 20 161 21 59,468 59,307 46,100 61,300 2,224,634 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 15 132 GGGCATGTGATTCAACCCACCAGATTTTCCTTTAAA GGGCATGTGATTCAACCCAC TAAGCTTACAGTAGGGCGGG 45 15 29 20 160 20 59,468 58,883 46,100 61,300 1,649,265 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 15 154 GCAGTCCAGTGGGTTCCATATGGGGCATGTGATTC GCAGTCCAGTGGGTTCCATA TAAGCTTACAGTAGGGCGGG 67 15 7 20 160 20 59,382 58,883 27,400 61,300 1,735,608 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 72 221 GAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTT ACATGAAAGGCAATGTTTACGCT 72 74 2 20 222 23 60,179 59,744 41,100 50,700 3,434,631 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 72 243 GAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTT TGAAAGCTCCTTTGGTCTGTT 72 98 2 20 244 21 60,179 57,703 41,100 31,600 3,476,124 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 71 220 AAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTTC ACATGAAAGGCAATGTTTACGCT 71 74 3 20 222 23 60,179 59,744 36,200 50,700 3,434,631 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 71 220 AAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTTC ACATGAAAGGCAATGTTTACGC 71 75 3 20 222 22 60,179 58,425 36,200 44,200 3,753,603 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 71 242 AAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTTC TGAAAGCTCCTTTGGTCTGTT 71 98 3 20 244 21 60,179 57,703 36,200 31,600 3,476,124 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 71 243 AAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTTC ATGAAAGCTCCTTTGGTCTGT 71 99 3 20 245 21 60,179 57,484 36,200 34,100 3,694,591 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 15 158 AAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTTC TAAGCTTACAGTAGGGCGGG 71 15 3 20 160 20 60,179 58,883 36,200 61,300 1,296,140 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:15757:32865 1 94 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 15 159 GAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGAAAGGCAGTCCAGTGGGTT TAAGCTTACAGTAGGGCGGG 72 15 2 20 160 20 60,179 58,883 41,100 61,300 1,296,140 F 253 AGAAAGGCAGTCCAGTGGGTTCCATATGGGGCATGTGATTCAACCCACCAGATTTTCCTTTAAACATTATCTAGGCGAATCACTGAATGAGGTtatatatatatatatatatatatatatatataTGAAAATGTcccccccccGCCCTACTGTAAGCTTATTGTGATTTAATTTGGCTTTGATTTCTACACGTAAGAAAAGCGTAAACATTGCCTTTCATGTTAACAGACCAAAGGAGCTTTCATTGACAATT

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 11 119 TCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGTCCCATGATGGTGGCACTTT GGGCTGCAGGAAGTTAGAGA 36 11 32 20 150 20 59,591 59,095 26,600 31,000 1,314,449 A 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 11 121 GATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTGATCCCATGATGGTGGCACT GGGCTGCAGGAAGTTAGAGA 38 11 30 20 150 20 59,816 59,095 44,000 31,000 1,089,808 A 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 11 122 AGATCCCATGATGGTGGCACTTTCGAAATGGAGTT AGATCCCATGATGGTGGCAC GGGCTGCAGGAAGTTAGAGA 39 11 29 20 150 20 59,816 59,095 50,100 31,000 1,089,808 A 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 1 14 0 138 CGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGAT CGAAATGGAGTTCTCGGGAGT AGAGCGAGATAGAGAGAGATCG 15 0 52 21 189 22 59,795 58,150 38,500 36,900 5,054,852 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 0 14 0 139 TCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGA TCGAAATGGAGTTCTCGGGAG AGAGCGAGATAGAGAGAGATCG 16 0 51 21 189 22 59,523 58,150 43,000 36,900 5,326,803 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 0 14 0 139 TCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGA TCGAAATGGAGTTCTCGGGA AGAGCGAGATAGAGAGAGATCG 17 0 51 20 189 22 58,447 58,150 51,400 36,900 5,402,489 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 0 16 9 169 GATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTGATCCCATGATGGTGGCACT CAGGATGGTAGAGCGAGATAGA 38 9 30 20 198 22 59,816 58,320 44,000 19,800 3,864,941 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 0 17 7 168 GATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTGATCCCATGATGGTGGCACT AGGATGGTAGAGCGAGATAGAGA 38 7 30 20 197 23 59,816 59,415 44,000 31,000 3,769,741 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:1702:24128 1 88 80 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTGT NA 0 0 17 7 169 AGATCCCATGATGGTGGCACTTTCGAAATGGAGTT AGATCCCATGATGGTGGCAC AGGATGGTAGAGCGAGATAGAGA 39 7 29 20 197 23 59,816 59,415 50,100 31,000 3,769,741 G 252 NTGTCGTTTgggggAATTGTACACAGGAAGATCCCATGATGGTGGCACTTTCGAAATGGAGTTCTCGGGAGTTTCTGAATGTGGATTtctctctctctctctctctctctctctctctcTGCTGTGTCTTTCTCTAACTTCCTGCAGCCCctctctctctAacacacCGAtctctctcTATCTCGCTCTACCATCCTGctctctctctctctctctctctctctctAACATCCTGATCTCActctctctctN

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 1 1 10 15 240 AAATCGAATTTGAAACAAACACATGcacacaCGCACAAAATCGAATTTGAAACAAACACATGC TTATCTCAGTGTGAATATGTGTCCGT 15 126 18 26 257 26 58,875 60,127 40,600 46,900 13,252,563 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 10 14 240 AAATCGAATTTGAAACAAACACATGcacacaCGCACAAAATCGAATTTGAAACAAACACATGCA TTATCTCAGTGTGAATATGTGTCCGT 14 126 18 27 257 26 60,202 60,127 39,600 46,900 13,329,042 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 10 14 240 AATCGAATTTGAAACAAACACATGcacacaCGCACAGAATCGAATTTGAAACAAACACATGCA TTTATCTCAGTGTGAATATGTGTCCG 14 127 19 26 258 26 59,743 59,243 39,600 47,900 13,013,953 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 13 5 206 AACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC TGTGTCCGTGTGATCTTCTGT 5 114 35 19 240 21 59,936 59,313 53,400 34,100 2,750,559 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 7 120 ACAAACACATGcacacaCGCACAGGTGcacacacacac ACAAACACATGCACACACGC ATGTGTGCTCCTCTGCATGG 7 26 32 20 151 20 60,525 60,394 53,400 36,600 0.919185 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 7 183 ACAAACACATGcacacaCGCACAGGTGcacacacacac ACAAACACATGCACACACGC TGTCCCTCTGTGTTCAAGCG 7 89 32 20 214 20 60,525 60,250 53,400 46,800 0.775110 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 7 209 ACAAACACATGcacacaCGCACAGGTGcacacacacac ACAAACACATGCACACACGC TGTGTCCGTGTGATCTTCTGT 7 114 32 20 240 21 60,525 59,313 53,400 34,100 2,211,829 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 5 118 AAACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC ATGTGTGCTCCTCTGCATGG 5 26 34 20 151 20 60,525 60,394 53,400 36,600 0.919185 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 5 121 AAACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC TGAATGTGTGCTCCTCTGCA 5 29 34 20 154 20 60,525 59,602 53,400 44,100 0.922805 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 5 161 AAACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC CGTCTGTGGCCTTGTGCTAT 5 69 34 20 194 20 60,525 60,392 53,400 29,700 0.916902 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 5 181 AAACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC TGTCCCTCTGTGTTCAAGCG 5 89 34 20 214 20 60,525 60,250 53,400 46,800 0.775110 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:18345:30562 1 59 47 16 1.5 AC CACACACACACACAAACACACACACACACACACACANA 0 0 14 5 207 AAACACATGcacacaCGCACAGGTGcacacacacacacaAAACACATGCACACACGCAC TGTGTCCGTGTGATCTTCTGT 5 114 34 20 240 21 60,525 59,313 53,400 34,100 2,211,829 F 271 GAAGCCCTCATTCCGTAAAATCGAATTTGAAACAAACACATGcacacaCGCACAGGTGcacacacacacacaAacacacacacacacacacacacacacacacacATACACAGACAAAGACATTCACGCAGCCATGCAGAGGAGcacacaTTCACTCTCATaaaaaCATAGAGAATAGCACAAGGCCACAGACGCGCTTGAACACAGAGGGACATTAATACAGAAGATCACACGGACACATATTCACACTGAGATaaaaaTAAACTTACAA

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 1 1 10 25 190 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCACATGTGTGTGTTTGTGGCTG CTCAAAGGCCCACACAAACA 25 30 1 21 190 20 59,865 58,890 48,500 28,300 2,245,195 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 0 0 10 25 191 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCACATGTGTGTGTTTGTGGCTG ACTCAAAGGCCCACACAAAC 25 31 1 21 191 20 59,865 58,889 48,500 29,300 2,246,030 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 0 0 10 21 181 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCACATGTGTGTGTTTGTGGCTG CCACACAAACACATCGGCAC 25 21 1 21 181 20 59,865 60,318 48,500 50,100 1,452,523 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 0 0 11 24 190 CAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTCATGTGTGTGTTTGTGGCTGT ACTCAAAGGCCCACACAAAC 24 31 2 21 191 20 59,865 58,889 44,000 29,300 2,246,030 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 0 0 11 21 180 CAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTCATGTGTGTGTTTGTGGCTGT CCACACAAACACATCGGCAC 24 21 2 21 181 20 59,865 60,318 44,000 50,100 1,452,523 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:19532:61450 1 47 94 16 2 AC GTGTGTTTGTGTGTGTGCTTGCATGTGCATGTGCCT NA 0 0 12 12 171 CAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTCATGTGTGTGTTTGTGGCTGT CACATCGGCACAAACACACA 24 12 2 21 172 20 59,865 59,620 44,000 37,200 1,514,776 G 231 ACAtgtgtgtgTTTGTGGCTGtttttCTGCttttttGTTCGTCTGCgtgtgtTtgtgtgtgtgCTTGCATGTGCATGTGCCTTtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTCtgtgtgTtgtgtgtgTTTGTGCCGATGTGTTtgtgtgGGCCTTTGAGTAtgtgtgtgtgtgCAtgtgtgtgtgCGtttttGGGCGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 2 104 AGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCA AGTGAGATGTGTGCGTGTGT CCCAACCTCACACTGCCATA 30 2 59 20 162 20 59,895 59,672 37,200 27,400 0.432779 F 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 105 CAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGC CAGTGAGATGTGTGCGTGTG CCCAACCTCACACTGCCATA 31 2 58 20 162 20 59,490 59,672 38,200 27,400 0.837853 F 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 122 TGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgt TGTCTGGATGTGAATAGCAGTG CCCAACCTCACACTGCCATA 46 2 41 22 162 20 58,135 59,672 36,600 27,400 4,193,370 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 122 TGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgt TGTCTGGATGTGAATAGCAGTGA CCCAACCTCACACTGCCATA 45 2 41 23 162 20 59,485 59,672 34,100 27,400 3,843,028 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 123 TTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtg TTGTCTGGATGTGAATAGCAGTGA CCCAACCTCACACTGCCATA 45 2 40 24 162 20 60,020 59,672 34,100 27,400 4,348,231 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 149 GTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGGTTATTCATTTGAAGCCCTGTGT CCCAACCTCACACTGCCATA 72 2 14 23 162 20 57,609 59,672 37,200 27,400 5,719,237 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 150 TGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATTGTTATTCATTTGAAGCCCTGTG CCCAACCTCACACTGCCATA 73 2 13 23 162 20 57,610 59,672 36,600 27,400 5,717,783 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 150 TGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATTGTTATTCATTTGAAGCCCTGTGT CCCAACCTCACACTGCCATA 72 2 13 24 162 20 59,168 59,672 37,200 27,400 5,160,191 B 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 103 GTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAA GTGAGATGTGTGCGTGTGTG CCCAACCTCACACTGCCATA 29 2 60 20 162 20 59,767 59,672 38,200 27,400 0.560998 F 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 1 12 1 140 ATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTA ATAGCAGTGAGATGTGTGCGT TGACCTCACAGTCCCATACG 34 1 54 21 193 20 59,794 58,817 52,400 30,600 2,388,322 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 133 GTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAA GTGAGATGTGTGCGTGTGTG GACCTCACAGTCCCATACGC 29 0 60 20 192 20 59,767 60,179 38,200 44,200 0.412182 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 134 AGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCA AGTGAGATGTGTGCGTGTGT GACCTCACAGTCCCATACGC 30 0 59 20 192 20 59,895 60,179 37,200 44,200 0.283963 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 135 CAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGC CAGTGAGATGTGTGCGTGTG GACCTCACAGTCCCATACGC 31 0 58 20 192 20 59,490 60,179 38,200 44,200 0.689036 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 140 AATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGT AATAGCAGTGAGATGTGTGCG GACCTCACAGTCCCATACGC 35 0 53 21 192 20 58,726 60,179 53,400 44,200 2,453,545 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 141 GAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGGAATAGCAGTGAGATGTGTGCG GACCTCACAGTCCCATACGC 35 0 52 22 192 20 59,716 60,179 53,400 44,200 2,462,725 G 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 152 TGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgt TGTCTGGATGTGAATAGCAGTGA GACCTCACAGTCCCATACGC 45 0 41 23 192 20 59,485 60,179 34,100 44,200 3,694,212 D 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 152 TGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgt TGTCTGGATGTGAATAGCAGTG GACCTCACAGTCCCATACGC 46 0 41 22 192 20 58,135 60,179 36,600 44,200 4,044,554 D 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21643:28119 1 109 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTANA 0 0 14 0 153 TTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtg TTGTCTGGATGTGAATAGCAGTGA GACCTCACAGTCCCATACGC 45 0 40 24 192 20 60,020 60,179 34,100 44,200 4,199,415 D 210 CACAAAATAAAATGTTATTCATTTGAAGCCCTGTGTATTTTGTCTGGATGTGAATAGCAGTGAGAtgtgtgCgtgtgtGCAtgtgtgTATGTATGGCAATGTGAGGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTATGGCAGTGTGAGGTTGGGgtgtgtgtgtGCGTATGGGACTGTGAGGTCAgtgtgtgtgtgtATGGG

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 6 43 178 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT ACCGAATGACCTACTCCTGC 43 59 14 24 191 20 58,874 59,175 35,500 48,500 5,950,826 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 43 189 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT AGGCATGAAGGACCGAATGA 43 70 14 24 202 20 58,874 59,088 35,500 25,700 6,037,836 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 43 203 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT TTGAATGGTGGAGCAGGCAT 43 84 14 24 216 20 58,874 59,960 35,500 44,000 5,166,124 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 43 204 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT ATTGAATGGTGGAGCAGGCA 43 85 14 24 217 20 58,874 59,960 35,500 47,500 5,166,124 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 43 244 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT CAGGAGCATGGCGTTGAGAT 43 125 14 24 257 20 58,874 60,463 35,500 27,500 5,589,362 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 42 244 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACTC CAGGAGCATGGCGTTGAGAT 42 125 14 25 257 20 59,763 60,463 35,100 27,500 5,700,639 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 41 177 CACTTTGAGTTAGCATTCACACTCAATATTTCACAATCACTTTGAGTTAGCATTCACACTCA ACCGAATGACCTACTCCTGC 41 59 15 25 191 20 59,763 59,175 34,100 48,500 6,061,887 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 41 243 CACTTTGAGTTAGCATTCACACTCAATATTTCACAATCACTTTGAGTTAGCATTCACACTCA CAGGAGCATGGCGTTGAGAT 41 125 15 25 257 20 59,763 60,463 34,100 27,500 5,700,422 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:23987:18819 1 81 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 43 200 ACACTTTGAGTTAGCATTCACACTCAATATTTCACAAACACTTTGAGTTAGCATTCACACT AATGGTGGAGCAGGCATGAA 43 81 14 24 213 20 58,874 59,960 35,500 25,700 5,166,124 F 264 CTTATTCATTAGTACACTTTGAGTTAGCATTCACACTCAATATTTCACAATTCTCTGTGATGTAGTTTATATCTATAATCtatatatatatatatatatatatatatatataAACTACTTCATAAAGAATtatataGTCGGATTaaaaaCATAGATACATAGAAAATAGGAGCAGGAGTAGGTCATTCGGTCCTTCATGCCTGCTCCACCATTCAATATGATCATGGCTGATCCTCTATCTCAACGCCATGCTCCTGCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:24251:56686 1 34 71 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGATGTNA 1 1 10 3 126 TTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgt TTATGGACGGGCGAGAAGTG CCCTCACCATAGGACCACCC 12 3 2 20 127 20 59,825 61,346 31,600 46,100 1,520,560 G 159 CTTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTGTTGTCCTATGGACGTGTGAGgtgtgtgtgtgtgtGATGGGTGGTCCTATGGTGAGGGGAGAAgtgtgtgtgtgtgtgtgtgtgtgtGAT

ST‐E00142:460:H2K7HCCXY:6:2205:24251:56686 1 34 71 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGATGTNA 0 0 10 2 125 TTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgt TTATGGACGGGCGAGAAGTG CCTCACCATAGGACCACCCA 12 2 2 20 126 20 59,825 60,620 31,600 45,100 0.795255 G 159 CTTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTGTTGTCCTATGGACGTGTGAGgtgtgtgtgtgtgtGATGGGTGGTCCTATGGTGAGGGGAGAAgtgtgtgtgtgtgtgtgtgtgtgtGAT

ST‐E00142:460:H2K7HCCXY:6:2205:24251:56686 1 34 71 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGATGTNA 0 0 10 2 126 CTTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgCTTATGGACGGGCGAGAAGT CCTCACCATAGGACCACCCA 13 2 1 20 126 20 59,540 60,620 30,100 45,100 1,080,721 G 159 CTTATGGACGGGCGAGAAgtgtgtgtGCACGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGTGTTGTCCTATGGACGTGTGAGgtgtgtgtgtgtgtGATGGGTGGTCCTATGGTGAGGGGAGAAgtgtgtgtgtgtgtgtgtgtgtgtGAT

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 2 97 CCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTG CCAGGTCGACAGGGAAGAGA GCCTGGTTGTCTGTGCAAAC 23 2 35 20 131 20 60,612 60,249 31,000 29,300 0.861205 A 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 2 99 CTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTCTCCAGGTCGACAGGGAAGA GCCTGGTTGTCTGTGCAAAC 25 2 33 20 131 20 60,612 60,249 28,700 29,300 0.861205 A 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 8 103 CCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTG CCAGGTCGACAGGGAAGAGA ATTTCCGCCTGGTTGTCTGT 23 8 35 20 137 20 60,612 59,890 31,000 34,100 0.722660 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 8 104 TCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTCCAGGTCGACAGGGAAGAG ATTTCCGCCTGGTTGTCTGT 24 8 34 20 137 20 60,612 59,890 28,500 34,100 0.722660 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 8 105 CTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTCTCCAGGTCGACAGGGAAGA ATTTCCGCCTGGTTGTCTGT 25 8 33 20 137 20 60,612 59,890 28,700 34,100 0.722660 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 2 98 TCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTCCAGGTCGACAGGGAAGAG GCCTGGTTGTCTGTGCAAAC 24 2 34 20 131 20 60,612 60,249 28,500 29,300 0.861205 A 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 7 11 140 GCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGCTCAGCGACACATAACCTG GTCTATATATTTCCGCCTGGTTGTC 52 11 6 20 145 25 58,998 59,362 40,000 31,800 6,640,599 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 12 140 GCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGCTCAGCGACACATAACCTG GTCTATATATTTCCGCCTGGTTGT 52 12 6 20 145 24 58,998 58,452 40,000 33,200 6,550,771 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 12 141 GCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGCTCAGCGACACATAACCTG AGTCTATATATTTCCGCCTGGTTGT 52 12 6 20 146 25 58,998 59,693 40,000 33,200 6,309,562 F 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 79 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 1 5 0 147 CCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTG CCAGGTCGACAGGGAAGAGA TGATTTCAATGAGTGCATGTTTCAC 23 0 35 20 181 25 60,612 59,078 31,000 31,800 6,534,150 D 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 79 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 5 0 149 CTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTCTCCAGGTCGACAGGGAAGA TGATTTCAATGAGTGCATGTTTCAC 25 0 33 20 181 25 60,612 59,078 28,700 31,800 6,534,150 D 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:25641:1784 1 78 79 16 2 AC ACACACACACACACACACACACACACACACACAGG NA 0 0 6 0 148 TCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTCCAGGTCGACAGGGAAGAG TGATTTCAATGAGTGCATGTTTCAC 24 0 34 20 181 25 60,612 59,078 28,500 31,800 6,534,150 D 223 NACTCGCTCAGCGACACATAACCTGACTCCCACTCCAGGTCGACAGGGAAGAGAATCACTTTTCTCGTGTGGAAAAGacacacacacacacacacacacacacacacacAGGTTTGCACAGACAACCAGGCGGAAatatatAGACTcacacacacaGTGAAACATGCACTCATTGAAATCAacacacacacGCAGAGACACAAACAGACaaaaaCATTCACAC

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 11 0 121 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT GTCACGGTGTGAGGATGTGT 0 48 1 21 121 20 59,440 59,966 43,400 37,200 1,593,186 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 0 122 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT TGTCACGGTGTGAGGATGTG 0 49 1 21 122 20 59,440 59,967 43,400 32,100 1,593,048 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 0 123 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT GTGTCACGGTGTGAGGATGT 0 50 1 21 123 20 59,440 59,966 43,400 30,600 1,593,186 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 0 165 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT ACATGTGTGAGTGTGTGAAAGA 0 90 1 21 165 22 59,440 58,127 43,400 25,200 5,432,379 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 0 162 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT TGTGTGAGTGTGTGAAAGAGAG 0 87 1 21 162 22 59,440 58,215 43,400 32,000 5,345,168 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 13 0 162 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT TGTGTGAGTGTGTGAAAGAGAGA 0 86 1 21 162 23 59,440 59,553 43,400 31,000 5,006,912 F 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 1 10 0 257 GAGacacacacAAACACCCTcacacacacacacacacacac GAGACACACACAAACACCCT AAGTTTGAGGAACAGCACCT 0 44 2 20 258 20 57,962 57,263 43,400 40,000 4,775,057 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 0 11 0 258 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT AAGTTTGAGGAACAGCACCT 0 44 1 21 258 20 59,440 57,263 43,400 40,000 4,296,352 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 0 12 1 258 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCC AAGTTTGAGGAACAGCACCT 1 44 1 20 258 20 57,962 57,263 46,100 40,000 4,775,057 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 0 13 0 219 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT TTGAATATTTGTGTGTGAGTGTGAC 0 0 1 21 219 25 59,440 58,276 43,400 36,700 8,283,946 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 0 14 0 217 GAGacacacacAAACACCCTcacacacacacacacacacac GAGACACACACAAACACCCT TGAATATTTGTGTGTGAGTGTGAC 0 0 2 20 218 24 57,962 57,701 43,400 36,700 8,337,410 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:30381:54576 1 22 173 16 2 AC CACACACACACACACACACACACACACACACACCACNA 0 0 14 0 218 AGAGacacacacAAACACCCTcacacacacacacacacacaAGAGACACACACAAACACCCT TGAATATTTGTGTGTGAGTGTGAC 0 0 1 21 218 24 59,440 57,701 43,400 36,700 7,858,706 G 258 AGAGacacacacAAACACCCTcacacacacacacacacacacacacacacacaCCACAGatatatACTTTCTTATACACAAAGacacacGTCcacacacaGACACATCCTCACACCGTGACACTcacacacaGATATGTtctctcTTTcacacaCTcacacaTGTATATTCTTTCTCATGCACCcacacacacaGTCACACTcacacacaAATATTCAAAGTGTTCAGTCGAAAATTGAGGTGCTGTTCCTCAAACTT

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 1 1 15 24 188 TCATACACATAGGGAGAGGGACTcacacacaTacacacTCATACACATAGGGAGAGGGAC ATGTGAGACCCTCTCCGCA 68 24 35 22 222 19 58,154 60,305 44,600 56,900 5,151,157 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 15 24 189 CTCATACACATAGGGAGAGGGACTcacacacaTacac CTCATACACATAGGGAGAGGGAC ATGTGAGACCCTCTCCGCA 68 24 34 23 222 19 59,170 60,305 44,600 56,900 5,134,898 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 16 24 189 TCATACACATAGGGAGAGGGACTcacacacaTacacacTCATACACATAGGGAGAGGGAC TATGTGAGACCCTCTCCGCA 68 24 35 22 223 20 58,154 60,034 44,600 56,900 3,879,362 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 16 24 191 TCTCATACACATAGGGAGAGGGACTcacacacaTaca TCTCATACACATAGGGAGAGGGA TATGTGAGACCCTCTCCGCA 69 24 33 23 223 20 59,273 60,034 42,000 56,900 3,760,893 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 16 24 195 AGGGTCTCATACACATAGGGAGAGGGACTcacacac AGGGTCTCATACACATAGGGAGA TATGTGAGACCCTCTCCGCA 73 24 29 23 223 20 59,533 60,034 37,100 56,900 3,500,985 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 55 16 2 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 16 24 197 AGAGGGTCTCATACACATAGGGAGAGGGACTcaca AGAGGGTCTCATACACATAGGGA TATGTGAGACCCTCTCCGCA 75 24 27 23 223 20 59,533 60,034 42,000 56,900 3,500,985 D 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 1 16 0 134 cacaTacacacAGACTGAGAGGAtctctcACACATacacaCACATACACACAGACTGAGAGGA TATGTGAGACCCTCTCCGCA 12 0 90 23 223 20 59,492 60,034 37,100 56,900 3,541,125 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 17 0 135 acacaTacacacAGACTGAGAGGAtctctcACACATacacACACATACACACAGACTGAGAGG TATGTGAGACCCTCTCCGCA 13 0 89 23 223 20 59,743 60,034 36,900 56,900 3,290,381 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 18 0 155 acacacagagagGGTCTcacacacaTacacacAGACTGAG ACACACAGAGAGGGTCTCAC TATGTGAGACCCTCTCCGCA 36 0 69 20 223 20 58,667 60,034 35,100 56,900 1,366,679 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 18 0 156 cacacacagagagGGTCTcacacacaTacacacAGACTGA CACACACAGAGAGGGTCTCA TATGTGAGACCCTCTCCGCA 37 0 68 20 223 20 58,668 60,034 32,700 56,900 1,365,697 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 19 0 139 TcacacacaTacacacAGACTGAGAGGAtctctcACACATTCACACACATACACACAGACTGA TATGTGAGACCCTCTCCGCA 17 0 85 23 223 20 59,617 60,034 34,100 56,900 3,416,687 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:5375:28523 1 125 79 16 3 AC ACACACACACTGAGCGTCTCGCTCACACACACACACNA 0 0 19 0 156 cacacacagagagGGTCTcacacacaTacacacAGACTGA CACACACAGAGAGGGTCTCAC TATGTGAGACCCTCTCCGCA 36 0 68 21 223 20 60,000 60,034 35,100 56,900 1,033,785 G 224 TcacacacacacacacacacaTGCGGAGAGGGTCTCATACACATAGGGAGAGGGACTcacacacaTacacacacagagagGGTCTcacacacaTacacacAGACTGAGAGGAtctctcACACATacacacacacTGAGCGTCTCGCTcacacacacacacacacacacacacacacacaCGGAGAGGGTCTcacacacacacaTGCGGAGAGGGTCTCACATAC

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 1 3 16 151 CCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCCTCCAAACTGGCCGCCA TCTGGGCCATGTTCACACG 29 16 52 18 202 19 62,659 60,302 56,900 44,900 5,961,603 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 5 51 221 CACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGATT CCTCCCATCTCTGCATGGTC 61 51 18 20 238 20 59,005 59,892 25,700 40,200 1,103,232 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 66 241 cccTCCACCACCCTCCTTCCTGATTAAATGcccccGCA CCCTCCACCACCCTCCTT CGCAAAGCTGGGAATCCTCC 68 66 13 18 253 20 60,204 61,380 33,600 43,000 3,583,793 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 51 222 CCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGAT CCTCCCATCTCTGCATGGTC 62 51 17 20 238 20 60,916 59,892 29,000 40,200 1,024,566 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 47 218 CCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGAT CCATCTCTGCATGGTCGACA 62 47 17 20 234 20 60,916 59,824 29,000 43,500 1,092,808 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 7 143 CCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCCTCCAAACTGGCCGCCA ATGTTCACACGCACACTTGC 29 7 52 18 194 20 62,659 59,971 56,900 40,100 4,688,472 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 7 177 CACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGATT ATGTTCACACGCACACTTGC 61 7 18 20 194 20 59,005 59,971 25,700 40,100 1,024,325 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 7 178 CCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCTGAT ATGTTCACACGCACACTTGC 62 7 17 20 194 20 60,916 59,971 29,000 40,100 0.945659 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 6 124 GGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGGGGCCATTAAATTCCACCTAGT ATGTTCACACGCACACTTGC 6 7 71 22 194 20 58,089 59,971 25,700 40,100 3,940,290 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 6 5 124 GGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGGGGCCATTAAATTCCACCTAGTG ATGTTCACACGCACACTTGC 5 7 71 23 194 20 59,363 59,971 27,400 40,100 3,666,065 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 7 66 240 ccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAG CCTCCACCACCCTCCTTCC CGCAAAGCTGGGAATCCTCC 66 66 14 19 253 20 61,302 61,380 34,600 43,000 3,681,380 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 7 66 241 cccTCCACCACCCTCCTTCCTGATTAAATGcccccGCA CCCTCCACCACCCTCCTTC CGCAAAGCTGGGAATCCTCC 67 66 13 19 253 20 61,302 61,380 34,600 43,000 3,681,380 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 7 7 180 cTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCACCACCCTCCTTCCT ATGTTCACACGCACACTTGC 65 7 15 19 194 20 60,230 59,971 33,600 40,100 1,258,958 G 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 8 9 145 CCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCCTCCAAACTGGCCGCCA CCATGTTCACACGCACACTT 29 9 52 18 196 20 62,659 59,337 56,900 31,600 5,321,791 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2205:8552:24110 1 99 69 16 2 AC GTGTGTGTGTGAGTAAGTGTGTGTCGGTACGAGTGNA 0 0 8 5 126 GGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGGGGCCATTAAATTCCACCTAGTG CCATGTTCACACGCACACTT 5 9 71 23 196 20 59,363 59,337 27,400 31,600 4,299,383 D 253 CGGGAACAATcccccTCCACCACCCTCCTTCCTGATTAAATGcccccGCAGCCTCCAAACTGGCCGCCAGGGGCCATTAAATTCCACCTAGTGTCTGAgtgtgtgtgtGAGTAAgtgtgtgtCGGTACGAGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTGCGCAAGTGTGCGTGTGAACATGGCCCAGAtttttGCTCTCATGTCGACCATGCAGAGATGGGAGGATTCCCAGCTTTGCG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 2 55 197 AAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCA AAAGTGAAGCTCAGCTGGCA GTGGAAATAGGCAGCCTGGA 70 55 35 20 231 20 60,179 59,744 49,200 38,600 0.434900 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG
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ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 44 179 AGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGCTCAGCTGGCAGAATTCA CAGCCTGGAAGACCTGTCAC 63 44 42 20 220 20 59,673 60,321 25,700 36,700 0.648381 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 44 186 AAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCA AAAGTGAAGCTCAGCTGGCA CAGCCTGGAAGACCTGTCAC 70 44 35 20 220 20 60,179 60,321 49,200 36,700 0.500131 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 37 179 AAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCA AAAGTGAAGCTCAGCTGGCA GAAGACCTGTCACCGCAGAG 70 37 35 20 213 20 60,179 60,389 49,200 33,500 0.568176 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 69 243 CCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAACCGAGAAGCAGGTCAACTCA CCTCCAGTGAAGAGGTGGAA 102 69 3 20 245 20 59,682 58,648 34,100 35,300 1,670,524 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 69 244 ACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAACCGAGAAGCAGGTCAACTC CCTCCAGTGAAGAGGTGGAA 103 69 2 20 245 20 59,681 58,648 30,100 35,300 1,670,845 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 68 243 CCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAACCGAGAAGCAGGTCAACTCA CCTCCAGTGAAGAGGTGGAAA 102 68 3 20 245 21 59,682 59,300 34,100 31,300 2,018,074 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 57 199 AAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCA AAAGTGAAGCTCAGCTGGCA AGGTGGAAATAGGCAGCCTG 70 57 35 20 233 20 60,179 59,743 49,200 48,500 0.436049 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 49 191 AAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCA AAAGTGAAGCTCAGCTGGCA ATAGGCAGCCTGGAAGACCT 70 49 35 20 225 20 60,179 60,327 49,200 38,500 0.506009 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 6 122 GATCCACGTGCTTGCACAAGGCTCCGacacacacacacGATCCACGTGCTTGCACAAG CAGCCTGGAAGACCTGTCAC 6 44 99 20 220 20 60,110 60,321 31,600 36,700 0.431178 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 6 133 GATCCACGTGCTTGCACAAGGCTCCGacacacacacacGATCCACGTGCTTGCACAAG GTGGAAATAGGCAGCCTGGA 6 55 99 20 231 20 60,110 59,744 31,600 38,600 0.365946 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:11008:7585 1 125 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 6 135 GATCCACGTGCTTGCACAAGGCTCCGacacacacacacGATCCACGTGCTTGCACAAG AGGTGGAAATAGGCAGCCTG 6 57 99 20 233 20 60,110 59,743 31,600 48,500 0.367095 A 247 GACCGAGAAGCAGGTCAACTCAGATGAGCATCTGAAAGTGAAGCTCAGCTGGCAGAATTCAAATGTTCAGGACATTGAGATGAATGTGAAACGTGAATGATCCACGTGCTTGCACAAGGCTCCGacacacacacacacacacacacacacacacacCCCCGCACTTTTCCCTCCAGAATCATTCAGCTGCTCCCTCTGCGGTGACAGGTCTTCCAGGCTGCCTATTTCCACCTCTTCACTGGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 1 1 6 22 156 ACACCATCACACTCGCAAGTGCGCACATAGAATCTTACACCATCACACTCGCAAGT AATCAGTTTGCACATGCGGG 22 48 24 20 179 20 59,893 59,756 31,600 61,300 0.351157 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 8 41 175 cacAAACGCACATGCCTGAACACCATCACACTCGCA CACAAACGCACATGCCTGAA AATCAGTTTGCACATGCGGG 41 48 5 20 179 20 59,969 59,756 30,200 61,300 0.274953 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 8 25 159 TGAACACCATCACACTCGCAAGTGCGCACATAGAA TGAACACCATCACACTCGCA AATCAGTTTGCACATGCGGG 25 48 21 20 179 20 59,894 59,756 51,000 61,300 0.350228 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 8 6 117 TGAACACCATCACACTCGCAAGTGCGCACATAGAA TGAACACCATCACACTCGCA GTGTCCAAGTGTGAATGCGG 25 6 21 20 137 20 59,894 59,762 51,000 56,900 0.344067 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 8 6 133 cacAAACGCACATGCCTGAACACCATCACACTCGCA CACAAACGCACATGCCTGAA GTGTCCAAGTGTGAATGCGG 41 6 5 20 137 20 59,969 59,762 30,200 56,900 0.268793 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 41 203 cacAAACGCACATGCCTGAACACCATCACACTCGCA CACAAACGCACATGCCTGAA TGTGAATCCGTGTGTGGGTG 41 76 5 20 207 20 59,969 60,534 30,200 46,100 0.564482 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 39 173 cAAACGCACATGCCTGAACACCATCACACTCGCAAGCAAACGCACATGCCTGAACA AATCAGTTTGCACATGCGGG 39 48 7 20 179 20 59,969 59,756 31,800 61,300 0.274953 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 39 201 cAAACGCACATGCCTGAACACCATCACACTCGCAAGCAAACGCACATGCCTGAACA TGTGAATCCGTGTGTGGGTG 39 76 7 20 207 20 59,969 60,534 31,800 46,100 0.564482 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 39 203 cAAACGCACATGCCTGAACACCATCACACTCGCAAGCAAACGCACATGCCTGAACA TGTGTGAATCCGTGTGTGGG 39 78 7 20 209 20 59,969 60,534 31,800 46,100 0.564482 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 38 172 AAACGCACATGCCTGAACACCATCACACTCGCAAGTAAACGCACATGCCTGAACAC AATCAGTTTGCACATGCGGG 38 48 8 20 179 20 59,969 59,756 33,200 61,300 0.275088 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 12 136 AAACGCACATGCCTGAACACCATCACACTCGCAAGTAAACGCACATGCCTGAACAC TGTGCTGTGTCCAAGTGTGA 38 12 8 20 143 20 59,969 59,748 33,200 35,800 0.282273 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 6 130 AAACGCACATGCCTGAACACCATCACACTCGCAAGTAAACGCACATGCCTGAACAC GTGTCCAAGTGTGAATGCGG 38 6 8 20 137 20 59,969 59,762 33,200 56,900 0.268927 D 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15645:66285 1 66 46 16 2 AC ACACACACACATAAACACACACACACACACACACACNA 0 0 10 6 131 cAAACGCACATGCCTGAACACCATCACACTCGCAAGCAAACGCACATGCCTGAACA GTGTCCAAGTGTGAATGCGG 39 6 7 20 137 20 59,969 59,762 31,800 56,900 0.268793 G 216 GacacacAAACGCACATGCCTGAACACCATCACACTCGCAAGTGCGCACATAGAATCTTAAACAAacacacacacATAAacacacacacacacacacacacacacacacacAGGCTCCCGCATTCACACTTGGACACAGCACAGACTCTTacacacacGCCCGCATGTGCAAACTGATTCAAACATGCACCcacacaCGGATTcacacacaAACCG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 1 1 14 53 243 acAGACATACATGCACACGcacacaCCTACATTcacac ACAGACATACATGCACACGC GGCTTTCTCTGGACACAGGT 53 79 6 20 248 20 58,921 59,602 53,400 40,000 1,477,027 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 14 53 244 acAGACATACATGCACACGcacacaCCTACATTcacac ACAGACATACATGCACACGC TGGCTTTCTCTGGACACAGG 53 80 6 20 249 20 58,921 59,602 53,400 40,000 1,476,649 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 15 53 245 cacAGACATACATGCACACGcacacaCCTACATTcaca CACAGACATACATGCACACGC TGGCTTTCTCTGGACACAGG 53 80 5 21 249 20 60,202 59,602 53,400 40,000 1,599,895 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 11 138 acacacAGacacacATGCACATacacacATGcacacacaTaACACACAGACACACATGCAC GGGTTGGCCTTCAATATGCAG 11 15 48 20 185 21 58,983 59,590 45,700 44,100 2,426,780 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 11 174 acacacAGacacacATGCACATacacacATGcacacacaTaACACACAGACACACATGCAC AGAATCAGAGTCTGCGGCAA 11 52 48 20 221 20 58,983 59,390 45,700 45,200 1,626,801 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 11 202 acacacAGacacacATGCACATacacacATGcacacacaTaACACACAGACACACATGCAC TGGCTTTCTCTGGACACAGG 11 80 48 20 249 20 58,983 59,602 45,700 40,000 1,414,567 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 137 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA GGGTTGGCCTTCAATATGCA 10 16 49 20 185 20 58,984 58,516 45,700 39,600 2,499,906 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 137 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA GGGTTGGCCTTCAATATGCAG 10 15 49 20 185 21 58,984 59,590 45,700 44,100 2,426,021 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 155 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA AATGCTGCAATGAACGAGGG 10 34 49 20 203 20 58,984 59,187 45,700 43,000 1,829,052 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 173 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA AGAATCAGAGTCTGCGGCAA 10 52 49 20 221 20 58,984 59,390 45,700 45,200 1,626,042 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 200 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA GGCTTTCTCTGGACACAGGT 10 79 49 20 248 20 58,984 59,602 45,700 40,000 1,414,186 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:15666:41602 1 79 71 16 1.5 AC CACACACATACACACACACACACACACACATACACANA 0 0 18 10 201 cacacAGacacacATGCACATacacacATGcacacacaTacCACACAGACACACATGCACA TGGCTTTCTCTGGACACAGG 10 80 49 20 249 20 58,984 59,602 45,700 40,000 1,413,808 F 251 TacacacAGACATACATGCACACGcacacaCCTACATTcacacacaTacacacAGacacacATGCACATacacacATGcacacacaTacacacacacacacacacacATacacacAGacacacacacacacacacacacacacacacacATATTTTAGCATAATCTGCATATTGAAGGCCAACCCCTCGTTCATTGCAGCATTGCCGCAGACTCTGATTCTACATAGAACCTGTGTCCAGAGAAAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 1 1 4 6 147 cacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacaCACACGGACAGCACACTCAA TGAGAACATTGGCACAGGCA 6 62 4 20 150 20 60,810 60,179 30,200 47,500 0.988631 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 127 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT CATGTCCTTGGTTTGCTGCC 4 44 6 20 132 20 60,531 60,038 31,600 48,500 0.568625 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 129 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT GGCATGTCCTTGGTTTGCTG 4 46 6 20 134 20 60,531 60,038 31,600 44,100 0.568625 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 131 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT CAGGCATGTCCTTGGTTTGC 4 48 6 20 136 20 60,531 60,038 31,600 36,800 0.568625 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 145 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT TGAGAACATTGGCACAGGCA 4 62 6 20 150 20 60,531 60,179 31,600 47,500 0.709646 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 197 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT GGACATCCCTCCTGGTGTAC 4 114 6 20 202 20 60,531 59,169 31,600 29,000 1,361,957 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 4 4 198 cacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacaCACGGACAGCACACTCAAGT AGGACATCCCTCCTGGTGTA 4 115 6 20 203 20 60,531 59,283 31,600 29,000 1,247,241 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 6 5 146 acacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacACACGGACAGCACACTCAAG TGAGAACATTGGCACAGGCA 5 62 5 20 150 20 60,531 60,179 30,200 47,500 0.709646 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:17513:30492 1 30 39 16 1.5 AC GTGTGTGCACACACACACACACACACACACACACACNA 0 0 6 5 199 acacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacACACGGACAGCACACTCAAG AGGACATCCCTCCTGGTGTA 5 115 5 20 203 20 60,531 59,283 30,200 29,000 1,247,241 F 219 acacacacGGACAGCACACTCAAGTGTGCgtgtgtGcacacacacacacacacacacacacacacacaCTCCCATGTACCTCATCTTCTCCTTTGCCAAGATGGCTGATACAGGCAGCAAACCAAGGACATGCCTGTGCCAATGTTCTCAGATCATAACCTGGACCTCCTGGTGGATAAAGTGTACACCAGGAGGGATGTCCTCTTCCTACCAAGCCAC

ST‐E00142:460:H2K7HCCXY:6:2206:18365:68148 1 97 48 16 1.5 AG GAGAGAGGGAGAGACGGAGAGAGAGAGAGAGAGNA 1 1 12 0 113 GAAAGACagagagAACCAGACGgagagaGGgagagaC GAAAGACAGAGAGAACCAGACG CAGATCGTCAGAGTGTCGGG 0 23 75 22 187 20 58,429 59,900 41,800 51,400 3,670,172 F 209 GACAGGCagagagagagTGGcagacagacagacagaGAGTTGgagagagaGTgagagagagagagaCagagagTGAAAGACagagagAACCAGACGgagagaGGgagagaCGgagagagagagagagagagagagagagagagaCAGACAGCCACACTCTTACCCTGCCCGACACTCTGACGATCTGACAGGCagagagagGCAGACCC

ST‐E00142:460:H2K7HCCXY:6:2206:18365:68148 1 97 48 16 1.5 AG GAGAGAGGGAGAGACGGAGAGAGAGAGAGAGAGNA 0 0 13 0 95 TGAAAGACagagagAACCAGACGgagagaGGgagaga TGAAAGACAGAGAGAACCAGACG GCAGGGTAAGAGTGTGGCTG 0 4 74 23 168 20 59,995 60,675 41,800 48,500 3,679,734 F 209 GACAGGCagagagagagTGGcagacagacagacagaGAGTTGgagagagaGTgagagagagagagaCagagagTGAAAGACagagagAACCAGACGgagagaGGgagagaCGgagagagagagagagagagagagagagagagaCAGACAGCCACACTCTTACCCTGCCCGACACTCTGACGATCTGACAGGCagagagagGCAGACCC

ST‐E00142:460:H2K7HCCXY:6:2206:18365:68148 1 97 48 16 1.5 AG GAGAGAGGGAGAGACGGAGAGAGAGAGAGAGAGNA 0 0 13 0 114 TGAAAGACagagagAACCAGACGgagagaGGgagaga TGAAAGACAGAGAGAACCAGACG CAGATCGTCAGAGTGTCGGG 0 23 74 23 187 20 59,995 59,900 41,800 51,400 3,104,452 F 209 GACAGGCagagagagagTGGcagacagacagacagaGAGTTGgagagagaGTgagagagagagagaCagagagTGAAAGACagagagAACCAGACGgagagaGGgagagaCGgagagagagagagagagagagagagagagagaCAGACAGCCACACTCTTACCCTGCCCGACACTCTGACGATCTGACAGGCagagagagGCAGACCC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 1 1 17 17 192 tctctctcACActctctctGtctctcTATCCCTCTGTCTTtctct TCTCTCTCACACTCTCTCTGTCT ACAGGGAGGATGAGTTGTGG 17 48 21 23 212 20 59,417 59,013 34,100 41,700 4,569,941 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 15 190 tctctcACActctctctGtctctcTATCCCTCTGTCTTtctctct TCTCTCACACTCTCTCTGTCTCT ACAGGGAGGATGAGTTGTGG 15 48 23 23 212 20 59,417 59,013 31,000 41,700 4,569,941 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 15 191 tctctcACActctctctGtctctcTATCCCTCTGTCTTtctctct TCTCTCACACTCTCTCTGTCTCT GACAGGGAGGATGAGTTGTGG 15 48 23 23 213 21 59,417 60,066 31,000 41,700 4,648,501 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 13 187 tctcACActctctctGtctctcTATCCCTCTGTCTTtctctctct TCTCACACTCTCTCTGTCTCTCT CAGGGAGGATGAGTTGTGGAC 13 46 25 23 211 21 59,417 60,066 31,000 40,200 4,648,501 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 13 188 tctcACActctctctGtctctcTATCCCTCTGTCTTtctctctct TCTCACACTCTCTCTGTCTCTCT ACAGGGAGGATGAGTTGTGG 13 48 25 23 212 20 59,417 59,013 31,000 41,700 4,569,941 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 13 189 tctcACActctctctGtctctcTATCCCTCTGTCTTtctctctct TCTCACACTCTCTCTGTCTCTCT GACAGGGAGGATGAGTTGTGG 13 48 25 23 213 21 59,417 60,066 31,000 41,700 4,648,501 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 0 130 tctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctct TCTGTCTCTCTATCCCTCTGTCT AGAGAAAGAGAGAGCGAGAACA 1 0 37 23 166 22 58,956 58,583 34,100 31,800 7,461,409 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 17 0 132 tctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctct TCTCTGTCTCTCTATCCCTCTGT AGAGAAAGAGAGAGCGAGAACA 3 0 35 23 166 22 58,956 58,583 34,100 31,800 7,461,409 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:19624:17940 1 61 84 16 3 AG TCTCTCTCTCCCTGTCTCTCTCCGTTTTTCTCTCTCTC NA 0 0 18 0 132 tctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctct TCTCTGTCTCTCTATCCCTCTGTC AGAGAAAGAGAGAGCGAGAACA 2 0 35 24 166 22 59,897 58,583 35,100 31,800 7,519,625 G 213 TGTCTTTCTCTACTtatatatctctctcACActctctctGtctctcTATCCCTCTGTCTTtctctctctcCCTGtctctctcCGTTTTtctctctctcCctctctGTCTCTGtctctctctctctctctctctctctctctctcTGTTCTCGctctctctTTCTCTAtctctcTGTCTCACACTCTCAAAGTCCACAACTCATCCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 9 91 CAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgt CATGTGTGCACGTACCCG GCAGACACACACAAGCACTG 12 9 5 18 95 20 58,835 59,971 52,800 36,600 3,193,081 F 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 11 92 CAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgt CATGTGTGCACGTACCCG CGCAGACACACACAAGCAC 12 11 5 18 96 19 58,835 60,011 52,800 44,000 4,175,372 F 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 7 90 CAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgt CATGTGTGCACGTACCCG CAGACACACACAAGCACTGAC 12 7 5 18 94 21 58,835 59,671 52,800 35,100 4,493,255 F 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 1 8 0 187 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGCC CCTGCAATTGACTGCTCTGC 0 17 15 20 201 20 61,632 59,829 45,200 42,600 1,802,607 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 0 8 0 188 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGCC GCCTGCAATTGACTGCTCTG 0 18 15 20 202 20 61,632 59,829 45,200 33,500 1,802,607 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 0 8 0 189 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGCC TGCCTGCAATTGACTGCTCT 0 19 15 20 203 20 61,632 60,251 45,200 40,900 1,883,079 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 0 8 0 203 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGCC GAGAGGATCAGGCTTGCCTG 0 33 15 20 217 20 61,632 60,179 45,200 48,500 1,811,097 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 0 8 0 205 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGCC GAGAGAGGATCAGGCTTGCC 0 35 15 20 219 20 61,632 59,893 45,200 45,200 1,738,567 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:1986:52608 1 35 130 16 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGC NA 0 0 9 1 205 CGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtg CGTACCCGTGTGTCATTGC GAGAGAGGATCAGGCTTGCC 1 35 15 19 219 20 59,215 59,893 35,600 45,200 1,891,842 G 245 CAAGCAtgtgtgCACGTACCCgtgtgtCATTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTGTCAGTGCTtgtgtgtgTCTGCGCgtgtgtgtgtGCGTACATGTGTCAGAgtgtgtgtgtATGtatatatatatatatatacacacacacaCTAGACAATGATTGTCAGCAGAGCAGTCAATTGCAGGCAAGCCTGATCctctctctTCACCAAATATTcacacacacacaN

ST‐E00142:460:H2K7HCCXY:6:2206:2158:67779 1 22 78 16 2 AC TGTGTGTGTGTATGACCCTCTGTGTGTGTGTGTGTGNA 1 1 17 0 119 gtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCt GTGTGCGTGACCCTCTGTC CACAATCAGAGAGACAGAGGGT 0 0 3 19 121 22 60,665 59,169 35,100 43,400 4,495,888 G 124 gtgtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCtgtgtgtgtgtgtgtgtgtgtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACCCTCTGtctctcTGATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2206:2158:67779 1 22 78 16 2 AC TGTGTGTGTGTATGACCCTCTGTGTGTGTGTGTGTGNA 0 0 17 0 120 gtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCt GTGTGCGTGACCCTCTGTC ACACAATCAGAGAGACAGAGGG 0 1 3 19 122 22 60,665 59,169 35,100 43,000 4,495,888 G 124 gtgtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCtgtgtgtgtgtgtgtgtgtgtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACCCTCTGtctctcTGATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2206:2158:67779 1 22 78 16 2 AC TGTGTGTGTGTATGACCCTCTGTGTGTGTGTGTGTGNA 0 0 17 0 121 gtgtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCGTGTGTGCGTGACCCTCTG CACAATCAGAGAGACAGAGGGT 2 0 1 19 121 22 60,956 59,169 33,500 43,400 4,787,093 G 124 gtgtgtGCGTGACCCTCTGTCtgtgtgtgtgTATGACCCTCtgtgtgtgtgtgtgtgtgtgtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACCCTCTGtctctcTGATtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 10 1 102 ACACAGAGACACGGACACTCTcacacacacacacacacaACACAGAGACACGGACACTC CTCTCCTGTCACACTGTGCA 1 29 30 20 131 20 59,331 59,610 35,100 45,700 1,059,568 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 1 103 ACACAGAGACACGGACACTCTcacacacacacacacacaACACAGAGACACGGACACTC TCTCTCCTGTCACACTGTGC 1 30 30 20 132 20 59,331 59,324 35,100 45,700 1,345,261 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 30 140 GacacacTCACCCActctctcacacacaTACACAGAGACA GACACACTCACCCACTCTCT TGTGTTCCTCTCTCCTGTCAC 30 37 1 20 140 21 58,667 59,036 31,000 36,700 3,297,400 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 29 140 GacacacTCACCCActctctcacacacaTACACAGAGACA GACACACTCACCCACTCTCTC TGTGTTCCTCTCTCCTGTCA 29 38 1 21 140 20 59,729 57,618 32,000 35,800 3,652,854 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 29 140 GacacacTCACCCActctctcacacacaTACACAGAGACA GACACACTCACCCACTCTCTC TGTGTTCCTCTCTCCTGTCAC 29 37 1 21 140 21 59,729 59,036 32,000 36,700 3,235,325 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26017:33234 1 51 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 22 123 CACCCActctctcacacacaTACACAGAGACACGGACACCACCCACTCTCTCACACACA CTCTCCTGTCACACTGTGCA 22 29 9 20 131 20 59,247 59,610 37,200 45,700 1,143,149 F 146 GacacacTCACCCActctctcacacacaTACACAGAGACACGGACACTCTcacacacacacacacacacacacacacacacaGAGTGAGAAGTGAGACCAacacacacATATGCACAGTGTGACAGgagagaGGAACACATACACA

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 188 50 16 1.5 AC CACACACACAGTCTCTCTCACACACACACACACACA NA 0 1 10 0 112 CTCATACGCACAGACCTGcacacacaTACACTCTCACTCTCATACGCACAGACCTGCA TGTATGTGTACGTGTGAATGCA 20 0 148 20 259 22 60,109 58,346 44,100 39,600 3,763,076 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 188 50 16 1.5 AC CACACACACAGTCTCTCTCACACACACACACACACA NA 0 0 10 0 113 CTCATACGCACAGACCTGcacacacaTACACTCTCACTCTCATACGCACAGACCTGCA GTGTATGTGTACGTGTGAATGCA 20 0 148 20 260 23 60,109 59,569 44,100 39,600 3,539,218 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 188 50 16 1.5 AC CACACACACAGTCTCTCTCACACACACACACACACA NA 0 0 13 5 118 CTCATACGCACAGACCTGcacacacaTACACTCTCACTCTCATACGCACAGACCTGCA AGACAGTGTATGTGTACGTGTGA 20 5 148 20 265 23 60,109 59,433 44,100 35,800 3,675,404 F 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 1 8 0 142 TCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCATCTGCCCACACACTTTCTCT TGTATGTGTACGTGTGAATGCA 0 0 118 20 259 22 58,868 58,346 31,000 39,600 4,786,052 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 0 8 0 218 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT TGTATGTGTACGTGTGAATGCA 76 0 42 20 259 22 60,744 58,346 30,100 39,600 4,398,828 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 0 9 0 143 TCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCATCTGCCCACACACTTTCTCT GTGTATGTGTACGTGTGAATGCA 0 0 118 20 260 23 58,868 59,569 31,000 39,600 4,562,194 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 0 9 0 219 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT GTGTATGTGTACGTGTGAATGCA 76 0 42 20 260 23 60,744 59,569 30,100 39,600 4,174,970 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 0 13 5 224 CCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCCCGCTGTCGTCAATGGGATT AGACAGTGTATGTGTACGTGTGA 76 5 42 20 265 23 60,744 59,433 30,100 35,800 4,311,156 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:26707:5739 1 138 100 16 2 AC CACACACACACTCATACGCACAGACCTGCACACACANA 0 0 13 0 148 TCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCATCTGCCCACACACTTTCTCT AGACAGTGTATGTGTACGTGTGA 0 5 118 20 265 23 58,868 59,433 31,000 35,800 4,698,380 G 271 CGTgagagagaCAgtgtgtgtgtgtgagagagagaGCGTTCCCGCTGTCGTCAATGGGATTTATAACGGCCTGTCGCATTTTACGGCCCCGTccccccTGAAGCGGGGCCATAAAATTCTGCCcacacaCTTTCTCTcacacacacaCTCATACGCACAGACCTGcacacacaTACACTCTCACTCTcacacacacaGtctctcTcacacacacacacacacacacacacacacacaTGCATTCACACGTACACATACACTGtctctctcT

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 1 1 7 0 129 cgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTC CGCGCCTGTGTGTGTCAC TCACACGTGCACACTATCACA 0 24 62 18 190 21 62,001 59,932 36,700 35,800 5,068,379 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 0 0 7 0 137 cgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTC CGCGCCTGTGTGTGTCAC CCAGCATATCACACGTGCAC 0 33 62 18 198 20 62,001 59,625 36,700 45,700 4,375,315 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 0 0 7 0 138 cgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTC CGCGCCTGTGTGTGTCAC TCCAGCATATCACACGTGCA 0 34 62 18 199 20 62,001 59,751 36,700 45,700 4,249,400 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 0 0 10 4 140 TTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgTTTGCGCGCCTGTGTGTG CAGCATATCACACGTGCACA 4 32 58 18 197 20 62,249 58,922 38,200 45,700 5,326,936 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 0 0 10 4 141 TTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgTTTGCGCGCCTGTGTGTG CCAGCATATCACACGTGCAC 4 33 58 18 198 20 62,249 59,625 38,200 45,700 4,623,778 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 80 66 16 2 AC TGTGTGTGTGTGTGTGTGTCTGTGTGTCTGTCACTGNA 0 0 10 4 142 TTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgTTTGCGCGCCTGTGTGTG TCCAGCATATCACACGTGCA 4 34 58 18 199 20 62,249 59,751 38,200 45,700 4,497,863 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 1 13 2 181 gtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcg GTGTGTCTCTGTGTGTGTTCA TCCAGCATATCACACGTGCA 2 34 19 21 199 20 58,383 59,751 31,800 45,700 2,865,803 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 0 14 3 190 TtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTg TTGTGTGTCTCTGTGTGTGTTC TGATACTTCCAGCATATCACACGT 3 37 17 22 206 24 59,000 59,901 31,800 44,900 7,099,460 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 0 14 2 181 tgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgc TGTGTGTCTCTGTGTGTGTTCA CCAGCATATCACACGTGCAC 2 33 18 22 198 20 60,029 59,625 31,800 45,700 2,403,325 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 0 14 2 182 tgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgc TGTGTGTCTCTGTGTGTGTTCA TCCAGCATATCACACGTGCA 2 34 18 22 199 20 60,029 59,751 31,800 45,700 2,277,410 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 0 15 4 190 TtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTg TTGTGTGTCTCTGTGTGTGTT TGATACTTCCAGCATATCACACGT 4 37 17 21 206 24 57,948 59,901 33,200 44,900 7,151,875 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:28412:3243 1 42 104 16 3 AC TGTGTGTGTGTGTGTGTTTGCGCGCCTGTGTGTGTCNA 0 0 16 5 190 TtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTg TTGTGTGTCTCTGTGTGTGT TGATACTTCCAGCATATCACACGT 5 37 17 20 206 24 57,239 59,901 37,200 44,900 6,860,054 G 245 gtgtgtCAgtgtgtTTTtgtgtgTCTCtgtgtgtgTTCAACtgtgtgtgtgtgtgtgTTTgcgcgcCtgtgtgtgTCACtgtgtgtgtgtgtgtgtgTCtgtgtgTCTGTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTATGTGTATGTACCTTCGTGTGATAGTGTGCACGTGTGATATGCTGGAAGTATCATTTATAACTGATTACTTTAGATTCAATTAAAACTGAGCA

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 0 114 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC TTCCACGTGGTCAGCTTCAA 0 42 24 20 137 20 58,877 59,821 53,400 26,900 1,302,083 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 115 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC CTTCCACGTGGTCAGCTTCA 0 43 24 20 138 20 58,877 60,250 53,400 30,200 1,372,717 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 116 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC ACTTCCACGTGGTCAGCTTC 0 44 24 20 139 20 58,877 60,250 53,400 38,600 1,372,760 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 190 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC TGAAATTCTGCCAACCAAGTGC 0 116 24 20 213 22 58,877 60,224 53,400 44,000 3,346,867 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 1 91 ACAGATGCTACATGAAACACATTTGAAgtgtgtGCGT ACAGATGCTACATGAAACACATTTG CATACCGCTCCCTCACAGC 14 1 5 25 95 19 58,616 60,227 23,200 44,000 7,611,603 B 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 1 95 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgt ACTAACAGATGCTACATGAAACACA CATACCGCTCCCTCACAGC 18 1 1 25 95 19 58,770 60,227 37,200 44,000 7,457,852 B 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 183 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC CTGCCAACCAAGTGCAGTAA 0 111 24 20 206 20 58,877 58,682 53,400 22,400 2,440,462 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 190 ACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgt ACATTTGAAGTGTGTGCGTGC GAAATTCTGCCAACCAAGTGCA 0 115 23 21 212 22 60,534 60,224 53,400 45,700 3,757,774 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 191 ACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgt ACATTTGAAGTGTGTGCGTGC TGAAATTCTGCCAACCAAGTGC 0 116 23 21 213 22 60,534 60,224 53,400 44,000 3,757,774 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 91 ACAGATGCTACATGAAACACATTTGAAgtgtgtGCGT ACAGATGCTACATGAAACACATTTGA CATACCGCTCCCTCACAGC 13 1 5 26 95 19 59,793 60,227 26,900 44,000 7,434,601 B 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 0 153 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC GCTTCAATCCAGTTGTTGCCC 0 80 24 20 176 21 58,877 60,337 53,400 53,600 2,460,016 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:8105:52309 1 44 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 0 154 CATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtCATTTGAAGTGTGTGCGTGC GGCTTCAATCCAGTTGTTGCC 0 81 24 20 177 21 58,877 60,337 53,400 45,200 2,460,016 F 243 ACTAACAGATGCTACATGAAACACATTTGAAgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCTGTGAGGGAGCGGTATGtttttttttGTTTCCAAATACATTGAAGCTGACCACGTGGAAGTGCTGGGTTAAACAGTTGGGCAACAACTGGATTGAAGCCTTTATGAATTTACTGCACTTGGTTGGCAGAATTTCAACCTCAAGAATGTTTTAAATAAGAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 14 6 96 GTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAccc GTGTGATGGAGGAAGGCTCA CGTGTCTGCGTGCGTGTG 20 6 167 20 262 18 59,385 62,340 42,600 38,200 4,955,140 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 99 TGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTG TGAGTGTGATGGAGGAAGGC CGTGTCTGCGTGCGTGTG 23 6 164 20 262 18 59,385 62,340 43,500 38,200 4,955,140 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 156 CAGTGGGTGGACAGAGAACCCCAGCAGGCAGCAT CAGTGGGTGGACAGAGAACC CGTGTCTGCGTGCGTGTG 80 6 107 20 262 18 59,965 62,340 36,200 38,200 4,375,266 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 160 CGATCAGTGGGTGGACAGAGAACCCCAGCAGGCA CGATCAGTGGGTGGACAGAG CGTGTCTGCGTGCGTGTG 84 6 103 20 262 18 59,826 62,340 33,500 38,200 4,514,198 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 190 TTTGACAGGGACAGGTGCTGCATGGGAGGGCGAT TTTGACAGGGACAGGTGCTG CGTGTCTGCGTGCGTGTG 114 6 73 20 262 18 60,179 62,340 44,100 38,200 4,518,829 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 6 191 GTTTGACAGGGACAGGTGCTGCATGGGAGGGCGA GTTTGACAGGGACAGGTGCT CGTGTCTGCGTGCGTGTG 115 6 72 20 262 18 60,179 62,340 44,000 38,200 4,518,826 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 102 GTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAccc GTGTGATGGAGGAAGGCTCA CGTGTGCGTGTCTGCGTG 20 12 167 20 268 18 59,385 62,340 42,600 53,400 4,955,140 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 162 CAGTGGGTGGACAGAGAACCCCAGCAGGCAGCAT CAGTGGGTGGACAGAGAACC CGTGTGCGTGTCTGCGTG 80 12 107 20 268 18 59,965 62,340 36,200 53,400 4,375,266 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 197 GTTTGACAGGGACAGGTGCTGCATGGGAGGGCGA GTTTGACAGGGACAGGTGCT CGTGTGCGTGTCTGCGTG 115 12 72 20 268 18 60,179 62,340 44,000 53,400 4,518,826 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 240 AGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGGACTATGAAGCTGTGCGAT CGTGTGCGTGTCTGCGTG 157 12 29 21 268 18 59,241 62,340 45,800 53,400 6,099,254 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 240 AGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGGACTATGAAGCTGTGCGA CGTGTGCGTGTCTGCGTG 158 12 29 20 268 18 58,814 62,340 51,000 53,400 5,526,009 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11150:25060 1 207 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 12 241 AAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGAAGGACTATGAAGCTGTGCGA CGTGTGCGTGTCTGCGTG 158 12 28 21 268 18 59,449 62,340 51,000 53,400 5,890,333 F 272 AGGACTgggggAGCTGATCATAAACTTAAGGACTATGAAGCTGTGCGATTCGAAAGTGAGCGGAGCCTCATGTTTGACAGGGACAGGTGCTGCATGGGAGGGCGATCAGTGGGTGGACAGAGAACCCCAGCAGGCAGCATTGAAAATGCTCAGGTCAGTAAGATGAGTGTGATGGAGGAAGGCTCAGAAAGGCCCTGAcccccACGcacacacacacacacacacacacacacacacaGACACGCACACGCACGCAGACACGCACACGCACA

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 8 140 ACATGctctctctCCGCCTTTCATGGCActctctctctctctc ACATGCTCTCTCTCCGCCTT TTCCTCATGGCCTCTTCAGC 8 60 4 20 143 20 60,975 59,746 43,500 42,600 1,229,218 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 8 191 ACATGctctctctCCGCCTTTCATGGCActctctctctctctc ACATGCTCTCTCTCCGCCTT ACATGCTCCTGATTCTTCCCA 8 110 4 20 194 21 60,975 59,082 43,500 43,700 2,893,303 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 10 141 CACATGctctctctCCGCCTTTCATGGCActctctctctctctCACATGCTCTCTCTCCGCC TTCCTCATGGCCTCTTCAGC 10 60 3 19 143 20 60,227 59,746 61,300 42,600 1,481,383 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 139 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT TTCCTCATGGCCTCTTCAGC 7 60 5 20 143 20 59,822 59,746 31,100 42,600 0.431782 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 140 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT TTTCCTCATGGCCTCTTCAGC 7 60 5 20 144 21 59,822 60,340 31,100 42,600 1,518,009 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 190 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT ACATGCTCCTGATTCTTCCCA 7 110 5 20 194 21 59,822 59,082 31,100 43,700 2,095,866 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 190 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT ACATGCTCCTGATTCTTCCCAT 7 109 5 20 194 22 59,822 59,487 31,100 40,000 2,690,500 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 248 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT TGACACTAACTCACCAAGGTTT 7 167 5 20 252 22 59,822 57,503 31,100 32,700 4,674,895 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 249 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT ATGACACTAACTCACCAAGGTT 7 168 5 20 253 22 59,822 57,293 31,100 35,000 4,884,446 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 7 265 CATGctctctctCCGCCTTTCATGGCActctctctctctctctcCATGCTCTCTCTCCGCCTTT TGTCTCCTTCACAACTATGACACT 7 182 5 20 269 24 59,822 59,411 31,100 35,500 4,766,555 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 6 138 ATGctctctctCCGCCTTTCATGGCActctctctctctctctct ATGCTCTCTCTCCGCCTTTC TTCCTCATGGCCTCTTCAGC 6 60 6 20 143 20 59,536 59,746 26,200 42,600 0.717798 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:11759:46437 1 32 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 4 136 GctctctctCCGCCTTTCATGGCActctctctctctctctctctcGCTCTCTCTCCGCCTTTCAT TTCCTCATGGCCTCTTCAGC 4 60 8 20 143 20 59,536 59,746 25,700 42,600 0.717798 F 284 AGCACATGctctctctCCGCCTTTCATGGCActctctctctctctctctctctctctctctctCATCCTCCCATGCAGGTGCTGGCCTTGGAAAGGAGCACAGCGGTCAAGATGGCAGAGCAGGCTGAAGAGGCCATGAGGAAAAGCAGAGTTGCAGCAACAGTTCTATCTTATGGGAAGAATCAGGAGCATGTACTTTCAGTTACAGTGAAACAGGTGGAAACATTTGTAAACCTTGGTGAGTTAGTGTCATAGTTGTGAAGGAGACATCaaaaaaaTAATTG

ST‐E00142:460:H2K7HCCXY:6:2207:16812:41409 1 138 70 16 2 AC ACACACAGAGAGAGAGAGAGAGAGAGAAATCACCNA 1 1 13 7 132 ACACCACAAacacacacagagagAAATCACTCCAAacacACACCACAAACACACACAGAG TCTCACCCTGTGTTTGAGGT 14 7 103 21 234 20 58,916 58,493 33,500 38,500 3,590,913 G 234 AAACACagagagagagagagAAATCACCCAAAacacacagagagagagagGgagagagagagagagagagagagaAATCAGCCACAAACagagagagagAAAACACCACAAacacacacagagagAAATCACTCCAAacacacagagagagagagagagagagAAATCACCCCAAacacacacacacacacacacacacacacacacAGAAATCACCTCAAACACAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2207:16812:41409 1 138 70 16 2 AC ACACACAGAGAGAGAGAGAGAGAGAGAAATCACCNA 0 0 14 7 132 ACACCACAAacacacacagagagAAATCACTCCAAacacACACCACAAACACACACAGA TCTCACCCTGTGTTTGAGGT 15 7 103 20 234 20 57,807 58,493 34,100 38,500 3,699,803 G 234 AAACACagagagagagagagAAATCACCCAAAacacacagagagagagagGgagagagagagagagagagagagaAATCAGCCACAAACagagagagagAAAACACCACAAacacacacagagagAAATCACTCCAAacacacagagagagagagagagagagAAATCACCCCAAacacacacacacacacacacacacacacacacAGAAATCACCTCAAACACAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2207:16812:41409 1 138 70 16 2 AC ACACACAGAGAGAGAGAGAGAGAGAGAAATCACCNA 0 0 16 7 130 ACCACAAacacacacagagagAAATCACTCCAAacacac ACCACAAACACACACAGAGAGA TCTCACCCTGTGTTTGAGGT 11 7 105 22 234 20 59,764 58,493 31,000 38,500 3,743,286 G 234 AAACACagagagagagagagAAATCACCCAAAacacacagagagagagagGgagagagagagagagagagagagaAATCAGCCACAAACagagagagagAAAACACCACAAacacacacagagagAAATCACTCCAAacacacagagagagagagagagagagAAATCACCCCAAacacacacacacacacacacacacacacacacAGAAATCACCTCAAACACAGGGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 131 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 1 103 TtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTGTGCGTGGTTGTTT GAGAAGGACAAGCGCACAGA 1 30 110 20 212 20 59,401 60,320 28,300 34,100 0.918462 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 131 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 101 tgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTGCGTGGTTGTTTC AGAAGGACAAGCGCACAGAC 0 29 111 20 211 20 59,831 60,601 27,800 35,100 0.770540 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 131 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 102 tgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTGCGTGGTTGTTTC GAGAAGGACAAGCGCACAGA 0 30 111 20 212 20 59,831 60,320 27,800 34,100 0.489130 F 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 1 10 30 206 TTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGTTTGTTTCTTGTGTGCGCGT GAGAAGGACAAGCGCACAGA 46 30 7 20 212 20 59,831 60,320 60,100 34,100 0.489130 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 10 29 205 TTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGTTTGTTTCTTGTGTGCGCGT AGAAGGACAAGCGCACAGAC 46 29 7 20 211 20 59,831 60,601 60,100 35,100 0.770540 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 10 4 137 CGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtCGTGTGGTTCTGTGTGCCT CAGACGCCGTAACACACAAA 4 4 50 19 186 20 60,524 59,068 47,500 28,300 2,455,412 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 10 3 137 CGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtCGTGTGGTTCTGTGTGCCTG CAGACGCCGTAACACACAAA 3 4 50 20 186 20 61,775 59,068 48,500 28,300 2,706,741 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 11 2 135 TGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgTGTGGTTCTGTGTGCCTGC CAGACGCCGTAACACACAAA 2 4 52 19 186 20 60,823 59,068 48,500 28,300 2,755,172 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 12 30 191 CGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTCGCGTGCATGTGTTTGTTTC GAGAAGGACAAGCGCACAGA 31 30 22 20 212 20 59,502 60,320 27,800 34,100 0.817995 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 14 21 181 TGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGTGTTTGTTTCTGTGCGTGCG GAGAAGGACAAGCGCACAGA 21 30 32 20 212 20 60,522 60,320 53,400 34,100 0.842185 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 14 20 180 GTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGTTTGTTTCTGTGCGTGCGT GAGAAGGACAAGCGCACAGA 20 30 33 20 212 20 60,522 60,320 52,400 34,100 0.842395 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 14 19 179 TTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGTTTGTTTCTGTGCGTGCGTG GAGAAGGACAAGCGCACAGA 19 30 34 20 212 20 60,522 60,320 53,400 34,100 0.842185 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 17 47 242 gTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGTTTGTTTCTTGTGTGCGCG ACACACACAAACACACACAAA 47 64 6 20 247 21 59,434 57,283 68,600 28,300 4,283,078 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 17 46 241 TTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGTTTGTTTCTTGTGTGCGCGT ACACACACAAACACACACAAA 46 64 7 20 247 21 59,831 57,283 60,100 28,300 3,886,629 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:18406:7181 1 73 90 16 2 AC GTGTGTGTGTTTGTGTGTGTGTGCGTGTGCGGTTGTNA 0 0 17 45 240 TTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTG TTGTTTCTTGTGTGCGCGTG ACACACACAAACACACACAAA 45 64 8 20 247 21 60,522 57,283 53,400 28,300 4,239,685 G 247 tgtgtgTTTGTTTCTtgtgtgCGCGTGCATGTGTTTGTTTCTGTGCGTGCGTGTGGTTCtgtgtgCCTGCGCgtgtgtgtgtTtgtgtgtgtgtgCGTGTGCGGTTGTTTtgtgtgtgCGTGGTTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttttgtgtgtTACGGCGTCTGCCGGGGTCTGTGCGCTTGTCCTTCTCGCTGCGCGTCTGATTTtgtgtgtgTTtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 4 54 241 TTTGCACTCTGTCACTATTAATAAAGTTTTATGCATT TTTGCACTCTGTCACTATTAATAAAGT AGGATATAGACCGGTGAAATGGAC 54 104 19 27 259 24 57,498 59,716 26,600 40,200 13,785,813 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 53 240 TTGCACTCTGTCACTATTAATAAAGTTTTATGCATTT TTGCACTCTGTCACTATTAATAAAGTT AGGATATAGACCGGTGAAATGGAC 53 104 20 27 259 24 57,498 59,716 26,600 40,200 13,785,813 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 13 137 CCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatCCCAACTTGTCCTACCACCC AGTGCGAAGTGATACAGATTGG 13 50 67 20 203 22 59,962 58,474 46,100 31,600 3,563,271 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 13 144 CCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatCCCAACTTGTCCTACCACCC GCAGAGAAGTGCGAAGTGAT 13 59 67 20 210 20 59,962 58,280 46,100 30,600 1,757,333 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 13 136 CCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatCCCAACTTGTCCTACCACCC GTGCGAAGTGATACAGATTGGT 13 49 67 20 202 22 59,962 58,738 46,100 36,700 3,300,154 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 13 137 CCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatCCCAACTTGTCCTACCACCC AGTGCGAAGTGATACAGATTGGT 13 49 67 20 203 23 59,962 60,056 46,100 36,700 3,093,553 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 54 240 TTTGCACTCTGTCACTATTAATAAAGTTTTATGCATT TTTGCACTCTGTCACTATTAATAAAGT GGATATAGACCGGTGAAATGGACA 54 103 19 27 258 24 57,498 59,960 26,600 40,200 13,542,064 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 24 197 TTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGTTAGCAGCCCTCCCAACTTG AGACCGGTGAAATGGACAGA 24 101 56 20 252 20 59,962 58,652 31,600 34,100 1,386,229 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 19 192 AGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGT AGCCCTCCCAACTTGTCCTA AGACCGGTGAAATGGACAGA 19 101 61 20 252 20 60,179 58,652 29,400 34,100 1,526,937 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 18 149 GCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGCCCTCCCAACTTGTCCTAC GCAGAGAAGTGCGAAGTGAT 18 59 62 20 210 20 60,035 58,280 31,800 30,600 1,754,943 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 18 191 GCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGCCCTCCCAACTTGTCCTAC AGACCGGTGAAATGGACAGA 18 101 62 20 252 20 60,035 58,652 31,800 34,100 1,383,407 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22465:19416 1 100 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 13 186 CCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatCCCAACTTGTCCTACCACCC AGACCGGTGAAATGGACAGA 13 101 67 20 252 20 59,962 58,652 46,100 34,100 1,385,797 A 259 TAGCATAACTCGCTTGCTTTTGCACTCTGTCACTATTAATAAAGTTTTATGCATTTTAGCAGCCCTCCCAACTTGTCCTACCACCCTCAAAGATGTTTGtatatatatatatatatatatatatatatataCCCTACAAGCCCTTTAAGTTTATACAATTTAGTTTATATTGTCTGTCCTACCAATCTGTATCACTTCGCACTTCTCTGCTTTAAGTTTCACCTGTCATGTATCTGTCCATTTCACCGGTCTATATCCT

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 1 1 4 29 147 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG GAGGAACAAACCCACATCCCA 31 29 49 20 195 21 60,037 60,203 38,600 43,700 1,239,578 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 3 122 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG TGTCACCTGCTATTTGTATGCT 31 3 49 20 170 22 60,037 57,779 38,600 37,900 4,257,270 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 3 123 CCTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTG TGTCACCTGCTATTTGTATGCT 32 3 48 20 170 22 60,037 57,779 33,500 37,900 4,257,270 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 4 2 122 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG TGTCACCTGCTATTTGTATGCTT 31 2 49 20 170 23 60,037 58,411 38,600 39,100 4,625,476 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 5 29 146 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG AGGAACAAACCCACATCCCA 31 29 49 20 194 20 60,037 59,143 38,600 43,700 0.893559 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 5 29 147 CCTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTG AGGAACAAACCCACATCCCA 32 29 48 20 194 20 60,037 59,143 33,500 43,700 0.893559 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 6 32 205 CCTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTG ACATTGCAACACTTCGGCAC 32 87 48 20 252 20 60,037 59,969 33,500 50,100 0.067215 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 6 31 204 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG ACATTGCAACACTTCGGCAC 31 87 49 20 252 20 60,037 59,969 38,600 50,100 0.067215 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:22607:4544 1 100 46 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 6 31 205 CTGCCTCCAACActctctGGGGAagagagTTTCATATCCCTGCCTCCAACACTCTCTGG AACATTGCAACACTTCGGCA 31 88 49 20 253 20 60,037 59,256 38,600 56,900 0.780265 F 283 TCCCTTAGTCAAGAATCTATACTTATACCTTaaaaaTATTCAATGGCCCTGCCTCCAACActctctGGGGAagagagTTTCATATCCTCACAAACCTTTgagagagagagagagagagagagagagagagaagagagagagagagAAAAGCATACAAATAGCAGGTGACAATTTTGGGATGTGGGTTTGTTCCTCACTTACCCAGTGgagagaTTCCATAGAATTCAGCTTCGTGCCGAAGTGTTGCAATGTTGACATCTCTgggggTAAAAGAACAATTCAA

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 13 19 112 GCATGTGCGTATGTTTGTGCATCTGTTTGAATTTAT GCATGTGCGTATGTTTGTGC ACCCTGAAAGAGACACACACT 20 19 9 20 120 21 59,016 58,881 45,700 35,500 3,103,604 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 18 112 GCATGTGCGTATGTTTGTGCATCTGTTTGAATTTAT GCATGTGCGTATGTTTGTGC ACCCTGAAAGAGACACACACTC 20 18 9 20 120 22 59,016 59,897 45,700 35,100 3,087,372 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 17 111 GCATGTGCGTATGTTTGTGCATCTGTTTGAATTTAT GCATGTGCGTATGTTTGTGC CCCTGAAAGAGACACACACTCA 20 17 9 20 119 22 59,016 59,897 45,700 34,100 3,087,203 F 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 92 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATCTNA 0 1 10 16 168 GCATGTGCGTATGTTTGTGCATCTGTTTGAATTTAT GCATGTGCGTATGTTTGTGC CCAACCTCAAACAGACACGC 20 16 9 20 176 20 59,016 59,692 45,700 53,400 1,291,869 G 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 92 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATCTNA 0 0 10 13 165 GCATGTGCGTATGTTTGTGCATCTGTTTGAATTTAT GCATGTGCGTATGTTTGTGC ACCTCAAACAGACACGCACA 20 13 9 20 173 20 59,016 60,108 45,700 45,700 1,092,006 G 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:2361:38456 1 49 92 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATCTNA 0 0 10 13 171 GGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAGGATGTGCATGTGCGTATGT ACCTCAAACAGACACGCACA 26 13 3 20 173 20 58,983 60,108 22,900 45,700 1,124,523 G 198 GAGGATGTGCATGTGCGTATGTTTGTGCATCTGTTTGAATTTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTGtttttGTGTATGTGAgtgtgtgtCTCTTTCAGGGTTtgtgtgtgtgtgAgtgtgtATCtttttGAGGATGTGCGTGTCTGTTTGAGGTTGGgtgtgtAACACtttttAGATGN

ST‐E00142:460:H2K7HCCXY:6:2207:23784:11646 1 31 110 16 4 AG TCTCTCTCTCTCCCTTCAATTCAATCTCTCTCTCTCTC NA 1 1 14 1 170 AtctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATT ATCTCTCTGCAGTCCACTCT TGCACTGGAGAGAGACACAG 1 19 10 20 179 20 57,470 59,035 32,400 36,600 3,495,160 G 187 TCTTTCTCTAtctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATTCAAtctctctctctctcTAGTCCAATCTTtctctctctctctctcCAGTCCAATCTAtctctctctctctctctctctctctctctctcCAGTCTAATCTTtctctctcTGTGtctctctcCAGTGCAATCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2207:23784:11646 1 31 110 16 4 AG TCTCTCTCTCTCCCTTCAATTCAATCTCTCTCTCTCTC NA 0 0 14 0 169 tctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATTCATCTCTCTGCAGTCCACTCTT TGCACTGGAGAGAGACACAG 0 19 11 20 179 20 57,699 59,035 28,500 36,600 3,265,656 G 187 TCTTTCTCTAtctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATTCAAtctctctctctctcTAGTCCAATCTTtctctctctctctctcCAGTCCAATCTAtctctctctctctctctctctctctctctctcCAGTCTAATCTTtctctctcTGTGtctctctcCAGTGCAATCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2207:23784:11646 1 31 110 16 4 AG TCTCTCTCTCTCCCTTCAATTCAATCTCTCTCTCTCTC NA 0 0 15 0 168 tctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATTCATCTCTCTGCAGTCCACTCTT GCACTGGAGAGAGACACAGAG 0 17 11 20 178 21 57,699 59,798 28,500 33,500 3,503,070 G 187 TCTTTCTCTAtctctcTGCAGTCCACTCTTtctctctctctcCCTTCAATTCAAtctctctctctctcTAGTCCAATCTTtctctctctctctctcCAGTCCAATCTAtctctctctctctctctctctctctctctctcCAGTCTAATCTTtctctctcTGTGtctctctcCAGTGCAATCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 4 62 242 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGACTTGGGAGGTCAATTTATTCTCA TCAGACTCTGGAAATCACCTGA 62 102 1 24 242 22 57,860 58,490 32,700 38,600 9,650,137 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 62 243 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGACTTGGGAGGTCAATTTATTCTCA CTCAGACTCTGGAAATCACCTGA 62 102 1 24 243 23 57,860 59,487 32,700 38,600 9,652,798 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 24 198 ggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGGGATGCAGGGTGGGTGAG TCAGACTCTGGAAATCACCTGA 24 102 45 18 242 22 59,727 58,490 35,100 38,600 5,783,908 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 23 197 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG TCAGACTCTGGAAATCACCTGA 23 102 46 18 242 22 59,727 58,490 38,600 38,600 5,783,908 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 23 198 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG CTCAGACTCTGGAAATCACCTGA 23 102 46 18 243 23 59,727 59,487 38,600 38,600 5,786,569 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 0 91 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG CCCGACTCACTGTACACG 23 0 46 18 136 18 59,727 57,138 38,600 44,900 7,135,332 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 0 92 ggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGGGATGCAGGGTGGGTGAG CCCGACTCACTGTACACG 24 0 45 18 136 18 59,727 57,138 35,100 44,900 7,135,332 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 62 244 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGACTTGGGAGGTCAATTTATTCTCA TCTCAGACTCTGGAAATCACCTG 62 103 1 24 244 23 57,860 59,487 32,700 40,000 9,652,798 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 23 132 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG TGCCCATAGTTGTAAATCTTCCTCT 23 34 46 18 177 25 59,727 59,808 38,600 36,900 7,465,171 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 23 189 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG TGGAAATCACCTGATCACTTGAA 23 93 46 18 234 23 59,727 58,016 38,600 26,900 7,257,744 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 23 189 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG TGGAAATCACCTGATCACTTGAAT 23 92 46 18 234 24 59,727 58,427 38,600 25,700 7,846,668 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:24799:15689 1 87 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 23 189 gATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCGATGCAGGGTGGGTGAGG TGGAAATCACCTGATCACTTGA 23 94 46 18 234 22 59,727 57,361 38,600 30,200 6,912,528 F 260 ACTTGGGAGGTCAATTTATTCTCATTCAAACCCGGGGATCggggggATGCAGGGTGGGTGAGGGCTgggggCAGTGTTTGCAACCTcacacacacacacacacacacacacacacacaCGTGTACAGTGAGTCggggggTTGTGGTTAGAAAAGAGGAAGATTTACAACTATGGGCAACAATAGTAAAAGAACCACAGAAATGAATATTAATTCAAGTGATCAGGTGATTTCCAGAGTCTGAGAAGTCAAATTCCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 1 1 12 8 146 TCGGCAGACAGAGGGACATACAGCAGCGACAGTTGTCGGCAGACAGAGGGACATA TGTCTCTCCCTCTACCTCCC 50 8 78 20 223 20 60,034 59,072 22,900 43,000 0.961269 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 0 0 12 5 121 GCAGCGACAGTTGgagagaaaaaaTTACagagagAACAGCAGCGACAGTTGGAGAGAA CTCTCCCTCTACCTCCCTCC 28 5 100 20 220 20 60,320 59,519 28,700 43,000 0.801028 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 0 0 12 5 125 TACAGCAGCGACAGTTGgagagaaaaaaTTACagagag TACAGCAGCGACAGTTGGAG CTCTCCCTCTACCTCCCTCC 32 5 96 20 220 20 60,038 59,519 38,600 43,000 0.519379 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 0 0 12 5 130 GGACATACAGCAGCGACAGTTGgagagaaaaaaTTACGGACATACAGCAGCGACAGT CTCTCCCTCTACCTCCCTCC 37 5 91 20 220 20 60,109 59,519 35,500 43,000 0.589742 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 0 0 12 5 142 CGGCAGACAGAGGGACATACAGCAGCGACAGTTG CGGCAGACAGAGGGACATAC CTCTCCCTCTACCTCCCTCC 49 5 79 20 220 20 59,897 59,519 23,900 43,000 0.584335 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:28767:50375 1 148 48 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGNA 0 0 12 5 143 TCGGCAGACAGAGGGACATACAGCAGCGACAGTTGTCGGCAGACAGAGGGACATA CTCTCCCTCTACCTCCCTCC 50 5 78 20 220 20 60,034 59,519 22,900 43,000 0.514631 F 238 GAAAGAGGGAGAAagagagagagagagagagagagACTGaaaaaTACAAACGAGGGTTGAAGGAAAagagagagGGGTCGGCAGACAGAGGGACATACAGCAGCGACAGTTGgagagaaaaaaTTACagagagAACAAGATAGACACagagagagagagagagagagagagagagagaggagagagagagagagaTGCAGGGAGGGAGGTAGAGGgagagaCAAAATGAGAAAGATAA

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 6 0 91 TATTTCTAATGacacacacAAACACTcacacacacacaca TATTTCTAATGACACACACAAACACT AACTATACCTGTGCGTGTGC 0 13 2 26 92 20 57,555 58,278 35,500 45,700 10,167,287 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 0 90 ATTTCTAATGacacacacAAACACTcacacacacacacacaATTTCTAATGACACACACAAACACT AACTATACCTGTGCGTGTGC 0 13 3 25 92 20 57,666 58,278 35,500 45,700 9,055,539 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 0 90 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TAACTATACCTGTGCGTGTGC 0 13 4 24 93 21 57,248 58,116 35,500 45,700 9,635,089 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 0 146 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT CCATGTCTGCTTCCATCAGTG 0 69 4 24 149 21 57,248 58,985 35,500 36,600 8,766,372 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 0 147 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TCCATGTCTGCTTCCATCAGT 0 70 4 24 150 21 57,248 59,089 35,500 34,100 8,662,871 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 0 149 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TGTCCATGTCTGCTTCCATCA 0 72 4 24 152 21 57,248 59,370 35,500 30,700 8,381,375 F 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 1 7 0 262 ATTTCTAATGacacacacAAACACTcacacacacacacacaATTTCTAATGACACACACAAACACT GTGTGTGCCTCTCAGCATCT 0 40 3 25 264 20 57,666 60,037 35,500 29,000 7,370,105 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 0 8 0 260 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TGTGTGCCTCTCAGCATCTT 0 39 4 24 263 20 57,248 59,311 35,500 24,000 7,440,569 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 0 8 0 261 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT GTGTGTGCCTCTCAGCATCT 0 40 4 24 264 20 57,248 60,037 35,500 29,000 6,788,091 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 0 9 0 231 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TGTGCTAGCTTGTTTATGCGT 0 9 4 24 234 21 57,248 58,577 35,500 52,400 9,174,112 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 0 10 0 230 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT GTGCTAGCTTGTTTATGCGTGA 0 7 4 24 233 22 57,248 59,585 35,500 43,500 9,166,683 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30827:55420 1 28 177 16 2 AC CACACACACACACACACACACACACACACACAATCANA 0 0 10 0 231 TTTCTAATGacacacacAAACACTcacacacacacacacacTTTCTAATGACACACACAAACACT TGTGCTAGCTTGTTTATGCGTG 0 8 4 24 234 22 57,248 59,841 35,500 53,400 8,910,945 G 265 ATATTTCTAATGacacacacAAACACTcacacacacacacacacacacacacacacacaATCATGTATACATGCACACGCACAGGTATAGTTATATCCACAGAGACAGTATCAacacacacAGTCAATCACTGATGGAAGCAGACATGGACAAAATCAAAGAATCACAGACAAACAATCTcacacacacacacaCTcacacacaAATATAATCACGCATAAACAAGCTAGCACATTGTAACAGAAGATGCTGAGAGGcacacaCG

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 25 135 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG ATTTCTCAGGGCCTCATTGC 25 37 36 21 170 20 58,824 58,227 41,200 35,600 3,948,881 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 137 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG GAATTTCTCAGGGCCTCATTGC 25 37 36 21 172 22 58,824 59,900 41,200 35,600 4,276,463 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 139 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG AGGAATTTCTCAGGGCCTCA 25 41 36 21 174 20 58,824 58,326 41,200 38,600 3,849,812 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 184 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG TGTGGCTGTTGGAGACCAAT 25 86 36 21 219 20 58,824 59,522 41,200 31,600 2,654,117 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 185 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG TTGTGGCTGTTGGAGACCAA 25 87 36 21 220 20 58,824 59,743 41,200 36,700 2,433,373 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 186 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG TTTGTGGCTGTTGGAGACCA 25 88 36 21 221 20 58,824 59,743 41,200 40,200 2,433,373 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 25 190 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG AGTGTTTGTGGCTGTTGGAGA 25 91 36 21 225 21 58,824 60,065 41,200 37,100 3,240,803 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 25 195 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG AGGGAAGTGTTTGTGGCTGT 25 97 36 21 230 20 58,824 59,741 41,200 44,000 2,434,819 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:30949:43993 1 82 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 25 194 GGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGAGGGTTGGTGGAAGTTATTGGG GGGAAGTGTTTGTGGCTGTT 25 96 36 21 229 20 58,824 58,889 41,200 31,600 3,287,322 F 231 CACAGTGGCTGGGGCCTGGCAgggggTGCGGGGTGGGGTTGGTGGAAGTTATTGGGGTGAAGTTTATGGATAAGTTTGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGTTTGACATGATACACTTGttttttGGGAGGCAATGAGGCCCTGAGAAATTCCTGTAGTGATGCCCTGGGGTTGAGATGATTGGTCTCCAACAGCCACAAACACTTCCCTT

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 124 40 16 1.5 AC ACACACACACACACACACACACACACACACACTCTCNA 1 1 16 0 93 TGcacacacaTacacacTCActctctCCCACGTacacacaca TGCACACACATACACACTCACT ATGTGTATGTGCGTACGTGG 11 0 91 22 183 20 60,159 58,364 34,100 49,400 3,794,816 F 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 124 40 16 1.5 AC ACACACACACACACACACACACACACACACACTCTCNA 0 0 16 0 93 TGcacacacaTacacacTCActctctCCCACGTacacacaca TGCACACACATACACACTCAC ATGTGTATGTGCGTACGTGG 12 0 91 21 183 20 58,791 58,364 35,100 49,400 3,845,118 F 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 124 40 16 1.5 AC ACACACACACACACACACACACACACACACACTCTCNA 0 0 16 0 94 GTGcacacacaTacacacTCActctctCCCACGTacacacacGTGCACACACATACACACTCAC ATGTGTATGTGCGTACGTGG 12 0 90 22 183 20 60,033 58,364 35,100 49,400 3,668,738 F 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 59 105 16 2 AC CACACACACACTCACTCTCTCTCCCCCGTATGTGCACNA 0 1 16 0 145 CCctctctTTCCCACGTACGcacacacacaCTCActctctct CCCTCTCTTTCCCACGTACG ATGTGTATGTGCGTACGTGG 0 0 39 20 183 20 59,827 58,364 36,700 49,400 1,808,647 G 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 59 105 16 2 AC CACACACACACTCACTCTCTCTCCCCCGTATGTGCACNA 0 0 16 0 146 TCCctctctTTCCCACGTACGcacacacacaCTCActctctc TCCCTCTCTTTCCCACGTAC ATGTGTATGTGCGTACGTGG 1 0 38 20 183 20 58,446 58,364 36,700 49,400 3,189,551 G 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:5386:69115 1 59 105 16 2 AC CACACACACACTCACTCTCTCTCCCCCGTATGTGCACNA 0 0 16 0 146 CCctctctTTCCCACGTACGcacacacacaCTCActctctct CCCTCTCTTTCCCACGTACG TATGTGTATGTGCGTACGTGG 0 0 39 20 184 21 59,827 58,200 36,700 49,400 2,972,674 G 184 ctctctcccccGTATGcacacacacacacaTacacacTCCctctctTTCCCACGTACGcacacacacaCTCActctctctcccccGTATGTGcacacacaTacacacTCActctctCCCACGTacacacacacacacacacacacacacacacactctctctcCCACGTACGCACATACACATA

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 1 1 8 47 235 ttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtTTGTGGCTGTGCGTGGATAT CCTGCCACATGATCACTAGCT 47 83 40 20 274 21 60,036 59,860 16,300 33,200 1,175,986 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 9 197 gCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtg GCCTCTGCGAGTACATGTGT CCTGCCACATGATCACTAGCT 9 83 78 20 274 21 60,109 59,860 37,200 33,200 1,249,066 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 4 155 ttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtTTGTGGCTGTGCGTGGATAT AGATGCAAAGGCGTACATGC 47 4 40 20 194 20 60,036 59,265 16,300 40,600 0.770424 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 0 113 gCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtg GCCTCTGCGAGTACATGTGT GCAAAGGCGTACATGCACAA 9 0 78 20 190 20 60,109 60,040 37,200 33,300 0.148232 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 0 117 gtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtg GTGTGCCTCTGCGAGTACAT GCAAAGGCGTACATGCACAA 13 0 74 20 190 20 60,109 60,040 22,900 33,300 0.148232 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 0 151 ttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtTTGTGGCTGTGCGTGGATAT GCAAAGGCGTACATGCACAA 47 0 40 20 190 20 60,036 60,040 16,300 33,300 0.075152 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 8 0 152 tttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgTTTGTGGCTGTGCGTGGATA GCAAAGGCGTACATGCACAA 48 0 39 20 190 20 60,251 60,040 25,900 33,300 0.290128 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 11 199 gtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtg GTGCCTCTGCGAGTACATGT CCTGCCACATGATCACTAGCT 11 83 76 20 274 21 60,109 59,860 32,100 33,200 1,249,066 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2207:8440:23987 1 107 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 0 115 gtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtg GTGCCTCTGCGAGTACATGT GCAAAGGCGTACATGCACAA 11 0 76 20 190 20 60,109 60,040 32,100 33,300 0.148232 G 274 GGTCCTGTTtgtgtgtgtgAGAAagagagGCTGTCAtttttGTGGCTGTGCGTGGATATGTATTTGGTTGCCtgtgtgCCTCTGCGAGTACAtgtgtgTATGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGTGCGTATgagagagagaCtgtgtgTTGTGCATGTACGCCTTTGCATCTCTGTAtgtgtgtgTTtgtgtgCGTAtgtgtgTTGTTCTGCTTGTTTGTTTGAGGTTAAGAGCTAGTGATCATGTGGCAGG

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 1 1 5 23 189 TCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTA TCAGTTTAGCCAATTATTCATCTTGCA GGACAATGTCTGGATTTGTATATTAGA 23 42 73 27 261 27 59,877 57,221 40,800 21,000 16,901,242 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 5 20 182 AGCCAATTATTCATCTTGCAACTTAATCTAAACAATTAGCCAATTATTCATCTTGCAACT GGACAATGTCTGGATTTGTATATTAGA 20 42 80 23 261 27 57,073 57,221 31,600 21,000 15,706,022 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 5 19 182 AGCCAATTATTCATCTTGCAACTTAATCTAAACAATTAGCCAATTATTCATCTTGCAACTT GGACAATGTCTGGATTTGTATATTAGA 19 42 80 24 261 27 57,710 57,221 26,600 21,000 16,069,034 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 6 38 197 TTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCA GGACAATGTCTGGATTTGTATATTAGA 38 42 65 20 261 27 57,643 57,221 47,500 21,000 12,135,405 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 8 37 196 TTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCAA GGACAATGTCTGGATTTGTATATTAGA 37 42 66 20 261 27 57,643 57,221 45,200 21,000 12,135,405 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 70 16 2 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 8 36 195 TGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCAAT GGACAATGTCTGGATTTGTATATTAGA 36 42 67 20 261 27 57,415 57,221 31,600 21,000 12,363,576 D 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 1 8 4 191 ACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTACAATCTGGCTGATTTCTGTCA AAGATGCACACACTCACACG 60 4 41 22 231 20 57,975 58,779 35,800 44,900 5,245,570 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 8 3 190 ACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTACAATCTGGCTGATTTCTGTCA AGATGCACACACTCACACGC 60 3 41 22 230 20 57,975 61,224 35,800 53,400 5,249,109 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 9 3 190 AACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGAACAATCTGGCTGATTTCTGTCA GATGCACACACTCACACGC 60 3 40 23 229 19 58,599 59,795 35,800 53,400 5,606,086 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 9 0 161 TTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCAA GCACACACTCACACGCATG 37 0 66 20 226 19 57,643 60,083 45,200 40,600 3,439,226 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 10 1 163 TTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCAA ATGCACACACTCACACGCAT 37 1 66 20 228 20 57,643 60,886 45,200 47,300 3,242,707 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 10 1 164 TTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTTGCACCTCAGTTTAGCCA ATGCACACACTCACACGCAT 38 1 65 20 228 20 57,643 60,886 47,500 47,300 3,242,707 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:14915:4790 1 123 85 16 3 AT TATATATATATATATATGTGTATATATATATATGTGTNA 0 0 11 27 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAATGTTTAGACTTACATTGTTGCAAATT GGACAATGTCTGGATTTGTATATTAGA 95 27 1 27 261 27 57,237 57,221 18,200 21,000 19,541,674 G 261 ATGTTTAGACTTACATTGTTGCAAATTAAAGAttttttAAACAATCTGGCTGATTTCTGTCATATTTGCACCTCAGTTTAGCCAATTATTCATCTTGCAACTTAATCTAAACAATTTGTAACtatatatatatatataTGTGtatatatatatatgtgtgtatatatatatatatatatatatatatatataTTAtgtgtgtgtgtgCATGCGTGTGAgtgtgtGCATCTTTTATCTAATATACAAATCCAGACATTGTCC

ST‐E00142:460:H2K7HCCXY:6:2208:16549:32830 1 30 115 16 3 AC GTGTGTTTGTGTGTGTGTGAGTGTGAGTGTGAGTG NA 1 1 16 6 168 GGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgGGGCGTAAGAGGGTGTGTTT ACACCCTCTCACACCCACT 6 8 4 20 171 19 60,251 60,074 28,300 40,000 1,325,068 G 179 AGTGGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgtgtgAGTGTGAGTGTGAGTGTCtgtgtgtgtgtgAGAGGGTGCGTTTCTGAgtgtgtgtTtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTATCTGAGTGGGTGTGAGAGGgtgtgtTTCTGA

ST‐E00142:460:H2K7HCCXY:6:2208:16549:32830 1 30 115 16 3 AC GTGTGTTTGTGTGTGTGTGAGTGTGAGTGTGAGTG NA 0 0 16 5 166 GGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgGGGCGTAAGAGGGTGTGTTT ACCCTCTCACACCCACTCAG 6 5 4 20 169 20 60,251 60,834 28,300 33,500 1,084,431 G 179 AGTGGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgtgtgAGTGTGAGTGTGAGTGTCtgtgtgtgtgtgAGAGGGTGCGTTTCTGAgtgtgtgtTtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTATCTGAGTGGGTGTGAGAGGgtgtgtTTCTGA

ST‐E00142:460:H2K7HCCXY:6:2208:16549:32830 1 30 115 16 3 AC GTGTGTTTGTGTGTGTGTGAGTGTGAGTGTGAGTG NA 0 0 16 4 165 GGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgGGGCGTAAGAGGGTGTGTTT CCCTCTCACACCCACTCAGA 6 4 4 20 168 20 60,251 60,543 28,300 32,700 0.793535 G 179 AGTGGGCGTAAGAGGgtgtgtTTCTGAACgtgtgtTtgtgtgtgtgtgAGTGTGAGTGTGAGTGTCtgtgtgtgtgtgAGAGGGTGCGTTTCTGAgtgtgtgtTtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTATCTGAGTGGGTGTGAGAGGgtgtgtTTCTGA

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 44 166 AGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCAAGCCTCTCCGGTCTATCCTC CTCATCTGGAGTACGGCGAC 50 44 56 20 221 20 59,888 59,970 37,100 51,900 0.141205 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 44 206 GTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAG GTCTCCTCTCGGCCTCCTTT CTCATCTGGAGTACGGCGAC 90 44 16 20 221 20 60,973 59,970 31,100 51,900 1,003,063 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 44 217 GCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGGCCTCCATCGAGTCTCCTCT CTCATCTGGAGTACGGCGAC 101 44 5 20 221 20 60,467 59,970 36,900 51,900 0.496857 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 128 GCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATGCCTCTCCGGTCTATCCTCA ACTTGAGGGAAGGTGCGAAG 49 7 57 20 184 20 60,179 59,965 38,600 37,900 0.214444 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 129 AGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCAAGCCTCTCCGGTCTATCCTC ACTTGAGGGAAGGTGCGAAG 50 7 56 20 184 20 59,888 59,965 37,100 37,900 0.147096 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 7 130 CAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCCAGCCTCTCCGGTCTATCCT ACTTGAGGGAAGGTGCGAAG 51 7 55 20 184 20 60,179 59,965 32,400 37,900 0.214433 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 48 192 TTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTTTTCTCCGAGGGAAACAGCC AGGCCTCATCTGGAGTACGG 72 48 34 20 225 20 59,964 60,757 48,500 40,200 0.793493 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 44 188 TTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTTTTCTCCGAGGGAAACAGCC CTCATCTGGAGTACGGCGAC 72 44 34 20 221 20 59,964 59,970 48,500 51,900 0.065872 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:18862:35572 1 126 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 7 151 TTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTTTTCTCCGAGGGAAACAGCC ACTTGAGGGAAGGTGCGAAG 72 7 34 20 184 20 59,964 59,965 48,500 37,900 0.071763 A 244 AACCGCCTCCATCGAGTCTCCTCTCGGCCTCCTTTTCTCCGAGGGAAACAGCCCCAGCCTCTCCGGTCTATCCTCATGGCTCCAGCTCTCCATCCCGGGAATCATTCTTGCGAATCTCCTCCGTActctctctctctctctctctctctctctctctCCGATGCCTTCGCACCTTCCCTCAAGTATGGTGCCCAGAACTGGGTCGCCGTACTCCAGATGAGGCCTAACTGGCATCTTAGACAAG

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 1 6 39 210 TGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCT TGTTGTGTGTCTGCCTTTGC GGATTGACCGGCCATATGGT 39 40 2 20 211 20 59,545 59,890 36,800 35,500 0.565896 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 8 38 209 GTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGGTTGTGTGTCTGCCTTTGCG GGATTGACCGGCCATATGGT 38 40 3 20 211 20 60,592 59,890 48,500 35,500 0.702733 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 8 34 205 tgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGT TGTGTCTGCCTTTGCGACTA GGATTGACCGGCCATATGGT 34 40 7 20 211 20 59,609 59,890 25,900 35,500 0.501714 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 12 3 139 CTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTCTGTGTCTGCGTGTACGTGT ATATACACACAGCACGCGTG 3 5 38 20 176 20 60,594 58,723 44,900 53,400 1,871,354 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 12 0 136 TGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTGCGTGTACGTGTGAC ATATACACACAGCACGCGTG 0 5 41 20 176 20 60,593 58,723 36,700 53,400 1,870,334 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:24992:4913 1 61 91 16 3 AC TGTGTGTGTGTGTGTCTACGTGTCTCTGTGTATGTG NA 0 0 14 1 137 GTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTGCGTGTACGTGTGA ATATACACACAGCACGCGTG 1 5 40 20 176 20 60,593 58,723 35,800 53,400 1,870,334 G 249 ATGTtgtgtgTCTGCCTTTGCGACTACGTGAGTGTATCTGTGTCTGCGTGTACGTGTGACtgtgtgtgtgtgtgTCTACGTGTCTCTGTGTAtgtgtgAgtgtgtgtgtgtgtgtCTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCACACGCGTGCtgtgtgtatataATGGGCAGGAATAGACCATATGGCCGGTCAATCCTGTCCcacacaGTGTTAATGCCTGAAGCATTGTGATGA

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 1 1 8 6 172 TTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGG TTGCTGCTGATAGGCTCCAG CACTCCACACACGGACTCAA 72 6 15 20 186 20 59,820 59,896 38,600 30,200 0.283822 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 8 5 171 TTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGG TTGCTGCTGATAGGCTCCAG ACTCCACACACGGACTCAAC 72 5 15 20 185 20 59,820 59,896 38,600 31,800 0.284005 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 8 3 105 GGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtg GGAGGAACAGTGGGTGAGTG TCCACACACGGACTCAACTG 8 3 79 20 183 20 59,965 59,896 35,100 31,600 0.139578 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 8 3 169 TTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGG TTGCTGCTGATAGGCTCCAG TCCACACACGGACTCAACTG 72 3 15 20 183 20 59,820 59,896 38,600 31,600 0.283822 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 10 6 107 GAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgGAGGAACAGTGGGTGAGTGG CACTCCACACACGGACTCAA 7 6 80 20 186 20 59,965 59,896 40,000 30,200 0.139578 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:26068:49777 1 107 54 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGT NA 0 0 10 3 104 GAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgGAGGAACAGTGGGTGAGTGG TCCACACACGGACTCAACTG 7 3 80 20 183 20 59,965 59,896 40,000 31,600 0.139578 G 227 TTtctctcCTGCATTTGCTGCTGATAGGCTCCAGTGAACTAATCAGCGGCAAATGTGGgagagaAACAGTCTCTGATTGGAGGAACAGTGGGTGAGTgggggAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGGGGTGAgtgtgtgtgtgtGGGCAGTTGAGTCCgtgtgtGGAGTGGGTGGGTGAGTCtgtgtgtgtgAGTGGGGAAAACCCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 126 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 11 4 112 TGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCT TGCGTGTGTTTATCTGTTTCTCT ACACACAACACACGGACAGA 33 4 70 23 181 20 58,623 59,752 31,000 34,100 4,625,033 F 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 126 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 111 GCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGGCGTGTGTTTATCTGTTTCTCTGT ACACACAACACACGGACAGA 31 4 71 24 181 20 59,789 59,752 34,100 34,100 4,459,386 F 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 126 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 112 TGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCT TGCGTGTGTTTATCTGTTTCTCTG ACACACAACACACGGACAGA 32 4 70 24 181 20 59,789 59,752 33,500 34,100 4,459,176 F 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 104 16 2 AC TGTGTGTGTGTGTTTATGCGTGTGTTTATCTGTTTCTNA 0 1 6 4 156 TTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgt TTTGCCTTGCATCTTGAGCG ACACACAACACACGGACAGA 8 4 26 20 181 20 59,758 59,752 50,300 34,100 0.489761 G 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 104 16 2 AC TGTGTGTGTGTGTTTATGCGTGTGTTTATCTGTTTCTNA 0 0 6 4 166 GCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGT GCCTTGTCACTTTGCCTTGC ACACACAACACACGGACAGA 18 4 16 20 181 20 60,598 59,752 40,100 34,100 0.846431 G 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:27762:17131 1 54 104 16 2 AC TGTGTGTGTGTGTTTATGCGTGTGTTTATCTGTTTCTNA 0 0 6 1 149 TGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATG TGCATCTTGAGCGTGAGGTT ACACACAACACACGGACAGA 1 4 33 20 181 20 59,965 59,752 35,000 34,100 0.283329 G 191 GTGAGTGAATGTTTTGCCTTGTCACTTTGCCTTGCATCTTGAGCGTGAGGTTAtgtgtgtgtgtgTTTATGCgtgtgtTTATCTGTTTCTCTGTGCTTTTGTTTTGCTGCTTGTGTTTGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTATCTGTCCgtgtgttgtgtgTTTATGTGCGT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 17 140 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT TTCTTTATGTTGTGTTCAGTTAGCT 17 46 25 20 164 25 59,811 57,198 38,500 33,200 7,990,304 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 142 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT GTTTCTTTATGTTGTGTTCAGTTAGCT 17 46 25 20 166 27 59,811 58,871 38,500 33,200 8,317,798 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 143 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT AGTTTCTTTATGTTGTGTTCAGTTAGC 17 47 25 20 167 27 59,811 58,871 38,500 30,900 8,317,798 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 160 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT CCCACTCTGAGTAAAGAAGTTTCT 17 67 25 20 184 24 59,811 58,141 38,500 25,200 6,048,082 F 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 16 159 CTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGC CTGTCAGAGTGTGGGAGGTG CCCACTCTGAGTAAAGAAGTTTCT 16 67 26 20 184 24 59,680 58,141 40,000 25,200 6,179,223 F 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 92 CTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGC CTGTCAGAGTGTGGGAGGTG TCACTGTAAAGATGCTCGTGC 16 3 26 20 117 21 59,680 58,662 40,000 53,400 2,657,310 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 93 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT TCACTGTAAAGATGCTCGTGC 17 3 25 20 117 21 59,811 58,662 38,500 53,400 2,526,170 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 94 TCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTG TCTGTCAGAGTGTGGGAGGT CTCACTGTAAAGATGCTCGTGC 17 3 25 20 118 22 59,811 59,653 38,500 53,400 2,535,435 A 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28026:36891 1 62 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 158 TGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCA TGTCAGAGTGTGGGAGGTGT CCCACTCTGAGTAAAGAAGTTTCT 15 67 27 20 184 24 60,399 58,141 41,600 25,200 6,258,017 F 229 AGCTCAAAGACAAGTTTTAAAGATTCTGTCAGAGTGTGGGAGGTGTATTTGTCCATGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCACGAGCATCTTTACAGTGAGGTACCTGAGAACAATCACAAAAGCTAACTGAACACAACATAAAGAAACTTCTTTACTCAGAGTgggggTAATGTGAAACTCACTATATTTAATAGGAATGTTAGTATGAAT

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 21 113 16 4 AC GTGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 20 0 166 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtAAGGTGAACCAACCGTCACG TCACACAATATAACACACTCACACAC 0 7 1 20 166 26 60,812 59,798 43,500 38,200 7,014,409 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 21 113 16 4 AC GTGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 21 0 164 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtAAGGTGAACCAACCGTCACG ACACAATATAACACACTCACACACA 0 6 1 20 164 25 60,812 58,948 43,500 37,200 6,864,773 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:28412:3137 1 21 113 16 4 AC GTGTGTGGGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 22 0 165 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtAAGGTGAACCAACCGTCACG CACACAATATAACACACTCACACACA 0 6 1 20 165 26 60,812 60,018 43,500 37,200 6,830,755 G 167 AAGGTGAACCAACCGTCACGgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTACgtgtgtGCGTGCGCTtgtgtgtgtgTTAgtgtgtgtgtGAgtgtgtTAGCTtgtgtgtgtgtgtgTTTTATtgtgtgtgAgtgtgtTATATtgtgtgAG

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 1 1 12 0 134 CagagagTGAGCGACAGAGGGTCCGATGCTgagagagCAGAGAGTGAGCGACAGAGG TCCAATTTCCTTCCCTTCTCTGT 10 0 19 20 152 23 59,549 59,342 36,900 34,100 4,109,110 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 0 0 12 0 136 CGACagagagTGAGCGACAGAGGGTCCGATGCTgag CGACAGAGAGTGAGCGACAG CCAATTTCCTTCCCTTCTCTGT 13 0 16 20 151 22 60,179 57,960 35,100 34,100 4,218,805 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 0 0 12 0 137 CGACagagagTGAGCGACAGAGGGTCCGATGCTgag CGACAGAGAGTGAGCGACAG TCCAATTTCCTTCCCTTCTCTGT 13 0 16 20 152 23 60,179 59,342 35,100 34,100 3,836,929 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 0 0 12 0 144 GAGGGAGCGACagagagTGAGCGACAGAGGGTCCGGAGGGAGCGACAGAGAGTGA TCCAATTTCCTTCCCTTCTCTGT 20 0 9 20 152 23 60,678 59,342 34,100 34,100 4,336,093 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 0 0 14 0 148 gaGTGAGGGAGCGACagagagTGAGCGACAGAGGG GAGTGAGGGAGCGACAGAGA TCCAATTTCCTTCCCTTCTCTGT 24 0 5 20 152 23 60,678 59,342 31,000 34,100 4,336,093 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:30005:23020 1 49 81 16 2 AG GAGAGAGAGATGGAGAGACAGGGATAGAAAAAG NA 0 0 14 0 150 gagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGAGAGTGAGGGAGCGACAGA TCCAATTTCCTTCCCTTCTCTGT 26 0 3 20 152 23 60,678 59,342 34,100 34,100 4,336,093 G 153 gagagaGTGAGGGAGCGACagagagTGAGCGACAGAGGGTCCGATGCTgagagagagaTGgagagaCAGGGATAGaaaaaGAGTAagagagGGAGATagagagagagagagagagagagagagagagagACAGAGAAGGGAAGGAAATTGGAT

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 6 15 104 GAACAGGGTTTCAGGGAGGCTGccccccACGAATGCGAACAGGGTTTCAGGGAGGC TTCCCTCTGTGCGTGTGC 19 15 51 20 154 18 60,609 60,281 47,000 45,700 2,890,202 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 15 105 GAACAGGGTTTCAGGGAGGCTGccccccACGAATGCGAACAGGGTTTCAGGGAGGC TTTCCCTCTGTGCGTGTGC 19 15 51 20 155 19 60,609 60,892 47,000 45,700 2,501,325 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 15 106 TGAACAGGGTTTCAGGGAGGCTGccccccACGAATG TGAACAGGGTTTCAGGGAGG TTTCCCTCTGTGCGTGTGC 20 15 50 20 155 19 59,229 60,892 43,000 45,700 2,663,046 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 15 147 AAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTAAAGCAAACAACAGCAGGAAA TTTCCCTCTGTGCGTGTGC 60 15 9 21 155 19 57,392 60,892 31,300 45,700 5,500,236 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 15 151 ACATAAAGCAAACAACAGCAGGAAAATAAACTGTGACATAAAGCAAACAACAGCAGGA TTTCCCTCTGTGCGTGTGC 62 15 5 23 155 19 59,364 60,892 38,600 45,700 5,528,219 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 15 151 ACATAAAGCAAACAACAGCAGGAAAATAAACTGTGACATAAAGCAAACAACAGCAGG TTTCCCTCTGTGCGTGTGC 63 15 5 22 155 19 58,019 60,892 48,500 45,700 5,873,130 F 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 1 4 49 252 AAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTAAAGCAAACAACAGCAGGAAA TGACGGCAATCTCTCTTGGT 60 49 9 21 260 20 57,392 59,023 31,300 36,700 4,584,957 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 47 250 AAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTAAAGCAAACAACAGCAGGAAA ACGGCAATCTCTCTTGGTCA 60 47 9 21 258 20 57,392 59,023 31,300 40,200 4,584,957 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 47 254 ACATAAAGCAAACAACAGCAGGAAAATAAACTGTGACATAAAGCAAACAACAGCAGGA ACGGCAATCTCTCTTGGTCA 62 47 5 23 258 20 59,364 59,023 38,600 40,200 4,612,941 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 19 208 GAACAGGGTTTCAGGGAGGCTGccccccACGAATGCGAACAGGGTTTCAGGGAGGC ACGGCAATCTCTCTTGGTCA 19 47 51 20 258 20 60,609 59,023 47,000 40,200 1,586,046 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 19 210 GAACAGGGTTTCAGGGAGGCTGccccccACGAATGCGAACAGGGTTTCAGGGAGGC TGACGGCAATCTCTCTTGGT 19 49 51 20 260 20 60,609 59,023 47,000 36,700 1,586,046 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 16 189 GGGTTTCAGGGAGGCTGccccccACGAATGCACGca GGGTTTCAGGGAGGCTGC TGGTCACTGTCTTCATGCAGA 16 32 56 18 244 21 60,362 59,306 52,500 42,600 4,055,343 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 4 15 188 GGTTTCAGGGAGGCTGccccccACGAATGCACGcacaGGTTTCAGGGAGGCTGCC TGGTCACTGTCTTCATGCAGA 15 32 57 18 244 21 60,362 59,306 48,500 42,600 4,055,343 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 5 17 188 CAGGGTTTCAGGGAGGCTGccccccACGAATGCACG CAGGGTTTCAGGGAGGCTG TCACTGTCTTCATGCAGAACTCA 17 27 54 19 241 23 60,002 59,930 48,500 34,100 4,071,656 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2208:31913:63208 1 90 102 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 7 19 207 GAACAGGGTTTCAGGGAGGCTGccccccACGAATGCGAACAGGGTTTCAGGGAGGC CGGCAATCTCTCTTGGTCACT 19 45 51 20 257 21 60,609 60,067 47,000 34,100 1,675,979 G 260 GAGAACATAAAGCAAACAACAGCAGGAAAATAAACTGTGCTGTTCTCCTTGAACAGGGTTTCAGGGAGGCTGccccccACGAATGCACGcacacacacacacacacacacacacacacacaCTCaaaaaCACAGACGCACACGCACAGAGGGaaaaaGGTATAGATAGAGGGAGACAGGgagagagagagaTAGAGGGATGGGGAGAAGTTAGGAGTTTGAGTTCTGCATGAAGACAGTGACCAagagagATTGCCGTCA

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 13 0 115 ACACCCACAAACCCTTGCCcacacacacacacacacacacACACCCACAAACCCTTGCC GTGAGCGTGCAGTGGTTTAT 0 44 3 19 117 20 60,760 58,843 45,200 14,000 2,917,216 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 15 1 116 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC GTGAGCGTGCAGTGGTTTAT 1 44 2 19 117 20 59,559 58,843 40,100 14,000 2,598,047 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 15 1 117 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC CGTGAGCGTGCAGTGGTTTA 1 45 2 19 118 20 59,559 61,219 40,100 20,100 2,660,186 B 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 1 93 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC TGTGTCTGTGTGCAAGGGTT 1 21 2 19 94 20 59,559 60,035 40,100 41,100 1,475,885 F 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 1 96 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC GTGTGTGTCTGTGTGCAAGG 1 24 2 19 97 20 59,559 59,622 40,100 36,100 1,819,568 F 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 16 0 92 ACACCCACAAACCCTTGCCcacacacacacacacacacacACACCCACAAACCCTTGCC TGTGTCTGTGTGCAAGGGTT 0 21 3 19 94 20 60,760 60,035 45,200 41,100 1,795,054 F 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 1 15 1 167 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC GGCGATAGTTTCTGTGCGTG 1 9 2 19 168 20 59,559 59,630 40,100 53,400 1,811,584 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 0 15 1 168 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC AGGCGATAGTTTCTGTGCGT 1 10 2 19 169 20 59,559 59,753 40,100 52,400 1,687,946 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 0 15 1 201 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC AATGTGTTTGGGCAAGGCTG 1 43 2 19 202 20 59,559 59,606 40,100 48,500 1,835,131 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 0 15 1 203 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC GGAATGTGTTTGGGCAAGGC 1 45 2 19 204 20 59,559 60,321 40,100 43,500 1,761,994 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 0 15 1 204 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC GGGAATGTGTTTGGGCAAGG 1 46 2 19 205 20 59,559 59,679 40,100 36,100 1,762,657 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:10724:23513 1 22 118 16 2 AC CACACACACACACACACACACACACACACACACTAANA 0 0 15 0 158 CACACCCACAAACCCTTGCCcacacacacacacacacacaCACACCCACAAACCCTTGC TTCTGTGCGTGTGGGTAAGG 1 0 2 19 159 20 59,559 60,250 40,100 26,900 1,691,435 D 259 CCACACCCACAAACCCTTGCCcacacacacacacacacacacacacacacacaCTAACCTTTGCCACAGACACAAACCCTTGcacacaGacacacacATAAACCACTGCACGCTCACGcacacacacacaTacacacacCCTTACCCACACGCACAGAAACTATCGCCTGcacacacgcgcgCAGCCTTGCCCAAACACATTCCCCACCGCATGCATACTCAAACTCCTCCCCACCCACCCCTTGCCcacacacacaca

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 59 198 TGCTCCCTACATCCCATTGCTATTGAACCAATGACCATGCTCCCTACATCCCATTGC GTTTCGAGATGTTGCAGTCGT 66 59 5 20 202 21 59,817 59,207 35,600 43,400 1,976,441 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 56 195 TGCTCCCTACATCCCATTGCTATTGAACCAATGACCATGCTCCCTACATCCCATTGC TCGAGATGTTGCAGTCGTTTG 66 56 5 20 199 21 59,817 59,208 35,600 29,300 1,975,858 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 55 194 TGCTCCCTACATCCCATTGCTATTGAACCAATGACCATGCTCCCTACATCCCATTGC CGAGATGTTGCAGTCGTTTGC 66 55 5 20 198 21 59,817 60,723 35,600 36,800 1,906,242 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 131 ACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAAT ACTCAACGTGCCTTCCGAAT TTAGGGCATGAGCTCCCAAC 30 29 41 20 171 20 59,965 59,744 33,400 37,700 0.290786 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 137 ATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAATGACCACTCAACGTGCCTT TTAGGGCATGAGCTCCCAAC 36 29 35 20 171 20 59,891 59,744 43,500 37,700 0.364475 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 138 AATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAATGACCACTCAACGTGCCT TTAGGGCATGAGCTCCCAAC 37 29 34 20 171 20 59,891 59,744 47,500 37,700 0.364475 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 140 CCAATGACCACTCAACGTGCCTTCCGAATCCCAATG CCAATGACCACTCAACGTGC TTAGGGCATGAGCTCCCAAC 39 29 32 20 171 20 59,762 59,744 53,400 37,700 0.494179 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 167 TGCTCCCTACATCCCATTGCTATTGAACCAATGACCATGCTCCCTACATCCCATTGC TTAGGGCATGAGCTCCCAAC 66 29 5 20 171 20 59,817 59,744 35,600 37,700 0.439382 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 170 TCCTGCTCCCTACATCCCATTGCTATTGAACCAATGATCCTGCTCCCTACATCCCAT TTAGGGCATGAGCTCCCAAC 69 29 2 20 171 20 59,731 59,744 40,000 37,700 0.524760 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 70 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGCTCCTGCTCCCTACATCCCA TGGCATGGATTTGTGAGTTGA 70 113 1 20 256 21 60,399 58,126 43,700 31,800 3,273,104 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 69 255 TCCTGCTCCCTACATCCCATTGCTATTGAACCAATGATCCTGCTCCCTACATCCCAT TGGCATGGATTTGTGAGTTGA 69 113 2 20 256 21 59,731 58,126 40,000 31,800 3,142,883 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13027:56264 1 91 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 66 252 TGCTCCCTACATCCCATTGCTATTGAACCAATGACCATGCTCCCTACATCCCATTGC TGGCATGGATTTGTGAGTTGA 66 113 5 20 256 21 59,817 58,126 35,600 31,800 3,057,505 A 256 CTCCTGCTCCCTACATCCCATTGCTATTGAACCAATGACCACTCAACGTGCCTTCCGAATCCCAATGTGAGCTAATAATGTGAACGGTTGtctctctctctctctctctctctctctctctcTTCAGCTTCTGATTCTCCTTTATTCTCCCGTTGGGAGCTCATGCCCTAAAACCATGCAAACGACTGCAACATCTCGAAACTACTTTTCCTCTCGAAAGTCCTGGAATGTCCTTTCAACTCACAAATCCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 5 22 209 GTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGTCAAGTGCTGGCCAACCT GCTGCGCCTGATCTGTCTTA 22 116 9 19 217 20 60,529 60,179 35,000 21,000 1,708,344 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 133 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC CACTAACTCTGCCCTCCACC 21 41 10 19 142 20 60,228 59,749 38,500 46,100 1,478,759 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 138 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC TCCCTCACTAACTCTGCCCT 21 46 10 19 147 20 60,228 59,586 38,500 51,900 1,642,077 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA
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ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 149 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC GCGTGGTCATTTCCCTCACT 21 57 10 19 158 20 60,228 60,322 38,500 34,100 1,549,898 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 160 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC GTGTCCCTAATGCGTGGTCA 21 68 10 19 169 20 60,228 60,037 38,500 40,200 1,265,010 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 164 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC ACAGGTGTCCCTAATGCGTG 21 72 10 19 173 20 60,228 60,036 38,500 53,400 1,264,634 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 208 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC GCTGCGCCTGATCTGTCTTA 21 116 10 19 217 20 60,228 60,179 38,500 21,000 1,407,345 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 270 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC TGCCTCTACGATGCTTGCAT 21 178 10 19 279 20 60,228 59,821 38,500 39,600 1,407,012 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 21 273 TCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAG TCAAGTGCTGGCCAACCTC TGGTGCCTCTACGATGCTTG 21 181 10 19 282 20 60,228 60,108 38,500 40,100 1,336,431 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 21 134 GTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGTCAAGTGCTGGCCAACCTC CACTAACTCTGCCCTCCACC 21 41 9 20 142 20 61,519 59,749 38,500 46,100 1,769,416 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 21 209 GTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGTCAAGTGCTGGCCAACCTC GCTGCGCCTGATCTGTCTTA 21 116 9 20 217 20 61,519 60,179 38,500 21,000 1,698,003 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:13250:72543 1 50 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 21 274 GTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGTCAAGTGCTGGCCAACCTC TGGTGCCTCTACGATGCTTG 21 181 9 20 282 20 61,519 60,108 38,500 40,100 1,627,088 A 282 TGTCTGGGGTCAAGTGCTGGCCAACCTCGGAGGTGACTGCTGAGGCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAGAGTTGCCCTGGCGCTGTATCCCGTGCACAGGCAATCGGGTGGAGGGCAGAGTTAGTGAGGGAAATGACCACGCATTAGGGACACCTGTATAAACTGACCATGCCTCTGCAACTAAGACAGATCAGGCGCAGCCACAGTGATATGATTGGGGTCAGGCTCCTAGCCTGCCCACCCATGCAAGCATCGTAGAGGCACCA

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 8 132 TTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgTTTACTTCGGATCGCGTGGT CAATCTAGGAGGGAACGAGGG 8 51 8 20 139 21 59,756 59,311 41,600 43,000 1,933,723 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 159 TTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgTTTACTTCGGATCGCGTGGT CAACACGCAGTCAGCCATTC 8 79 8 20 166 20 59,756 60,110 41,600 26,700 0.354505 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 199 TTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgTTTACTTCGGATCGCGTGGT CCGATCAGGGTACGCAAGTG 8 119 8 20 206 20 59,756 60,806 41,600 31,600 1,050,551 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 131 TTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgt TTACTTCGGATCGCGTGGTT CAATCTAGGAGGGAACGAGGG 7 51 9 20 139 21 59,756 59,311 36,700 43,000 1,933,723 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 132 TTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgt TTACTTCGGATCGCGTGGTT CCAATCTAGGAGGGAACGAGG 7 52 9 20 140 21 59,756 59,311 36,700 46,300 1,933,723 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 158 TTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgt TTACTTCGGATCGCGTGGTT CAACACGCAGTCAGCCATTC 7 79 9 20 166 20 59,756 60,110 36,700 26,700 0.354505 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 198 TTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgt TTACTTCGGATCGCGTGGTT CCGATCAGGGTACGCAAGTG 7 119 9 20 206 20 59,756 60,806 36,700 31,600 1,050,551 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 156 ACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgACTTCGGATCGCGTGGTTAT CAACACGCAGTCAGCCATTC 5 79 11 20 166 20 59,541 60,110 18,900 26,700 0.568724 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:1499:59886 1 36 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 196 ACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgACTTCGGATCGCGTGGTTAT CCGATCAGGGTACGCAAGTG 5 119 11 20 206 20 59,541 60,806 18,900 31,600 1,264,770 F 226 NCCATACTTTACTTCGGATCGCGTGGTTAtttttCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCCTTCGAATTGAGGTCGTCTCtttttCCCCAACTCCTATAATCTTTAACCCCTCGTTCCCTCCTAGATTGGTTTCCTGAATGGCTGACTGCGTGTTGCCCTGGATCTGGCCTCCCGACACTTGCGTACCCTGATCGGGATCTTCttttttATTCTTN

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 10 6 117 GTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTATGTGTTGGTGTGCAGGG TTGAGTGCGTGTTTGAGTGT 39 6 38 20 154 20 59,119 58,267 44,500 35,500 2,614,059 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 6 152 TCACTCACCCTCACCCACTGTGAGAGTGGGTGAGA TCACTCACCCTCACCCACTG TTGAGTGCGTGTTTGAGTGT 74 6 3 20 154 20 61,121 58,267 36,600 35,500 2,854,347 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 6 150 ACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGT ACTCACCCTCACCCACTGT TTGAGTGCGTGTTTGAGTGT 73 6 5 19 154 20 60,074 58,267 35,500 35,500 2,807,412 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 59 206 CTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGACTCACTCACCCTCACCCACT TGCGTTTGTGTGCATGTGTG 75 59 2 20 207 20 60,834 60,525 40,000 38,200 1,358,863 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 58 202 ACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGT ACTCACCCTCACCCACTGT GCGTTTGTGTGCATGTGTGA 73 58 5 19 206 20 60,074 60,248 35,500 35,800 1,322,889 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 58 205 CTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGACTCACTCACCCTCACCCACT GCGTTTGTGTGCATGTGTGA 75 58 2 20 206 20 60,834 60,248 40,000 35,800 1,082,251 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 39 169 GTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTATGTGTTGGTGTGCAGGG GCGTTTGTGTGCATGTGTGA 39 58 38 20 206 20 59,119 60,248 44,500 35,800 1,129,535 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 6 153 CTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGACTCACTCACCCTCACCCACT TTGAGTGCGTGTTTGAGTGT 75 6 2 20 154 20 60,834 58,267 40,000 35,500 2,566,775 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 102 TCTGAGACTGGGAGTGAGCCAGacacacacacacacacTCTGAGACTGGGAGTGAGCC ATGAGTGTGGGAGAGTGAGT 2 28 75 20 176 20 60,613 57,683 47,000 34,100 2,930,663 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 132 TCTGAGACTGGGAGTGAGCCAGacacacacacacacacTCTGAGACTGGGAGTGAGCC GCGTTTGTGTGCATGTGTGA 2 58 75 20 206 20 60,613 60,248 47,000 35,800 0.861709 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 133 TCTGAGACTGGGAGTGAGCCAGacacacacacacacacTCTGAGACTGGGAGTGAGCC TGCGTTTGTGTGCATGTGTG 2 59 75 20 207 20 60,613 60,525 47,000 38,200 1,138,320 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 135 TCTGAGACTGGGAGTGAGCCAGacacacacacacacacTCTGAGACTGGGAGTGAGCC TGTGCGTTTGTGTGCATGTG 2 61 75 20 209 20 60,613 60,525 47,000 32,100 1,138,320 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 140 TCTGAGACTGGGAGTGAGCCAGacacacacacacacacTCTGAGACTGGGAGTGAGCC ATGTGTGTGCGTTTGTGTGC 2 66 75 20 214 20 60,613 60,525 47,000 45,700 1,138,533 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 57 188 ACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCACTGTGAGAGTGGGTGAGAGT GCGTTTGTGTGCATGTGTGA 57 58 19 21 206 20 60,133 60,248 32,400 35,800 1,381,742 F 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:15727:66531 1 97 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 6 136 ACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCACTGTGAGAGTGGGTGAGAGT TTGAGTGCGTGTTTGAGTGT 57 6 19 21 154 20 60,133 58,267 32,400 35,500 2,866,266 A 218 ACTCACTCACCCTCACCCACTGTGAGAGTGGGTGAGAGTATGTGTTGGTGTGCAGGGGTGAGGTGACTTAGAGTTCTGAGACTGGGAGTGAGCCAGacacacacacacacacacacacacacacacacGTACATACACTCAAACACGCACTCAAATACTCACTCTCCCACACTCATTCActctctctcacacaTGcacacaAACGcacacacaTACAC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 28 141 ATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGATGCGTGTGTGAGTACGAGC TGCCCACACATATGCACACA 41 28 37 20 177 20 60,733 60,251 50,300 37,200 0.983957 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 27 140 ATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGATGCGTGTGTGAGTACGAGC GCCCACACATATGCACACAC 41 27 37 20 176 20 60,733 59,829 50,300 38,200 0.903887 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 17 159 TGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgt TGTGATTATGCCCGTGTGTGA ATGCACACACAAACGCTCAC 69 17 8 21 166 20 59,997 59,971 35,800 35,100 1,031,844 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 103 ACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgACGAGCATGTGAATGTGAGT CGCTCACACTCACATACACA 27 4 51 20 153 20 57,538 57,935 34,100 37,200 4,527,029 B 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 91 TATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgt TATGCCTGTGTGGGTATGCC ATGCACACACAAACGCTCAC 2 17 76 20 166 20 59,817 59,971 44,000 35,100 0.211837 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 101 TATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgt TATGCCTGTGTGGGTATGCC GCCCACACATATGCACACAC 2 27 76 20 176 20 59,817 59,829 44,000 38,200 0.353544 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 102 TATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgt TATGCCTGTGTGGGTATGCC TGCCCACACATATGCACACA 2 28 76 20 177 20 59,817 60,251 44,000 37,200 0.433613 F 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 4 104 ACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgACGAGCATGTGAATGTGAGT ACGCTCACACTCACATACACA 27 4 51 20 154 21 57,538 59,660 34,100 37,200 3,802,385 B 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:17584:38245 1 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 4 107 AGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgAGTACGAGCATGTGAATGTGAGT ACGCTCACACTCACATACACA 27 4 48 23 154 21 60,057 59,660 34,100 37,200 4,396,465 B 182 ATGTGAGTGTGATTATGCCCgtgtgtGAATGTATGTATGCgtgtgtGAGTACGAGCATGTGAATGTGAGTATGTGTATGCCtgtgtgGGTATGCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAATTGTGTATGTGAGTGTGAGCGTTtgtgtgtgCATAtgtgtgGGCATAATC

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 23 148 CGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAAT CGGAGTCTGCCGCCATTT ACCTTTCACGAATCTCCCTGAG 53 23 31 18 178 22 60,437 59,765 23,200 33,500 4,671,554 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 20 143 CGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAAT CGGAGTCTGCCGCCATTT TCACGAATCTCCCTGAGACA 53 20 31 18 173 20 60,437 57,784 23,200 34,100 4,652,589 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 19 143 CGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAAT CGGAGTCTGCCGCCATTT TCACGAATCTCCCTGAGACAG 53 19 31 18 173 21 60,437 58,905 23,200 35,100 4,532,108 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 5 109 GAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGC GAGTGGGCGGGCCAATTAAG AGACAGGACTTTACCTCGCG 32 5 50 20 158 20 61,384 59,473 18,500 58,700 1,910,884 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 5 108 AGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTAGTGGGCGGGCCAATTAAG AGACAGGACTTTACCTCGCG 32 5 51 19 158 20 60,380 59,473 18,500 58,700 1,906,505 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:18842:62013 1 102 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 5 109 GAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGC GAGTGGGCGGGCCAATTAA AGACAGGACTTTACCTCGCG 33 5 50 19 158 20 60,379 59,473 14,000 58,700 1,905,971 A 269 CAGGCGGACAGCCGATCCCCGCCACCGAAACGGAGTCTGCCGCCATTTTGAGTGGGCGGGCCAATTAAGGCCCGCCCAGCAGCCTGCCCGACAGGAAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGAGGTAAAGTCCTGTCTCAGGGAGATTCGTGAAAGGTAAGTAAAGTCTaaaaaTAGAAACATATTAACAAGTcccccTCATGTGACAATTTAAAATTTATTACAtttttaaaaaaTGGACATGAAACT

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 18 190 CACGGAGCATAGGTGGAGTGAGTTAGAACACTCTT CACGGAGCATAGGTGGAGTG AGCTGTGTACTCGACAGGGA 100 18 2 20 191 20 60,179 60,251 35,100 42,000 0.430309 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 191 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCT TCACGGAGCATAGGTGGAGT AGCTGTGTACTCGACAGGGA 101 18 1 20 191 20 60,324 60,251 38,500 42,000 0.575576 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 187 CGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTA CGGAGCATAGGTGGAGTGAG GCTGTGTACTCGACAGGGAG 98 17 4 20 190 20 59,613 59,829 35,100 43,000 0.558656 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 188 ACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTT ACGGAGCATAGGTGGAGTGA GCTGTGTACTCGACAGGGAG 99 17 3 20 190 20 60,324 59,829 34,100 43,000 0.495822 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 189 CACGGAGCATAGGTGGAGTGAGTTAGAACACTCTT CACGGAGCATAGGTGGAGTG GCTGTGTACTCGACAGGGAG 100 17 2 20 190 20 60,179 59,829 35,100 43,000 0.350554 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 190 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCT TCACGGAGCATAGGTGGAGT GCTGTGTACTCGACAGGGAG 101 17 1 20 190 20 60,324 59,829 38,500 43,000 0.495822 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 139 GCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgGCTGAACCCAAGCTGTGTA GACAGGGAGAATGTGGTAATTAGT 62 2 41 19 179 24 57,677 58,009 29,000 22,400 9,313,182 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 70 246 ACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTT ACGGAGCATAGGTGGAGTGA AGGATTCAGTTTATTTGGATGCACT 99 70 3 20 248 25 60,324 59,046 34,100 44,000 6,278,518 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 70 247 CACGGAGCATAGGTGGAGTGAGTTAGAACACTCTT CACGGAGCATAGGTGGAGTG AGGATTCAGTTTATTTGGATGCACT 100 70 2 20 248 25 60,179 59,046 35,100 44,000 6,133,250 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 70 248 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCT TCACGGAGCATAGGTGGAGT AGGATTCAGTTTATTTGGATGCACT 101 70 1 20 248 25 60,324 59,046 38,500 44,000 6,278,518 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 139 AGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtg AGCTGAACCCAAGCTGTGTA ACAGGGAGAATGTGGTAATTAGTAC 62 0 40 20 178 25 59,235 58,114 29,000 27,300 7,650,812 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 139 AGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtg AGCTGAACCCAAGCTGTGT ACAGGGAGAATGTGGTAATTAGTAC 63 0 40 19 178 25 59,466 58,114 37,200 27,300 8,419,633 B 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 14 103 TTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtg TTTGTGTGTGCGTGTGTGTC GCTGTGTACTCGACAGGGAG 14 17 88 20 190 20 59,833 59,829 36,700 43,000 0.338487 F 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 14 104 TTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtg TTTGTGTGTGCGTGTGTGTC AGCTGTGTACTCGACAGGGA 14 18 88 20 191 20 59,833 60,251 36,700 42,000 0.418241 F 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:20476:33129 1 122 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 91 tgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCTGCGTGTGTGTA GCTGTGTACTCGACAGGGAG 2 17 100 20 190 20 59,826 59,829 29,000 43,000 0.345162 F 260 TCACGGAGCATAGGTGGAGTGAGTTAGAACACTCTTTATAGCTGAACCCAAGCTGTGTAtgtgtgTACGTGTCtgtgtgTCtatataTTtgtgtgtgCgtgtgtgtCTGCgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTACTAATTACCACATTCTCCCTGTCGAGTACACAGCTATTGATTCAatatatTTGCATAAGAGCACTTTAGTGCATCCAAATAAACTGAATCCTTTACTCTCACAG

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 8 0 117 CCACACCCTCAACCACGATTCAGTGTTATTTATAAATCCACACCCTCAACCACGATT AAGCTGCATGGTAATGATTTAGAG 41 0 134 20 250 24 60,251 57,370 33,400 24,300 6,881,171 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 121 TTTCCCACACCCTCAACCACGATTCAGTGTTATTTAT TTTCCCACACCCTCAACCAC AAGCTGCATGGTAATGATTTAGAG 45 0 130 20 250 24 60,106 57,370 41,600 24,300 6,736,863 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 122 CTTTCCCACACCCTCAACCACGATTCAGTGTTATTTACTTTCCCACACCCTCAACCA AAGCTGCATGGTAATGATTTAGAG 46 0 129 20 250 24 59,815 57,370 36,700 24,300 6,815,377 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 144 TCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCTCCTAAAGCCAGCATTGCCA AAGCTGCATGGTAATGATTTAGAG 68 0 107 20 250 24 59,961 57,370 49,200 24,300 6,669,916 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 160 TTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATTCAGGGCCTTGCAATTCCT AAGCTGCATGGTAATGATTTAGAG 84 0 91 20 250 24 59,885 57,370 33,600 24,300 6,745,399 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 165 TTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCAT TTCCTTTCAGGGCCTTGCAA AAGCTGCATGGTAATGATTTAGAG 89 0 86 20 250 24 60,106 57,370 40,800 24,300 6,736,204 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 191 AAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGAAGGGCCTCTTCTCTTTCCC AAGCTGCATGGTAATGATTTAGAG 115 0 60 20 250 24 59,004 57,370 39,700 24,300 7,626,247 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 0 192 TAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAG TAAGGGCCTCTTCTCTTTCCC AAGCTGCATGGTAATGATTTAGAG 115 0 59 21 250 24 58,803 57,370 39,700 24,300 8,827,909 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:21582:42288 1 195 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 0 192 AAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGAAGGGCCTCTTCTCTTTCCC AAAGCTGCATGGTAATGATTTAGAG 115 0 60 20 251 25 59,004 57,964 39,700 24,300 8,031,643 F 251 aaaaaaaTTATGGtttttACTAAAATGaaaaaCaaaaaTGAAATTACGCaaaaaaCATTAAGGGCCTCTTCTCTTTCCCCATGACTTCCTTTCAGGGCCTTGCAATTCCTAAAGCCAGCATTGCCATGCTTTCCCACACCCTCAACCACGATTCAGTGTTATTTATAAATAATAAACTTACAACttttttttttacacacacacacacacacacacacacacacacCTCTAAATCATTACCATGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 1 1 9 1 143 GCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATG GCGTGTGCATGAACGTTTCT CAATCACACACAAACAACCGA 41 1 79 20 221 21 60,041 57,587 25,200 46,900 3,454,293 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 9 1 205 AGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTAGGGAGAGAGCGAGAGATTC CAATCACACACAAACAACCGA 103 1 17 20 221 21 58,019 57,587 25,200 46,900 5,394,237 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 120 gGGAAAGTTTATGTGCGCCTTTATGCATACATACGC GGGAAAGTTTATGTGCGCCT TCAATCACACACAAACAACCGA 17 1 103 20 222 22 58,826 58,990 55,200 46,900 4,184,333 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 121 tgGGAAAGTTTATGTGCGCCTTTATGCATACATACG TGGGAAAGTTTATGTGCGCC TCAATCACACACAAACAACCGA 18 1 102 20 222 22 59,115 58,990 65,300 46,900 3,895,617 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 123 tgtgGGAAAGTTTATGTGCGCCTTTATGCATACATAC TGTGGGAAAGTTTATGTGCGC TCAATCACACACAAACAACCGA 19 1 100 21 222 22 59,732 58,990 60,900 46,900 4,278,772 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 144 GCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATG GCGTGTGCATGAACGTTTCT TCAATCACACACAAACAACCGA 41 1 79 20 222 22 60,041 58,990 25,200 46,900 3,051,732 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 206 AGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTAGGGAGAGAGCGAGAGATTC TCAATCACACACAAACAACCGA 103 1 17 20 222 22 58,019 58,990 25,200 46,900 4,991,677 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 10 1 213 AGGAATTAGGgagagaGCgagagaTTCGTGTGAATGT AGGAATTAGGGAGAGAGCGAGA TCAATCACACACAAACAACCGA 108 1 10 22 222 22 59,824 58,990 40,400 46,900 5,186,352 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:24657:35555 1 140 60 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGNA 0 0 12 1 162 gtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTC GTGTGTGTTTGAGCGAGTGC TCAATCACACACAAACAACCGA 59 1 61 20 222 22 60,316 58,990 44,000 46,900 3,326,616 G 225 tgtgtgTATAGGAATTAGGgagagaGCgagagaTTCGTGTGAATGTTTCTGTGTATATTtgtgtgtgTTTGAGCGAGTGCGTGTGCATGAACGTTTCtgtgtgGGAAAGTTTATGTGCGCCTTTATGCATACATACGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTTtgtgtgtgtgTTCGGTTGTTtgtgtgtgATTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 1 1 8 13 131 cCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgCCTGTGTCTGTCTGAGTGCC AAACCTGCAGGGATGGAGTG 13 14 57 20 187 20 60,320 59,961 50,100 35,100 0.358991 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 0 0 10 12 130 CTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtg CTGTGTCTGTCTGAGTGCCC AAACCTGCAGGGATGGAGTG 12 14 58 20 187 20 60,320 59,961 53,600 35,100 0.358991 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 0 0 10 12 154 CTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtg CTGTGTCTGTCTGAGTGCCC ATTGGATGGGCACTTGAGGG 12 38 58 20 211 20 60,320 60,033 53,600 43,000 0.353060 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 0 0 10 6 124 CTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCCTGTCTGAGTGCCCATGTGT AAACCTGCAGGGATGGAGTG 6 14 64 20 187 20 59,964 59,961 37,200 35,100 0.074625 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 0 0 10 6 145 CTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCCTGTCTGAGTGCCCATGTGT GGATGGGCACTTGAGGGAAA 6 35 64 20 208 20 59,964 59,960 37,200 31,300 0.075499 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 90 64 16 3 AC GTGTGTGTGTATCTCTGTCTGTGTGTGTGTGTGTGT NA 0 0 10 6 148 CTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCCTGTCTGAGTGCCCATGTGT ATTGGATGGGCACTTGAGGG 6 38 64 20 211 20 59,964 60,033 37,200 43,000 0.068694 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 1 3 7 188 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG TAAACCTGCAGGGATGGAGT 7 15 1 20 188 20 59,625 58,331 51,400 38,500 2,043,931 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 3 7 208 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG GGATGGGCACTTGAGGGAAA 7 35 1 20 208 20 59,625 59,960 51,400 31,300 0.414724 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 3 7 209 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG TGGATGGGCACTTGAGGGAA 7 36 1 20 209 20 59,625 61,139 51,400 39,700 1,514,604 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 3 7 211 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG ATTGGATGGGCACTTGAGGG 7 38 1 20 211 20 59,625 60,033 51,400 43,000 0.407919 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 3 7 240 ATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtC ATTGAAGCGCTCTTTCCCG AGTGGAAACAATCAATGAGTTCAA 7 64 2 19 241 24 58,529 57,286 51,400 26,900 9,185,017 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 3 7 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG AGTGGAAACAATCAATGAGTTCAA 7 64 1 20 241 24 59,625 57,286 51,400 26,900 7,088,868 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 4 7 187 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG AAACCTGCAGGGATGGAGTG 7 14 1 20 187 20 59,625 59,961 51,400 35,100 0.413850 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 4 7 188 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG TAAACCTGCAGGGATGGAGTG 7 14 1 20 188 21 59,625 59,718 51,400 35,100 1,656,972 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:25560:49636 1 28 126 16 4 AC GTGTGTGTGTGTCTGTGTGTGCGTGCGCGCCTGTG NA 0 0 4 7 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgt GATTGAAGCGCTCTTTCCCG AGTGGAAACAATCAATGAGTTCAAA 7 63 1 20 241 25 59,625 57,889 51,400 26,900 7,486,352 G 241 GATTGAAGCGCTCTTTCCCGCGCATGCgtgtgtgtgtgtCtgtgtgtgCGTgcgcgcCTGTGTCTGTCTGAGTGCCCATGTGTATATCAgtgtgtgtgtATCTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtTAGTCTCACTcccccACTCCATCCCTGCAGGTTTATTTCCCTCAAGTGCCCATCCAATTTCCTTTTGAACTCATTGATTGTTTCCACT

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 11 24 148 ATCagagagagACGGCGAGTGGGTGATTGCCACTgagATCAGAGAGAGACGGCGAGT TCCTCCTCTCTGTCTCTCACT 51 24 2 20 149 21 60,107 58,725 41,800 34,100 2,381,952 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 23 130 GTGGGTGATTGCCACTgagagaCTGACAGAGGCTAA GTGGGTGATTGCCACTGAGA TCCTCCTCTCTGTCTCTCACTC 33 23 20 20 149 22 59,963 59,761 32,700 35,100 2,275,378 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 23 131 AGTGGGTGATTGCCACTgagagaCTGACAGAGGCTA AGTGGGTGATTGCCACTGAG TCCTCCTCTCTGTCTCTCACTC 34 23 19 20 149 22 59,963 59,761 33,500 35,100 2,275,949 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 23 132 GAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTGAGTGGGTGATTGCCACTGA TCCTCCTCTCTGTCTCTCACTC 35 23 18 20 149 22 59,963 59,761 34,100 35,100 2,275,378 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 23 148 ATCagagagagACGGCGAGTGGGTGATTGCCACTgagATCAGAGAGAGACGGCGAGT TCCTCCTCTCTGTCTCTCACTC 51 23 2 20 149 22 60,107 59,761 41,800 35,100 2,346,057 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 22 147 ATCagagagagACGGCGAGTGGGTGATTGCCACTgagATCAGAGAGAGACGGCGAGT CCTCCTCTCTGTCTCTCACTCT 51 22 2 20 148 22 60,107 59,760 41,800 32,400 2,347,065 F 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 1 4 0 138 GGCTAACAGAGATACAGTGCCACagagagagagagag GGCTAACAGAGATACAGTGCC CCAAACCTTCCCAATATCTCCA 2 0 50 21 187 22 58,172 57,750 50,100 38,600 7,077,289 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 139 GGCTAACAGAGATACAGTGCCACagagagagagagag GGCTAACAGAGATACAGTGCC CCCAAACCTTCCCAATATCTCCA 2 0 50 21 188 23 58,172 60,053 50,100 38,600 5,880,596 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 139 AGGCTAACAGAGATACAGTGCCACagagagagagaga AGGCTAACAGAGATACAGTGCC CCAAACCTTCCCAATATCTCCA 2 0 49 22 187 22 59,567 57,750 50,100 38,600 6,682,147 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 175 ACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGACGGCGAGTGGGTGATTG CCAAACCTTCCCAATATCTCCA 42 0 13 18 187 22 60,047 57,750 26,700 38,600 6,296,912 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 1 139 GGCTAACAGAGATACAGTGCCACagagagagagagag GGCTAACAGAGATACAGTGCCA CCCAAACCTTCCCAATATCTCC 1 1 50 22 188 22 59,831 58,434 49,200 37,100 5,734,872 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 138 GGCTAACAGAGATACAGTGCCACagagagagagagag GGCTAACAGAGATACAGTGCCA CCAAACCTTCCCAATATCTCCA 1 0 50 22 187 22 59,831 57,750 49,200 38,600 6,418,158 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 139 GGCTAACAGAGATACAGTGCCACagagagagagagag GGCTAACAGAGATACAGTGCCA CCCAAACCTTCCCAATATCTCCA 1 0 50 22 188 23 59,831 60,053 49,200 38,600 5,221,465 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 171 CGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCCGAGTGGGTGATTGCCACT CCAAACCTTCCCAATATCTCCA 37 0 17 19 187 22 60,003 57,750 40,000 38,600 5,252,992 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 174 GTGGGTGATTGCCACTgagagaCTGACAGAGGCTAA GTGGGTGATTGCCACTGAGA TCTCTCCCAAACCTTCCCAA 33 8 20 20 193 20 59,963 58,172 32,700 41,200 1,864,524 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 175 AGTGGGTGATTGCCACTgagagaCTGACAGAGGCTA AGTGGGTGATTGCCACTGAG TCTCTCCCAAACCTTCCCAA 34 8 19 20 193 20 59,963 58,172 33,500 41,200 1,865,095 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 8 176 GAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTGAGTGGGTGATTGCCACTGA TCTCTCCCAAACCTTCCCAA 35 8 18 20 193 20 59,963 58,172 34,100 41,200 1,864,524 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 172 GCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGGCGAGTGGGTGATTGCCA CCAAACCTTCCCAATATCTCCA 39 0 16 18 187 22 60,360 57,750 49,200 38,600 6,609,488 D 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 34 203 GAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTGAGTGGGTGATTGCCACTGA TCGTCTTAGTTCCTCAGCCTC 35 34 18 20 220 21 59,963 58,907 34,100 47,000 2,129,838 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 33 201 GTGGGTGATTGCCACTgagagaCTGACAGAGGCTAA GTGGGTGATTGCCACTGAGA TCGTCTTAGTTCCTCAGCCTC 33 34 20 20 220 21 59,963 58,907 32,700 47,000 2,129,838 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28696:58444 1 73 93 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 8 192 ATCagagagagACGGCGAGTGGGTGATTGCCACTgagATCAGAGAGAGACGGCGAGT TCTCTCCCAAACCTTCCCAA 51 8 2 20 193 20 60,107 58,172 41,800 41,200 1,935,202 G 220 GATCagagagagACGGCGAGTGGGTGATTGCCACTgagagaCTGACAGAGGCTAACAGAGATACAGTGCCACagagagagagagagagagagagagagagagagATAGacacacagagagATAAagagagTgagagaCagagagGAGGAAAACATgagagagagaTGGAGATATTGGGAAGGTTTGGgagagaTAAagagagGCTGAGGAACTAAGACGA

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 1 1 3 16 177 ACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCt ACCTCCATTGGTTTGCTTGC AACTGTGCATCACTCACGCT 16 80 36 20 212 20 59,319 60,250 40,100 50,700 0.931213 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 3 16 236 ACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCt ACCTCCATTGGTTTGCTTGC CTTTCAGCTTCTCTGCAGCTA 16 138 36 20 271 21 59,319 58,030 40,100 33,200 3,651,165 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 4 19 242 CCAAATACCTCCATTGGTTTGCTTGCATCAGCATAA CCAAATACCTCCATTGGTTTGCT CTTTCAGCTTCTCTGCAGCTA 19 138 30 23 271 21 59,485 58,030 39,100 33,200 6,485,094 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 4 15 175 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA ACTGTGCATCACTCACGCTC 15 79 37 20 211 20 59,319 60,669 40,800 50,300 1,349,324 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 4 15 176 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA AACTGTGCATCACTCACGCT 15 80 37 20 212 20 59,319 60,250 40,800 50,700 0.930656 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 4 15 235 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA CTTTCAGCTTCTCTGCAGCTAA 15 137 37 20 271 22 59,319 58,667 40,800 30,900 4,013,536 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 4 15 235 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA CTTTCAGCTTCTCTGCAGCTA 15 138 37 20 271 21 59,319 58,030 40,800 33,200 3,650,608 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 5 20 243 TCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATCCAAATACCTCCATTGGTTTGC CTTTCAGCTTCTCTGCAGCTA 20 138 29 23 271 21 59,486 58,030 36,800 33,200 6,483,506 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 5 16 124 ACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCt ACCTCCATTGGTTTGCTTGC ACTTTGACTTCATTCAGCTTGGA 16 24 36 20 159 23 59,319 58,536 40,100 35,300 5,145,183 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 5 15 123 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA ACTTTGACTTCATTCAGCTTGGA 15 24 37 20 159 23 59,319 58,536 40,800 35,300 5,144,625 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 6 24 190 TCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATCCTCCAAATACCTCCATTGGT TTTAACTGTGCATCACTCACGC 24 81 26 22 215 22 58,802 59,777 36,700 53,400 5,421,127 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 6 24 246 TCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATCCTCCAAATACCTCCATTGGT CTTTCAGCTTCTCTGCAGCTA 24 138 26 22 271 21 58,802 58,030 36,700 33,200 6,167,974 F 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 6 15 123 CCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCta CCTCCATTGGTTTGCTTGCA ACTTTGACTTCATTCAGCTTGG 15 25 37 20 159 22 59,319 57,157 40,800 36,100 5,523,837 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 7 24 190 ATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATCCTCCAAATACCTCCATTGGT TTAACTGTGCATCACTCACGC 24 81 25 23 214 21 59,206 59,202 36,700 53,400 5,592,050 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:28919:58022 1 72 41 16 1.5 AT TATATATACATATATATATATATATATATATATATAT NA 0 0 8 24 190 AATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGAATCCTCCAAATACCTCCATTGGT TAACTGTGCATCACTCACGCT 24 80 24 24 213 21 59,767 59,999 36,700 50,700 5,233,663 B 271 TTTGTTTTATATTTACAATAAATAATCCTCCAAATACCTCCATTGGTTTGCTTGCATCAGCATAATTTTCCtatatataCatatatatatatatatatatatatatatatatTTTATGTCTGTTGTTTTATAACTTTCCAAGCTGAATGAAGTCAAAGTTTACCTGTATCTAACTGGACTGCCAGTGCAAGGAGCGTGAGTGATGCACAGTTAAACCTGTTTATCtttttGGAAGATTTTGTAGGTAATTTAGCTGCAGAGAAGCTGAAAG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 1 1 13 0 135 tgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagag TGTGCATGTGTGTGAGACAGA GCGCAGGAATGCACATACAC 0 8 3 21 137 20 59,861 60,248 34,100 29,000 1,386,876 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 0 0 13 0 154 tgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagag TGTGCATGTGTGTGAGACAGA GGACAACATACACACACGCG 0 27 3 21 156 20 59,861 59,837 34,100 60,100 1,301,594 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 0 0 14 2 136 gtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagaga GTGTGCATGTGTGTGAGACA GCGCAGGAATGCACATACAC 2 8 2 20 137 20 58,701 60,248 34,100 29,000 1,546,817 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 0 0 14 2 155 gtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagaga GTGTGCATGTGTGTGAGACA GGACAACATACACACACGCG 2 27 2 20 156 20 58,701 59,837 34,100 60,100 1,461,535 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 0 0 15 1 136 gtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagaga GTGTGCATGTGTGTGAGACAG GCGCAGGAATGCACATACAC 1 8 2 21 137 20 59,738 60,248 35,100 29,000 1,510,632 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:29721:41761 1 24 86 16 2 AC GTGTGTGTGTGTGTGTGAGAGAGTGTGTGTGTGTGNA 0 0 15 1 155 gtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagaga GTGTGCATGTGTGTGAGACAG GGACAACATACACACACGCG 1 27 2 21 156 20 59,738 59,837 35,100 60,100 1,425,349 G 185 tgtgtgCAtgtgtgtgAGACAGAgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaCtgtgtgtgtgAGAgtgtgtgtgtgtATGTGTTTGTGTATGTGCATTCCTgcgcgcgtgtgtgtATGTTGTCCCCGTCTCTGTTTGTCTGttttttCCTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 14 0 129 ACCAGCACCTTAAACACGCTCACTGATATTTTCACA ACCAGCACCTTAAACACGCT GGTGGGTGTGGGTGTGGG 59 0 38 20 166 18 60,179 62,597 50,700 46,100 4,775,614 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 130 GACCAGCACCTTAAACACGCTCACTGATATTTTCAC GACCAGCACCTTAAACACGC GGTGGGTGTGGGTGTGGG 60 0 37 20 166 18 59,763 62,597 53,400 46,100 4,834,083 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 139 ACTCTCAGAGACCAGCACCTTAAACACGCTCACTGAACTCTCAGAGACCAGCACCT GGTGGGTGTGGGTGTGGG 69 0 28 20 166 18 59,886 62,597 40,000 46,100 4,710,753 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 140 CACTCTCAGAGACCAGCACCTTAAACACGCTCACTGCACTCTCAGAGACCAGCACC GGTGGGTGTGGGTGTGGG 70 0 27 20 166 18 59,754 62,597 50,100 46,100 4,842,672 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 165 AGGGCACACTGAGACCTCTATCACTCACTCTCAGAGAGGGCACACTGAGACCTCTA GGTGGGTGTGGGTGTGGG 95 0 2 20 166 18 59,590 62,597 24,300 46,100 5,006,462 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 0 165 AGGGCACACTGAGACCTCTATCACTCACTCTCAGAGAGGGCACACTGAGACCTCTAT GGTGGGTGTGGGTGTGGG 94 0 2 21 166 18 59,992 62,597 19,800 46,100 5,604,306 B 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 1 12 16 175 ACCAGCACCTTAAACACGCTCACTGATATTTTCACA ACCAGCACCTTAAACACGCT TTGAGTAGGAGGGTGGGTGT 59 16 38 20 212 20 60,179 59,807 50,700 41,600 0.371595 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 12 16 176 GACCAGCACCTTAAACACGCTCACTGATATTTTCAC GACCAGCACCTTAAACACGC TTGAGTAGGAGGGTGGGTGT 60 16 37 20 212 20 59,763 59,807 53,400 41,600 0.430064 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 12 16 185 ACTCTCAGAGACCAGCACCTTAAACACGCTCACTGAACTCTCAGAGACCAGCACCT TTGAGTAGGAGGGTGGGTGT 69 16 28 20 212 20 59,886 59,807 40,000 41,600 0.306734 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 14 31 190 ACCAGCACCTTAAACACGCTCACTGATATTTTCACA ACCAGCACCTTAAACACGCT TGGGTGGGTGTGTGTTTGAG 59 31 38 20 227 20 60,179 60,395 50,700 30,200 0.574065 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 14 31 200 ACTCTCAGAGACCAGCACCTTAAACACGCTCACTGAACTCTCAGAGACCAGCACCT TGGGTGGGTGTGTGTTTGAG 69 31 28 20 227 20 59,886 60,395 40,000 30,200 0.509203 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 14 30 199 ACTCTCAGAGACCAGCACCTTAAACACGCTCACTGAACTCTCAGAGACCAGCACCT GGGTGGGTGTGTGTTTGAGT 69 30 28 20 226 20 59,886 60,395 40,000 34,100 0.509341 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 16 8 132 ACCTGCATTGAGACAacacacTCTCTTACACAAGCTC ACCTGCATTGAGACAACACAC GAGGGTGGGTGTGTGTTTGT 23 8 73 21 204 20 59,050 60,395 38,200 28,300 2,344,698 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 16 8 133 CACCTGCATTGAGACAacacacTCTCTTACACAAGCT CACCTGCATTGAGACAACACA GAGGGTGGGTGTGTGTTTGT 24 8 72 21 204 20 59,051 60,395 37,200 28,300 2,344,008 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2209:4401:8236 1 117 60 16 2 AC CACACACACACACACACACACACACACACACACCCANA 0 0 16 8 135 CACACCTGCATTGAGACAacacacTCTCTTACACAAG CACACCTGCATTGAGACAACA GAGGGTGGGTGTGTGTTTGT 26 8 70 21 204 20 59,051 60,395 33,300 28,300 2,344,008 G 254 CAGGGCACACTGAGACCTCTATCACTCACTCTCAGAGACCAGCACCTTAAACACGCTCACTGATATTTTCACACCTGCATTGAGACAacacacTCTCTTACACAAGCTCACACGTGcacacacacacacacacacacacacacacacaCCCACACCCACACCCACCcacacacacaGAGACACTACAAacacacacCCACCCTCCTACTCAAacacacacCCACCCACTcacacacacacaGACAATAACCACT

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 1 11 1 118 CCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcct CCATGTCTGTCAATGTGCGT TGACAGGCAGCAACATGTAA 11 1 95 20 212 20 58,841 57,731 52,400 24,100 3,428,047 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 0 12 1 119 TCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgccTCCATGTCTGTCAATGTGCGT TGACAGGCAGCAACATGTAA 11 1 94 21 212 20 60,271 57,731 52,400 24,100 3,539,548 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 0 12 1 119 TCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgccTCCATGTCTGTCAATGTGCG TGACAGGCAGCAACATGTAA 12 1 94 20 212 20 58,558 57,731 53,400 24,100 3,710,500 B 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 0 12 1 158 CTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTC CTGTCCGTCAGTGTGTGCAT TGACAGGCAGCAACATGTAA 51 1 55 20 212 20 60,601 57,731 39,600 24,100 2,869,808 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 0 13 1 153 CGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGT CGTCAGTGTGTGCATGTGTG TGACAGGCAGCAACATGTAA 46 1 60 20 212 20 60,042 57,731 38,200 24,100 2,310,688 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 126 66 16 1.5 AC CCTGCCTGCCTGTCAGTGTGTGTGTGAGTGTGTGTGNA 0 0 13 0 153 CGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGT CGTCAGTGTGTGCATGTGTG TGACAGGCAGCAACATGTAAA 46 0 60 20 212 21 60,042 58,419 38,200 20,100 2,622,887 F 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 1 10 0 193 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT TGACAGGCAGCAACATGT 0 3 20 18 212 18 57,697 57,095 44,000 32,100 9,207,862 D 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 0 10 0 193 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT TGACAGGCAGCAACATGTAA 0 1 20 18 212 20 57,697 57,731 44,000 24,100 6,571,384 D 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 0 10 0 193 ACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCACCCAGTCTGTCTGTGCT TGACAGGCAGCAACATGTAAA 0 0 20 18 212 21 57,697 58,419 44,000 20,100 6,883,583 D 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 0 13 1 196 gtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTG GTGACCCAGTCTGTCTGTGC TGACAGGCAGCAACATGTAA 1 1 17 20 212 20 60,601 57,731 45,700 24,100 2,870,073 G 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 0 14 1 197 tgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTGTGACCCAGTCTGTCTGTG TGACAGGCAGCAACATGTAA 2 1 16 20 212 20 59,247 57,731 36,600 24,100 3,021,420 G 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11475:28681 1 38 154 16 2 AC TGTGTGTGTGTGTGTGTCTGTCCGTCAGTGTGTGCANA 0 0 16 1 201 tgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTTGTGTGTGACCCAGTCTGTC TGACAGGCAGCAACATGTAA 6 1 12 20 212 20 59,536 57,731 35,100 24,100 2,732,798 G 241 GTCAgtgtgtAtgtgtgtgACCCAGTCTGTCTGTGCTtgtgtgtgtgtgtgtgTCTGTCCGTCAgtgtgtGCAtgtgtgTCtgtgtgTACACTTCCATGTCTGTCAATGTGCGTATGTGTATCTCcctgcctgcctgTCAgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgTTTACATGTTGCTGCCTGTCAgtgtgtgtgtgtgtCCCTGTCTGTCAGTG

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 1 0 174 ACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgACCTACTTTATTGTTCACCAGCC AGCCCTGTACCAGTTATCTCAA 0 97 34 23 207 22 58,667 58,549 48,500 30,200 7,783,732 B 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 1 0 174 ACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgACCTACTTTATTGTTCACCAGCC AGCCCTGTACCAGTTATCTCA 0 98 34 23 207 21 58,667 57,884 48,500 32,700 7,448,925 B 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 175 ACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgACCTACTTTATTGTTCACCAGCC AAGCCCTGTACCAGTTATCTCA 0 98 34 23 208 22 58,667 58,549 48,500 32,700 7,783,732 B 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 1 90 AGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgt AGAACCTACTTTATTGTTCACCAGC GCCTTACGTGCTTTCTGCG 1 13 31 25 120 19 59,294 59,867 48,500 51,800 6,838,545 A 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 90 ACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgACCTACTTTATTGTTCACCAGCC ATTGCCTTACGTGCTTTCTGC 0 14 34 23 123 21 58,667 59,800 48,500 42,600 5,532,849 F 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 91 AGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgt AGAACCTACTTTATTGTTCACCAGC TGCCTTACGTGCTTTCTGCG 1 13 31 25 121 20 59,294 61,565 48,500 51,800 7,271,061 A 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 90 GAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtg GAACCTACTTTATTGTTCACCAGCC TGCCTTACGTGCTTTCTGCG 0 13 32 25 121 20 60,106 61,565 48,500 51,800 6,671,433 A 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 90 AACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtg AACCTACTTTATTGTTCACCAGCC TTGCCTTACGTGCTTTCTGC 0 14 33 24 122 20 59,235 59,409 48,500 42,600 5,356,510 F 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13321:12121 1 57 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 91 GAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtg GAACCTACTTTATTGTTCACCAGCC TTGCCTTACGTGCTTTCTGC 0 14 32 25 122 20 60,106 59,409 48,500 42,600 5,697,447 F 210 TTGtatataTTAGTTCTGTCTTCAAATAAAAGAACCTACTTTATTGTTCACCAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTGAGTTTGTGCGCAGAAAGCACGTAAGGCAatatatAGTCACTAAACAACTCTTGCCACTAATTAGTATTGTACTTTACCTTCTGGCTTCTCTTTTGAGATAACTGGTACAGGGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 40 221 AACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCAACAGTGAGTGCTGGTAGCC AATTACAAGTGGCTCTGTTGTATAAT 40 103 18 20 238 26 59,965 57,192 39,300 12,800 8,843,406 F 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 38 219 CAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCca CAGTGAGTGCTGGTAGCCTC AATTACAAGTGGCTCTGTTGTATAAT 38 103 20 20 238 26 60,108 57,192 47,000 12,800 8,916,372 F 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 36 146 CAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCca CAGTGAGTGCTGGTAGCCTC GGCACTGCTGTTCAGAGGTT 38 36 20 20 165 20 60,108 60,536 47,000 35,000 0.644431 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 36 148 AACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCAACAGTGAGTGCTGGTAGCC GGCACTGCTGTTCAGAGGTT 40 36 18 20 165 20 59,965 60,536 39,300 35,000 0.571464 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 34 142 GAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaAGAGTGCTGGTAGCCTCACAG GGCACTGCTGTTCAGAGGTT 34 36 24 20 165 20 60,108 60,536 36,600 35,000 0.644431 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 34 215 GAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaAGAGTGCTGGTAGCCTCACAG AATTACAAGTGGCTCTGTTGTATAAT 34 103 24 20 238 26 60,108 57,192 36,600 12,800 8,916,372 F 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 12 118 GAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaAGAGTGCTGGTAGCCTCACAG TGACCAGGAGAATGCAGCTC 34 12 24 20 141 20 60,108 59,749 36,600 40,900 0.359778 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 12 122 CAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCca CAGTGAGTGCTGGTAGCCTC TGACCAGGAGAATGCAGCTC 38 12 20 20 141 20 60,108 59,749 47,000 40,900 0.359778 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:13727:28259 1 78 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 12 124 AACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCAACAGTGAGTGCTGGTAGCC TGACCAGGAGAATGCAGCTC 40 12 18 20 141 20 59,965 59,749 39,300 40,900 0.286811 B 238 TGATTTTATTCCTTAACAACAGTGAGTGCTGGTAGCCTCACAGTCATTCATCCcacacaATCCAGACCAATCAAGCAacacacacacacacacacacacacacacacacAATCACTAGAGGGAGCTGCATTCTCCTGGTCATCTGAACCTCTGAACAGCAGTGCCACCACAAGATGGTGCTTCATTGTGATTTTCTTTTCATTACATttattattaTACAACAGAGCCACTTGTAATT

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 2 44 184 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGT TTCTCAAACGCAGCTCACCA 44 64 69 24 252 20 57,692 60,179 35,500 41,700 6,487,074 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 16 138 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGT AGCCGTGTAACATTATTCCTCT 44 16 69 24 206 22 57,692 57,245 35,500 36,900 11,063,282 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 43 184 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGTT TTCTCAAACGCAGCTCACCA 43 64 69 25 252 20 58,283 60,179 33,200 41,700 6,896,348 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 16 139 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGTT GAGCCGTGTAACATTATTCCTCT 43 16 69 25 207 23 58,283 58,306 33,200 36,900 11,411,628 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 16 139 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGT GAGCCGTGTAACATTATTCCTCT 44 16 69 24 207 23 57,692 58,306 35,500 36,900 11,002,354 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 44 181 tGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGA TGGTGCTGAATATTAAGGTAGTGT TCAAACGCAGCTCACCACTA 44 61 69 24 249 20 57,692 59,609 35,500 27,400 6,699,243 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 65 240 TCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAC TCATGAATTTAATCCCTGCTCCA ATTCTCAAACGCAGCTCACC 100 65 14 23 253 20 57,872 58,840 38,600 40,200 6,288,169 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 64 239 TCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAC TCATGAATTTAATCCCTGCTCCA TTCTCAAACGCAGCTCACCA 100 64 14 23 252 20 57,872 60,179 38,600 41,700 5,307,092 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 61 236 TCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAC TCATGAATTTAATCCCTGCTCCA TCAAACGCAGCTCACCACTA 100 61 14 23 249 20 57,872 59,609 38,600 27,400 5,519,261 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 64 239 TCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAC TCATGAATTTAATCCCTGCTCCAA TTCTCAAACGCAGCTCACCA 99 64 14 24 252 20 58,482 60,179 35,300 41,700 5,696,983 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 64 240 ATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAATCATGAATTTAATCCCTGCTCCA TTCTCAAACGCAGCTCACCA 100 64 13 24 252 20 58,291 60,179 38,600 41,700 5,887,603 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:15412:48547 1 137 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 9 64 240 ATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAAATCATGAATTTAATCCCTGCTCCAA TTCTCAAACGCAGCTCACCA 99 64 13 25 252 20 58,862 60,179 35,300 41,700 6,317,322 F 266 AACAGtttttGAATCATGAATTTAATCCCTGCTCCAAATAGaaaaaTAACTCTAGGACATTTCCtttttGGTGCTGAATATTAAGGTAGTGtttttGGGTATTGAAATTATATTGTATGAATTAGATTATGAATTCtatatatatatatatatatatatatatatataCTCCAGGATAAATCATAGAGGAATAATGTTACACGGCTCCACTTCTGGTGCAGAGTCTCATTAGTGGTGAGCTGCGTTTGAGAATTGAGGCTGTAATG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 3 102 ACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgACGAGGCATGTTTGAAGTGTG AGGCACGCTGAAATTTCTTCC 3 25 163 21 264 21 59,396 59,458 38,200 34,600 3,145,390 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 166 CACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAACACTCCTTCCCAAACCACCA GGCACGCTGAAATTTCTTCCA 69 24 98 20 263 21 59,815 59,731 41,700 35,300 1,454,381 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 167 ACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAACACTCCTTCCCAAACCACC GGCACGCTGAAATTTCTTCCA 70 24 97 20 263 21 59,815 59,731 46,100 35,300 1,454,623 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 169 CCACACTCCTTCCCAAACCACCATTTCCTGATGTTTA CCACACTCCTTCCCAAACCA GGCACGCTGAAATTTCTTCCA 72 24 95 20 263 21 59,815 59,731 36,700 35,300 1,454,381 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 207 GGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTAC GGTTGTGCTCCTGCTCTGAA GGCACGCTGAAATTTCTTCCA 110 24 57 20 263 21 60,250 59,731 30,200 35,300 1,519,915 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 223 GAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGA GAGTGCATTAGAGCCGGGTT GGCACGCTGAAATTTCTTCCA 126 24 41 20 263 21 60,108 59,731 41,100 35,300 1,377,102 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 226 AGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTC AGTGAGTGCATTAGAGCCGG GGCACGCTGAAATTTCTTCCA 129 24 38 20 263 21 59,823 59,731 61,300 35,300 1,446,128 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 243 CCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCC CCTCCGTTAAACCCAGAAGTGA GGCACGCTGAAATTTCTTCCA 144 24 21 22 263 21 59,962 59,731 34,100 35,300 3,307,481 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 244 ACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGC ACCTCCGTTAAACCCAGAAGTG GGCACGCTGAAATTTCTTCCA 145 24 20 22 263 21 60,224 59,731 31,600 35,300 3,493,899 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 244 ACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGC ACCTCCGTTAAACCCAGAAGT GGCACGCTGAAATTTCTTCCA 146 24 20 21 263 21 58,948 59,731 30,100 35,300 3,321,916 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 101 ACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgACGAGGCATGTTTGAAGTGTG GGCACGCTGAAATTTCTTCCA 3 24 163 21 263 21 59,396 59,731 38,200 35,300 2,873,250 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16447:11769 1 187 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 100 CGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgt CGAGGCATGTTTGAAGTGTGA GGCACGCTGAAATTTCTTCCA 2 24 164 21 263 21 59,127 59,731 35,800 35,300 3,142,400 A 275 CTCATTGGCATTCAAAAGAACCTCCGTTAAACCCAGAAGTGAGTGCATTAGAGCCGGGTTGTGCTCCTGCTCTGAAAATTATTTTCTTCTTACCCCACACTCCTTCCCAAACCACCATTTCCTGATGTTTAAAATACCCCACTTTAGCCCCGATAAGTAACTACGAGGCATGTTTGAAGTGTGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCTGATATCGGTTGTAGAATGTGGAAGAAATTTCAGCGTGCCTATCTATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 8 92 TGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtg TGCTTGTGTGCTTGTATGCC CACGTGCACAGACAAACACA 12 8 107 20 198 20 59,402 59,554 44,000 37,200 1,043,397 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 145 CTGATGGACAGGCATCGAGAATGTGTTTATGTGAT CTGATGGACAGGCATCGAGA CACGTGCACAGACAAACACA 65 8 54 20 198 20 59,251 59,554 40,400 37,200 1,194,878 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 198 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAATGTTAATGCCACAGCGTGTT CACGTGCACAGACAAACACA 118 8 1 20 198 20 58,686 59,554 33,200 37,200 1,759,601 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 7 91 TGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtg TGCTTGTGTGCTTGTATGCC ACGTGCACAGACAAACACAC 12 7 107 20 197 20 59,402 59,554 44,000 38,200 1,043,790 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 7 144 CTGATGGACAGGCATCGAGAATGTGTTTATGTGAT CTGATGGACAGGCATCGAGA ACGTGCACAGACAAACACAC 65 7 54 20 197 20 59,251 59,554 40,400 38,200 1,195,271 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 7 197 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAATGTTAATGCCACAGCGTGTT ACGTGCACAGACAAACACAC 118 7 1 20 197 20 58,686 59,554 33,200 38,200 1,759,994 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 6 90 TGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtg TGCTTGTGTGCTTGTATGCC CGTGCACAGACAAACACACA 12 6 107 20 196 20 59,402 59,554 44,000 37,200 1,043,397 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 6 143 CTGATGGACAGGCATCGAGAATGTGTTTATGTGAT CTGATGGACAGGCATCGAGA CGTGCACAGACAAACACACA 65 6 54 20 196 20 59,251 59,554 40,400 37,200 1,194,878 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:16559:26765 1 139 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 6 196 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAATGTTAATGCCACAGCGTGTT CGTGCACAGACAAACACACA 118 6 1 20 196 20 58,686 59,554 33,200 37,200 1,759,601 F 215 TGTTAATGCCACAGCGTGtttttgtgtgtTTGAgtgtgtAAGAAGACGATTGACTGATGGACAGGCATCGAGAATGTGTTTATGTGATGGCAtgtgtgTTTGACACTGCTtgtgtgCTTGTATGCCTGTGTATGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTtgtgtgTTTGTCTGTGCACGTGCACTTGTGCATCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 6 147 CTGAGCACCTTTCTGGCACAGGTCATcacacacacaca CTGAGCACCTTTCTGGCACA TTGCGAGGACAAGAAGCCAG 6 69 46 20 192 20 60,536 60,604 45,700 48,500 1,139,486 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 7 149 ACTGAGCACCTTTCTGGCACAGGTCATcacacacacacACTGAGCACCTTTCTGGCAC TTTGCGAGGACAAGAAGCCA 7 70 45 20 193 20 60,536 60,179 50,100 47,500 0.715038 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 3 6 148 CTGAGCACCTTTCTGGCACAGGTCATcacacacacaca CTGAGCACCTTTCTGGCACA TTTGCGAGGACAAGAAGCCA 6 70 46 20 193 20 60,536 60,179 45,700 47,500 0.714811 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 17 192 CACAGCAGAATACTGAGCACCTTTCTGGCACAGGT CACAGCAGAATACTGAGCACC TTTGTCAGTCGGTGGTGTGT 17 102 34 21 225 20 58,995 59,749 50,100 37,200 2,256,244 F 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 16 191 ACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCAACAGCAGAATACTGAGCACCT TTTGTCAGTCGGTGGTGTGT 16 102 35 21 225 20 59,095 59,749 40,000 37,200 2,156,008 F 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 8 129 TACTGAGCACCTTTCTGGCACAGGTCATcacacacacaTACTGAGCACCTTTCTGGCA GGGAAGGGTGTTGAGTGGAG 8 49 44 20 172 20 58,944 59,963 49,200 38,600 1,092,724 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 7 128 ACTGAGCACCTTTCTGGCACAGGTCATcacacacacacACTGAGCACCTTTCTGGCAC GGGAAGGGTGTTGAGTGGAG 7 49 45 20 172 20 60,536 59,963 50,100 38,600 0.572881 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 6 127 CTGAGCACCTTTCTGGCACAGGTCATcacacacacaca CTGAGCACCTTTCTGGCACA GGGAAGGGTGTTGAGTGGAG 6 49 46 20 172 20 60,536 59,963 45,700 38,600 0.572654 A 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 6 180 CTGAGCACCTTTCTGGCACAGGTCATcacacacacaca CTGAGCACCTTTCTGGCACA TTTGTCAGTCGGTGGTGTGT 6 102 46 20 225 20 60,536 59,749 45,700 37,200 0.786573 F 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20101:8042 1 72 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 16 190 ACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCAACAGCAGAATACTGAGCACCT TTGTCAGTCGGTGGTGTGTG 16 101 35 21 224 20 59,095 60,461 40,000 38,200 2,366,378 F 230 ACTCCGGACCACAAAACTTGCCCCATCATACTTCACAGCAGAATACTGAGCACCTTTCTGGCACAGGTCATcacacacacacacacacacacacacacacacaTCTCATTGACGCTCAACAGAATGCAATAATGCACATCATAACTGGAACTCTCCACTCAACACCCTTCCCCTGGCTTCTTGTCCTCGCAAATATCATTcccccacacacCACCGACTGACAAAGTTGG

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 2 141 CAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATA CAAGAAAGCTGGCGCCAATG AAGTTCGATGCCTGTGTATACA 65 2 3 20 143 22 60,735 57,534 28,200 22,900 5,200,574 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 2 127 CCAATGCTGGGCTCCATCATATTAATGATTcccccGA CCAATGCTGGGCTCCATCAT AAGTTCGATGCCTGTGTATACA 51 2 17 20 143 22 60,469 57,534 24,500 22,900 4,934,963 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 1 126 CCAATGCTGGGCTCCATCATATTAATGATTcccccGA CCAATGCTGGGCTCCATCAT AGTTCGATGCCTGTGTATACAT 51 1 17 20 142 22 60,469 57,327 24,500 22,900 5,141,918 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 1 140 CAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATA CAAGAAAGCTGGCGCCAATG AGTTCGATGCCTGTGTATACAT 65 1 3 20 142 22 60,735 57,327 28,200 22,900 5,407,529 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 2 90 GACGACTTTATTGCTCAAGCTCAGATACACATAAac GACGACTTTATTGCTCAAGCTCA AAGTTCGATGCCTGTGTATACA 11 2 54 23 143 22 59,320 57,534 42,600 22,900 8,145,613 A 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 0 90 AGACGACTTTATTGCTCAAGCTCAGATACACATAAa AGACGACTTTATTGCTCAAGCTC AGTTCGATGCCTGTGTATACATG 12 0 53 23 142 23 59,070 58,628 40,900 32,100 8,301,396 A 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 0 91 GAGACGACTTTATTGCTCAAGCTCAGATACACATAAGAGACGACTTTATTGCTCAAGCT AGTTCGATGCCTGTGTATACATG 13 0 52 23 142 23 59,070 58,628 37,400 32,100 8,301,396 A 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 0 126 CCAATGCTGGGCTCCATCATATTAATGATTcccccGA CCAATGCTGGGCTCCATCAT AGTTCGATGCCTGTGTATACATG 51 0 17 20 142 23 60,469 58,628 24,500 32,100 4,841,117 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:20172:14705 1 88 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 0 140 CAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATA CAAGAAAGCTGGCGCCAATG AGTTCGATGCCTGTGTATACATG 65 0 3 20 142 23 60,735 58,628 28,200 32,100 5,106,728 F 248 GGCAAGAAAGCTGGCGCCAATGCTGGGCTCCATCATATTAATGATTcccccGAGACGACTTTATTGCTCAAGCTCAGATACACATAAacacacacacacacacacacacacacacacacCATGTATACACAGGCATCGAACTTAAacacacacacacacAACACATacacacacacacaaaaaCACAAAacacacacacacacacacacacacacacacacacacAGATATACACAGACAAACACAGC

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 6 113 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCTT GGCATATGGTGGTGTTCTGC 32 6 32 23 144 20 59,668 59,259 30,100 42,600 4,072,626 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 41 171 CAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTCATCTCTCAGTTCCCATGGACA CGCTGGCCCTTAAGTTGTGA 41 56 24 22 194 20 59,497 60,605 40,200 35,800 3,108,266 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 152 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT AAGTTGTGAGGGTGGATGCT 33 45 32 22 183 20 59,084 59,226 34,100 37,900 3,689,249 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 163 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT CGCTGGCCCTTAAGTTGTGA 33 56 32 22 194 20 59,084 60,605 34,100 35,800 3,520,924 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 189 GTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTC GTTCCCATGGACATTCTGTCT ACCAGAATCACCGTGCATCA 33 83 33 21 221 20 57,643 59,675 34,100 30,700 3,681,143 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 190 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT ACCAGAATCACCGTGCATCA 33 83 32 22 221 20 59,084 59,675 34,100 30,700 3,240,218 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 196 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT CGGAAGACCAGAATCACCGT 33 89 32 22 227 20 59,084 59,753 34,100 48,300 3,162,239 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 197 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT ACGGAAGACCAGAATCACCG 33 90 32 22 228 20 59,084 59,753 34,100 49,400 3,162,239 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 246 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT CTTTGACAGGTCGGCGGG 33 141 32 22 277 18 59,084 60,742 34,100 61,300 5,657,977 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 33 247 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT CCTTTGACAGGTCGGCGG 33 142 32 22 278 18 59,084 60,742 34,100 61,300 5,657,977 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 8 115 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT TGGGCATATGGTGGTGTTCT 33 8 32 22 146 20 59,084 59,001 34,100 30,100 3,914,532 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 6 113 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT GGCATATGGTGGTGTTCTGC 33 6 32 22 144 20 59,084 59,259 34,100 42,600 3,656,341 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 6 121 CAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTCATCTCTCAGTTCCCATGGACA GGCATATGGTGGTGTTCTGC 41 6 24 22 144 20 59,497 59,259 40,200 42,600 3,243,683 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 41 265 CAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTCATCTCTCAGTTCCCATGGACA CCTTAACAGGCCTTTGACAGGT 41 148 24 22 288 22 59,497 60,489 40,200 40,000 4,992,020 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 33 257 AGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCT AGTTCCCATGGACATTCTGTCT CCTTAACAGGCCTTTGACAGGT 33 148 32 22 288 22 59,084 60,489 34,100 40,000 5,404,677 A 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 158 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA AAGTTGTGAGGGTGGATGCT 41 45 26 20 183 20 57,674 59,226 40,200 37,900 3,099,305 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 169 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA CGCTGGCCCTTAAGTTGTGA 41 56 26 20 194 20 57,674 60,605 40,200 35,800 2,930,980 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 196 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA ACCAGAATCACCGTGCATCA 41 83 26 20 221 20 57,674 59,675 40,200 30,700 2,650,275 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 202 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA CGGAAGACCAGAATCACCGT 41 89 26 20 227 20 57,674 59,753 40,200 48,300 2,572,296 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 203 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA ACGGAAGACCAGAATCACCG 41 90 26 20 228 20 57,674 59,753 40,200 49,400 2,572,296 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 252 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA CTTTGACAGGTCGGCGGG 41 141 26 20 277 18 57,674 60,742 40,200 61,300 5,068,033 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 41 263 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA CCTTAACAGGCCTTTGACAGGT 41 148 26 20 288 22 57,674 60,489 40,200 40,000 4,814,734 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 8 121 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA TGGGCATATGGTGGTGTTCT 41 8 26 20 146 20 57,674 59,001 40,200 30,100 3,324,589 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:24231:69379 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 6 119 tctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTTCTCTCAGTTCCCATGGACA GGCATATGGTGGTGTTCTGC 41 6 26 20 144 20 57,674 59,259 40,200 42,600 3,066,398 F 288 ATGTGTCTAGTACCTTTACTTTTCAtctctcAGTTCCCATGGACATTCTGTCTTTACTAACTTTCCCTCAGTTTAATTAGCCATGGacacacacacacacacacacacacacacacacGCCTTTGCAGAACACCACCATATGCCCAAACATATTAACAAAGATAGCATCCACCCTCACAACTTAAGGGCCAGCGCGTAAAATGATGCACGGTGATTCTGGTCTTCCGTTTGGCGCGTGCGCACCGGAGTCGGCTGCACACCCGCCGACCTGTCAAAGGCCTGTTAAGG

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 1 1 4 17 178 GCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGGCTTTCCTTCCTCCCACAGT GAACGCTTTGGGAGTCATTCA 17 63 13 20 190 21 59,598 58,849 35,500 25,700 2,553,323 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 4 17 179 GCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGGCTTTCCTTCCTCCCACAGT TGAACGCTTTGGGAGTCATTC 17 64 13 20 191 21 59,598 58,849 35,500 26,700 2,553,323 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 4 17 182 GCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGGCTTTCCTTCCTCCCACAGT GAATGAACGCTTTGGGAGTCA 17 67 13 20 194 21 59,598 58,849 35,500 34,100 2,553,323 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 4 9 139 TCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctca TCCTCCCACAGTTTGTTCCC CACGATTTAATCCAGAGTGAAGGA 9 29 21 20 159 24 59,523 58,580 39,700 33,600 5,896,313 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 5 26 192 tctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCT TCTCTCACACGCTTTCCTTCC GAATGAACGCTTTGGGAGTCA 26 67 3 21 194 21 59,999 58,849 34,600 34,100 3,152,157 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 184 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC GAACGCTTTGGGAGTCATTCA 23 63 7 20 190 21 59,965 58,849 43,000 25,700 2,186,098 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 185 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC TGAACGCTTTGGGAGTCATTC 23 64 7 20 191 21 59,965 58,849 43,000 26,700 2,186,098 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 188 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC GAATGAACGCTTTGGGAGTCA 23 67 7 20 194 21 59,965 58,849 43,000 34,100 2,186,098 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 190 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC TAGAATGAACGCTTTGGGAGTCA 23 67 7 20 196 23 59,965 59,992 43,000 34,100 3,042,402 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 254 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC ACCATGTACTTTCCTGAGCTGA 23 132 7 20 260 22 59,965 59,094 43,000 42,600 2,941,285 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 256 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC ACACCATGTACTTTCCTGAGCT 23 134 7 20 262 22 59,965 59,360 43,000 40,900 2,674,735 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 23 260 tcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACTCACACGCTTTCCTTCCTCC TGCAACACCATGTACTTTCCTG 23 138 7 20 266 22 59,965 59,116 43,000 38,600 2,918,908 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 21 190 ACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACA ACACGCTTTCCTTCCTCCCA TGTAGAATGAACGCTTTGGGAGT 21 69 9 20 198 23 61,416 60,244 43,700 38,500 4,660,094 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 20 190 CACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAG CACGCTTTCCTTCCTCCCAC TTGTAGAATGAACGCTTTGGGA 20 71 10 20 199 22 60,956 58,254 46,100 43,700 4,701,718 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 8 139 CCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcac CCTCCCACAGTTTGTTCCCT ACACGATTTAATCCAGAGTGAAGGA 8 29 22 20 160 25 59,521 60,047 42,000 33,600 5,525,098 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 8 139 CCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcac CCTCCCACAGTTTGTTCCCT ACACGATTTAATCCAGAGTGAAGG 8 30 22 20 160 24 59,521 58,821 42,000 34,600 5,657,304 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 7 24 190 tctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCATCTCACACGCTTTCCTTCCTC GAATGAACGCTTTGGGAGTCA 24 67 5 21 194 21 59,999 58,849 37,100 34,100 3,152,157 G 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:25327:29648 1 50 57 16 2 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 7 22 190 ACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACA ACACGCTTTCCTTCCTCCC TGTAGAATGAACGCTTTGGGAGT 22 69 9 19 198 23 59,625 60,244 43,000 38,500 4,619,748 D 266 TAtctctcACACGCTTTCCTTCCTCCCACAGTTTGTTCCCTCACAGAAGctctctctcacacacacacacacacacacacacacacacaCTCTCCCctctctctctTCGAGACATGGTTTTCGCTCGTTTTAACATCCTTCACTCTGGATTAAATCGTGTAAACCTTCTTGAATGACTCCCAAAGCGTTCATTCTACAATTTCTGTGGGGAtttttttttttGTTCTGTTTTGGCTTTTCAGCTCAGGAAAGTACATGGTGTTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 15 140 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA ACACGGCCACATGTTCATGA 15 53 11 20 150 20 59,380 60,251 21,500 30,700 0.870714 B 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 15 151 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA CTTGCTCTCTTACACGGCCA 15 64 11 20 161 20 59,380 60,037 21,500 53,600 0.657356 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 140 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATAA ACACGGCCACATGTTCATGA 14 53 11 21 150 20 59,995 60,251 19,000 30,700 1,255,311 B 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 16 141 CACACCTGTGGCTGCATCATAAAGTTTGCATGTGACCACACCTGTGGCTGCATCAT ACACGGCCACATGTTCATGA 16 53 10 20 150 20 60,964 60,251 24,500 30,700 1,214,540 B 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 15 152 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA TCTTGCTCTCTTACACGGCC 15 65 11 20 162 20 59,380 59,753 21,500 61,300 0.866665 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 15 148 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA GCTCTCTTACACGGCCACAT 15 61 11 20 158 20 59,380 60,108 21,500 32,100 0.728168 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 26 190 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCACCTGTGTGCACACCTGTG ACACACATCGCTCTCTCCTC 26 93 1 19 190 20 60,452 59,186 36,600 37,100 2,266,385 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 26 191 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCACCTGTGTGCACACCTGTG AACACACATCGCTCTCTCCT 26 94 1 19 191 20 60,452 58,739 36,600 36,900 2,713,407 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 26 191 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCACCTGTGTGCACACCTGTG AACACACATCGCTCTCTCCTC 26 93 1 19 191 21 60,452 59,796 36,600 37,100 2,655,450 F 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 11 98 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA GCAGACACGCACAAACACAA 15 11 11 20 108 20 59,380 60,179 21,500 33,300 0.799206 A 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 100 ACACCTGTGGCTGCATCATAAAGTTTGCATGTGACt ACACCTGTGGCTGCATCATA AAGCAGACACGCACAAACAC 15 13 11 20 110 20 59,380 59,901 21,500 33,200 0.718759 A 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:26118:50076 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 101 CACACCTGTGGCTGCATCATAAAGTTTGCATGTGACCACACCTGTGGCTGCATCAT AAGCAGACACGCACAAACAC 16 13 10 20 110 20 60,964 59,901 24,500 33,200 1,062,585 A 204 ACCtgtgtgCACACCTGTGGCTGCATCATAAAGTTTGCATGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATGTGTTTGTGTTTGTGCGTGTCTGCTTTtgtgtgTCTTCATGTCTGTTCATGAACATGTGGCCGTGTAagagagCAAGAGAAATagagaggagagaGCGAtgtgtgttttttttttGTTCT

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 197 52 16 2 AC CACACACACACGCACATGCGCACACACACACACACANA 0 1 12 0 97 CATGcacacacaCGCACATGcacacacacaCGCACATGCCATGCACACACACGCACATG CTCCCTTTCTCTATCCAGCTTT 0 3 177 20 273 22 61,000 57,231 32,100 35,100 5,769,075 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 197 52 16 2 AC CACACACACACGCACATGCGCACACACACACACACANA 0 0 13 0 96 ATGcacacacaCGCACATGcacacacacaCGCACATGCGATGCACACACACGCACATG CTCCCTTTCTCTATCCAGCTTT 0 3 178 19 273 22 59,717 57,231 32,100 35,100 6,052,832 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 197 52 16 2 AC CACACACACACGCACATGCGCACACACACACACACANA 0 0 14 2 99 TACATGcacacacaCGCACATGcacacacacaCGCACAT TACATGCACACACACGCACA CTCCCTTTCTCTATCCAGCTTT 2 3 175 20 273 22 60,812 57,231 45,700 35,100 5,580,961 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 1 6 3 150 ACAGAGTGTTAGCAATGCCCCACTCcacacacacacac ACAGAGTGTTAGCAATGCCC CTCCCTTTCTCTATCCAGCTTT 5 3 124 20 273 22 58,174 57,231 53,600 35,100 6,595,730 D 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 0 6 3 151 AACAGAGTGTTAGCAATGCCCCACTCcacacacacacaAACAGAGTGTTAGCAATGCCC CTCCCTTTCTCTATCCAGCTTT 5 3 123 21 273 22 58,837 57,231 53,600 35,100 6,932,027 D 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 0 6 3 152 AAACAGAGTGTTAGCAATGCCCCACTCcacacacaca AAACAGAGTGTTAGCAATGCCC CTCCCTTTCTCTATCCAGCTTT 5 3 122 22 273 22 59,442 57,231 53,600 35,100 7,327,705 D 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 0 6 3 210 ACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTA ACAGCAAACTTGAGTCAGGGT CTCCCTTTCTCTATCCAGCTTT 64 3 64 21 273 22 59,787 57,231 43,400 35,100 5,982,280 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 0 6 3 211 CACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGT CACAGCAAACTTGAGTCAGGG CTCCCTTTCTCTATCCAGCTTT 65 3 63 21 273 22 59,394 57,231 44,500 35,100 6,375,055 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:27468:47597 1 149 100 16 3 AC CACACACACACACACACAAGCACACATACATGCACANA 0 0 6 3 212 CCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGG CCACAGCAAACTTGAGTCAGG CTCCCTTTCTCTATCCAGCTTT 66 3 62 21 273 22 59,394 57,231 38,600 35,100 6,375,055 G 273 TGGATAGTGGCTTGTTTTCCCAATCCCTCGtttttttttATGATCCAATTTTACTAGTAATCCACAGCAAACTTGAGTCAGGGTTAATTCAGAAGGTAGGGTAAtttttCACATTCACAGAAAACAGAGTGTTAGCAATGCCCCACTCcacacacacacacacacaAGcacacaTACATGcacacacaCGCACATGcacacacacaCGCACATGCGcacacacacacacacacacacacacacacacaGCAAAAGCTGGATAGAGAAAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 50 189 TTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTTTGCCAAGCTGCTGAATGTG CTGGCTCGAGAGTTGGTCAG 59 50 26 20 214 20 59,684 60,109 32,100 35,100 0.424784 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 0 130 GTAGAGTCGGTCCTACACGGacacacacagagagagag GTAGAGTCGGTCCTACACGG CTGGCTCGAGAGTTGGTCAG 0 50 85 20 214 20 58,987 60,109 49,400 35,100 1,121,739 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 0 131 AGTAGAGTCGGTCCTACACGGacacacacagagagaga AGTAGAGTCGGTCCTACACGG CTGGCTCGAGAGTTGGTCAG 0 50 84 21 214 20 60,407 60,109 49,400 35,100 1,515,512 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 52 202 GCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACAGCTCCTTGAACTTGCCAAGC AACTGGCTCGAGAGTTGGTC 70 52 15 20 216 20 60,039 59,681 40,100 40,200 0.357562 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 50 200 GCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACAGCTCCTTGAACTTGCCAAGC CTGGCTCGAGAGTTGGTCAG 70 50 15 20 214 20 60,039 60,109 40,100 35,100 0.147699 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 50 202 AGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTAAGGCTCCTTGAACTTGCCAA CTGGCTCGAGAGTTGGTCAG 72 50 13 20 214 20 59,814 60,109 45,200 35,100 0.294799 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 0 132 GTAGAGTCGGTCCTACACGGacacacacagagagagag GTAGAGTCGGTCCTACACGG AACTGGCTCGAGAGTTGGTC 0 52 85 20 216 20 58,987 59,681 49,400 40,200 1,331,602 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 70 222 GCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACAGCTCCTTGAACTTGCCAAGC TCCTCCTCCTGTTCCTGTGT 70 72 15 20 236 20 60,039 59,809 40,100 37,200 0.229865 F 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 5 155 GCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACAGCTCCTTGAACTTGCCAAGC CTCTTTGTCCCAGTGTCCGA 70 5 15 20 169 20 60,039 59,320 40,100 45,500 0.718306 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:29041:36469 1 105 40 16 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 4 154 GCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACAGCTCCTTGAACTTGCCAAGC TCTTTGTCCCAGTGTCCGAG 70 4 15 20 168 20 60,039 59,320 40,100 46,300 0.718306 B 241 TcacacaGCGTGAGGCTCCTTGAACTTGCCAAGCTGCTGAATGTGGTACATCAGGTCCCCTCCATTTACGTACTCCATGACAAAGTAGAGTCGGTCCTACACGGacacacacagagagagagagagagagagagagagagagagAAGGCTCGGACACTGGGACAAAGAGAAACACAAGTAGCACCATTAACAATCTGACCAACTCTCGAGCCAGTTACACAGGAACaggaggaggACCATT

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 1 1 11 3 190 GCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtG GCAAGATGGTTTGTGTGTACCT TTCCACACACCCATAAACACA 19 3 28 22 217 21 59,115 57,701 30,800 37,200 6,183,324 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 0 0 12 3 174 TACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGC TACCTGTGCATCCGTGTGTG CTTCCACACACCCATAAACACA 4 3 45 20 218 22 60,320 58,782 38,200 37,200 3,538,787 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 0 0 12 3 176 tgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGTGTACCTGTGCATCCGTGTG CTTCCACACACCCATAAACACA 6 3 43 20 218 22 60,320 58,782 38,200 37,200 3,538,787 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 0 0 12 3 178 tgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCATGTGTACCTGTGCATCCGTG CTTCCACACACCCATAAACACA 8 3 41 20 218 22 60,320 58,782 49,400 37,200 3,538,787 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 0 0 12 3 191 GCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtG GCAAGATGGTTTGTGTGTACCT CTTCCACACACCCATAAACACA 19 3 28 22 218 22 59,115 58,782 30,800 37,200 6,103,092 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:32370:49302 1 69 125 16 4 AC TGTGTGTGTGTGTCAGCATGCGTGTGCGTGTGTGT NA 0 0 12 3 192 AGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGAGCAAGATGGTTTGTGTGTACC CTTCCACACACCCATAAACACA 20 3 27 22 218 22 59,115 58,782 33,400 37,200 6,103,092 G 262 TGCAAAtttttCTATGTTTCTATGATAGCAAGATGGTTtgtgtgTACCTGTGCATCCgtgtgtgtGCAtgtgtgtgtgtgTCAGCATGCGTGTGCgtgtgtgtgtCAGCCgtgtgtgtCtgtgtgtgtgtgTCCGTGTAtgtgtgTATACgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTGTGTTTATGGgtgtgtGGAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 1 1 12 24 210 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG TTTGCAGATCATTGCTGGGA 79 24 18 20 227 20 59,960 57,781 35,100 43,700 2,259,432 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 0 0 12 21 208 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG TGCAGATCATTGCTGGGATTG 79 21 18 20 225 21 59,960 58,971 35,100 26,700 2,069,228 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 0 0 12 20 207 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG GCAGATCATTGCTGGGATTGT 79 20 18 20 224 21 59,960 58,970 35,100 27,100 2,069,975 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 0 0 12 1 189 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG TGTTTGAATGTTTGGTGTTGCT 79 1 18 20 206 22 59,960 57,801 35,100 39,100 4,239,784 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 0 0 12 0 188 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG GTTTGAATGTTTGGTGTTGCTG 79 0 18 20 205 22 59,960 57,481 35,100 44,100 4,559,543 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:4665:46244 1 117 67 16 2 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTTTGCCCTC NA 0 0 12 0 189 TCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtct TCCCTCTCCCTGTCTGTCTG TGTTTGAATGTTTGGTGTTGCTG 79 0 18 20 206 23 59,960 59,069 35,100 44,100 3,971,820 D 244 ctctctctGTCTGCTTCTCCCTCTCCCTGTCTGTCTGtctctctctcTTtctctcTGtctctctcTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCCCTCTCGctctctGCctctctctctctctctctctctTTGCCctctctctctctctctctctctctctctctctCAGCAACACCAAACATTCAAACAATCCCAGCAATGATCTGCAAAACCTGCTAATTTAATGT

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 3 39 276 GTTCGCAACTTCTCACTCCGCCACGCGTACACGTGT GTTCGCAACTTCTCACTCCG ACTGCAAAGTGACCGCTACA 39 165 6 20 281 20 59,215 59,894 46,300 27,400 0.890741 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 34 237 AACTTCTCACTCCGCCACGCGTACACGTGTGGcacacAACTTCTCACTCCGCCACG GCTAGCTGAACACGAACTCCT 34 131 12 19 248 21 60,006 60,067 49,400 36,900 2,073,597 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 39 160 GTTCGCAACTTCTCACTCCGCCACGCGTACACGTGT GTTCGCAACTTCTCACTCCG ATGTGGGCCTTGGTCTTCTG 39 49 6 20 165 20 59,215 59,961 46,300 30,200 0.823522 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 38 159 TTCGCAACTTCTCACTCCGCCACGCGTACACGTGTG TTCGCAACTTCTCACTCCGC ATGTGGGCCTTGGTCTTCTG 38 49 7 20 165 20 60,944 59,961 55,400 30,200 0.983055 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 34 154 AACTTCTCACTCCGCCACGCGTACACGTGTGGcacacAACTTCTCACTCCGCCACG ATGTGGGCCTTGGTCTTCTG 34 49 12 19 165 20 60,006 59,961 49,400 30,200 1,044,846 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 34 238 AACTTCTCACTCCGCCACGCGTACACGTGTGGcacacAACTTCTCACTCCGCCACG AGCTAGCTGAACACGAACTCC 34 132 12 19 249 21 60,006 60,067 49,400 38,500 2,073,597 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 2 121 acacaCTCACCCTGCACGCGcacacacacacacacacaca ACACACTCACCCTGCACG ATGTGGGCCTTGGTCTTCTG 2 49 45 18 165 20 59,891 59,961 53,400 30,200 2,147,720 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 6 2 237 acacaCTCACCCTGCACGCGcacacacacacacacacaca ACACACTCACCCTGCACG ACTGCAAAGTGACCGCTACA 2 165 45 18 281 20 59,891 59,894 53,400 27,400 2,214,940 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 7 2 122 cacacaCTCACCCTGCACGCGcacacacacacacacacacaCACACACTCACCCTGCACG ATGTGGGCCTTGGTCTTCTG 2 49 44 19 165 20 61,247 59,961 53,400 30,200 2,285,483 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 39 281 GTTCGCAACTTCTCACTCCGCCACGCGTACACGTGT GTTCGCAACTTCTCACTCCG CACCAACTGCAAAGTGACCG 39 170 6 20 286 20 59,215 59,971 46,300 47,900 0.814078 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 38 280 TTCGCAACTTCTCACTCCGCCACGCGTACACGTGTG TTCGCAACTTCTCACTCCGC CACCAACTGCAAAGTGACCG 38 170 7 20 286 20 60,944 59,971 55,400 47,900 0.973611 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:5152:35485 1 65 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 4 123 GcacacaCTCACCCTGCACGCGcacacacacacacacaca GCACACACTCACCCTGCA ATGTGGGCCTTGGTCTTCTG 4 49 43 18 165 20 60,203 59,961 44,100 30,200 2,241,940 F 288 TGAGTGTTCGCAACTTCTCACTCCGCCACGCGTACACGTGTGGcacacaCTCACCCTGCACGCGcacacacacacacacacacacacacacacacaGTAAATgggggggggggggAAGaaaaaGGAGTTTTACTACTAAAGACCACAGAAGACCAAGGCCCACATAAATGAATATTATTTCCAGATTGATTTCCAGAGTCAGAGTCCAATGATGAATTCTGTCAAGTAGGAGTTCGTGTTCAGCTAGCTGAAGACTGGAGTTGTAGCGGTCACTTTGCAGTTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:7314:67427 1 26 125 16 3 AG TCTCTCTCTCTCTTGAGCTCACTTTCTCACTCACTCTCNA 1 1 13 2 178 CTGCctctctctATGTAATTCGCTAtctctctctctcTTGAG CTGCCTCTCTCTATGTAATTCGC CGAGTTACAGACAGTGAGAGAGT 2 5 1 23 178 23 58,766 59,251 47,000 32,400 7,982,877 G 178 CTGCctctctctATGTAATTCGCTAtctctctctctcTTGAGCTCACTTTCTCACTCActctctctctctctctctCActctctCATTCTCActctctctctctCGctctctctctctctctctctctctctctctctGCctctctctctGAATTActctctCACTGTCTGTAACTCG

ST‐E00142:460:H2K7HCCXY:6:2210:7314:67427 1 26 125 16 3 AG TCTCTCTCTCTCTTGAGCTCACTTTCTCACTCACTCTCNA 0 0 13 1 177 TGCctctctctATGTAATTCGCTAtctctctctctcTTGAGC TGCCTCTCTCTATGTAATTCGCT CGAGTTACAGACAGTGAGAGAGT 1 5 2 23 178 23 59,108 59,251 49,300 32,400 7,641,065 G 178 CTGCctctctctATGTAATTCGCTAtctctctctctcTTGAGCTCACTTTCTCACTCActctctctctctctctctCActctctCATTCTCActctctctctctCGctctctctctctctctctctctctctctctctGCctctctctctGAATTActctctCACTGTCTGTAACTCG

ST‐E00142:460:H2K7HCCXY:6:2210:7314:67427 1 26 125 16 3 AG TCTCTCTCTCTCTTGAGCTCACTTTCTCACTCACTCTCNA 0 0 14 1 178 CTGCctctctctATGTAATTCGCTAtctctctctctcTTGAG CTGCCTCTCTCTATGTAATTCGCT CGAGTTACAGACAGTGAGAGAGT 1 5 1 24 178 23 60,022 59,251 49,300 32,400 7,771,504 G 178 CTGCctctctctATGTAATTCGCTAtctctctctctcTTGAGCTCACTTTCTCACTCActctctctctctctctctCActctctCATTCTCActctctctctctCGctctctctctctctctctctctctctctctctGCctctctctctGAATTActctctCACTGTCTGTAACTCG

ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 9 152 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtg AAGGAAGGAAATCACAGCTACT CGTTCTCACACATACTCACATGC 9 27 1 22 152 23 57,082 59,939 25,700 40,600 7,979,201 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 9 140 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtg AAGGAAGGAAATCACAGCTACT TACTCACATGCTCTCACACACT 9 16 1 22 140 22 57,082 59,107 25,700 35,500 7,811,395 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG
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ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 9 139 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtg AAGGAAGGAAATCACAGCTACT ACTCACATGCTCTCACACACT 9 16 1 22 139 21 57,082 59,309 25,700 35,500 6,608,799 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 9 163 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtg AAGGAAGGAAATCACAGCTACT ACACACCTATTCGTTCTCACACA 9 38 1 22 163 23 57,082 59,931 25,700 37,200 7,986,922 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 6 138 AGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGAGGAAGGAAATCACAGCTACTACT ACTCACATGCTCTCACACACT 6 16 2 24 139 21 58,973 59,309 25,700 35,500 6,717,683 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2211:10206:66988 1 32 71 16 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 134 AGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgt AGGAAATCACAGCTACTACTGAGT ACTCACATGCTCTCACACACT 2 16 6 24 139 21 58,980 59,309 34,100 35,500 6,711,025 F 172 AAGGAAGGAAATCACAGCTACTACTGAGTCAgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGAGTGAGTTAgtgtgtGAGAGCATGTGAGTAtgtgtgAGAACGAATAGgtgtgtATGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 1 1 10 1 189 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT ACCCTCATCTCTCCCTCTGA 1 90 39 21 227 20 59,435 58,686 41,600 32,700 2,878,706 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 115 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CCAACACCCTTCTCTGTCTCT 1 15 39 21 153 21 59,435 59,026 41,600 31,000 3,539,053 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 116 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT TCCAACACCCTTCTCTGTCTC 1 16 39 21 154 21 59,435 59,029 41,600 33,600 3,536,175 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 127 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CCTGAACTTTCTCCAACACCC 1 27 39 21 165 21 59,435 58,769 41,600 46,100 3,795,478 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 188 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CCCTCATCTCTCCCTCTGACA 1 88 39 21 226 21 59,435 60,063 41,600 35,800 2,628,159 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 189 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT ACCCTCATCTCTCCCTCTGAC 1 89 39 21 227 21 59,435 60,063 41,600 35,100 2,628,083 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 11 1 190 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CACCCTCATCTCTCCCTCTGA 1 90 39 21 228 21 59,435 60,063 41,600 32,700 2,628,159 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 12 1 118 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT TCTCCAACACCCTTCTCTGT 1 19 39 21 156 20 59,435 57,897 41,600 34,100 3,667,971 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 12 1 127 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CCTGAACTTTCTCCAACACCCT 1 26 39 21 165 22 59,435 60,159 41,600 43,400 3,723,426 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 13 1 118 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT TCTCCAACACCCTTCTCTGTC 1 18 39 21 156 21 59,435 59,029 41,600 35,100 3,536,175 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 13 1 191 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT ACACCCTCATCTCTCCCTCTG 1 91 39 21 229 21 59,435 60,343 41,600 33,500 2,907,692 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 14 1 191 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT ACACCCTCATCTCTCCCTCT 1 92 39 21 229 20 59,435 58,985 41,600 36,900 2,579,622 G 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 15 1 175 CGAGATAGAGACCAGGGTGTTagagagagagTGAGA CGAGATAGAGACCAGGGTGT CCTCTGACACTCTGATCTCCC 1 76 40 20 214 21 57,940 58,969 41,600 43,000 4,091,170 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 15 1 176 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGT CCTCTGACACTCTGATCTCCC 1 76 39 21 214 21 59,435 58,969 41,600 43,000 3,595,938 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10368:63894 1 61 57 16 2 AG AGAGAGAGAGTGAGATCAGGATGTTAGAGAGAGANA 0 0 15 0 176 TCGAGATAGAGACCAGGGTGTTagagagagagTGAG TCGAGATAGAGACCAGGGTGTT CCTCTGACACTCTGATCTCCC 0 76 39 22 214 21 60,025 58,969 33,200 43,000 4,056,346 D 241 AGGGTGTTAGAGATTgagagaTCAGGGTGTTagagagATCGAGATAGAGACCAGGGTGTTagagagagagTGAGATCAGGATGTTagagagagagagagagagagagagagagagagATCAGGATGGTagagagagACAGAGAAGGGTGTTGGAGAAAGTTCAGGGTGTTagagagagATCACAGTGTTAGAGGGGAGATCAGAGTGTCAGAGGgagagaTGAGGGTGTTagagagagagA

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 1 1 20 ‐2 189 GGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctc GGAGTCCCACAGTTTGTCAG GGGAGAGAGACAGACAGGGA 45 ‐2 60 20 232 20 58,116 59,667 35,100 42,000 2,217,547 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 0 0 20 ‐2 189 GGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctc GGAGTCCCACAGTTTGTCAGT GGGAGAGAGACAGACAGGGA 44 ‐2 60 21 232 20 59,859 59,667 34,100 42,000 1,474,365 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 0 0 20 ‐2 226 ggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGGTGAGGAGTCCCACAGTTT GGGAGAGAGACAGACAGGGA 50 ‐2 55 20 232 20 59,234 59,667 26,600 42,000 1,098,822 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 0 0 20 ‐2 224 TGAGGAGTCCCACAGTTTggggggggAgggggTGAGG TGAGGAGTCCCACAGTTTGG GGGAGAGAGACAGACAGGGA 80 ‐2 25 20 232 20 59,235 59,667 32,800 42,000 1,098,202 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 0 0 20 ‐2 226 ggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGGTGAGGAGTCCCACAGTTT GGGAGAGAGACAGACAGGGA 50 ‐2 55 20 232 20 59,234 59,667 26,600 42,000 1,098,822 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:10927:60712 1 125 90 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTNA 0 0 21 0 229 ggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGGTGAGGAGTCCCACAGTTT ACAGGGAGAGAGACAGACAGG 50 0 55 20 235 21 59,234 60,272 26,600 40,000 2,037,934 G 261 CCACAGTTTgggggggggAgggggTGAGGAGTCCCACAGTTTggggggggAgggggTGAGGAGTCCCACAGTTTGTCAGTCTCTTTCTTTCCctctctctTTCTGTCTTTTCTCTTTCTCCCCGtctctctctctctctctctctctctctctctcTGtctctctcCctctctGtctctctctcCctctctctctctCCCTGtctctctctctcCCTGTCTGtctctctcCCTGTCTGtctctctcCCTGtctctctctcT

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 37 188 AGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACAGCAACAGTGACCCTAAGGC GGGCACTATCTCCTGCTTCA 79 37 35 20 222 20 59,963 59,167 43,500 30,200 0.870162 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 23 134 TTCACTCTTCAGGTGCATTTGCACCATACCTATTCAT TTCACTCTTCAGGTGCATTTGC GGGCACTATCTCCTGCTTCA 23 37 89 22 222 20 59,706 59,167 36,800 30,200 3,127,521 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 38 189 AGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACAGCAACAGTGACCCTAAGGC AGGGCACTATCTCCTGCTTC 79 38 35 20 223 20 59,963 58,873 43,500 38,600 1,164,218 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 37 187 GCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACT GCAACAGTGACCCTAAGGCA GGGCACTATCTCCTGCTTCA 78 37 36 20 222 20 60,251 59,167 47,500 30,200 1,084,014 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 23 133 TCACTCTTCAGGTGCATTTGCACCATACCTATTCATCTCACTCTTCAGGTGCATTTGC GGGCACTATCTCCTGCTTCA 23 37 90 21 222 20 59,118 59,167 36,800 30,200 2,715,261 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 23 134 TCACTCTTCAGGTGCATTTGCACCATACCTATTCATCTCACTCTTCAGGTGCATTTGC AGGGCACTATCTCCTGCTTC 23 38 90 21 223 20 59,118 58,873 36,800 38,600 3,009,316 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 224 GCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACT GCAACAGTGACCCTAAGGCA AGATTTCCAGCATCCGCAGT 78 74 36 20 259 20 60,251 59,746 47,500 44,000 0.504905 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 225 AGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACAGCAACAGTGACCCTAAGGC AGATTTCCAGCATCCGCAGT 79 74 35 20 259 20 59,963 59,746 43,500 44,000 0.291053 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 234 TATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTATCGCACCAGCAACAGTGA AGATTTCCAGCATCCGCAGT 88 74 26 20 259 20 59,680 59,746 34,100 44,000 0.574229 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 240 ACAGATTATCGCACCAGCAACAGTGACCCTAAGGC ACAGATTATCGCACCAGCAAC AGATTTCCAGCATCCGCAGT 93 74 20 21 259 20 58,990 59,746 41,700 44,000 2,263,952 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 240 ACAGATTATCGCACCAGCAACAGTGACCCTAAGGC ACAGATTATCGCACCAGCAA AGATTTCCAGCATCCGCAGT 94 74 20 20 259 20 57,598 59,746 39,100 44,000 2,655,761 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:11231:67463 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 74 241 AACAGATTATCGCACCAGCAACAGTGACCCTAAGG AACAGATTATCGCACCAGCA AGATTTCCAGCATCCGCAGT 95 74 19 20 259 20 57,598 59,746 44,100 44,000 2,655,761 F 283 AGAGACATGCTAGGGGAAAACAGATTATCGCACCAGCAACAGTGACCCTAAGGCATTCTCCTGCCCTAACTTTTAATTATATTTTCTCTTCACTCTTCAGGTGCATTTGCACCATACCTATTCATCAACTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTgggggCGAGGGCGGGGAAGGTTTGTCAGGGGTGATGAAGCAGGAGATAGTGCCCTTAGATAAAAGCAAAATACTGCGGATGCTGGAAATCTAAAATaaaaaCAGAAAATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 1 1 12 8 140 CATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtg CATGTATCTATGTGTGAATCTACGTG GGCATCCCAGCAAATCCTGA 8 31 41 26 180 20 57,779 60,396 44,900 38,600 8,616,757 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 0 0 13 7 140 CATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtg CATGTATCTATGTGTGAATCTACGTGT GGCATCCCAGCAAATCCTGA 7 31 41 27 180 20 59,137 60,396 44,900 38,600 8,259,012 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 0 0 14 2 130 tgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGTGTGAATCTACGTGTGTGTC GGCATCCCAGCAAATCCTGA 2 31 51 22 180 20 58,623 60,396 36,700 38,600 3,773,578 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 0 0 15 6 140 ATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgATGTATCTATGTGTGAATCTACGTGTG GGGCATCCCAGCAAATCCT 6 33 42 27 181 19 59,137 60,076 38,200 32,400 8,938,621 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 0 0 15 3 130 tgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGTGTGAATCTACGTGTGTGT GGCATCCCAGCAAATCCTGA 3 31 51 21 180 20 57,554 60,396 37,200 38,600 3,842,449 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:12540:45154 1 75 55 16 2 AC TGTGTGTGTGTGTGTCTACGTGCGTGTGTGTGTGTGNA 0 0 15 1 130 tgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGTGTGAATCTACGTGTGTGTCT GGCATCCCAGCAAATCCTGA 1 31 51 23 180 20 59,932 60,396 34,100 38,600 3,463,741 G 205 AATTCTGCCCTATGTGTCtgtgtgtgtgtgtgtgtgtgtgCATGTATCTAtgtgtgAATCTACgtgtgtgtCTAtgtgtgtgtgtgtgTCTACGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGAGGACATCAGCTGAGGAAAGGATCAGGATTTGCTGGGATGCCCAGTCACCTGAGAGGTTGTTTTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 1 1 2 12 116 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG GCTCTCCCTGTCTTCAGCTC 12 15 72 20 187 20 60,179 59,824 42,400 40,900 0.354565 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 2 12 117 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG TGCTCTCCCTGTCTTCAGCT 12 16 72 20 188 20 60,179 60,544 42,400 42,400 0.722917 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 2 12 118 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG ATGCTCTCCCTGTCTTCAGC 12 17 72 20 189 20 60,179 59,459 42,400 42,600 0.719957 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 2 12 120 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG CCATGCTCTCCCTGTCTTCA 12 19 72 20 191 20 60,179 59,093 42,400 30,200 1,086,520 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 2 12 129 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG TCCACAATTCCATGCTCTCCC 12 27 72 20 200 21 60,179 60,064 42,400 43,000 1,243,497 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 Feb‐75 12 128 GGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtg GGCCTCTGGGAATACAGCAG CCACAATTCCATGCTCTCCCT 12 26 72 20 199 21 60,179 60,064 42,400 42,000 1,243,200 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 41 212 CAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTCAGTTCAGAACAGCCCTGGT AATTGTCTGGTTGGCTCTGA 41 82 43 20 254 20 59,891 57,043 40,000 32,700 3,066,744 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 40 211 AGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGAGTTCAGAACAGCCCTGGTG AATTGTCTGGTTGGCTCTGA 40 82 44 20 254 20 59,891 57,043 41,700 32,700 3,066,744 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 39 210 GTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTG GTTCAGAACAGCCCTGGTGT AATTGTCTGGTTGGCTCTGA 39 82 45 20 254 20 60,179 57,043 41,600 32,700 3,136,420 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 19 147 GTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTG GTTCAGAACAGCCCTGGTGT CCATGCTCTCCCTGTCTTCA 39 19 45 20 191 20 60,179 59,093 41,600 30,200 1,086,504 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 19 148 AGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGAGTTCAGAACAGCCCTGGTG CCATGCTCTCCCTGTCTTCA 40 19 44 20 191 20 59,891 59,093 41,700 30,200 1,016,828 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 19 149 CAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTCAGTTCAGAACAGCCCTGGT CCATGCTCTCCCTGTCTTCA 41 19 43 20 191 20 59,891 59,093 40,000 30,200 1,016,828 B 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 15 143 GTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTG GTTCAGAACAGCCCTGGTGT GCTCTCCCTGTCTTCAGCTC 39 15 45 20 187 20 60,179 59,824 41,600 40,900 0.354548 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 15 144 AGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGAGTTCAGAACAGCCCTGGTG GCTCTCCCTGTCTTCAGCTC 40 15 44 20 187 20 59,891 59,824 41,700 40,900 0.284873 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:2047:11224 1 104 49 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 4 15 145 CAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTCAGTTCAGAACAGCCCTGGT GCTCTCCCTGTCTTCAGCTC 41 15 43 20 187 20 59,891 59,824 40,000 40,900 0.284873 F 256 GTTGCAAGCAAAACTTTACAAATGGATCTGTTTTCTGTTTGGCAGTTCAGAACAGCCCTGGTGTTGAAATAGGCCTCTGGGAATACAGCAGAGACTGTGTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCtatataGTTGGAAAGGACagagagCTGAAGACAGGGAGAGCATGGAATTGTGGATTGGACAAGacacacTGCTGCTATTTCAATTTTATCAGAGCCAACCAGACAATTTN

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 36 161 AGAGAAAGTGACAGCGAGCGCCagagagCAACGAG AGAGAAAGTGACAGCGAGCG GCTACCTATCTGTCTGTCTGCC 44 36 15 20 175 22 60,388 59,965 50,300 48,500 2,423,198 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 25 138 GCCagagagCAACGAGGAAAGAGTGAAACTGACAA GCCAGAGAGCAACGAGGAAA CCTATCTGTCTGTCTGCCTTCA 25 32 34 20 171 22 60,321 59,237 31,300 30,200 3,083,658 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 25 142 GCCagagagCAACGAGGAAAGAGTGAAACTGACAA GCCAGAGAGCAACGAGGAAA GCTACCTATCTGTCTGTCTGCC 25 36 34 20 175 22 60,321 59,965 31,300 48,500 2,356,091 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 44 202 AGAGAAAGTGACAGCGAGCGCCagagagCAACGAG AGAGAAAGTGACAGCGAGCG GCCTATCGATCTATCTCTATCTCTCA 44 73 15 20 216 26 60,388 58,558 50,300 32,700 7,829,713 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 35 158 AGAGAAAGTGACAGCGAGCGCCagagagCAACGAG AGAGAAAGTGACAGCGAGCG ACCTATCTGTCTGTCTGCCT 44 35 15 20 172 20 60,388 57,459 50,300 47,500 2,929,111 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 25 139 GCCagagagCAACGAGGAAAGAGTGAAACTGACAA GCCAGAGAGCAACGAGGAAA ACCTATCTGTCTGTCTGCCTTC 25 33 34 20 172 22 60,321 59,237 31,300 34,600 3,084,219 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 25 139 GCCagagagCAACGAGGAAAGAGTGAAACTGACAA GCCAGAGAGCAACGAGGAAA ACCTATCTGTCTGTCTGCCT 25 35 34 20 172 20 60,321 57,459 31,300 47,500 2,862,004 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 44 203 AGAGAAAGTGACAGCGAGCGCCagagagCAACGAG AGAGAAAGTGACAGCGAGCG TGCCTATCGATCTATCTCTATCTCT 44 75 15 20 217 25 60,388 57,626 50,300 31,000 7,761,495 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:24018:61521 1 79 39 16 1.5 AG AGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 44 203 AGAGAAAGTGACAGCGAGCGCCagagagCAACGAG AGAGAAAGTGACAGCGAGCG TGCCTATCGATCTATCTCTATCTCTCA 44 73 15 20 217 27 60,388 59,929 50,300 32,700 7,458,449 F 218 GAGAGTAAAGAGGAAGAGAAAGTGACAGCGAGCGCCagagagCAACGAGGAAAGAGTGAAACTGACAAAGAGTGTGACagagagGgagagagagagagagagagagagagagagagaCAGAAAGACaaaaaGAGATagagagACAGATATGAAGGcagacagacagaTAGGTAGCTAAATGGATAGAGAATgagagaTAGAGATAGATCGATAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 1 1 3 84 267 AGCAGGACCACCGAATTCATCCTGAAGCTAGCCAA AGCAGGACCACCGAATTCAT TGCTCAAGCTCTGTACTACCA 100 84 12 20 278 21 59,379 58,475 25,700 32,500 3,145,924 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 84 268 CAGCAGGACCACCGAATTCATCCTGAAGCTAGCCA CAGCAGGACCACCGAATTCA TGCTCAAGCTCTGTACTACCA 101 84 11 20 278 21 60,322 58,475 25,700 32,500 2,846,932 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 83 268 CAGCAGGACCACCGAATTCATCCTGAAGCTAGCCA CAGCAGGACCACCGAATTCA TGCTCAAGCTCTGTACTACCAA 101 83 11 20 278 22 60,322 59,103 25,700 36,700 3,218,890 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 62 230 TGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGTGCTAACCTTCAAGAGCTGCA TGCTCAAGCTCTGTACTACCA 62 84 49 21 278 21 59,928 58,475 44,100 32,500 3,597,541 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 57 225 ACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGG ACCTTCAAGAGCTGCATACCC TGCTCAAGCTCTGTACTACCA 57 84 54 21 278 21 60,065 58,475 36,900 32,500 3,590,494 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 5 125 CCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTA CCCTTTAACTTTGCTGGACTCT AAATCTTTGACCGTGGCGC 37 5 73 22 197 19 58,244 59,421 32,400 65,300 5,335,545 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 5 186 AGCAGGACCACCGAATTCATCCTGAAGCTAGCCAA AGCAGGACCACCGAATTCAT AAATCTTTGACCGTGGCGC 100 5 12 20 197 19 59,379 59,421 25,700 65,300 2,199,984 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 5 187 CAGCAGGACCACCGAATTCATCCTGAAGCTAGCCA CAGCAGGACCACCGAATTCA AAATCTTTGACCGTGGCGC 101 5 11 20 197 19 60,322 59,421 25,700 65,300 1,900,992 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 5 190 AAGCAGCAGGACCACCGAATTCATCCTGAAGCTAG AAGCAGCAGGACCACCGAAT AAATCTTTGACCGTGGCGC 104 5 8 20 197 19 62,130 59,421 33,400 65,300 3,708,984 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 4 125 CCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTA CCCTTTAACTTTGCTGGACTCT AAATCTTTGACCGTGGCGCG 37 4 73 22 197 20 58,244 62,183 32,400 68,600 5,938,731 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 2 121 CCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTA CCCTTTAACTTTGCTGGACTCT CTTTGACCGTGGCGCGTG 37 2 73 22 193 18 58,244 62,369 32,400 53,400 8,124,925 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 2 139 CCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGA CCTTCAAGAGCTGCATACCC CTTTGACCGTGGCGCGTG 57 2 55 20 193 18 58,327 62,369 36,900 53,400 6,041,977 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 2 182 AGCAGGACCACCGAATTCATCCTGAAGCTAGCCAA AGCAGGACCACCGAATTCAT CTTTGACCGTGGCGCGTG 100 2 12 20 193 18 59,379 62,369 25,700 53,400 4,989,364 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 3 2 183 CAGCAGGACCACCGAATTCATCCTGAAGCTAGCCA CAGCAGGACCACCGAATTCA CTTTGACCGTGGCGCGTG 101 2 11 20 193 18 60,322 62,369 25,700 53,400 4,690,372 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 3 122 CCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTA CCCTTTAACTTTGCTGGACTCT TCTTTGACCGTGGCGCGT 37 3 73 22 194 18 58,244 62,596 32,400 60,100 8,351,655 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 3 184 CAGCAGGACCACCGAATTCATCCTGAAGCTAGCCA CAGCAGGACCACCGAATTCA TCTTTGACCGTGGCGCGT 101 3 11 20 194 18 60,322 62,596 25,700 60,100 4,917,102 B 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26494:49004 1 132 42 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 6 5 166 CCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCCTGAAGCTAGCCAAGTTGC AAATCTTTGACCGTGGCGC 80 5 32 20 197 19 59,193 59,421 41,700 65,300 2,386,925 F 281 AAGAGAAAAGCAGCAGGACCACCGAATTCATCCTGAAGCTAGCCAAGTTGCTAACCTTCAAGAGCTGCATACCCCTTTAACTTTGCTGGACTCTAAATTACTTAATCTACCTCACCACTCTGTAATCTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgCGCACGCGCCACGGTCAAAGAtttttttCTTATTATTTTACTTATACTGGGCTAGGTAAAACATAAACTATCTGAATAGTTGTTTGGTAGTACAGAGCTTGAGCAATG

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 1 30 169 CGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCCA GCCAAGACATTATCGAACCAGTG 30 53 24 21 192 23 60,339 59,936 53,600 36,600 4,402,671 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 2 31 173 ACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCC TCTGCCAAGACATTATCGAACCA 31 56 23 21 195 23 60,339 60,055 53,600 36,700 4,394,227 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 2 30 172 CGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCCA TCTGCCAAGACATTATCGAACCA 30 56 24 21 195 23 60,339 60,055 53,600 36,700 4,394,131 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 4 118 CGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCCA TCTGGGAATTGGAGAAACACA 30 4 24 21 141 21 60,339 57,126 53,600 37,200 5,213,057 B 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 4 118 CGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCC TCTGGGAATTGGAGAAACACA 31 4 24 20 141 21 58,630 57,126 53,600 37,200 5,244,008 B 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 4 119 ACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAACGTCTTCATTGGTAGTGGCC TCTGGGAATTGGAGAAACACA 31 4 23 21 141 21 60,339 57,126 53,600 37,200 5,213,152 B 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 38 190 TCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAATCCAAACACGTCTTCATTGGT TTGTACATTCTCTGCCAAGACA 38 67 16 21 205 22 58,074 57,650 36,700 34,100 7,276,092 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 38 190 TCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAATCCAAACACGTCTTCATTGGT TTGTACATTCTCTGCCAAGACAT 38 66 16 21 205 23 58,074 58,090 36,700 30,600 7,835,919 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:26900:10996 1 75 42 16 1.5 AG TATATATATAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 38 191 TCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAATCCAAACACGTCTTCATTGGT TTTGTACATTCTCTGCCAAGACA 38 67 16 21 206 23 58,074 58,286 36,700 34,100 7,639,277 F 217 ATTTATTATATTTTATCCAAACACGTCTTCATTGGTAGTGGCCATGAGAAACATCATAATAGCAATAACAATTTtatatatatagagagagagagagagagagagagagagagagaGCTATGTGTTTCTCCAATTCCCAGATTAATAGATaaaaaaTTATATTTtctctcACTGGTTCGATAATGTCTTGGCAGAGAATGTACAAATTTCATATGAT

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 1 1 8 22 192 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCC TGCATGTGAGAGCATGTGGG TACACAGAAGCACACCAGCA 22 24 1 20 192 20 60,679 59,532 46,100 44,100 1,146,488 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 8 21 191 GCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCAGCATGTGAGAGCATGTGGGT TACACAGAAGCACACCAGCA 21 24 2 20 192 20 60,679 59,532 45,100 44,100 1,146,807 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 8 18 185 GCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCAGCATGTGAGAGCATGTGGGT GAAGCACACCAGCACCCATA 21 18 2 20 186 20 60,679 60,322 45,100 27,400 1,001,458 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 8 18 186 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCC TGCATGTGAGAGCATGTGGG GAAGCACACCAGCACCCATA 22 18 1 20 186 20 60,679 60,322 46,100 27,400 1,001,140 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 8 17 185 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCC TGCATGTGAGAGCATGTGGG AAGCACACCAGCACCCATAG 22 17 1 20 185 20 60,679 60,323 46,100 22,300 1,001,500 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 9 22 193 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCC TGCATGTGAGAGCATGTGGG ATACACAGAAGCACACCAGCA 22 24 1 20 193 21 60,679 59,928 46,100 44,100 1,750,856 D 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 10 11 175 GCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgt GCATGTGGGTTTCTGTGTGC GAAGCACACCAGCACCCATA 11 18 12 20 186 20 60,319 60,322 45,700 27,400 0.641411 G 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 10 7 170 GTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtg GTGGGTTTCTGTGTGCATGC AAGCACACCAGCACCCATAG 7 17 16 20 185 20 60,319 60,323 40,600 22,300 0.641771 G 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:2706:26009 1 43 106 16 3 AC TGTGTGTGTGTGTGTGTGCGAGGGAGAGGAAAATANA 0 0 10 7 171 GTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtg GTGGGTTTCTGTGTGCATGC GAAGCACACCAGCACCCATA 7 18 16 20 186 20 60,319 60,322 40,600 27,400 0.641411 G 240 TGCATGTGAGAGCATGTGGGTTTCtgtgtgCATGCCCATGTAtgtgtgtgtgtgtgtgtgCGAGGGAGAGGAAAATAAAGCTAGACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATGTGTTTGTGTTTGTTtgtgtgtgtgGGCATGCACAtgtgtgTCTATGGGTGCTGGTGTGCTTCTGTGTATGTGTTTGTGTAtgtgtgAGGTTTGTTATTGCAtttttAGGAATGTGG

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 1 1 8 6 189 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT TGGCACACAGATTCAGAAACAC 6 60 1 22 189 22 58,970 59,382 24,000 33,200 5,648,533 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 9 6 189 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT TGGCACACAGATTCAGAAACA 6 61 1 22 189 21 58,970 58,070 24,000 28,300 5,959,932 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 9 0 132 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT CACAGGCATATAAACATTCACATGC 6 0 1 22 132 25 58,970 59,311 24,000 40,600 8,718,912 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 10 6 188 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT GGCACACAGATTCAGAAACACA 6 59 1 22 188 22 58,970 59,382 24,000 37,200 5,648,533 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 10 6 207 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT ACAGCCTCACACACACTCTG 6 80 1 22 207 20 58,970 59,894 24,000 33,500 3,135,884 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 11 6 243 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT TCGGATACACATACACACTCACG 6 113 1 22 243 23 58,970 60,182 24,000 43,500 6,211,795 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 12 6 208 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT CACAGCCTCACACACACTCT 6 81 1 22 208 20 58,970 59,894 24,000 32,400 3,135,884 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 12 6 241 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT GGATACACATACACACTCACGC 6 112 1 22 241 22 58,970 59,142 24,000 53,400 5,888,635 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 12 6 242 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT CGGATACACATACACACTCACG 6 113 1 22 242 22 58,970 58,894 24,000 43,500 6,136,228 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 13 5 137 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT ACACACACAGGCATATAAACATTCA 6 5 1 22 137 25 58,970 59,290 24,000 25,700 8,739,922 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 13 3 135 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT ACACACAGGCATATAAACATTCACA 6 3 1 22 135 25 58,970 59,290 24,000 35,800 8,739,922 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:31609:9202 1 29 79 16 2 AC TGTGTGTGTGTGAGTGGTGGTGTGTTTGAGTTAAT NA 0 0 14 6 209 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAg CCCTCTGTGCTCTCTGTATTCT ACACAGCCTCACACACACTC 6 82 1 22 209 20 58,970 60,179 24,000 35,100 3,209,364 G 244 CCCTCTGTGctctctGTATTCTTGTTTCtgtgtgtgtgtgAgtggtggtgTGTTTGAGTTAAtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAATGTTTATATGCCtgtgtgtgTAATAGTATGTGTATGTATGATTAGCtgtgtgtgTTTCTGAATCtgtgtgCCAGAgtgtgtgtGAGGCTGTGTATCTGATTGTGCGTGAgtgtgtATGTGTATCCGAC

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 22 122 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA AGAACATAGGAGGCCCTTTGC 26 22 80 21 201 21 58,781 60,064 35,300 36,800 3,282,992 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 22 175 CCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGCCTCCTCTTCCCTCATTACCC AGAACATAGGAGGCCCTTTGC 79 22 27 21 201 21 58,949 60,064 36,900 36,800 3,115,307 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 120 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA AACATAGGAGGCCCTTTGCT 26 21 80 21 199 20 58,781 58,997 35,300 39,100 3,221,461 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 121 aGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCAGCTGAAGGTTCTTCGTTTCCA AACATAGGAGGCCCTTTGCT 26 21 79 22 199 20 60,159 58,997 35,300 39,100 3,161,670 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 121 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA GAACATAGGAGGCCCTTTGCT 26 21 80 21 200 21 58,781 60,064 35,300 39,100 3,282,992 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 122 aGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCAGCTGAAGGTTCTTCGTTTCCA GAACATAGGAGGCCCTTTGCT 26 21 79 22 200 21 60,159 60,064 35,300 39,100 3,223,202 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 173 CCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGCCTCCTCTTCCCTCATTACCC AACATAGGAGGCCCTTTGCT 79 21 27 21 199 20 58,949 58,997 36,900 39,100 3,053,775 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 174 CCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGCCTCCTCTTCCCTCATTACCC GAACATAGGAGGCCCTTTGCT 79 21 27 21 200 21 58,949 60,064 36,900 39,100 3,115,307 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 75 226 CCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTG CCTCTTCCCTCATTACCCACA TGCACTCGAATGTACATCAGGA 76 75 30 21 255 22 58,803 59,504 41,700 38,600 4,692,265 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 75 227 TCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTCCTCTTCCCTCATTACCCACA TGCACTCGAATGTACATCAGGA 76 75 29 22 255 22 60,226 59,504 41,700 38,600 4,721,448 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 75 229 CCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGCCTCCTCTTCCCTCATTACCC TGCACTCGAATGTACATCAGGA 79 75 27 21 255 22 58,949 59,504 36,900 38,600 4,546,587 F 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 26 176 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA TGCACTCGAATGTACATCAGGA 26 75 80 21 255 22 58,781 59,504 35,300 38,600 4,714,273 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 26 176 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA TGCACTCGAATGTACATCAGG 26 76 80 21 255 21 58,781 58,108 35,300 38,600 5,110,977 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:5396:45540 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 26 177 GCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGC GCTGAAGGTTCTTCGTTTCCA CTGCACTCGAATGTACATCAGG 26 76 80 21 256 22 58,781 59,137 35,300 38,600 5,081,139 A 258 TGCTAATCATCCAGCCAAtttttAGTCCTCCTCTTCCCTCATTACCCACAATTTCTCCTTTAAGTGTTGCCAGGaaaaaGCTGAAGGTTCTTCGTTTCCAATATCGCTACTTAGCCCTCTTTTATTtctctctctctctctctctctctctctctctcACTGTACTCAGCAACTCTTTTAGCAAAGGGCCTCCTATGTTCTTCCAAAGTAGGTCTCAATTGTTTGTCCCTGAATCCTGATGTACATTCGAGTGCAGTT

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 1 1 2 45 234 CCCACTTCCGCACTTACTGTAAATCCGAGACAATTC CCCACTTCCGCACTTACTGT CTGCATCATTGGTGGCCATG 109 45 31 20 264 20 59,965 59,896 35,500 36,600 0.139016 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 2 29 218 CCCACTTCCGCACTTACTGTAAATCCGAGACAATTC CCCACTTCCGCACTTACTGT CATGCCTTCAGCTGCATAGC 109 29 31 20 248 20 59,965 59,689 35,500 29,700 0.346061 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 2 26 136 AGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAGCTTGGTTAAAGAGTTGCGT CATGCCTTCAGCTGCATAGC 26 29 113 21 248 20 58,428 59,689 52,400 29,700 2,883,455 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 2 26 152 AGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAGCTTGGTTAAAGAGTTGCGT CTGCATCATTGGTGGCCATG 26 45 113 21 264 20 58,428 59,896 52,400 36,600 2,676,410 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 2 25 136 AGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAGCTTGGTTAAAGAGTTGCGTT CATGCCTTCAGCTGCATAGC 25 29 113 22 248 20 59,050 59,689 48,400 29,700 3,260,809 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 2 25 152 AGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAGCTTGGTTAAAGAGTTGCGTT CTGCATCATTGGTGGCCATG 25 45 113 22 264 20 59,050 59,896 48,400 36,600 3,053,764 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 3 46 235 CCCACTTCCGCACTTACTGTAAATCCGAGACAATTC CCCACTTCCGCACTTACTGT ACTGCATCATTGGTGGCCAT 109 46 31 20 265 20 59,965 60,325 35,500 44,000 0.359819 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 3 26 137 AAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTC AAGCTTGGTTAAAGAGTTGCGT CATGCCTTCAGCTGCATAGC 26 29 112 22 248 20 59,050 59,689 52,400 29,700 3,260,809 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 3 26 153 AGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAGCTTGGTTAAAGAGTTGCGT ACTGCATCATTGGTGGCCAT 26 46 113 21 265 20 58,428 60,325 52,400 44,000 2,897,213 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 4 49 240 CCCACTTCCGCACTTACTGTAAATCCGAGACAATTC CCCACTTCCGCACTTACTGT TTATCACTGCATCATTGGTGGC 109 49 31 20 270 22 59,965 59,311 35,500 50,100 2,724,366 F 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 4 49 240 CGCCCACTTCCGCACTTACTGTAAATCCGAGACAAT CGCCCACTTCCGCACTTA ATCACTGCATCATTGGTGGC 113 49 29 18 268 20 60,048 58,891 22,400 50,100 3,156,431 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 5 46 243 TTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGTTTACCCGCCCACTTCCG ACTGCATCATTGGTGGCCAT 119 46 23 18 265 20 59,652 60,325 43,000 44,000 2,673,166 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2211:7618:18836 1 160 40 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACNA 0 0 5 45 242 TTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGTTTACCCGCCCACTTCCG CTGCATCATTGGTGGCCATG 119 45 23 18 264 20 59,652 59,896 43,000 36,600 2,452,363 B 273 TGGCCGGCTGGTAAAATGTCGTTTTACCCGCCCACTTCCGCACTTACTGTAAATCCGAGACAATTCCACCCTTGACATCAAGCAACATGAGATATTAGGACAATTGACCAAAAGCTTGGTTAAAGAGTTGCGTTTTAAGGGGTGTCTTAAAGGAGGAGTgagagagagagagagagagagagagagagagaCGgagagaTTTAagagagAAAACTCCAAAGATTAGAAGCTATGCAGCTGAAGGCATGGCCACCAATGATGCAGTGATaaaaa

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 23 209 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA TAAAGGGAGGGTGAGCCAGA 23 114 2 20 210 20 59,452 59,882 30,200 38,600 0.666377 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 23 210 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA GTAAAGGGAGGGTGAGCCAG 23 115 2 20 211 20 59,452 59,747 30,200 48,500 0.801358 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 23 213 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA GACGTAAAGGGAGGGTGAGC 23 118 2 20 214 20 59,452 60,108 30,200 42,600 0.656312 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 23 135 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA GAGAGGGAGACGGAAGGGAT 23 40 2 20 136 20 59,452 60,106 30,200 38,500 0.653944 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 21 133 CTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTT CTCATGCCCATCCCTCAAGC GAGAGGGAGACGGAAGGGAT 21 40 4 20 136 20 60,823 60,106 40,100 38,500 0.928446 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 4 99 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA GGAGAGATGGCGAATGAGGG 23 4 2 20 100 20 59,452 59,965 30,200 43,000 0.582647 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 2 114 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT GAGAGGGAGACGGAAGGGAT 2 40 23 20 136 20 59,676 60,106 26,600 38,500 0.430198 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 2 173 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT CCAGAGGCAGAGAGAGGGAA 2 99 23 20 195 20 59,676 60,325 26,600 39,700 0.649395 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 2 188 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT TAAAGGGAGGGTGAGCCAGA 2 114 23 20 210 20 59,676 59,882 26,600 38,600 0.442631 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 2 189 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT GTAAAGGGAGGGTGAGCCAG 2 115 23 20 211 20 59,676 59,747 26,600 48,500 0.577612 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 2 192 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT GACGTAAAGGGAGGGTGAGC 2 118 23 20 214 20 59,676 60,108 26,600 42,600 0.432566 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 23 138 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA ATGGAGAGGGAGACGGAAGG 23 43 2 20 139 20 59,452 60,398 30,200 34,600 0.945847 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 23 141 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA GAGATGGAGAGGGAGACGGA 23 46 2 20 142 20 59,452 59,816 30,200 46,900 0.732002 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 22 140 TCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACT TCTCATGCCCATCCCTCAAG GAGATGGAGAGGGAGACGGA 22 46 3 20 142 20 59,158 59,816 30,200 46,900 1,025,932 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 2 120 CTGGCTGGctctctCACTTTAGctctctctctctctctctctctcCTGGCTGGCTCTCTCACTTT GAGATGGAGAGGGAGACGGA 2 46 23 20 142 20 59,676 59,816 26,600 46,900 0.508256 F 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12905:22370 1 45 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 23 144 GTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACGTCTCATGCCCATCCCTCAA AGGGAGATGGAGAGGGAGAC 23 49 2 20 145 20 59,452 59,439 30,200 33,600 1,108,719 B 217 CGTCTCATGCCCATCCCTCAAGCTGGCTGGctctctCACTTTAGctctctctctctctctctctctctctctctctCCATCCCTCATTCGCCAtctctcCCTCCCCATCTCACTCTATCCCTTCCGTCTCCCTCTCCATCTCCCTATCATTTTCCATATCCATCTGGATTTCAAATTCCctctctctGCCTCTGGCTCACCCTCCCTTTACGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 5 191 tgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAg TGTGAGTGTGAGCGTGAGTG TCAGACTGCACCATCTTGGC 5 102 33 20 223 20 60,249 60,322 35,100 45,200 0.570951 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 108 GAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgt GAGTGTGAGCGTGAGTGTGA CAACCTGTCGCCATTACCCT 2 22 36 20 143 20 59,969 60,035 35,800 43,400 0.066212 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 109 GAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgt GAGTGTGAGCGTGAGTGTGA TCAACCTGTCGCCATTACCC 2 23 36 20 144 20 59,969 60,036 35,800 36,900 0.066593 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 169 GAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgt GAGTGTGAGCGTGAGTGTGA CATGGGCAGCAACAATCAGG 2 83 36 20 204 20 59,969 59,825 35,800 38,600 0.205618 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 188 GAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgt GAGTGTGAGCGTGAGTGTGA TCAGACTGCACCATCTTGGC 2 102 36 20 223 20 59,969 60,322 35,800 45,200 0.352692 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 194 GAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgt GAGTGTGAGCGTGAGTGTGA CCAGCTTCAGACTGCACCAT 2 108 36 20 229 20 59,969 60,322 35,800 35,500 0.353050 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 107 AGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgt AGTGTGAGCGTGAGTGTGAG CAACCTGTCGCCATTACCCT 1 22 37 20 143 20 59,969 60,035 35,100 43,400 0.066753 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 168 AGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgt AGTGTGAGCGTGAGTGTGAG CATGGGCAGCAACAATCAGG 1 83 37 20 204 20 59,969 59,825 35,100 38,600 0.206159 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:16579:25218 1 58 44 16 1.5 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 193 AGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgt AGTGTGAGCGTGAGTGTGAG CCAGCTTCAGACTGCACCAT 1 108 37 20 229 20 59,969 60,322 35,100 35,500 0.353590 F 234 TGAgtgtgtGAGTGTGAgtgtgtATGTGAgtgtgtGAGTGTGAGCGTGAGTGTGAGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCggggggggTGGTGCGCACGGAAGGGTAATGGCGACAGGTTGAAGGTTCACCTACCCTTGTGCCAGCCCTGTAGCCAGCCTGCCCTGATTGTTGCTGCCCATGCCAAGATGGTGCAGTCTGAAGCTGGGCTTT

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 10 2 161 CATTCACTCAATAACTCACTCACGcacacaAGcacaca CATTCACTCAATAACTCACTCACG CTGTGGGAGTGTCTGTGAGG 83 2 54 24 214 20 57,912 59,680 43,500 38,600 6,407,246 B 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 163 ATCATTCACTCAATAACTCACTCACGcacacaAGcaca ATCATTCACTCAATAACTCACTCACG CTGTGGGAGTGTCTGTGAGG 83 2 52 26 214 20 59,467 59,680 43,500 38,600 6,852,740 B 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 207 CACGGacacacATTCGCATTcacacaGACAAACTGAct CACGGACACACATTCGCATT CTGTGGGAGTGTCTGTGAGG 133 2 8 20 214 20 59,483 59,680 35,600 38,600 0.836605 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 208 tCACGGacacacATTCGCATTcacacaGACAAACTGAc TCACGGACACACATTCGCAT CTGTGGGAGTGTCTGTGAGG 134 2 7 20 214 20 60,320 59,680 47,300 38,600 0.640061 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 10 2 210 tctCACGGacacacATTCGCATTcacacaGACAAACTGATCTCACGGACACACATTCGC CTGTGGGAGTGTCTGTGAGG 136 2 5 20 214 20 60,666 59,680 47,000 38,600 0.986002 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 145 CACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACTCACGCACACAAGCAC CTGTGGGAGTGTCTGTGAGG 72 2 70 19 214 20 60,011 59,680 44,000 38,600 1,330,524 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 146 TCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGTCACTCACGCACACAAGCA CTGTGGGAGTGTCTGTGAGG 73 2 69 19 214 20 60,153 59,680 39,100 38,600 1,473,197 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 162 TCATTCACTCAATAACTCACTCACGcacacaAGcacac TCATTCACTCAATAACTCACTCACG CTGTGGGAGTGTCTGTGAGG 83 2 53 25 214 20 59,136 59,680 43,500 38,600 6,183,663 B 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 131 AGcacacaCTCTcacacacaTGCAGGCACACTcacacacaAGCACACACTCTCACACACA CTGTGGGAGTGTCTGTGAGG 57 2 84 20 214 20 59,463 59,680 37,200 38,600 0.856452 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 2 138 GcacacaAGcacacaCTCTcacacacaTGCAGGCACACT GCACACAAGCACACACTCTC CTGTGGGAGTGTCTGTGAGG 64 2 77 20 214 20 59,694 59,680 32,000 38,600 0.625650 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 13 2 143 CTCACGcacacaAGcacacaCTCTcacacacaTGCAGGC CTCACGCACACAAGCACAC CTGTGGGAGTGTCTGTGAGG 70 2 72 19 214 20 60,011 59,680 38,200 38,600 1,330,524 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:1732:3612 1 161 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 2 123 CTCTcacacacaTGCAGGCACACTcacacacaTACATTT CTCTCACACACATGCAGGCA CTGTGGGAGTGTCTGTGAGG 49 2 92 20 214 20 60,605 59,680 47,500 38,600 0.924239 F 262 NctctctCACGGacacacATTCGCATTcacacaGACAAACTGActctctctATCATTCACTCAATAACTCACTCACGcacacaAGcacacaCTCTcacacacaTGCAGGCACACTcacacacaTACATTTtctctcacacacAAGCAGACATACTTTCTGacacacacacacacacacacacacacacacacAGCCTCACAGACACTCCCACAGATAttttttttCTTATAGacacacacacacAAacacacacacacTTAN

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 11 107 TTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgTTGCGAGGATGATGACTGCT AGCTCAGTCTCAGAGGACCA 11 24 28 20 134 20 59,461 59,592 42,400 40,200 0.946112 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 10 106 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT AGCTCAGTCTCAGAGGACCA 10 24 29 20 134 20 59,461 59,592 39,100 40,200 0.946112 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 20 140 aaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAAATAAGATGTAGTTTGCGAGGATG GTTGACTGCAGCAGACTCTG 20 44 15 24 154 20 57,149 58,853 35,100 33,500 7,997,860 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 19 140 aaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAAATAAGATGTAGTTTGCGAGGATGA GTTGACTGCAGCAGACTCTG 19 44 15 25 154 20 58,417 58,853 29,200 33,500 7,729,273 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 140 aaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAAATAAGATGTAGTTTGCGAGGATGA GTTGACTGCAGCAGACTCTGA 19 43 15 25 154 21 58,417 60,270 29,200 32,700 7,852,625 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 10 119 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT GCAGCAGACTCTGAGCTCAG 10 37 29 20 147 20 59,461 60,459 39,100 33,500 0.997474 F 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 1 2 11 224 TTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgTTGCGAGGATGATGACTGCT CTGAATAGCCGCTCTGCTCA 11 67 28 20 251 20 59,461 59,896 42,400 42,600 0.642339 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 2 10 223 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT CTGAATAGCCGCTCTGCTCA 10 67 29 20 251 20 59,461 59,896 39,100 42,600 0.642339 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 2 9 167 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT ACAGCAGAATCGTTTATGGCAC 10 9 29 20 195 22 59,461 59,580 39,100 50,100 2,958,607 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 2 9 168 TTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgTTGCGAGGATGATGACTGCT ACAGCAGAATCGTTTATGGCAC 11 9 28 20 195 22 59,461 59,580 42,400 50,100 2,958,607 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 2 6 164 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT GCAGAATCGTTTATGGCACTGA 10 6 29 20 192 22 59,461 59,322 39,100 34,100 3,216,420 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 3 16 241 AGATGTAGTTTGCGAGGATGATGACTGCTTCAGTG AGATGTAGTTTGCGAGGATGATGA TGATTGTTCTGAATAGCCGCTCT 16 72 19 24 259 23 59,900 60,119 29,200 40,900 7,218,663 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 4 14 240 TGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAA TGTAGTTTGCGAGGATGATGACT TTTGATTGTTCTGAATAGCCGCTC 14 73 22 23 261 24 59,804 59,905 34,100 50,300 7,290,497 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 5 14 240 TGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAA TGTAGTTTGCGAGGATGATGACT TTTGATTGTTCTGAATAGCCGCT 14 74 22 23 261 23 59,804 58,990 34,100 55,200 7,205,285 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18761:42042 1 59 106 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCNA 0 0 6 10 220 TGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgt TGCGAGGATGATGACTGCTT AATAGCCGCTCTGCTCACTC 10 64 29 20 248 20 59,461 59,896 39,100 35,100 0.642521 G 276 CATGaaaaaaTaaaaaTAAGATGTAGTTTGCGAGGATGATGACTGCTTCAGTGGAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACCTGACATTCaaaaaTCTCCAATGGTCCTCTGAGACTGAGCTCAGAGTCTGCTGCAGTCAACagagagagagATGAGATCAGTGCCATAAACGATTCTGCTGTTCCAGTCATATCTGGGAGGATGGGACAgggggTGAGTGAGCAGAGCGGCTATTCAGAACAATCAAAATGATTCATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 48 203 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCT AATAACCCAGCAACAAAGCTTT 48 79 1 22 203 22 57,044 57,312 24,000 35,100 9,643,712 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 48 204 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCT AAATAACCCAGCAACAAAGCTT 48 80 1 22 204 22 57,044 57,312 24,000 37,400 9,643,712 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 46 203 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCTTG AATAACCCAGCAACAAAGCTTT 46 79 1 24 203 22 58,944 57,312 30,200 35,100 9,744,381 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 152 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCT TCACTCTAATGCTCTGGAAGTTACC 48 25 1 22 152 25 57,044 60,105 24,000 28,500 10,061,121 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 24 151 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCT CACTCTAATGCTCTGGAAGTTACCT 48 24 1 22 151 25 57,044 60,105 24,000 30,800 10,060,958 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:18812:31898 1 71 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 24 150 TGCACCGAATATGGACTAATCTTGATTTACTTTTATATGCACCGAATATGGACTAATCT ACTCTAATGCTCTGGAAGTTACCT 48 24 1 22 150 24 57,044 58,973 24,000 30,800 9,982,601 F 216 TGCACCGAATATGGACTAATCTTGATTTACTTTTATAAATATCATTTTATCTTCAtttttAACTAAAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTAGAAACTTTTATAttttttAAGGTAACTTCCAGAGCATTAGAGTGAAATAAACTAACCTTTTCtttttAACTaaaaaaGCTTTGTTGCTGGGTTATTTTCAATTGAATTT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 36 227 GGGAGGgagagaCCACCGGGACCCGGGGTGGATGT GGGAGGGAGAGACCACCG CGTTACGGCACTTACTCTCCA 36 120 21 18 247 21 60,760 59,799 49,400 38,600 3,961,101 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 36 244 GGGAGGgagagaCCACCGGGACCCGGGGTGGATGT GGGAGGGAGAGACCACCG AGGTCAACTTTCCCATCCGT 36 138 21 18 264 20 60,760 58,935 49,400 46,900 3,825,210 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 36 148 GGGAGGgagagaCCACCGGGACCCGGGGTGGATGT GGGAGGGAGAGACCACCG TCCAGTCCCATGTGTGATGG 36 42 21 18 168 20 60,760 59,380 49,400 35,100 3,380,416 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 147 GGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGG TCCAGTCCCATGTGTGATGG 35 42 22 18 168 20 60,760 59,380 52,800 35,100 3,380,416 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 226 GGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGG CGTTACGGCACTTACTCTCCA 35 120 22 18 247 21 60,760 59,799 52,800 38,600 3,961,101 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 243 GGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGG AGGTCAACTTTCCCATCCGT 35 138 22 18 264 20 60,760 58,935 52,800 46,900 3,825,210 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 34 146 GAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGGG TCCAGTCCCATGTGTGATGG 34 42 23 18 168 20 60,760 59,380 57,300 35,100 3,380,416 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 34 225 GAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGGG CGTTACGGCACTTACTCTCCA 34 120 23 18 247 21 60,760 59,799 57,300 38,600 3,961,101 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 34 242 GAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGGG AGGTCAACTTTCCCATCCGT 34 138 23 18 264 20 60,760 58,935 57,300 46,900 3,825,210 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 107 GAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGGG TGGGAGTGAGTGTGACAAGC 34 3 23 18 129 20 60,760 59,893 57,300 40,100 2,867,093 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 106 GAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGGG GGGAGTGAGTGTGACAAGCA 34 2 23 18 128 20 60,760 59,893 57,300 39,100 2,867,093 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:19228:18801 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 107 GGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGAGGGAGAGACCACCGG GGGAGTGAGTGTGACAAGCA 35 2 22 18 128 20 60,760 59,893 52,800 39,100 2,867,093 F 264 AGATGCTGCTGGAGCCCGTGGGGAGGgagagaCCACCGGGACCCGGGGTGGATGTGGGgagagaGGGGCAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCTTGTCACACTCACTCCCAGTCCCGCCGGTGTCACTCCCCATcacacaTGGGACTGGAAAATCCTGGCCATACAGTGGGTGAAGTGCCCTGAGACCGGGGCTGGAATTTTCCATTCTGGAGAGTAAGTGCCGTAACGGATGGGAAAGTTGACCT

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 2 109 CGAGCGAGTGTgagagaCAGTGCGACGgagagagaga CGAGCGAGTGTGAGAGACAG TGTCTCCCTCTCCCTTGCTT 7 2 42 20 150 20 60,179 60,179 35,100 39,100 0.358093 F 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 111 CACGAGCGAGTGTgagagaCAGTGCGACGgagagagaCACGAGCGAGTGTGAGAGAC TGTCTCCCTCTCCCTTGCTT 9 2 40 20 150 20 60,454 60,179 33,600 39,100 0.632507 F 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 138 GAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGGAAGGAGAGGCAGTGCGAG TGTCTCCCTCTCCCTTGCTT 37 2 13 19 150 20 60,154 60,179 50,300 39,100 1,332,558 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 139 AGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCAGAAGGAGAGGCAGTGCGAG TGTCTCCCTCTCCCTTGCTT 37 2 12 20 150 20 61,603 60,179 50,300 39,100 1,782,127 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 141 CCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGA CCAGAAGGAGAGGCAGTGC TGTCTCCCTCTCCCTTGCTT 40 2 10 19 150 20 60,079 60,179 44,000 39,100 1,257,458 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 143 TTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCAC TTCCAGAAGGAGAGGCAGTG TGTCTCCCTCTCCCTTGCTT 41 2 8 20 150 20 59,020 60,179 36,600 39,100 1,158,556 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 144 GTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCA GTTCCAGAAGGAGAGGCAGT TGTCTCCCTCTCCCTTGCTT 42 2 7 20 150 20 59,020 60,179 44,000 39,100 1,159,314 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 1 103 AGTGTgagagaCAGTGCGACGgagagagagagagagagaAGTGTGAGAGACAGTGCGAC TGTCTCCCTCTCCCTTGCTT 1 2 48 20 150 20 59,688 60,179 51,900 39,100 0.491307 F 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:22617:27837 1 69 60 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 3 139 GAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGGAAGGAGAGGCAGTGCGAG CTGTCTCCCTCTCCCTTGCT 37 3 13 19 151 20 60,154 60,617 50,300 39,100 1,770,916 B 152 gagagaGTTCCAGAAGGAGAGGCAGTGCGAGTgagagaGCACGAGCGAGTGTgagagaCAGTGCGACGgagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagaCAAAGCAAGGGAGAGGGAGACAGC

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 1 1 17 4 160 CAGCTGAGCCCTATCCTCACCAAATATCTAAacacac CAGCTGAGCCCTATCCTCAC TGTGTCTGTGTCTCTATGTGTGT 11 4 62 20 221 23 59,608 59,363 35,100 37,200 4,029,100 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 0 0 17 4 161 TCAGCTGAGCCCTATCCTCACCAAATATCTAAacaca TCAGCTGAGCCCTATCCTCA TGTGTCTGTGTCTCTATGTGTGT 12 4 61 20 221 23 59,737 59,363 38,600 37,200 3,899,640 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 0 0 17 4 163 TCTCAGCTGAGCCCTATCCTCACCAAATATCTAAaca TCTCAGCTGAGCCCTATCCT TGTGTCTGTGTCTCTATGTGTGT 14 4 59 20 221 23 59,440 59,363 32,400 37,200 4,196,957 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 0 0 17 4 201 GGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGGGAGGGAATTGTTAGCAGGT TGTGTCTGTGTCTCTATGTGTGT 51 4 21 21 221 23 59,715 59,363 40,000 37,200 4,921,843 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 0 0 17 4 215 CCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTCCACAGTGCTAATAGGGAGGG TGTGTCTGTGTCTCTATGTGTGT 65 4 7 21 221 23 59,582 59,363 43,000 37,200 5,054,654 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:23713:67955 1 93 102 16 3 AC ACACACACACACACACACACACACACACACACTCACNA 0 0 17 4 216 CCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGCCCACAGTGCTAATAGGGAGG TGTGTCTGTGTCTCTATGTGTGT 66 4 6 21 221 23 59,582 59,363 43,000 37,200 5,054,654 G 251 GTACACCCACAGTGCTAATAGGGAGGGAATTGTTAGCAGGTTGTTCACCACAAGGGTATCTCAGCTGAGCCCTATCCTCACCAAATATCTAAacacacacacacacacacacacacacacacacTCACAGacacacacAGATAGacacacacacAGAGACATACACGTGcacacaGacacacacacAGacacacAAAGacacacATAGAGACACAGACACAGAGacacacacacacTcacacacacaGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 1 13 0 134 ACAATGAAATGCTcacacaCTGAAacacacacacacaca ACAATGAAATGCTCACACACTGA GCGTGAGAGTTTAAGTGTGCC 1 0 110 23 243 21 59,115 59,805 34,100 50,100 5,079,465 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 136 ACACAATGAAATGCTcacacaCTGAAacacacacacaca ACACAATGAAATGCTCACACACT GCGTGAGAGTTTAAGTGTGCC 3 0 108 23 243 21 59,366 59,805 35,500 50,100 4,828,297 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 174 GCACAAGCACTGacacacTGAAtctctcacacacacTGACGCACAAGCACTGACACACTG GCGTGAGAGTTTAAGTGTGCC 44 0 70 20 243 21 59,971 59,805 36,600 50,100 1,223,277 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 181 CTCTCACGCACAAGCACTGacacacTGAAtctctcacac CTCTCACGCACAAGCACTGA GCGTGAGAGTTTAAGTGTGCC 51 0 63 20 243 21 60,598 59,805 34,100 50,100 1,793,191 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 204 AGACATGCACTGAATCACTGAAACTCTCACGCACAAAGACATGCACTGAATCACTGA GCGTGAGAGTTTAAGTGTGCC 73 0 40 21 243 21 57,310 59,805 34,100 50,100 4,885,246 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 204 AGACATGCACTGAATCACTGAAACTCTCACGCACAAAGACATGCACTGAATCACTGAA GCGTGAGAGTTTAAGTGTGCC 72 0 40 22 243 21 57,988 59,805 30,200 50,100 5,206,738 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 13 0 242 ACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAACTTTCCCACACACTCTGACA GCGTGAGAGTTTAAGTGTGCC 111 0 2 21 243 21 59,163 59,805 35,800 50,100 3,032,211 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 14 1 184 AACTCTCACGCACAAGCACTGacacacTGAAtctctcac AACTCTCACGCACAAGCACT TGCGTGAGAGTTTAAGTGTGC 53 1 61 20 244 21 60,179 59,135 44,000 45,700 2,043,784 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 14 1 240 TTCCcacacaCTCTGACACAATGAAACTcacacaTAGA TTCCCACACACTCTGACACA TGCGTGAGAGTTTAAGTGTGC 109 1 5 20 244 21 58,800 59,135 37,200 45,700 3,064,326 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 14 0 183 AACTCTCACGCACAAGCACTGacacacTGAAtctctcac AACTCTCACGCACAAGCACT GCGTGAGAGTTTAAGTGTGCC 53 0 61 20 243 21 60,179 59,805 44,000 50,100 1,373,845 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 14 0 239 TTCCcacacaCTCTGACACAATGAAACTcacacaTAGA TTCCCACACACTCTGACACA GCGTGAGAGTTTAAGTGTGCC 109 0 5 20 243 21 58,800 59,805 37,200 50,100 2,394,387 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 15 0 138 TGACACAATGAAATGCTcacacaCTGAAacacacacacaTGACACAATGAAATGCTCACACA GCGTGAGAGTTTAAGTGTGCC 5 0 106 23 243 21 59,369 59,805 37,200 50,100 4,825,999 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 15 0 184 AAACTCTCACGCACAAGCACTGacacacTGAAtctctcaAAACTCTCACGCACAAGCAC GCGTGAGAGTTTAAGTGTGCC 54 0 60 20 243 21 59,342 59,805 44,000 50,100 1,852,611 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 15 0 239 TTCCcacacaCTCTGACACAATGAAACTcacacaTAGA TTCCCACACACTCTGACACAA GCGTGAGAGTTTAAGTGTGCC 108 0 5 21 243 21 59,443 59,805 33,300 50,100 2,752,143 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 15 0 240 TTTCCcacacaCTCTGACACAATGAAACTcacacaTAGATTTCCCACACACTCTGACACA GCGTGAGAGTTTAAGTGTGCC 109 0 4 21 243 21 59,443 59,805 37,200 50,100 2,752,143 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 16 0 238 TCCcacacaCTCTGACACAATGAAACTcacacaTAGAC TCCCACACACTCTGACACAA GCGTGAGAGTTTAAGTGTGCC 108 0 6 20 243 21 58,800 59,805 33,300 50,100 2,394,387 G 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28087:28558 1 134 89 16 2 AC ACACACACACACACACACACACACTCAATCCATCAC NA 0 0 17 0 198 GCACTGAATCACTGAAACTCTCACGCACAAGCACTGGCACTGAATCACTGAAACTCTCA GCGTGAGAGTTTAAGTGTGCC 65 0 46 23 243 21 58,939 59,805 32,700 50,100 5,255,672 D 246 AACTTTCCcacacaCTCTGACACAATGAAACTcacacaTAGACATGCACTGAATCACTGAAACTCTCACGCACAAGCACTGacacacTGAAtctctcacacacacTGACACAATGAAATGCTcacacaCTGAAacacacacacacacacacacacacTCAATCCATCACGCACGCTGACATACTCACACTcacacacacacacacacacacacacacacacaGGCACACTTAAACTCTCACGCACA

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 4 45 193 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC CATGATGGCAGGATTGGTACA 45 75 26 20 218 21 58,082 58,065 40,200 29,000 4,852,759 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 45 194 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC TCATGATGGCAGGATTGGTACA 45 75 26 20 219 22 58,082 59,491 40,200 29,000 4,427,003 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 45 195 ATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC TCATGATGGCAGGATTGGTACA 45 75 25 21 219 22 58,543 59,491 40,200 29,000 4,965,708 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 23 140 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC GCTTAATGCCCTGTACAGCA 45 23 26 20 165 20 58,082 58,250 40,200 44,100 3,668,065 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 23 141 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC AGCTTAATGCCCTGTACAGCA 45 23 26 20 166 21 58,082 59,718 40,200 44,100 3,199,739 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 23 142 ATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC AGCTTAATGCCCTGTACAGCA 45 23 25 21 166 21 58,543 59,718 40,200 44,100 3,738,443 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 16 133 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC GCCCTGTACAGCAATTCAGC 45 16 26 20 158 20 58,082 59,547 40,200 42,600 2,371,262 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 9 126 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC ACAGCAATTCAGCGACTCCT 45 9 26 20 151 20 58,082 59,677 40,200 36,900 2,240,847 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:28757:25921 1 91 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 8 125 TATTTGCAGGGTGGTTGACCATTTTGGGTATTATGATATTTGCAGGGTGGTTGACC CAGCAATTCAGCGACTCCTG 45 8 26 20 150 20 58,082 59,274 40,200 38,600 2,643,558 A 249 CCTATGTGCAAGTCTAAGCTATGTATATTTGCAGGGTGGTTGACCATTTTGGGTATTATGACCAAGCTTGACCTATCTTTATTCAATATCcacacacacacacacacacacacacacacacaTTTTCCAGCAGGAGTCGCTGAATTGCTGTACAGGGCATTAAGCTCATTTTCCCCTTTCCTCATCCAACAGTCAATTGTACCAATCCTGCCATCATGATAGTTAAAAGTAACACAGACATATGCTAGG

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 1 1 5 0 130 TCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCTCCTGCTGTGATGCACAATT GGTGGGTGTCATGTGCTTA 18 0 59 20 188 19 58,086 57,357 23,200 30,900 5,556,716 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 0 132 TTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTTTCCTGCTGTGATGCACAA GGTGGGTGTCATGTGCTTA 20 0 57 20 188 19 58,310 57,357 33,300 30,900 5,332,922 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 0 134 GATTTCCTGCTGTGATGCACAATTACAACCTCTGCT GATTTCCTGCTGTGATGCACA GGTGGGTGTCATGTGCTTA 21 0 55 21 188 19 59,186 57,357 45,700 30,900 5,457,332 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 0 160 ATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGC ATATCACCCTGCAGTGCAAC GGTGGGTGTCATGTGCTTA 48 0 29 20 188 19 58,245 57,357 41,700 30,900 5,398,117 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 0 163 TGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGAATATCACCCTGCAGTGCA GGTGGGTGTCATGTGCTTA 50 0 26 21 188 19 59,718 57,357 45,700 30,900 4,924,515 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3224:65054 1 97 73 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 0 164 CTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGAATATCACCCTGCAGTGC GGTGGGTGTCATGTGCTTA 51 0 25 21 188 19 59,055 57,357 44,000 30,900 5,588,332 G 198 GTTTTGATAAAATTGCTTTTATTTCTGAATATCACCCTGCAGTGCAACTGTAGAGATTTCCTGCTGTGATGCACAATTACAACCTCTGCTTCCTCCcacacacacacacacacacacacacacacacaCGCACGCATATcccccTCACCCACATACATGcacacacacaTAAGCACATGACACCCACCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 18 10 166 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT ACACACACTGACACACACAT 10 77 5 18 170 20 60,749 57,598 38,500 32,100 5,150,627 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 18 10 167 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT AACACACACTGACACACACA 10 78 5 18 171 20 60,749 57,823 38,500 37,200 4,926,437 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 18 6 95 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT AACACACACTCACACTCACA 10 6 5 18 99 20 60,749 57,239 38,500 35,800 5,509,678 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 18 5 94 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT ACACACACTCACACTCACAT 10 5 5 18 98 20 60,749 57,012 38,500 32,100 5,737,054 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 10 168 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT AAACACACACTGACACACACA 10 78 5 18 172 21 60,749 58,501 38,500 37,200 5,248,241 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:3488:17377 1 33 41 16 1.5 AC GTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 6 96 TCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtT TCGGCGCGAGTTAGGACT AAACACACACTCACACTCACA 10 6 5 18 100 21 60,749 57,948 38,500 35,800 5,801,499 F 185 GGACTCGGCGCGAGTTAGGACTCGTGTGGGGAgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAAATGTGAGTGTGAgtgtgtgtTTAAATGTGAGTGTCAgtgtgtGATTAAATGTGAGTGTCAgtgtgtgtTTAAAtgtgtgtgTCAgtgtgtgtTTAAAAGTGTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 1 1 10 6 127 CACAGACTcacacaCGTGCACACGCTcacacacacacac CACAGACTCACACACGTGCA TGGTAAACCACACCCAGGG 6 15 46 20 172 19 60,806 59,152 45,700 44,500 2,653,398 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 10 6 163 CACAGACTcacacaCGTGCACACGCTcacacacacacac CACAGACTCACACACGTGCA TGGCCAATGCTTCACTCACT 6 50 46 20 208 20 60,806 59,889 45,700 34,100 0.916773 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 10 4 125 CAGACTcacacaCGTGCACACGCTcacacacacacacacaCAGACTCACACACGTGCACA TGGTAAACCACACCCAGGG 4 15 48 20 172 19 60,806 59,152 45,700 44,500 2,653,398 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 10 4 161 CAGACTcacacaCGTGCACACGCTcacacacacacacacaCAGACTCACACACGTGCACA TGGCCAATGCTTCACTCACT 4 50 48 20 208 20 60,806 59,889 45,700 34,100 0.916773 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 10 4 163 CAGACTcacacaCGTGCACACGCTcacacacacacacacaCAGACTCACACACGTGCACA AGTGGCCAATGCTTCACTCA 4 52 48 20 210 20 60,806 59,889 45,700 34,100 0.916773 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 10 3 124 AGACTcacacaCGTGCACACGCTcacacacacacacacaGAGACTCACACACGTGCACAC TGGTAAACCACACCCAGGG 3 15 49 20 172 19 60,806 59,152 38,200 44,500 2,653,788 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 12 31 190 GCACTTGCATACTCTcacacaGACATACACAGACTcacGCACTTGCATACTCTCACACAG TGGCCAATGCTTCACTCACT 31 50 19 22 208 20 59,586 59,889 36,600 34,100 2,525,542 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 12 31 192 GCACTTGCATACTCTcacacaGACATACACAGACTcacGCACTTGCATACTCTCACACAG AGTGGCCAATGCTTCACTCA 31 52 19 22 210 20 59,586 59,889 36,600 34,100 2,525,542 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:6705:52660 1 72 67 16 2 AC CACACACACACACACAGAAGCACATTCACACACAAANA 0 0 13 32 190 GCACTTGCATACTCTcacacaGACATACACAGACTcacGCACTTGCATACTCTCACACA TGGCCAATGCTTCACTCACT 32 50 19 21 208 20 58,583 59,889 37,200 34,100 2,527,808 G 222 acacacATacacacacacGCACTTGCATACTCTcacacaGACATACACAGACTcacacaCGTGCACACGCTcacacacacacacacaGAAGCACATTcacacacaAacacacacacacacacacacacacacacacacATTTCATGGCAGGTCCCCTGGGTGTGGTTTACCACATGAAATTTGCCTACAGTGAGTGAAGCATTGGCCACTCGGGAATTTGTG

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 1 1 3 42 247 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAG TGACACCCTTGTTCCCTTCTC TGGATTTCCAGCATCCGCAG 111 42 1 21 247 20 59,580 60,749 28,700 51,800 2,169,229 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 3 41 246 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAG TGACACCCTTGTTCCCTTCTC GGATTTCCAGCATCCGCAGT 111 41 1 21 246 20 59,580 60,749 28,700 44,000 2,169,592 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 3 39 239 CCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGC CCCTTGTTCCCTTCTCTTACTG ATTTCCAGCATCCGCAGTTT 105 39 6 22 244 20 58,056 58,451 27,400 26,600 5,493,290 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 4 42 247 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAG TGACACCCTTGTTCCCTTCT TGGATTTCCAGCATCCGCAG 112 42 1 20 247 20 58,482 60,749 28,500 51,800 2,267,459 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 4 40 239 CCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttCCTTGTTCCCTTCTCTTACTGTCA GATTTCCAGCATCCGCAGTT 102 40 7 24 245 20 59,960 58,902 35,800 31,600 5,138,512 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 4 39 239 CCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGC CCCTTGTTCCCTTCTCTTACTGT ATTTCCAGCATCCGCAGTTT 104 39 6 23 244 20 59,672 58,451 35,500 26,600 4,877,253 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 5 0 132 CCCACTCACTCAGCACTCActctctctctCATacacacaca CCCACTCACTCAGCACTCA GATTTCCAGCATCCGCAGTT 0 40 114 19 245 20 58,947 58,902 34,100 31,600 3,150,829 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 5 0 133 CCCACTCACTCAGCACTCActctctctctCATacacacaca CCCACTCACTCAGCACTCA GGATTTCCAGCATCCGCAGT 0 41 114 19 246 20 58,947 60,749 34,100 44,000 2,802,233 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 5 0 134 CCCACTCACTCAGCACTCActctctctctCATacacacaca CCCACTCACTCAGCACTCA TGGATTTCCAGCATCCGCAG 0 42 114 19 247 20 58,947 60,749 34,100 51,800 2,801,870 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 8 42 180 CACATGAGTGTATTGCCATGCATTCATTTTGAAAAT CACATGAGTGTATTGCCATGCA TGGATTTCCAGCATCCGCAG 43 42 68 22 247 20 59,576 60,749 39,600 51,800 3,173,338 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 8 41 179 CACATGAGTGTATTGCCATGCATTCATTTTGAAAAT CACATGAGTGTATTGCCATGCA GGATTTCCAGCATCCGCAGT 43 41 68 22 246 20 59,576 60,749 39,600 44,000 3,173,701 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2212:8521:32883 1 133 53 16 2 AC CTCTCTCTCTCATACACACACACACACACACACACACNA 0 0 9 42 179 ACATGAGTGTATTGCCATGCATTCATTTTGAAAATC ACATGAGTGTATTGCCATGCA TGGATTTCCAGCATCCGCAG 43 42 69 21 247 20 58,274 60,749 39,600 51,800 3,474,728 G 269 TGACACCCTTGTTCCCTTCTCTTACTGTCATAATCAGTGTGCttttttGAAGAtgtgtgTTTCTTAACACATGAGTGTATTGCCATGCATTCATTTTGAAAATCTAATGCTACCCCACTCACTCAGCACTCActctctctctCATacacacacacacacacacacacacacacacacATacacacATTAGAGGaaaaaTACAGTTAAAGAGGTGAAAGCAAATAAAACTGCGGATGCTGGAAATCCAAAACaaaaagagagaAACAAAA

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 23 230 TGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGTGACATTCGAACCCGAG TTCGAGATTGCCGTTTGCTG 135 23 25 20 254 20 60,038 59,483 46,300 44,100 0.554574 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 23 250 TCAAGCTCCACCAATTCCCGTGGTGACATTCGAACC TCAAGCTCCACCAATTCCCG TTCGAGATTGCCGTTTGCTG 155 23 5 20 254 20 60,322 59,483 51,400 44,100 0.839333 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 35 242 TGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGTGACATTCGAACCCGAG GCGGCCCTTCAATTCGAGAT 135 35 25 20 266 20 60,038 60,816 46,300 27,500 0.853313 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 20 186 TACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCA TACTGGTGCAGTGACAAGGC GAGATTGCCGTTTGCTGCTG 94 20 66 20 251 20 60,250 60,456 43,500 44,100 0.705928 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 20 227 TGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGTGACATTCGAACCCGAG GAGATTGCCGTTTGCTGCTG 135 20 25 20 251 20 60,038 60,456 46,300 44,100 0.493330 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 20 247 TCAAGCTCCACCAATTCCCGTGGTGACATTCGAACC TCAAGCTCCACCAATTCCCG GAGATTGCCGTTTGCTGCTG 155 20 5 20 251 20 60,322 60,456 51,400 44,100 0.778089 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 23 157 GCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGGCATCATGCTTCGCTGACTG TTCGAGATTGCCGTTTGCTG 62 23 98 20 254 20 59,972 59,483 35,100 44,100 0.544593 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 20 154 GCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGGCATCATGCTTCGCTGACTG GAGATTGCCGTTTGCTGCTG 62 20 98 20 251 20 59,972 60,456 35,100 44,100 0.483349 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 20 191 TGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCA TGGGTTACTGGTGCAGTGAC GAGATTGCCGTTTGCTGCTG 99 20 61 20 251 20 59,892 60,456 36,700 44,100 0.563464 B 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 23 123 GTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGTAGGTGTGTGATTCCGGCA TTCGAGATTGCCGTTTGCTG 28 23 132 20 254 20 60,037 59,483 56,900 44,100 0.553642 F 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 20 120 GTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGTAGGTGTGTGATTCCGGCA GAGATTGCCGTTTGCTGCTG 28 20 132 20 251 20 60,037 60,456 56,900 44,100 0.492398 F 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 20 121 TGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATTGTAGGTGTGTGATTCCGGC GAGATTGCCGTTTGCTGCTG 29 20 131 20 251 20 60,037 60,456 61,300 44,100 0.492398 F 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 17 109 ATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAATTCCGGCAGTGTCCATCAG GAGATTGCCGTTTGCTGCTG 17 20 143 20 251 20 60,108 60,456 29,000 44,100 0.563141 A 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 17 112 ATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAATTCCGGCAGTGTCCATCAG TTCGAGATTGCCGTTTGCTG 17 23 143 20 254 20 60,108 59,483 29,000 44,100 0.624385 A 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:12286:73088 1 180 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 18 110 GATTCCGGCAGTGTCCATCAGAGGATAGATTGCTA GATTCCGGCAGTGTCCATCA GAGATTGCCGTTTGCTGCTG 18 20 142 20 251 20 60,108 60,456 30,700 44,100 0.563336 A 275 AAGTTCAAGCTCCACCAATTCCCGTGGTGACATTCGAACCCGAGATATTACCAGAGTTGTTGGGTTACTGGTGCAGTGACAAGGCCCCTCCGCCACCGCATCATGCTTCGCTGACTGGAAAGCAGAAAGGTGTAGgtgtgtGATTCCGGCAGTGTCCATCAGAGGATAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCTGGCAGTGTCCAGCACAGCAGCAAACGGCAATCTCGAATTGAAGGGCCGCATCAATATT

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 1 1 6 2 111 TGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctct TGCTGGTGTTTCTGCCTGTT ACCAGGTCGCCTCGTACTAT 2 10 65 20 175 20 60,396 60,107 31,600 21,200 0.502405 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 8 6 115 tctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctct TCTCTGCTGGTGTTTCTGCC ACCAGGTCGCCTCGTACTAT 6 10 61 20 175 20 60,250 60,107 48,500 21,200 0.357286 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 8 6 175 tctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctct TCTCTGCTGGTGTTTCTGCC ACACTGCCAGGGTGGTTATG 6 70 61 20 235 20 60,250 59,962 48,500 19,000 0.288633 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 8 6 176 tctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctct TCTCTGCTGGTGTTTCTGCC CACACTGCCAGGGTGGTTAT 6 71 61 20 236 20 60,250 59,962 48,500 18,900 0.288633 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 8 5 114 ctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctc CTCTGCTGGTGTTTCTGCCT ACCAGGTCGCCTCGTACTAT 5 10 62 20 175 20 60,251 60,107 47,500 21,200 0.357459 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:14732:11259 1 87 59 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 8 5 174 ctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctc CTCTGCTGGTGTTTCTGCCT ACACTGCCAGGGTGGTTATG 5 70 62 20 235 20 60,251 59,962 47,500 19,000 0.288806 G 237 CAtctctctctctctctctctcCctctctctctctCCctctctTTCTGTCtttttCTGtctctcTGCTGGTGTTTCTGCCTGTTTAtctctctctctctctctctctctctctctctcCCTTtctctctctcGctccctccctccCTCTGCCTCAATAGTACGAGGCGACCTGGTCaaaaaTCAATTGCAATGACACGGAAACGaaaaaGCACTGCATAACCACCCTGGCAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 65 237 TGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGATGGACTCTGCTGAGATCCCA TTGACGCACTGAACCCTCAA 65 100 10 20 246 20 59,958 59,821 43,700 30,200 0.220917 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 65 248 TGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGATGGACTCTGCTGAGATCCCA TACATCAGCCCTTGACGCAC 65 111 10 20 257 20 59,958 60,391 43,700 53,400 0.432814 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 65 249 TGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGATGGACTCTGCTGAGATCCCA TTACATCAGCCCTTGACGCA 65 112 10 20 258 20 59,958 59,677 43,700 52,400 0.364985 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 57 241 GCTGAGATCCCATTGCCTCAGTGATGGACAGGAGT GCTGAGATCCCATTGCCTCA TTACATCAGCCCTTGACGCA 57 112 18 20 258 20 59,818 59,677 38,600 52,400 0.505363 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 23 195 TAATGCACCCAACGACCCTCAcccccACCCCACCTCA TAATGCACCCAACGACCCTC TTGACGCACTGAACCCTCAA 23 100 52 20 246 20 60,036 59,821 43,000 30,200 0.215054 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 23 196 TAATGCACCCAACGACCCTCAcccccACCCCACCTCA TAATGCACCCAACGACCCTC CTTGACGCACTGAACCCTCA 23 101 52 20 247 20 60,036 60,250 43,000 38,600 0.285688 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 9 105 TAATGCACCCAACGACCCTCAcccccACCCCACCTCA TAATGCACCCAACGACCCTC TGGTATGTGTACTTGCATGCG 23 9 52 20 156 21 60,036 58,994 43,000 47,300 2,041,989 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 9 125 GCCTCAGTGATGGACAGGAGTAATGCACCCAACGAGCCTCAGTGATGGACAGGAG TGGTATGTGTACTTGCATGCG 43 9 32 20 156 21 59,822 58,994 36,900 47,300 2,183,773 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 9 140 TGCTGAGATCCCATTGCCTCAGTGATGGACAGGAG TGCTGAGATCCCATTGCCTC TGGTATGTGTACTTGCATGCG 58 9 17 20 156 21 59,818 58,994 47,000 47,300 2,188,230 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 9 147 TGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGATGGACTCTGCTGAGATCCCA TGGTATGTGTACTTGCATGCG 65 9 10 20 156 21 59,958 58,994 43,700 47,300 2,047,853 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 8 104 TAATGCACCCAACGACCCTCAcccccACCCCACCTCA TAATGCACCCAACGACCCTC GGTATGTGTACTTGCATGCGT 23 8 52 20 155 21 60,036 58,993 43,000 52,400 2,042,708 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:1590:20629 1 95 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 8 146 TGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGATGGACTCTGCTGAGATCCCA GGTATGTGTACTTGCATGCGT 65 8 10 20 155 21 59,958 58,993 43,700 52,400 2,048,572 F 276 NTATCAGAGTGGACTCTGCTGAGATCCCATTGCCTCAGTGATGGACAGGAGTAATGCACCCAACGACCCTCAcccccACCCCACCTCATGCCCAacacacacacacacacacacacacacacacacATGCATGCACGCATGCAAGTACACATACCAACAAAGAGCTACTGTAAAGATGACAGCTCaaaaaCTGCTCTGAGTATGGATGTGAAGTCAAGAACTTAGATTGAGGGTTCAGTGCGTCAAGGGCTGATGTAACCTAAACTACAGGTATAN

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 6 95 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT CCTTGATTCAACTGACGCGG 17 6 92 20 186 20 59,965 59,556 32,700 64,600 0.479326 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 3 92 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT TGATTCAACTGACGCGGTGA 17 3 92 20 183 20 59,965 59,967 32,700 40,200 0.068272 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 3 154 TCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTTCTGCCTTCGTGTGTTTGGA TGATTCAACTGACGCGGTGA 79 3 30 20 183 20 59,821 59,967 35,300 40,200 0.212048 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 82 243 CTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgCTGAGAGCAGTCTGCCTTCG CACCACATTTGCTGCAGGAG 89 82 20 20 262 20 60,458 59,757 37,900 36,900 0.701022 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 82 244 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC CACCACATTTGCTGCAGGAG 90 82 19 20 262 20 60,741 59,757 34,600 36,900 0.983341 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 81 240 GAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtg GAGAGCAGTCTGCCTTCGTG ACCACATTTGCTGCAGGAGA 87 81 22 20 261 20 60,736 59,889 43,500 37,100 0.846694 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 81 242 CTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgCTGAGAGCAGTCTGCCTTCG ACCACATTTGCTGCAGGAGA 89 81 20 20 261 20 60,458 59,889 37,900 37,100 0.569259 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 81 243 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC ACCACATTTGCTGCAGGAGA 90 81 19 20 261 20 60,741 59,889 34,600 37,100 0.851577 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 79 232 TCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTTCTGCCTTCGTGTGTTTGGA ACCACATTTGCTGCAGGAGA 79 81 30 20 261 20 59,821 59,889 35,300 37,100 0.290295 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 78 240 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC ACATTTGCTGCAGGAGAGGG 90 78 19 20 258 20 60,741 60,323 34,600 43,000 1,063,694 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 65 216 TCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTTCTGCCTTCGTGTGTTTGGA GAGAGGGCGAATGGGAATGT 79 65 30 20 245 20 59,821 59,819 35,300 27,100 0.360584 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 65 227 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC GAGAGGGCGAATGGGAATGT 90 65 19 20 245 20 60,741 59,819 34,600 27,100 0.921866 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 64 215 TCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTTCTGCCTTCGTGTGTTTGGA AGAGGGCGAATGGGAATGTG 79 64 30 20 244 20 59,821 60,107 35,300 32,100 0.286250 F 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 64 226 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC AGAGGGCGAATGGGAATGTG 90 64 19 20 244 20 60,741 60,107 34,600 32,100 0.847533 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 54 216 GCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTT GCTGAGAGCAGTCTGCCTTC TGGGAATGTGGACTGGCTTG 90 54 19 20 234 20 60,741 60,251 34,600 40,100 0.991813 B 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 196 CGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCACGCTCTGTCGCAGTGCTTAA ACCACATTTGCTGCAGGAGA 43 81 66 20 261 20 61,009 59,889 18,500 37,100 1,119,936 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 197 CGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCACGCTCTGTCGCAGTGCTTAA CACCACATTTGCTGCAGGAG 43 82 66 20 262 20 61,009 59,757 18,500 36,900 1,251,700 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 153 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT AGAGGGCGAATGGGAATGTG 17 64 92 20 244 20 59,965 60,107 32,700 32,100 0.142474 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 154 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT GAGAGGGCGAATGGGAATGT 17 65 92 20 245 20 59,965 59,819 32,700 27,100 0.216808 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA
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ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 170 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT ACCACATTTGCTGCAGGAGA 17 81 92 20 261 20 59,965 59,889 32,700 37,100 0.146519 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 7 96 CTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTC CTTCGAGGCAGGTCTGGTTT GCCTTGATTCAACTGACGCG 17 7 92 20 187 20 59,965 60,179 32,700 60,100 0.214672 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16112:3946 1 129 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 41 195 GCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGCTCTGTCGCAGTGCTTAATG ACCACATTTGCTGCAGGAGA 41 81 67 21 261 20 59,938 59,889 19,000 37,100 1,172,772 A 275 CTTTGAGAAAATAGCATTGCTGAGAGCAGTCTGCCTTCgtgtgtTTGGAGGATTTtgtgtgTTGTCGCTCTGTCGCAGTGCTTAATGACTGCTTCGAGGCAGGTCTGGTTTTATTCTTAATGGCGTCGtctctctctctctctctctctctctctctctcCCTTCACCGCGTCAGTTGAATCAAGGCATTGAATCAATTCAACAATCCTTTAACCAAGCCAGTCCACATTCCCATTCGCCCTCTCCTGCAGCAAATGTGGTGCtttttCCTACAA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 1 4 0 123 GTGCCAAACTCACACGCATTcacacaCGcacacacacacGTGCCAAACTCACACGCATT CGTGTGAATGTCCCGATGGA 0 43 43 20 165 20 59,969 60,108 35,600 34,100 0.139015 B 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 0 6 8 131 GACCCTCAGTGCCAAACTCACACGCATTcacacaCGc GACCCTCAGTGCCAAACTCA CGTGTGAATGTCCCGATGGA 8 43 35 20 165 20 59,891 60,108 34,100 34,100 0.216962 B 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 0 8 7 130 ACCCTCAGTGCCAAACTCACACGCATTcacacaCGca ACCCTCAGTGCCAAACTCAC CGTGTGAATGTCCCGATGGA 7 43 36 20 165 20 60,179 60,108 35,100 34,100 0.287394 B 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 0 11 9 140 AGACCCTCAGTGCCAAACTCACACGCATTcacacaCGAGACCCTCAGTGCCAAACTC TATGTGTGCGTGTGAATGTCC 9 50 34 20 173 21 59,602 58,927 30,100 40,200 2,471,375 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 0 12 9 141 AGACCCTCAGTGCCAAACTCACACGCATTcacacaCGAGACCCTCAGTGCCAAACTC GTATGTGTGCGTGTGAATGTCC 9 50 34 20 174 22 59,602 60,160 30,100 40,200 2,558,025 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 40 16 1.5 AC CACACACGCACACACACACACACACACACACACACANA 0 0 12 8 140 GACCCTCAGTGCCAAACTCACACGCATTcacacaCGc GACCCTCAGTGCCAAACTCA GTATGTGTGCGTGTGAATGTCC 8 50 35 20 174 22 59,891 60,160 34,100 40,200 2,268,292 F 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 1 4 0 201 GTGCCAAACTCACACGCATTcacacaCGcacacacacacGTGCCAAACTCACACGCATT ATTCCGTTTGCCTGGGAGAG 0 37 43 20 243 20 59,969 60,035 35,600 32,000 0.065694 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 0 4 0 202 GTGCCAAACTCACACGCATTcacacaCGcacacacacacGTGCCAAACTCACACGCATT GATTCCGTTTGCCTGGGAGA 0 38 43 20 244 20 59,969 60,035 35,600 37,100 0.066077 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 0 6 8 209 GACCCTCAGTGCCAAACTCACACGCATTcacacaCGc GACCCTCAGTGCCAAACTCA ATTCCGTTTGCCTGGGAGAG 8 37 35 20 243 20 59,891 60,035 34,100 32,000 0.143640 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 0 9 2 179 GACCCTCAGTGCCAAACTCACACGCATTcacacaCGc GACCCTCAGTGCCAAACTCA AGAATCTGTGTTGTTGTTCTTGTGT 8 2 35 20 213 25 59,891 59,584 34,100 37,200 5,524,285 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 0 9 0 171 GTGCCAAACTCACACGCATTcacacaCGcacacacacacGTGCCAAACTCACACGCATT AGAATCTGTGTTGTTGTTCTTGTGT 0 2 43 20 213 25 59,969 59,584 35,600 37,200 5,446,339 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 63 124 16 2 AC CACACACGCACACACACACACACACACACACACACANA 0 0 11 0 167 GTGCCAAACTCACACGCATTcacacaCGcacacacacacGTGCCAAACTCACACGCATT TCTGTGTTGTTGTTCTTGTGTTT 0 0 43 20 209 23 59,969 57,554 35,600 28,300 5,476,781 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 1 8 1 129 AATTGACACTCACCCGCACAAacacacacacacAGACCAATTGACACTCACCCGCACA TGCTTCTGTCGGTGTTCTTGT 1 6 1 20 129 21 60,179 60,135 45,700 31,600 1,313,552 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 8 1 165 AATTGACACTCACCCGCACAAacacacacacacAGACCAATTGACACTCACCCGCACA CGTGTGAATGTCCCGATGGA 1 43 1 20 165 20 60,179 60,108 45,700 34,100 0.287408 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 9 0 163 TTGACACTCACCCGCACAAacacacacacacAGACCCT TTGACACTCACCCGCACAA CGTGTGAATGTCCCGATGGA 0 43 3 19 165 20 59,778 60,108 33,300 34,100 1,330,490 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 1 135 AATTGACACTCACCCGCACAAacacacacacacAGACCAATTGACACTCACCCGCACA TGTGTTTGCTTCTGTCGGTG 1 13 1 20 135 20 60,179 58,986 45,700 49,400 1,192,628 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 127 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA GCTTCTGTCGGTGTTCTTGTG 0 5 2 20 128 21 60,179 59,738 33,300 33,300 1,440,651 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 128 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA TGCTTCTGTCGGTGTTCTTGT 0 6 2 20 129 21 60,179 60,135 33,300 31,600 1,313,552 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 134 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA TGTGTTTGCTTCTGTCGGTG 0 13 2 20 135 20 60,179 58,986 33,300 49,400 1,192,628 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 136 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA TGTGTGTTTGCTTCTGTCGG 0 15 2 20 137 20 60,179 58,986 33,300 47,900 1,192,628 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 164 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA CGTGTGAATGTCCCGATGGA 0 43 2 20 165 20 60,179 60,108 33,300 34,100 0.287408 D 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 81 16 2 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 171 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA ATGTGTGCGTGTGAATGTCC 0 50 2 20 172 20 60,179 59,126 33,300 40,200 1,053,421 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 1 8 1 239 AATTGACACTCACCCGCACAAacacacacacacAGACCAATTGACACTCACCCGCACA CGTTTGCCTGGGAGAGAGAA 1 33 1 20 239 20 60,179 59,678 45,700 28,700 0.500702 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 8 1 243 AATTGACACTCACCCGCACAAacacacacacacAGACCAATTGACACTCACCCGCACA ATTCCGTTTGCCTGGGAGAG 1 37 1 20 243 20 60,179 60,035 45,700 32,000 0.214087 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 238 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA CGTTTGCCTGGGAGAGAGAA 0 33 2 20 239 20 60,179 59,678 33,300 28,700 0.500702 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 238 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA CGTTTGCCTGGGAGAGAGAAT 0 32 2 20 239 21 60,179 60,066 33,300 24,000 1,244,886 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 242 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA ATTCCGTTTGCCTGGGAGAG 0 37 2 20 243 20 60,179 60,035 33,300 32,000 0.214087 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:16559:60237 1 22 165 16 3 AC ACACACACACACAGACCCTCAGTGCCAAACTCACACNA 0 0 10 0 243 ATTGACACTCACCCGCACAAacacacacacacAGACCCATTGACACTCACCCGCACAA GATTCCGTTTGCCTGGGAGA 0 38 2 20 244 20 60,179 60,035 33,300 37,100 0.214470 G 264 AATTGACACTCACCCGCACAAacacacacacacAGACCCTCAGTGCCAAACTCACACGCATTcacacaCGcacacacacacacacacacacacacacacacaGACAACACAAGAACACCGACAGAAGCAAacacacATAGACCTTTCCATCGGGACATTCACACGcacacaTACAAacacacacacAAACACAAGaacaacaacACAGATTCTCATCAATtctctctcCCAGGCAAACGGAATcacacacaTACAGGCAGAGGA

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 92 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 14 0 112 TTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgt TTGGGTGGGAGTGCATGT ACAAGCACACCCACCCAA 44 0 30 18 141 18 58,740 59,313 32,100 41,200 5,946,929 B 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 92 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 4 90 gtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtg GTGTGAGAGTGTGTGCCTCT TCTCTCACAAGCACACCCAC 14 4 58 20 147 20 59,609 59,893 36,900 46,100 0.497567 F 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 92 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 4 91 tgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgt TGTGTGAGAGTGTGTGCCTC TCTCTCACAAGCACACCCAC 15 4 57 20 147 20 59,895 59,893 47,000 46,100 0.211563 F 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 92 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 4 92 gtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtg GTGTGTGAGAGTGTGTGCCT TCTCTCACAAGCACACCCAC 16 4 56 20 147 20 60,179 59,893 47,500 46,100 0.285781 F 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 20 104 16 2 AC GTGTGTGTGTTTGGGTGGGAGTGCATGTGAGAGAGNA 0 1 19 ‐62 146 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGA AGAGTGTGTGCCTCTGTGA CTCTCACAAGCACACCCACC ‐62 3 63 19 146 20 58,174 60,886 35,800 46,100 3,712,827 G 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 20 104 16 2 AC GTGTGTGTGTTTGGGTGGGAGTGCATGTGAGAGAGNA 0 0 19 ‐62 147 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGA AGAGTGTGTGCCTCTGTGA TCTCTCACAAGCACACCCAC ‐62 4 63 19 147 20 58,174 59,893 35,800 46,100 2,933,045 G 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:18365:16252 1 20 104 16 2 AC GTGTGTGTGTTTGGGTGGGAGTGCATGTGAGAGAGNA 0 0 19 ‐62 148 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGA AGAGTGTGTGCCTCTGTGA TTCTCTCACAAGCACACCCA ‐62 5 63 19 148 20 58,174 59,163 35,800 45,100 3,662,943 G 155 AGAgtgtgtGCCTCTGTGAgtgtgtgtgtTTGGGTGGGAGTGCATGTgagagagtgtgtgtGAGAgtgtgtGCCTCTGTGAgtgtgtGGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGGTGGGTGTGCTTGTgagagaATGTGGGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 2 12 102 CAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACCAGCGTCACTCCCATGTAGT TCCATCAGCAACATCAGCCT 18 12 142 20 243 20 59,467 59,378 27,300 45,800 1,154,710 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 12 103 TCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGATCAGCGTCACTCCCATGTAG TCCATCAGCAACATCAGCCT 19 12 141 20 243 20 59,182 59,378 27,400 45,800 1,439,790 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 12 201 CTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTccCTGACTCTTTGCCCTCACCC TCCATCAGCAACATCAGCCT 117 12 43 20 243 20 60,322 59,378 46,100 45,800 0.944145 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 12 202 ACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCT ACTGACTCTTTGCCCTCACC TCCATCAGCAACATCAGCCT 118 12 42 20 243 20 59,602 59,378 40,200 45,800 1,020,454 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 22 140 TGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCTGTCCATTCCTCTGACACTGAC ACATTTCAGTACTTCCATCAGCA 41 22 117 22 256 23 59,700 58,090 35,100 44,100 7,210,347 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 28 140 TCCTCTGACACTGACCCTCAGCGTCACTCCCATGTA TCCTCTGACACTGACCCTCA TCCTCTTACATTTCAGTACTTCCA 36 28 124 20 263 24 59,517 57,072 38,600 35,300 7,411,235 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 28 142 TCCTCTGACACTGACCCTCAGCGTCACTCCCATGTA TCCTCTGACACTGACCCTCA ACTCCTCTTACATTTCAGTACTTCCA 36 28 124 20 265 26 59,517 59,503 38,600 35,300 6,980,146 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 12 120 TCCTCTGACACTGACCCTCAGCGTCACTCCCATGTA TCCTCTGACACTGACCCTCA TCCATCAGCAACATCAGCCT 36 12 124 20 243 20 59,517 59,378 38,600 45,800 1,105,023 A 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 12 242 CCACCCTCTCACACTAACCCCACTGcccccTCTCCCTC CCACCCTCTCACACTAACCC TCCATCAGCAACATCAGCCT 158 12 2 20 243 20 59,386 59,378 41,100 45,800 1,235,913 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 12 243 CCACCCTCTCACACTAACCCCACTGcccccTCTCCCTC CCACCCTCTCACACTAACCC TTCCATCAGCAACATCAGCCT 158 12 2 20 244 21 59,386 59,995 41,100 45,800 1,618,874 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 12 243 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCT CCCACCCTCTCACACTAACC TCCATCAGCAACATCAGCCT 159 12 1 20 243 20 59,386 59,378 28,500 45,800 1,235,913 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 12 215 cccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACCCTCTCCCTCACACTGACT TCCATCAGCAACATCAGCCT 131 12 29 20 243 20 60,252 59,378 34,100 45,800 0.874149 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 12 153 cTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCCTCACCCTGACCCTCTCCC TCCATCAGCAACATCAGCCT 70 12 91 19 243 20 60,687 59,378 43,000 45,800 2,309,629 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 12 154 ccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCT CCTCACCCTGACCCTCTCC TCCATCAGCAACATCAGCCT 71 12 90 19 243 20 60,687 59,378 37,100 45,800 2,309,629 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:27255:63050 1 180 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 15 12 183 CCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCACATTTACCCTCTCCC TCCATCAGCAACATCAGCCT 98 12 61 21 243 20 59,509 59,378 43,000 45,800 2,113,047 F 265 CCCACCCTCTCACACTAACCCCACTGcccccTCTCCCTCACACTGACTCTTTGCCCTCACCCCTCACATTTACCCTCTcccccTCTcccccTCACCCTGACCCTCTcccccGAAAGTGTCCATTCCTCTGACACTGACCCTCAGCGTCACTCCCATGTAGTTGAATGTCAGACAGACATagagagagagagagagagagagagagagagagTGTGCCTTGGTTAGGCTGATGTTGCTGATGGAAGTACTGAAATGTAAGAGGAGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 1 1 10 52 241 gagaTGTGGGCAGAGACAGAGGCagaagaagaGATA GAGATGTGGGCAGAGACAGA CCCTGCCAGATCTTTATGACAGA 52 107 3 20 243 23 58,810 59,865 34,100 34,100 4,325,101 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 24 150 GTGGGCAGAGACAGAGGCagaagaagaGATATAAGTGTGGGCAGAGACAGAGGC AACCACTTGTCACCGGTCAG 49 24 8 18 157 20 59,733 60,179 47,000 35,100 2,446,381 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 22 148 GTGGGCAGAGACAGAGGCagaagaagaGATATAAGTGTGGGCAGAGACAGAGGC CCACTTGTCACCGGTCAGTT 49 22 8 18 155 20 59,733 60,179 47,000 31,600 2,446,381 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 22 151 gaTGTGGGCAGAGACAGAGGCagaagaagaGATATA GATGTGGGCAGAGACAGAGG CCACTTGTCACCGGTCAGTT 50 22 5 20 155 20 59,822 60,179 36,900 31,600 0.356661 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 16 142 GTGGGCAGAGACAGAGGCagaagaagaGATATAAGTGTGGGCAGAGACAGAGGC GTCACCGGTCAGTTCTCACA 49 16 8 18 149 20 59,733 59,612 47,000 35,800 2,655,254 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 5 106 GTTAGGACAGAGGCAGAGGCAGAAGgagagagagagGTTAGGACAGAGGCAGAGGC CCACTTGTCACCGGTCAGTT 5 22 50 20 155 20 59,823 60,179 47,000 31,600 0.355967 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 10 5 194 GTTAGGACAGAGGCAGAGGCAGAAGgagagagagagGTTAGGACAGAGGCAGAGGC CCCTGCCAGATCTTTATGACAGA 5 107 50 20 243 23 59,823 59,865 47,000 34,100 3,312,259 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 11 53 243 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATGAGAGATGTGGGCAGAGACAG CCCTGCCAGATCTTTATGACAGA 53 107 1 21 243 23 59,863 59,865 35,100 34,100 4,272,044 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 11 51 241 gagaTGTGGGCAGAGACAGAGGCagaagaagaGATA GAGATGTGGGCAGAGACAGAG CCCTGCCAGATCTTTATGACAGA 51 107 3 21 243 23 59,863 59,865 33,500 34,100 4,272,044 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 44 194 GGCAGAGACAGAGGCagaagaagaGATATAAGTaga GGCAGAGACAGAGGCAGAAG CATTATGAACCAAGCAAGCAGC 44 69 11 20 204 22 60,108 58,815 28,500 52,500 3,292,775 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 44 233 GGCAGAGACAGAGGCagaagaagaGATATAAGTaga GGCAGAGACAGAGGCAGAAG CCCTGCCAGATCTTTATGACAGA 44 107 11 20 243 23 60,108 59,865 28,500 34,100 3,243,582 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 24 147 GGCAGAGACAGAGGCagaagaagaGATATAAGTaga GGCAGAGACAGAGGCAGAAG AACCACTTGTCACCGGTCAG 44 24 11 20 157 20 60,108 60,179 28,500 35,100 0.287290 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 22 145 GGCAGAGACAGAGGCagaagaagaGATATAAGTaga GGCAGAGACAGAGGCAGAAG CCACTTGTCACCGGTCAGTT 44 22 11 20 155 20 60,108 60,179 28,500 31,600 0.287290 F 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 0 101 GACAGAGGCAGAGGCAGAAGgagagagagagagagagGACAGAGGCAGAGGCAGAAG CCACTTGTCACCGGTCAGTT 0 22 55 20 155 20 60,108 60,179 28,500 31,600 0.287290 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:28828:26993 1 75 39 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 16 0 103 GACAGAGGCAGAGGCAGAAGgagagagagagagagagGACAGAGGCAGAGGCAGAAG AACCACTTGTCACCGGTCAG 0 24 55 20 157 20 60,108 60,179 28,500 35,100 0.287290 B 273 gagagaTGTGGGCAGAGACAGAGGCagaagaagaGATATAAGTagagagGTTAGGACAGAGGCAGAGGCAGAAGgagagagagagagagagagagagagagagagaAagagagATGAGCGCAACAGTATTGTGAGAACTGACCGGTGACAAGTGGTTATAAAAGAAATGAAGaaaaaTAATGGCTGCTTGCTTGGTTCATAATGGAATGAGCTACTCATGTCTGTCATAAAGATCTGGCAGGGGATTCTATTTACAATATGTAATAAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 0 192 CTGGTGAAACGTTAACTCTGTCCctctctctctctctctctcCTGGTGAAACGTTAACTCTGTCC GAATGTCAACATGCGGCCC 0 118 16 23 207 19 59,506 59,860 40,200 58,000 4,633,023 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 120 TGGTGAAACGTTAACTCTGTCCctctctctctctctctctct TGGTGAAACGTTAACTCTGTCC GCCGGAAACCTGAAGTCGAA 0 46 17 22 136 20 58,540 60,602 40,200 37,100 4,061,943 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 121 CTGGTGAAACGTTAACTCTGTCCctctctctctctctctctcCTGGTGAAACGTTAACTCTGTCC GCCGGAAACCTGAAGTCGAA 0 46 16 23 136 20 59,506 60,602 40,200 37,100 4,095,344 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 159 TGGTGAAACGTTAACTCTGTCCctctctctctctctctctct TGGTGAAACGTTAACTCTGTCC ACCACTCTTCAGGGCGGATA 0 85 17 22 175 20 58,540 60,325 40,200 25,900 3,785,399 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 166 TGGTGAAACGTTAACTCTGTCCctctctctctctctctctct TGGTGAAACGTTAACTCTGTCC CTGGACCACCACTCTTCAGG 0 92 17 22 182 20 58,540 59,677 40,200 38,600 3,783,077 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 167 CTGGTGAAACGTTAACTCTGTCCctctctctctctctctctcCTGGTGAAACGTTAACTCTGTCC CTGGACCACCACTCTTCAGG 0 92 16 23 182 20 59,506 59,677 40,200 38,600 3,816,477 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 191 TGGTGAAACGTTAACTCTGTCCctctctctctctctctctct TGGTGAAACGTTAACTCTGTCC GAATGTCAACATGCGGCCC 0 118 17 22 207 19 58,540 59,860 40,200 58,000 4,599,623 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 11 130 TCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctct TCTTCAGTTCTGGTGAAACGT GCCGGAAACCTGAAGTCGAA 11 46 7 21 136 20 57,463 60,602 39,900 37,100 4,138,796 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:32563:14898 1 39 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 11 201 TCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctct TCTTCAGTTCTGGTGAAACGT GAATGTCAACATGCGGCCC 11 118 7 21 207 19 57,463 59,860 39,900 58,000 4,676,476 A 273 TAGCTTTCTTCAGTTCTGGTGAAACGTTAACTCTGTCCctctctctctctctctctctctctctctctctCCATTGATGCTGCCTGATCTGCCGAATTTTCCCGCCACTTTTCGTTTTCGACTTCAGGTTTCCGGCGCCTGCAGTATGTTGCATTTATCCGCCCTGAAGAGTGGTGGTCCAGAACCGAGGGCCGCATGTTGACATTCGTGAGATGAAGGGGCACGGCGGTGACACGTGGACGCGTTGAANGTGGAGGGGAgggggTTTTGGNT

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 16 1 134 TGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGT TGAGACAACGTCCTGTGGTG CTCTCTCTCGCTCTCGCTCA 61 1 93 20 226 20 59,896 60,810 41,700 42,600 0.913756 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 16 1 135 GTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGGTGAGACAACGTCCTGTGGT CTCTCTCTCGCTCTCGCTCA 62 1 92 20 226 20 59,896 60,810 41,600 42,600 0.913939 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 20 190 ACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGACAGCAGAATTCTATCCTGGAGA TCTCTCTTGCTCTCTCTCGC 95 20 56 23 245 20 58,707 58,621 37,100 50,300 5,672,025 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 10 143 TGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGT TGAGACAACGTCCTGTGGTG TCTCTCTCGCTCTCTCTCGC 61 10 93 20 235 20 59,896 60,530 41,700 50,300 0.633894 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 8 141 TGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGT TGAGACAACGTCCTGTGGTG TCTCTCGCTCTCTCTCGCTC 61 8 93 20 233 20 59,896 60,530 41,700 50,300 0.633894 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 6 139 TGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGT TGAGACAACGTCCTGTGGTG TCTCGCTCTCTCTCGCTCTC 61 6 93 20 231 20 59,896 60,530 41,700 32,000 0.633894 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 6 140 GTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGGTGAGACAACGTCCTGTGGT TCTCGCTCTCTCTCGCTCTC 62 6 92 20 231 20 59,896 60,530 41,600 32,000 0.634077 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 19 20 191 ACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGACAGCAGAATTCTATCCTGGAGA CTCTCTCTTGCTCTCTCTCGC 95 20 56 23 246 21 58,707 59,668 37,100 50,300 5,625,250 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 19 19 190 ACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGACAGCAGAATTCTATCCTGGAGA TCTCTCTTGCTCTCTCTCGCT 95 19 56 23 245 21 58,707 60,065 37,100 49,300 5,358,985 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 19 19 240 TCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAATCTCATAATAATCACCTTCCTTTGCA TCTCTCTTGCTCTCTCTCGCT 142 19 6 26 245 21 58,654 60,065 40,800 49,300 8,411,182 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 19 19 240 TCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAATCTCATAATAATCACCTTCCTTTGCAC TCTCTCTTGCTCTCTCTCGCT 141 19 6 27 245 21 59,717 60,065 45,700 49,300 8,348,618 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:4411:50375 1 174 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 19 19 241 CTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTACTCTCATAATAATCACCTTCCTTTGCA TCTCTCTTGCTCTCTCTCGCT 142 19 5 27 245 21 59,500 60,065 40,800 49,300 8,565,718 F 272 AACACTCTCATAATAATCACCTTCCTTTGCACtttttGAGTTAAGCTTTAACACTACAGCAGAATTCTATCCTGGAGATTTCAACCTGAAGGTGAGACAACGTCCTGTGGTGCAGCCCCAAGTCAGTTTACAAGCAAACTGGTATAGCaaaaaaTAGCATATAGGGGaaaaaTgagagagagagagagagagagagagagagagaGTGAGCGAGAGCgagagagaGCgagagagaGCAagagagagATAGAGCgagagagagaTAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 1 1 9 37 172 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATCGCTGTCTGTCACACCTTC AGATTAAGAGAAATAGATGGTCACTGA 47 37 1 20 172 27 59,968 57,793 34,600 34,100 9,238,820 B 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 10 41 200 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC CAGGGAGAGAGGCAGAGAGT 41 78 7 20 206 20 59,968 60,033 51,900 32,400 0.065338 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 10 37 166 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC AGATTAAGAGAAATAGATGGTCACTGA 41 37 7 20 172 27 59,968 57,793 51,900 34,100 9,238,820 B 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 12 41 199 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC AGGGAGAGAGGCAGAGAGTG 41 77 7 20 205 20 59,968 60,033 51,900 35,100 0.065338 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 12 41 201 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC ACAGGGAGAGAGGCAGAGAG 41 79 7 20 207 20 59,968 60,033 51,900 32,000 0.065338 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 12 28 186 CTGTCGCctctctCCCTGTATACctctctctCAATCTATCT CTGTCGCCTCTCTCCCTGTA AGGGAGAGAGGCAGAGAGTG 28 77 20 20 205 20 60,394 60,033 27,400 35,100 0.427696 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 12 27 184 TGTCGCctctctCCCTGTATACctctctctCAATCTATCTC TGTCGCCTCTCTCCCTGTAT GGGAGAGAGGCAGAGAGTGA 27 76 21 20 204 20 59,741 60,034 22,900 34,100 0.292665 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 12 27 185 TGTCGCctctctCCCTGTATACctctctctCAATCTATCTC TGTCGCCTCTCTCCCTGTAT AGGGAGAGAGGCAGAGAGTG 27 77 21 20 205 20 59,741 60,033 22,900 35,100 0.292273 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 13 41 170 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC ACAGAGATTAAGAGAAATAGATGGTCA 41 41 7 20 176 27 59,968 57,793 51,900 40,200 9,238,820 B 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 18 14 124 TGTCGCctctctCCCTGTATACctctctctCAATCTATCTC TGTCGCCTCTCTCCCTGTAT AGAGAGTGAGAGAGACAGAGGG 27 14 21 20 144 22 59,741 59,760 22,900 43,000 2,498,719 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 18 14 131 CACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCACCTTCTGTCGCCTCTCTC AGAGAGTGAGAGAGACAGAGGG 34 14 14 20 144 22 59,828 59,760 32,000 43,000 2,412,007 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:5700:37524 1 68 41 16 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTNA 0 0 18 14 138 TCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctTCTGTCACACCTTCTGTCGC AGAGAGTGAGAGAGACAGAGGG 41 14 7 20 144 22 59,968 59,760 51,900 43,000 2,271,784 F 208 TCGCTGTCTGTCACACCTTCTGTCGCctctctCCCTGTATACctctctctCAATCTATCTCCCTCGAtctctctctctctctctctctctctctctctcActctctctGTCTCTGtctctcCCCCTCTGtctctctcActctctGTCAGTGACCATCTATTTCTCTTAATCTCTGTCTtctctctcActctctGCctctctCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 2 48 232 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA GTTGTTTCTCAGCTCAAGGTCA 48 110 1 20 232 22 60,251 58,794 34,600 40,200 3,456,834 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 48 233 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA TGTTGTTTCTCAGCTCAAGGTC 48 111 1 20 233 22 60,251 58,794 34,600 38,500 3,456,834 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 34 154 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA TGGGATGCCTTATTTGCAGT 48 34 1 20 154 20 60,251 57,470 34,600 44,000 2,781,143 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 32 154 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA TGGGATGCCTTATTTGCAGTTG 48 32 1 20 154 22 60,251 59,503 34,600 31,600 2,747,555 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 48 240 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA GCTCAGATGTTGTTTCTCAGCTC 48 117 1 20 240 23 60,251 59,875 34,600 40,900 3,375,659 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 17 128 GCATCTACTGGAATTTGAGGAAACAATGACtttttttA GCATCTACTGGAATTTGAGGAAACA TGGGATGCCTTATTTGCAGTTG 17 32 27 25 154 22 59,584 59,503 28,300 31,600 7,912,572 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 12 139 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA GCAGTTGCATTGTTTGATACTATAGTG 48 12 1 20 139 27 60,251 59,359 34,600 27,400 7,892,095 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 48 240 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA GCTCAGATGTTGTTTCTCAGCT 48 118 1 20 240 22 60,251 58,927 34,600 42,400 3,323,628 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 48 241 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA AGCTCAGATGTTGTTTCTCAGC 48 119 1 20 241 22 60,251 58,927 34,600 42,600 3,323,628 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 47 239 GCTCCAACCAGCATCGAAAGATATAGCATCTACTGGGCTCCAACCAGCATCGAAAG GCTCAGATGTTGTTTCTCAGCT 47 118 2 20 240 22 59,551 58,927 26,200 42,400 3,522,332 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 20 129 AGCATCTACTGGAATTTGAGGAAACAATGACttttttt AGCATCTACTGGAATTTGAGGAA TGGGATGCCTTATTTGCAGTTG 20 32 26 23 154 22 57,558 59,503 33,600 31,600 7,938,589 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7649:72121 1 69 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 31 152 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGTGCTCCAACCAGCATCGAAA GGATGCCTTATTTGCAGTTGC 48 31 1 20 152 21 60,251 58,456 34,600 41,700 2,794,324 F 254 TGCTCCAACCAGCATCGAAAGATATAGCATCTACTGGAATTTGAGGAAACAATGACtttttttATTTTtatatatatatatatatatatatatatatataATTGaaaaaaaTCACTATAGTATCAAACAATGCAACTGCAAATAAGGCATCCCAAATAGGAAAATGTCACATAAGCCCCTTTTCTTTTAtttttCCACAGCTTTCATAAATGACCTTGAGCTGAGAAACAACATCTGAGCTAATATTTGGTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 24 242 TGAAATCCCACCTCGGTCTGAAACATTAACTCTTGA TGAAATCCCACCTCGGTCTG CTCCGGCAAACATTTCGACC 24 146 2 20 243 20 59,387 59,832 35,100 47,900 0.781388 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 18 115 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT CGGAGCGTGTATCTGAAGGA 18 25 8 20 122 20 59,675 59,261 27,100 33,600 1,063,918 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 18 236 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT CTCCGGCAAACATTTCGACC 18 146 8 20 243 20 59,675 59,832 27,100 47,900 0.493071 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 159 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT ACCTGTGGCTCATGTTAAGCA 18 68 8 20 166 21 59,675 59,926 27,100 39,100 1,398,706 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 24 140 TGAAATCCCACCTCGGTCTGAAACATTAACTCTTGA TGAAATCCCACCTCGGTCTG ACATCACGTCTGACAAGGGC 24 44 2 20 141 20 59,387 60,321 35,100 51,900 0.934031 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 24 141 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTG ATGAAATCCCACCTCGGTCTG ACATCACGTCTGACAAGGGC 24 44 1 21 141 20 59,790 60,321 35,100 51,900 1,531,249 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 24 192 TGAAATCCCACCTCGGTCTGAAACATTAACTCTTGA TGAAATCCCACCTCGGTCTG GCATATTTGCTGATGCGGCA 24 96 2 20 193 20 59,387 59,969 35,100 56,900 0.644303 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 241 GAAATCCCACCTCGGTCTGAAACATTAACTCTTGAC GAAATCCCACCTCGGTCTGA CTCCGGCAAACATTTCGACC 23 146 3 20 243 20 59,097 59,832 32,700 47,900 1,070,659 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 20 136 ATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATATCCCACCTCGGTCTGAAAC ACATCACGTCTGACAAGGGC 20 44 6 20 141 20 59,386 60,321 27,800 51,900 0.934548 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 20 188 ATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATATCCCACCTCGGTCTGAAAC GCATATTTGCTGATGCGGCA 20 96 6 20 193 20 59,386 59,969 27,800 56,900 0.644820 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 187 TCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACA GCATATTTGCTGATGCGGCA 19 96 7 20 193 20 60,761 59,969 28,300 56,900 0.792366 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 134 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT ACATCACGTCTGACAAGGGC 18 44 8 20 141 20 59,675 60,321 27,100 51,900 0.645713 A 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 186 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT GCATATTTGCTGATGCGGCA 18 96 8 20 193 20 59,675 59,969 27,100 56,900 0.355986 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 226 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT CATTTCGACCATGAAGCGCC 18 136 8 20 233 20 59,675 60,248 27,100 65,300 0.573158 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:7953:4087 1 46 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 250 CCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTCCCACCTCGGTCTGAAACAT CTGCAAGTGTTTGACTCCGG 18 160 8 20 257 20 59,675 59,412 27,100 51,400 0.913195 F 285 ATGAAATCCCACCTCGGTCTGAAACATTAACTCTTGACCTATTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGTTTATGGTGACATTACCCTGTCCTTCAGATACACGCTCCGCCCTTGTCAGACGTGATGTCTTTTGCTTAACATGAGCCACAGGTTAttttttGCCGCATCAGCAAATATGCAAATCCGATTTTCCAGCTCCGGCGCTTCATGGTCGAAATGTTTGCCGGAGTCAAACACTTGCAGAAggggggCAGAGGAAggggggCAGAGG

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 1 14 0 118 ATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctct ATGTCCCTTTGCATCTGCCC TGAGAGAGAAAGATAGAGGGATAGAA 3 0 96 20 213 26 60,685 57,949 53,600 21,000 8,736,926 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 0 14 0 154 CCCTATGAGACCctctctCCATATCTATGTTTGTATATGCCCTATGAGACCCTCTCTCCA TGAGAGAGAAAGATAGAGGGATAGAA 38 0 60 21 213 26 59,499 57,949 38,600 21,000 9,552,638 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 0 15 1 117 TGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctc TGTCCCTTTGCATCTGCCC TGAGAGAGAAAGATAGAGGGATAGA 3 1 97 19 213 25 60,304 57,359 53,600 19,800 8,944,959 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 0 15 1 118 ATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctct ATGTCCCTTTGCATCTGCCC TGAGAGAGAAAGATAGAGGGATAGA 3 1 96 20 213 25 60,685 57,359 53,600 19,800 8,326,035 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 0 15 1 154 CCCTATGAGACCctctctCCATATCTATGTTTGTATATGCCCTATGAGACCCTCTCTCCA TGAGAGAGAAAGATAGAGGGATAGA 38 1 60 21 213 25 59,499 57,359 38,600 19,800 9,141,747 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 119 69 16 2 AG TCTCTCTTTCTCTCTCTCTCTCTCCCTGTCTCTCTCTCTNA 0 0 15 1 155 TCCCTATGAGACCctctctCCATATCTATGTTTGTATATTCCCTATGAGACCCTCTCTCC TGAGAGAGAAAGATAGAGGGATAGA 39 1 59 21 213 25 59,216 57,359 37,100 19,800 9,424,556 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 161 16 3 AG TCTCTCTCTCTCTCTCTATCCATCTCTCTCTATCCCTA NA 0 1 14 0 212 CTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcT CTCTGCCTCACTGTCTGCTT TGAGAGAGAAAGATAGAGGGATAGAA 5 0 2 20 213 26 59,679 57,949 39,100 21,000 8,372,490 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 161 16 3 AG TCTCTCTCTCTCTCTCTATCCATCTCTCTCTATCCCTA NA 0 0 15 1 212 CTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcT CTCTGCCTCACTGTCTGCTT TGAGAGAGAAAGATAGAGGGATAGA 5 1 2 20 213 25 59,679 57,359 39,100 19,800 7,961,598 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:8927:53065 1 27 161 16 3 AG TCTCTCTCTCTCTCTCTATCCATCTCTCTCTATCCCTA NA 0 0 15 1 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctc TCTCTGCCTCACTGTCTGCT TGAGAGAGAAAGATAGAGGGATAGA 6 1 1 20 213 25 60,542 57,359 42,400 19,800 8,182,107 G 213 TCTCTGCCTCACTGTCTGCTTTCTTAtctctctctctctctcTATCCAtctctctcTATCCCTATGAGACCctctctCCATATCTATGTTTGTATATGTCCCTTTGCATCTGCCCCTGtctctcTTtctctctctctctctcCCTGtctctctctctctctctctctctctctctctcCctctctctTTCTATCCCTCTATCTTtctctctcA

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 1 1 6 16 203 ACCATTGTCCCAGGTGAAGCCGGTTGTcacacacaca ACCATTGTCCCAGGTGAAGC TGCAAGAAGATTGGCCACTT 73 16 17 20 219 20 60,251 58,000 38,600 31,600 2,250,990 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 0 0 7 17 205 ACCATTGTCCCAGGTGAAGCCGGTTGTcacacacaca ACCATTGTCCCAGGTGAAGC CATGCAAGAAGATTGGCCACT 73 17 17 20 221 21 60,251 59,177 38,600 40,000 2,074,332 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 0 0 7 2 189 ATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATAATTGTCCCAGGTGAAGCCG TGGCCACTTAGATAAGGAACTAG 71 2 20 19 208 23 60,002 57,129 55,200 25,700 6,873,530 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 0 0 7 1 189 ATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATAATTGTCCCAGGTGAAGCCG TGGCCACTTAGATAAGGAACTAGA 71 1 20 19 208 24 60,002 58,475 55,200 24,300 6,527,618 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 0 0 7 0 189 ATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATAATTGTCCCAGGTGAAGCCG TGGCCACTTAGATAAGGAACTAGAG 71 0 20 19 208 25 60,002 59,401 55,200 24,300 6,600,963 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 110 74 16 2 AC CACACACACACACACACACACACACACACACATGCANA 0 0 9 18 206 ACCATTGTCCCAGGTGAAGCCGGTTGTcacacacaca ACCATTGTCCCAGGTGAAGC TCATGCAAGAAGATTGGCCAC 73 18 17 20 222 21 60,251 59,179 38,600 50,100 2,071,860 D 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 1 14 6 160 TGCGTACACATacacacTcacacaCGTGcacacacacaca TGCGTACACATACACACTCACA CATGCAAGAAGATTGGCCACT 6 17 62 22 221 21 59,965 59,177 35,800 40,000 3,857,802 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 14 6 161 TGCGTACACATacacacTcacacaCGTGcacacacacaca TGCGTACACATACACACTCACA TCATGCAAGAAGATTGGCCAC 6 18 62 22 222 21 59,965 59,179 35,800 50,100 3,855,331 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 14 6 202 TGCGTACACATacacacTcacacaCGTGcacacacacaca TGCGTACACATACACACTCACA CCACCAGGGTAGAATAGCATAA 6 58 62 22 263 22 59,965 57,025 35,800 19,000 7,009,456 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 14 0 139 ACATacacacTcacacaCGTGcacacacacacacaTGCGCGACATACACACTCACACACGT GGCCACTTAGATAAGGAACTAGAG 1 0 69 20 207 24 57,117 57,908 44,900 24,300 8,974,645 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 15 0 139 ACATacacacTcacacaCGTGcacacacacacacaTGCGCGACATACACACTCACACACGTG GGCCACTTAGATAAGGAACTAGAG 0 0 69 21 207 24 58,530 57,908 44,900 24,300 8,561,544 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 16 1 156 ACACATacacacTcacacaCGTGcacacacacacacaTGCGACACATACACACTCACACACGT TCATGCAAGAAGATTGGCCAC 1 18 67 22 222 21 60,159 59,179 44,900 50,100 3,979,675 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 16 1 197 ACACATacacacTcacacaCGTGcacacacacacacaTGCGACACATACACACTCACACACGT CCACCAGGGTAGAATAGCATAA 1 58 67 22 263 22 60,159 57,025 44,900 19,000 7,133,801 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 90 94 16 3 AC CACACACACACACATGCGCGCACACACACACACACANA 0 0 16 0 196 CACATacacacTcacacaCGTGcacacacacacacaTGCGCCACATACACACTCACACACGTG CCACCAGGGTAGAATAGCATAA 0 58 68 22 263 22 59,781 57,025 44,900 19,000 7,193,175 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 44 140 16 4 AC CACACACACATATACACATGCGTACACATACACACT NA 0 1 6 7 247 ACCATTGTCCCAGGTGAAGCCGGTTGTcacacacaca ACCATTGTCCCAGGTGAAGC CCACCAGGGTAGAATAGCATAA 7 58 17 20 263 22 60,251 57,025 38,600 19,000 5,225,986 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 44 140 16 4 AC CACACACACATATACACATGCGTACACATACACACT NA 0 0 6 7 247 ACCATTGTCCCAGGTGAAGCCGGTTGTcacacacaca ACCATTGTCCCAGGTGAAGC CCACCAGGGTAGAATAGCATAAA 7 57 17 20 263 23 60,251 57,695 38,600 14,000 5,556,027 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2213:9891:65845 1 44 140 16 4 AC CACACACACATATACACATGCGTACACATACACACT NA 0 0 7 6 246 CCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTACCATTGTCCCAGGTGAAGCC CCACCAGGGTAGAATAGCATAA 6 58 18 20 263 22 60,967 57,025 43,500 19,000 5,942,025 G 271 AAGTGTCCCCAGGGAAACCATTGTCCCAGGTGAAGCCGGTTGTcacacacacaTATACACATGCGTACACATacacacTcacacaCGTGcacacacacacacaTGCGCGcacacacacacacacacacacacacacacacaTGCATGCACGCGCACGcacacacaTcacacacacaTacacacCTCTAGTTCCTTATCTAAGTGGCCAATCTTCTTGCATGAAGCTAGCCTACAAGAAtttttATGCTATTCTACCCTGGTggggggTGGG

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 1 1 12 12 138 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA CGAACTCAGTTCAGGCCGG 12 19 40 20 177 19 59,887 60,738 31,000 61,300 1,851,289 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 139 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA TCGAACTCAGTTCAGGCCG 12 20 40 20 178 19 59,887 59,711 31,000 61,300 1,402,256 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 141 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA CCTCGAACTCAGTTCAGGCC 12 21 40 20 180 20 59,887 60,390 31,000 51,900 0.503661 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 145 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA CGCTCCTCGAACTCAGTTCA 12 25 40 20 184 20 59,887 59,759 31,000 31,800 0.354403 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 146 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA CCGCTCCTCGAACTCAGTTC 12 26 40 20 185 20 59,887 60,457 31,000 30,100 0.570184 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 194 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA TCCATCTGTACAGGCTCGGT 12 74 40 20 233 20 59,887 60,324 31,000 46,900 0.437557 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 195 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA CTCCATCTGTACAGGCTCGG 12 75 40 20 234 20 59,887 59,613 31,000 46,300 0.500391 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 12 12 203 TGGTGGCAGAGACagagagagAAACCAggggggagagaTGGTGGCAGAGACAGAGAGA GCCGACGTCTCCATCTGTAC 12 83 40 20 242 20 59,887 60,249 31,000 29,000 0.361729 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 72 68 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGNA 0 0 14 11 139 GGTGGCAGAGACagagagagAAACCAggggggagagagGGTGGCAGAGACAGAGAGAG CTCGAACTCAGTTCAGGCCG 11 20 41 20 179 20 59,183 60,734 32,000 61,300 1,551,266 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 1 11 5 180 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CCTCGAACTCAGTTCAGGCC 5 21 1 19 180 20 61,125 60,390 44,500 51,900 2,515,164 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 184 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CGCTCCTCGAACTCAGTTCA 5 25 1 19 184 20 61,125 59,759 44,500 31,800 2,365,906 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 185 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CCGCTCCTCGAACTCAGTTC 5 26 1 19 185 20 61,125 60,457 44,500 30,100 2,581,687 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 233 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG TCCATCTGTACAGGCTCGGT 5 74 1 19 233 20 61,125 60,324 44,500 46,900 2,449,060 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 234 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CTCCATCTGTACAGGCTCGG 5 75 1 19 234 20 61,125 59,613 44,500 46,300 2,511,894 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 238 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG ACGTCTCCATCTGTACAGGC 5 79 1 19 238 20 61,125 59,182 44,500 48,500 2,942,989 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 240 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CGACGTCTCCATCTGTACAGG 5 80 1 19 240 21 61,125 59,936 44,500 40,000 3,188,901 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 241 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG CCGACGTCTCCATCTGTACAG 5 81 1 19 241 21 61,125 59,936 44,500 27,400 3,188,901 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:11951:72051 1 25 115 16 3 AG AGAGAGAGAGAGACATGGTGGCAGAGACAGAGAGNA 0 0 11 5 242 GgagagaGCGAGACCAgggggggAagagagagagagACAGGAGAGAGCGAGACCAGGG GCCGACGTCTCCATCTGTAC 5 83 1 19 242 20 61,125 60,249 44,500 29,000 2,373,232 G 249 GgagagaGCGAGACCAgggggggAagagagagagagACATGGTGGCAGAGACagagagagAAACCAggggggagagagagagagagagagagagagagagaGCGGGGgagagagagagagagagagagagagagagagaTAGCGAAGACTGGAgggggCCGGCCTGAACTGAGTTCGAGGAGCGGGCAGCCCAGCGGGCAGGAGGGGAACCATACCGAGCCTGTACAGATGGAGACGTCGGCCGTGGCC

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 9 128 CTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGCTCCCAGCCTCTCTTTCACC AAGGGAGGGAGAAATGACGC 47 9 72 20 199 20 59,748 59,747 40,200 51,900 0.504961 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 49 173 TGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCT TGTGTCTCCCAGCCTCTCTT GAGAGACAGAGGGAGGGACC 52 49 67 20 239 20 60,179 60,397 28,500 44,600 0.575477 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 42 166 TGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCT TGTGTCTCCCAGCCTCTCTT AGAGGGAGGGACCGAGAAAG 52 42 67 20 232 20 60,179 60,325 28,500 26,200 0.503751 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 42 169 TTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcct TTCTGTGTCTCCCAGCCTCT AGAGGGAGGGACCGAGAAAG 55 42 64 20 232 20 60,179 60,325 36,900 26,200 0.503751 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 9 133 TGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCT TGTGTCTCCCAGCCTCTCTT AAGGGAGGGAGAAATGACGC 52 9 67 20 199 20 60,179 59,747 28,500 51,900 0.432247 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 9 136 TTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcct TTCTGTGTCTCCCAGCCTCT AAGGGAGGGAGAAATGACGC 55 9 64 20 199 20 60,179 59,747 36,900 51,900 0.432247 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 73 261 TGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCTGTCCATCTTGCTATCTCTCTCA GAGCGAGACACAGAGAGAGG 113 73 3 23 263 20 58,459 59,267 32,700 36,900 5,273,286 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 73 261 TGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCTGTCCATCTTGCTATCTCTCTCAC GAGCGAGACACAGAGAGAGG 112 73 3 24 263 20 59,659 59,267 35,100 36,900 5,073,237 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 70 258 TGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCTGTCCATCTTGCTATCTCTCTCAC CGAGACACAGAGAGAGGCAA 112 70 3 24 260 20 59,659 59,115 35,100 45,200 5,225,180 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 55 200 TTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcct TTCTGTGTCTCCCAGCCTCT GAGCGAGACACAGAGAGAGG 55 73 64 20 263 20 60,179 59,267 36,900 36,900 0.911492 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 52 197 TGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCT TGTGTCTCCCAGCCTCTCTT GAGCGAGACACAGAGAGAGG 52 73 67 20 263 20 60,179 59,267 28,500 36,900 0.911492 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14651:18256 1 139 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 47 192 CTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGCTCCCAGCCTCTCTTTCACC GAGCGAGACACAGAGAGAGG 47 73 72 20 263 20 59,748 59,267 40,200 36,900 0.984206 F 264 CATGTCCATCTTGCTAtctctctcACTATCTCAGTCTTACTCCGtctctcTTtctctcCCTCTTTCTGTGTCTCCCAGCctctctTTCAcccccTGTctcctcctcCTTCTCTGTTtctctctcTGCCTCTGTCTACTtctctctctctctctctctctctctctctctcCCTGTCTCTGCGTCATTTCTCCCTCCCTTTCTCTACCTCTCACTTTCTCGGTCCCTCCCTCTGtctctcTTTGCctctctctGTGTCTCGCTCA

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 6 101 TCTCGTGTCTCctctctccccccTTTtctctctctctctctctctc TCTCGTGTCTCCTCTCTCCC GTGAGGCAAGTGGAGAGGAG 6 23 101 20 201 20 59,746 59,751 43,000 36,900 0.502453 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 6 127 TCTCGTGTCTCctctctccccccTTTtctctctctctctctctctc TCTCGTGTCTCCTCTCTCCC AGTGAGCAGAGAGGGAGGAC 6 49 101 20 227 20 59,746 60,324 43,000 38,500 0.577886 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 6 128 TCTCGTGTCTCctctctccccccTTTtctctctctctctctctctc TCTCGTGTCTCCTCTCTCCC AAGTGAGCAGAGAGGGAGGA 6 50 101 20 228 20 59,746 59,589 43,000 37,100 0.665063 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 50 200 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT AAGTGAGCAGAGAGGGAGGA 78 50 29 20 228 20 59,742 59,589 36,900 37,100 0.669069 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 49 199 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT AGTGAGCAGAGAGGGAGGAC 78 49 29 20 227 20 59,742 60,324 36,900 38,500 0.581892 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 48 197 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT TGAGCAGAGAGGGAGGACC 78 48 29 20 225 19 59,742 59,999 36,900 44,600 1,258,609 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 25 174 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT CGTGAGGCAAGTGGAGAGG 78 25 29 20 202 19 59,742 60,080 36,900 36,900 1,337,159 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 23 173 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT GTGAGGCAAGTGGAGAGGAG 78 23 29 20 201 20 59,742 59,751 36,900 36,900 0.506459 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:18254:35432 1 127 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 22 172 CGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTG CGTCCTCCTTCTCCTCCTCT TGAGGCAAGTGGAGAGGAGG 78 22 29 20 200 20 59,742 60,907 36,900 43,000 1,164,372 F 250 CcctcctcctcctcctcctcctcctcctCGTCCTCCTTctcctcctcTTCTAACTccccccccGGTCTGCCGCTCGGACTCGCTcccccTGTggggggCTTCTCGTGTCTCctctctccccccTTTtctctctctctctctctctctctctctctctcTGCCTGTCTGGGAGcccccTCGCCTCCTCTCCACTTGCCTCACGCCCGGGTCCTCCctctctGCTCACTTATTCCGAGCCTCTCGGTGGCAT

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 1 1 8 5 130 CATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATg CATGCTATGCCGAGAGTGCT AGCACACACTTTCTCTCGCT 17 5 72 20 201 20 60,250 59,609 44,000 49,300 0.640643 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 10 20 191 GCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGGCATGGCTGTGAGTTGTTTGT CAGCACACACAGACAAGCAC 62 20 26 21 216 20 59,932 59,971 28,300 44,000 1,096,022 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 10 20 192 TGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGT TGCATGGCTGTGAGTTGTTTG CAGCACACACAGACAAGCAC 63 20 25 21 216 20 59,933 59,971 29,300 44,000 1,095,869 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 10 17 145 CATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATg CATGCTATGCCGAGAGTGCT CAGCACACACAGACAAGCAC 17 20 72 20 216 20 60,250 59,971 44,000 44,000 0.278289 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 10 6 134 GAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagaGAGAGTGCTTGCGTCTGTGT CAGCACACACAGACAAGCAC 6 20 83 20 216 20 60,599 59,971 37,200 44,000 0.627186 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 10 6 138 GAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagaGAGAGTGCTTGCGTCTGTGT TCTGCAGCACACACAGACAA 6 24 83 20 220 20 60,599 60,108 37,200 31,800 0.706432 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 14 27 199 TGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGT TGCATGGCTGTGAGTTGTTTG CTCTCTGCAGCACACACAGA 63 27 25 21 223 20 59,933 59,967 29,300 34,100 1,100,454 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 14 17 152 CATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATg CATGCTATGCCGAGAGTGCT CTCTCTGCAGCACACACAGA 17 27 72 20 223 20 60,250 59,967 44,000 34,100 0.282874 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:21866:3577 1 109 68 16 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGNA 0 0 14 17 153 CATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATg CATGCTATGCCGAGAGTGCT TCTCTCTGCAGCACACACAG 17 28 72 20 224 20 60,250 59,967 44,000 36,600 0.282874 F 224 CATGTGTTCTTAtgtgtgtgCTATTGCATGGCTGTGAGTTGTTTGTTTCTAGCAGCTCGTGTATGCTTCTGCATGCTATGCCGAGAGTGCTTGCGTCtgtgtgtgCATgagagagagagagagagagagagagaGCgagagaGCgagagagagagagagagagagagagagagagaCGGATAGCgagagaAAgtgtgtGCTTGTCtgtgtgtgCTGCagagagA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 11 13 156 GGGAGAGTTCATGAATGACAAAGCgagagaCAGTCAGGGAGAGTTCATGAATGACAAAGC ACAGTCTCTGTCTCGCTCTCA 13 66 29 24 184 21 60,143 60,271 35,100 32,700 5,413,621 B 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 11 1 142 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA CACAGTCTCTGTCTCGCTCTC 1 67 44 21 185 21 59,319 59,870 34,100 32,000 2,811,637 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 11 1 144 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA CTCACAGTCTCTGTCTCGCTC 1 69 44 21 187 21 59,319 59,870 34,100 50,300 2,811,637 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 13 155 GGGAGAGTTCATGAATGACAAAGCgagagaCAGTCAGGGAGAGTTCATGAATGACAAAGC CAGTCTCTGTCTCGCTCTCA 13 66 29 24 183 20 60,143 58,552 35,100 32,700 5,590,458 B 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 13 156 GGGAGAGTTCATGAATGACAAAGCgagagaCAGTCAGGGAGAGTTCATGAATGACAAAGC ACAGTCTCTGTCTCGCTCTC 13 67 29 24 184 20 60,143 58,551 35,100 32,000 5,591,497 B 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 13 195 GGGAGAGTTCATGAATGACAAAGCgagagaCAGTCAGGGAGAGTTCATGAATGACAAAGC TCCTGTCTCTCTCAGTCTGTCT 13 104 29 24 223 22 60,143 59,358 35,100 34,100 6,784,824 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 11 192 AGAGTTCATGAATGACAAAGCgagagaCAGTCACag AGAGTTCATGAATGACAAAGCGA TCCTGTCTCTCTCAGTCTGTCT 11 104 32 23 223 22 58,682 59,358 49,300 34,100 6,960,643 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 9 190 AGTTCATGAATGACAAAGCgagagaCAGTCACagaga AGTTCATGAATGACAAAGCGAGA TCCTGTCTCTCTCAGTCTGTCT 9 104 34 23 223 22 58,682 59,358 40,400 34,100 6,960,643 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 12 1 108 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA GGCTCTCTCTGTCTCTCGCT 1 34 44 21 151 20 59,319 60,748 34,100 49,300 2,429,269 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 13 1 146 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA CTCTCACAGTCTCTGTCTCGC 1 71 44 21 189 21 59,319 59,870 34,100 50,300 2,811,637 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 1 107 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA GCTCTCTCTGTCTCTCGCTC 1 33 44 21 150 20 59,319 59,342 34,100 50,300 2,339,104 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:25459:26747 1 66 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 1 109 TGACAAAGCgagagaCAGTCACagagagagagagagagaTGACAAAGCGAGAGACAGTCA TGGCTCTCTCTGTCTCTCGC 1 35 44 21 152 20 59,319 61,029 34,100 50,300 2,710,671 F 223 gagagagagagaCAGCgagagatatataGGGAGAGTTCATGAATGACAAAGCgagagaCAGTCACagagagagagagagagagagagagagagagagTTCCagagagGTAGGGAATTTGAGATagagagTGAGCgagagaCagagagagCCAAACagagagAATGAGAGCGAGACAGAGACTGTgagagaCagagagagAAAGACAGACTgagagagaCAGGA

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 8 19 113 TGctctctCCCTCACACTGACTCCCctctctCAGCCACTC TGCTCTCTCCCTCACACTGA GAGAGAGTGTGTGTGGGCAA 22 19 10 20 122 20 59,887 59,893 34,100 45,200 0.219898 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 17 108 tctCCCTCACACTGACTCCCctctctCAGCCACTCTCctc TCTCCCTCACACTGACTCCC GAGAGAGTGTGTGTGGGCAA 17 19 15 20 122 20 60,252 59,893 43,000 45,200 0.358540 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 18 112 TGctctctCCCTCACACTGACTCCCctctctCAGCCACTC TGCTCTCTCCCTCACACTGA AGAGAGTGTGTGTGGGCAAG 22 18 10 20 121 20 59,887 59,893 34,100 40,100 0.220646 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 Nov‐75 22 153 TGctctctCCCTCACACTGACTCCCctctctCAGCCACTC TGCTCTCTCCCTCACACTGA GTGTGTATGGGCAGGGAGAG 22 59 10 20 162 20 59,887 59,821 34,100 32,000 0.292190 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 22 155 TGctctctCCCTCACACTGACTCCCctctctCAGCCACTC TGCTCTCTCCCTCACACTGA GAGTGTGTATGGGCAGGGAG 22 61 10 20 164 20 59,887 59,821 34,100 43,000 0.292190 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2554:3630 1 52 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 22 169 TGctctctCCCTCACACTGACTCCCctctctCAGCCACTC TGCTCTCTCCCTCACACTGA ATGGGCAGAGAGAGGAGTGT 22 75 10 20 178 20 59,887 59,958 34,100 35,500 0.155621 F 179 CTCACTCTTTGctctctCCCTCACACTGACTCCCctctctCAGCCACTCTCctctctctctctctctctctctctctctctctCCAcccccACTCTCCTCCCTTGCCcacacacactctctCCCCTCTTCCCACAccccccccTCTCCCTGCCCATacacacTCctctctctGCCCATN

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 42 272 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA TGTAATATGTGACTCGATGCCAT 42 155 14 20 285 23 58,955 57,786 28,300 44,000 6,259,298 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 42 272 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA TGTAATATGTGACTCGATGCCA 42 156 14 20 285 22 58,955 57,336 28,300 49,200 5,709,557 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 42 273 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA ATGTAATATGTGACTCGATGCCA 42 156 14 20 286 23 58,955 57,786 28,300 49,200 6,259,298 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 149 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA AGGGAGATGTTGCATGCAGT 42 35 14 20 162 20 58,955 59,669 28,300 44,000 1,376,011 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 28 142 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA TGTTGCATGCAGTCCAGTCT 42 28 14 20 155 20 58,955 59,891 28,300 32,400 1,154,559 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 100 AAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtAAAGATATCGGCAGCAGAGC TGTTGCATGCAGTCCAGTCT 0 28 56 20 155 20 58,124 59,891 40,900 32,400 1,985,475 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 105 AAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtAAAGATATCGGCAGCAGAGC GGAGATGTTGCATGCAGTCC 0 33 56 20 160 20 58,124 59,263 40,900 38,500 2,613,542 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 107 AAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtAAAGATATCGGCAGCAGAGC AGGGAGATGTTGCATGCAGT 0 35 56 20 162 20 58,124 59,669 40,900 44,000 2,206,926 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 28 142 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACAT TGTTGCATGCAGTCCAGTCT 41 28 14 21 155 20 59,376 59,891 27,100 32,400 1,732,963 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 42 229 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA TGTGAAGTGCTTTGGGATGT 42 115 14 20 242 20 58,955 57,637 28,300 30,600 3,408,713 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 42 231 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA TCTGTGAAGTGCTTTGGGATGT 42 115 14 20 244 22 58,955 60,159 28,300 30,600 3,204,030 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:2666:67041 1 76 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 42 230 AGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAGACTAGGCACGTGGAAACA CTGTGAAGTGCTTTGGGATGT 42 115 14 20 243 21 58,955 58,767 28,300 30,600 3,278,677 A 289 GGTTCATTTATTTAGACTAGGCACGTGGAAACATTTATTCTTAGGTCGAAAGCTTAAAGATATCGGCAGCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTGCTCAAAAGCAAAAGTGAACTAAAGACTGGACTGCATGCAACATCTCCCTTCCAGTGATGTCATGCTGCCATCCTTTAAAGACATATTACAAAACCTTCAACATAACAAAACATCCCAAAGCACTTCACAGAAACATTATGAAACAAAATATGGCATCGAGTCACATATTACATTAG

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 8 11 108 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC TGTGTGATAGTGCGGTGCAA 11 25 38 20 145 20 60,108 60,250 50,300 40,800 0.358026 F 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 11 111 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC GTGTGTGTGATAGTGCGGTG 11 28 38 20 148 20 60,108 59,210 50,300 49,400 0.898152 F 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 11 112 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC AGTGTGTGTGATAGTGCGGT 11 29 38 20 149 20 60,108 59,320 50,300 56,800 0.787450 F 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 11 143 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC CAGAGGGTAAGATTGAGCAAGT 11 58 38 20 180 22 60,108 57,786 50,300 31,600 4,321,509 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 11 144 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC ACAGAGGGTAAGATTGAGCAAGT 11 58 38 20 181 23 60,108 59,415 50,300 31,600 3,692,793 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 11 145 ATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacATTCACAAGCTCTCCCTCGC AACAGAGGGTAAGATTGAGCAAGT 11 58 38 20 182 24 60,108 59,958 50,300 31,600 4,150,132 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 3 134 TCTCCCTCGCACGCTCTCCGTcacacacacacacacacac TCTCCCTCGCACGCTCTC ACAGAGGGTAAGATTGAGCAAGT 3 58 48 18 181 23 61,135 59,415 32,000 31,600 6,719,639 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 9 3 135 CTCTCCCTCGCACGCTCTCCGTcacacacacacacacacaCTCTCCCTCGCACGCTCTC ACAGAGGGTAAGATTGAGCAAGT 3 58 47 19 181 23 62,120 59,415 32,000 31,600 6,704,557 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:27549:63032 1 69 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 8 139 CAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacCAAGCTCTCCCTCGCACG ACAGAGGGTAAGATTGAGCAAGT 8 58 43 18 181 23 60,508 59,415 53,400 31,600 6,092,840 B 219 TCCTGAATCaaaaaTACACAAAGTCATAGTCATACTGATTCACAAGCTCTCCCTCGCACGCTCTCCGTcacacacacacacacacacacacacacacacaGGCTCTCAAATACAAAGTAatatatTTGCACCGCACTATcacacacaCTCAGATACATACTTGCTCAATCTTACCCTCTGTTTCTATAtgtgtgtgtgAGTTTGTATGATTTATGTGTA

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 30 206 GCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGAGCCAGGAGCCAAGGTACAAA GGATGCGCCTTCACAGTAGT 30 104 29 20 234 20 60,251 60,108 28,300 27,300 0.359302 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 34 210 TAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGA TAGAGCCAGGAGCCAAGGTA GGATGCGCCTTCACAGTAGT 34 104 25 20 234 20 59,662 60,108 30,800 27,300 0.446604 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 34 257 TAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGA TAGAGCCAGGAGCCAAGGTA TCGGACCAGTATTCTTATTTCCCA 34 147 25 20 281 24 59,662 59,282 30,800 43,700 5,056,244 F 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 30 147 GCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGAGCCAGGAGCCAAGGTACAAA TGGTAGAGTCCTTGGCCACT 30 45 29 20 175 20 60,251 60,179 28,300 40,000 0.430068 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 30 207 GCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGAGCCAGGAGCCAAGGTACAAA GGGATGCGCCTTCACAGTAG 30 105 29 20 235 20 60,251 60,812 28,300 25,700 1,062,781 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 30 252 GCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGAGCCAGGAGCCAAGGTACAAA CGGACCAGTATTCTTATTTCCCA 30 147 29 20 280 23 60,251 57,969 28,300 43,700 5,282,231 F 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 30 253 GCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGAGCCAGGAGCCAAGGTACAAA TCGGACCAGTATTCTTATTTCCCA 30 147 29 20 281 24 60,251 59,282 28,300 43,700 4,968,942 F 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 4 180 CCGAGGGATATTGGACCGACGAACagagagagagagaCCGAGGGATATTGGACCGAC GGATGCGCCTTCACAGTAGT 4 104 55 20 234 20 59,683 60,108 47,900 27,300 0.425617 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 3 112 CGAGGGATATTGGACCGACGAACagagagagagagagCGAGGGATATTGGACCGACG TCCTTGGCCACTTCACTTGG 3 37 56 20 167 20 60,039 60,179 51,200 36,100 0.218429 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 3 120 CGAGGGATATTGGACCGACGAACagagagagagagagCGAGGGATATTGGACCGACG TGGTAGAGTCCTTGGCCACT 3 45 56 20 175 20 60,039 60,179 51,200 40,000 0.218340 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 3 121 CGAGGGATATTGGACCGACGAACagagagagagagagCGAGGGATATTGGACCGACG CTGGTAGAGTCCTTGGCCAC 3 46 56 20 176 20 60,039 59,749 51,200 50,100 0.289950 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:30401:2012 1 79 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 3 179 CGAGGGATATTGGACCGACGAACagagagagagagagCGAGGGATATTGGACCGACG GGATGCGCCTTCACAGTAGT 3 104 56 20 234 20 60,039 60,108 51,200 27,300 0.147574 A 286 GATCCGGAGGAAATCCAGGTGGGGTAGAGCCAGGAGCCAAGGTACAAAGGAAACCCGAGGGATATTGGACCGACGAACagagagagagagagagagagagagagagagagACCCCAGGTGGGATGGAAGCTTCCTTCAGGGCTTTGACCAAGTGAAGTGGCCAAGGACTCTACCAGCACAGCACGGGTGTTATAATTCTTGTTCTGTACTGTAAACTACTGTGAAGGCGCATCCCAGAAGGaaaaaaCAGTaaaaaCTGGGAAATAAGAATACTGGTCCGAACTGT

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 30 67 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 1 1 2 2 153 GCAGTTAATAAGGACCATGTTAAAGCAGgagagaga GCAGTTAATAAGGACCATGTTAAAGC CTTGATGCTGAGCCATTGGG 2 38 2 26 154 20 59,027 59,255 35,100 41,200 7,717,775 D 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 30 67 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 2 1 153 GCAGTTAATAAGGACCATGTTAAAGCAGgagagaga GCAGTTAATAAGGACCATGTTAAAGCA CTTGATGCTGAGCCATTGGG 1 38 2 27 154 20 60,363 59,255 39,100 41,200 8,107,448 D 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:3041:3841 1 30 67 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAANA 0 0 3 4 154 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagag GGCAGTTAATAAGGACCATGTTAAA CTTGATGCTGAGCCATTGGG 4 38 1 25 154 20 57,601 59,255 15,200 41,200 8,144,119 D 164 GGCAGTTAATAAGGACCATGTTAAAGCAGgagagagagagagagagagagagagagagagaAAGGgagagaGGCAGACAGAGAAGAagagagagagGCCgtgtgtGATagagagagagACACTGAATATCTTTCCCCAATGGCTCAGCATCAAGTTGTCAGTGG

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 1 1 2 45 188 TCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGTCAGCTCCTTGACACACTGG CAAAGTTCTCGGCAAGCTGG 45 57 35 20 222 20 59,606 59,761 40,000 48,500 0.633539 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 2 45 189 TCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGTCAGCTCCTTGACACACTGG CCAAAGTTCTCGGCAAGCTG 45 58 35 20 223 20 59,606 59,761 40,000 42,400 0.633539 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 47 190 CCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAA CCTCAGCTCCTTGACACACT CAAAGTTCTCGGCAAGCTGG 47 57 33 20 222 20 59,316 59,761 35,500 48,500 0.923320 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 47 191 CCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAA CCTCAGCTCCTTGACACACT CCAAAGTTCTCGGCAAGCTG 47 58 33 20 223 20 59,316 59,761 35,500 42,400 0.923320 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 45 195 TCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGTCAGCTCCTTGACACACTGG CAAGAGCCAAAGTTCTCGGC 45 64 35 20 229 20 59,606 59,481 40,000 55,400 0.913269 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 30 161 TCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGTCAGCTCCTTGACACACTGG CCTGAACCCAGAGTGTAGCC 45 30 35 20 195 20 59,606 59,749 40,000 39,300 0.644705 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 19 135 AGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGAC AGTCTTGAACTGCTGCTCCA CCTGAACCCAGAGTGTAGCC 19 30 61 20 195 20 59,239 59,749 38,600 39,300 1,011,700 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 19 136 AGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGAC AGTCTTGAACTGCTGCTCCA GCCTGAACCCAGAGTGTAGC 19 31 61 20 196 20 59,239 60,392 38,600 35,800 1,152,980 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2214:7111:67885 1 100 46 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 4 19 137 AGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGAC AGTCTTGAACTGCTGCTCCA GGCCTGAACCCAGAGTGTAG 19 32 61 20 197 20 59,239 59,749 38,600 27,400 1,011,700 F 231 CCATCAGAAGCCACGGTCTGCCCTATCCGTGGCCTCAGCTCCTTGacacacTGGCTTACCAGTCTTGAACTGCTGCTCCAGCTCCCTGCTCCAGACCTGctctctctctctctctctctctctctctctctCActctctctctctCACTcccccACTCTGTTCCCTCCtttttCAGGCTACACTCTGGGTTCAGGCCCTGTCCCAGCTTGCCGAGAACTTTGGCTCTTGTC

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 1 1 13 1 147 ACACCCACATGcacacaCGCATCAACACGcacacaCGCACACCCACATGCACACACG TGGATGCATGTGAGTATGTGT 22 1 2 19 148 21 61,186 57,367 44,900 37,200 5,818,803 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 14 1 127 ATCAACACGcacacaCGCATCcacacacacacacacacac ATCAACACGCACACACGCAT TGGATGCATGTGAGTATGTGT 1 1 22 20 148 21 61,506 57,367 47,300 37,200 5,138,952 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 14 1 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCACACCCACATGCACACACG TGGATGCATGTGAGTATGTGT 22 1 1 20 148 21 62,391 57,367 44,900 37,200 6,023,882 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 15 1 138 TGcacacaCGCATCAACACGcacacaCGCATCcacacac TGCACACACGCATCAACAC TGGATGCATGTGAGTATGTGT 13 1 11 19 148 21 59,645 57,367 33,200 37,200 4,987,501 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 15 1 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCACACCCACATGCACACAC TGGATGCATGTGAGTATGTGT 23 1 1 19 148 21 59,640 57,367 38,200 37,200 4,992,476 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:12520:19768 1 43 84 16 2 AC CACACACACACACACACACACACACACACACACGCANA 0 0 15 0 125 CAACACGcacacaCGCATCcacacacacacacacacacacaCAACACGCACACACGCATC TGGATGCATGTGAGTATGTGT 0 1 24 19 148 21 60,722 57,367 39,100 37,200 5,354,806 G 148 CACACCCACATGcacacaCGCATCAACACGcacacaCGCATCcacacacacacacacacacacacacacacacaCGCACATacacacCcacacacacacacaCCcacacacacacacacacacacaTACACATACTCACATGCATCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 1 1 8 32 190 CTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctCTGTTGCTCTCCCTCTCAGC TTTGTGCTGTAGACCCTCTATGAC 32 52 9 20 198 24 60,108 60,082 42,600 30,600 4,189,875 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 8 20 156 CTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctCTGTTGCTCTCCCTCTCAGC TTGAGGTATAGAGGGAGAGGCA 32 20 9 20 164 22 60,108 59,482 42,600 47,500 2,626,640 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 9 20 153 GTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcT GTTGCTCTCCCTCTCAGCTC TGAGGTATAGAGGGAGAGGCA 30 20 11 20 163 21 59,824 58,856 40,900 47,500 2,319,980 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 9 20 155 CTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctCTGTTGCTCTCCCTCTCAGC TGAGGTATAGAGGGAGAGGCA 32 20 9 20 163 21 60,108 58,856 42,600 47,500 2,252,683 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 11 39 194 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCGTCTCTGTCTGTTGCTCTCCC TGCTGTAGACCCTCTATGACTCA 39 49 1 21 194 23 60,067 60,054 43,000 34,100 4,120,832 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 11 39 196 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCGTCTCTGTCTGTTGCTCTCCC TGTGCTGTAGACCCTCTATGAC 39 52 1 21 196 22 60,067 58,975 43,000 30,600 4,091,759 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 13 38 193 TCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCA TCTCTGTCTGTTGCTCTCCCT TGCTGTAGACCCTCTATGACTCA 38 49 2 21 194 23 60,203 60,054 42,000 34,100 4,256,731 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 13 36 191 TCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTTCTGTCTGTTGCTCTCCCTCT TGCTGTAGACCCTCTATGACTCA 36 49 4 21 194 23 60,203 60,054 36,900 34,100 4,256,731 B 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 11 131 CTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctc CTCAGCTCCCTCTCTCCAGT AGGGAGAGGCAGAGAGAGAC 18 11 23 20 153 20 60,033 59,741 40,000 33,600 0.291982 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 11 145 CTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctCTGTTGCTCTCCCTCTCAGC AGGGAGAGGCAGAGAGAGAC 32 11 9 20 153 20 60,108 59,741 42,600 33,600 0.367008 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 10 130 CTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctc CTCAGCTCCCTCTCTCCAGT GGGAGAGGCAGAGAGAGACA 18 10 23 20 152 20 60,033 60,034 40,000 34,100 0.066809 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 10 131 TCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctTCTCAGCTCCCTCTCTCCAG GGGAGAGGCAGAGAGAGACA 19 10 22 20 152 20 59,742 60,034 38,600 34,100 0.292085 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 10 142 GTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcT GTTGCTCTCCCTCTCAGCTC GGGAGAGGCAGAGAGAGACA 30 10 11 20 152 20 59,824 60,034 40,900 34,100 0.209131 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:14012:34940 1 61 62 16 1.5 AG TCTCTCTCTCTGTCTCTCTCTCTCTCTCTGTCTCTCTCTNA 0 0 14 10 144 CTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctCTGTTGCTCTCCCTCTCAGC GGGAGAGGCAGAGAGAGACA 32 10 9 20 152 20 60,108 60,034 42,600 34,100 0.141834 F 214 GTCTCTGTCTGTTGCTCTCCCTCTCAGCTCCctctctCCAGTtctctctcTGTCTCCAGTtctctctctcTGtctctctctctctctcTGtctctctctctctctctctctctctctctctcCCTGTCtgtgtgtctctctcTGCCTCTCCCTCTATACCTCAAGAGTCATTGAGTCATAGAGGGTCTACAGCACaaaaaGGCCCTTCGGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 1 1 10 0 138 GGTGAGACAGCagagagagAAGAGaaaaagagagaGg GGTGAGACAGCAGAGAGAGA ACATAGCTATTAATCCTTCTCAAACTG 33 0 81 20 218 27 58,167 57,447 31,000 31,600 11,385,947 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 0 0 10 0 139 GGGTGAGACAGCagagagagAAGAGaaaaagagagaG GGGTGAGACAGCAGAGAGAG ACATAGCTATTAATCCTTCTCAAACTG 34 0 80 20 218 27 59,183 57,447 32,000 31,600 10,370,077 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 0 0 11 0 139 GGGTGAGACAGCagagagagAAGAGaaaaagagagaG GGGTGAGACAGCAGAGAGAGA ACATAGCTATTAATCCTTCTCAAACTG 33 0 80 21 218 27 60,616 57,447 31,000 31,600 11,168,715 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 0 0 12 10 157 TGGgagagaGGGTGAGACAGCagagagagAAGAGaaaTGGGAGAGAGGGTGAGACAG TCTCCCTCTACATAGCTATTAATCCT 43 10 71 20 227 26 59,960 58,055 35,100 32,400 7,985,629 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 0 0 12 10 159 AGTGGgagagaGGGTGAGACAGCagagagagAAGAG AGTGGGAGAGAGGGTGAGAC TCTCCCTCTACATAGCTATTAATCCT 45 10 69 20 227 26 59,960 58,055 33,600 32,400 7,985,777 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:24931:32725 1 134 58 16 1.5 AG GAGAGAGAAGGAGAGAAGAGAGAGAAAGAGAGANA 0 0 12 10 160 CAGTGGgagagaGGGTGAGACAGCagagagagAAGA CAGTGGGAGAGAGGGTGAGA TCTCCCTCTACATAGCTATTAATCCT 46 10 68 20 227 26 59,960 58,055 32,700 32,400 7,985,629 F 227 ACACCCACAGGgagagagagagagaCACCCACAGGgagagagagagagagagagagagagaCAACCACAGTGGgagagaGGGTGAGACAGCagagagagAAGAGaaaaagagagaGgagagagaAACAGAAGGgagagagaAGgagagaagagagagAAagagagagagagagagagagagagagagagagCAGTTTGAGAAGGATTAATAGCTATGTAGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 1 1 9 3 133 GACAGAAacacacAGGCAGGAAGacacacacacacaca GACAGAAACACACAGGCAGG CGGGTATGTGTTTGCTTGCG 3 24 26 20 158 20 59,053 60,454 48,500 48,500 1,401,528 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 10 2 131 ACAGAAacacacAGGCAGGAAGacacacacacacacacaACAGAAACACACAGGCAGGA GGGTATGTGTTTGCTTGCGA 2 23 27 20 157 20 59,454 59,122 38,600 51,000 1,424,538 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 10 2 132 ACAGAAacacacAGGCAGGAAGacacacacacacacacaACAGAAACACACAGGCAGGA CGGGTATGTGTTTGCTTGCG 2 24 27 20 158 20 59,454 60,454 38,600 48,500 1,000,407 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 12 17 147 cacGcacacacaGAGACAGAAacacacAGGCAGGAAG CACGCACACACAGAGACAGA CGGGTATGTGTTTGCTTGCG 17 24 12 20 158 20 60,249 60,454 34,100 48,500 0.703316 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 12 17 184 cacGcacacacaGAGACAGAAacacacAGGCAGGAAG CACGCACACACAGAGACAGA TGAGTGTGGTCGTGAGCATT 17 61 12 20 195 20 60,249 59,607 34,100 35,600 0.641737 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 12 17 185 cacGcacacacaGAGACAGAAacacacAGGCAGGAAG CACGCACACACAGAGACAGA GTGAGTGTGGTCGTGAGCAT 17 62 12 20 196 20 60,249 60,320 34,100 37,900 0.568931 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 14 28 195 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGCAGTAACACACACGCACAC TGAGTGTGGTCGTGAGCATT 28 61 1 20 195 20 60,316 59,607 38,200 35,600 0.708575 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 14 28 196 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGCAGTAACACACACGCACAC GTGAGTGTGGTCGTGAGCAT 28 62 1 20 196 20 60,316 60,320 38,200 37,900 0.635769 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:25915:49760 1 49 66 16 1.5 AC ACACACACACACACACACACACACACACACACATACNA 0 0 14 23 191 AacacacacGcacacacaGAGACAGAAacacacAGGCAGAACACACACGCACACACAGA GTGAGTGTGGTCGTGAGCAT 23 62 6 20 196 20 60,672 60,320 34,100 37,900 0.991990 F 225 GCAGTAacacacacGcacacacaGAGACAGAAacacacAGGCAGGAAGacacacacacacacacacacacacacacacacATacacacacacacacATacacacacacacacacATACGCAGAACACAACATTTCACTCGCAAGCAAACACATACCCGAAGAGTACATCGAAACAAATGCTCACGACCACACTCACACGCACTCGACCACGCACGGCCAGGCGCG

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 20 242 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTC GGAGAGAACTGAAACCTTTCTACA 20 144 7 22 248 24 58,528 58,145 30,100 27,400 9,326,725 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 19 242 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT GGAGAGAACTGAAACCTTTCTACA 19 144 7 23 248 24 59,864 58,145 32,400 27,400 8,990,575 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 21 242 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACT GGAGAGAACTGAAACCTTTCTACA 21 144 7 21 248 24 57,433 58,145 30,100 27,400 9,422,523 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 19 114 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT TTTGTTCACACTGTCGGCCT 19 20 7 23 120 20 59,864 60,107 32,400 51,900 3,242,941 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 19 149 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT CAGCAAGCATTCGTGGGTTT 19 55 7 23 155 20 59,864 59,685 32,400 32,700 3,450,465 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 19 150 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT TCAGCAAGCATTCGTGGGTT 19 56 7 23 156 20 59,864 60,537 32,400 41,100 3,672,673 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 19 151 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT ATCAGCAAGCATTCGTGGGT 19 57 7 23 157 20 59,864 60,323 32,400 45,100 3,458,346 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 16 110 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT TTCACACTGTCGGCCTGAAA 19 16 7 23 116 20 59,864 59,821 32,400 26,900 3,314,764 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 12 106 ACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGC ACTGCACTTTCCTCTTGAACTCT CACTGTCGGCCTGAAAGTCT 19 12 7 23 112 20 59,864 59,966 32,400 32,400 3,169,589 B 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 4 96 ACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgt ACTCTTGAGTGTGTGCGTGC TTTGTTCACACTGTCGGCCT 4 20 25 20 120 20 61,154 60,107 53,400 51,900 1,261,616 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 4 167 ACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgt ACTCTTGAGTGTGTGCGTGC TGGAAAGGAGTTTGCGGTAGT 4 90 25 20 191 21 61,154 59,581 53,400 27,300 2,572,842 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 4 196 ACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgt ACTCTTGAGTGTGTGCGTGC CCCTTACTATCCATACTCAGTGTGT 4 115 25 20 220 25 61,154 59,401 53,400 37,200 6,753,035 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 6 91 TGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgt TGAACTCTTGAGTGTGTGCGT CACTGTCGGCCTGAAAGTCT 6 12 22 21 112 20 60,135 59,966 52,400 32,400 1,168,877 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 6 99 TGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgt TGAACTCTTGAGTGTGTGCGT TTTGTTCACACTGTCGGCCT 6 20 22 21 120 20 60,135 60,107 52,400 51,900 1,242,228 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 6 170 TGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgt TGAACTCTTGAGTGTGTGCGT TGGAAAGGAGTTTGCGGTAGT 6 90 22 21 191 21 60,135 59,581 52,400 27,300 2,553,455 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 6 199 TGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgt TGAACTCTTGAGTGTGTGCGT CCCTTACTATCCATACTCAGTGTGT 6 115 22 21 220 25 60,135 59,401 52,400 37,200 6,733,648 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 5 169 GAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtg GAACTCTTGAGTGTGTGCGTG TGGAAAGGAGTTTGCGGTAGT 5 90 23 21 191 21 59,741 59,581 53,400 27,300 2,677,620 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:26514:24075 1 49 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 5 198 GAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtg GAACTCTTGAGTGTGTGCGTG CCCTTACTATCCATACTCAGTGTGT 5 115 23 21 220 25 59,741 59,401 53,400 37,200 6,857,812 F 248 TGTAAAACTGCACTTTCCTCTTGAACTCTTGAgtgtgtGCGTGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATTTGGTGTTTAGACTTTCAGGCCGACAGTGTGAACAAATAATCCCCTTTATTAAAACCCACGAATGCTTGCTGATAATAAATTAAATAACTACCGCAAACTCCTTTCCAAAAGacacacTGAGTATGGATAGTAAGGGAAAATGTAGAAAGGTTTCAGTtctctcC

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 5 9 113 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT CCACTGATCCATACCCATGTCA 9 29 2 21 114 22 59,852 59,561 50,700 35,800 3,587,581 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 9 114 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT TCCACTGATCCATACCCATGTC 9 30 2 21 115 22 59,852 59,294 50,700 30,600 3,854,104 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 9 114 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT TCCACTGATCCATACCCATGT 9 31 2 21 115 21 59,852 58,225 50,700 32,100 3,923,864 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 9 172 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT TTCGCAAACTGGTGGTGGTT 9 90 2 21 173 20 59,852 60,682 50,700 36,700 1,830,011 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 9 173 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT TTTCGCAAACTGGTGGTGGT 9 91 2 21 174 20 59,852 60,682 50,700 41,600 1,830,011 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:28970:11593 1 32 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 9 174 TGGGATGGGTATAGGTACGCTACAGGATATtatatat TGGGATGGGTATAGGTACGCT ATTTCGCAAACTGGTGGTGG 9 92 2 21 175 20 59,852 59,327 50,700 46,100 1,821,883 F 183 ATGGGATGGGTATAGGTACGCTACAGGATATtatatatatatatatatatatatatatatataAATAAatatataaaaaGAGTCATGGTAATTGACATGGGTATGGATCAGTGGAAAGATGTTCCCCTGATCAGTCACCCATAAGCCTAAATCAaccaccaccAGTTTGCGAAATATTGCCTT

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 4 83 241 AAACATGGCGGTGCAAGCAGCTGGATGAACATTACAAACATGGCGGTGCAAGC CCAGCAGGTAGTGTGCAAGA 83 88 2 18 242 20 59,660 59,965 40,100 30,200 2,375,029 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 82 242 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTATAAACATGGCGGTGCAAGCA CCAGCAGGTAGTGTGCAAGA 82 88 1 20 242 20 61,175 59,965 39,100 30,200 1,210,664 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 83 242 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTATAAACATGGCGGTGCAAGC CCAGCAGGTAGTGTGCAAGA 83 88 1 19 242 20 59,416 59,965 40,100 30,200 1,619,302 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 69 229 GCAAGCAGCTGGATGAACATTACTGTGGAATGTAA GCAAGCAGCTGGATGAACAT CCAGCAGGTAGTGTGCAAGA 69 88 14 20 242 20 59,184 59,965 27,100 30,200 0.851050 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 1 131 CAGTGACAAATGAATGACTCCTCATtatatatatatatatCAGTGACAAATGAATGACTCCTCA CACGAATGCTAGATGTCTTATTATCA 1 48 78 24 208 26 59,001 57,252 38,600 21,500 13,747,691 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 5 1 165 CAGTGACAAATGAATGACTCCTCATtatatatatatatatCAGTGACAAATGAATGACTCCTCA CCAGCAGGTAGTGTGCAAGA 1 88 78 24 242 20 59,001 59,965 38,600 30,200 5,034,627 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 70 230 TGCAAGCAGCTGGATGAACATTACTGTGGAATGTA TGCAAGCAGCTGGATGAACA CCAGCAGGTAGTGTGCAAGA 70 88 13 20 242 20 60,538 59,965 31,800 30,200 0.573145 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 70 241 TGCAAGCAGCTGGATGAACATTACTGTGGAATGTA TGCAAGCAGCTGGATGAACA TCCATTCTCTCCCAGCAGGT 70 99 13 20 253 20 60,538 60,253 31,800 40,000 0.790709 F 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 2 132 ACAGTGACAAATGAATGACTCCTCATtatatatatatat ACAGTGACAAATGAATGACTCCTC CACGAATGCTAGATGTCTTATTATCA 2 48 77 24 208 26 59,000 57,252 37,100 21,500 13,748,331 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 6 2 166 ACAGTGACAAATGAATGACTCCTCATtatatatatatat ACAGTGACAAATGAATGACTCCTC CCAGCAGGTAGTGTGCAAGA 2 88 77 24 242 20 59,000 59,965 37,100 30,200 5,035,267 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 3 132 ACAGTGACAAATGAATGACTCCTCATtatatatatatat ACAGTGACAAATGAATGACTCCT CACGAATGCTAGATGTCTTATTATCA 3 48 77 23 208 26 58,022 57,252 36,900 21,500 13,726,479 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 3 166 ACAGTGACAAATGAATGACTCCTCATtatatatatatat ACAGTGACAAATGAATGACTCCT CCAGCAGGTAGTGTGCAAGA 3 88 77 23 242 20 58,022 59,965 36,900 30,200 5,013,416 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 71 231 GTGCAAGCAGCTGGATGAACATTACTGTGGAATGT GTGCAAGCAGCTGGATGAAC CCAGCAGGTAGTGTGCAAGA 71 88 12 20 242 20 60,109 59,965 31,800 30,200 0.144729 A 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA
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ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 71 237 GTGCAAGCAGCTGGATGAACATTACTGTGGAATGT GTGCAAGCAGCTGGATGAAC TCTCTCCCAGCAGGTAGTGT 71 94 12 20 248 20 60,109 59,590 31,800 35,500 0.519288 F 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 71 242 GTGCAAGCAGCTGGATGAACATTACTGTGGAATGT GTGCAAGCAGCTGGATGAAC TCCATTCTCTCCCAGCAGGT 71 99 12 20 253 20 60,109 60,253 31,800 40,000 0.362293 F 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:29853:61503 1 103 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 71 243 GTGCAAGCAGCTGGATGAACATTACTGTGGAATGT GTGCAAGCAGCTGGATGAAC TTCCATTCTCTCCCAGCAGG 71 100 12 20 254 20 60,109 59,085 31,800 48,500 1,024,055 F 281 TAAACATGGCGGTGCAAGCAGCTGGATGAACATTACTGTGGAATGTAAGTCTAAGACTGTATTCCCTACTTTACAAACAGTGACAAATGAATGACTCCTCATtatatatatatatatatatatatatatatataTGAATATTAAGTACTCATGTCCCCGTTATTATATCCAACAAAACAAAATGATAATAAGACATCTAGCATTCGTGCATGTATAACAGTTTCTTGCACACTACCTGCTGGgagagaATGGAATGTCTTTGAAAGGGGAAATTCATTTCA

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 84 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 17 2 90 ATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctc ATCTTTGTTACTCTCTGTCCCTC GGACAGAGAGAGACACAGATATGC 2 9 59 23 148 24 57,331 60,262 43,000 31,400 9,930,737 F 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 84 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 17 0 90 ATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctc ATCTTTGTTACTCTCTGTCCCTCTT GGACAGAGAGAGACACAGATATGC 0 9 59 25 148 24 59,217 60,262 28,500 31,400 10,044,418 F 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 84 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 18 1 90 ATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctc ATCTTTGTTACTCTCTGTCCCTCT GGACAGAGAGAGACACAGATATGC 1 9 59 24 148 24 58,662 60,262 36,900 31,400 9,599,360 F 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 1 12 8 139 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT CAGAGAGAGACACAGATATGCA 10 8 7 20 145 22 57,470 57,085 31,000 39,600 7,445,618 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 0 12 0 132 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT AGACACAGATATGCAATGACACA 10 0 7 20 138 23 57,470 58,164 31,000 37,200 7,366,138 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 0 12 0 133 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT GAGACACAGATATGCAATGACACA 10 0 7 20 139 24 57,470 59,128 31,000 37,200 7,402,584 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 0 13 8 140 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT ACAGAGAGAGACACAGATATGCA 10 8 7 20 146 23 57,470 58,723 31,000 39,600 6,807,102 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 0 14 9 142 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT GGACAGAGAGAGACACAGATATGC 10 9 7 20 148 24 57,470 60,262 31,000 31,400 6,792,032 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31446:58462 1 37 79 16 2 AG CTCTCTCTCTATGTCACTGTGTATCTTTGTTACTCTCTNA 0 0 14 8 141 ATGGCActctctGtctctcTAtctctcAACctctctctctATGT ATGGCACTCTCTGTCTCTCT GACAGAGAGAGACACAGATATGCA 10 8 7 20 147 24 57,470 59,662 31,000 39,600 6,868,296 G 161 GTATCTATGGCActctctGtctctcTAtctctcAACctctctctctATGTCACTGTGTATCTTTGTTActctctGTCCCTCTTtctctctctctctctctctctctctctctctcTGTGTCATTGCATATCTGTGtctctctcTGTCCctctctctctCAC

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 1 1 5 27 137 CAGGCACAGGACACAGAGTTAGTGAACCATCGACGCAGGCACAGGACACAGAGTT GCTCCGTAAATGGCTCAACA 31 27 87 20 223 20 59,893 58,551 30,100 33,300 1,556,440 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 5 27 139 AACAGGCACAGGACACAGAGTTAGTGAACCATCGAAACAGGCACAGGACACAGAG GCTCCGTAAATGGCTCAACA 33 27 85 20 223 20 59,893 58,551 33,500 33,300 1,556,440 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 6 27 138 CAGGCACAGGACACAGAGTTAGTGAACCATCGACGCAGGCACAGGACACAGAGTT AGCTCCGTAAATGGCTCAACA 31 27 87 20 224 21 59,893 59,997 30,100 33,300 1,110,574 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 6 27 206 AGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGT AGTAGATACCAGAGGCGGCT AGCTCCGTAAATGGCTCAACA 99 27 19 20 224 21 59,814 59,997 55,200 33,300 1,189,504 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 8 32 144 AACAGGCACAGGACACAGAGTTAGTGAACCATCGAAACAGGCACAGGACACAGAG ATGGAGCTCCGTAAATGGCT 33 32 85 20 228 20 59,893 59,160 33,500 47,500 0.947402 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 8 32 154 ACAAACTCCCAACAGGCACAGGACACAGAGTTAGT ACAAACTCCCAACAGGCACA ATGGAGCTCCGTAAATGGCT 43 32 75 20 228 20 60,034 59,160 45,700 47,500 0.873547 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 8 32 208 TAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATAGATACCAGAGGCGGCTCC ATGGAGCTCCGTAAATGGCT 97 32 21 20 228 20 60,540 59,160 47,000 47,500 1,379,847 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 8 32 210 AGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGT AGTAGATACCAGAGGCGGCT ATGGAGCTCCGTAAATGGCT 99 32 19 20 228 20 59,814 59,160 55,200 47,500 1,026,333 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:31619:11048 1 138 39 16 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTNA 0 0 8 31 142 CAGGCACAGGACACAGAGTTAGTGAACCATCGACGCAGGCACAGGACACAGAGTT ATGGAGCTCCGTAAATGGCT 31 32 87 20 228 20 59,893 59,160 30,100 47,500 0.947402 F 228 GaaaaaGaaaaaCAACTGAGTAGATACCAGAGGCGGCTCCCAGTGCTTCCAGTCCATGAATGGAATATTTATCCACAAACTCCCAACAGGCACAGGACACAGAGTTAGTGAACCATCGACGATAGGTGGTGTTTGTAagagagagagagagagagagagagagagagagTgagagaCGACAAATGCTATCTTCTCtttttCCATGTTGAGCCATTTACGGAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 10 11 112 TCACTCTGGAGGGAATCACATACATTCTcacacaGTGTCACTCTGGAGGGAATCACA AGTGATTGTCTAATTCCCTCCAC 26 11 63 20 174 23 57,674 57,896 35,800 40,200 7,429,920 B 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 11 113 CTCACTCTGGAGGGAATCACATACATTCTcacacaGT CTCACTCTGGAGGGAATCACA AGTGATTGTCTAATTCCCTCCAC 26 11 62 21 174 23 58,817 57,896 35,800 40,200 7,287,086 B 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 11 114 CTCACTCTGGAGGGAATCACATACATTCTcacacaGT CTCACTCTGGAGGGAATCACA AAGTGATTGTCTAATTCCCTCCAC 26 11 62 21 175 24 58,817 58,499 35,800 40,200 7,683,982 B 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 0 98 TCACTCTGGAGGGAATCACATACATTCTcacacaGTGTCACTCTGGAGGGAATCACA TCCCTCCACTGTGTGAGTCT 26 0 63 20 160 20 57,674 59,811 35,800 32,400 2,514,248 F 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 0 99 CTCACTCTGGAGGGAATCACATACATTCTcacacaGT CTCACTCTGGAGGGAATCACAT TCCCTCCACTGTGTGAGTCT 25 0 62 22 160 20 59,229 59,811 32,100 32,400 2,959,389 F 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 109 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 0 99 CTCACTCTGGAGGGAATCACATACATTCTcacacaGT CTCACTCTGGAGGGAATCACA TCCCTCCACTGTGTGAGTCT 26 0 62 21 160 20 58,817 59,811 35,800 32,400 2,371,414 F 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 1 12 0 132 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG TTCCCTCCACTGTGTGAGTC 0 1 30 18 161 20 62,067 58,951 68,600 33,600 5,115,617 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 0 12 0 140 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG TTGTCTAATTCCCTCCACTGTG 0 7 30 18 169 22 62,067 57,714 68,600 36,600 8,353,313 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 0 12 0 141 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG ATTGTCTAATTCCCTCCACTGTGT 0 6 30 18 170 24 62,067 59,710 68,600 37,200 8,356,688 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 0 13 0 132 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG TTCCCTCCACTGTGTGAGTCT 0 0 30 18 161 21 62,067 60,413 68,600 32,400 5,480,098 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 0 13 0 140 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG TTGTCTAATTCCCTCCACTGTGT 0 6 30 18 169 23 62,067 59,349 68,600 37,200 7,717,958 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:32390:56018 1 48 93 16 2 AC CACACACACACACACTCACTCTGGAGGGAATCACATNA 0 0 14 0 131 gggTTacacacacGCGCGcacacacacacacaCTCACTCTGGGGTTACACACACGCGCG TCCCTCCACTGTGTGAGTCT 0 0 30 18 160 20 62,067 59,811 68,600 32,400 4,255,604 G 176 CGAGGAGAGTTacacacacacAGCGAAgggggTTacacacacGCGCGcacacacacacacaCTCACTCTGGAGGGAATCACATACATTCTcacacaGTGAAGGGAGCTacacacacacacacacacacacacacacacacAGACTcacacaGTGGAGGGAATTAGACAATCACTTA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 68 246 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA ACAAACAGATGTGATTTATTGAGCT 100 68 4 21 249 25 59,575 57,542 45,100 40,900 8,883,475 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 63 242 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA ACAGATGTGATTTATTGAGCTTTCTG 100 63 4 21 245 26 59,575 58,241 45,100 30,200 9,184,531 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 17 194 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA AATGTACTTAACCCAGTCTGAGAA 100 17 4 21 197 24 59,575 57,318 45,100 28,700 8,106,795 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 16 194 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA AATGTACTTAACCCAGTCTGAGAAA 100 16 4 21 197 25 59,575 57,925 45,100 25,200 8,499,719 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 62 242 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA ACAGATGTGATTTATTGAGCTTTCTGA 100 62 4 21 245 27 59,575 59,391 45,100 32,700 9,034,212 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 189 CAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCAGCTTGAATCCACCCAAATCA ATGTACTTAACCCAGTCTGAGAAA 95 16 8 22 196 24 59,173 57,318 25,700 25,200 9,509,051 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 193 AGTTCAGCTTGAATCCACCCAAATCATCAACCTACa AGTTCAGCTTGAATCCACCCA ATGTACTTAACCCAGTCTGAGAAA 100 16 4 21 196 24 59,575 57,318 45,100 25,200 8,106,795 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 102 TCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgt TCCCACTGTCAATTTACGTGTG ATGTACTTAACCCAGTCTGAGAAA 8 16 95 22 196 24 58,865 57,318 38,200 25,200 9,816,954 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 101 CCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtg CCCACTGTCAATTTACGTGTGT ATGTACTTAACCCAGTCTGAGAAA 7 16 96 22 196 24 59,124 57,318 37,200 25,200 9,557,662 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 102 CCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtg CCCACTGTCAATTTACGTGTGT AATGTACTTAACCCAGTCTGAGAA 7 17 96 22 197 24 59,124 57,318 37,200 28,700 9,557,662 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 17 189 AGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCAGCTTGAATCCACCCAAATCA AATGTACTTAACCCAGTCTGAGAA 95 17 9 21 197 24 57,826 57,318 25,700 28,700 9,855,683 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:4097:54998 1 125 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 16 188 AGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCAGCTTGAATCCACCCAAATCA ATGTACTTAACCCAGTCTGAGAAA 95 16 9 21 196 24 57,826 57,318 25,700 25,200 9,855,683 F 250 CTGAGTTCAGCTTGAATCCACCCAAATCATCAACCTACaaaaaCCATATTGCCTCAAtttttCTGGACTTTaaaaaaTATCACTTAATCTATCTTCCCACTGTCAATTTACgtgtgtTTATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCGAGGTTGAAGCAtttttCTCAGACTGGGTTAAGTACATTAAAAGCTATCCTCTTTTATTTTCAGAAAGCTCAATAAATCACATCTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 107 65 16 2 AC CTCTCTCACACACACACTCACCCTCCACACACGCACANA 1 1 14 18 175 CTCATCCCTCTCACATACACCCctctctctctCCCTcacac CTCATCCCTCTCACATACACCC GACAGAGAAGGGTGAGCGTG 50 18 35 22 209 20 59,633 60,389 46,100 53,400 2,756,082 D 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 107 65 16 2 AC CTCTCTCACACACACACTCACCCTCCACACACGCACANA 0 0 14 16 173 CTCATCCCTCTCACATACACCCctctctctctCCCTcacac CTCATCCCTCTCACATACACCC CAGAGAAGGGTGAGCGTGTC 50 16 35 22 207 20 59,633 60,389 46,100 36,700 2,756,082 D 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 107 65 16 2 AC CTCTCTCACACACACACTCACCCTCCACACACGCACANA 0 0 14 14 171 CTCATCCCTCTCACATACACCCctctctctctCCCTcacac CTCATCCCTCTCACATACACCC GAGAAGGGTGAGCGTGTCTG 50 14 35 22 205 20 59,633 60,389 46,100 35,100 2,756,082 D 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 1 16 5 193 CCctctctTTcacacacaCTCATCCCTCTCACATACACCC CCCTCTCTTTCACACACACTCA GACAGAGAAGGGTGAGCGTG 18 5 17 22 209 20 59,897 60,389 34,100 53,400 2,492,260 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 0 16 3 191 CCctctctTTcacacacaCTCATCCCTCTCACATACACCC CCCTCTCTTTCACACACACTCA CAGAGAAGGGTGAGCGTGTC 18 3 17 22 207 20 59,897 60,389 34,100 36,700 2,492,260 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 0 16 2 190 CCctctctTTcacacacaCTCATCCCTCTCACATACACCC CCCTCTCTTTCACACACACTCA AGAGAAGGGTGAGCGTGTCT 18 2 17 22 206 20 59,897 60,541 34,100 34,100 2,643,924 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 0 17 5 181 cacacaCTCATCCCTCTCACATACACCCctctctctctCCC CACACACTCATCCCTCTCACA GACAGAGAAGGGTGAGCGTG 7 5 29 21 209 20 59,380 60,389 35,800 53,400 2,009,489 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 0 17 3 179 cacacaCTCATCCCTCTCACATACACCCctctctctctCCC CACACACTCATCCCTCTCACA CAGAGAAGGGTGAGCGTGTC 7 3 29 21 207 20 59,380 60,389 35,800 36,700 2,009,489 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10389:36293 1 57 128 16 6 AC CTCTCTCTCTCCCTCACACACACACACACTCACCTCA NA 0 0 17 1 177 cacacaCTCATCCCTCTCACATACACCCctctctctctCCC CACACACTCATCCCTCTCACA GAGAAGGGTGAGCGTGTCTG 7 1 29 21 205 20 59,380 60,389 35,800 35,100 2,009,489 G 217 ACAAACACTGTCTCACCCctctctTTcacacacaCTCATCCCTCTCACATACACCCctctctctctCCCTcacacacacacacaCTCACCTcacacacacaCTCACctctctcacacacacaCTCACCCTCcacacaCGcacacacacacacacacacacacacacacacaCCGtctctctctcACAGACACGCTCACCCTTCTCTGTCtttttGTT

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 50 211 AGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgg AGTTTATTCACATTCAAACCTGGG GTGACATACATTTCCATGGTTCTT 81 50 24 24 234 24 57,655 57,485 44,500 25,200 12,860,368 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 50 212 TAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTg TAGTTTATTCACATTCAAACCTGGG GTGACATACATTTCCATGGTTCTT 81 50 23 25 234 24 57,539 57,485 44,500 25,200 13,976,454 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 49 211 AGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgg AGTTTATTCACATTCAAACCTGGG GTGACATACATTTCCATGGTTCTTT 81 49 24 24 234 25 57,655 58,076 44,500 25,200 13,269,207 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 7 29 154 gtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGTGTGGAGTGGGTGGCATG GTGACATACATTTCCATGGTTCTT 29 50 81 19 234 24 60,973 57,485 40,600 25,200 8,488,553 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 7 24 128 gtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGTGTGGAGTGGGTGGCATG ACTGTTGTTACACATAGTTGCAAA 29 24 81 19 208 24 60,973 57,556 40,600 36,800 8,417,216 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 34 158 GGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCggggGGGTGTGTGGAGTGGGTG GTGACATACATTTCCATGGTTCTT 34 50 77 18 234 24 59,887 57,485 46,100 25,200 8,628,411 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 33 157 GgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggGGTGTGTGGAGTGGGTGG GTGACATACATTTCCATGGTTCTT 33 50 78 18 234 24 59,887 57,485 46,100 25,200 8,628,411 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 24 131 GgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggGGTGTGTGGAGTGGGTGG ACTGTTGTTACACATAGTTGCAAA 33 24 78 18 208 24 59,887 57,556 46,100 36,800 8,557,074 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:10703:62822 1 129 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 24 132 GGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCggggGGGTGTGTGGAGTGGGTG ACTGTTGTTACACATAGTTGCAAA 34 24 77 18 208 24 59,887 57,556 46,100 36,800 8,557,074 F 234 TGTTATGATTAACTGAGAAGGTTAGTTTATTCACATTCAAACCTGGGGTTGTAGGGTgggggTgggggCgggggCGGGgtgtgtGGAGTGGGTGGCATGGCACAGTGTCgggggggAGGTGTTTGCAAacacacacacacacacacacacacacacacacATgggggAATAGaaaaaaGGAAGATTTGCAACTATGTGTAACAACAGTAAAAGAACCATGGAAATGTATGTCAC

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 13 1 90 TCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgTCTGTGAGTGTATATGTGTATGCGT AACCATACAGGCACATACACAA 1 10 93 25 182 22 59,933 57,972 52,400 33,300 9,094,957 A 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 90 TCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgTCTGTGAGTGTATATGTGTATGCGT AACCATACAGGCACATACACA 1 11 93 25 182 21 59,933 57,288 52,400 37,200 8,779,299 A 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 90 TCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgTCTGTGAGTGTATATGTGTATGCGT AACCATACAGGCACATACACAAG 1 9 93 25 182 23 59,933 58,990 52,400 31,600 9,076,958 A 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 6 95 ACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTt ACTAATGTGTGTCTGTGAGTGT ACAGGCACATACACAAGCAA 15 6 82 22 176 20 57,327 58,020 35,500 39,100 6,652,442 F 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 94 ACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTt ACTAATGTGTGTCTGTGAGTGT CAGGCACATACACAAGCAAACA 15 3 82 22 175 22 57,327 59,966 35,500 28,300 6,707,019 F 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16021:31846 1 119 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 93 ACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTt ACTAATGTGTGTCTGTGAGTGT AGGCACATACACAAGCAAACAC 15 2 82 22 174 22 57,327 59,965 35,500 33,200 6,707,145 F 208 TATGTGAgtgtgtgtgtgagagagagagaATTGGTGTCTATAAGATAGATAAtgtgtgtgtgtgtgtgtgtgTTTATGAAAACTAAtgtgtgTCTGTGAGTGTATATGTGTATGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGTGTTTGCTTGTGTATGTGCCTGTATGGTTgagagaAagagagagTTCAGGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 7 5 94 CACCATGAGTCAAGGACTGCTCTGTATGTCTTtatat CACCATGAGTCAAGGACTGCT CACATGCATATATGGTCATACAGGT 11 5 76 21 169 25 59,997 58,825 42,400 40,000 7,178,359 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 5 95 TCACCATGAGTCAAGGACTGCTCTGTATGTCTTtata TCACCATGAGTCAAGGACTGC CACATGCATATATGGTCATACAGGT 12 5 75 21 169 25 59,998 58,825 44,000 40,000 7,177,901 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 7 5 146 CCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATCCGGGAGTCAAATCTACTGGA CACATGCATATATGGTCATACAGGT 63 5 24 21 169 25 58,892 58,825 38,600 40,000 8,283,639 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 8 5 147 CCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATCCGGGAGTCAAATCTACTGGA ACACATGCATATATGGTCATACAGGT 63 5 24 21 170 26 58,892 60,240 38,600 40,000 8,348,141 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 9 6 96 TCACCATGAGTCAAGGACTGCTCTGTATGTCTTtata TCACCATGAGTCAAGGACTGC ACACATGCATATATGGTCATACAGG 12 6 75 21 170 25 59,998 58,825 44,000 40,000 7,177,901 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:16924:60659 1 108 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 9 6 147 CCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATCCGGGAGTCAAATCTACTGGA ACACATGCATATATGGTCATACAGG 63 6 24 21 170 25 58,892 58,825 38,600 40,000 8,283,639 F 215 TCTCGAAACTGAGTATTCATCTACCGGGAGTCAAATCTACTGGAATCTCGAATTGCAATGGCCAAAACACTCAATCACCATGAGTCAAGGACTGCTCTGTATGTCTTtatatatatatatatatatatatatatatataTTTTAACCTGTATGACCatatatGCATGTGTTTTATCCttttttGCCTTTAGTAGTTAATAAACTTACTCTTATCT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 2 90 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGT ATGCAGCATCATATAATCAGTCTCAC 2 5 1 25 90 26 57,949 59,405 46,900 35,100 13,645,517 A 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 90 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGTCT ATGCAGCATCATATAATCAGTCTCAC 0 5 1 27 90 26 59,986 59,405 38,500 35,100 13,608,873 A 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 90 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGTCT ATGCAGCATCATATAATCAGTCTCA 0 6 1 27 90 25 59,986 58,292 38,500 32,700 13,722,611 A 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 172 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGT CCACTTAAATAATTCAGCAGCAAGC 2 88 1 25 172 25 57,949 59,482 46,900 40,100 12,568,739 F 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 172 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGTC CCACTTAAATAATTCAGCAGCAAGC 1 88 1 26 172 25 58,854 59,482 47,900 40,100 12,663,755 F 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:18274:22387 1 28 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 0 172 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgTGCACTATCTTTATCTGTATTCGGTCT CCACTTAAATAATTCAGCAGCAAGC 0 88 1 27 172 25 59,986 59,482 38,500 40,100 12,532,096 F 210 TGCACTATCTTTATCTGTATTCGGTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGAGACTGATTATATGATGCTGCATTAATTTAGATTAAgtgtgtGAGAATAAATAACTTTCTTGCtttttAAACTCTTAAAAGCTTGCTGCTGAATTATTTAAGTGGAATACACATTCCAAAGGTAATAAAAGACACATTTCTTT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 12 3 101 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC AGTGTGGGAGTGAGGGTGAG 26 3 3 20 103 20 57,527 60,834 41,600 35,100 3,306,530 A 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 3 103 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATCATGCAGTATCAGGTTCACACC AGTGTGGGAGTGAGGGTGAG 26 3 1 22 103 20 59,320 60,834 41,600 35,100 3,513,671 A 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 12 1 99 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC TGTGGGAGTGAGGGTGAGTG 26 1 3 20 101 20 57,527 61,121 41,600 35,100 3,594,102 A 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 18 26 126 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC GAGAGGGAGTGTGTGGGAGA 26 28 3 20 128 20 57,527 60,252 41,600 37,100 2,724,528 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 18 26 128 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATCATGCAGTATCAGGTTCACACC GAGAGGGAGTGTGTGGGAGA 26 28 1 22 128 20 59,320 60,252 41,600 37,100 2,931,669 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 19 26 194 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC GTGTAAGAGGGAGTGTGTGCA 26 95 3 20 196 21 57,527 59,930 41,600 45,700 3,542,829 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 141 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC AGAGGGAGTGTGTGGGAGAG 26 27 3 20 127 20 57,527 60,252 41,600 32,000 2,724,708 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 183 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC AGTGTGTGCAAGAGGGAGTG 26 53 3 20 153 20 57,527 59,893 41,600 35,100 2,580,151 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 183 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC AGTGTGTGCAAGAGGGAGTG 26 53 3 20 153 20 57,527 59,893 41,600 35,100 2,580,151 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 183 TGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCAGTATCAGGTTCACACC AGTGTGTGCAAGAGGGAGTG 26 53 3 20 153 20 57,527 59,893 41,600 35,100 2,580,151 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 190 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATCATGCAGTATCAGGTTCACACC GAGGGAGTGTGTGCAAGAGG 26 58 1 22 158 20 59,320 60,321 41,600 36,900 3,000,959 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:21146:11541 1 49 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 20 26 191 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATCATGCAGTATCAGGTTCACACC AGAGGGAGTGTGTGCAAGAG 26 59 1 22 159 20 59,320 59,316 41,600 28,500 3,363,810 F 221 CATGCAGTATCAGGTTCACACCAAGCCCTGGCTCATAATGCCAGCCCTacacacacacacacacacacacacacacacacCCACTCACCCTCACTCCCACACTcccccTCTCCcacacaCTCCCTCTCCcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTGcacacaCTCCCTCTTacacacacTCCCTCTTacacacacTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 1 1 2 4 247 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT GGGAGCCCAACACTGTTACT 4 148 15 21 261 20 58,945 59,599 36,700 22,400 2,455,393 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 2 4 248 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT AGGGAGCCCAACACTGTTAC 4 149 15 21 262 20 58,945 59,599 36,700 25,000 2,455,393 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 2 1 99 GCTAGGAGTTTCCACTTGGTATATacacacacacacacaGCTAGGAGTTTCCACTTGGTA TCTAGACTTTGAGGGCCTCC 3 1 16 21 114 20 57,025 58,133 32,500 43,000 5,842,531 B 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 2 1 99 GCTAGGAGTTTCCACTTGGTATATacacacacacacacaGCTAGGAGTTTCCACTTGGT TCTAGACTTTGAGGGCCTCC 4 1 16 20 114 20 57,139 58,133 36,700 43,000 4,728,510 B 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 2 1 100 GCTAGGAGTTTCCACTTGGTATATacacacacacacacaGCTAGGAGTTTCCACTTGGT TTCTAGACTTTGAGGGCCTCC 4 1 16 20 115 21 57,139 58,811 36,700 43,000 5,049,964 B 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 2 1 100 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT TCTAGACTTTGAGGGCCTCC 4 1 15 21 114 20 58,945 58,133 36,700 43,000 3,922,163 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 3 4 104 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT GGGTTCTAGACTTTGAGGGCC 4 4 15 21 118 21 58,945 60,065 36,700 58,000 3,120,145 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 3 4 105 ttGCTAGGAGTTTCCACTTGGTATATacacacacacaca TTGCTAGGAGTTTCCACTTGGT GGGTTCTAGACTTTGAGGGCC 4 4 14 22 118 21 59,558 60,065 36,700 58,000 3,507,096 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 3 4 140 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT CACAACATCACACGGTTCTCA 4 40 15 21 154 21 58,945 58,791 36,700 32,700 4,264,073 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 3 4 141 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT TCACAACATCACACGGTTCTCA 4 40 15 21 155 22 58,945 60,159 36,700 32,700 4,213,828 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 3 4 141 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT TCACAACATCACACGGTTCTC 4 41 15 21 155 21 58,945 58,520 36,700 28,700 4,534,637 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 4 4 249 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT CAGGGAGCCCAACACTGTTA 4 150 15 21 263 20 58,945 59,600 36,700 24,100 2,455,013 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 5 4 200 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT CTTGACTGCTCTCCTTGGCA 4 101 15 21 214 20 58,945 59,964 36,700 49,200 2,090,680 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 5 4 201 ttGCTAGGAGTTTCCACTTGGTATATacacacacacaca TTGCTAGGAGTTTCCACTTGGT CTTGACTGCTCTCCTTGGCA 4 101 14 22 214 20 59,558 59,964 36,700 49,200 2,477,631 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:23348:46718 1 40 54 16 1.5 AC ACACACACACACACACACACAAACACACACACACACNA 0 0 5 4 206 tGCTAGGAGTTTCCACTTGGTATATacacacacacacac TGCTAGGAGTTTCCACTTGGT AACGACCTTGACTGCTCTCC 4 107 15 21 220 20 58,945 59,681 36,700 37,100 2,373,561 F 267 AGTGAAGGCttttttGCTAGGAGTTTCCACTTGGTATATacacacacacacacacacacAAacacacacacacacacacacacacacacacacAGGAGGCCCTCAAAGTCTAGAAcccccACACTAATGAACATGAGAACCGTGTGATGTTGTGATGAATCTGTCTCGTTAAATAGATGCTGAATTGAATGAACTGCCAAGGAGAGCAGTCAAGGTCGTTTAGACATGCAGCAACCATACTAGTAACAGTGTTGGGCTCCCTGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 1 1 8 4 127 ctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTCTCTATATCGCTGCCCGGTC GCGAGAGACAGGCAGGTAAA 31 4 58 20 184 20 59,829 59,753 47,900 20,100 0.418089 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 0 0 8 4 130 GctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCC GCTCTCTATATCGCTGCCCG GCGAGAGACAGGCAGGTAAA 34 4 55 20 184 20 60,179 59,753 61,300 20,100 0.425785 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 0 0 8 4 182 GCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctct GCATCTCCCTCTGAGCCATT GCGAGAGACAGGCAGGTAAA 86 4 3 20 184 20 59,527 59,753 31,600 20,100 0.719961 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 0 0 8 4 183 TGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctcTGCATCTCCCTCTGAGCCAT GCGAGAGACAGGCAGGTAAA 87 4 2 20 184 20 60,693 59,753 44,000 20,100 0.940064 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 0 0 10 5 183 GCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctct GCATCTCCCTCTGAGCCATT AGCGAGAGACAGGCAGGTAA 86 5 3 20 185 20 59,527 60,612 31,600 28,500 1,085,500 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:25195:50269 1 109 52 16 2 AG CTCTCTCTCTCTCGCTCTCCCTCTCTCTCTCTCTCTCT NA 0 0 10 4 131 CGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTC CGCTCTCTATATCGCTGCCC GCGAGAGACAGGCAGGTAAA 35 4 54 20 184 20 60,179 59,753 53,600 20,100 0.425785 G 189 CTGCATCTCCCTCTGAGCCATTGAGTCTTGTCCCAtctctcTTCTTCCCCGCTCGctctctATATCGCTGCCCGGTCCCTCTCACCCAGTCCCTTTCACTGCCGCTGCctctctctctctCGCTCTCCctctctctctctctctctctctctctctctctCAATTTTACCTGCCTGtctctcGCTGACC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 1 1 2 1 149 AGACTGGTTTGGATGCACAAATCATCCCATAAGTGTAGACTGGTTTGGATGCACAA TTCCGGTCAGTGGTTTCTCA 53 1 56 20 204 20 57,637 58,875 33,300 32,700 3,488,086 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 3 1 98 CAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatata CAGATGCAGTTTACCAGCTGA TTCCGGTCAGTGGTTTCTCA 1 1 107 21 204 20 58,297 58,875 42,600 32,700 3,828,196 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 0 97 CAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatata CAGATGCAGTTTACCAGCTGA TCCGGTCAGTGGTTTCTCAA 1 0 107 21 203 20 58,297 58,875 42,600 30,200 3,828,196 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 0 98 TCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatat TCAGATGCAGTTTACCAGCTG TCCGGTCAGTGGTTTCTCAA 2 0 106 21 203 20 58,297 58,875 42,400 30,200 3,828,196 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 0 148 AGACTGGTTTGGATGCACAAATCATCCCATAAGTGTAGACTGGTTTGGATGCACAA TCCGGTCAGTGGTTTCTCAA 53 0 56 20 203 20 57,637 58,875 33,300 30,200 3,488,086 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 0 149 AAGACTGGTTTGGATGCACAAATCATCCCATAAGTGAAGACTGGTTTGGATGCACA TCCGGTCAGTGGTTTCTCAA 54 0 55 20 203 20 57,637 58,875 45,700 30,200 3,488,086 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 8 59 252 CCCATTTAATCTCATTGACAGAATGAGTTGtttttGCT CCCATTTAATCTCATTGACAGAATGA CCCTCATGATCACGGGTTCT 92 59 11 26 262 20 57,771 59,167 25,700 30,100 9,062,540 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 8 53 207 AGACTGGTTTGGATGCACAAATCATCCCATAAGTGTAGACTGGTTTGGATGCACAA CCCTCATGATCACGGGTTCT 53 59 56 20 262 20 57,637 59,167 33,300 30,100 3,196,594 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 10 61 254 CCCATTTAATCTCATTGACAGAATGAGTTGtttttGCT CCCATTTAATCTCATTGACAGAATGA CTCCCTCATGATCACGGGTT 92 61 11 26 264 20 57,771 59,167 25,700 41,100 9,062,540 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 10 60 253 CCCATTTAATCTCATTGACAGAATGAGTTGtttttGCT CCCATTTAATCTCATTGACAGAATGA TCCCTCATGATCACGGGTTC 92 60 11 26 263 20 57,771 59,169 25,700 36,200 9,059,901 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 10 54 209 AAGACTGGTTTGGATGCACAAATCATCCCATAAGTGAAGACTGGTTTGGATGCACA TCCCTCATGATCACGGGTTC 54 60 55 20 263 20 57,637 59,169 45,700 36,200 3,193,955 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:6167:60097 1 129 55 16 2 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 10 53 208 AGACTGGTTTGGATGCACAAATCATCCCATAAGTGTAGACTGGTTTGGATGCACAA TCCCTCATGATCACGGGTTC 53 60 56 20 263 20 57,637 59,169 33,300 36,200 3,193,955 G 278 AAAACAGCTCCCCATTTAATCTCATTGACAGAATGAGTTGtttttGCTAAAACTAAGACTGGTTTGGATGCACAAATCATCCCATAAGTGTTTATGGAGTTCAATTCAGATGCAGTTTACCAGCTGAAtgtgtgtgtatatatatatatatatatatatatatatatattttttatatatataTTGAGAAACCACTGACCGGaaaaaGAGTGACCTATGATCATGAGGAAAAGTCACCATATAGAACCCGTGATCATGAGGGAGGTTGTCTACAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 1 1 4 0 209 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG ACCACCTTCATCACCATGGC 0 111 8 20 216 20 60,938 60,324 51,200 44,000 1,261,424 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 0 0 4 0 214 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG TGAGCACCACCTTCATCACC 0 116 8 20 221 20 60,938 59,963 51,200 40,200 0.974431 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 0 0 5 0 213 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG GAGCACCACCTTCATCACCA 0 115 8 20 220 20 60,938 59,963 51,200 41,700 0.974431 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 0 0 6 0 170 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG ACGCTGACCCTCTGCCTC 0 74 8 20 177 18 60,938 61,386 51,200 47,000 4,323,936 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 0 0 6 0 171 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG GACGCTGACCCTCTGCCT 0 75 8 20 178 18 60,938 61,386 51,200 47,500 4,323,936 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:7791:18995 1 28 58 16 1.5 AG CTCTCTCTCTCTCTCTCTTTCTCTCCCTCTCTCTCTCTCNA 0 0 7 0 171 TTGAACTCGTTGAGGCGTCGctctctctctctctctctTtct TTGAACTCGTTGAGGCGTCG GACGCTGACCCTCTGCCTC 0 74 8 20 178 19 60,938 62,364 51,200 47,000 4,301,543 F 221 AGAGATATTGAACTCGTTGAGGCGTCGctctctctctctctctctTtctctcCctctctctctctctctctctctctctctctctTTGGCTCCCCTCGGTGCGGCCGGAGTGGTCGGCCcgcgcgcgGGCCgggggTgggggCTAAGGGTTGCCGGGCGGAGGCAGAGGGTCAGCGTCCGGCCGCGAGCTGCAGGCGCCATGGTGATGAAGGTGGTGCTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15016:23636 1 60 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 22 7 91 CCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc CCTCCCTCTCAGTTGCTAAGT AGTGAGCAACTTAGCAACTGAG 9 7 30 21 120 22 58,816 58,603 22,400 33,500 5,581,162 A 131 CTAAGTTGCTCACTTtctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctctctctctctctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2217:15016:23636 1 60 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 22 6 90 CCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc CCTCCCTCTCAGTTGCTAAGT GTGAGCAACTTAGCAACTGAGA 9 6 30 21 119 22 58,816 58,606 22,400 32,700 5,577,479 A 131 CTAAGTTGCTCACTTtctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctctctctctctctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2217:15016:23636 1 60 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 23 6 91 CCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc CCTCCCTCTCAGTTGCTAAGT AGTGAGCAACTTAGCAACTGAGA 9 6 30 21 120 23 58,816 59,930 22,400 32,700 5,253,838 A 131 CTAAGTTGCTCACTTtctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctctctctctctctctctctctctcCCTCCCTCTCAGTTGCTAAGTTGCTCACTTtctctctctc

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 1 1 10 0 102 cacacaTACACTTGCACGCGcacacacacacacacaCGca CACACATACACTTGCACGCG AGTCTATCCTCTTATCCTACCACCT 0 7 28 20 129 25 60,451 59,382 60,100 40,000 6,068,822 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 10 0 167 cacacaTACACTTGCACGCGcacacacacacacacaCGca CACACATACACTTGCACGCG CCAAAGGGCAGCTCACTGTA 0 77 28 20 194 20 60,451 59,963 60,100 27,400 0.487704 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 10 0 179 cacacaTACACTTGCACGCGcacacacacacacacaCGca CACACATACACTTGCACGCG GCTAGCTGTCCTCCAAAGGG 0 89 28 20 206 20 60,451 60,107 60,100 39,500 0.558431 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 10 0 183 cacacaTACACTTGCACGCGcacacacacacacacaCGca CACACATACACTTGCACGCG GCTTGCTAGCTGTCCTCCAA 0 93 28 20 210 20 60,451 60,036 60,100 35,300 0.486982 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 11 7 127 CCACTCGCACATACACCCACCCACTcacacaTACACTTCCACTCGCACATACACCCA AGTCTATCCTCTTATCCTACCACCT 26 7 3 19 129 25 59,705 59,382 45,100 40,000 6,912,952 B 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 12 19 202 GCACATACACCCACCCACTcacacaTACACTTGCACG GCACATACACCCACCCACTC GCTTGCTAGCTGTCCTCCAA 19 93 9 20 210 20 60,677 60,036 35,100 35,300 0.712792 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 12 7 121 GCACATACACCCACCCACTcacacaTACACTTGCACG GCACATACACCCACCCACTC AGTCTATCCTCTTATCCTACCACCT 19 7 9 20 129 25 60,677 59,382 35,100 40,000 6,294,633 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 12 7 126 CACTCGCACATACACCCACCCACTcacacaTACACTTGCACTCGCACATACACCCACC AGTCTATCCTCTTATCCTACCACCT 24 7 4 20 129 25 61,019 59,382 46,100 40,000 6,637,129 B 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 12 7 127 CCACTCGCACATACACCCACCCACTcacacaTACACTTCCACTCGCACATACACCCAC AGTCTATCCTCTTATCCTACCACCT 25 7 3 20 129 25 61,019 59,382 46,100 40,000 6,637,129 B 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 13 12 195 CACCCACCCACTcacacaTACACTTGCACGCGcacaca CACCCACCCACTCACACATA GCTTGCTAGCTGTCCTCCAA 12 93 16 20 210 20 59,310 60,036 22,900 35,300 0.726202 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 14 27 240 ACCCACTCGCACATACACCCACCCACTcacacaTACA ACCCACTCGCACATACACCC CTTGAGTGGAATGCAAGTTTGT 27 121 1 20 240 22 62,180 57,688 46,100 28,300 6,491,976 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 15 28 240 ACCCACTCGCACATACACCCACCCACTcacacaTACA ACCCACTCGCACATACACC CTTGAGTGGAATGCAAGTTTGT 28 121 1 19 240 22 59,705 57,688 41,600 28,300 5,607,240 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 15 28 240 ACCCACTCGCACATACACCCACCCACTcacacaTACA ACCCACTCGCACATACACC CTTGAGTGGAATGCAAGTTTGTA 28 120 1 19 240 23 59,705 57,563 41,600 24,100 6,732,713 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 15 10 193 CCCACCCACTcacacaTACACTTGCACGCGcacacacacCCCACCCACTCACACATACA GCTTGCTAGCTGTCCTCCAA 10 93 18 20 210 20 59,310 60,036 22,900 35,300 0.726202 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:17990:47984 1 48 50 16 1.5 AC CACACACACACACACACGCACACACACACACACACANA 0 0 15 7 112 CCCACCCACTcacacaTACACTTGCACGCGcacacacacCCCACCCACTCACACATACA AGTCTATCCTCTTATCCTACCACCT 10 7 18 20 129 25 59,310 59,382 22,900 40,000 6,308,043 F 242 ACCCACTCGCACATACACCCACCCACTcacacaTACACTTGCACGCGcacacacacacacacaCGcacacacacacacacacacacacacacacacaCTAGTATAGGTGGTAGGATAAGAGGATAGACTTAATGCttttttAACAGCTTGTAAAGAAGATAAAATAAAGGAATATACAGTGAGCTGCCCTTTGGAGGACAGCTAGCAAGCTACAGCATACAAACTTGCATTCCACTCAAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 1 1 6 16 138 GCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtGCATAGTAGTGTGCCTGTTTCTG ACGAACAAATGCGCAAACCT 28 16 54 23 191 20 59,628 59,616 30,200 35,000 3,756,155 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 6 16 139 TGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgTGCATAGTAGTGTGCCTGTTTCT ACGAACAAATGCGCAAACCT 29 16 53 23 191 20 59,992 59,616 25,200 35,000 3,391,889 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 6 16 139 TGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgTGCATAGTAGTGTGCCTGTTTC ACGAACAAATGCGCAAACCT 30 16 53 22 191 20 58,665 59,616 27,800 35,000 3,718,640 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 6 16 143 CGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATT CGTGTGCATAGTAGTGTGCC ACGAACAAATGCGCAAACCT 36 16 49 20 191 20 59,001 59,616 50,100 35,000 1,383,355 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 8 49 196 GAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTG GAGAGTTTGTCTGCGTGTGC TGAAGAGCTCTTTCACTCTCAA 49 54 36 20 231 22 59,767 57,055 45,700 30,200 5,177,950 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 8 49 196 GAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTG GAGAGTTTGTCTGCGTGTGC TGAAGAGCTCTTTCACTCTCAAT 49 53 36 20 231 23 59,767 57,519 45,700 25,700 5,713,974 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 8 16 144 GCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTAT GCGTGTGCATAGTAGTGTGC ACGAACAAATGCGCAAACCT 37 16 48 20 191 20 59,630 59,616 45,700 35,000 0.754222 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 8 16 156 GAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTG GAGAGTTTGTCTGCGTGTGC ACGAACAAATGCGCAAACCT 49 16 36 20 191 20 59,767 59,616 45,700 35,000 0.617280 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 105 51 16 2 AC TGTGTGTGTGTTTGTGGAAGTGTGTGTGTGTGTGTGNA 0 0 11 51 199 TGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGC TGTGAGAGTTTGTCTGCGTGT TGAAGAGCTCTTTCACTCTCAA 51 54 33 21 231 22 60,135 57,055 44,900 30,200 6,079,437 D 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 87 69 16 3 AC TGTGTGTGTGTGTGCATCTGTGTGTGTGTTTGTGGANA 0 1 9 21 190 TTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTG TTCTGTGTAATTGTGTGTCAGGG TCTTGAACGAACAAATGCGCA 56 21 8 23 197 21 58,866 59,668 44,500 60,900 5,465,885 G 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25438:59270 1 87 69 16 3 AC TGTGTGTGTGTGTGCATCTGTGTGTGTGTTTGTGGANA 0 0 11 22 190 TCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGT TCTGTGTAATTGTGTGTCAGGGA CTCTTGAACGAACAAATGCGC 55 22 9 23 198 21 59,610 59,028 42,000 60,900 5,361,618 G 231 TGTAATTTTCTGTGTAATtgtgtgTCAGGGATTGTGAGAGTTTGTCTGCGTGTGCATAGTAGTGTGCCTGTTTCTGTAATTATTTAtgtgtgtgtgtgtgCATCtgtgtgtgtgTTTGTGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTTAGCAATTAGGTTTGCGCATTTGTTCGTTCAAGAGTGATTGTGTTATTGAGAGTGAAAGAGCTCTTCA

ST‐E00142:460:H2K7HCCXY:6:2217:25611:55877 1 61 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 10 5 94 TGCACAGAGacacacacTATCTCACTcccccTGTCTcac TGCACAGAGACACACACTATCT AGAGTCTGTGGGAGTGACAGA 14 5 25 22 118 21 59,107 59,854 19,800 34,100 4,039,433 F 119 CACTcacacacacacacacacacaTGCACAGAGacacacacTATCTCACTcccccTGTCTcacacacacacacacacacacacacacacacaCTCACTCTGTCACTCCCACAGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2217:25611:55877 1 61 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 1 90 TGCACAGAGacacacacTATCTCACTcccccTGTCTcac TGCACAGAGACACACACTATCT TCTGTGGGAGTGACAGAGTGA 14 1 25 22 114 21 59,107 60,133 19,800 34,100 4,026,970 F 119 CACTcacacacacacacacacacaTGCACAGAGacacacacTATCTCACTcccccTGTCTcacacacacacacacacacacacacacacacaCTCACTCTGTCACTCCCACAGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2217:25611:55877 1 61 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 11 1 90 TGCACAGAGacacacacTATCTCACTcccccTGTCTcac TGCACAGAGACACACACTATCTC TCTGTGGGAGTGACAGAGTGA 13 1 25 23 114 21 60,057 60,133 27,500 34,100 4,190,726 F 119 CACTcacacacacacacacacacaTGCACAGAGacacacacTATCTCACTcccccTGTCTcacacacacacacacacacacacacacacacaCTCACTCTGTCACTCCCACAGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 18 250 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CTCCTTGGCAGTGAGTGTGG 18 160 6 20 255 20 59,962 60,605 22,400 41,700 0.643090 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 127 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CGGGCATACAGCTAGGTCAC 18 37 6 20 132 20 59,962 60,249 22,400 36,700 0.287799 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 131 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CCATCGGGCATACAGCTAGG 18 41 6 20 136 20 59,962 60,037 22,400 30,200 0.075262 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 145 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT TCGCTCTTTGTAGGCCATCG 18 55 6 20 150 20 59,962 60,179 22,400 38,400 0.217421 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 147 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CCTCGCTCTTTGTAGGCCAT 18 57 6 20 152 20 59,962 59,821 22,400 44,000 0.217310 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 149 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT TTCCTCGCTCTTTGTAGGCC 18 59 6 20 154 20 59,962 59,751 22,400 51,900 0.287708 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 184 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CATGGTCAGGAGCCTCAGTC 18 94 6 20 189 20 59,962 59,822 22,400 35,100 0.215914 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 192 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT TCCCTTTGCATGGTCAGGAG 18 102 6 20 197 20 59,962 59,671 22,400 36,900 0.367571 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 193 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CTCCCTTTGCATGGTCAGGA 18 103 6 20 198 20 59,962 59,671 22,400 38,600 0.367571 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 213 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT TCTTCCTGAGGTTGCTGCTC 18 123 6 20 218 20 59,962 59,677 22,400 42,600 0.361285 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 20 249 GAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAAGAGGCCAGGAAAGGTGCTAA CTTGGCAGTGAGTGTGGGAG 20 157 4 20 252 20 59,672 60,605 30,900 43,000 0.933038 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 18 126 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT GGGCATACAGCTAGGTCACC 18 36 6 20 131 20 59,962 59,893 22,400 40,200 0.145205 A 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:29011:52942 1 44 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 18 247 GGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCGGCCAGGAAAGGTGCTAAGT CTTGGCAGTGAGTGTGGGAG 18 157 6 20 252 20 59,962 60,605 22,400 43,000 0.643090 B 268 CATGAGGCCAGGAAAGGTGCTAAGTACAGCCATGATAACCACGtctctctctctctctctctctctctctctctcATGCTGCAGGAGGACCATGCCAGGATCATAGATCCTGGTGACCTAGCTGTATGCCCGATGGCCTACAAAGAGCGAGGAAGATGGAGgagagaGTGACTGAGGCTCCTGACCATGCAAAGGGAGGAGCAGCAACCTCAGGAAGAAGGGGCAGCTGGGGCTCCCACACTCACTGCCAAGGAGCGACAGTGCGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 1 1 12 4 119 CTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctct CTCTTGCTCCCTCAGTCTCG GAGGGAGGGAGAGCGAGC 4 21 3 20 121 18 59,545 61,224 40,400 50,300 3,678,999 B 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 14 4 120 CTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctct CTCTTGCTCCCTCAGTCTCG CGAGGGAGGGAGAGCGAG 4 22 3 20 122 18 59,545 60,905 40,400 50,300 3,360,276 B 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 14 3 118 CTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctc CTTGCTCCCTCAGTCTCGC CGAGGGAGGGAGAGCGAG 3 22 5 19 122 18 60,154 60,905 50,300 50,300 4,058,533 B 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 14 2 101 CTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctct CTCTTGCTCCCTCAGTCTCG GAGAGAGAGCCCGAGGGAG 4 2 3 20 103 19 59,545 60,528 40,400 43,000 1,983,719 F 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 15 4 112 CTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctct CTCTTGCTCCCTCAGTCTCG GGAGAGCGAGCGAGAGAGA 4 13 3 20 114 19 59,545 60,523 40,400 31,000 1,978,216 F 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:31680:45892 1 27 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCNA 0 0 16 4 112 CTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctct CTCTTGCTCCCTCAGTCTCG GGAGAGCGAGCGAGAGAGAG 4 12 3 20 114 20 59,545 61,499 40,400 32,000 1,954,275 F 132 CACTCTTGCTCCCTCAGTCTCGCTCCctctctctctctctctctctctctctctctctCActctctctctCGctctctctctCGCTCCCTCGGGctctctctCGCTCGCTCTCCCTCCCTCGCGCTCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 12 2 109 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA GAGTGAAAGAGATTGAGCGAGA 33 2 48 20 156 22 59,751 57,897 35,800 40,400 4,352,207 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 4 112 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA AGAGAGTGAAAGAGATTGAGCGA 33 4 48 20 159 23 59,751 59,239 35,800 49,300 4,010,060 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 4 149 TCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCATCCGATTCTCTCACTCTCTGC AGAGAGTGAAAGAGATTGAGCGA 69 4 11 21 159 23 58,979 59,239 42,600 49,300 5,781,938 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 2 110 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA AGAGTGAAAGAGATTGAGCGAGA 33 2 48 20 157 23 59,751 59,239 35,800 40,400 4,010,060 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 2 146 CCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCA CCGATTCTCTCACTCTCTGCT AGAGTGAAAGAGATTGAGCGAGA 68 2 12 21 157 23 58,976 59,239 42,400 40,400 5,784,891 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 2 147 TCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCATCCGATTCTCTCACTCTCTGC AGAGTGAAAGAGATTGAGCGAGA 69 2 11 21 157 23 58,979 59,239 42,600 40,400 5,781,938 F 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 1 6 22 169 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA ATGAGAGAAGGCGAGCAAGG 33 22 48 20 216 20 59,751 59,822 35,800 36,100 0.426447 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 6 16 163 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA GAAGGCGAGCAAGGGTGATA 33 16 48 20 210 20 59,751 59,822 35,800 21,500 0.426911 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 6 15 162 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA AAGGCGAGCAAGGGTGATAG 33 15 48 20 209 20 59,751 59,821 35,800 20,800 0.427842 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 6 14 161 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA AGGCGAGCAAGGGTGATAGA 33 14 48 20 208 20 59,751 60,688 35,800 19,800 0.936600 D 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 8 13 160 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA GGCGAGCAAGGGTGATAGAG 33 13 48 20 207 20 59,751 60,250 35,800 24,300 0.498500 D 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 8 11 158 TGCACTGTGTCACACTGTCAGACTTTATCTCActctct TGCACTGTGTCACACTGTCA CGAGCAAGGGTGATAGAGCG 33 11 48 20 205 20 59,751 60,596 35,800 50,300 0.844925 D 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 22 206 TCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCATCCGATTCTCTCACTCTCTGC ATGAGAGAAGGCGAGCAAGG 69 22 11 21 216 20 58,979 59,822 42,600 36,100 2,198,325 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 16 200 TCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCATCCGATTCTCTCACTCTCTGC GAAGGCGAGCAAGGGTGATA 69 16 11 21 210 20 58,979 59,822 42,600 21,500 2,198,789 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 15 199 TCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCATCCGATTCTCTCACTCTCTGC AAGGCGAGCAAGGGTGATAG 69 15 11 21 209 20 58,979 59,821 42,600 20,800 2,199,720 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 0 132 CActctctctCGATCATTCCCTGtctctctctctctctctctctct CACTCTCTCTCGATCATTCCCTG AAGGCGAGCAAGGGTGATAG 0 15 78 23 209 20 59,995 59,821 44,500 20,800 3,183,629 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 0 133 CActctctctCGATCATTCCCTGtctctctctctctctctctctct CACTCTCTCTCGATCATTCCCTG GAAGGCGAGCAAGGGTGATA 0 16 78 23 210 20 59,995 59,822 44,500 21,500 3,182,697 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4259:51096 1 101 74 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCGNA 0 0 11 0 139 CActctctctCGATCATTCCCTGtctctctctctctctctctctct CACTCTCTCTCGATCATTCCCTG ATGAGAGAAGGCGAGCAAGG 0 22 78 23 216 20 59,995 59,822 44,500 36,100 3,182,233 G 222 ATTTTCTCACTCCGATtctctcActctctGCTTTACTCGTTCTGTTTTGCACTGTGTCACACTGTCAGACTTTATCTCActctctctCGATCATTCCCTGtctctctctctctctctctctctctctctctcTATCTCGCTCAATCTCTTTCActctctCACTGtctctctctcTGCCTCCATATCGCTCTATCACCCTTGCTCGCCTtctctcATACTCGC

ST‐E00142:460:H2K7HCCXY:6:2217:4838:27486 1 32 48 16 1.5 AT ATATATATATATATACATATATATATATATATATATA NA 1 1 5 0 153 TTTATAAAGTAGCCAGGTTGATGTAGatatatatatata TTTATAAAGTAGCCAGGTTGATGTAG CCTTCCTTCCCAAGACCACA 0 59 6 26 158 20 57,042 59,229 27,400 41,700 9,729,245 F 171 ATAATTTTATAAAGTAGCCAGGTTGATGTAGatatatatatatatACatatatatatatatatatatatatatatatatAAACCAGCCTCCCCTTGTTGCAGAAAATGAAATGAAACCATTTCATTTCTTCtttttGATGTGGTCTTGGGAAGGAAGGATAGGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:4838:27486 1 32 48 16 1.5 AT ATATATATATATATACATATATATATATATATATATA NA 0 0 5 0 153 TTTATAAAGTAGCCAGGTTGATGTAGatatatatatata TTTATAAAGTAGCCAGGTTGATGTAG CCTTCCTTCCCAAGACCACAT 0 58 6 26 158 21 57,042 59,644 27,400 32,100 10,313,838 F 171 ATAATTTTATAAAGTAGCCAGGTTGATGTAGatatatatatatatACatatatatatatatatatatatatatatatatAAACCAGCCTCCCCTTGTTGCAGAAAATGAAATGAAACCATTTCATTTCTTCtttttGATGTGGTCTTGGGAAGGAAGGATAGGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:4838:27486 1 32 48 16 1.5 AT ATATATATATATATACATATATATATATATATATATA NA 0 0 5 0 154 TTTATAAAGTAGCCAGGTTGATGTAGatatatatatata TTTATAAAGTAGCCAGGTTGATGTAG TCCTTCCTTCCCAAGACCAC 0 60 6 26 159 20 57,042 58,935 27,400 41,600 10,022,943 F 171 ATAATTTTATAAAGTAGCCAGGTTGATGTAGatatatatatatatACatatatatatatatatatatatatatatatatAAACCAGCCTCCCCTTGTTGCAGAAAATGAAATGAAACCATTTCATTTCTTCtttttGATGTGGTCTTGGGAAGGAAGGATAGGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 6 112 GCTCCCACAAACAGCAATGTGATAATGATCAGCTAAGCTCCCACAAACAGCAATGT TTTGCTGGATGAACTGACTAATATTT 28 6 133 20 244 26 59,324 57,420 27,100 14,000 9,255,483 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 113 AGCTCCCACAAACAGCAATGTGATAATGATCAGCTAAGCTCCCACAAACAGCAATG TTTGCTGGATGAACTGACTAATATTT 29 6 132 20 244 26 59,036 57,420 28,200 14,000 9,543,812 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 191 TCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTATCAGGCATCTCAAAGCACTT TTTGCTGGATGAACTGACTAATATTT 107 6 54 20 244 26 57,426 57,420 31,600 14,000 11,153,855 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 191 TCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTATCAGGCATCTCAAAGCACTTT TTTGCTGGATGAACTGACTAATATTT 106 6 54 21 244 26 58,132 57,420 26,600 14,000 11,447,473 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 192 ATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTATCAGGCATCTCAAAGCACT TTTGCTGGATGAACTGACTAATATTT 108 6 53 20 244 26 57,197 57,420 44,000 14,000 11,382,880 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 115 CAAGCTCCCACAAACAGCAATGTGATAATGATCAG CAAGCTCCCACAAACAGCAA TTTGCTGGATGAACTGACTAATATTT 31 6 130 20 244 26 59,254 57,420 39,100 14,000 9,325,913 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 182 TCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTCAAAGCACTTTACAGCCAGTG TTTGCTGGATGAACTGACTAATATTT 96 6 63 22 244 26 59,382 57,420 36,600 14,000 11,198,091 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 181 CAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTCAAAGCACTTTACAGCCAGTGA TTTGCTGGATGAACTGACTAATATTT 95 6 64 22 244 26 59,382 57,420 34,100 14,000 11,198,091 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:7669:40794 1 181 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 6 178 AGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAAGCACTTTACAGCCAGTGAAG TTTGCTGGATGAACTGACTAATATTT 93 6 67 21 244 26 58,502 57,420 30,200 14,000 11,078,017 A 262 GTTTTGATTGAAGAAAAGaaaaaGTTACATTTATCCAGTGCTTTTCATGACTATCAGGCATCTCAAAGCACTTTACAGCCAGTGAAGTACTTTTGAAGTGTAGTCGCTATTGTAATGTATGAAACGTGGCAAGCTCCCACAAACAGCAATGTGATAATGATCAGCTAACCTGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGATAAATATTAGTCAGTTCATCCAGCAAAACTCCCCTGCTCtttttC

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 46 190 TTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCTTCAGTTCCCACAGACAAGC GCCAGTCACTACAGAAACTTAGC 46 69 40 20 229 23 58,033 59,320 40,100 30,900 5,647,777 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 17 171 ACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTT ACAAATCCACACATCTAGCGC CCGGACAAACTCCCAGAGAA 81 17 4 21 174 20 58,990 59,315 59,200 28,700 2,694,871 F 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 45 190 TTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCTTCAGTTCCCACAGACAAGCT GCCAGTCACTACAGAAACTTAGC 45 69 40 21 229 23 59,510 59,320 37,400 30,900 5,170,948 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 24 141 TTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCTTCAGTTCCCACAGACAAGCT CCTGAGCCGGACAAACTCC 45 24 40 21 180 19 59,510 60,376 37,400 38,500 2,866,527 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 23 140 TTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCTTCAGTTCCCACAGACAAGCT CTGAGCCGGACAAACTCCC 45 23 40 21 179 19 59,510 60,376 37,400 43,000 2,866,527 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 17 135 TTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCTTCAGTTCCCACAGACAAGCT CCGGACAAACTCCCAGAGAA 45 17 40 21 174 20 59,510 59,315 37,400 28,700 2,175,587 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 45 191 TCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCAGTTCCCACAGACAAGCT AAGCCAGTCACTACAGAAACTT 45 72 41 20 231 22 58,868 57,576 37,400 26,600 5,555,263 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 24 140 TCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCAGTTCCCACAGACAAGCT CCTGAGCCGGACAAACTCC 45 24 41 20 180 19 58,868 60,376 37,400 38,500 2,507,675 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 17 134 TCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCAGTTCCCACAGACAAGCT CCGGACAAACTCCCAGAGAA 45 17 41 20 174 20 58,868 59,315 37,400 28,700 1,816,735 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:8724:2645 1 106 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 16 134 TCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCAGTTCCCACAGACAAGCT CCGGACAAACTCCCAGAGAAT 45 16 41 20 174 21 58,868 59,721 37,400 24,000 2,410,909 A 231 ATTACAAATCcacacaTCTAGCGCTTTTACCTTTCATCTTTCAGTTCCCACAGACAAGCTGTCTTTACTAACCTTCCTCCAGTTTAATTAATCATGCATGCGTATacacacacacacacacacacacacacacacacGGACAAAACTCTGGAAATTCTCTGGGAGTTTGTCCGGCTCAGGCGCACAGCGTGCCTTGCCCCTGAAAAGCTAAGTTTCTGTAGTGACTGGCTT

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 1 1 8 13 148 GGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtaGGGAGTGCTGCAGGTCAATA TGCTCCCAATTTGTATCTATCTCT 13 33 134 20 281 24 59,747 57,246 19,000 31,000 7,006,956 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 12 20 155 GTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAGTACTGAGGGAGTGCTGCAG TGCTCCCAATTTGTATCTATCTCT 20 33 127 20 281 24 60,108 57,246 44,100 31,000 6,862,337 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 14 33 242 GCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCGCTGTGATGTTGGAGGGTCA TGCTCCCAATTTGTATCTATCTCT 107 33 40 20 281 24 59,963 57,246 40,200 31,000 6,790,645 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 14 33 274 CTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTCTGTTCTGTCGGAGGGTCAG TGCTCCCAATTTGTATCTATCTCT 139 33 8 20 281 24 59,755 57,246 35,100 31,000 6,998,906 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 16 33 230 GAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGAGGGTCAGTACTGAGGGCA TGCTCCCAATTTGTATCTATCTCT 95 33 52 20 281 24 60,615 57,246 53,600 31,000 7,368,891 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 18 33 232 TGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCATGGAGGGTCAGTACTGAGGG TGCTCCCAATTTGTATCTATCTCT 97 33 50 20 281 24 59,959 57,246 43,000 31,000 6,795,151 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 18 33 266 TCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTTCGGAGGGTCAGTACTGAGG TGCTCCCAATTTGTATCTATCTCT 131 33 16 20 281 24 60,034 57,246 38,600 31,000 6,788,293 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 20 33 208 CTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCCTGCACTGTCAGAGGGTCAG TGCTCCCAATTTGTATCTATCTCT 39 33 108 20 281 24 60,038 57,246 35,100 31,000 6,791,424 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2217:9962:7357 1 167 58 16 1.5 AG TATATATATATATATATATATATATAGAGAGAGAGANA 0 0 20 33 208 CTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCCTGCACTGTCAGAGGGTCAG TGCTCCCAATTTGTATCTATCTCT 39 33 108 20 281 24 60,038 57,246 35,100 31,000 6,791,424 B 281 GGGAGTGCTGTTCTGTCGGAGGGTCAGTACTGAGGGAGCGCTGTGATGTTGGAGGGTCAGTACTGAGGGCACGCTGCACTGTCAGAGGGTCAGTAATTGAGGGAGTGCTGCACTGTCAGAGGGTCAGTACTGAGGGAGTGCTGCAGGTCAATACAAAAGAAAAGTGtatatatatatatatatatatatatagagagagagagagagagagagagagagagagaTAGAGATATGAAGATAGAGGTAGGGGTAGAGATAGAGATAGATACAAATTGGGAGCA

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 4 22 185 GCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCGCTACCAGCTCTGTTTGCCT TCCTGATGAGGGCAGAGTCA 22 76 47 20 231 20 60,322 59,958 47,500 34,100 0.363692 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 22 192 GCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCGCTACCAGCTCTGTTTGCCT CGGTATTTCCTGATGAGGGCA 22 82 47 20 238 21 60,322 59,859 47,500 53,600 1,462,861 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 22 193 GCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCGCTACCAGCTCTGTTTGCCT ACGGTATTTCCTGATGAGGGC 22 83 47 20 239 21 60,322 59,859 47,500 51,900 1,463,062 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 22 138 GCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCGCTACCAGCTCTGTTTGCCT CGATTGGGCCAGAGGAAGAG 22 29 47 20 184 20 60,322 60,179 47,500 28,500 0.501070 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 136 TACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTC TACCAGCTCTGTTTGCCTCC CGATTGGGCCAGAGGAAGAG 20 29 49 20 184 20 59,675 60,179 43,000 28,500 0.504005 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 183 TACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTC TACCAGCTCTGTTTGCCTCC TCCTGATGAGGGCAGAGTCA 20 76 49 20 231 20 59,675 59,958 43,000 34,100 0.366627 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 190 TACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTC TACCAGCTCTGTTTGCCTCC CGGTATTTCCTGATGAGGGCA 20 82 49 20 238 21 59,675 59,859 43,000 53,600 1,465,795 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 15 131 GCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctc GCTCTGTTTGCCTCCCTCTC CGATTGGGCCAGAGGAAGAG 15 29 54 20 184 20 60,392 60,179 32,000 28,500 0.571389 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:12560:12842 1 89 47 16 1.5 AG CTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 15 178 GCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctc GCTCTGTTTGCCTCCCTCTC TCCTGATGAGGGCAGAGTCA 15 76 54 20 231 20 60,392 59,958 32,000 34,100 0.434011 F 242 CTCActctctctctGTCTGCctctctctctctCCCTGTCCGCCCCAGCTACCAGCTCTGTTTGCCTCCctctctTTCACTCACTCTCActctctctctctctGtctctctctctctctctctctctctctctctcccccccTCTCCctctctctGTTGGTCCGTCTCTTCCTCTGGCCCAATCGGTCTGCCCCACTcccccTCTGTCTGGGTGACTCTGCCCTCATCAGGAAATACCGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 1 1 4 48 199 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA CGAGGTTCTGGTTCAGGTTATT 48 58 46 20 244 22 58,959 58,061 51,000 14,000 4,979,712 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 48 199 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA CGAGGTTCTGGTTCAGGTTAT 48 59 46 20 244 21 58,959 57,388 51,000 18,900 4,652,412 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 48 199 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA CGAGGTTCTGGTTCAGGTTATTG 48 57 46 20 244 23 58,959 59,315 51,000 19,000 4,725,434 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 48 200 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA TCGAGGTTCTGGTTCAGGTT 48 61 46 20 245 20 58,959 58,580 51,000 35,000 2,461,076 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 48 201 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA ATCGAGGTTCTGGTTCAGGT 48 62 46 20 246 20 58,959 58,354 51,000 40,000 2,686,356 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 47 200 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCAA TCGAGGTTCTGGTTCAGGTT 47 61 46 21 245 20 59,587 58,580 48,500 35,000 2,833,140 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 24 176 TTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGTTTCCTCCAGGTCCTGTGGA TCGAGGTTCTGGTTCAGGTT 24 61 70 20 245 20 60,105 58,580 40,200 35,000 1,525,102 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 4 8 160 TGgagagaGGCGTTGTGTTGGGGAAGGActctctctctc TGGAGAGAGGCGTTGTGTTG TCGAGGTTCTGGTTCAGGTT 8 61 86 20 245 20 60,250 58,580 33,300 35,000 1,670,298 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 5 19 171 TCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAA TCCAGGTCCTGTGGAGAGAG TCGAGGTTCTGGTTCAGGTT 19 61 75 20 245 20 59,960 58,580 32,000 35,000 1,460,781 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 102 TGgagagaGGCGTTGTGTTGGGGAAGGActctctctctc TGGAGAGAGGCGTTGTGTTG ACTGATCAACATGCTCACAGGA 8 1 86 20 187 22 60,250 59,696 33,300 38,600 2,553,758 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 113 TCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAA TCCAGGTCCTGTGGAGAGAG ACTGATCAACATGCTCACAGGA 19 1 75 20 187 22 59,960 59,696 32,000 38,600 2,344,241 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 118 TTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGTTTCCTCCAGGTCCTGTGGA ACTGATCAACATGCTCACAGGA 24 1 70 20 187 22 60,105 59,696 40,200 38,600 2,408,562 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 121 TGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGATTTCCTCCAGGTCCTGTG ACTGATCAACATGCTCACAGGA 26 1 67 21 187 22 59,370 59,696 36,600 38,600 3,934,259 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 126 CGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTCGCAATGATTTCCTCCAGGTC ACTGATCAACATGCTCACAGGA 31 1 62 21 187 22 59,327 59,696 38,500 38,600 3,976,771 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 127 TCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTCGCAATGATTTCCTCCAGGT ACTGATCAACATGCTCACAGGA 32 1 61 21 187 22 59,718 59,696 40,000 38,600 3,585,756 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 142 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCA ACTGATCAACATGCTCACAGGA 48 1 46 20 187 22 58,959 59,696 51,000 38,600 3,344,536 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 142 AGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGT AGTGACCTCAAACTCTCGCAA ACTGATCAACATGCTCACAGGA 47 1 46 21 187 22 59,587 59,696 48,500 38,600 3,716,600 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 6 1 143 AAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGAAGTGACCTCAAACTCTCGCA ACTGATCAACATGCTCACAGGA 48 1 45 21 187 22 59,587 59,696 51,000 38,600 3,716,600 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 7 62 241 TGTTAACATAAAGCACTGTACTTCACAAATGATAGT TGTTAACATAAAGCACTGTACTTCACA ATCGAGGTTCTGGTTCAGGT 81 62 6 27 246 20 59,504 58,354 35,800 40,000 9,141,972 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 7 61 240 TGTTAACATAAAGCACTGTACTTCACAAATGATAGT TGTTAACATAAAGCACTGTACTTCAC TCGAGGTTCTGGTTCAGGTT 82 61 6 26 245 20 58,142 58,580 31,800 35,000 9,277,999 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 7 61 240 TGTTAACATAAAGCACTGTACTTCACAAATGATAGT TGTTAACATAAAGCACTGTACTTCACA TCGAGGTTCTGGTTCAGGTT 81 61 6 27 245 20 59,504 58,580 35,800 35,000 8,916,692 F 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 8 59 240 ATGTTAACATAAAGCACTGTACTTCACAAATGATAGATGTTAACATAAAGCACTGTACTTCAC CGAGGTTCTGGTTCAGGTTAT 82 59 5 27 244 21 58,496 57,388 31,800 18,900 12,115,770 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 8 59 240 ATGTTAACATAAAGCACTGTACTTCACAAATGATAGATGTTAACATAAAGCACTGTACTTCA CGAGGTTCTGGTTCAGGTTAT 83 59 5 26 244 21 57,384 57,388 30,200 18,900 12,227,644 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:14864:65669 1 114 51 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 8 57 240 ATGTTAACATAAAGCACTGTACTTCACAAATGATAGATGTTAACATAAAGCACTGTACTTCAC CGAGGTTCTGGTTCAGGTTATTG 82 57 5 27 244 23 58,496 59,315 31,800 19,000 12,188,793 B 258 CAAGATGTTAACATAAAGCACTGTACTTCACAAATGATAGTCTGAAGTGACCTCAAACTCTCGCAATGATTTCCTCCAGGTCCTGTGgagagaGGCGTTGTGTTGGGGAAGGActctctctctctctctctctctctctctctctTtctctctcTTtctctctcTTCCTGTGAGCATGTTGATCAGTAGATCTCCTAATATCACTGCAGTGTTAATAGAATCAATAACCTGAACCAGAACCTCGatatatTTCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 59 219 CATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCAC CATCTCCTCCTCTGCAGCTG GGTCTCTGATGTCCAACCCG 88 59 26 20 244 20 59,895 60,108 42,400 52,800 0.213361 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 59 237 CTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTCTATCCCTGCTCCAAAGGCA GGTCTCTGATGTCCAACCCG 106 59 8 20 244 20 59,452 60,108 47,500 52,800 0.656169 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 59 244 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCCTCAGTCTATCCCTGCTCCA GGTCTCTGATGTCCAACCCG 112 59 1 21 244 20 60,412 60,108 38,600 52,800 1,520,355 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 60 245 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCCTCAGTCTATCCCTGCTCC GGGTCTCTGATGTCCAACCC 113 60 1 20 245 20 58,663 59,747 47,000 41,100 1,590,445 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 59 244 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCCTCAGTCTATCCCTGCTCC GGTCTCTGATGTCCAACCCG 113 59 1 20 244 20 58,663 60,108 47,000 52,800 1,445,256 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 42 182 TACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCTACCCATTCAGCCCTTCACC CCGATCACACGTCCCTTCAT 68 42 46 20 227 20 59,376 59,824 40,200 25,700 0.799483 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 140 CCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTA CCCACTGACTCCCTGTTGTG TCATCGTCTCACCAAGTGCC 42 26 72 20 211 20 60,250 60,037 33,300 50,100 0.287793 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 166 TACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCTACCCATTCAGCCCTTCACC TCATCGTCTCACCAAGTGCC 68 26 46 20 211 20 59,376 60,037 40,200 50,100 0.661049 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 186 CATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCAC CATCTCCTCCTCTGCAGCTG TCATCGTCTCACCAAGTGCC 88 26 26 20 211 20 59,895 60,037 42,400 50,100 0.142549 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 202 ATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTA ATCCCTGCTCCAAAGGCATC TCATCGTCTCACCAAGTGCC 104 26 10 20 211 20 60,106 60,037 39,100 50,100 0.143644 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 26 204 CTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTCTATCCCTGCTCCAAAGGCA TCATCGTCTCACCAAGTGCC 106 26 8 20 211 20 59,452 60,037 47,500 50,100 0.585357 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 138 CCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGCCACTGACTCCCTGTTGTGT CATCGTCTCACCAAGTGCCT 41 25 73 20 210 20 59,530 60,037 37,200 47,500 0.506869 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 139 CCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTA CCCACTGACTCCCTGTTGTG CATCGTCTCACCAAGTGCCT 42 25 72 20 210 20 60,250 60,037 33,300 47,500 0.287419 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 165 TACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCTACCCATTCAGCCCTTCACC CATCGTCTCACCAAGTGCCT 68 25 46 20 210 20 59,376 60,037 40,200 47,500 0.660675 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 185 CATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCAC CATCTCCTCCTCTGCAGCTG CATCGTCTCACCAAGTGCCT 88 25 26 20 210 20 59,895 60,037 42,400 47,500 0.142176 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 201 ATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTA ATCCCTGCTCCAAAGGCATC CATCGTCTCACCAAGTGCCT 104 25 10 20 210 20 60,106 60,037 39,100 47,500 0.143270 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 203 CTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTCTATCCCTGCTCCAAAGGCA CATCGTCTCACCAAGTGCCT 106 25 8 20 210 20 59,452 60,037 47,500 47,500 0.584983 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 24 138 CCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTA CCCACTGACTCCCTGTTGTG ATCGTCTCACCAAGTGCCTC 42 24 72 20 209 20 60,250 59,752 33,300 47,000 0.498203 F 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 4 140 ATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgt ATTAGGTTCAATTGGAGAGTGAGT GGGTCTCTGATGTCCAACCC 4 60 106 24 245 20 57,620 59,747 34,100 41,100 6,633,406 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 3 140 ATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgt ATTAGGTTCAATTGGAGAGTGAGTC GGGTCTCTGATGTCCAACCC 3 60 106 25 245 20 58,589 59,747 33,600 41,100 6,663,867 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 140 ATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgt ATTAGGTTCAATTGGAGAGTGAGTCT GGGTCTCTGATGTCCAACCC 2 60 106 26 245 20 59,786 59,747 32,400 41,100 6,467,739 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 0 137 CATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGCATTCAGCCCTTCACCCACC CCCTCAACGAGTTAGGTCTGC 64 0 50 20 186 21 60,967 60,404 46,100 42,600 2,371,695 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 102 AGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgt AGGTTCAATTGGAGAGTGAGTCT CATCGTCTCACCAAGTGCCT 2 25 109 23 210 20 59,093 60,037 32,400 47,500 3,943,798 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 103 AGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgt AGGTTCAATTGGAGAGTGAGTCT TCATCGTCTCACCAAGTGCC 2 26 109 23 211 20 59,093 60,037 32,400 50,100 3,944,171 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 2 136 AGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgt AGGTTCAATTGGAGAGTGAGTCT GGTCTCTGATGTCCAACCCG 2 59 109 23 244 20 59,093 60,108 32,400 52,800 4,014,983 A 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 136 ATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTATTCAGCCCTTCACCCACCT CCCTCAACGAGTTAGGTCTGC 63 0 51 20 186 21 61,143 60,404 40,000 42,600 2,547,003 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15219:41321 1 134 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 0 138 CCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCT CCATTCAGCCCTTCACCCAC CCCTCAACGAGTTAGGTCTGC 65 0 49 20 186 21 60,967 60,404 46,100 42,600 2,371,695 B 257 CCTCAGTCTATCCCTGCTCCAAAGGCATctcctcctcTGCAGCTGTACCCATTCAGCCCTTCACCCACCTCCCCACTGACTCCCTGTtgtgtgTTTATTGAGTGAATTAGGTTCAATTGGAGAGTGAGTCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGACCTAACTCGTTGAGGGGCTGAGGCACTTGGTGAGACGATGAAGGGACGTGTGATCGGGTTGGACATCAGAGACCCCGAGGAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 72 254 CACCAATTGATTATTCTTCATGCTCatatatGTACATA CACCAATTGATTATTCTTCATGCTCA ACCTCGCTCAAAGCAACAGT 104 72 24 26 277 20 58,514 60,179 42,600 35,500 7,664,856 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 72 255 TCACCAATTGATTATTCTTCATGCTCatatatGTACATATCACCAATTGATTATTCTTCATGCTCA ACCTCGCTCAAAGCAACAGT 104 72 23 27 277 20 59,660 60,179 42,600 35,500 7,519,022 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 16 199 TCACCAATTGATTATTCTTCATGCTCatatatGTACATATCACCAATTGATTATTCTTCATGCTCA TGCCGTCAGGTCAGATGTTT 104 16 23 27 221 20 59,660 59,604 42,600 28,300 7,736,412 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 2 94 ATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtg ATTTAATAGTGTGGTCTGGGTAGT TGCCGTCAGGTCAGATGTTT 2 16 128 24 221 20 57,114 59,604 27,300 28,300 7,282,613 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 2 150 ATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtg ATTTAATAGTGTGGTCTGGGTAGT ACCTCGCTCAAAGCAACAGT 2 72 128 24 277 20 57,114 60,179 27,300 35,500 7,065,223 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 92 TTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgt TTAATAGTGTGGTCTGGGTAGTAC TGCCGTCAGGTCAGATGTTT 0 16 130 24 221 20 57,220 59,604 27,300 28,300 7,176,892 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 93 TTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgt TTAATAGTGTGGTCTGGGTAGTAC ATGCCGTCAGGTCAGATGTT 0 17 130 24 222 20 57,220 59,385 27,300 27,100 7,395,788 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 0 148 TTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgt TTAATAGTGTGGTCTGGGTAGTAC ACCTCGCTCAAAGCAACAGT 0 72 130 24 277 20 57,220 60,179 27,300 35,500 6,959,503 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 72 253 ACCAATTGATTATTCTTCATGCTCatatatGTACATAA ACCAATTGATTATTCTTCATGCTCA ACCTCGCTCAAAGCAACAGT 104 72 25 25 277 20 57,350 60,179 42,600 35,500 7,828,578 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 6 157 TGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgt TGCATTAATTTAATAGTGTGGTCTGGG ACCTCGCTCAAAGCAACAGT 6 72 121 27 277 20 59,932 60,179 44,500 35,500 7,247,149 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 68 217 AACCACATATTTATTGCTTTCAGGTTTCTTCAAAATAAACCACATATTTATTGCTTTCAGGT ACCTCGCTCAAAGCAACAGT 68 72 61 25 277 20 57,519 60,179 40,000 35,500 7,659,805 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:17756:4052 1 154 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 67 216 ACCACATATTTATTGCTTTCAGGTTTCTTCAAAATAT ACCACATATTTATTGCTTTCAGGTT ACCTCGCTCAAAGCAACAGT 67 72 62 25 277 20 57,519 60,179 35,000 35,500 7,659,805 F 279 TATTGCTTTATGTATTTGTACATCACCAATTGATTATTCTTCATGCTCatatatGTACATAACCACATATTTATTGCTTTCAGGTTTCTTCAAAATATTCATAATATAATTGGAATTTATTGCATTAATTTAATAGTGTGGTCTGGGTAGTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATTAATTGAATTaaaaaCATCTGACCTGACGGCATTGATGCATGGATCTGTTCAAATCTAtttttGTTTTACTGTTGCTTTGAGCGAGGTAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 1 1 12 7 136 TCACAGTCTAACCTGATCCCAAATTATACGCACACG TCACAGTCTAACCTGATCCCA TGTACGTGTGCATGTGTACA 25 7 90 21 225 20 57,816 57,489 43,700 29,000 5,695,150 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 138 CATCACAGTCTAACCTGATCCCAAATTATACGCACA CATCACAGTCTAACCTGATCCCA TGTACGTGTGCATGTGTACA 25 7 88 23 225 20 59,548 57,489 43,700 29,000 5,963,032 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 139 GCATCACAGTCTAACCTGATCCCAAATTATACGCAC GCATCACAGTCTAACCTGATCC TGTACGTGTGCATGTGTACA 27 7 87 22 225 20 58,538 57,489 33,600 29,000 5,972,789 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 171 TATAGGGTGAGCAGGGCACTCAACCCGGAGGAGC TATAGGGTGAGCAGGGCACT TGTACGTGTGCATGTGTACA 61 7 55 20 225 20 60,031 57,489 44,000 29,000 2,541,879 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 172 TTATAGGGTGAGCAGGGCACTCAACCCGGAGGAG TTATAGGGTGAGCAGGGCAC TGTACGTGTGCATGTGTACA 62 7 54 20 225 20 59,163 57,489 50,100 29,000 3,348,040 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 212 ACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACACATTTGGTGGGCCTGTGAT TGTACGTGTGCATGTGTACA 102 7 14 20 225 20 59,885 57,489 30,600 29,000 2,625,722 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 213 GACATTTGGTGGGCCTGTGATATCTCACCCAAGTTAGACATTTGGTGGGCCTGTGA TGTACGTGTGCATGTGTACA 103 7 13 20 225 20 60,539 57,489 35,800 29,000 3,050,206 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 12 7 217 GATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGATGGACATTTGGTGGGCCT TGTACGTGTGCATGTGTACA 107 7 9 20 225 20 60,325 57,489 51,900 29,000 2,835,413 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20831:2592 1 136 63 16 2 AC CACACACACATGTGTAGATACACACACACACACACANA 0 0 13 6 171 TATAGGGTGAGCAGGGCACTCAACCCGGAGGAGC TATAGGGTGAGCAGGGCACT TGTACGTGTGCATGTGTACAT 61 6 55 20 225 21 60,031 57,967 44,000 22,900 3,064,479 D 287 ACGGGTTTGATGGACATTTGGTGGGCCTGTGATATCTCACCCAAGTTACCATCTTATAGGGTGAGCAGGGCACTCAACCCGGAGGAGCATCACAGTCTAACCTGATCCCAAATTATACGCACACGTACATGTACCcacacacacaTGTGTAGATacacacacacacacacacacacacacacacacGTacacacacacATGTACATGTACACATGCACACGTACATATacacacacacacGTATacacacacacacTCACGTacacacacacATGTATGCACTATAT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 4 26 155 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG CCAGTCTCTGTGAGAAAGCCA 26 54 50 22 204 21 59,377 59,654 43,000 47,500 3,969,156 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 26 156 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG ACCAGTCTCTGTGAGAAAGCC 26 55 50 22 205 21 59,377 59,654 43,000 43,500 3,969,483 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 26 171 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG GCTGCAACATTTACCACCAGT 26 70 50 22 220 21 59,377 59,387 43,000 40,000 4,236,853 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 26 210 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG AGTCCAGCAGAGTTTCACTGT 26 109 50 22 259 21 59,377 59,235 43,000 35,500 4,388,729 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 13 113 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG TCTGCTGTGTTAAGGGTGGA 26 13 50 22 162 20 59,377 58,570 43,000 40,200 4,053,345 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 13 114 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG TTCTGCTGTGTTAAGGGTGGA 26 13 50 22 163 21 59,377 59,228 43,000 40,200 4,395,269 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 10 111 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG TGCTGTGTTAAGGGTGGATGT 26 10 50 22 160 21 59,377 59,576 43,000 30,600 4,046,957 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 26 212 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG TCAGTCCAGCAGAGTTTCACT 26 111 50 22 261 21 59,377 58,958 43,000 34,100 4,665,879 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 26 213 GGAAACAGAAACAACCAGAGGGaaaaaGACTGGGAGGAAACAGAAACAACCAGAGGG CTCAGTCCAGCAGAGTTTCACT 26 111 50 22 262 22 59,377 59,963 43,000 34,100 4,660,407 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 42 241 TGCAAGAGATagagagATGGAAACAGAAACAACCAGTGCAAGAGATAGAGAGATGGAAAC GCCTAACTAACTCAGTCCAGCA 42 121 32 24 272 22 58,088 59,766 27,800 44,100 8,145,674 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 42 242 TGCAAGAGATagagagATGGAAACAGAAACAACCAGTGCAAGAGATAGAGAGATGGAAAC AGCCTAACTAACTCAGTCCAGC 42 122 32 24 273 22 58,088 59,502 27,800 48,500 8,409,830 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:20902:35449 1 98 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 11 45 246 GTGTATGCAAGAGATagagagATGGAAACAGAAACAGTGTATGCAAGAGATAGAGAGATGGA GCCTAACTAACTCAGTCCAGCA 45 121 27 26 272 22 59,792 59,766 34,100 44,100 8,442,323 F 273 TGCAAGAGTgagagagagaCAAGATAGTGTATGCAAGAGATagagagATGGAAACAGAAACAACCAGAGGGaaaaaGACTGGGATAGGAAAAGTGATagagagagagagagagagagagagagagagagATTTAGAGACACATCCACCCTTAACACAGCAGAAATCTCATTAAAACAAAGAATTGGCTTTCTCACAGAGACTGGTGGTAAATGTTGCAGCTTCACTGTCCCAGGTCTAACAGTGAAACTCTGCTGGACTGAGTTAGTTAGGCT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 2 83 272 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC AGTTGCTTCCCAGGGTTCTG 83 117 10 20 281 20 60,038 59,889 41,600 30,200 0.149505 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 35 190 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC ACACAAATGTCACGGGACCC 83 35 10 20 199 20 60,038 60,536 41,600 44,600 0.574711 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 35 191 CTGACTGCACGATCTGACCACTCTGCATGCTTCCAG CTGACTGCACGATCTGACCA ACACAAATGTCACGGGACCC 84 35 9 20 199 20 59,755 60,536 40,200 44,600 0.781181 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 34 190 CTGACTGCACGATCTGACCACTCTGCATGCTTCCAG CTGACTGCACGATCTGACCA CACAAATGTCACGGGACCCA 84 34 9 20 198 20 59,755 60,536 40,200 45,100 0.780954 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 2 15 170 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC ACCCTCTGCCAATCACCATG 83 15 10 20 179 20 60,038 60,034 41,600 36,600 0.072047 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 14 169 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC CCCTCTGCCAATCACCATGT 83 14 10 20 178 20 60,038 60,034 41,600 32,100 0.072047 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 83 271 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC GTTGCTTCCCAGGGTTCTGT 83 116 10 20 280 20 60,038 60,179 41,600 34,100 0.217241 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 77 266 CACGATCTGACCACTCTGCATGCTTCCAGCACATAT CACGATCTGACCACTCTGCA AGTTGCTTCCCAGGGTTCTG 77 117 16 20 281 20 59,755 59,889 44,100 30,200 0.355975 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 16 171 TGACTGCACGATCTGACCACTCTGCATGCTTCCAGC TGACTGCACGATCTGACCAC CACCCTCTGCCAATCACCAT 83 16 10 20 180 20 60,038 60,034 41,600 35,500 0.072047 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 2 139 ACTCTGCATGCTTCCAGCACATATACAACATacacac ACTCTGCATGCTTCCAGC CACCATGTTAGGAGCGGTAA 67 2 28 18 166 20 57,684 57,316 48,500 28,500 6,999,589 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 1 139 ACTCTGCATGCTTCCAGCACATATACAACATacacac ACTCTGCATGCTTCCAGC CACCATGTTAGGAGCGGTAAT 67 1 28 18 166 21 57,684 57,806 48,500 18,900 7,509,592 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 139 ACTCTGCATGCTTCCAGCACATATACAACATacacac ACTCTGCATGCTTCCAGC CACCATGTTAGGAGCGGTAATA 67 0 28 18 166 22 57,684 57,669 48,500 0.9800 8,646,532 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT
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ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 92 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGATGATGACTGACTGCACGA ACACTATTAAGTTGCTTCCCAGG 92 123 1 20 290 23 57,716 58,410 43,500 44,500 6,874,171 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 92 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGATGATGACTGACTGCACGA ACACTATTAAGTTGCTTCCCAGGG 92 122 1 20 290 24 57,716 60,568 43,500 44,500 6,852,010 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 90 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGATGATGACTGACTGCACGATC ACACTATTAAGTTGCTTCCCAGGG 90 122 1 22 290 24 59,206 60,568 36,900 44,500 7,361,538 B 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 23 212 CAGacacacCcacacagacagacagacaCAGATAGACAGACAGACACACCCACACAGACA AGTTGCTTCCCAGGGTTCTG 23 117 70 20 281 20 59,822 59,889 34,100 30,200 0.289090 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 19 208 cacacCcacacagacagacagacaCAGATAGACAGACAG CACACCCACACAGACAGACA AGTTGCTTCCCAGGGTTCTG 19 117 74 20 281 20 59,822 59,889 34,100 30,200 0.289090 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 16 107 cacacCcacacagacagacagacaCAGATAGACAGACAG CACACCCACACAGACAGACA CACCCTCTGCCAATCACCAT 19 16 74 20 180 20 59,822 60,034 34,100 35,500 0.211632 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 15 106 cacacCcacacagacagacagacaCAGATAGACAGACAG CACACCCACACAGACAGACA ACCCTCTGCCAATCACCATG 19 15 74 20 179 20 59,822 60,034 34,100 36,600 0.211632 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 16 14 105 cacacCcacacagacagacagacaCAGATAGACAGACAG CACACCCACACAGACAGACA CCCTCTGCCAATCACCATGT 19 14 74 20 178 20 59,822 60,034 34,100 32,100 0.211632 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:21491:33621 1 113 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 18 27 216 cAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGACACACCCACACA AGTTGCTTCCCAGGGTTCTG 27 117 66 20 281 20 59,822 59,889 37,200 30,200 0.289090 F 290 GATGATGACTGACTGCACGATCTGACCACTCTGCATGCTTCCAGCACATATACAACATacacacacAGACAGacacacCcacacagacagacagacaCAGATAGACAGACAGacacacacacacacacacacacacacacacacTATTACCGCTCCTAACATGGTGATTGGCAGAGGGTGGGTCCCGTGACATTTGTGTCAACTCTGAGCTCCTGTAGCACCAAAACCAGTGGTGCTACAGAGCGAAATTTTATGGCCATACAGAACCCTGGGAAGCAACTTAATAGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 50 190 ACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGACACCTGGCTCTTTGCTGG AGCTAGAGTGAAACAGACTAGGC 50 66 2 19 191 23 60,228 59,554 48,500 39,300 4,674,173 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 45 240 TGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTTGGCTCTTTGCTGGAGTCG CCAATCGGCAGAGCTAACTCA 45 123 7 19 246 21 60,005 60,135 41,800 34,100 2,139,259 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 50 190 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGACACCTGGCTCTTTGCTGG GCTAGAGTGAAACAGACTAGGCT 50 65 1 20 190 23 61,240 59,554 48,500 45,800 4,685,773 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 50 191 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGACACCTGGCTCTTTGCTGG AGCTAGAGTGAAACAGACTAGGC 50 66 1 20 191 23 61,240 59,554 48,500 39,300 4,685,773 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 48 244 CACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTCACCTGGCTCTTTGCTGGAG CCAATCGGCAGAGCTAACTCA 48 123 3 20 246 21 60,959 60,135 38,600 34,100 2,094,071 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 46 242 CCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCCTGGCTCTTTGCTGGAGTC CCAATCGGCAGAGCTAACTCA 46 123 5 20 246 21 60,676 60,135 33,600 34,100 1,810,851 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 5 201 CAGACAGTGTCGAGATCGGGGAGTGacacacacacacCAGACAGTGTCGAGATCGGG CCAATCGGCAGAGCTAACTCA 5 123 46 20 246 21 59,900 60,135 51,400 34,100 1,234,313 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 38 167 TTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGTTTGCTGGAGTCGGACTCTG ACAGACTAGGCTCCAGTCCT 38 57 13 20 179 20 59,682 59,292 33,500 38,500 1,026,056 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 38 234 TTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGTTTGCTGGAGTCGGACTCTG CCAATCGGCAGAGCTAACTCA 38 123 13 20 246 21 59,682 60,135 33,500 34,100 1,453,140 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 11 140 CCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacaCCTGCTCAGACAGTGTCGAG ACAGACTAGGCTCCAGTCCT 11 57 40 20 179 20 60,109 59,292 40,400 38,500 0.816981 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 11 141 CCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacaCCTGCTCAGACAGTGTCGAG AACAGACTAGGCTCCAGTCCT 11 57 40 20 180 21 60,109 59,922 40,400 38,500 1,187,359 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 11 207 CCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacaCCTGCTCAGACAGTGTCGAG CCAATCGGCAGAGCTAACTCA 11 123 40 20 246 21 60,109 60,135 40,400 34,100 1,244,065 F 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 2 112 TTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGTTTGCTGGAGTCGGACTCTG CTAAGGAGCTGGGTGTGCAT 38 2 13 20 124 20 59,682 59,746 33,500 39,600 0.572619 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 1 111 TTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGTTTGCTGGAGTCGGACTCTG TAAGGAGCTGGGTGTGCATG 38 1 13 20 123 20 59,682 60,035 33,500 40,600 0.353592 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:23967:27081 1 71 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 1 113 TCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCTCTTTGCTGGAGTCGGACTC TAAGGAGCTGGGTGTGCATG 40 1 11 20 123 20 59,396 60,035 33,600 40,600 0.638720 A 266 GACACCTGGCTCTTTGCTGGAGTCGGACTCTGGCCAGTGCCTGCTCAGACAGTGTCGAGATCGGGGAGTGacacacacacacacacacacacacacacacacGCATGCACACCCAGCTCCTTAGCTTGGCCCTGGTCCCCTCCCCTTTCCCTGGTGACCAGGACTGGAGCCTAGTCTGTTTCACTCTAGCTTTGCTTCTTAACTGAAAAGGCaaaaaaGtttttATGAGTTAGCTCTGCCGATTGGCGCtttttAATGGTCATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 1 1 3 27 173 ATTCACAGCAAACGCATGGTAGGATTAACTCAGAA ATTCACAGCAAACGCATGGT ACTGTTGTTGCCCATAGTTGT 65 27 45 20 217 21 59,039 58,056 35,500 33,200 3,905,149 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 4 27 170 CACAGCAAACGCATGGTAGGATTAACTCAGAAGGTCACAGCAAACGCATGGTAGG ACTGTTGTTGCCCATAGTTGT 62 27 48 20 217 21 59,831 58,056 31,800 33,200 3,112,918 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 4 27 210 CCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAA CCCAGTCCCTCAGTTTGTGT ACTGTTGTTGCCCATAGTTGT 102 27 8 20 217 21 59,526 58,056 37,200 33,200 3,418,313 F 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 4 9 117 GGGACAAGGGATTGAGGAGCATTCGCAACcacacacGGGACAAGGGATTGAGGAGC ACTGTTGTTGCCCATAGTTGT 9 27 101 20 217 21 60,107 58,056 47,000 33,200 3,051,097 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 4 2 110 GGGATTGAGGAGCATTCGCAACcacacacacacacaca GGGATTGAGGAGCATTCGCA ACTGTTGTTGCCCATAGTTGT 2 27 108 20 217 21 60,464 58,056 51,000 33,200 3,408,503 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 27 209 CCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAAT CCAGTCCCTCAGTTTGTGTGA ACTGTTGTTGCCCATAGTTGT 100 27 9 21 217 21 59,859 58,056 35,800 33,200 4,084,982 F 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 5 3 111 AGGGATTGAGGAGCATTCGCAACcacacacacacacacAGGGATTGAGGAGCATTCGC ACTGTTGTTGCCCATAGTTGT 3 27 107 20 217 21 60,179 58,056 47,000 33,200 3,123,164 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 6 27 169 ACAGCAAACGCATGGTAGGATTAACTCAGAAGGTT ACAGCAAACGCATGGTAGGA ACTGTTGTTGCCCATAGTTGT 61 27 49 20 217 21 59,964 58,056 29,400 33,200 2,980,293 B 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:26758:35045 1 130 40 16 1.5 AC CACACACACACACACACACACACACACACACACGCANA 0 0 6 27 209 CCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAAT CCAGTCCCTCAGTTTGTGTG ACTGTTGTTGCCCATAGTTGT 101 27 9 20 217 21 58,402 58,056 38,200 33,200 4,541,871 F 255 ATGTTTCCCCAGTCCCTCAGTTtgtgtgATCCAATTTAAAATTAATTCACAGCAAACGCATGGTAGGATTAACTCAGAAGGTTAGTTTATTCATTCAACTGGGACAAGGGATTGAGGAGCATTCGCAACcacacacacacacacacacacacacacacacaCGcacacaGTAAGGGAGGGATAGAAAAGAAGATTTACAACTATGGGCAACAACAGTAAAAGAATCACAGAAATGAATATTAGTTCATGTGATTT

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 1 1 7 17 240 ATGcacacaTATGATTGCCTGTGCAGCGAATAacacacATGCACACATATGATTGCCTGTG GGATGAGGAAGATTAAGAGGGAG 110 17 11 23 250 23 59,932 57,518 36,600 43,000 8,549,764 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 8 16 240 ATGcacacaTATGATTGCCTGTGCAGCGAATAacacacATGCACACATATGATTGCCTGTG GGATGAGGAAGATTAAGAGGGAGA 110 16 11 23 250 24 59,932 58,849 36,600 37,100 8,219,055 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 8 16 240 ATGcacacaTATGATTGCCTGTGCAGCGAATAacacacATGCACACATATGATTGCCTGT GGATGAGGAAGATTAAGAGGGAGA 111 16 11 22 250 24 58,707 58,849 40,000 37,100 8,444,790 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 12 144 TGAGTCACAAGCAGAACTGTCTGTCCCTCTACATcc TGAGTCACAAGCAGAACTGTCT AGGAAGATTAAGAGGGAGATGGG 20 12 102 22 245 23 59,568 58,761 34,100 40,000 6,670,815 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 12 148 AGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACAGGATGAGTCACAAGCAGAACT AGGAAGATTAAGAGGGAGATGGG 24 12 98 22 245 23 59,363 58,761 30,100 40,000 6,875,561 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 12 213 GCAGCGAATAacacacacCGAACTGTTCACCTGCTGT GCAGCGAATAACACACACCG AGGAAGATTAAGAGGGAGATGGG 91 12 33 20 245 23 60,179 58,761 49,400 40,000 4,417,894 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 12 219 GCCTGTGCAGCGAATAacacacacCGAACTGTTCACC GCCTGTGCAGCGAATAACAC AGGAAGATTAAGAGGGAGATGGG 97 12 27 20 245 23 60,179 58,761 33,200 40,000 4,417,858 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 5 127 TGTCTGTCCCTCTACATccccccccctctctctctctctctctc TGTCTGTCCCTCTACATCCC AGGAAGATTAAGAGGGAGATGGG 5 12 119 20 245 23 57,839 58,761 38,500 40,000 6,399,389 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 9 5 128 CTGTCTGTCCCTCTACATccccccccctctctctctctctctct CTGTCTGTCCCTCTACATCCC AGGAAGATTAAGAGGGAGATGGG 5 12 118 21 245 23 58,964 58,761 38,500 40,000 6,274,301 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 10 12 145 TGAGTCACAAGCAGAACTGTCTGTCCCTCTACATcc TGAGTCACAAGCAGAACTGTCT GAGGAAGATTAAGAGGGAGATGGG 20 12 102 22 246 24 59,568 59,714 34,100 40,000 6,717,920 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 10 12 220 GCCTGTGCAGCGAATAacacacacCGAACTGTTCACC GCCTGTGCAGCGAATAACAC GAGGAAGATTAAGAGGGAGATGGG 97 12 27 20 246 24 60,179 59,714 33,200 40,000 4,464,964 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:27529:70416 1 144 67 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCNA 0 0 10 5 129 CTGTCTGTCCCTCTACATccccccccctctctctctctctctct CTGTCTGTCCCTCTACATCCC GAGGAAGATTAAGAGGGAGATGGG 5 12 118 21 246 24 58,964 59,714 38,500 40,000 6,321,407 F 250 CAGGAGCTATATGcacacaTATGATTGCCTGTGCAGCGAATAacacacacCGAACTGTTCACCTGCTGTAAAAGCACAAACAAAGCTTCTTAACTTTAGGATGAGTCACAAGCAGAACTGTCTGTCCCTCTACATccccccccctctctctctctctctctctctctctctctctTtctctcTGtctctcTcacacacacacaGacacacAAACGCTCTGTCCCCATCTCCCTCTTAATCTTCCTCATCC

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 1 1 12 35 161 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT AAACACTCCCGCACAGAGTC 35 36 18 20 178 20 59,895 60,250 37,200 33,600 0.354766 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 35 212 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT GCACATGAATACACAGAAATGCA 35 84 18 20 229 23 59,895 58,264 37,200 39,600 4,840,839 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 35 213 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT TGCACATGAATACACAGAAATGCA 35 84 18 20 230 24 59,895 59,782 37,200 39,600 4,322,838 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 35 214 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT GTGCACATGAATACACAGAAATGC 35 85 18 20 231 24 59,895 59,440 37,200 35,600 4,664,890 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 20 145 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT AGTCACACGCCTGCAAAGAA 35 20 18 20 162 20 59,895 60,464 37,200 25,200 0.568509 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 15 135 tgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgt TGTGTCTGCGTGTGTGTCTA CACGCCTGCAAAGAATCACA 30 15 23 20 157 20 59,258 59,407 25,900 35,800 1,334,552 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 15 140 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT CACGCCTGCAAAGAATCACA 35 15 18 20 157 20 59,895 59,407 37,200 35,800 0.697492 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 5 130 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT AAGAATCACATACACGCGCG 35 5 18 20 147 20 59,895 59,355 37,200 68,600 0.750210 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3427:1801 1 73 50 16 2 AC TGTGTGTGTGTCCTGTGCGTGTGTGTGTGTGTGTGTNA 0 0 12 5 131 ATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAG ATGAGTGTGTCTGCGTGTGT AAAGAATCACATACACGCGCG 35 5 18 20 148 21 59,895 59,939 37,200 68,600 1,165,408 G 248 NgtgtgtACGTGAATTTATGAgtgtgtCTGCgtgtgtgtCTATTTCtgtgtgGGTAAGTCtgtgtgTTCATTtgtgtgtgtgTCCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAcgcgcgcgTGTATGTGATTCTTTGCAGGCGTGTGACTCTGTGCGGGAGTGTTTTCTTCTTGtctctcAGTGCATCTGTACATGCATTTCTGTGTATTCATGTGCACgtgtgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 1 1 10 44 193 GTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCGTCACCCTCTGCATCTCAGT AGAGGGAACGAGACAGAGGG 47 44 29 20 221 20 59,099 60,324 34,100 43,000 1,225,031 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 10 44 194 AGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCT AGTCACCCTCTGCATCTCAG AGAGGGAACGAGACAGAGGG 48 44 28 20 221 20 58,807 60,324 33,500 43,000 1,517,230 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 12 47 198 GTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCGTCACCCTCTGCATCTCAGT AGGAGAGAGGGAACGAGACA 47 49 29 20 226 20 59,099 59,301 34,100 34,100 1,600,523 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 14 163 GTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCGTCACCCTCTGCATCTCAGT GAGAGAAACAGGAGGGAGCG 47 14 29 20 191 20 59,099 59,825 34,100 50,300 1,075,740 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 12 132 GCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGGCAGCTTCTTAATAGGTTATCACAGT GAGAAACAGGAGGGAGCGAG 12 12 58 26 189 20 59,236 59,825 35,500 50,300 6,938,226 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 12 134 GCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGGCAGCTTCTTAATAGGTTATCACAGT GAGAGAAACAGGAGGGAGCG 12 14 58 26 191 20 59,236 59,825 35,500 50,300 6,938,226 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 12 161 GTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCGTCACCCTCTGCATCTCAGT GAGAAACAGGAGGGAGCGAG 47 12 29 20 189 20 59,099 59,825 34,100 50,300 1,075,740 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 10 130 GCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGGCAGCTTCTTAATAGGTTATCACAGT GAAACAGGAGGGAGCGAGAG 12 10 58 26 187 20 59,236 59,825 35,500 32,000 6,938,226 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:3610:19874 1 96 62 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCNA 0 0 16 10 159 GTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCGTCACCCTCTGCATCTCAGT GAAACAGGAGGGAGCGAGAG 47 10 29 20 187 20 59,099 59,825 34,100 32,000 1,075,740 G 232 AACACAAACACTCCAATTGACACTGTTAGTCACCCTCTGCATCTCAGTTTAAATTAAGCAGCTTCTTAATAGGTTATCACAGtctctcAGTTTAGtctctctctctctctctctctctctctctctcctctctctctctCCCTCCTGtctctctctcCCTCCTCTGtctctcGCTCCCTCCTGTTtctctctcCCTCTCACCCCTCTGTCTCGTTCCctctctCCTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 9 15 190 TGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctct TGTTGCTCTCTCCCTACCTCC GTCGAGGCAGAGAGGAGGAA 15 102 2 21 191 20 60,620 60,682 43,000 33,600 2,301,542 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 126 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC AGGTGGCAGACAGAGAGGAA 14 40 4 20 129 20 60,032 60,179 43,000 33,600 0.210938 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 127 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC GAGGTGGCAGACAGAGAGGA 14 41 4 20 130 20 60,032 60,613 43,000 37,100 0.645309 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 130 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC AGAGAGGTGGCAGACAGAGA 14 44 4 20 133 20 60,032 59,592 43,000 31,000 0.439545 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 186 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC CGAGGCAGAGAGGAGGAATG 14 100 4 20 189 20 60,032 59,611 43,000 26,700 0.420676 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 187 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC TCGAGGCAGAGAGGAGGAAT 14 101 4 20 190 20 60,032 59,740 43,000 30,100 0.292247 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 188 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC GTCGAGGCAGAGAGGAGGAA 14 102 4 20 191 20 60,032 60,682 43,000 33,600 0.713581 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 190 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC GGGTCGAGGCAGAGAGGAG 14 105 4 20 193 19 60,032 61,125 43,000 36,900 2,156,710 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:4645:53346 1 38 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 14 190 TTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctc TTGCTCTCTCCCTACCTCCC GGGTCGAGGCAGAGAGGA 14 106 4 20 193 18 60,032 60,044 43,000 37,100 2,075,869 F 203 ATGTTGctctctCCCTACCTCCCTGTACCTTGTTTTCctctctctctctctctctctctctctctctctCCCCTCCCTCACCCTCTTTTccccccccACCCTTCTCCTTTTCctctctGTCTGCCACctctctTTCTCATTCTCTATTTcccccGcccccTCCCTACCTCATTCCTCctctctGCCTCGAcccccccACTGCC

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 1 1 10 0 168 ACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCct ACCCGTGATGTGCTGAAGTT CTGAGAGGGAAATCGAGAAAGT 16 0 43 20 210 22 59,891 57,536 26,600 26,600 4,572,654 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 0 0 10 0 169 CACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCcCACCCGTGATGTGCTGAAGT CTGAGAGGGAAATCGAGAAAGT 17 0 42 20 210 22 60,604 57,536 30,100 26,600 5,067,776 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 0 0 10 0 182 AAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTT AAATGTGCTTCACCACCCGT CTGAGAGGGAAATCGAGAAAGT 30 0 29 20 210 22 60,467 57,536 52,800 26,600 4,931,359 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 0 0 10 0 207 GGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCGGTGTCTGTGAATTTCAGAGCA CTGAGAGGGAAATCGAGAAAGT 53 0 4 22 210 22 58,859 57,536 42,600 26,600 7,605,467 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 0 0 10 0 208 TGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTTGGTGTCTGTGAATTTCAGAGC CTGAGAGGGAAATCGAGAAAGT 54 0 3 22 210 22 58,859 57,536 40,900 26,600 7,605,467 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:5934:55614 1 79 110 16 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTNA 0 0 10 0 209 CTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTCTGGTGTCTGTGAATTTCAGAGC CTGAGAGGGAAATCGAGAAAGT 54 0 2 23 210 22 59,812 57,536 40,900 26,600 7,652,117 G 210 CCTGGTGTCTGTGAATTTCAGAGCATGTAAATGTGCTTCACCACCCGTGATGTGCTGAAGTTTTCTTTTcccccACCCctctctctctctctctctctctctctctctctCctctctctctctctctctctATCTGCctctctctctctATCTAtctctctcTGTTTCTCTTtctctctctctctctcACTTTCTCGATTTCCCTCTCAG

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 11 167 ACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgACAGAGCCTTAAAGCCCGAA TGATTGGCACAGATTGTTGTCT 11 82 69 20 235 22 59,309 58,511 43,000 34,100 4,180,117 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 9 165 AGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtg AGAGCCTTAAAGCCCGAAGC TGATTGGCACAGATTGTTGTCT 9 82 71 20 235 22 60,393 58,511 38,600 34,100 3,882,487 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 60 217 TGGCAATGATCATCTGTGTCGTGtttttATAATGATATTGGCAATGATCATCTGTGTCG TGATTGGCACAGATTGTTGTCT 60 82 19 21 235 22 58,718 58,511 43,500 34,100 5,771,762 F 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 58 216 GGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGCAATGATCATCTGTGTCGTG TGATTGGCACAGATTGTTGTCT 58 82 20 22 235 22 59,969 58,511 43,500 34,100 5,520,668 F 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 59 216 GGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGCAATGATCATCTGTGTCGT TGATTGGCACAGATTGTTGTCT 59 82 20 21 235 22 58,717 58,511 43,400 34,100 5,772,652 F 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 49 183 GGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGCAATGATCATCTGTGTCGTG CACCATGACATCACTCGAAAGC 58 49 20 22 202 22 59,969 59,905 43,500 35,100 4,126,207 F 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 112 AGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtg AGAGCCTTAAAGCCCGAAGC GCAAGTACATCATGCGATCCA 9 30 71 20 182 21 60,393 58,787 38,600 34,100 2,605,784 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 132 AGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtg AGAGCCTTAAAGCCCGAAGC CACCATGACATCACTCGAAAGC 9 49 71 20 202 22 60,393 59,905 38,600 35,100 2,488,026 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 140 AGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtg AGAGCCTTAAAGCCCGAAGC AGGGATTACACCATGACATCACT 9 56 71 20 210 23 60,393 59,217 38,600 34,100 4,175,656 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:7121:45365 1 100 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 9 113 AGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtg AGAGCCTTAAAGCCCGAAGC AGCAAGTACATCATGCGATCCA 9 30 71 20 183 22 60,393 60,159 38,600 34,100 2,552,046 A 240 GTCATTTGAAATCATCAATGGCAATGATCATCTGTGTCGTGtttttATAATGATATAGGAACatatatACAGAGCCTTAAAGCCCGAAGCTATCAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTCTGCTGAAAGCAAAAGTGAAATGAAAACTGGATCGCATGATGTACTTGCTTTCGAGTGATGTCATGGTGTAATCCCTTAAAGACAACAATCTGTGCCAATCAATTTT

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 1 1 8 9 151 CACCCAAACCTCTCcacacaCCCCAACACCCACACGC CACCCAAACCTCTCCACACA AGTGAGTGTGTTTGTCTTGTGC 46 9 110 20 260 22 59,817 59,580 37,200 45,700 2,602,559 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 8 8 149 ACCCAAACCTCTCcacacaCCCCAACACCCACACGCA ACCCAAACCTCTCCACACAC GTGAGTGTGTTTGTCTTGTGCA 45 8 111 20 259 22 59,817 59,839 38,200 45,700 2,344,185 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 8 8 150 CACCCAAACCTCTCcacacaCCCCAACACCCACACGC CACCCAAACCTCTCCACACA GTGAGTGTGTTTGTCTTGTGCA 46 8 110 20 259 22 59,817 59,839 37,200 45,700 2,343,946 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 8 6 110 CTCCGacacacTCACTCTCGCACTCTcacacacacacaca CTCCGACACACTCACTCTCG GTGAGTGTGTTTGTCTTGTGCA 6 8 150 20 259 22 59,833 59,839 40,400 45,700 2,328,442 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 12 2 106 GacacacTCACTCTCGCACTCTcacacacacacacacacac GACACACTCACTCTCGCACT GTGAGTGTGTTTGTCTTGTGCA 2 8 154 20 259 22 59,688 59,839 44,000 45,700 2,473,825 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 176 54 16 2 AC CACACACACACACACACACACACACACACACACTCANA 0 0 12 1 105 acacacTCACTCTCGCACTCTcacacacacacacacacaca ACACACTCACTCTCGCACTC GTGAGTGTGTTTGTCTTGTGCA 1 8 155 20 259 22 59,688 59,839 35,100 45,700 2,473,825 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 1 6 9 235 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC AGTGAGTGTGTTTGTCTTGTGC 14 9 26 20 260 22 60,109 59,580 59,200 45,700 2,529,341 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 6 8 234 CCCACAATAACCAACAGCGCTCACACCTAGTGCCca CCCACAATAACCAACAGCGC GTGAGTGTGTTTGTCTTGTGCA 14 8 26 20 259 22 60,109 59,839 59,200 45,700 2,270,728 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 6 3 223 CAACAGCGCTCACACCTAGTGCCcacacacacaTGTACCAACAGCGCTCACACCTAGT GTGAGTGTGTTTGTCTTGTGCA 3 8 37 20 259 22 60,320 59,839 25,700 45,700 2,481,309 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 8 256 GcacacacaACCATCCACTGAACCCACAATAACCAAC GCACACACAACCATCCACTG GTGAGTGTGTTTGTCTTGTGCA 36 8 4 20 259 22 59,688 59,839 36,600 45,700 2,473,199 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 8 257 AGcacacacaACCATCCACTGAACCCACAATAACCAA AGCACACACAACCATCCACT GTGAGTGTGTTTGTCTTGTGCA 37 8 3 20 259 22 59,817 59,839 40,000 45,700 2,344,901 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2218:9465:23091 1 60 170 16 4 AC CACACACACATGTACACCCACTCAAATAAACACTCT NA 0 0 8 8 258 CAGcacacacaACCATCCACTGAACCCACAATAACCA CAGCACACACAACCATCCAC GTGAGTGTGTTTGTCTTGTGCA 38 8 2 20 259 22 59,688 59,839 40,200 45,700 2,473,199 G 268 GCAGcacacacaACCATCCACTGAACCCACAATAACCAACAGCGCTCACACCTAGTGCCcacacacacaTGTACACCCACTCAAATAAACActctctctctCACCATAGCACCCAAACCTCTCcacacaCCCCAACACCCACACGCACTCTCCGacacacTCACTCTCGCACTCTcacacacacacacacacacacacacacacacaCTCACATGTACCcacacacacaAACACATTTGCACAAGACAAacacacTCACTCACTCTTG

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 1 1 14 11 145 CCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgCCTCTGTGTGTGTCTGTCCC AGACAGCCAGACACACACAG 18 11 52 20 196 20 59,966 59,894 44,600 36,600 0.139652 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 0 0 14 10 144 CCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgCCTCTGTGTGTGTCTGTCCC GACAGCCAGACACACACAGA 18 10 52 20 195 20 59,966 59,895 44,600 34,100 0.138914 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 0 0 14 10 145 CCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtg CCCTCTGTGTGTGTCTGTCC GACAGCCAGACACACACAGA 19 10 51 20 195 20 59,966 59,895 40,200 34,100 0.138914 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 0 0 16 1 127 CCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTC CCCTCTGTGTGCGTGTGTAT GACAGCCAGACACACACAGA 1 10 69 20 195 20 60,037 59,895 22,900 34,100 0.142181 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 0 0 16 1 128 CCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTC CCCTCTGTGTGCGTGTGTAT AGACAGCCAGACACACACAG 1 11 69 20 196 20 60,037 59,894 22,900 36,600 0.142919 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14215:66513 1 90 76 16 2 AC TGTGTGTGCGTGTGTGTGTGTCTCTGTGTGTGTGTGNA 0 0 16 1 129 CCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTC CCCTCTGTGTGCGTGTGTAT CAGACAGCCAGACACACACA 1 12 69 20 197 20 60,037 60,179 22,900 37,200 0.216401 G 202 TGTGTCCCTCtgtgtgtgtgtgtgTcccccTCCCtgtgtgtgTCCCCTCTCCCTCtgtgtgtgTCTGTCCCTCtgtgtgCgtgtgtATCtgtgtgtgCgtgtgtgtgtgtCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctctctctctctctcTGTGNCCCTTTCtgtgtgtgTCTGGCTGTCTGGCAAT

ST‐E00142:460:H2K7HCCXY:6:2219:14539:20876 1 66 48 16 1.5 AC CACACACACACACACACACACACACACACACACTCTNA 1 1 7 0 98 aaaGCAGACATTCAATCACTCATAATTACGcacacacaAAAGCAGACATTCAATCACTCATAA TGGGTGTGTTGGGTACATCG 5 0 36 25 133 20 57,308 59,964 19,000 38,400 7,728,058 F 205 GTACACATGCAACAAAACACaaaaaCACTCATGaaaaaGCAGACATTCAATCACTCATAATTACGcacacacacacacacacacacacacacacacactctctcacacacacaCGATGTACCCAacacacCcacccacacccacacccaCACATacacacacCCCAacacacNCACACcacacacacacacacaCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2219:14539:20876 1 66 48 16 1.5 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 14 5 120 aaaGCAGACATTCAATCACTCATAATTACGcacacacaAAAGCAGACATTCAATCACTCATAA TATGTGTGGGTGTGGGTGTG 5 22 36 25 155 20 57,308 59,890 19,000 38,200 7,801,992 F 205 GTACACATGCAACAAAACACaaaaaCACTCATGaaaaaGCAGACATTCAATCACTCATAATTACGcacacacacacacacacacacacacacacacactctctcacacacacaCGATGTACCCAacacacCcacccacacccacacccaCACATacacacacCCCAacacacNCACACcacacacacacacacaCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2219:14539:20876 1 66 48 16 1.5 AC CACACACACACACACACACACACACACACACACTCTNA 0 0 16 5 122 aaaGCAGACATTCAATCACTCATAATTACGcacacacaAAAGCAGACATTCAATCACTCATAA TGTATGTGTGGGTGTGGGTG 5 24 36 25 157 20 57,308 59,890 19,000 46,100 7,801,992 F 205 GTACACATGCAACAAAACACaaaaaCACTCATGaaaaaGCAGACATTCAATCACTCATAATTACGcacacacacacacacacacacacacacacacactctctcacacacacaCGATGTACCCAacacacCcacccacacccacacccaCACATacacacacCCCAacacacNCACACcacacacacacacacaCcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 1 1 4 1 175 TGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAA TGTTGCACCTGAGCATAGTGT AGACTCCTCTCCTTTCGCTC 18 1 102 21 276 20 59,928 58,530 35,500 50,300 2,542,224 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 178 GCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTT GCATGTTGCACCTGAGCATA AGACTCCTCTCCTTTCGCTC 22 1 99 20 276 20 58,903 58,530 31,400 50,300 2,567,283 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 178 GCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTT GCATGTTGCACCTGAGCATAG AGACTCCTCTCCTTTCGCTC 21 1 99 21 276 20 59,935 58,530 22,300 50,300 2,535,153 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 191 CAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGT CAGGTTAGAGTAGGCATGTTGC AGACTCCTCTCCTTTCGCTC 33 1 86 22 276 20 59,061 58,530 41,700 50,300 4,409,154 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 233 ACTCTGGTACTTGCTTCACACTTATTTATCAGTACATACTCTGGTACTTGCTTCACAC AGACTCCTCTCCTTTCGCTC 76 1 44 21 276 20 57,887 58,530 38,200 50,300 4,583,311 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 233 ACTCTGGTACTTGCTTCACACTTATTTATCAGTACATACTCTGGTACTTGCTTCACACT AGACTCCTCTCCTTTCGCTC 75 1 44 22 276 20 59,299 58,530 35,500 50,300 4,170,948 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 265 CGAGGCATGGTTACTGGACAGACCGTAGTCATACT CGAGGCATGGTTACTGGACA AGACTCCTCTCCTTTCGCTC 109 1 12 20 276 20 59,751 58,530 40,200 50,300 1,719,171 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 273 CTTGGACTCGAGGCATGGTTACTGGACAGACCGTA CTTGGACTCGAGGCATGGTT AGACTCCTCTCCTTTCGCTC 117 1 4 20 276 20 60,036 58,530 36,700 50,300 1,506,061 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:18335:19821 1 141 115 16 2 AG AGAGAGAGAGAAAAAAATAAGAAAAAAGAAAGAANA 0 0 4 1 275 ATCTTGGACTCGAGGCATGGTTACTGGACAGACCG ATCTTGGACTCGAGGCATGG AGACTCCTCTCCTTTCGCTC 119 1 2 20 276 20 59,533 58,530 36,600 50,300 1,937,435 G 288 TATCTTGGACTCGAGGCATGGTTACTGGACAGACCGTAGTCATACTCTGGTACTTGCTTCACACTTATTTATCAGTACATCTAAACAGGTTAGAGTAGGCATGTTGCACCTGAGCATAGTGTTCCATtctctcTTTCAAAagagagagagaaaaaaaTAAGaaaaaaGAAAGaaaaaaagagagaAAAGaaaaaGAGNgagagaaaaaaaGAGAAAGAAAAGAagagagagagagagagagagagagagagagagNGAGCGAAAGGAGAGGAGTCTAACACATAACTG

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 68 54 16 2 AC ACACACACACAGTCACACACACACACACACACACACNA 1 1 15 2 101 TCACACGcacacacaCTCTCAGacacacacacAGTcacac TCACACGCACACACACTCTC TCTGAGAATGTTTGTGTGTCTGA 2 2 46 20 146 23 60,528 57,978 32,000 32,700 5,549,883 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 68 54 16 2 AC ACACACACACAGTCACACACACACACACACACACACNA 0 0 17 0 99 TCACACGcacacacaCTCTCAGacacacacacAGTcacac TCACACGCACACACACTCTC TGAGAATGTTTGTGTGTCTGAGA 2 0 46 20 144 23 60,528 57,978 32,000 32,700 5,549,883 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 68 54 16 2 AC ACACACACACAGTCACACACACACACACACACACACNA 0 0 17 0 101 TCTCACACGcacacacaCTCTCAGacacacacacAGTcac TCTCACACGCACACACACTC TGAGAATGTTTGTGTGTCTGAGA 4 0 44 20 144 23 60,528 57,978 35,100 32,700 5,549,883 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 1 15 2 142 GGCACATATACATGcacacacaCTCAGacacacacacGCGGCACATATACATGCACACACA TCTGAGAATGTTTGTGTGTCTGA 5 2 5 22 146 23 59,318 57,978 37,200 32,700 7,704,634 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 0 16 0 141 GGCACATATACATGcacacacaCTCAGacacacacacGCGGCACATATACATGCACACACA CTGAGAATGTTTGTGTGTCTGAGA 5 0 5 22 145 24 59,318 58,948 37,200 32,700 7,734,832 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 0 17 0 139 GCACATATACATGcacacacaCTCAGacacacacacGCT GCACATATACATGCACACACAC TGAGAATGTTTGTGTGTCTGAGA 4 0 6 22 144 23 58,316 57,978 38,200 32,700 8,706,271 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 0 17 0 139 GCACATATACATGcacacacaCTCAGacacacacacGCT GCACATATACATGCACACACACTC TGAGAATGTTTGTGTGTCTGAGA 2 0 6 24 144 23 60,495 57,978 35,100 32,700 9,516,973 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 0 17 0 139 GCACATATACATGcacacacaCTCAGacacacacacGCT GCACATATACATGCACACACACT TGAGAATGTTTGTGTGTCTGAGA 3 0 6 23 144 23 59,625 57,978 35,500 32,700 8,397,270 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:19238:2575 1 32 90 16 3 AC ACACACACACGCTCTCACACGCACACACACTCTCAGNA 0 0 17 0 140 GGCACATATACATGcacacacaCTCAGacacacacacGCGGCACATATACATGCACACACA TGAGAATGTTTGTGTGTCTGAGA 5 0 5 22 144 23 59,318 57,978 37,200 32,700 7,704,634 G 146 CTCAGGCACATATACATGcacacacaCTCAGacacacacacGCTCTCACACGcacacacaCTCTCAGacacacacacAGTcacacacacacacacacacacacacacacacaTacacacacTCTCAGacacacAAACATTCTCAGA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 2 15 122 GGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGGGATTTAAATGTACTGAATAGGCTT TGGTGAAATGAAACAAAGTAAAGCTC 15 23 109 26 230 26 57,535 59,022 43,500 40,900 15,443,353 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 24 187 ACTGTCTTTGATGTCGGGCTATGAATACAAATGTTT ACTGTCTTTGATGTCGGGCT TGGTGAAATGAAACAAAGTAAAGCT 86 24 44 20 230 25 59,313 58,127 51,900 37,400 7,560,274 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 23 187 ACTGTCTTTGATGTCGGGCTATGAATACAAATGTTT ACTGTCTTTGATGTCGGGCT TGGTGAAATGAAACAAAGTAAAGCTC 86 23 44 20 230 26 59,313 59,022 51,900 40,900 7,665,434 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 22 187 ACTGTCTTTGATGTCGGGCTATGAATACAAATGTTT ACTGTCTTTGATGTCGGGCT TGGTGAAATGAAACAAAGTAAAGCTCT 86 22 44 20 230 27 59,313 60,148 51,900 40,900 7,835,269 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 15 122 GGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGGGATTTAAATGTACTGAATAGGCTT TGGTGAAATGAAACAAAGTAAAGCT 15 24 109 26 230 25 57,535 58,127 43,500 37,400 15,338,193 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 15 122 GGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGGGATTTAAATGTACTGAATAGGCTT TGGTGAAATGAAACAAAGTAAAGCTCT 15 22 109 26 230 27 57,535 60,148 43,500 40,900 15,613,188 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 24 190 TTAACTGTCTTTGATGTCGGGCTATGAATACAAATG TTAACTGTCTTTGATGTCGGGCT TGGTGAAATGAAACAAAGTAAAGCT 86 24 41 23 230 25 60,244 58,127 51,900 37,400 10,117,342 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 24 190 TTAACTGTCTTTGATGTCGGGCTATGAATACAAATG TTAACTGTCTTTGATGTCGGGC TGGTGAAATGAAACAAAGTAAAGCT 87 24 41 22 230 25 58,929 58,127 61,300 37,400 9,944,399 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:23734:8886 1 150 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 23 190 TTAACTGTCTTTGATGTCGGGCTATGAATACAAATG TTAACTGTCTTTGATGTCGGGC TGGTGAAATGAAACAAAGTAAAGCTC 87 23 41 22 230 26 58,929 59,022 61,300 40,900 10,049,560 A 230 GTTCACAGTTTGACTGACACTTGAAGAGGTTATTAAAGGATTAACTGTCTTTGATGTCGGGCTATGAATACAAATGTTTGTTTCTTTATAAGGGATTAAGTACTTGAGGGGATTTAAATGTACTGAATAGGCTTTTATGAATGAGATTTtatatatatatatatatatatatatatatataGTGAAGTCTATAATAGNTACTTAGAGCTTTACTTTGTTTCATTTCACCA

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 1 1 12 10 179 ATGGacacacacAGGCACACCTACACATAGACACAGaATGGACACACACAGGCACAC AACGTCAATGGGCCGGAAA 44 10 10 20 188 19 60,819 60,228 38,200 31,300 2,047,565 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 12 10 180 cATGGacacacacAGGCACACCTACACATAGACACAGCATGGACACACACAGGCACA AACGTCAATGGGCCGGAAA 45 10 9 20 188 19 60,819 60,228 45,700 31,300 2,047,158 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 12 10 182 cacATGGacacacacAGGCACACCTACACATAGACAC CACATGGACACACACAGGCA AACGTCAATGGGCCGGAAA 47 10 7 20 188 19 60,819 60,228 47,500 31,300 2,047,158 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 14 13 190 CAGacacacATGGacacacacAGGCACACCTACACATACAGACACACATGGACACACA CCAACGTCAATGGGCCGG 53 13 1 20 190 18 58,048 61,440 37,200 61,300 5,391,733 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 15 13 190 CAGacacacATGGacacacacAGGCACACCTACACATACAGACACACATGGACACACAC CCAACGTCAATGGGCCGG 52 13 1 21 190 18 59,401 61,440 38,200 61,300 5,038,612 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 15 12 190 CAGacacacATGGacacacacAGGCACACCTACACATACAGACACACATGGACACACAC CCAACGTCAATGGGCCGGA 52 12 1 21 190 19 59,401 62,911 38,200 51,400 5,509,986 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 16 3 138 cCTacacacAGacacacacAAAGacacacacacacAGacac CCTACACACAGACACACACA AACGTCAATGGGCCGGAAA 3 10 51 20 188 19 57,405 60,228 37,200 31,300 3,823,430 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 16 2 139 acCTacacacAGacacacacAAAGacacacacacacAGaca ACCTACACACAGACACACACAA AACGTCAATGGGCCGGAAA 2 10 50 22 188 19 59,765 60,228 33,300 31,300 3,463,461 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 17 10 166 GGCACACCTACACATAGACACAGacacacCTacacacAGGCACACCTACACATAGACAC AACGTCAATGGGCCGGAAA 30 10 23 21 188 19 58,382 60,228 36,700 31,300 3,846,359 D 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 17 3 139 acCTacacacAGacacacacAAAGacacacacacacAGaca ACCTACACACAGACACACACA AACGTCAATGGGCCGGAAA 3 10 50 21 188 19 59,171 60,228 37,200 31,300 3,056,901 G 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 18 10 166 GGCACACCTACACATAGACACAGacacacCTacacacAGGCACACCTACACATAGACACA AACGTCAATGGGCCGGAAA 29 10 23 22 188 19 60,028 60,228 37,200 31,300 3,256,782 D 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:26423:62171 1 74 86 16 2 AC ACACACACACACAGACACACACGCACACACGCACA NA 0 0 18 10 167 GGCACACCTACACATAGACACAGacacacCTacacacAGGCACACCTACACATAGACACA CAACGTCAATGGGCCGGAAA 29 10 23 22 189 20 60,028 61,520 37,200 31,300 3,548,227 D 193 CAGacacacATGGacacacacAGGCACACCTACACATAGACACAGacacacCTacacacAGacacacacAAAGacacacacacacAGacacacacGcacacaCGcacacacacaAATacacacAGAGacacacacacacacacacacacacacacacacANGCCAGAATTTTCCGGCCCATTGACGTTGGGTG

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 1 1 18.75 13 139 TCATTCTTCCAGGCGTGACCCTGAATACTAAACagagTCATTCTTCCAGGCGTGACC TCTCGCACTATGTCCTCGAT 13 16 105 20 243 20 60,036 58,031 40,200 35,900 2,005,093 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 18.75 13 141 TCATTCTTCCAGGCGTGACCCTGAATACTAAACagagTCATTCTTCCAGGCGTGACC CCTCTCGCACTATGTCCTCG 13 18 105 20 245 20 60,036 59,691 40,200 46,300 0.345691 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 18.75 12 139 ATTCTTCCAGGCGTGACCCTGAATACTAAACagagagATTCTTCCAGGCGTGACCC CCTCTCGCACTATGTCCTCG 12 18 107 19 245 20 59,700 59,691 44,600 46,300 1,609,278 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 18.75 11 139 ATTCTTCCAGGCGTGACCCTGAATACTAAACagagagATTCTTCCAGGCGTGACCCT CCTCTCGCACTATGTCCTCG 11 18 107 20 245 20 61,201 59,691 43,400 46,300 1,510,731 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 13 166 TCATTCTTCCAGGCGTGACCCTGAATACTAAACagagTCATTCTTCCAGGCGTGACC TCCCTCTCGCACTATGTCCT 13 20 105 20 247 20 60,036 59,741 40,200 38,500 0.295453 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 70 16 2 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 13 166 TCATTCTTCCAGGCGTGACCCTGAATACTAAACagagTCATTCTTCCAGGCGTGACC TCCCTCTCGCACTATGTCCT 13 20 105 20 247 20 60,036 59,741 40,200 38,500 0.295453 D 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 1 18.75 33 265 cTCAGACGATGCGTGAACCTCCCCTACAATGGCCATCTCAGACGATGCGTGAACCT CCTCGATCCCTCTCGCACTA 106 33 12 20 276 20 60,109 60,535 35,000 27,400 0.644413 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 4 228 GCCATAAGCACCATCTCCGATAACAGCCTTTCTGTG GCCATAAGCACCATCTCCGA TCCCTCTCGCACTATGTCCT 75 4 43 20 247 20 59,893 59,741 45,500 38,500 0.365773 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 4 228 GCCATAAGCACCATCTCCGATAACAGCCTTTCTGTG GCCATAAGCACCATCTCCGA TCCCTCTCGCACTATGTCCT 75 4 43 20 247 20 59,893 59,741 45,500 38,500 0.365773 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 4 259 cTCAGACGATGCGTGAACCTCCCCTACAATGGCCATCTCAGACGATGCGTGAACCT TCCCTCTCGCACTATGTCCT 106 4 12 20 247 20 60,109 59,741 35,000 38,500 0.368150 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 4 258 TCAGACGATGCGTGAACCTCCCCTACAATGGCCATATCAGACGATGCGTGAACCTC TCCCTCTCGCACTATGTCCT 105 4 13 20 247 20 60,109 59,741 38,500 38,500 0.368337 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:28057:71049 1 138 86 16 3 AG AGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGANA 0 0 20 4 259 cTCAGACGATGCGTGAACCTCCCCTACAATGGCCATCTCAGACGATGCGTGAACCT TCCCTCTCGCACTATGTCCT 106 4 12 20 247 20 60,109 59,741 35,000 38,500 0.368150 G 281 CCATGTccccccTCAGACGATGCGTGAACCTCCCCTACAATGGCCATAAGCACCATCTCCGATAACAGCCTTTCTGTGTAAAGATTCATTTTAACTTcccccATTCATTCTTCCAGGCGTGACCCTGAATACTAAACagagagagagagagACagagagagagagagagagagagagagagagagACACANagagagagagagagagACACagagagagagagATCGAGGACATAGTGCGAGAGGGATNGAGGACATAGTGCGAGAGGGATCGAGGACATA

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 1 1 12 0 135 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC GAAGGAGAGAGGCCAAGCTG 0 26 14 24 148 20 57,647 60,108 31,800 42,400 6,461,156 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 12 0 136 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC AGAAGGAGAGAGGCCAAGCT 0 27 14 24 149 20 57,647 60,253 31,800 37,400 6,606,055 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 12 0 137 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC GAGAAGGAGAGAGGCCAAGC 0 28 14 24 150 20 57,647 59,822 31,800 40,100 6,531,241 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 12 0 140 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC GTAGAGAAGGAGAGAGGCCA 0 31 14 24 153 20 57,647 57,554 31,800 53,600 8,799,086 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 12 0 140 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC GTAGAGAAGGAGAGAGGCCAA 0 30 14 24 153 21 57,647 58,259 31,800 45,200 9,094,550 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:29833:57741 1 38 65 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCNA 0 0 12 0 140 cccTCTCCCTATCTCTTTATCAACctctctctctctctctctct CCCTCTCCCTATCTCTTTATCAAC GTAGAGAAGGAGAGAGGCCAAG 0 29 14 24 153 22 57,647 59,307 31,800 36,100 9,046,478 G 186 GTCAATCCATTcccccTCTCCCTATCTCTTTATCAACctctctctctctctctctctctctctctctctCCctctctctctcccccTCTCTAtctctctctcTTCCCTTATCTCCCTCTCCCTCTGTCCAGCTTGGCctctctCCTTCTCTACNTATGTAtctctctctctctcTTTGCAtctctc

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 1 1 Jun‐75 24 139 TGTTTGTGAGATAGAACGAGACTTAATTGTACTAGaTGTTTGTGAGATAGAACGAGACT GCGTGTCCTCATGTGTTTCT 27 24 66 23 204 20 57,293 58,487 32,400 25,200 7,220,168 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 Jul‐75 23 139 TGTTTGTGAGATAGAACGAGACTTAATTGTACTAGaTGTTTGTGAGATAGAACGAGACTT GCGTGTCCTCATGTGTTTCTG 26 23 66 24 204 21 57,914 59,805 30,100 30,200 7,281,003 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 Jul‐75 23 139 TGTTTGTGAGATAGAACGAGACTTAATTGTACTAGaTGTTTGTGAGATAGAACGAGACT GCGTGTCCTCATGTGTTTCTG 27 23 66 23 204 21 57,293 59,805 32,400 30,200 6,902,690 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 8 28 151 TGGGCCTGTGTTTGTGAGATAGAACGAGACTTAAT TGGGCCTGTGTTTGTGAGAT ATGTGCGTGTCCTCATGTGT 38 28 58 20 208 20 59,522 59,965 27,500 37,200 0.513389 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 8 28 152 ATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAA ATGGGCCTGTGTTTGTGAGA ATGTGCGTGTCCTCATGTGT 39 28 57 20 208 20 59,522 59,965 32,700 37,200 0.513389 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 8 27 150 TGGGCCTGTGTTTGTGAGATAGAACGAGACTTAAT TGGGCCTGTGTTTGTGAGAT TGTGCGTGTCCTCATGTGTT 38 27 58 20 207 20 59,522 60,179 27,500 33,200 0.657131 B 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 13 11 135 TGGGCCTGTGTTTGTGAGATAGAACGAGACTTAAT TGGGCCTGTGTTTGTGAGAT GTGTTTCTGAGTGTGTGTGCA 38 11 58 20 192 21 59,522 59,263 27,500 45,700 2,215,308 F 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 13 11 136 ATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAA ATGGGCCTGTGTTTGTGAGA GTGTTTCTGAGTGTGTGTGCA 39 11 57 20 192 21 59,522 59,263 32,700 45,700 2,215,308 F 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:4107:30756 1 116 45 16 1.5 AC CACACACACACACACACACACACACACACACAGACANA 0 0 15 12 136 TGGGCCTGTGTTTGTGAGATAGAACGAGACTTAAT TGGGCCTGTGTTTGTGAGAT TGTGTTTCTGAGTGTGTGTGC 38 12 58 20 193 21 59,522 59,263 27,500 45,700 2,215,308 F 259 ATGtatataATGTGATTAGAATGTATTATAAATAAATTATGTGCCTATGCATCTATATGGGCCTGTGTTTGTGAGATAGAACGAGACTTAATTGTACTAGacacacAGAGACACCcacacacacacacacacacacacacacacacaGacacacacacacATGGGTACNCATGcacacacaCTCAGAAACACATGAGGACACGCACATGACCAGAacacacacGGANAAAAGAAACACATGGACTCaaaaaGCCGTAAG

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 1 1 2 0 113 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG GGACCAAGTTGTTTACTCTGAAGAA 0 13 68 20 180 25 60,530 59,179 68,600 25,200 6,350,720 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 2 0 113 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG GGACCAAGTTGTTTACTCTGAAG 0 15 68 20 180 23 60,530 57,325 68,600 30,200 6,204,707 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 15 156 CAGAGCCTGAGCGGAAGATTAAAATAACTGATTTC CAGAGCCTGAGCGGAAGATT GGACCAAGTTGTTTACTCTGAAG 43 15 25 20 180 23 59,822 57,325 24,000 30,200 5,852,538 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 14 156 CAGAGCCTGAGCGGAAGATTAAAATAACTGATTTC CAGAGCCTGAGCGGAAGATT GGACCAAGTTGTTTACTCTGAAGA 43 14 25 20 180 24 59,822 58,634 24,000 28,700 5,543,223 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 14 159 AATCAGAGCCTGAGCGGAAGATTAAAATAACTGAT AATCAGAGCCTGAGCGGAAG GGACCAAGTTGTTTACTCTGAAGA 46 14 22 20 180 24 59,822 58,634 34,600 28,700 5,543,223 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 0 113 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG GGACCAAGTTGTTTACTCTGAAGA 0 14 68 20 180 24 60,530 58,634 68,600 28,700 5,895,392 D 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 0 114 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG TGGACCAAGTTGTTTACTCTGAAGA 0 14 68 20 181 25 60,530 60,105 68,600 28,700 5,634,467 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 3 0 114 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG TGGACCAAGTTGTTTACTCTGAA 0 16 68 20 181 23 60,530 57,894 68,600 30,200 5,635,340 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 46 195 AATCAGAGCCTGAGCGGAAGATTAAAATAACTGAT AATCAGAGCCTGAGCGGAAG ACAGTATCACAGGAGTCCAGT 46 53 22 20 216 21 59,822 57,823 34,600 40,000 3,354,528 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 44 193 TCAGAGCCTGAGCGGAAGATTAAAATAACTGATTT TCAGAGCCTGAGCGGAAGAT ACAGTATCACAGGAGTCCAGT 44 53 24 20 216 21 60,686 57,823 24,000 40,000 3,862,709 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 43 192 CAGAGCCTGAGCGGAAGATTAAAATAACTGATTTC CAGAGCCTGAGCGGAAGATT ACAGTATCACAGGAGTCCAGT 43 53 25 20 216 21 59,822 57,823 24,000 40,000 3,354,528 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 1 150 CTAGGCTCCATAAAGTGCGCGcacacacacacacacacaCTAGGCTCCATAAAGTGCGC ACAGTATCACAGGAGTCCAGT 1 53 67 20 216 21 58,779 57,823 60,900 40,000 4,398,338 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 1 151 TCTAGGCTCCATAAAGTGCGCGcacacacacacacacacTCTAGGCTCCATAAAGTGCGC ACAGTATCACAGGAGTCCAGT 1 53 66 21 216 21 60,203 57,823 60,900 40,000 4,379,457 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 Mar‐75 0 149 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG ACAGTATCACAGGAGTCCAGT 0 53 68 20 216 21 60,530 57,823 68,600 40,000 3,706,697 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:5020:46929 1 88 55 16 2 AC CACACACACACACACACACACACACACACACAGAAANA 0 0 4 0 114 TAGGCTCCATAAAGTGCGCGcacacacacacacacacac TAGGCTCCATAAAGTGCGCG TGGACCAAGTTGTTTACTCTGA 0 17 68 20 181 22 60,530 57,236 68,600 32,700 5,293,823 G 227 GAGCTGTTTTCACAGGTCATTAATCAGAGCCTGAGCGGAAGATTAAAATAACTGATTTCCAATGGTCTAGGCTCCATAAAGTGCGCGcacacacacacacacacacacacacacacacaGAAacacacacAAacacacacacAATCTTTAAAGTTTTCTTCAGAGTAAACAACTTGGTCCaaaaaaGGTCATTTNACTGGACTCCTGTGATACTGTACATTGCAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 1 1 2 2 178 CACACCACAGCCTAGGTCACTCatatatatatatatatataCACACCACAGCCTAGGTCAC GGGAGCGTAGGCACTTGG 2 106 22 20 199 18 60,321 60,125 36,700 36,100 2,445,877 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 2 0 142 CACCACAGCCTAGGTCACTCatatatatatatatatatata CACCACAGCCTAGGTCACTC AGAGTAGTGGTTAATGCGTGCT 0 68 24 20 165 22 59,752 59,766 35,100 44,000 2,481,658 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 2 0 176 CACCACAGCCTAGGTCACTCatatatatatatatatatata CACCACAGCCTAGGTCACTC GGGAGCGTAGGCACTTGG 0 106 24 20 199 18 59,752 60,125 35,100 36,100 2,372,842 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 3 15 190 AATCATGCCCTGCACACCACAGCCTAGGTCACTCat AATCATGCCCTGCACACCA GGGAGCGTAGGCACTTGG 15 106 10 19 199 18 59,923 60,125 41,700 36,100 3,202,192 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 4 15 190 AAATCATGCCCTGCACACCACAGCCTAGGTCACTCa AAATCATGCCCTGCACACCA GGAGCGTAGGCACTTGGC 15 105 9 20 198 18 60,542 60,820 41,700 45,200 3,362,504 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 4 15 191 AAATCATGCCCTGCACACCACAGCCTAGGTCACTCa AAATCATGCCCTGCACACCA GGGAGCGTAGGCACTTGG 15 106 9 20 199 18 60,542 60,125 41,700 36,100 2,667,573 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 4 3 90 AAATCATGCCCTGCACACCACAGCCTAGGTCACTCa AAATCATGCCCTGCACACCA TGTTTGGACACTTGCCCTTC 15 3 9 20 98 20 60,542 58,601 41,700 34,600 1,941,159 A 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 4 2 90 tAAATCATGCCCTGCACACCACAGCCTAGGTCACTC TAAATCATGCCCTGCACACC GTTTGGACACTTGCCCTTCC 16 2 8 20 97 20 58,527 59,326 41,600 34,600 2,147,243 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 4 2 90 tAAATCATGCCCTGCACACCACAGCCTAGGTCACTC TAAATCATGCCCTGCACACCA GTTTGGACACTTGCCCTTCC 15 2 8 21 97 20 60,272 59,326 41,700 34,600 1,946,354 F 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 5 6 94 AAATCATGCCCTGCACACCACAGCCTAGGTCACTCa AAATCATGCCCTGCACACCA TCAATGTTTGGACACTTGCCC 15 6 9 20 102 21 60,542 59,314 41,700 53,600 2,228,519 A 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:6969:39757 1 44 32 16 1 AT ATATATATATATATATATATATATATATATAT NA 0 0 6 5 93 AAATCATGCCCTGCACACCACAGCCTAGGTCACTCa AAATCATGCCCTGCACACCA CAATGTTTGGACACTTGCCCT 15 5 9 20 101 21 60,542 59,312 41,700 51,900 2,230,664 A 270 AAAtttttAAATCATGCCCTGCACACCACAGCCTAGGTCACTCatatatatatatatatatatatatatatatatAAGGAAGGGCAAGTGTCCAAACATTGACCCCgggggAACTCCACTACAAACCTTTCTCCATTCTGAAAAGCACGCATTAACCACTACTCTGTTTGCTGTCACTTNGCCAAGTGCCTACGCTCCCCTGAGTTAGAATTTTGCTCACAAATCTGTTtgtgtgACNCTGTATCAAATGCCTTTTGAAAATCCATATAC

ST‐E00142:460:H2K7HCCXY:6:2219:8207:5265 1 60 109 16 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 1 1 13 12 183 TGCACATTTCACACTGAGGGAAGTAAAGTATTTTGATGCACATTTCACACTGAGGGA GGGTGGCAGAGAAAGAGAGAC 20 12 19 21 201 21 59,857 60,067 42,000 33,600 2,209,169 G 205 GAGAAACaaaaaaaaaaCTGCACATTTCACACTGAGGGAAGTAAAGTATTTTGAGGACTtctctctctctctctctctctctctctctctcCCTTtctctctctctctctcCctctctctctctctctCCATCCctctctctctctctCCCTCCCTCCctctctctctTTCTNtctctcTGtctctcTTTCTCTGCCACCCCATT

ST‐E00142:460:H2K7HCCXY:6:2219:8207:5265 1 60 109 16 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 13 12 184 CTGCACATTTCACACTGAGGGAAGTAAAGTATTTTGCTGCACATTTCACACTGAGGG GGGTGGCAGAGAAAGAGAGAC 21 12 18 21 201 21 59,461 60,067 43,000 33,600 2,605,014 G 205 GAGAAACaaaaaaaaaaCTGCACATTTCACACTGAGGGAAGTAAAGTATTTTGAGGACTtctctctctctctctctctctctctctctctcCCTTtctctctctctctctcCctctctctctctctctCCATCCctctctctctctctCCCTCCCTCCctctctctctTTCTNtctctcTGtctctcTTTCTCTGCCACCCCATT

ST‐E00142:460:H2K7HCCXY:6:2219:8207:5265 1 60 109 16 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTNA 0 0 14 13 183 TGCACATTTCACACTGAGGGAAGTAAAGTATTTTGATGCACATTTCACACTGAGGGA GGGTGGCAGAGAAAGAGAGA 20 13 19 21 201 20 59,857 58,729 42,000 31,000 2,413,574 G 205 GAGAAACaaaaaaaaaaCTGCACATTTCACACTGAGGGAAGTAAAGTATTTTGAGGACTtctctctctctctctctctctctctctctctcCCTTtctctctctctctctcCctctctctctctctctCCATCCctctctctctctctCCCTCCCTCCctctctctctTTCTNtctctcTGtctctcTTTCTCTGCCACCCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 74 239 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC TGAGCGAAGGGTTAATTGGGT 74 92 25 20 263 21 59,403 59,647 50,300 45,100 1,949,599 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 73 238 ATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCA ATACTCCCATGTCGCGAGCT TGAGCGAAGGGTTAATTGGGT 73 92 26 20 263 21 61,110 59,647 40,900 45,100 2,462,942 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 74 245 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC CTGAGGTGAGCGAAGGGTTA 74 99 25 20 269 20 59,403 59,104 50,300 28,500 1,492,107 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 67 238 CCATGTCGCGAGCTGAACAGCAAAGTGCACAATAT CCATGTCGCGAGCTGAACAG CTGAGGTGAGCGAAGGGTTA 67 99 32 20 269 20 61,690 59,104 31,600 28,500 2,585,813 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 18 164 ATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCA ATACTCCCATGTCGCGAGCT AGCCAACCAGAGACAAGAACA 73 18 26 20 189 21 61,110 59,510 40,900 31,800 2,600,410 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 18 165 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC AGCCAACCAGAGACAAGAACA 74 18 25 20 189 21 59,403 59,510 50,300 31,800 2,087,067 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 74 249 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC ATGACTGAGGTGAGCGAAGG 74 103 25 20 273 20 59,403 59,466 50,300 34,600 1,130,989 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 73 248 ATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCA ATACTCCCATGTCGCGAGCT ATGACTGAGGTGAGCGAAGG 73 103 26 20 273 20 61,110 59,466 40,900 34,600 1,644,332 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 189 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC TGTCTTCTTGGCAGTGGAGA 74 43 25 20 213 20 59,403 58,576 50,300 37,100 2,020,161 F 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 18 164 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC GCCAACCAGAGACAAGAACA 74 18 25 20 188 20 59,403 58,033 50,300 31,800 2,563,896 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 4 97 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCTT AGCCAACCAGAGACAAGAACA 4 18 93 22 189 21 59,625 59,510 28,500 31,800 3,865,328 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 43 190 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC TTGTCTTCTTGGCAGTGGAGA 74 43 25 20 214 21 59,403 59,232 50,300 37,100 2,364,852 F 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 42 189 TATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCATATACTCCCATGTCGCGAGC TGTCTTCTTGGCAGTGGAGAG 74 42 25 20 213 21 59,403 59,654 50,300 32,000 1,942,318 F 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 5 96 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCT GCCAACCAGAGACAAGAACA 5 18 93 21 188 20 59,016 58,033 31,000 31,800 3,951,743 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 5 97 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCT AGCCAACCAGAGACAAGAACA 5 18 93 21 189 21 59,016 59,510 31,000 31,800 3,474,914 A 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 5 121 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCT TGTCTTCTTGGCAGTGGAGA 5 43 93 21 213 20 59,016 58,576 31,000 37,100 3,408,008 F 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 5 121 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCT TGTCTTCTTGGCAGTGGAGAG 5 42 93 21 213 21 59,016 59,654 31,000 32,000 3,330,165 F 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:14580:66127 1 119 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 5 181 AGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctc AGCCTTTGAGCCTCTTTCTCT ATGACTGAGGTGAGCGAAGG 5 103 93 21 273 20 59,016 59,466 31,000 34,600 2,518,836 B 273 CAGTTTGTTACAGTTAACACAAAATATACTCCCATGTCGCGAGCTGAACAGCAAAGTGCACAATATGATTTGTCTCACAGCTTTGGTCTTTTAGCCTTTGAGCCTCTTTCTCTTTCTTtctctctctctctctctctctctctctctctcCTTTCTCGTGTCTTGCTTTGTTCTTGTCTCTGGTTGGCTTTtctctcCACTGCCAAGAAGACAAACTCAGGACATCCTTTATTCTGGCTGTTACCCAATTAACCCTTCGCTCACCTCAGTCAT

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 5 0 164 TGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAA TGCCGATCCTGTTCTCAGTG TTCTGTGCAATGTCAAAGCTG 91 0 61 20 224 21 59,753 57,641 36,600 42,400 3,606,167 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 165 GTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCA GTGCCGATCCTGTTCTCAGT TTCTGTGCAATGTCAAAGCTG 92 0 60 20 224 21 59,752 57,641 34,100 42,400 3,606,442 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 166 TGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCC TGTGCCGATCCTGTTCTCAG TTCTGTGCAATGTCAAAGCTG 93 0 59 20 224 21 59,753 57,641 33,500 42,400 3,606,167 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 210 CATTGAAGAGGTGACTGGCATTATTATGGGTTTAAACATTGAAGAGGTGACTGGCA TTCTGTGCAATGTCAAAGCTG 137 0 15 20 224 21 57,810 57,641 49,200 42,400 5,548,300 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 211 TCATTGAAGAGGTGACTGGCATTATTATGGGTTTAATCATTGAAGAGGTGACTGGCA TTCTGTGCAATGTCAAAGCTG 137 0 14 21 224 21 59,301 57,641 49,200 42,400 5,057,789 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 212 TCATTGAAGAGGTGACTGGCATTATTATGGGTTTAATCATTGAAGAGGTGACTGGCA TTTCTGTGCAATGTCAAAGCTG 137 0 14 21 225 22 59,301 58,291 49,200 42,400 5,407,972 F 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 93 ACAATGTGGCGTTGACACCTAATTATgagagagaAAGACAATGTGGCGTTGACACCT TTCTGTGCAATGTCAAAGCTG 20 0 132 20 224 21 60,465 57,641 40,000 42,400 3,824,167 B 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 94 ACAATGTGGCGTTGACACCTAATTATgagagagaAAGACAATGTGGCGTTGACACCT TTTCTGTGCAATGTCAAAGCTG 20 0 132 20 225 22 60,465 58,291 40,000 42,400 4,174,350 B 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:15219:19416 1 172 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 7 0 93 ACAATGTGGCGTTGACACCTAATTATgagagagaAAGACAATGTGGCGTTGACACCTA TTCTGTGCAATGTCAAAGCTG 19 0 132 21 224 21 60,203 57,641 30,800 42,400 4,561,417 B 247 GTTGCCATCAGCATCATTGAAGAGGTGACTGGCATTATTATGGGTTTAAATTGCAAATTGTGCCGATCCTGTTCTCAGTGATCTTTATGAAGCCAAAGCTAttttttGTACAGAAACCTTTTGGGATTCTTACAATGTGGCGTTGACACCTAATTATgagagagaAAGAGGgagagagagagagagagagagagagagagagaCAGCTTTGACATTGCACAGAAAAGGGGATTAAAACAGAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 1 1 14 10 133 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA CCGCCAGTCTGGGTAATCC 10 16 39 20 171 19 59,751 59,854 37,200 30,100 1,395,105 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 134 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA GCCGCCAGTCTGGGTAATC 10 17 39 20 172 19 59,751 60,524 37,200 17,500 1,772,780 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 152 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA TTCAAACAACTGGCTGGAGC 10 34 39 20 190 20 59,751 58,968 37,200 47,000 1,280,857 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 153 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA GTTCAAACAACTGGCTGGAGC 10 34 39 20 191 21 59,751 60,269 37,200 47,000 1,518,100 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 193 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA AGCACACACAACTTTGGTCA 10 75 39 20 231 20 59,751 58,167 37,200 40,200 2,081,726 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 194 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA CAGCACACACAACTTTGGTCA 10 75 39 20 232 21 59,751 59,528 37,200 40,200 1,720,924 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 14 10 195 TGCACACTCACACTcacacacaCTCACGCTcacacacac TGCACACTCACACTCACACA TCAGCACACACAACTTTGGTC 10 76 39 20 233 21 59,751 59,257 37,200 40,200 1,991,673 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 18 0 123 CACTcacacacaCTCACGCTcacacacacacaCTCACGCT CACTCACACACACTCACGCT CCGCCAGTCTGGGTAATCC 0 16 49 20 171 19 60,528 59,854 50,700 30,100 1,674,729 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16660:65898 1 69 68 16 3 AC CACACACACACACTCACGCTCACACACACACGCACTNA 0 0 18 0 142 CACTcacacacaCTCACGCTcacacacacacaCTCACGCT CACTCACACACACTCACGCT TTCAAACAACTGGCTGGAGC 0 34 49 20 190 20 60,528 58,968 50,700 47,000 1,560,480 G 247 CACACGCTCACAAacacacacacacacacacacacacATGCACACTCACACTcacacacaCTCACGCTcacacacacacaCTCACGCTcacacacacaCGCACTcacacacacacacacacacacacacacacacaGCAGTGGAGGtttttGGGATTACCCAGACTGGCGGCTCCAGCCAGTTGTTTGAACTTTAACAGAAACAGGTCTTTTGACCAAAGTtgtgtgtgCTGATTATGGAGTTCCCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 1 1 13 2 123 TTGCACACTCACTCACGCACGCACTCGCACACTCAC TTGCACACTCACTCACGCA TGAGCGTGCATGTGCCTG 18 2 24 19 146 18 60,153 61,051 52,400 48,500 4,204,948 B 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 14 2 126 CACTTGCACACTCACTCACGCACGCACTCGCACACT CACTTGCACACTCACTCACG TGAGCGTGCATGTGCCTG 20 2 21 20 146 18 59,421 61,051 43,500 48,500 3,630,162 B 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 14 2 139 tcactcacacaTGCACTTGCACACTCACTCACGCACGCATCACTCACACATGCACTTGC TGAGCGTGCATGTGCCTG 33 2 8 20 146 18 59,053 61,051 40,100 48,500 3,998,006 F 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 15 2 140 ctcactcacacaTGCACTTGCACACTCACTCACGCACGCCTCACTCACACATGCACTTGC TGAGCGTGCATGTGCCTG 33 2 7 21 146 18 60,069 61,051 40,100 48,500 4,120,910 F 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 15 2 143 tcactcactcacacaTGCACTTGCACACTCACTCACGCACTCACTCACTCACACATGCACT TGAGCGTGCATGTGCCTG 36 2 4 21 146 18 59,586 61,051 44,000 48,500 4,465,291 F 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 15 2 145 actcactcactcacacaTGCACTTGCACACTCACTCACGC ACTCACTCACTCACACATGCA TGAGCGTGCATGTGCCTG 38 2 2 21 146 18 59,586 61,051 39,600 48,500 4,465,291 F 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:16812:14828 1 61 66 16 1.5 AC CACACACACACGCACACAAACACACAGACACACTCANA 0 0 16 2 127 GCACTTGCACACTCACTCACGCACGCACTCGCACACGCACTTGCACACTCACTCAC TGAGCGTGCATGTGCCTG 21 2 20 20 146 18 59,694 61,051 35,100 48,500 3,357,401 B 146 cactcactcactcacacaTGCACTTGCACACTCACTCACGCACGCACTCGCACACTCACGcacacacacaCGcacacaAacacacAGacacacTcacacacacacacacacacacacacacacacaCGCAGGCACATGCACGCTCA

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 1 1 11 22 240 TATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACTATTCTTGTAAATTGACTGCTCTTCTG TGTGTGTGCCTGCATCTGT 59 22 24 27 263 19 58,060 59,851 30,200 34,100 10,088,877 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 11 22 241 TTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCATTATTCTTGTAAATTGACTGCTCTTCT TGTGTGTGCCTGCATCTGT 60 22 23 27 263 19 57,493 59,851 28,500 34,100 10,656,278 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 21 240 TATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACTATTCTTGTAAATTGACTGCTCTTCTG TGTGTGTGCCTGCATCTGTG 59 21 24 27 263 20 58,060 61,168 30,200 36,600 10,107,709 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 2 189 CCCACACTAACCCATAGAAACATATCTCCACAGACa CCCACACTAACCCATAGAAACA GTGCATGTGTGTCTGTGTGC 32 2 56 22 244 20 57,705 60,317 28,300 45,700 4,612,410 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 2 189 CCCACACTAACCCATAGAAACATATCTCCACAGACa CCCACACTAACCCATAGAAACAT GTGCATGTGTGTCTGTGTGC 31 2 56 23 244 20 58,145 60,317 27,100 45,700 5,172,609 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 2 197 CTGCGACTCCCACACTAACCCATAGAAACATATCTC CTGCGACTCCCACACTAACC GTGCATGTGTGTCTGTGTGC 42 2 48 20 244 20 60,390 60,317 28,500 45,700 0.707217 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 2 202 CTCTTCTGCGACTCCCACACTAACCCATAGAAACAT CTCTTCTGCGACTCCCACAC GTGCATGTGTGTCTGTGTGC 47 2 43 20 244 20 60,389 60,317 38,200 45,700 0.706436 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 2 208 TGACTGCTCTTCTGCGACTCCCACACTAACCCATAG TGACTGCTCTTCTGCGACTC GTGCATGTGTGTCTGTGTGC 53 2 37 20 244 20 59,758 60,317 33,600 45,700 0.559555 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:17878:71559 1 110 113 16 4 AC CACACACACACACACACACACACACACACACAGGC NA 0 0 12 0 188 TCCCACACTAACCCATAGAAACATATCTCCACAGAC TCCCACACTAACCCATAGAAACA GCATGTGTGTCTGTGTGCCT 32 0 55 23 242 20 59,089 61,168 28,300 47,500 5,079,667 G 263 TCTAAAGTCACATGATCATTATTTATTCTTGTAAATTGACTGCTCTTCTGCGACTCCCACACTAACCCATAGAAACATATCTCCACAGACaaaaaaCACAACAGATATCcacacacacacacacacacacacacacacacaGGCAAAGACACAAacacacacacAAGcacacaGGCATACAGacacacTcacacacacacaTGCATAGACTGacacacacacAGGcacacaGacacacATGcacacaGATGCAGGcacacaca

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 1 1 11 0 109 ATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtg ATGTGTCTGTGAGTGCCTGTA CGCACCAGCTCACACACTTA 0 0 35 21 143 20 59,029 60,600 27,400 22,400 2,570,631 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 12 1 119 ATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtg ATGTGTCTGTGAGTGCCTGT CAGAGGCTCACGCACCAG 1 12 35 20 153 18 59,239 60,434 40,000 40,000 3,195,024 D 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 12 1 122 ATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtg ATGTGTCTGTGAGTGCCTGT ACACAGAGGCTCACGCAC 1 15 35 20 156 18 59,239 59,970 40,000 53,400 2,790,853 D 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 12 0 108 TGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgTGTGTCTGTGAGTGCCTGTA CGCACCAGCTCACACACTTA 0 0 36 20 143 20 58,591 60,600 27,400 22,400 2,008,961 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 12 0 109 ATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtg ATGTGTCTGTGAGTGCCTGT CGCACCAGCTCACACACTTA 1 0 35 20 143 20 59,239 60,600 40,000 22,400 1,361,178 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 12 0 121 TGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgTGTGTCTGTGAGTGCCTGTA ACACAGAGGCTCACGCAC 0 15 36 20 156 18 58,591 59,970 27,400 53,400 3,438,636 D 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 15 0 140 AGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCAGTGAGCCTGTATGTGTGTGA CGCACCAGCTCACACACTTA 31 0 4 21 143 20 59,029 60,600 35,800 22,400 2,570,631 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 15 0 142 TGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTGAGTGAGCCTGTATGTGTGT CGCACCAGCTCACACACTTA 33 0 2 21 143 20 59,029 60,600 37,200 22,400 2,570,631 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:26585:69309 1 56 68 16 2 AC TGTGTGTGAGAGAGACTGTGTGTGTGCCTGTGAGT NA 0 0 16 0 141 GAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTGAGTGAGCCTGTATGTGTGTGA CGCACCAGCTCACACACTTA 31 0 3 22 143 20 60,029 60,600 35,800 22,400 2,629,011 G 156 GTGAGTGAGCCTGTAtgtgtgtgAATGAGCTTCTATGTGTCTGTGAGTGCCTGTAtgtgtgtgagagagACtgtgtgtgtgCCTGTGAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAgtgtgtGAGCTGGTGCGTGAGCCTCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 5 190 ACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAA ACCTTATTGTGAATTAGAGCAGAGA AGTGACACATACACTCACATGC 45 5 15 25 204 22 57,812 58,671 31,000 40,600 10,517,210 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 148 GTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtg GTCCGAGACAGGAAACAGCT GTGACACATACACTCACATGCA 9 4 56 20 203 22 59,681 58,934 42,400 39,600 3,385,142 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 4 190 ACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAA ACCTTATTGTGAATTAGAGCAGAGAA AGTGACACATACACTCACATGCA 44 4 15 26 204 23 58,375 60,244 28,700 39,600 10,868,730 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 4 190 ACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAA ACCTTATTGTGAATTAGAGCAGAGA AGTGACACATACACTCACATGCA 45 4 15 25 204 23 57,812 60,244 31,000 39,600 10,432,005 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 147 GTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtg GTCCGAGACAGGAAACAGCT TGACACATACACTCACATGCAC 9 3 56 20 202 22 59,681 58,934 42,400 45,700 3,385,142 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 146 GTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtg GTCCGAGACAGGAAACAGCT GACACATACACTCACATGCACA 9 2 56 20 201 22 59,681 58,934 42,400 45,700 3,385,142 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 139 ACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgt ACAGGAAACAGCTAGAAGGGA GACACATACACTCACATGCACA 1 2 63 21 201 22 58,379 58,934 42,000 45,700 5,687,450 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 139 ACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgt ACAGGAAACAGCTAGAAGGGAG GACACATACACTCACATGCACA 0 2 63 22 201 22 59,431 58,934 43,000 45,700 5,635,784 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:2706:6460 1 85 93 16 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 139 GACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgt GACAGGAAACAGCTAGAAGGGA ACACATACACTCACATGCACA 1 2 62 22 200 21 59,432 57,875 42,000 45,700 5,692,193 D 235 CTATAATTGCTATTACCTTATTGTGAATTAGAGCAGAGAAAAGATTAAAGAGTGAGTCCGAGACAGGAAACAGCTAGAAGGGAGgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgAgtgtgtGATTGAGTGACGGTCtgtgtgtgACtgtgtgtgtgTATGTGCATGTGAGTGTATGTGTCACTCtgtgtgtgAgtgtgtgtgtATGTCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 1 1 8 14 147 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC GCATTGCCTTCCCATCTCTG 14 52 12 20 158 20 59,564 58,970 31,800 33,500 1,466,226 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 8 14 148 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC CGCATTGCCTTCCCATCTCT 14 53 12 20 159 20 59,564 60,465 31,800 31,000 0.900866 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 8 14 209 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC AGTGCGTCAGTGTGAGTCTT 14 114 12 20 220 20 59,564 59,253 31,800 30,100 1,183,024 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 8 14 247 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC CGTGTGGGCTTGTCTGTTTC 14 152 12 20 258 20 59,564 59,692 31,800 27,800 0.743529 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 9 11 146 ACACGCAAATGCATTcacacaCTAACACAACGcacacaACACGCAAATGCATTCACACA CGCATTGCCTTCCCATCTCT 11 53 14 21 159 20 59,933 60,465 37,200 31,000 1,531,854 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 9 11 245 ACACGCAAATGCATTcacacaCTAACACAACGcacacaACACGCAAATGCATTCACACA CGTGTGGGCTTGTCTGTTTC 11 152 14 21 258 20 59,933 59,692 37,200 27,800 1,374,517 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 9 9 243 ACGCAAATGCATTcacacaCTAACACAACGcacacaca ACGCAAATGCATTCACACACT CGTGTGGGCTTGTCTGTTTC 9 152 16 21 258 20 59,662 59,692 35,500 27,800 1,645,463 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 10 14 210 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC GAGTGCGTCAGTGTGAGTCT 14 115 12 20 221 20 59,564 59,688 31,800 32,400 0.748184 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 10 11 208 ACACGCAAATGCATTcacacaCTAACACAACGcacacaACACGCAAATGCATTCACACA GAGTGCGTCAGTGTGAGTCT 11 115 14 21 221 20 59,933 59,688 37,200 32,400 1,379,172 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 11 0 96 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC TGTGCTTCTGCGTTTGTGTAC 14 0 12 20 107 21 59,564 59,671 31,800 29,000 1,765,061 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 12 2 95 ACACGCAAATGCATTcacacaCTAACACAACGcacacaACACGCAAATGCATTCACACA ATGTGCTTCTGCGTTTGTGT 11 2 14 21 108 20 59,933 58,976 37,200 37,200 2,091,028 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:32035:49566 1 46 41 16 1.5 AC CACACACAGACACACACACACACACACACACACACANA 0 0 12 2 97 GCACACGCAAATGCATTcacacaCTAACACAACGcac GCACACGCAAATGCATTCAC ATGTGCTTCTGCGTTTGTGT 14 2 12 20 108 20 59,564 58,976 31,800 37,200 1,460,040 F 264 aaaaaaCTCATGCACACGCAAATGCATTcacacaCTAACACAACGcacacacaGacacacacacacacacacacacacacacacacGTACACAAACGCAGAAGCACATAAacacacGTACATACTTCTCAAGAATAGTCAGAGATGGGAAGGCAATGCGGGCGAAGCCAGCAAATCCCACATTCTATAAAATGCATTTAGAAGACTCACACTGACGCACTCGCAATAACACAAACTCAGAAACAGACAAGCCCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 1 1 5 0 165 TTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAA TTGTGGAACCTGGTCAACCA TGCAAACACCATTGAAACCCA 85 0 37 20 201 21 59,374 59,166 36,700 45,100 2,460,012 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 0 0 5 0 166 TTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAA TTGTGGAACCTGGTCAACCA TTGCAAACACCATTGAAACCCA 85 0 37 20 202 22 59,374 59,763 36,700 45,100 2,863,525 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 0 0 5 0 166 TTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAATTTGTGGAACCTGGTCAACCA TGCAAACACCATTGAAACCCA 85 0 36 21 201 21 59,994 59,166 36,700 45,100 2,839,673 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 0 0 5 0 190 ATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGATTCTACTGAATTTCCAACAGTGTT TGCAAACACCATTGAAACCCA 105 0 12 25 201 21 57,176 59,166 33,200 45,100 9,657,375 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 0 0 5 0 190 TTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTG TTCTACTGAATTTCCAACAGTGTTT TTGCAAACACCATTGAAACCCA 104 0 13 25 202 22 57,361 59,763 28,300 45,100 9,876,256 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:6380:33076 1 142 39 16 1.5 AT TATATATATATATATATATATATATATATATATTATATANA 0 0 5 0 191 ATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGATTCTACTGAATTTCCAACAGTGTT TTGCAAACACCATTGAAACCCA 105 0 12 25 202 22 57,176 59,763 33,200 45,100 10,060,888 F 216 AATGAAGTCCAATTCTACTGAATTTCCAACAGTGTTTTGTGGAACCTGGTCAACCAGAGTAGCTACTGAAAATGAGTTATATTTTATTCATTCAACATCCCAAGAAAATTGATATTTAGACTCTAAttttttACTTGAACTtatatatatatatatatatatatatatatataTtatataTGGGTTTCAATGGTGTTTGCAATTTAAATGCAAGAC

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 44 103 16 3 AC CACACACACACACACACACACACACACACACACTACNA 0 1 16 3 171 TCGCATACGCcacacaTACACGCcacacacacacacacac TCGCATACGCCACACATACA CTCTCTCCAGTGTGTGAGCG 3 25 21 20 191 20 59,826 60,109 22,900 50,300 0.283073 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 44 103 16 3 AC CACACACACACACACACACACACACACACACACTACNA 0 0 16 0 168 CATACGCcacacaTACACGCcacacacacacacacacacacCATACGCCACACATACACGC CTCTCTCCAGTGTGTGAGCG 0 25 24 20 191 20 59,700 60,109 53,400 50,300 0.409856 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2220:9881:60413 1 44 103 16 3 AC CACACACACACACACACACACACACACACACACTACNA 0 0 18 3 173 TCGCATACGCcacacaTACACGCcacacacacacacacac TCGCATACGCCACACATACA CGCTCTCTCCAGTGTGTGAG 3 27 21 20 193 20 59,826 60,109 22,900 35,100 0.283073 G 205 acacacacacacAGCCCACATCGCATACGCcacacaTACACGCcacacacacacacacacacacacacacacacaCTacacacTGCCCACATCGCAAAGGCcacacacacacacacacaGCCCACACTGCATATGCcacacacacaCTGgagagaGCGCGGCCCCGACACCCGCTcacacaCTGgagagaGCGCGGCTCTGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 1 1 4 7 149 GTGCACCATGGACCTCATTTAATAGATCCAGGTGATGTGCACCATGGACCTCATTT GAAAGGATCTTTGGAGTGCTGT 48 7 30 20 178 22 58,451 58,584 23,200 44,000 4,965,359 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 0 0 4 7 150 GTGCACCATGGACCTCATTTAATAGATCCAGGTGATGTGCACCATGGACCTCATTT AGAAAGGATCTTTGGAGTGCTGT 48 7 30 20 179 23 58,451 59,926 23,200 44,000 4,622,854 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 0 0 5 4 137 GGACCTCATTTAATAGATCCAGGTGATTTTATTTTAAGGACCTCATTTAATAGATCCAGGTGA AGGATCTTTGGAGTGCTGTAGT 33 4 39 26 175 22 59,957 58,823 40,200 27,300 9,220,470 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 0 0 5 4 138 TGGACCTCATTTAATAGATCCAGGTGATTTTATTTTATGGACCTCATTTAATAGATCCAGGTG AGGATCTTTGGAGTGCTGTAGT 34 4 38 26 175 22 60,183 58,823 40,000 27,300 9,360,588 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 0 0 5 4 138 TGGACCTCATTTAATAGATCCAGGTGATTTTATTTTATGGACCTCATTTAATAGATCCAGGT AGGATCTTTGGAGTGCTGTAGT 35 4 38 25 175 22 59,089 58,823 40,000 27,300 9,088,405 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:11353:39124 1 98 52 16 1.5 AT ACACACACACACACACACACATATATATATATATAT NA 0 0 5 4 146 GTGCACCATGGACCTCATTTAATAGATCCAGGTGATGTGCACCATGGACCTCATTT AGGATCTTTGGAGTGCTGTAGT 48 4 30 20 175 22 58,451 58,823 23,200 27,300 4,726,431 F 193 TTCTGTAGACTGAATCACTGGTTATATTGGTGCACCATGGACCTCATTTAATAGATCCAGGTGATTTTATTTTAATTATAGCTTCTATGATTACCTGacacacacacacacacacacatatatatatatatatatatatatatatatataaaaaCTACAGCACTCCAAAGATCCTTTCTACTCATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 1 1 13 5 128 tctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCT TCTCTGCCTCTACCTCTCTGT AGTGGAAATAGAGTGAGACAGAGA 5 10 29 21 156 24 59,080 58,425 34,100 31,000 7,494,811 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 0 0 13 3 126 tctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTTCTGCCTCTACCTCTCTGTCT AGTGGAAATAGAGTGAGACAGAGA 3 10 31 21 156 24 59,080 58,425 34,100 31,000 7,494,811 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 0 0 15 10 156 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTAC ACTCTCCCTCTCAGTCTCTCT AGTGGAAATAGAGTGAGACAGAGA 33 10 1 21 156 24 58,438 58,425 31,000 31,000 8,137,453 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 0 0 15 8 155 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTAC ACTCTCCCTCTCAGTCTCTCT GTGGAAATAGAGTGAGACAGAGAGA 33 8 1 21 155 25 58,438 59,350 31,000 31,000 8,212,562 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 0 0 15 7 154 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTAC ACTCTCCCTCTCAGTCTCTCT TGGAAATAGAGTGAGACAGAGAGAC 33 7 1 21 154 25 58,438 59,350 31,000 33,600 8,212,562 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:12956:38983 1 55 68 16 2 AG TCTCTCTCTCCCTACCTCTGTCTCTCTGTCTCTCTCTC NA 0 0 15 1 124 tGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGTGCCTCTACCTCTCTGTCTCT AGTGGAAATAGAGTGAGACAGAGA 1 10 33 21 156 24 59,080 58,425 31,000 31,000 7,494,811 G 158 ACTCTCCCTCTCAGtctctcTTTCActctctctGCCTCTACctctctGTCTCTGtctctctctcCCTACCTCTGtctctcTGtctctctctctctctctctctctctctctctcTGtctctcCATCTAAGtctctcTGTCTCACTCTATTTCCACTTC

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 1 1 8 0 125 AGGgagagagaCTGAGGCACAGCgagagagaGTGGAa AGGGAGAGAGACTGAGGCAC CTCCGCTTATCTCTCAGATCAC 16 0 49 20 173 22 60,324 57,841 50,100 30,600 4,483,653 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 0 0 10 0 126 GAGGgagagagaCTGAGGCACAGCgagagagaGTGGAGAGGGAGAGAGACTGAGGCA CTCCGCTTATCTCTCAGATCAC 17 0 48 20 173 22 60,034 57,841 47,500 30,600 4,192,978 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 0 0 10 0 127 AGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAGAGGGAGAGAGACTGAGGC CTCCGCTTATCTCTCAGATCAC 18 0 47 20 173 22 59,741 57,841 47,000 30,600 4,418,152 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 0 0 12 0 142 aaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAAGGGAATGAGAGACAGAGGGA CTCCGCTTATCTCTCAGATCAC 31 0 32 22 173 22 59,955 57,841 42,000 30,600 6,204,424 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 0 0 13 0 140 GGGAATgagagaCAGAGGgagagagaCTGAGGCACAGGGGAATGAGAGACAGAGGGAG CTCCGCTTATCTCTCAGATCAC 30 0 34 21 173 22 58,961 57,841 43,000 30,600 6,198,036 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:13301:54735 1 85 67 16 3 AG AGAGAGAGAGCGACAGGGAGAGAGAGAGAGAGGNA 0 0 13 0 141 aGGGAATgagagaCAGAGGgagagagaCTGAGGCACAAGGGAATGAGAGACAGAGGGA CTCCGCTTATCTCTCAGATCAC 31 0 33 21 173 22 59,351 57,841 42,000 30,600 5,807,946 G 173 CAAGATTGTTACAGGgagaaagagaaagagaaaGGGAATgagagaCAGAGGgagagagaCTGAGGCACAGCgagagagaGTGGAagagagagagCGACAGGgagagagagagagaGGGGgagagagagagagagagagagagagagagagaGTGATCTgagagaTAAGCGGAG

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 6 12 132 TTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctct TTTCAGGCTCCCTTTCTCCG GCGTTTAAATCAGGTCCAACA 12 37 63 20 194 21 59,675 57,092 46,300 33,300 4,232,837 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 12 133 TTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctct TTTCAGGCTCCCTTTCTCCG AGCGTTTAAATCAGGTCCAACA 12 37 63 20 195 22 59,675 58,518 46,300 33,300 3,807,379 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 12 169 TTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctct TTTCAGGCTCCCTTTCTCCG AGGTGAAGGGAGGTAATCGT 12 75 63 20 231 20 59,675 57,751 46,300 37,300 2,574,252 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 12 172 TTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctct TTTCAGGCTCCCTTTCTCCG TGAAGGTGAAGGGAGGTAATCG 12 76 63 20 234 22 59,675 59,500 46,300 33,400 2,825,041 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 12 175 TTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctct TTTCAGGCTCCCTTTCTCCG TCATGAAGGTGAAGGGAGGT 12 81 63 20 237 20 59,675 57,955 46,300 38,500 2,369,736 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 11 132 TTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctc TTCAGGCTCCCTTTCTCCGT AGCGTTTAAATCAGGTCCAACA 11 37 64 20 195 22 60,836 58,518 46,900 33,300 4,318,837 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 20 190 TCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCT TCTCACTCTTTCAGGCTCCC ACTGAGATCATGAAGGTGAAGGG 20 85 55 20 244 23 58,729 59,800 43,000 39,500 4,470,415 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 20 191 GTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGC GTCTCACTCTTTCAGGCTCCC ACTGAGATCATGAAGGTGAAGGG 20 85 54 21 244 23 60,067 59,800 43,000 39,500 4,266,009 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18010:69994 1 95 42 16 1.5 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 19 190 TCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCT TCTCACTCTTTCAGGCTCCCT ACTGAGATCATGAAGGTGAAGGG 19 85 55 21 244 23 60,203 59,800 42,000 39,500 4,402,745 B 246 CCCTCCCTCTCActctctctctctAtctctcTtctctctcTGCCTTtctctcTGTCTCACTCTTTCAGGCTCCCTTTCTCCGTCCCTCGCTGTGtctctctcTGtctctctctctctctctctctctctctctctcGCACTGTCTATCTCCTCACTTTCCTTTTAACAACCAATGTTGGACCTGATTTAAACGCTAATCCCTTAATACTTAACGATTACCTCCCTTCACCTTCATGATCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 18 8 92 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGT GGGAGAAAGAGAGAGAAGAGGG 8 10 75 20 166 22 58,444 58,969 34,100 43,000 4,586,980 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 18 8 142 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGT GGAGAGAGACAAATCAGAGATACT 8 58 75 20 216 24 58,444 57,040 34,100 21,200 8,515,605 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 18 6 92 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGTAT GGGAGAAAGAGAGAGAAGAGGG 6 10 75 22 166 22 58,704 58,969 21,200 43,000 6,326,986 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 19 8 142 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGT GGAGAGAGACAAATCAGAGATACTG 8 57 75 20 216 25 58,444 58,262 34,100 27,400 8,294,081 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 19 7 92 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGTA GGGAGAAAGAGAGAGAAGAGGG 7 10 75 21 166 22 58,271 58,969 27,400 43,000 5,760,207 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:18254:15215 1 103 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 19 7 142 GCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctGCTGACTCTCTCCCTTCAGTA GGAGAGAGACAAATCAGAGATACTG 7 57 75 21 216 25 58,271 58,262 27,400 27,400 9,467,308 F 216 ACTCCATTCTATATGTCCAATTCctctctctctctctGActctctCCCTTCAGTACCTCAGAtctctctctctcGCTGActctctCCCTTCAGTATCTCTGAtctctctctctctctctctctctctctctctcCATTCTGTGCCCCTCTtctctctcTTTCTcccccTccccccTCTGACTGTCCCCATTCAGTATCTCTGATTTGtctctctcC

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 13 102 AATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATA AATGTGCTCCCTGCTTGTGA ACCACCTACAGTACACAGCAC 16 13 82 20 183 21 59,889 59,657 35,800 44,000 1,454,527 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 13 166 GGCACTTCTTGTATACTTGCACATAAAAGCACAATT GGCACTTCTTGTATACTTGCACA ACCACCTACAGTACACAGCAC 77 13 18 23 183 21 59,249 59,657 45,700 44,000 5,094,641 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 101 AATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATA AATGTGCTCCCTGCTTGTGA CCACCTACAGTACACAGCACA 16 12 82 20 182 21 59,889 59,657 35,800 45,700 1,454,203 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 165 GGCACTTCTTGTATACTTGCACATAAAAGCACAATT GGCACTTCTTGTATACTTGCACA CCACCTACAGTACACAGCACA 77 12 18 23 182 21 59,249 59,657 45,700 45,700 5,094,317 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 166 AGGCACTTCTTGTATACTTGCACATAAAAGCACAAT AGGCACTTCTTGTATACTTGCAC CCACCTACAGTACACAGCACA 78 12 17 23 182 21 58,996 59,657 45,700 45,700 5,346,789 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 39 191 GGCACTTCTTGTATACTTGCACATAAAAGCACAATT GGCACTTCTTGTATACTTGCACA AGCACATACACACACAGCAC 77 39 18 23 208 20 59,249 58,771 45,700 44,000 4,980,603 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 38 190 GGCACTTCTTGTATACTTGCACATAAAAGCACAATT GGCACTTCTTGTATACTTGCACA GCACATACACACACAGCACA 77 38 18 23 207 20 59,249 59,056 45,700 45,700 4,694,849 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 38 191 AGGCACTTCTTGTATACTTGCACATAAAAGCACAAT AGGCACTTCTTGTATACTTGCAC GCACATACACACACAGCACA 78 38 17 23 207 20 58,996 59,056 45,700 45,700 4,947,321 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 28 140 TGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTTGAGCGAAACTAGAATGTGCT AGCACATACACACACAGCAC 28 39 69 21 208 20 57,681 58,771 44,000 44,000 4,548,565 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT
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ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 27 140 TGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTTGAGCGAAACTAGAATGTGCTC AGCACATACACACACAGCAC 27 39 69 22 208 20 58,746 58,771 42,600 44,000 4,483,488 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 16 126 AATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATA AATGTGCTCCCTGCTTGTGA GCACATACACACACAGCACA 16 38 82 20 207 20 59,889 59,056 35,800 45,700 1,054,735 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 16 127 AATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATA AATGTGCTCCCTGCTTGTGA AGCACATACACACACAGCAC 16 39 82 20 208 20 59,889 58,771 35,800 44,000 1,340,489 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 15 125 ATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgATGTGCTCCCTGCTTGTGAG GCACATACACACACAGCACA 15 38 83 20 207 20 60,322 59,056 35,100 45,700 1,265,950 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 12 100 ATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgATGTGCTCCCTGCTTGTGAG CCACCTACAGTACACAGCACA 15 12 83 20 182 21 60,322 59,657 35,100 45,700 1,665,419 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 26 140 GAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCT GAGCGAAACTAGAATGTGCTCC AAGCACATACACACACAGCAC 26 39 70 22 209 21 59,395 59,396 47,000 44,000 4,209,168 F 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 22 191 TGCCAATATAATGGTAGGCACTTCTTGTATACTTGC TGCCAATATAATGGTAGGCACTT GCACATAAGACCACCTACAGT 93 22 2 23 192 21 57,940 57,388 31,600 35,500 8,672,192 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 22 191 TGCCAATATAATGGTAGGCACTTCTTGTATACTTGC TGCCAATATAATGGTAGGCACTTC GCACATAAGACCACCTACAGT 92 22 2 24 192 21 58,930 57,388 30,100 35,500 8,681,767 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20659:24128 1 118 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 22 191 TGCCAATATAATGGTAGGCACTTCTTGTATACTTGC TGCCAATATAATGGTAGGCACT GCACATAAGACCACCTACAGT 94 22 2 22 192 21 57,277 57,388 44,000 35,500 8,334,292 A 209 GTGCCAATATAATGGTAGGCACTTCTTGTATACTTGCACATAAAAGCACAATTTTGAGTCTGACTATATGAGCGAAACTAGAATGTGCTCCCTGCTTGTGAGCTAATTCAGAATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGGAGAGCCTGTGCTGTGTACTGTAGGTGGTCTTATGTGCtgtgtgtgTATGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 1 1 3 3 152 GCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacaca GCTTCGATTCTCTCTTGCGC CCCGATACTAGCTGCCCTTG 3 69 24 20 175 20 59,700 59,966 60,900 36,100 0.334251 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 3 135 GCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacaca GCTTCGATTCTCTCTTGCGC TTGAGAAGGTGGTGGTGAGC 3 52 24 20 158 20 59,700 59,891 60,900 42,600 0.408777 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 3 194 GCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacaca GCTTCGATTCTCTCTTGCGC TTCAAGGGATGTGGGCTTCG 3 111 24 20 217 20 59,700 60,322 60,900 37,900 0.622649 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 115 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA AGCTGCCTTCTTGAACTGCT 0 35 27 20 141 20 59,756 59,890 45,700 42,400 0.353739 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 132 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA TTGAGAAGGTGGTGGTGAGC 0 52 27 20 158 20 59,756 59,891 45,700 42,600 0.352220 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 149 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA CCCGATACTAGCTGCCCTTG 0 69 27 20 175 20 59,756 59,966 45,700 36,100 0.277694 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 153 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA ATTGCCCGATACTAGCTGCC 0 73 27 20 179 20 59,756 59,965 45,700 48,500 0.279093 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 191 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA TTCAAGGGATGTGGGCTTCG 0 111 27 20 217 20 59,756 60,322 45,700 37,900 0.566092 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:20831:42429 1 47 40 16 1.5 AC CGCGCGCGCACACACACACACACACACACACACAC NA 0 0 4 0 194 TCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacaTCGATTCTCTCTTGCGCACA TGATTCAAGGGATGTGGGCT 0 114 27 20 220 20 59,756 58,998 45,700 51,900 1,245,705 F 257 TAACACCTGATCTAAATaaaaaTGCTTCGATtctctcTTGCGCACAcgcgcgcgcacacacacacacacacacacacacacacacaCGAGTGGGAGGATAGGTTAAGTGGATTAAGATTCCAGCAGTTCAAGAAGGCAGCTcaccaccacCTTCTCAAGGGCAGCTAGTATCGGGCAATAAATGCTGGCCCAGCCAGCGAAGCCCACATCCCTTGAATCAATaaaaaaaaaaCCTCATTTTAAATCCTCTATGTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 11 18 190 GCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAGCAGATAGAGCGAGAGGGAC ACTCTCTCTGTGAGTGTTTGTGT 97 18 6 20 195 23 59,404 59,551 44,600 37,200 4,045,100 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 18 191 TGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCTGCAGATAGAGCGAGAGGGA ACTCTCTCTGTGAGTGTTTGTGT 98 18 5 20 195 23 59,816 59,551 42,000 37,200 3,632,749 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 17 190 TGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCTGCAGATAGAGCGAGAGGGA CTCTCTCTGTGAGTGTTTGTGTG 98 17 5 20 194 23 59,816 59,199 42,000 38,200 3,984,781 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 135 gagGTGGAAAGACACGCAGACATATCcacacaTATTGGAGGTGGAAAGACACGCAGA TGTGTGGATGTGTGTGATCCT 60 2 43 20 177 21 59,966 59,301 42,600 32,400 1,732,587 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 136 agagGTGGAAAGACACGCAGACATATCcacacaTATT AGAGGTGGAAAGACACGCAG TGTGTGGATGTGTGTGATCCT 61 2 42 20 177 21 59,966 59,301 51,800 32,400 1,733,141 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 137 gagagGTGGAAAGACACGCAGACATATCcacacaTAT GAGAGGTGGAAAGACACGCA TGTGTGGATGTGTGTGATCCT 62 2 41 20 177 21 59,966 59,301 52,400 32,400 1,732,587 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 158 AGGGACAGCAAAGGAAAGCAagagagGTGGAAAGAAGGGACAGCAAAGGAAAGCA TGTGTGGATGTGTGTGATCCT 83 2 20 20 177 21 59,814 59,301 39,100 32,400 1,884,983 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 168 ATAGAGCGAGAGGGACAGCAAAGGAAAGCAagag ATAGAGCGAGAGGGACAGCA TGTGTGGATGTGTGTGATCCT 93 2 10 20 177 21 60,106 59,301 44,100 32,400 1,805,552 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:25337:52731 1 123 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 11 2 173 TGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCTGCAGATAGAGCGAGAGGGA TGTGTGGATGTGTGTGATCCT 98 2 5 20 177 21 59,816 59,301 42,000 32,400 1,882,814 F 203 GAAATGCAGATAGAGCGAGAGGGACAGCAAAGGAAAGCAagagagGTGGAAAGACACGCAGACATATCcacacaTATTGAAAGAGACAGAGAAAAGCGTGAGAGTgagagagaTAGAGGCCGacacacacacacacacacacacacacacacacTCAGGATcacacacaTCcacacaAACACTCACagagagagTgagagaga

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 1 1 8 25 150 TCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACTCGAGCAACAAGGAAAGAGTGA ACTTCTCAGTCCCTCTCCCT 25 35 3 22 152 20 59,898 58,911 34,100 42,000 3,191,543 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 0 0 8 25 151 TCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACTCGAGCAACAAGGAAAGAGTGA CACTTCTCAGTCCCTCTCCC 25 36 3 22 153 20 59,898 58,809 34,100 43,000 3,293,063 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 0 0 9 25 150 TCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACTCGAGCAACAAGGAAAGAGTGA ACTTCTCAGTCCCTCTCCCTC 25 34 3 22 152 21 59,898 59,993 34,100 43,000 3,109,059 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 0 0 12 0 125 aaaGGGACACAGATAGAGTGACagagagagagagagA AAAGGGACACAGATAGAGTGAC ACTTCTCAGTCCCTCTCCCTC 0 34 28 22 152 21 57,190 59,993 36,700 43,000 5,816,829 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 0 0 12 0 125 aaaGGGACACAGATAGAGTGACagagagagagagagA AAAGGGACACAGATAGAGTGAC ACTTCTCAGTCCCTCTCCCT 0 35 28 22 152 20 57,190 58,911 36,700 42,000 5,899,314 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:26758:68482 1 50 48 16 1.5 AG AGAGAGAGAGAGAGAAAGAGAGAGAGAGAGAGANA 0 0 12 0 126 aaaGGGACACAGATAGAGTGACagagagagagagagA AAAGGGACACAGATAGAGTGAC CACTTCTCAGTCCCTCTCCC 0 36 28 22 153 20 57,190 58,809 36,700 43,000 6,000,834 F 162 CATCGAGCAACAAGGAAAGAGTGAGaaaaaGGGACACAGATAGAGTGACagagagagagagagAAagagagagagagagagagagagagagagagagACAGATAGATAGACATAAAGGCAGAAGATAGATAGAGGGAGAGGGACTGAGAAGTGAAGTAAGAC

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 29 241 ACCTCAAATTGCAAACTCTGTGAATGCTCAGcccccc ACCTCAAATTGCAAACTCTGTGA TGAATGGCTACAGTCCTGACT 136 29 1 23 241 21 59,046 58,460 35,800 34,100 6,493,995 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 15 139 CCAGTGTGAAGCCAAGAATCATCAATACAATAGAA CCAGTGTGAAGCCAAGAATCA CCTGACTTTGTGAAAGGTGCT 50 15 89 21 227 21 58,493 58,699 25,700 44,000 4,808,830 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 15 139 CCAGTGTGAAGCCAAGAATCATCAATACAATAGAA CCAGTGTGAAGCCAAGAATCAT CCTGACTTTGTGAAAGGTGCT 49 15 89 22 227 21 58,913 58,699 24,500 44,000 5,388,377 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 29 241 ACCTCAAATTGCAAACTCTGTGAATGCTCAGcccccc ACCTCAAATTGCAAACTCTGTG TGAATGGCTACAGTCCTGACT 137 29 1 22 241 21 57,688 58,460 36,600 34,100 6,852,199 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 28 241 ACCTCAAATTGCAAACTCTGTGAATGCTCAGcccccc ACCTCAAATTGCAAACTCTGTGA TGAATGGCTACAGTCCTGACTT 136 28 1 23 241 22 59,046 59,094 35,800 30,100 6,860,001 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 25 223 ACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGACTCTGTGAATGCTCAGCCC TGGCTACAGTCCTGACTTTGT 125 25 15 20 237 21 60,036 58,953 51,900 28,300 2,082,690 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 23 189 GCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAA GCTGGTCATCGGAAGTCTGT GGCTACAGTCCTGACTTTGTGA 92 23 48 20 236 22 59,752 59,963 34,100 35,800 2,284,987 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 23 222 ACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGACTCTGTGAATGCTCAGCCC GGCTACAGTCCTGACTTTGTGA 125 23 15 20 236 22 60,036 59,963 51,900 35,800 2,072,881 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 139 CCAGTGTGAAGCCAAGAATCATCAATACAATAGAA CCAGTGTGAAGCCAAGAATCAT CCTGACTTTGTGAAAGGTGC 49 16 89 22 227 20 58,913 57,218 24,500 50,100 5,868,976 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 139 CCAGTGTGAAGCCAAGAATCATCAATACAATAGAA CCAGTGTGAAGCCAAGAATCA CCTGACTTTGTGAAAGGTGC 50 16 89 21 227 20 58,493 57,218 25,700 50,100 5,289,430 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 139 CCAGTGTGAAGCCAAGAATCATCAATACAATAGAA CCAGTGTGAAGCCAAGAATCATC CCTGACTTTGTGAAAGGTGC 48 16 89 23 227 20 59,872 57,218 29,200 50,100 5,910,187 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 182 GCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAA GCTGGTCATCGGAAGTCTGT GTCCTGACTTTGTGAAAGGTGC 92 16 48 20 229 22 59,752 59,967 34,100 50,100 2,281,160 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 183 GGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTA GGCTGGTCATCGGAAGTCTG GTCCTGACTTTGTGAAAGGTGC 93 16 47 20 229 22 60,461 59,967 35,100 50,100 2,494,411 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 16 215 ACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGACTCTGTGAATGCTCAGCCC GTCCTGACTTTGTGAAAGGTGC 125 16 15 20 229 22 60,036 59,967 51,900 50,100 2,069,054 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 15 181 GCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAA GCTGGTCATCGGAAGTCTGT TCCTGACTTTGTGAAAGGTGCT 92 15 48 20 228 22 59,752 60,092 34,100 44,000 2,340,165 F 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 25 199 ATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTATCAACAGGGCTGGTCATCG TGGCTACAGTCCTGACTTTGT 101 25 39 20 237 21 60,108 58,953 38,400 28,300 2,154,569 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 23 198 ATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTATCAACAGGGCTGGTCATCG GGCTACAGTCCTGACTTTGTGA 101 23 39 20 236 22 60,108 59,963 38,400 35,800 2,144,759 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:29650:9466 1 160 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 16 191 ATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTATCAACAGGGCTGGTCATCG GTCCTGACTTTGTGAAAGGTGC 101 16 39 20 229 22 60,108 59,967 38,400 50,100 2,140,932 B 272 ACCTCAAATTGCAAACTCTGTGAATGCTCAGccccccTATCAACAGGGCTGGTCATCGGAAGTCTGTACCTTTTcacacaTTAACTCTCCAGTGTGAAGCCAAGAATCATCAATACAATAGAACAGAGCCACaagaaagaaagaaagaGAGAAAGAGATagagagagagagagagagagagagagagagagAACTTGCATTtatataGCACCTTTCACAAAGTCAGGACTGTAGCCATTCATTTATGATTTCAATAATTTCCATTATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 1 1 10 14 134 TCTCCCACCTacacacacGTATACACATtctctctcCCTCGTCTCCCACCTACACACACGT GGGTGGGAAAGAGTGAGTGT 22 14 39 20 172 20 60,469 59,234 44,900 35,500 1,234,095 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 11 14 142 TCACTCACTCTCCCACCTacacacacGTATACACATtct TCACTCACTCTCCCACCTACA GGGTGGGAAAGAGTGAGTGT 29 14 31 21 172 20 59,572 59,234 27,400 35,500 2,193,263 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 12 14 135 CTCTCCCACCTacacacacGTATACACATtctctctcCCTCCTCTCCCACCTACACACACG GGGTGGGAAAGAGTGAGTGT 23 14 38 20 172 20 59,756 59,234 44,900 35,500 1,009,417 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 13 14 140 ACTCACTCTCCCACCTacacacacGTATACACATtctctc ACTCACTCTCCCACCTACACA GGGTGGGAAAGAGTGAGTGT 27 14 33 21 172 20 59,853 59,234 37,200 35,500 1,912,701 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 13 14 141 CACTCACTCTCCCACCTacacacacGTATACACATtctc CACTCACTCTCCCACCTACAC GGGTGGGAAAGAGTGAGTGT 28 14 32 21 172 20 59,454 59,234 29,000 35,500 2,311,986 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 13 8 140 CTCACTCACTCTCCCACCTacacacacGTATACACATtcCTCACTCACTCTCCCACCT TGGGAAAGAGTGAGTGTATGTGT 32 8 30 19 169 23 57,627 59,354 40,000 37,200 7,018,719 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 13 7 139 CTCACTCACTCTCCCACCTacacacacGTATACACATtcCTCACTCACTCTCCCACCT GGGAAAGAGTGAGTGTATGTGTT 32 7 30 19 168 23 57,627 58,358 40,000 33,200 8,014,986 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 14 8 139 CTCACTCACTCTCCCACCTacacacacGTATACACATtcCTCACTCACTCTCCCACCT GGGAAAGAGTGAGTGTATGTGT 32 8 30 19 168 22 57,627 57,727 40,000 37,200 7,645,705 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 15 14 137 CACTCTCCCACCTacacacacGTATACACATtctctctcCCCACTCTCCCACCTACACACAC GGGTGGGAAAGAGTGAGTGT 24 14 36 21 172 20 59,999 59,234 38,200 35,500 1,766,465 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 81 58 16 2 AC ACACACACACACACACACACACACACACACACGCTCNA 0 0 17 2 134 CTCACTCACTCTCCCACCTacacacacGTATACACATtcCTCACTCACTCTCCCACCT AGAGTGAGTGTATGTGTTTGTGT 32 2 30 19 163 23 57,627 57,976 40,000 37,200 8,396,090 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 1 10 0 172 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG GGGTGGGAAAGAGTGAGTGTA 0 13 1 19 172 21 58,210 59,024 47,900 29,000 4,765,522 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 0 10 0 172 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG GGGTGGGAAAGAGTGAGTGT 0 14 1 19 172 20 58,210 59,234 47,900 35,500 3,555,352 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 0 10 0 172 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG GGGTGGGAAAGAGTGAGTGTAT 0 12 1 19 172 22 58,210 59,428 47,900 22,900 5,361,946 G 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 0 12 0 169 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG TGGGAAAGAGTGAGTGTATGTG 0 9 1 19 169 22 58,210 57,728 47,900 32,100 7,061,538 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 0 12 0 169 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG TGGGAAAGAGTGAGTGTATGTGTT 0 7 1 19 169 24 58,210 59,897 47,900 33,200 6,892,366 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:2970:26325 1 20 119 16 3 AC CACACACACACTCACTCACTCTCCCACCTACACACACNA 0 0 13 0 169 TCACTCTATCCCACGGACGcacacacacaCTCACTCAC TCACTCTATCCCACGGACG TGGGAAAGAGTGAGTGTATGTGT 0 8 1 19 169 23 58,210 59,354 47,900 37,200 6,436,003 D 175 TCACTCTATCCCACGGACGcacacacacaCTCACTCACTCTCCCACCTacacacacGTATACACATtctctctcCCTCGAacacacacacacacacacacacacacacacacGCTCActctctCATATacacacacacAAACACAAACACATACACTCACTCTTTCCCAcccccA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 1 1 5 21 190 ATACCAGTGTATGCCAACCAGCAAACTCTACCCATT ATACCAGTGTATGCCAACCAGC TGTATATATATCATCATCAAGTCGTGC 58 21 3 22 192 27 60,684 57,264 48,500 53,400 12,419,765 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 5 21 191 CATACCAGTGTATGCCAACCAGCAAACTCTACCCAT CATACCAGTGTATGCCAACCAG TGTATATATATCATCATCAAGTCGTGC 59 21 2 22 192 27 59,055 57,264 40,000 53,400 12,681,031 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 5 21 191 CATACCAGTGTATGCCAACCAGCAAACTCTACCCAT CATACCAGTGTATGCCAACCA TGTATATATATCATCATCAAGTCGTGC 60 21 2 21 192 27 58,002 57,264 36,700 53,400 12,734,003 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 4 159 GCCAACCAGCAAACTCTACCCATTCATCAGCTATAT GCCAACCAGCAAACTCTACC AGTCGTGCTGATAGTACATATCTCA 48 4 15 20 173 25 59,118 59,002 31,800 32,700 6,880,159 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 4 168 ACCAGTGTATGCCAACCAGCAAACTCTACCCATTCA ACCAGTGTATGCCAACCAGC GTCGTGCTGATAGTACATATCTCA 58 4 5 20 172 24 60,609 57,757 48,500 32,700 6,851,639 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 4 169 ACCAGTGTATGCCAACCAGCAAACTCTACCCATTCA ACCAGTGTATGCCAACCAGC AGTCGTGCTGATAGTACATATCTCA 58 4 5 20 173 25 60,609 59,002 48,500 32,700 6,607,494 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 0 110 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC GTCGTGCTGATAGTACATATCTCA 0 4 63 20 172 24 60,680 57,757 48,500 32,700 6,922,789 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 0 111 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC AGTCGTGCTGATAGTACATATCTC 0 5 63 20 173 24 60,680 57,511 48,500 27,500 7,169,407 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 6 0 111 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC AGTCGTGCTGATAGTACATATCTCA 0 4 63 20 173 25 60,680 59,002 48,500 32,700 6,678,643 B 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 7 18 179 ACCAGTGTATGCCAACCAGCAAACTCTACCCATTCA ACCAGTGTATGCCAACCAGC ATCATCATCAAGTCGTGCTGA 58 18 5 20 183 21 60,609 57,468 48,500 42,600 4,141,065 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 7 17 168 GCCAACCAGCAAACTCTACCCATTCATCAGCTATAT GCCAACCAGCAAACTCTACC TCATCATCAAGTCGTGCTGAT 48 17 15 20 182 21 59,118 57,468 31,800 29,000 4,413,730 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 7 17 178 ACCAGTGTATGCCAACCAGCAAACTCTACCCATTCA ACCAGTGTATGCCAACCAGC TCATCATCAAGTCGTGCTGAT 58 17 5 20 182 21 60,609 57,468 48,500 29,000 4,141,065 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 7 0 120 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC TCATCATCAAGTCGTGCTGAT 0 17 63 20 182 21 60,680 57,468 48,500 29,000 4,212,214 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 7 0 121 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC ATCATCATCAAGTCGTGCTGA 0 18 63 20 183 21 60,680 57,468 48,500 42,600 4,212,214 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:31132:20577 1 83 62 16 1.5 AT ATATATATATATATATATATATATATATATATAGAGANA 0 0 8 0 121 TGTCGTCTAGAGGACCTGCCatatatatatatatatatata TGTCGTCTAGAGGACCTGCC ATCATCATCAAGTCGTGCTGAT 0 17 63 20 183 22 60,680 57,931 48,500 29,000 4,749,580 F 199 ACATACCAGTGTATGCCAACCAGCAAACTCTACCCATTCATCAGCTATATGCTAGCACTAAATGTCGTCTAGAGGACCTGCCatatatatatatatatatatatatatatatatagagagagagagagagagagagagagagagTCAATGAGATATGTACTATCAGCACGACTtgatgatgatatatataCAGTAGTCA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 1 110 CATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCA CATTCAGCTGCTTGGGTCCT AGGATTTAAGGAACACCTTCAAGG 33 1 170 20 279 24 60,323 58,675 38,500 36,100 5,648,417 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 109 CATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCA CATTCAGCTGCTTGGGTCCT GGATTTAAGGAACACCTTCAAGGA 33 0 170 20 278 24 60,323 58,678 38,500 33,600 5,645,105 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 110 CATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCA CATTCAGCTGCTTGGGTCCT AGGATTTAAGGAACACCTTCAAGGA 33 0 170 20 279 25 60,323 59,925 38,500 33,600 5,397,693 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 158 GGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACGGTCCTTGCACATCCCTGAT AGGATTTAAGGAACACCTTCAAGGA 81 0 122 20 279 25 59,743 59,925 29,000 33,600 5,331,554 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 1 205 TCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAA TCCCAAAGCACTGTACAACCA AGGATTTAAGGAACACCTTCAAGG 127 1 75 21 279 24 59,787 58,675 36,700 36,100 6,538,421 F 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 204 TCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAA TCCCAAAGCACTGTACAACCA GGATTTAAGGAACACCTTCAAGGA 127 0 75 21 278 24 59,787 58,678 36,700 33,600 6,535,110 F 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 0 205 TCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAA TCCCAAAGCACTGTACAACCA AGGATTTAAGGAACACCTTCAAGGA 127 0 75 21 279 25 59,787 59,925 36,700 33,600 6,287,697 F 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 167 TTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTTATGTTGCCGGTCCTTGCA GGATTTAAGGAACACCTTCAAGGA 91 0 112 20 278 24 60,251 58,678 40,800 33,600 5,572,872 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5020:39335 1 223 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 0 168 TTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTTATGTTGCCGGTCCTTGCA AGGATTTAAGGAACACCTTCAAGGA 91 0 112 20 279 25 60,251 59,925 40,800 33,600 5,325,460 A 282 CTTATTGGAAAGACATGCTATAAAATaaaaaGAAATATTTGCATTTGCATAGCACCTTTTaaaaaCCTGGGTCATCCCAAAGCACTGTACAACCAGTGAAGTAtttttGAATTATGTTGCCGGTCCTTGCACATCCCTGATTTTAATCTCCCCACCACTGGTGGCCAGGCATTCAGCTGCTTGGGTCCTAAGCTCTGTAATTGCAGCCCTAAAGTGGGCCTCctctctctctctctctctctctctctctctctTCCTTGAAGGTGTTCCTTAAATCCTACA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 1 1 10 4 92 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC GCTAATTCACCTCCTGACTCCC 4 4 1 18 92 22 60,741 60,159 53,400 43,000 4,899,711 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 93 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC AGCTAATTCACCTCCTGACTCC 4 5 1 18 93 22 60,741 59,231 53,400 38,500 5,509,920 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 157 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC TGCTGGATGATATCAATGGACTGA 4 67 1 18 157 24 60,741 59,651 53,400 34,100 7,089,580 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 171 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC AGAAAGTTGTAGACTGCTGGATGA 4 81 1 18 171 24 60,741 59,716 53,400 29,200 7,025,315 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 174 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC GGAAGAAAGTTGTAGACTGCTGG 4 85 1 18 174 23 60,741 59,251 53,400 48,500 6,489,393 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 206 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC TGCATTGTAAATTGGTCGTGGA 4 118 1 18 206 22 60,741 58,850 53,400 40,200 5,890,807 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 207 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC GTGCATTGTAAATTGGTCGTGGA 4 118 1 18 207 23 60,741 60,058 53,400 40,200 5,798,702 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 10 4 207 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGC GTGCATTGTAAATTGGTCGTGG 4 119 1 18 207 22 60,741 58,758 53,400 49,400 5,982,526 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:5568:15461 1 23 44 16 1.5 AC ATATATATATCTACACACACACACACACACACACAC NA 0 0 11 3 92 ATACACCCGcacacaCGCACACatatatatatCTacacacaATACACCCGCACACACGCA GCTAATTCACCTCCTGACTCCC 3 4 1 19 92 22 62,523 60,159 52,400 43,000 5,681,972 F 274 ATACACCCGcacacaCGCACACatatatatatCTacacacacacacacacacacacacacacacacTTTGGGGAGTCAGGAGGTGAATTAGCTCACATTTCTTCAGACTGAATTTTACTTGCCACTTTTCTAATCAGTCCATTGATATCATCCAGCAGTCTACAACTTTCTTCCTTACTATCAATCCACGACCAATTTACAATGCACAAACTTCTGAAACATGTCCCCTACATTTAAGTCTAAATTAATGatatatGCCCATGAAAACAAGGGA

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 1 1 11 27 140 TGGACTGGGATTGAGGCAAacacacacTTACTCATTC TGGACTGGGATTGAGGCAAA CGACAGAGAGAGGGAGAGAGT 34 27 38 20 177 21 59,223 59,790 36,800 32,400 1,986,314 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 11 27 141 CTGGACTGGGATTGAGGCAAacacacacTTACTCATT CTGGACTGGGATTGAGGCAA CGACAGAGAGAGGGAGAGAGT 35 27 37 20 177 21 59,671 59,790 45,200 32,400 1,538,765 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 13 16 130 CTGGACTGGGATTGAGGCAAacacacacTTACTCATT CTGGACTGGGATTGAGGCAA GGGAGAGAGTTTGTGAGTGCA 35 16 37 20 166 21 59,671 59,929 45,200 45,700 1,400,018 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 13 16 140 ACTGAGAATCCTGGACTGGGATTGAGGCAAacacac ACTGAGAATCCTGGACTGGGA GGGAGAGAGTTTGTGAGTGCA 44 16 27 21 166 21 59,921 59,929 43,700 45,700 2,150,248 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 14 4 117 CTGGACTGGGATTGAGGCAAacacacacTTACTCATT CTGGACTGGGATTGAGGCAA TGAGTGCATGTGAGAGAGGG 35 4 37 20 153 20 59,671 59,100 45,200 43,000 1,229,682 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2221:7679:66162 1 92 38 16 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 17 0 114 CTGGACTGGGATTGAGGCAAacacacacTTACTCATT CTGGACTGGGATTGAGGCAA GTGCATGTGAGAGAGGGAGAG 35 0 37 20 150 21 59,671 59,863 45,200 32,000 1,465,956 F 227 TGTGTTAgtgtgtGGGGATGAGGGTGACTGAGAATCCTGGACTGGGATTGAGGCAAacacacacTTACTCATTCCCTcacacacaCTCTCCctctctcacacacacacacacacacacacacacacacaCTCTCCctctctCACATGCACTCACAAActctctCCctctctctGTCGctctctctATcacacacacaCGCATGTACTCTCCctctctcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 1 1 3 10 218 TTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTTCGTGACAGTTTCCCAGAA TGTATTTCTCACTCCACGGGT 128 10 48 20 265 21 57,008 58,746 30,200 52,800 5,245,734 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 3 10 219 TTTCGTGACAGTTTCCCAGAATAATACATTGTGGAA TTTCGTGACAGTTTCCCAGA TGTATTTCTCACTCCACGGGT 129 10 47 20 265 21 57,008 58,746 38,600 52,800 5,245,734 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 3 7 97 CCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtg CCCAAAGTCGCCTGTGAACA TGTATTTCTCACTCCACGGGT 7 10 169 20 265 21 60,818 58,746 31,800 52,800 3,071,244 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 5 10 251 AGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTT AGAGTGGTCTAGAAGATGAATTTGT TGTATTTCTCACTCCACGGGT 156 10 15 25 265 21 57,749 58,746 28,300 52,800 9,504,931 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 6 92 CCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtg CCCAAAGTCGCCTGTGAACA TTCTCACTCCACGGGTAAGA 7 6 169 20 260 20 60,818 57,702 31,800 21,000 3,115,333 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 6 189 ACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACATTGTGGAACTGACTAGGGA TTCTCACTCCACGGGTAAGA 102 6 72 22 260 20 58,752 57,702 42,000 21,000 5,545,723 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 6 246 AGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTT AGAGTGGTCTAGAAGATGAATTTGT TTCTCACTCCACGGGTAAGA 156 6 15 25 260 20 57,749 57,702 28,300 21,000 9,549,020 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 5 91 CCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtg CCCAAAGTCGCCTGTGAACA TCTCACTCCACGGGTAAGAA 7 5 169 20 259 20 60,818 57,702 31,800 25,200 3,115,333 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 5 188 ACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACATTGTGGAACTGACTAGGGA TCTCACTCCACGGGTAAGAA 102 5 72 22 259 20 58,752 57,702 42,000 25,200 5,545,723 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 5 212 TTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTTCGTGACAGTTTCCCAGAA TCTCACTCCACGGGTAAGAA 128 5 48 20 259 20 57,008 57,702 30,200 25,200 5,289,823 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 6 5 245 AGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTT AGAGTGGTCTAGAAGATGAATTTGT TCTCACTCCACGGGTAAGAA 156 5 15 25 259 20 57,749 57,702 28,300 25,200 9,549,020 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14225:31054 1 196 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTGTNA 0 0 7 4 188 ACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACATTGTGGAACTGACTAGGGA TCTCACTCCACGGGTAAGAAA 102 4 72 22 259 21 58,752 58,399 42,000 25,200 5,848,815 B 272 CAATCAAATTGACTAGAGTGGTCTAGAAGATGAATTTGTAGGATGTTTTCGTGACAGTTTCCCAGAATAATACATTGTGGAACTGACTAGGGATAAAGCTAATGAGACAGGGTTAACGAGTAATGTCATAGTGAAAGGTCTTGACATAGGTATTATAAAAGGTGTTTCCCCAAAGTCGCCTGTGAACAATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtATATTTTCTTACCCGTGGAGTGAGAAATACAATTAATA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 1 1 8 3 189 AGTGGAAGTAACTGAGAAAGTGAGATGgagagagagAGTGGAAGTAACTGAGAAAGTGAG TGCGCACACTCAATGTCTCT 3 51 34 24 222 20 58,152 59,966 35,100 31,000 5,882,326 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 8 2 188 GTGGAAGTAACTGAGAAAGTGAGATGgagagagaga GTGGAAGTAACTGAGAAAGTGAGA TGCGCACACTCAATGTCTCT 2 51 35 24 222 20 58,156 59,966 32,700 31,000 5,877,924 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 32 217 GGGCAGAGGAagagagATTTAGAGCAAGAGTGGAA GGGCAGAGGAAGAGAGATTTAGA TGCGCACACTCAATGTCTCT 32 51 6 23 222 20 59,036 59,966 21,000 31,000 3,997,951 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 32 242 GGGCAGAGGAagagagATTTAGAGCAAGAGTGGAA GGGCAGAGGAAGAGAGATTTAGA TGTCATGCCCTACCTCTGTC 32 76 6 23 247 20 59,036 58,805 21,000 35,100 5,159,146 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 32 251 GGGCAGAGGAagagagATTTAGAGCAAGAGTGGAA GGGCAGAGGAAGAGAGATTTAGA TGTCTCCTTTGTCATGCCCT 32 85 6 23 256 20 59,036 58,933 21,000 51,900 5,031,326 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 12 197 AGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGAT AGAGCAAGAGTGGAAGTAACTGA TGCGCACACTCAATGTCTCT 12 51 26 23 222 20 59,102 59,966 34,100 31,000 3,932,042 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 12 231 AGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGAT AGAGCAAGAGTGGAAGTAACTGA TGTCTCCTTTGTCATGCCCT 12 85 26 23 256 20 59,102 58,933 34,100 51,900 4,965,418 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 10 195 AGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGg AGCAAGAGTGGAAGTAACTGAGA TGCGCACACTCAATGTCTCT 10 51 28 23 222 20 59,102 59,966 32,700 31,000 3,932,042 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 10 229 AGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGg AGCAAGAGTGGAAGTAACTGAGA TGTCTCCTTTGTCATGCCCT 10 85 28 23 256 20 59,102 58,933 32,700 51,900 4,965,418 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 3 153 AGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGg AGCAAGAGTGGAAGTAACTGAGA CACCCTCTTGTCTATAATTATCTGCC 10 3 28 23 180 26 59,102 59,124 32,700 48,500 10,774,380 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 2 152 AGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGg AGCAAGAGTGGAAGTAACTGAGA ACCCTCTTGTCTATAATTATCTGCCT 10 2 28 23 179 26 59,102 59,210 32,700 47,500 10,688,081 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 2 154 AGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGAT AGAGCAAGAGTGGAAGTAACTGA ACCCTCTTGTCTATAATTATCTGCCT 12 2 26 23 179 26 59,102 59,210 34,100 47,500 10,688,081 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 9 2 189 AGTGGAAGTAACTGAGAAAGTGAGATGgagagagagAGTGGAAGTAACTGAGAAAGTGAGA TGCGCACACTCAATGTCTCT 2 51 34 25 222 20 59,401 59,966 32,700 31,000 5,632,749 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 10 31 251 GGGCAGAGGAagagagATTTAGAGCAAGAGTGGAA GGGCAGAGGAAGAGAGATTTAGAG TGTCTCCTTTGTCATGCCCT 31 85 6 24 256 20 59,961 58,933 24,300 51,900 5,106,420 G 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:14661:29630 1 61 91 16 2 AG GAGAGAGAGAAAGAGAAAGAGTGTGTGTGTGTGANA 0 0 10 11 231 AGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGAT AGAGCAAGAGTGGAAGTAACTGAG TGTCTCCTTTGTCATGCCCT 11 85 26 24 256 20 60,022 58,933 33,500 51,900 5,088,839 D 256 TAGAGGGGCAGAGGAagagagATTTAGAGCAAGAGTGGAAGTAACTGAGAAAGTGAGATGgagagagagaAAGAGAAAGAgtgtgtgtgtgtgagagagagagagagagagagagagagagagaTagagagagACagagagagagagagagTCAGGCAGATAATTATAGACAAGAGGGTGATagagagACAGAGTGAGATagagagACATTGAGTGTGCGCATgagagaCAGAGGTAGGGCATGACAAAGGAGACA

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 175 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 5 0 109 TTGACCATGATGATTAATGTACAGTTGtctctctctctct TTGACCATGATGATTAATGTACAGTTG GGATCATGTACATAACCTTCACCT 0 26 148 27 256 24 58,324 58,070 31,600 40,000 14,606,536 A 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 175 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 108 TGACCATGATGATTAATGTACAGTTGtctctctctctctc TGACCATGATGATTAATGTACAGTTG GGATCATGTACATAACCTTCACCT 0 26 149 26 256 24 57,788 58,070 31,600 40,000 14,142,451 A 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 175 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 108 TGACCATGATGATTAATGTACAGTTGtctctctctctctc TGACCATGATGATTAATGTACAGTTG GGATCATGTACATAACCTTCACCTC 0 25 149 26 256 25 57,788 59,008 31,600 38,500 14,204,534 A 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 175 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 109 TGACCATGATGATTAATGTACAGTTGtctctctctctctc TGACCATGATGATTAATGTACAGTTG AGGATCATGTACATAACCTTCACCT 0 26 149 26 257 25 57,788 59,332 31,600 40,000 13,879,942 F 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 175 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 109 TGACCATGATGATTAATGTACAGTTGtctctctctctctc TGACCATGATGATTAATGTACAGTTG AGGATCATGTACATAACCTTCACC 0 27 149 26 257 24 57,788 58,070 31,600 40,200 14,142,451 F 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 1 4 26 255 TCTTGGCAGACGAGCATGATTTTGGAGGAAAATGA TCTTGGCAGACGAGCATGAT GGATCATGTACATAACCTTCACCT 92 26 2 20 256 24 59,461 58,070 24,500 40,000 6,468,719 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 26 256 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA GGATCATGTACATAACCTTCACCT 93 26 1 20 256 24 59,679 58,070 30,700 40,000 6,251,481 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 26 256 TCTTGGCAGACGAGCATGATTTTGGAGGAAAATGA TCTTGGCAGACGAGCATGAT AGGATCATGTACATAACCTTCACCT 92 26 2 20 257 25 59,461 59,332 24,500 40,000 6,206,210 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 26 257 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA AGGATCATGTACATAACCTTCACCT 93 26 1 20 257 25 59,679 59,332 30,700 40,000 5,988,972 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 25 256 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA GGATCATGTACATAACCTTCACCTC 93 25 1 20 256 25 59,679 59,008 30,700 38,500 6,313,563 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 5 237 TCTTGGCAGACGAGCATGATTTTGGAGGAAAATGA TCTTGGCAGACGAGCATGAT TCACCTCATATAAATCAATCACAAGCA 92 5 2 20 238 27 59,461 59,225 24,500 39,100 8,313,209 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 5 237 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA CACCTCATATAAATCAATCACAAGCA 93 5 1 20 237 26 59,679 58,067 30,700 39,100 8,254,742 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 4 5 238 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATG TTCTTGGCAGACGAGCATGA TCACCTCATATAAATCAATCACAAGCA 93 5 1 20 238 27 59,679 59,225 30,700 39,100 8,095,971 D 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 26 212 TGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagTGCTGATGTGTGAACAGGTGA AGGATCATGTACATAACCTTCACCT 47 26 46 21 257 25 59,859 59,332 40,200 40,000 6,808,278 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 26 213 GTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATg GTGCTGATGTGTGAACAGGTG AGGATCATGTACATAACCTTCACCT 48 26 45 21 257 25 59,735 59,332 40,000 40,000 6,932,721 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 26 214 TGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTAT TGTGCTGATGTGTGAACAGGT AGGATCATGTACATAACCTTCACCT 49 26 44 21 257 25 60,134 59,332 40,000 40,000 6,801,754 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 2 189 GCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagaGCTGATGTGTGAACAGGTGAC CCTCATATAAATCAATCACAAGCATCC 46 2 47 21 235 27 59,467 58,758 36,700 35,100 9,774,920 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 1 188 TGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagTGCTGATGTGTGAACAGGTGA TCATATAAATCAATCACAAGCATCCA 47 1 46 21 233 26 59,859 57,305 40,200 34,100 9,835,233 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:15311:35854 1 114 93 16 2 AG ATATATAGTGTGTGTGTGTATATATATATATATTTTGNA 0 0 7 0 188 TGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagTGCTGATGTGTGAACAGGTGA TCATATAAATCAATCACAAGCATCCAG 47 0 46 21 233 27 59,859 58,210 40,200 38,600 9,930,414 G 281 TTCTTGGCAGACGAGCATGATTTTGGAGGAAAATGAGTCATACTGTGCTGAtgtgtgAACAGGTGACTGAATTTGCTTATgagagaATAAATATCATAAAATCATATAGTGTGatatatAgtgtgtgtgtgtatatatatatatatTTTGACCATGATGATTAATGTACAGTTGtctctctctctctctctctctctctctctctcCTGGATGCTTGTGATTGATTTATATGAGGTGAAGGTTATGTACATGATCCtttttAAAGATGTACCAAATTTACT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 12 14 131 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA TGAGGTGTGTGGTCAGTGTT 14 45 2 20 132 20 60,393 59,091 44,100 33,200 1,301,773 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 132 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA TTGAGGTGTGTGGTCAGTGT 14 46 2 20 133 20 60,393 59,091 44,100 35,500 1,301,773 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 133 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA CTTGAGGTGTGTGGTCAGTGT 14 46 2 20 134 21 60,393 60,134 44,100 35,500 1,527,264 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 178 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA CTGATGGAGCTGTGAGGGTG 14 92 2 20 179 20 60,393 60,108 44,100 46,100 0.500663 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 182 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA GAGCCTGATGGAGCTGTGAG 14 96 2 20 183 20 60,393 60,179 44,100 35,100 0.571941 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 184 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA ATGAGCCTGATGGAGCTGTG 14 98 2 20 185 20 60,393 59,819 44,100 36,600 0.573505 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 220 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA GTCATGGACGGGATGAGGAC 14 134 2 20 221 20 60,393 59,895 44,100 38,500 0.497902 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 221 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA AGTCATGGACGGGATGAGGA 14 135 2 20 222 20 60,393 60,032 44,100 37,100 0.424980 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 222 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA GAGTCATGGACGGGATGAGG 14 136 2 20 223 20 60,393 59,609 44,100 38,600 0.783723 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 242 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA GAATGCTTGTGTGGTGAGCG 14 156 2 20 243 20 60,393 60,110 44,100 50,300 0.502919 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 243 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA GGAATGCTTGTGTGGTGAGC 14 157 2 20 244 20 60,393 59,758 44,100 42,600 0.634881 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 12 14 268 AAGcacacaCTCACACTGCACTACCAACACTGACcacaAAGCACACACTCACACTGCA TGGAGAGAGTGTGAGCTGGA 14 182 2 20 269 20 60,393 59,887 44,100 38,600 0.506053 F 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 17 3 137 TCACACTGCACTACCAACACTGACcacacacacacacacTCACACTGCACTACCAACACT TGATGGTGTTGTCTCTTGAGG 3 60 12 21 148 21 59,515 57,593 35,500 38,600 4,892,076 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 17 3 168 TCACACTGCACTACCAACACTGACcacacacacacacacTCACACTGCACTACCAACACT CTGATGGAGCTGTGAGGGTG 3 92 12 21 179 20 59,515 60,108 35,500 46,100 1,592,453 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 17 3 211 TCACACTGCACTACCAACACTGACcacacacacacacacTCACACTGCACTACCAACACT AGTCATGGACGGGATGAGGA 3 135 12 21 222 20 59,515 60,032 35,500 37,100 1,516,770 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 17 3 245 TCACACTGCACTACCAACACTGACcacacacacacacacTCACACTGCACTACCAACACT AGCTGGACTCATGGAATGCT 3 169 12 21 256 20 59,515 59,082 35,500 37,900 2,402,186 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 2 244 CACACTGCACTACCAACACTGACcacacacacacacacaCACACTGCACTACCAACACTG AGCTGGACTCATGGAATGCT 2 169 13 21 256 20 59,401 59,082 36,600 37,900 2,516,604 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 135 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA TGATGGTGTTGTCTCTTGAGG 1 60 14 21 148 21 59,515 57,593 34,100 38,600 4,892,076 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 137 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA GTTGATGGTGTTGTCTCTTGAGG 1 60 14 21 150 23 59,515 59,500 34,100 38,600 4,984,571 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 166 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA CTGATGGAGCTGTGAGGGTG 1 92 14 21 179 20 59,515 60,108 34,100 46,100 1,592,453 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 170 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA GAGCCTGATGGAGCTGTGAG 1 96 14 21 183 20 59,515 60,179 34,100 35,100 1,663,731 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 208 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA GTCATGGACGGGATGAGGAC 1 134 14 21 221 20 59,515 59,895 34,100 38,500 1,589,692 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 209 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA AGTCATGGACGGGATGAGGA 1 135 14 21 222 20 59,515 60,032 34,100 37,100 1,516,770 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:16305:9062 1 36 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 19 1 243 ACACTGCACTACCAACACTGACcacacacacacacacac ACACTGCACTACCAACACTGA AGCTGGACTCATGGAATGCT 1 169 14 21 256 20 59,515 59,082 34,100 37,900 2,402,186 B 274 TAAGcacacaCTCACACTGCACTACCAACACTGACcacacacacacacacacacacacacacacacaTTGCACTACCAACACTGATTGTACACATGcacacaCTGCATTACTAACACTGACcacacaCCTCAAGAGACAACACCATCAACTCTCACATACACCCTCACAGCTCCATCAGGCTCATATCCTCTGGAGCTTGCGTCCTCATCCCGTCCATGACTCCGCTCACcacacaAGCATTCCATGAGTCCAGCTCACActctctCCATCTTT

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 4 55 190 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA TTTCTGCACAGCGTTGTTCG 63 55 39 20 228 20 59,470 59,973 25,700 39,500 0.557743 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 55 191 aTCATCTCGCACCGACATCAAAATGCACAAAGGGAAATCATCTCGCACCGACATCA TTTCTGCACAGCGTTGTTCG 64 55 38 20 228 20 59,253 59,973 30,700 39,500 0.774114 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 45 180 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA GCGTTGTTCGTGTGCATGAG 63 45 39 20 218 20 59,470 60,722 25,700 29,000 1,252,757 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 18 153 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA GGCTCTGTTTGTACACGTGC 63 18 39 20 191 20 59,470 59,765 25,700 53,400 0.765172 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 18 154 aTCATCTCGCACCGACATCAAAATGCACAAAGGGAAATCATCTCGCACCGACATCA GGCTCTGTTTGTACACGTGC 64 18 38 20 191 20 59,253 59,765 30,700 53,400 0.981543 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 63 228 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA GAGGGTGCGTTCTTGTGACT 63 93 39 20 266 20 59,470 60,250 25,700 34,100 0.780199 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 135 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA GCAAGTGTGCGTGTGTTAGG 63 0 39 20 173 20 59,470 60,041 25,700 26,900 0.571600 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 135 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAAA GCAAGTGTGCGTGTGTTAGG 62 0 39 21 173 20 60,067 60,041 26,900 26,900 1,108,525 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 0 136 aTCATCTCGCACCGACATCAAAATGCACAAAGGGAAATCATCTCGCACCGACATCA GCAAGTGTGCGTGTGTTAGG 64 0 38 20 173 20 59,253 60,041 30,700 26,900 0.787971 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 93 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaa CACAGATATGCAAACAATAGCACA GAGGGTGCGTTCTTGTGACT 97 93 1 24 266 20 58,117 60,250 45,700 34,100 6,132,464 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 90 263 CACAGATATGCAAACAATAGCACAAATAGATaaaaa CACAGATATGCAAACAATAGCACA GGTGCGTTCTTGTGACTGTG 97 90 1 24 263 20 58,117 59,695 45,700 36,600 6,187,258 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 89 262 CACAGATATGCAAACAATAGCACAAATAGATaaaaa CACAGATATGCAAACAATAGCACA GTGCGTTCTTGTGACTGTGC 97 89 1 24 262 20 58,117 60,316 45,700 45,700 6,198,749 F 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 63 225 TCATCTCGCACCGACATCAAAATGCACAAAGGGAA TCATCTCGCACCGACATCAA GGTGCGTTCTTGTGACTGTG 63 90 39 20 263 20 59,470 59,695 25,700 36,600 0.834993 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 41 168 TGCACAAAGGGAAGCAAACAAAGATGcacacaCTGATGCACAAAGGGAAGCAAACA TTTCTGCACAGCGTTGTTCG 41 55 61 20 228 20 58,810 59,973 28,300 39,500 1,217,207 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 18 131 TGCACAAAGGGAAGCAAACAAAGATGcacacaCTGATGCACAAAGGGAAGCAAACA GGCTCTGTTTGTACACGTGC 41 18 61 20 191 20 58,810 59,765 28,300 53,400 1,424,637 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 18 132 ATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGATGCACAAAGGGAAGCAAACA GGCTCTGTTTGTACACGTGC 41 18 60 21 191 20 59,238 59,765 28,300 53,400 1,996,668 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:21197:24181 1 122 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 9 18 131 TGCACAAAGGGAAGCAAACAAAGATGcacacaCTGATGCACAAAGGGAAGCAAACAA GGCTCTGTTTGTACACGTGC 40 18 61 21 191 20 59,448 59,765 28,300 53,400 1,787,222 B 266 CACAGATATGCAAACAATAGCACAAATAGATaaaaaaaTCATCTCGCACCGACATCAAAATGCACAAAGGGAAGCAAACAAAGATGcacacaCTGAGAATcacacaAAGATAGAAACACAGacacacacacacacacacacacacacacacacCCTAacacacGCACACTTGCACGTGTACAAACAGAGCCAATCATTCTCATGCACACGAACAACGCTGTGCAGAAAACACAACAAGACGCGCACAGTCACAAGAACGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 1 1 3 58 206 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGATT TCCTAGCCTGTCTCTACTCCC 58 74 13 21 218 21 58,905 59,504 24,000 43,000 3,590,249 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 3 54 186 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGATT CCTAGCCAGACGTACAAAGCT 58 54 13 21 198 21 58,905 59,795 24,000 37,400 3,299,617 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 59 205 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT CCTAGCCTGTCTCTACTCCC 59 74 13 20 217 20 58,245 58,010 24,000 43,000 3,744,886 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 59 206 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT TCCTAGCCTGTCTCTACTCCC 59 74 13 20 218 21 58,245 59,504 24,000 43,000 3,250,754 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 59 234 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT TGGCCTGTATGTTAGGGTCA 59 103 13 20 246 20 58,245 58,040 24,000 40,200 3,714,889 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 59 240 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT TTTGTATGGCCTGTATGTTAGGGT 59 105 13 20 252 24 58,245 59,771 24,000 43,400 5,983,845 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 59 262 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT TGGCAGCTTTGTTTATTTGACA 59 129 13 20 274 22 58,245 57,338 24,000 35,800 6,417,648 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 58 240 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGATT TTTGTATGGCCTGTATGTTAGGGT 58 105 13 21 252 24 58,905 59,771 24,000 43,400 6,323,341 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 55 186 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT CCTAGCCAGACGTACAAAGC 59 55 13 20 198 20 58,245 58,358 24,000 35,100 3,396,756 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 54 186 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT CCTAGCCAGACGTACAAAGCT 59 54 13 20 198 21 58,245 59,795 24,000 37,400 2,960,121 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 20 151 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGATT TGCTGCTGCTCTTCTGTTCT 58 20 13 21 163 20 58,905 59,604 24,000 30,100 2,490,361 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 20 151 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT TGCTGCTGCTCTTCTGTTCT 59 20 13 20 163 20 58,245 59,604 24,000 30,100 2,150,865 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 19 150 CCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCACCCGAATGCCTCAACAAGAT GCTGCTGCTCTTCTGTTCTC 59 19 13 20 162 20 58,245 58,922 24,000 28,700 2,833,095 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 2 100 TGCAAGTCTTTGAGTTTGAAATTAGCACagagagaga TGCAAGTCTTTGAGTTTGAAATTAGC TGCTGCTGCTCTTCTGTTCT 2 20 64 26 163 20 59,303 59,604 30,900 30,100 7,092,704 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 4 2 135 TGCAAGTCTTTGAGTTTGAAATTAGCACagagagaga TGCAAGTCTTTGAGTTTGAAATTAGC CCTAGCCAGACGTACAAAGCT 2 54 64 26 198 21 59,303 59,795 30,900 37,400 7,901,960 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 5 2 134 GCAAGTCTTTGAGTTTGAAATTAGCACagagagagag GCAAGTCTTTGAGTTTGAAATTAGC CCTAGCCAGACGTACAAAGCT 2 54 65 25 198 21 57,901 59,795 30,900 37,400 8,303,445 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 1 99 GCAAGTCTTTGAGTTTGAAATTAGCACagagagagag GCAAGTCTTTGAGTTTGAAATTAGCA TGCTGCTGCTCTTCTGTTCT 1 20 65 26 163 20 59,303 59,604 34,900 30,100 7,092,704 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 6 1 134 GCAAGTCTTTGAGTTTGAAATTAGCACagagagagag GCAAGTCTTTGAGTTTGAAATTAGCA CCTAGCCAGACGTACAAAGCT 1 54 65 26 198 21 59,303 59,795 34,900 37,400 7,901,960 B 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22191:31916 1 92 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 10 9 105 AGAATTGCAAGTCTTTGAGTTTGAAATTAGCACaga AGAATTGCAAGTCTTTGAGTTTGA TGCTGCTGCTCTTCTGTTCT 9 20 59 24 163 20 57,545 59,604 26,900 30,100 6,851,046 F 283 AACAAGCGAGACCCCGAATGCCTCAACAAGATTTTACCCTTAGTTTTCAGATCTTCAAAGAATTGCAAGTCTTTGAGTTTGAAATTAGCACagagagagagagagagagagagagagagagagGGAGGtatataGACAGATAGAGAACAGAAGagcagcagcAAGCGACGAAAATTTAGCTTTGTACGTCTGGCTAGGGGAGTAGAGACAGGCTAGGATGAAtttttGACCCTAACATACAGGCCATACAAATGTCAAATAAACAAAGCTGCCATAAAACTTA

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 31 153 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA TGGAGGATTCACAACTGAGCC 49 31 9 20 161 21 59,885 59,996 31,000 47,000 1,118,732 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 21 143 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA ACAACTGAGCCTAATCCTGCC 49 21 9 20 151 21 59,885 60,065 31,000 48,500 1,180,278 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 131 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA AATCCTGCCTTCGACCAACA 49 10 9 20 139 20 59,885 59,600 31,000 33,300 0.515365 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 8 129 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA TCCTGCCTTCGACCAACATG 49 8 9 20 137 20 59,885 60,322 31,000 32,100 0.436716 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 122 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA TTCGACCAACATGCAGGTGT 49 1 9 20 130 20 59,885 60,179 31,000 41,600 0.294183 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:22577:17254 1 78 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 20 142 TCAGCTTCCACTCCCAGAGAAAACAAGGATCAGAT TCAGCTTCCACTCCCAGAGA CAACTGAGCCTAATCCTGCCT 49 20 9 20 150 21 59,885 59,789 31,000 47,500 1,326,609 F 182 GAATAGCCTCAGCTTCCACTCCCAGAGAAAACAAGGATCAGATCATTAGACAGCAGCTCCTGTaaaaaaaaaaTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACACCTGCATGTTGGTCGAAGGCAGGATTAGGCTCAGTTGTGAATCCTCCATCTccccccATGATCAGCTTG

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 0 152 GGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGGGGCGAGTATGAGAGAAGGC ACAAACTCCTTCTCACTTTCGG 52 0 42 20 193 22 59,967 58,532 43,500 43,000 3,500,618 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 106 GGCagagagTCAGACAgtgtgtGAGTgagagagagagagaGGCAGAGAGTCAGACAGTGT ACAAACTCCTTCTCACTTTCGG 6 0 88 20 193 22 59,035 58,532 35,500 43,000 4,433,242 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 110 TGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagTGGAGGCAGAGAGTCAGACA ACAAACTCCTTCTCACTTTCGG 10 0 84 20 193 22 59,887 58,532 34,100 43,000 3,580,993 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 0 134 GCGAGAAAGGAAGATAGAGCGATATGGAGGCaga GCGAGAAAGGAAGATAGAGCG ACAAACTCCTTCTCACTTTCGG 33 0 60 21 193 22 58,610 58,532 50,300 43,000 5,857,800 D 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 109 GGAGGCagagagTCAGACAgtgtgtGAGTgagagagagaGGAGGCAGAGAGTCAGACAG ACAAACTCCTTCTCACTTTCGG 9 0 85 20 193 22 59,183 58,532 35,100 43,000 4,284,816 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 134 GCGAGAAAGGAAGATAGAGCGATATGGAGGCaga GCGAGAAAGGAAGATAGAGCGA ACAAACTCCTTCTCACTTTCGG 32 0 60 22 193 22 59,966 58,532 49,300 43,000 5,501,352 D 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 136 AGGCGAGAAAGGAAGATAGAGCGATATGGAGGCaAGGCGAGAAAGGAAGATAGAGC ACAAACTCCTTCTCACTTTCGG 34 0 58 22 193 22 59,636 58,532 40,900 43,000 5,831,805 D 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 167 GTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGTTGAGAGAGAGTGAGGGCG ACAAACTCCTTCTCACTTTCGG 67 0 27 20 193 22 59,828 58,532 61,300 43,000 3,640,155 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:23429:62716 1 114 58 16 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 166 TTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGTTGAGAGAGAGTGAGGGCGA ACAAACTCCTTCTCACTTTCGG 66 0 28 20 193 22 59,962 58,532 55,400 43,000 3,506,113 G 220 AGgagagagagagagagagagaAAGAGTTgagagagaGTGAGGGCGAGTATgagagaAGGCGAGAAAGGAAGATAGAGCGATATGGAGGCagagagTCAGACAgtgtgtGAGTgagagagagagagagagagagagagagagagaGGGAGGGATGCTGGgagagagagagaCCGAAAGTGAGAAGGAGTTTGTgagagagagaCAGGTAATGATCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 1 1 9 1 128 TGTAACCACGTACATGCACATacacacacacacacacac TGTAACCACGTACATGCACA TGTGCATGTGAGAGAAAGTGT 1 15 56 20 183 21 57,472 57,802 45,700 35,500 5,726,449 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 9 1 136 TGTAACCACGTACATGCACATacacacacacacacacac TGTAACCACGTACATGCACA TCTGTTCATGTGCATGTGAGAGA 1 21 56 20 191 23 57,472 59,993 45,700 31,000 5,535,223 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 9 1 138 TGTAACCACGTACATGCACATacacacacacacacacac TGTAACCACGTACATGCACA TCTCTGTTCATGTGCATGTGAGA 1 23 56 20 193 23 57,472 59,993 45,700 32,700 5,535,223 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 181 CCAGTCACAAACACAGGCATGTGCACATGGGATTA CCAGTCACAAACACAGGCATG TGTGTCTCTCTGTTCATGTGCA 37 30 19 21 199 22 60,001 59,897 40,600 45,700 3,103,973 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 183 AGCCAGTCACAAACACAGGCATGTGCACATGGGATAGCCAGTCACAAACACAGGC TGTGTCTCTCTGTTCATGTGCA 40 30 17 20 199 22 61,103 59,897 48,500 45,700 3,206,323 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 184 CAGCCAGTCACAAACACAGGCATGTGCACATGGGACAGCCAGTCACAAACACAGG TGTGTCTCTCTGTTCATGTGCA 41 30 16 20 199 22 59,335 59,897 40,000 45,700 2,767,686 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 192 TGAAGCTACAGCCAGTCACAAACACAGGCATGTGC TGAAGCTACAGCCAGTCACA TGTGTCTCTCTGTTCATGTGCA 49 30 8 20 199 22 58,952 59,897 35,800 45,700 3,150,726 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 196 ACCATGAAGCTACAGCCAGTCACAAACACAGGCAT ACCATGAAGCTACAGCCAGT TGTGTCTCTCTGTTCATGTGCA 53 30 4 20 199 22 59,013 59,897 40,000 45,700 3,090,219 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:29346:34043 1 77 71 16 1.5 AC ACACACACACACACACACACCCACACACACACACACNA 0 0 12 30 196 ACCATGAAGCTACAGCCAGTCACAAACACAGGCAT ACCATGAAGCTACAGCCAGTC TGTGTCTCTCTGTTCATGTGCA 52 30 4 21 199 22 60,066 59,897 35,100 45,700 3,168,779 F 236 ATAACCATGAAGCTACAGCCAGTCACAAACACAGGCATGTGCACATGGGATTACATGTAACCACGTACATGCACATacacacacacacacacacacCcacacacacacacacacacacacacacacacaCGcacacacacacacacaCGGCAACATCTCAAAACACTTtctctcACATGCACATGAACagagagACACATGCAGAAacacacAATCACAGATATACAAACATTAAC

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 4 1 195 CCTATGAACTTCTGCAAGATGCAAACATCTTCCTAG CCTATGAACTTCTGCAAGATGC GGGTTATTCTGTAAAGAAGGCTGG 116 1 36 22 230 24 57,451 59,359 39,100 48,500 9,189,637 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 1 196 ACCTATGAACTTCTGCAAGATGCAAACATCTTCCTA ACCTATGAACTTCTGCAAGATGC GGGTTATTCTGTAAAGAAGGCTGG 116 1 35 23 230 24 59,056 59,359 39,100 48,500 8,584,662 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 5 3 199 ACCTATGAACTTCTGCAAGATGCAAACATCTTCCTA ACCTATGAACTTCTGCAAGATGC ACAGGGTTATTCTGTAAAGAAGGCT 116 3 35 23 233 25 59,056 59,986 39,100 45,800 8,958,243 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 8 1 164 CCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGCCTAGGAACCTCTGACTCCC GGGTTATTCTGTAAAGAAGGCTGG 87 1 67 20 230 24 58,217 59,359 43,000 48,500 6,423,718 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 9 3 168 TCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCTCCTAGGAACCTCTGACTCCC ACAGGGTTATTCTGTAAAGAAGGCT 87 3 66 21 233 25 59,712 59,986 43,000 45,800 6,302,563 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 9 1 165 TCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCTCCTAGGAACCTCTGACTCCC GGGTTATTCTGTAAAGAAGGCTGG 87 1 66 21 230 24 59,712 59,359 43,000 48,500 5,928,982 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 3 94 GCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcac GCCTCCTATCAACCTCTGCC ACAGGGTTATTCTGTAAAGAAGGCT 14 3 140 20 233 25 59,892 59,986 48,500 45,800 5,121,871 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 1 91 GCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcac GCCTCCTATCAACCTCTGCC GGGTTATTCTGTAAAGAAGGCTGG 14 1 140 20 230 24 59,892 59,359 48,500 48,500 4,748,290 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:30269:69080 1 174 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 10 1 100 ACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAAACACCTCCAGCCTCCTATCA GGGTTATTCTGTAAAGAAGGCTGG 23 1 131 20 230 24 59,660 59,359 21,500 48,500 4,980,506 A 233 GGTCAATAAAATATCATATTCCCACTACTTGTTTACCTATGAACTTCTGCAAGATGCAAACATCTTCCTAGGAACCTCTGACTCCCCTTTGATATTCAAATCGAACTTATTTACTTGTATCTCAAACTTAACACCTCCAGCCTCCTATCAACCTCTGCCCAGCTTAATTAAATcacacacacacacacacacacacacacacacaTCCAGCCTTCTTTACAGAATAACCCTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 23 157 TGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtg TGTCACGGTGTGAGTGTGAG AGGCAGAGACATAGCAGAGC 62 23 23 20 179 20 59,898 59,248 35,100 40,900 0.854355 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 22 156 TGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtg TGTCACGGTGTGAGTGTGAG GGCAGAGACATAGCAGAGCT 62 22 23 20 178 20 59,898 59,248 35,100 40,900 0.854355 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 22 157 CTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCt CTGTCACGGTGTGAGTGTGA GGCAGAGACATAGCAGAGCT 63 22 22 20 178 20 59,898 59,248 35,800 40,900 0.854355 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 18 112 TCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCTCCTCGTGTCACTGTGTGAG GGCAGAGACATAGCAGAGCT 18 22 67 20 178 20 59,331 59,248 35,100 40,900 1,420,589 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 17 111 CCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCt CCTCGTGTCACTGTGTGAGT GGCAGAGACATAGCAGAGCT 17 22 68 20 178 20 59,614 59,248 34,100 40,900 1,137,806 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 17 112 CCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCt CCTCGTGTCACTGTGTGAGT AGGCAGAGACATAGCAGAGC 17 23 68 20 179 20 59,614 59,248 34,100 40,900 1,137,806 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 4 139 GTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgGTCACGGTGTGAGTGTGAGT AGCTCACATTCTCACAGACACT 61 4 24 20 162 22 59,898 59,368 34,100 35,500 2,734,509 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 3 139 TGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtg TGTCACGGTGTGAGTGTGAG GCTCACATTCTCACAGACACTG 62 3 23 20 161 22 59,898 59,264 35,100 36,600 2,837,963 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 55 190 TGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtg TGTCACGGTGTGAGTGTGAG ACTCACACAGTGACACAATGA 62 55 23 20 212 21 59,898 57,458 35,100 25,700 3,644,296 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 55 191 CTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCt CTGTCACGGTGTGAGTGTGA ACTCACACAGTGACACAATGA 63 55 22 20 212 21 59,898 57,458 35,800 25,700 3,644,296 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 55 192 TCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCTCTGTCACGGTGTGAGTGTG ACTCACACAGTGACACAATGA 64 55 21 20 212 21 59,898 57,458 38,200 25,700 3,644,296 F 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31132:38895 1 105 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 10 139 GGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAAT GGTGTGAGTGTGAGTTCTGGT AGCAGAGCTCACATTCTCACA 55 10 29 21 167 21 59,861 59,378 40,000 35,800 2,761,370 B 214 CTGGGGAgtgtgtgtTTAATTCTGTCACGGTGTGAGTGTGAGTTCTGGTGTATCTCtgtgtgAATTTCCTCGTGTCACtgtgtgAGTGTGAATTCTGGTGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAGTGTCTGTGAGAATGTGAGCTCTGCTATGTCTCTGCCTCTtgtgtgtgTTTCATTGTGTCACtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2222:31619:59288 1 40 67 16 1.5 AC ACACACACACACACACACACACACCCACACACACACNA 1 1 17 3 121 CCCACAAacacacATACTCATCTcccccAAacacacacac CCCACAAACACACATACTCATCT TGTGTGAGAGTGTGTGTGAGT 7 3 10 23 130 21 58,673 59,175 29,000 34,100 6,151,677 F 130 CACTCATACCCCACAAacacacATACTCATCTcccccAAacacacacacacacacacacacacCcacacacacacacacacacacacacacacacaCTcacacacaGACACTcacacacaCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2222:31619:59288 1 40 67 16 1.5 AC ACACACACACACACACACACACACCCACACACACACNA 0 0 17 1 117 CACAAacacacATACTCATCTcccccAAacacacacacacaCACAAACACACATACTCATCTCCC TGTGAGAGTGTGTGTGAGTGT 4 1 12 24 128 21 59,607 59,175 43,000 35,500 6,217,914 F 130 CACTCATACCCCACAAacacacATACTCATCTcccccAAacacacacacacacacacacacacCcacacacacacacacacacacacacacacacaCTcacacacaGACACTcacacacaCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2222:31619:59288 1 40 67 16 1.5 AC ACACACACACACACACACACACACCCACACACACACNA 0 0 17 1 119 CCCACAAacacacATACTCATCTcccccAAacacacacac CCCACAAACACACATACTCATCT TGTGAGAGTGTGTGTGAGTGT 7 1 10 23 128 21 58,673 59,175 29,000 35,500 6,151,677 F 130 CACTCATACCCCACAAacacacATACTCATCTcccccAAacacacacacacacacacacacacCcacacacacacacacacacacacacacacacaCTcacacacaGACACTcacacacaCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 1 1 1 14 190 ACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTac ACCCTATCCTTGCCCAATTCTG GCCCAGTAACTCCCTCGGA 29 14 7 22 196 19 60,092 60,685 30,200 45,500 3,776,399 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 2 13 189 CCCTATCCTTGCCCAATTCTGtctctctcCctctctctTaca CCCTATCCTTGCCCAATTCTG GCCCAGTAACTCCCTCGGAA 29 13 8 21 196 20 58,409 61,263 30,200 43,000 3,853,460 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 2 13 190 ACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTac ACCCTATCCTTGCCCAATTCTG GCCCAGTAACTCCCTCGGAA 29 13 7 22 196 20 60,092 61,263 30,200 43,000 3,354,304 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 2 13 190 ACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTac ACCCTATCCTTGCCCAATTCT GCCCAGTAACTCCCTCGGAA 30 13 7 21 196 20 58,782 61,263 24,000 43,000 3,480,416 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 3 12 189 ACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTac ACCCTATCCTTGCCCAATTCTG CCCAGTAACTCCCTCGGAAA 29 12 7 22 195 20 60,092 58,727 30,200 31,300 3,364,472 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 3 12 189 ACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTac ACCCTATCCTTGCCCAATTCT CCCAGTAACTCCCTCGGAAA 30 12 7 21 195 20 58,782 58,727 24,000 31,300 3,490,583 B 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 4 14 179 GCCCAATTCTGtctctctcCctctctctTacacacacTCTcacaGCCCAATTCTGTCTCTCTCCC GCCCAGTAACTCCCTCGGA 19 14 18 21 196 19 60,134 60,685 43,000 45,500 2,818,984 F 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 4 13 179 GCCCAATTCTGtctctctcCctctctctTacacacacTCTcacaGCCCAATTCTGTCTCTCTCCC GCCCAGTAACTCCCTCGGAA 19 13 18 21 196 20 60,134 61,263 43,000 43,000 2,396,889 F 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2222:8968:50111 1 58 106 16 1.5 AC CACACACACACACCCACACACACACACACACACACCNA 0 0 4 12 178 GCCCAATTCTGtctctctcCctctctctTacacacacTCTcacaGCCCAATTCTGTCTCTCTCCC CCCAGTAACTCCCTCGGAAA 19 12 18 21 195 20 60,134 58,727 43,000 31,300 2,407,057 F 198 AGATTAACCCTATCCTTGCCCAATTCTGtctctctcCctctctctTacacacacTCTcacacacacacaCCcacacacacacacacacacaCCcacacacacacacacacacacacacacacacaGCcacacacacacacacacacacaGCcacacacacacaCTTTTAGAATATTTTCCGAGGGAGTTACTGGGCGA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 1 1 2 83 271 GCTGTGACTAATGGATGGCCAAAGGCTAGATAGTT GCTGTGACTAATGGATGGCC GCAATGGAGAGTAGGACGCA 83 116 8 20 278 20 58,687 59,824 53,600 52,400 1,488,575 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 83 272 GCTGTGACTAATGGATGGCCAAAGGCTAGATAGTT GCTGTGACTAATGGATGGCC AGCAATGGAGAGTAGGACGC 83 117 8 20 279 20 58,687 59,538 53,600 51,900 1,774,776 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 4 192 TTCCAGGGCAGATGCAGATGGAAGtatatatatatatat TTCCAGGGCAGATGCAGATG GCAATGGAGAGTAGGACGCA 4 116 87 20 278 20 60,107 59,824 29,000 52,400 0.282628 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 2 1 189 CAGGGCAGATGCAGATGGAAGtatatatatatatatata CAGGGCAGATGCAGATGGAA GCAATGGAGAGTAGGACGCA 1 116 90 20 278 20 60,107 59,824 35,300 52,400 0.282628 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 83 272 TGCTGTGACTAATGGATGGCCAAAGGCTAGATAGT TGCTGTGACTAATGGATGGCC GCAATGGAGAGTAGGACGCA 83 116 7 21 278 20 60,409 59,824 53,600 52,400 1,584,443 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 5 127 GTTCCAGGGCAGATGCAGATGGAAGtatatatatatat GTTCCAGGGCAGATGCAGAT AACCAAGTTTCTGCCATAGGT 5 49 86 20 212 21 60,107 57,474 29,000 30,800 3,632,618 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 5 193 GTTCCAGGGCAGATGCAGATGGAAGtatatatatatat GTTCCAGGGCAGATGCAGAT GCAATGGAGAGTAGGACGCA 5 116 86 20 278 20 60,107 59,824 29,000 52,400 0.282579 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 4 126 TTCCAGGGCAGATGCAGATGGAAGtatatatatatatat TTCCAGGGCAGATGCAGATG AACCAAGTTTCTGCCATAGGT 4 49 87 20 212 21 60,107 57,474 29,000 30,800 3,632,668 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 3 1 123 CAGGGCAGATGCAGATGGAAGtatatatatatatatata CAGGGCAGATGCAGATGGAA AACCAAGTTTCTGCCATAGGT 1 49 90 20 212 21 60,107 57,474 35,300 30,800 3,632,668 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 8 196 TTTGTTCCAGGGCAGATGCAGATGGAAGtatatatataTTTGTTCCAGGGCAGATGCA GCAATGGAGAGTAGGACGCA 8 116 83 20 278 20 60,179 59,824 39,600 52,400 0.354727 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 0 188 AGGGCAGATGCAGATGGAAGtatatatatatatatatataAGGGCAGATGCAGATGGAAG GCAATGGAGAGTAGGACGCA 0 116 91 20 278 20 59,817 59,824 34,600 52,400 0.358774 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:17482:63173 1 111 32 16 1 AT TATATATATATATATATATATATATATATATA NA 0 0 4 0 189 AGGGCAGATGCAGATGGAAGtatatatatatatatatataAGGGCAGATGCAGATGGAAG AGCAATGGAGAGTAGGACGC 0 117 91 20 279 20 59,817 59,538 34,600 51,900 0.644975 A 283 CAGAAATGCTGTGACTAATGGATGGCCAAAGGCTAGATAGTTGGGATTTTGAAAGTGCAGTTGTAAGCGAATTGTGCGATAGTTTGTTCCAGGGCAGATGCAGATGGAAGtatatatatatatatatatatatatatatataCACACCCCTCCATTCCACTTCCTTTAGTTCAAGGGAGACAGATTTGAATACCTATGGCAGAAACTTGGTTTAACTTGACCTACTACCAGATCCAGCCATACCACATAAAGCACTATTGCGTCCTACTCTCCATTGCTAAAA

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 1 1 10 30 175 CCCAGAAATCATCCGAGGGAGTAAATCTGGACATG CCCAGAAATCATCCGAGGGA CAGGCACAAACACACACAGG 49 30 80 20 254 20 58,868 59,899 42,000 40,000 1,232,678 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 30 175 CCCAGAAATCATCCGAGGGAGTAAATCTGGACATG CCCAGAAATCATCCGAGGGAG CAGGCACAAACACACACAGG 48 30 80 21 254 20 59,929 59,899 43,000 40,000 1,172,425 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 30 246 GTGACTGCGAATCTCCCTGTTTGACAGAAGGAACG GTGACTGCGAATCTCCCTGT CAGGCACAAACACACACAGG 120 30 9 20 254 20 59,752 59,899 40,000 40,000 0.348776 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 10 30 247 AGTGACTGCGAATCTCCCTGTTTGACAGAAGGAAC AGTGACTGCGAATCTCCCTG CAGGCACAAACACACACAGG 121 30 8 20 254 20 59,466 59,899 44,500 40,000 0.635452 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 31 247 GTGACTGCGAATCTCCCTGTTTGACAGAAGGAACG GTGACTGCGAATCTCCCTGT ACAGGCACAAACACACACAG 120 31 9 20 255 20 59,752 59,189 40,000 36,600 1,058,384 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 112 TGGAATGGTGAGTGAGAATCCCCTGAGCTACCACT TGGAATGGTGAGTGAGAATCCC CCCACACGCACACAGAGATA 14 0 113 22 224 20 59,760 59,754 38,500 19,800 2,486,015 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 133 CCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGCCGAGGGAGTAAATCTGGACA CCCACACGCACACAGAGATA 36 0 92 21 224 20 58,892 59,754 40,200 19,800 2,354,528 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 134 TCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTTCCGAGGGAGTAAATCTGGACA CCCACACGCACACAGAGATA 36 0 91 22 224 20 60,292 59,754 40,200 19,800 2,538,356 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 145 CCCAGAAATCATCCGAGGGAGTAAATCTGGACATG CCCAGAAATCATCCGAGGGAG CCCACACGCACACAGAGATA 48 0 80 21 224 20 59,929 59,754 43,000 19,800 1,317,745 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 215 TGACTGCGAATCTCCCTGTTTGACAGAAGGAACGG TGACTGCGAATCTCCCTGTT CCCACACGCACACAGAGATA 119 0 10 20 224 20 59,023 59,754 31,600 19,800 1,223,001 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 216 GTGACTGCGAATCTCCCTGTTTGACAGAAGGAACG GTGACTGCGAATCTCCCTGT CCCACACGCACACAGAGATA 120 0 9 20 224 20 59,752 59,754 40,000 19,800 0.494096 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:20902:36821 1 149 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATGNA 0 0 12 0 217 AGTGACTGCGAATCTCCCTGTTTGACAGAAGGAAC AGTGACTGCGAATCTCCCTG CCCACACGCACACAGAGATA 121 0 8 20 224 20 59,466 59,754 44,500 19,800 0.780773 G 282 GTGAGGTAGTGACTGCGAATCTCCCTGTTTGACAGAAGGAACGGACATATTCTTTCTGTGGAACCATTGAGTACATGGCCCCAGAAATCATCCGAGGGAGTAAATCTGGACATGGAATGGTGAGTGAGAATCCCCTGAGCTACCACTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTTCtgtgtgtgtgtgtgTATCTCtgtgtgCGTGTggggggggTGGGGCCtgtgtgtgTTTGTGCCTGTAtgtgtgTCTGTGTATCTTtgtgtgTC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 1 1 4 12 182 CCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGG CCCTCCCTGACTCTGAGAGA GCTATGGGTGCATTTCAGCAG 73 12 49 20 230 21 59,371 59,933 31,000 42,400 1,695,127 F 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 4 10 179 CCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGG CCCTCCCTGACTCTGAGAGA ATGGGTGCATTTCAGCAGTG 73 10 49 20 227 20 59,371 59,107 31,000 36,600 1,521,277 F 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 4 10 208 CGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCC CGTGCCTCCTTCCTTTGGAT ATGGGTGCATTTCAGCAGTG 102 10 20 20 227 20 60,035 59,107 34,100 36,600 0.927811 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 4 10 216 CTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCTAGGTGACGTGCCTCCTTC ATGGGTGCATTTCAGCAGTG 110 10 12 20 227 20 59,826 59,107 34,600 36,600 1,066,463 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 4 10 220 CTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGCTTCCTAGGTGACGTGCCTC ATGGGTGCATTTCAGCAGTG 114 10 8 20 227 20 59,826 59,107 47,000 36,600 1,066,463 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 4 8 176 CCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGG CCCTCCCTGACTCTGAGAGA GGTGCATTTCAGCAGTGGC 73 8 49 20 224 19 59,371 60,080 31,000 50,100 1,708,819 F 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 7 10 149 TGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCTGGAGGAGGTAGAGGTGCC ATGGGTGCATTTCAGCAGTG 44 10 79 19 227 20 59,998 59,107 50,100 36,600 1,894,514 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 8 10 150 CTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCTGGAGGAGGTAGAGGTGCC ATGGGTGCATTTCAGCAGTG 44 10 78 20 227 20 61,046 59,107 50,100 36,600 1,938,666 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 8 10 151 CCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTCCTGGAGGAGGTAGAGGTGC ATGGGTGCATTTCAGCAGTG 45 10 77 20 227 20 61,046 59,107 50,100 36,600 1,938,666 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 11 10 121 TCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctc TCCTCTTCCTCTTCCTCCTCT ATGGGTGCATTTCAGCAGTG 14 10 107 21 227 20 58,707 59,107 36,900 36,600 3,186,001 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 12 10 122 CTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctct CTCCTCTTCCTCTTCCTCCTCT ATGGGTGCATTTCAGCAGTG 14 10 106 22 227 20 59,755 59,107 36,900 36,600 3,137,524 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:21034:3964 1 142 56 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCAC NA 0 0 12 10 123 TCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctcTCTCCTCTTCCTCTTCCTCCTC ATGGGTGCATTTCAGCAGTG 15 10 105 22 227 20 59,756 59,107 37,100 36,600 3,136,491 B 230 CCTCTTACTTCCTAGGTGACGTGCCTCCTTCCTTTGGATGCCTGAGGCCCCTCCCTGACTCTgagagaAAGGGGCACCTGGAGGAGGTAGAGGTGCCCCAATCTTCTCCTCTTCCTCTTCCTCCTCTtctctctcACTCTCctctctctctctctctctctctctctctctctccccacccccacccccacccccacCTCCCCTAGCCACTGCTGAAATGCACCCATAGC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 1 1 7 9 137 TGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgTGCATGTGGGTGAAGCTGTT AGGCATATTCTCGCTCTTGCA 9 23 49 20 185 21 60,468 59,860 31,600 40,800 1,607,497 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 48 202 TGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATG TGTCTGTCTGAGTATGCCTGC CCCACACACACTGTCACACT 48 49 9 21 210 20 59,794 60,108 48,500 35,500 1,313,358 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 47 201 GTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGT GTCTGTCTGAGTATGCCTGCA CCCACACACACTGTCACACT 47 49 10 21 210 20 59,794 60,108 44,100 35,500 1,313,358 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 35 178 TGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTG TGCCTGCATGTGTGAGAGAG CTGTCACACTCACACAGGCA 35 39 23 20 200 20 60,037 60,179 32,000 47,500 0.215746 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 35 179 TGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTG TGCCTGCATGTGTGAGAGAG ACTGTCACACTCACACAGGC 35 40 23 20 201 20 60,037 60,179 32,000 48,500 0.215744 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 35 188 TGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTG TGCCTGCATGTGTGAGAGAG CCCACACACACTGTCACACT 35 49 23 20 210 20 60,037 60,108 32,000 35,500 0.144374 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 10 9 127 TGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgTGCATGTGGGTGAAGCTGTT TCGCTCTTGCACACATATGC 9 14 49 20 175 20 60,468 58,991 31,600 31,400 1,476,922 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 11 9 128 TGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgTGCATGTGGGTGAAGCTGTT CTCGCTCTTGCACACATATGC 9 14 49 20 176 21 60,468 60,004 31,600 31,400 1,472,029 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:22932:22932 1 78 64 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NA 0 0 12 36 190 ATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGT ATGCCTGCATGTGTGAGAGA ACCCACACACACTGTCACAC 36 50 22 20 211 20 59,383 60,392 31,000 38,200 1,009,352 G 211 AGAAAATATGTCTGTCTGAGTATGCCTGCAtgtgtgagagagAATGTCTGCATGTGGGTGAAGCTGTTTATGTGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgagagagagagagagaGTGGgagagagagaAAGGGAGACtgtgtgCATAtgtgtgCAAGAGCGAGAATATGCCtgtgtgAGTGTGACAgtgtgtgtGGGT

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 2 0 116 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT GAAGCCATGGACGGGATGAG 0 42 1 22 116 20 57,987 60,534 25,200 29,000 4,547,021 A 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 118 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT GTGAAGCCATGGACGGGATG 0 44 1 22 118 20 57,987 61,098 25,200 35,100 5,110,814 A 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 122 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT CTGAGTGAAGCCATGGACGG 0 48 1 22 122 20 57,987 60,742 25,200 47,900 4,755,547 A 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 128 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT TGTGTGCTGAGTGAAGCCAT 0 54 1 22 128 20 57,987 59,891 25,200 44,000 4,122,419 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 129 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT ATGTGTGCTGAGTGAAGCCA 0 55 1 22 129 20 57,987 59,891 25,200 47,500 4,122,419 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 150 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT TGGGAAAGATGGCAGACGTG 0 76 1 22 150 20 57,987 60,322 25,200 44,900 4,334,830 B 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 151 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT ATGGGAAAGATGGCAGACGT 0 77 1 22 151 20 57,987 59,379 25,200 43,400 4,633,822 B 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 211 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT GCGATCTTGTCCTGCACAAA 0 137 1 22 211 20 57,987 59,126 25,200 28,300 4,887,656 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 2 0 218 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT TTTGTGCGCGATCTTGTCCT 0 144 1 22 218 20 57,987 60,603 25,200 38,500 4,615,905 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 0 124 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT TGCTGAGTGAAGCCATGGAC 0 50 1 22 124 20 57,987 60,322 25,200 40,200 4,335,186 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 0 163 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT ATGCCAGGCCAAATGGGAAA 0 89 1 22 163 20 57,987 60,547 25,200 31,300 4,560,496 B 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:23328:59833 1 23 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 4 0 219 CAAGGGACATCACTCACTTTCTcacacacacacacacac CAAGGGACATCACTCACTTTCT GTTTGTGCGCGATCTTGTCC 0 145 1 22 219 20 57,987 60,453 25,200 40,200 4,466,050 F 219 CAAGGGACATCACTCACTTTCTcacacacacacacacacacacacacacacacaCTCACATCTCCATCTGGCCTCAACTCCTCTGGAGATCGCCTCCTCATCCCGTCCATGGCTTCACTCAGcacacaTGCACGTCTGCCATCTTTCCCATTTGGCCTGGCATGCACCTTGCTGACAcccccccATCTGTCTTTGTGCAGGACAAGATCGCGCACAAAC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 1 1 7 63 229 CACCCACCTcacacaCTCAATCATTcacacacaGATTAGCACCCACCTCACACACTCAA AGTTGACAAGAGGTTTCGCAC 63 80 7 20 235 21 59,820 59,059 30,200 53,400 2,120,785 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 69 235 CTCACTCACCCACCTcacacaCTCAATCATTcacacaca CTCACTCACCCACCTCACAC AGTTGACAAGAGGTTTCGCAC 69 80 1 20 235 21 59,966 59,059 38,200 53,400 1,974,672 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 65 231 CTCACCCACCTcacacaCTCAATCATTcacacacaGATT CTCACCCACCTCACACACTC AGTTGACAAGAGGTTTCGCAC 65 80 5 20 235 21 59,966 59,059 35,100 53,400 1,974,672 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 5 157 CTCACCCACCTcacacaCTCAATCATTcacacacaGATT CTCACCCACCTCACACACTC TCATCTAAGAAACTGCAGGCCT 65 5 5 20 161 22 59,966 59,427 35,100 51,900 2,607,520 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 4 139 caCTCAATCATTcacacacaGATTAGATAAGAGGaaaa CACTCAATCATTCACACACAGATT TCTAAGAAACTGCAGGCCTG 46 4 20 24 158 20 57,750 57,520 24,000 48,500 8,729,910 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 4 154 CTCACCCACCTcacacaCTCAATCATTcacacacaGATT CTCACCCACCTCACACACTC TCTAAGAAACTGCAGGCCTG 65 4 5 20 158 20 59,966 57,520 35,100 48,500 2,513,625 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 8 4 158 CTCACTCACCCACCTcacacaCTCAATCATTcacacaca CTCACTCACCCACCTCACAC TCTAAGAAACTGCAGGCCTG 69 4 1 20 158 20 59,966 57,520 38,200 48,500 2,513,625 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 9 4 139 caCTCAATCATTcacacacaGATTAGATAAGAGGaaaa CACTCAATCATTCACACACAGAT TCTAAGAAACTGCAGGCCTG 47 4 20 23 158 20 57,125 57,520 29,000 48,500 8,354,461 F 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 10 0 93 AATTACACGTATAATTGTCCCAGCctctctctctctctctc AATTACACGTATAATTGTCCCAGC TCTAAGAAACTGCAGGCCTG 0 4 66 24 158 20 57,386 57,520 48,500 48,500 9,093,321 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 10 0 169 AATTACACGTATAATTGTCCCAGCctctctctctctctctc AATTACACGTATAATTGTCCCAGC GTTGACAAGAGGTTTCGCAC 0 80 66 24 234 20 57,386 57,615 48,500 53,400 8,998,653 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 11 0 94 CAATTACACGTATAATTGTCCCAGCctctctctctctctct CAATTACACGTATAATTGTCCCAGC TCTAAGAAACTGCAGGCCTG 0 4 65 25 158 20 58,573 57,520 48,500 48,500 8,906,716 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC
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ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 11 0 97 CAATTACACGTATAATTGTCCCAGCctctctctctctctct CAATTACACGTATAATTGTCCCAGC TCATCTAAGAAACTGCAGGCCT 0 5 65 25 161 22 58,573 59,427 48,500 51,900 9,000,611 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 11 0 140 CAATTACACGTATAATTGTCCCAGCctctctctctctctct CAATTACACGTATAATTGTCCCAGC ATCCTCCACTTACAAGACCTTCAC 0 46 65 25 204 24 58,573 60,020 48,500 31,800 10,447,278 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:26524:13474 1 90 45 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCNA 0 0 11 0 170 CAATTACACGTATAATTGTCCCAGCctctctctctctctct CAATTACACGTATAATTGTCCCAGC GTTGACAAGAGGTTTCGCAC 0 80 65 25 234 20 58,573 57,615 48,500 53,400 8,812,048 B 252 CTCACTCACCCACCTcacacaCTCAATCATTcacacacaGATTAGATAAGAGGaaaaaTAAGTACAATTACACGTATAATTGTCCCAGCctctctctctctctctctctctctctctctctAtctctctctctcATGGCAGGCCTGCAGTTTCTTAGATGAGTTGATGCTTTTAGTTGAAGTGAAGGTCTTGTAAGTGGAGGATTTTCAGTAAGGTGCGAAACCTCTTGTCAACtttttGAGAGGTTAGTTC

ST‐E00142:460:H2K7HCCXY:6:2223:5528:53363 1 46 32 16 1 AC CACACACACACACACACACACACACACACACA NA 1 1 12 3 90 GacacacacTTCTCACCCGTCCATACCATCATTcacaca GACACACACTTCTCACCCGT GTCCTATGGACGGAAGAGAAGT 13 3 13 20 102 22 59,896 58,975 52,800 30,100 3,129,565 F 111 TCAtctctcACAGacacacacTTCTCACCCGTCCATACCATCATTcacacacacacacacacacacacacacacacaCTCACTTCTCTTCCGTCCATAGGACCACTCATCA

ST‐E00142:460:H2K7HCCXY:6:2223:5528:53363 1 46 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 13 2 90 GacacacacTTCTCACCCGTCCATACCATCATTcacaca GACACACACTTCTCACCCGT GTCCTATGGACGGAAGAGAAGTG 13 2 13 20 102 23 59,896 60,181 52,800 31,600 3,285,788 F 111 TCAtctctcACAGacacacacTTCTCACCCGTCCATACCATCATTcacacacacacacacacacacacacacacacaCTCACTTCTCTTCCGTCCATAGGACCACTCATCA

ST‐E00142:460:H2K7HCCXY:6:2223:5528:53363 1 46 32 16 1 AC CACACACACACACACACACACACACACACACA NA 0 0 14 2 90 AGacacacacTTCTCACCCGTCCATACCATCATTcacac AGACACACACTTCTCACCCG TCCTATGGACGGAAGAGAAGTG 14 2 12 20 101 22 59,611 58,975 52,800 31,600 3,413,937 F 111 TCAtctctcACAGacacacacTTCTCACCCGTCCATACCATCATTcacacacacacacacacacacacacacacacaCTCACTTCTCTTCCGTCCATAGGACCACTCATCA

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 1 1 7 2 172 GTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtGTGAGATAATGGCTGTTAGTGCT AAATCCGTGATTGCGAACAG 2 77 10 23 181 20 58,554 57,100 44,000 31,600 7,346,493 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 7 2 203 GTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtGTGAGATAATGGCTGTTAGTGCT AATGAGACGGGATTGGGACA 2 108 10 23 212 20 58,554 58,715 44,000 40,200 5,731,651 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 3 132 CAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgCAGTGAGATAATGGCTGTTAGTGC ACCCGTTACCGCACTTAGTG 3 35 8 24 139 20 59,728 60,038 44,000 27,400 4,309,993 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 3 174 CAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgCAGTGAGATAATGGCTGTTAGTGC AAATCCGTGATTGCGAACAG 3 77 8 24 181 20 59,728 57,100 44,000 31,600 7,172,140 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 3 205 CAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgCAGTGAGATAATGGCTGTTAGTGC AATGAGACGGGATTGGGACA 3 108 8 24 212 20 59,728 58,715 44,000 40,200 5,557,298 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 2 131 AGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgt AGTGAGATAATGGCTGTTAGTGCT ACCCGTTACCGCACTTAGTG 2 35 9 24 139 20 59,837 60,038 44,000 27,400 4,201,053 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 2 132 AGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgt AGTGAGATAATGGCTGTTAGTGCT CACCCGTTACCGCACTTAGT 2 36 9 24 140 20 59,837 60,038 44,000 22,400 4,201,053 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 2 173 AGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgt AGTGAGATAATGGCTGTTAGTGCT AAATCCGTGATTGCGAACAG 2 77 9 24 181 20 59,837 57,100 44,000 31,600 7,063,200 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:5578:54295 1 35 50 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAATGNA 0 0 8 2 204 AGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgt AGTGAGATAATGGCTGTTAGTGCT AATGAGACGGGATTGGGACA 2 108 9 24 212 20 59,837 58,715 44,000 40,200 5,448,358 D 223 AAAATATCAGTGAGATAATGGCTGTTAGTGCTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAtgtgtgtgtgtgAGAGGGGAtgtgtgtgtgtgagagagagagATTTGCACTAAGTGCGGTAACGGGTGGAAAAGAAAACATTTTACCCGCTGTTCGCAATCACGGATTTTCACGCTTTATTGTCCCAATCCCGTCTCATTACTCATGCATT

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 201 47 16 2 AC ACACACACACTCTCTCACACACACACACACACACAC NA 0 1 4 0 90 AACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCAACTCTGAGGTTGGGAGTGA CGCAATGAGCAGCCTCCA 5 0 176 20 265 18 57,897 60,437 34,100 38,600 4,540,334 D 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 201 47 16 2 AC ACACACACACTCTCTCACACACACACACACACACAC NA 0 0 5 0 90 AACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCAACTCTGAGGTTGGGAGTGAG CGCAATGAGCAGCCTCCA 4 0 176 21 265 18 59,026 60,437 35,100 38,600 4,411,416 D 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 201 47 16 2 AC ACACACACACTCTCTCACACACACACACACACACAC NA 0 0 6 2 90 CTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTC CTCTGAGGTTGGGAGTGAGC CCCGCAATGAGCAGCCTC 3 2 178 20 267 18 59,751 61,208 42,600 47,000 3,456,512 D 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 1 3 0 218 TTCACCACTGAAGGCTGAGGAGGCAGAATTAGGga TTCACCACTGAAGGCTGAGG CGCAATGAGCAGCCTCCA 87 0 48 20 265 18 59,602 60,437 38,600 38,600 2,835,121 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 4 0 216 CACCACTGAAGGCTGAGGAGGCAGAATTAGGgaga CACCACTGAAGGCTGAGGAG CGCAATGAGCAGCCTCCA 85 0 50 20 265 18 60,037 60,437 36,900 38,600 2,473,757 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 4 0 217 TCACCACTGAAGGCTGAGGAGGCAGAATTAGGgag TCACCACTGAAGGCTGAGGA CGCAATGAGCAGCCTCCA 86 0 49 20 265 18 60,472 60,437 37,100 38,600 2,908,961 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 5 0 150 AGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAGCTGCAAAGAGAGTAAGTGAGT CGCAATGAGCAGCCTCCA 16 0 116 23 265 18 59,677 60,437 34,100 38,600 5,760,583 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 6 0 149 GCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAGCTGCAAAGAGAGTAAGTGAGT CGCAATGAGCAGCCTCCA 16 0 117 22 265 18 58,341 60,437 34,100 38,600 6,095,890 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 7 0 149 GCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAGCTGCAAAGAGAGTAAGTGAGTG CGCAATGAGCAGCCTCCA 15 0 117 23 265 18 59,568 60,437 35,100 38,600 5,868,753 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 13 0 132 TGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagATGAGTGTGTCTGTGAGAGTGA CGCAATGAGCAGCCTCCA 0 0 134 21 265 18 58,345 60,437 34,100 38,600 5,092,044 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 14 0 133 GTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagaga GTGAGTGTGTCTGTGAGAGTGA CGCAATGAGCAGCCTCCA 0 0 133 22 265 18 59,641 60,437 34,100 38,600 4,796,395 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2223:8034:55209 1 155 93 16 3 AC GTGTGTGTAAGAGAGAGAGAAAACTCTGAGGTTGGNA 0 0 14 0 134 AGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagag AGTGAGTGTGTCTGTGAGAGTG CGCAATGAGCAGCCTCCA 1 0 132 22 265 18 59,640 60,437 35,100 38,600 4,797,663 G 267 CACCCTTAAATAGAAAGGATaaaaaaaTAGAAAAGGTGCATTATAGATTCACCACTGAAGGCTGAGGAGGCAGAATTAGGgagagaAAATTGAGAAGTTTGGGCtttttCACTAAAGCTGCAAagagagTAAGTGAgtgtgtCTGTGAGAGTGAgtgtgtgtAagagagagagAAAACTCTGAGGTTGGGAGTGAGCCGGacacacacacTCTCTcacacacacacacacacacacacacacacacaTGGAGGCTGCTCATTGCGGG

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 1 1 4 0 139 CGGGACAGAATGATGCAGCATTGACAGGAAAAGC CGGGACAGAATGATGCAGCA TTTCAGCTGTCCTGCACAAA 43 0 27 20 165 20 60,745 58,239 44,100 28,300 2,506,935 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 0 0 5 2 131 TGATGCAGCATTGACAGGAAAAGCAAATTACTGAA TGATGCAGCATTGACAGGAA TCTTTCAGCTGTCCTGCACA 33 2 37 20 167 20 57,797 59,531 33,600 45,700 2,672,964 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 0 0 5 2 132 ATGATGCAGCATTGACAGGAAAAGCAAATTACTGA ATGATGCAGCATTGACAGGA TCTTTCAGCTGTCCTGCACA 34 2 36 20 167 20 57,570 59,531 38,600 45,700 2,899,741 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 0 0 5 2 141 CGGGACAGAATGATGCAGCATTGACAGGAAAAGC CGGGACAGAATGATGCAGCA TCTTTCAGCTGTCCTGCACA 43 2 27 20 167 20 60,745 59,531 44,100 45,700 1,214,980 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 0 0 5 1 141 CGGGACAGAATGATGCAGCATTGACAGGAAAAGC CGGGACAGAATGATGCAGCA TCTTTCAGCTGTCCTGCACAA 43 1 27 20 167 21 60,745 60,134 44,100 33,300 1,879,615 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11231:49531 1 90 56 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNA 0 0 6 2 142 CGGGACAGAATGATGCAGCATTGACAGGAAAAGC CGGGACAGAATGATGCAGCA ATCTTTCAGCTGTCCTGCACA 43 2 27 20 168 21 60,745 59,927 44,100 45,700 1,818,293 D 253 TCaaaaaCCCAGTGGGAAGGGAGGGGCGGGACAGAATGATGCAGCATTGACAGGAAAAGCAAATTACTGAAGAAGCCCTATTTATGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtgtgtgtgtgtgtgtgtgTTTGTGCAGGACAGCTGAAAGATTCCAGAGGGAAAAtttttAACCGTCTCCATTTATTTTCActctctAGGATATAAACaaaaaaaaaGGGAAGAGATATCTTTTAGA

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 35 192 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA GGAGCTTGCACTTGTATGGC 35 82 17 23 208 20 59,990 59,547 31,800 44,000 3,463,417 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 197 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA AAGGAGGAGCTTGCACTTGT 35 87 17 23 213 20 59,990 59,524 31,800 31,600 3,485,933 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 199 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA GGAAGGAGGAGCTTGCACTT 35 89 17 23 215 20 59,990 59,963 31,800 31,600 3,047,474 F 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 203 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA GAGAGGAAGGAGGAGCTTGC 35 93 17 23 219 20 59,990 59,822 31,800 40,100 3,187,863 F 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 240 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TATCCACGGACATGGTGCAA 35 130 17 23 256 20 59,990 59,384 31,800 40,800 3,625,878 B 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 241 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TTATCCACGGACATGGTGCA 35 131 17 23 257 20 59,990 59,384 31,800 45,700 3,625,878 B 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 187 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TTGCACTTGTATGGCACCCT 35 77 17 23 203 20 59,990 59,888 31,800 43,400 3,122,246 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 189 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA GCTTGCACTTGTATGGCACC 35 79 17 23 205 20 59,990 60,109 31,800 50,100 3,119,160 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 191 CAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA GGAGCTTGCACTTGTATGGC 35 82 18 22 208 20 58,645 59,547 31,800 44,000 3,808,768 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 237 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA CCACGGACATGGTGCAAGTA 35 127 17 23 253 20 59,990 60,321 31,800 22,400 3,331,237 B 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 240 CAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TTATCCACGGACATGGTGCA 35 131 18 22 257 20 58,645 59,384 31,800 45,700 3,971,228 B 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 10 119 CAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TGCCTCAGGTGACAAACTGA 35 10 18 22 136 20 58,645 59,163 31,800 34,100 4,191,984 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 10 120 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TGCCTCAGGTGACAAACTGA 35 10 17 23 136 20 59,990 59,163 31,800 34,100 3,846,633 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 10 121 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA TTGCCTCAGGTGACAAACTGA 35 10 17 23 137 21 59,990 59,788 31,800 34,100 4,221,730 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:19197:7497 1 75 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 35 173 TCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTCAGCCTTCATATGGTTGGAACA CACCCTGTCACATCCTCAGG 35 63 17 23 189 20 59,990 59,749 31,800 38,600 3,261,381 A 277 AACTGCAGATAATAAATCAGCCTTCATATGGTTGGAACAAAGCTGTCTCAGCTGTAATTTTGCGTGAGTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTCGTAGCATCAGTTTGTCACCTGAGGCAATATTCTCATTATCTCCTATGCCTTATGGATATCCTGAGGATGTGACAGGGTGCCATACAAGTGCAAGCTCCTCCTTCctctctATCTCTTTTGCTCTACTTGCACCATGTCCGTGGATAAAGTCAGATTAACAGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 4 3 105 CTCCCAACGAGAGGACTCCTCGCgagagagagagagagCTCCCAACGAGAGGACTCCT GCTGGTCAGAAGCTGGCTAT 3 30 99 20 203 20 60,324 59,820 36,900 29,700 0.503844 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 5 30 174 GCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA GCTGGTCAGAAGCTGGCTAT 71 30 30 21 203 20 58,217 59,820 34,100 29,700 2,963,071 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 47 191 TGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA TGGAGAGCCCAGATCAGCT 71 47 29 22 219 19 59,894 59,997 34,100 42,400 3,109,000 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 46 190 TGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA GGAGAGCCCAGATCAGCTG 71 46 29 22 218 19 59,894 59,553 34,100 42,400 3,553,129 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 46 191 TGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA TGGAGAGCCCAGATCAGCTG 71 46 29 22 219 20 59,894 61,336 34,100 42,400 3,442,220 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 30 175 TGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA GCTGGTCAGAAGCTGGCTAT 71 30 29 22 203 20 59,894 59,820 34,100 29,700 2,286,274 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 22 167 TGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTGCCATGAGAAAGTTGGACTCA GAAGCTGGCTATCTGGAGGG 71 22 29 22 195 20 59,894 59,604 34,100 43,000 2,502,398 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 9 103 ATTGCACTCCCAACGAGAGGACTCCTCGCgagagagaATTGCACTCCCAACGAGAGG GAAGCTGGCTATCTGGAGGG 9 22 93 20 195 20 60,036 59,604 36,900 43,000 0.432070 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:21927:40671 1 122 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 6 9 111 ATTGCACTCCCAACGAGAGGACTCCTCGCgagagagaATTGCACTCCCAACGAGAGG GCTGGTCAGAAGCTGGCTAT 9 30 93 20 203 20 60,036 59,820 36,900 29,700 0.215946 A 227 TAagagagTAGTATTCCCAACTAGAATTTGCCATGAGAAAGTTGGACTCATGCTGAGATACCTTTTGAGTCTACAGAAAATCACACCAGAGAATTGCACTCCCAACGAGAGGACTCCTCGCgagagagagagagagagagagagagagagagaGCTGGGCTCCTGATCAGCAGTCCCCTCCAGATAGCCAGCTTCTGACCAGCTGATCTGGGCTCTCCATAAGTAGG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 1 1 5 20 158 GCAAGCCTTTCTTACATTTAATACACATGCATATGG GCAAGCCTTTCTTACATTTAATACACA CTCTCCGCTAACTCATGCTGT 20 30 5 27 162 21 58,973 59,864 37,200 44,000 9,162,522 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 0 0 5 16 153 GCCTTTCTTACATTTAATACACATGCATATGGatatat GCCTTTCTTACATTTAATACACATGCA TCTCCGCTAACTCATGCTGT 16 30 9 27 161 20 59,027 58,814 39,600 44,000 9,159,588 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 0 0 5 16 154 GCCTTTCTTACATTTAATACACATGCATATGGatatat GCCTTTCTTACATTTAATACACATGCA CTCTCCGCTAACTCATGCTGT 16 30 9 27 162 21 59,027 59,864 39,600 44,000 9,109,303 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 0 0 5 4 129 GCCTTTCTTACATTTAATACACATGCATATGGatatat GCCTTTCTTACATTTAATACACATGCA TGCCTTTCTGTGGTTTATGTGG 16 4 9 27 137 22 59,027 59,110 39,600 41,700 10,863,699 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 0 0 5 4 133 GCAAGCCTTTCTTACATTTAATACACATGCATATGG GCAAGCCTTTCTTACATTTAATACACA TGCCTTTCTGTGGTTTATGTGG 20 4 5 27 137 22 58,973 59,110 37,200 41,700 10,916,918 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22039:54295 1 52 60 16 1.5 AT TGTGTGTGTGTATGTGTGTGTGTATATATATATATA NA 0 0 6 4 134 TGCAAGCCTTTCTTACATTTAATACACATGCATATGGTGCAAGCCTTTCTTACATTTAATACAC TGCCTTTCTGTGGTTTATGTGG 21 4 4 27 137 22 58,973 59,110 29,000 41,700 10,916,918 B 162 AAATGCAAGCCTTTCTTACATTTAATACACATGCATATGGatatatGTATAtgtgtgtgtgTAtgtgtgtgtgtatatatatatatatatatatatatatatatatctctcATCTCCACATAAACCACAGAAAGGCATTTTACAGCATGAGTTAGCGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 167 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 14 0 98 TGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtc TGTCTCTGTCCTTGTCTCCC TCTGCAGACATGTGAGATGG 26 0 121 20 218 20 58,366 57,314 43,000 35,100 4,319,623 F 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 167 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 0 99 CTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTt CTGTCTCTGTCCTTGTCTCCC TCTGCAGACATGTGAGATGG 26 0 120 21 218 20 59,452 57,314 43,000 35,100 4,234,119 F 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 167 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 0 104 CCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTACCCTTCTGTCTCTGTCCTTGT TCTGCAGACATGTGAGATGG 31 0 115 21 218 20 59,026 57,314 31,600 35,100 4,660,085 F 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 1 9 0 187 TCCATtctctctcACTCCACCTCActctctctctCACACTCT TCCATTCTCTCTCACTCCACC TCTGCAGACATGTGAGATGG 3 0 32 21 218 20 58,538 57,314 46,100 35,100 5,147,545 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 10 0 187 TCCATtctctctcACTCCACCTCActctctctctCACACTCT TCCATTCTCTCTCACTCCACCT TCTGCAGACATGTGAGATGG 2 0 32 22 218 20 59,956 57,314 40,000 35,100 4,729,513 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 12 0 186 CCATtctctctcACTCCACCTCActctctctctCACACTCTT CCATTCTCTCTCACTCCACCTC TCTGCAGACATGTGAGATGG 1 0 33 22 218 20 59,570 57,314 38,500 35,100 5,116,182 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 12 0 217 GCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcA GCCCTTCTCACTTTCTCTCTCC TCTGCAGACATGTGAGATGG 32 0 2 22 218 20 60,094 57,314 37,100 35,100 4,779,561 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 14 0 216 CCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCCTTCTCACTTTCTCTCTCCC TCTGCAGACATGTGAGATGG 31 0 3 22 218 20 59,500 57,314 43,000 35,100 5,185,543 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:22769:8411 1 56 143 16 3 AG CTCTCTCTCTCACACTCTTTCTCCCCTTCTCTCTCTCC NA 0 0 14 0 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcATGCCCTTCTCACTTTCTCTCTC TCTGCAGACATGTGAGATGG 33 0 1 22 218 20 59,435 57,314 32,000 35,100 5,250,797 G 218 TGCCCTTCTCACTTtctctctcCctctctctTCCATtctctctcACTCCACCTCActctctctctCACACTCTTTCTCCCCTtctctctctcCctctctctctctctctctctCCCCTTCTGTCTCTGTCCTTGTCTcccccTTCTGTCTGTATCCTtctctcCCCctctctctctctctctctctctctctctctctCCATCTCACATGTCTGCAGA

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 23 118 GAGAGTGTTGCGGGACATGAGATGATGGTGCACA GAGAGTGTTGCGGGACATGA TCCGCTTCCACAATGGTTGA 23 23 108 20 225 20 60,037 59,890 30,700 31,800 0.146858 F 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 22 117 AGAGTGTTGCGGGACATGAGATGATGGTGCACAGTAGAGTGTTGCGGGACATGAG TCCGCTTCCACAATGGTTGA 22 23 109 20 225 20 60,037 59,890 29,000 31,800 0.146484 F 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 21 116 GAGTGTTGCGGGACATGAGATGATGGTGCACAGTCGAGTGTTGCGGGACATGAGA TCCGCTTCCACAATGGTTGA 21 23 110 20 225 20 60,037 59,890 32,700 31,800 0.146858 F 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 63 237 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG AGTTGGAACCGAACCGATGG 102 63 29 20 265 20 60,036 60,321 41,200 35,100 0.356928 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 60 234 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG TGGAACCGAACCGATGGAAA 102 60 29 20 262 20 60,036 59,603 41,200 31,300 0.432817 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 23 197 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG TCCGCTTCCACAATGGTTGA 102 23 29 20 225 20 60,036 59,890 41,200 31,800 0.145162 F 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 67 241 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG CCTCAGTTGGAACCGAACCG 102 67 29 20 269 20 60,036 60,949 41,200 44,400 0.984735 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 66 240 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG CTCAGTTGGAACCGAACCGA 102 66 29 20 268 20 60,036 59,967 41,200 46,900 0.068582 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 66 241 ACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTA ACTCCTGAGAAGCACCTTGG CTCAGTTGGAACCGAACCGA 103 66 28 20 268 20 59,310 59,967 36,100 46,900 0.722575 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 62 236 CTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAA CTCCTGAGAAGCACCTTGGG GTTGGAACCGAACCGATGGA 102 62 29 20 264 20 60,036 60,321 41,200 34,100 0.356576 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 23 123 GAGAGTGTTGCGGGACATGAGATGATGGTGCACA GAGAGTGTTGCGGGACATGA GAGGCTCCGCTTCCACAAT 23 29 108 20 230 19 60,037 60,078 30,700 27,100 1,115,469 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 23 161 GAGAGTGTTGCGGGACATGAGATGATGGTGCACA GAGAGTGTTGCGGGACATGA CTCAGTTGGAACCGAACCGA 23 66 108 20 268 20 60,037 59,967 30,700 46,900 0.070278 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 22 122 AGAGTGTTGCGGGACATGAGATGATGGTGCACAGTAGAGTGTTGCGGGACATGAG GAGGCTCCGCTTCCACAAT 22 29 109 20 230 19 60,037 60,078 29,000 27,100 1,115,095 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 22 160 AGAGTGTTGCGGGACATGAGATGATGGTGCACAGTAGAGTGTTGCGGGACATGAG CTCAGTTGGAACCGAACCGA 22 66 109 20 268 20 60,037 59,967 29,000 46,900 0.069904 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 21 121 GAGTGTTGCGGGACATGAGATGATGGTGCACAGTCGAGTGTTGCGGGACATGAGA GAGGCTCCGCTTCCACAAT 21 29 110 20 230 19 60,037 60,078 32,700 27,100 1,115,469 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:24901:43290 1 151 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 21 159 GAGTGTTGCGGGACATGAGATGATGGTGCACAGTCGAGTGTTGCGGGACATGAGA CTCAGTTGGAACCGAACCGA 21 66 110 20 268 20 60,037 59,967 32,700 46,900 0.070278 B 269 GCTCAGTCTAGTACATTGTTTTATGATACTCCTGAGAAGCACCTTGGGGCATtatataGTGTTAAAGGCGTtatataAATATAAGTTCCTGTTGTTAACAGTAACCCGAGAGTGTTGCGGGACATGAGATGATGGTGCACAGTCTTCTTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGAGTGAAGGTGTTTtctctcAACCATTGTGGAAGCGGAGCCTCCAGCAGGTTCATTTTCCATCGGTTCGGTTCCAACTGAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 178 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 14 7 115 cccacacacAGAGacacacacCAACAGacacacacacacac CCCACACACAGAGACACACA CCTGTGCTACGTGGCTGTT 7 37 151 20 265 19 59,822 60,302 37,200 31,600 1,479,552 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 178 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 7 115 cccacacacAGAGacacacacCAACAGacacacacacacac CCCACACACAGAGACACACA CCTGTGCTACGTGGCTGTTT 7 36 151 20 265 20 59,822 60,885 37,200 28,300 1,062,540 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 178 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 14 4 112 acacacAGAGacacacacCAACAGacacacacacacacacaACACACAGAGACACACACCA CCTGTGCTACGTGGCTGTTT 4 36 154 20 265 20 59,098 60,885 41,700 28,300 1,786,531 F 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 1 4 14 175 CACAGCAAGACTCCATGGGTTTGAGAATCACAATA CACAGCAAGACTCCATGGGT TGGTTCTCAGAAGGCTTAGGA 24 14 70 20 244 21 59,963 58,097 45,100 29,400 2,939,911 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 0 4 8 169 CACAGCAAGACTCCATGGGTTTGAGAATCACAATA CACAGCAAGACTCCATGGGT TCAGAAGGCTTAGGATCCTCC 24 8 70 20 238 21 59,963 58,316 45,100 43,000 2,721,071 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 0 4 8 170 CACAGCAAGACTCCATGGGTTTGAGAATCACAATA CACAGCAAGACTCCATGGGT CTCAGAAGGCTTAGGATCCTCC 24 8 70 20 239 22 59,963 59,367 45,100 43,000 2,669,815 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 0 10 36 227 TGCTCGcacacaGTTACACAGGTacacacTTCACAGCA TGCTCGCACACAGTTACACA CCTGTGCTACGTGGCTGTTT 55 36 39 20 265 20 60,179 60,885 37,200 28,300 1,063,801 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 0 10 25 197 TCACAGCAAGACTCCATGGGTTTGAGAATCACAATATCACAGCAAGACTCCATGGG CCTGTGCTACGTGGCTGTTT 25 36 69 20 265 20 59,674 60,885 40,000 28,300 1,210,637 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:2737:41427 1 114 96 16 2 AC ACACACACACACACACACACACACACCCACCCACACNA 0 0 10 24 196 CACAGCAAGACTCCATGGGTTTGAGAATCACAATA CACAGCAAGACTCCATGGGT CCTGTGCTACGTGGCTGTTT 24 36 70 20 265 20 59,963 60,885 45,100 28,300 0.922007 G 265 CACAAATacacacacAGATCTGcacacacacacacaTATGCTCGcacacaGTTACACAGGTacacacTTCACAGCAAGACTCCATGGGTTTGAGAATCACAATACATGCATAGacacacacacacacacacacacacacCCACCCACAcccccacacacAGAGacacacacCAACAGacacacacacacacacacacacacacacacacGTGACACAGGAGGATCCTAAGCCTTCTGAGAACCaaaaaCAGCCACGTAGCACAGG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 36 153 GGGTGACTTACAGATGGCTGATGTGATATCACCCTGGGGTGACTTACAGATGGCTGA TGGTTCCAGGGTGAAATGGG 44 36 29 21 181 20 59,445 59,886 42,600 40,000 1,669,242 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 35 152 GGGTGACTTACAGATGGCTGATGTGATATCACCCTGGGGTGACTTACAGATGGCTGA GGTTCCAGGGTGAAATGGGT 44 35 29 21 180 20 59,445 59,886 42,600 45,100 1,669,439 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 40 157 GGGTGACTTACAGATGGCTGATGTGATATCACCCTGGGGTGACTTACAGATGGCTGA GCTCTGGTTCCAGGGTGAAA 44 40 29 21 185 20 59,445 59,890 42,600 26,900 1,665,561 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 28 138 GGCTGATGTGATATCACCCTGTTTTACACCATCATTTGGCTGATGTGATATCACCCTGT TGGTTCCAGGGTGAAATGGG 28 36 44 22 181 20 59,895 59,886 40,000 40,000 2,219,645 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 29 138 TGGCTGATGTGATATCACCCTGTTTTACACCATCATTTGGCTGATGTGATATCACCCTG GGTTCCAGGGTGAAATGGGT 29 35 43 22 180 20 59,895 59,886 44,500 45,100 2,219,670 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:28473:43818 1 94 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 8 29 139 TGGCTGATGTGATATCACCCTGTTTTACACCATCATTTGGCTGATGTGATATCACCCTG TGGTTCCAGGGTGAAATGGG 29 36 43 22 181 20 59,895 59,886 44,500 40,000 2,219,473 F 206 GACTTTAACATCAAGGAAAATTGGGGAAGGGTGACTTACAGATGGCTGATGTGATATCACCCTGTTTTACACCATCATTTAATATaaaaaGGAacacacacacacacacacacacacacacacacAGTATGTGTCAAACTCCGGCAATCTGAGTGCCTCAACCCATTTCACCCTGGAACCAGAGCAGAACCTAGTCCTAGCTGCTG

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 2 52 190 TTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCA TTCCTCAGCGGCCTCCAG TGCCAGAAACTCTTCGCCAA 52 68 50 18 239 20 61,394 60,179 38,600 45,200 3,573,002 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 52 191 TTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACC TTTCCTCAGCGGCCTCCAG TGCCAGAAACTCTTCGCCAA 52 68 49 19 239 20 61,959 60,179 38,600 45,200 3,138,515 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 5 145 CCACTCCACACCAGGTTTGACTGAGacacacacacaca CCACTCCACACCAGGTTTGA TGCCAGAAACTCTTCGCCAA 5 68 95 20 239 20 59,817 60,179 26,900 45,200 0.361568 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 3 1 139 CCACACCAGGTTTGACTGAGacacacacacacacacaca CCACACCAGGTTTGACTGA GCCAGAAACTCTTCGCCAAA 1 67 100 19 238 20 57,201 59,048 34,100 32,800 4,750,351 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 79 242 AATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCAATGAACCTACCAAATTTCCCAAA AGGTATGACTTTAAATTGGTGCCA 79 83 17 24 258 24 57,244 58,671 32,800 49,200 12,084,940 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 53 191 TTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACC TTTCCTCAGCGGCCTCCA TGCCAGAAACTCTTCGCCAA 53 68 49 18 239 20 60,928 60,179 38,600 45,200 3,106,888 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 29 169 TCCCTTCACGGACCATTGACTAGGCCACTCCACACC TCCCTTCACGGACCATTGAC TGCCAGAAACTCTTCGCCAA 29 68 71 20 239 20 59,676 60,179 31,800 45,200 0.502661 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 139 CCACACCAGGTTTGACTGAGacacacacacacacacaca CCACACCAGGTTTGACTGAG GCCAGAAACTCTTCGCCAAA 0 67 100 20 238 20 58,402 59,048 33,500 32,800 2,549,300 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 0 139 CCACACCAGGTTTGACTGAGacacacacacacacacaca CCACACCAGGTTTGACTGAG GCCAGAAACTCTTCGCCAA 0 68 100 20 238 19 58,402 58,371 33,500 45,200 4,226,743 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 80 244 AAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCAAATGAACCTACCAAATTTCCCAA CAGGTATGACTTTAAATTGGTGCCA 80 83 16 24 259 25 57,244 59,815 41,200 49,200 11,940,405 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 79 243 AATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCAATGAACCTACCAAATTTCCCAAA CAGGTATGACTTTAAATTGGTGCCA 79 83 17 24 259 25 57,244 59,815 32,800 49,200 11,940,405 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30046:47773 1 120 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 5 28 168 CCCTTCACGGACCATTGACTAGGCCACTCCACACCA CCCTTCACGGACCATTGACT TGCCAGAAACTCTTCGCCAA 28 68 72 20 239 20 59,675 60,179 34,100 45,200 0.503975 A 283 ATATGGAATAGGCTAAAATGAACCTACCAAATTTCCCAAAACTTATCTTTTCCTCAGCGGCCTCCAGCAATCCCTTCACGGACCATTGACTAGGCCACTCCACACCAGGTTTGACTGAGacacacacacacacacacacacacacacacacCTCATTTGCACTTTAAAATTTAAATCACGATTCTACAATTTTCATAATTAAACAACATTCCACCCATTTTGGCGAAGAGTTTCTGGCACCAATTTAAAGTCATACCTGaaaaaTTGAATCAGGAGAGTAAAT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 4 259 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA ACAAGCTTACATGAGCAGTTTGC 4 165 2 27 260 23 58,757 60,305 24,100 36,800 11,548,354 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 6 199 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgt AGCAGGAATATTGAAGTCAATTGTAA ACTAAAGACCCAACACATGACT 6 105 1 26 199 22 57,420 57,293 24,100 34,100 13,286,691 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 199 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgt AGCAGGAATATTGAAGTCAATTGTAAC ACTAAAGACCCAACACATGACT 5 105 1 27 199 22 58,538 57,293 25,000 34,100 13,168,858 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 259 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgt AGCAGGAATATTGAAGTCAATTGTAAC CAAGCTTACATGAGCAGTTTGC 5 165 1 27 259 22 58,538 58,760 25,000 36,800 11,702,085 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 103 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA CTGTGCACAATGCCATGAGG 4 12 2 27 104 20 58,757 59,827 24,100 38,600 8,416,003 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 104 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA CCTGTGCACAATGCCATGAG 4 13 2 27 105 20 58,757 59,827 24,100 29,000 8,416,003 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 108 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA AGTACCTGTGCACAATGCCA 4 17 2 27 109 20 58,757 59,890 24,100 49,200 8,353,721 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 198 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA ACTAAAGACCCAACACATGACT 4 105 2 27 199 22 58,757 57,293 24,100 34,100 12,950,268 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 258 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA CAAGCTTACATGAGCAGTTTGC 4 165 2 27 259 22 58,757 58,760 24,100 36,800 11,483,495 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 6 158 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgt AGCAGGAATATTGAAGTCAATTGTAA AGCCATATGCCCTGATTCAGT 6 65 1 26 158 21 57,420 59,221 24,100 34,100 10,358,941 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 5 158 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgt AGCAGGAATATTGAAGTCAATTGTAAC AGCCATATGCCCTGATTCAGT 5 65 1 27 158 21 58,538 59,221 25,000 34,100 10,241,108 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:4574:20172 1 33 40 16 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 4 157 GCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtg GCAGGAATATTGAAGTCAATTGTAACA AGCCATATGCCCTGATTCAGT 4 65 2 27 158 21 58,757 59,221 24,100 34,100 10,022,518 B 260 AGCAGGAATATTGAAGTCAATTGTAACATCCAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGGGCATATACCTCATGGCATTGTGCACAGGTACTTGGGAAGCATGTTAGAAGATCAGGGATAACTGAATCAGGGCATATGGCTATAATTTAGTCCCAATTTTAGTCATGTGTTGGGTCTTTAGTTAGATCTTTCCATTACAAATTCCTATGTATTTGTATTTGCAAACTGCTCATGTAAGCTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 2 22 118 ACATGCCCACTACTGCACTTAGTGCAAATCAGGGACACATGCCCACTACTGCACTT ACTGCTGAACCTTACAGACCC 23 22 38 20 155 21 59,598 59,652 31,600 44,600 1,749,774 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 21 116 ACATGCCCACTACTGCACTTAGTGCAAATCAGGGACACATGCCCACTACTGCACTT TGCTGAACCTTACAGACCCA 23 21 38 20 153 20 59,598 58,570 31,600 45,100 1,831,668 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 21 117 ACATGCCCACTACTGCACTTAGTGCAAATCAGGGACACATGCCCACTACTGCACTT CTGCTGAACCTTACAGACCCA 23 21 38 20 154 21 59,598 59,652 31,600 45,100 1,749,445 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 54 222 CCATTGCGGCCCACAGATAAAACATCATTTTACATG CCATTGCGGCCCACAGATAA TGACATGGGCTTTGAGAGGG 54 96 7 20 228 20 60,751 59,671 17,500 43,000 1,080,537 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 53 221 CATTGCGGCCCACAGATAAAACATCATTTTACATGC CATTGCGGCCCACAGATAAA TGACATGGGCTTTGAGAGGG 53 96 8 20 228 20 58,898 59,671 14,000 43,000 1,431,415 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 23 191 ACATGCCCACTACTGCACTTAGTGCAAATCAGGGACACATGCCCACTACTGCACTT TGACATGGGCTTTGAGAGGG 23 96 38 20 228 20 59,598 59,671 31,600 43,000 0.730999 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 20 188 TGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTGCCCACTACTGCACTTAGT TGACATGGGCTTTGAGAGGG 20 96 41 20 228 20 58,652 59,671 22,400 43,000 1,677,324 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 19 188 TGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTGCCCACTACTGCACTTAGTG TGACATGGGCTTTGAGAGGG 19 96 41 21 228 20 59,998 59,671 27,400 43,000 1,331,234 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:6197:66548 1 81 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 19 187 GCCCACTACTGCACTTAGTGCAAATCAGGGACGATTGCCCACTACTGCACTTAGTG TGACATGGGCTTTGAGAGGG 19 96 42 20 228 20 58,273 59,671 27,400 43,000 2,056,114 A 233 AAGCTGCCATTGCGGCCCACAGATAAAACATCATTTTACATGCCCACTACTGCACTTAGTGCAAATCAGGGACGATTCTGctctctctctctctctctctctctctctctctCAGATTCTCGATGTCTGATCTTGGGTCTGTAAGGTTCAGCAGTATCTTAGGAAAGTCCTCTAACTCAACAATACATTGGTTTTCTGTGGCCTGTTCCCCTCTCAAAGCCCATGTCAATAGC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 1 1 3 65 206 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGTT CCAGGACAGCAAAGTTTAGCC 65 67 1 21 206 21 58,104 59,458 30,100 39,300 4,437,628 F 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 66 206 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGT CCAGGACAGCAAAGTTTAGCC 66 67 1 20 206 21 57,386 59,458 34,100 39,300 4,155,723 F 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 4 66 207 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGT CCCAGGACAGCAAAGTTTAGC 66 68 1 20 207 21 57,386 59,458 34,100 30,900 4,155,723 F 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 5 104 TGAAGTGACGTGATGGTTTCATTGATACTGAGGGG TGAAGTGACGTGATGGTTTCA TGTTTGTCTGTCCGTACGGG 26 5 40 21 143 20 57,813 59,968 26,900 52,800 3,219,105 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 5 143 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGTT TGTTTGTCTGTCCGTACGGG 65 5 1 21 143 20 58,104 59,968 30,100 52,800 2,928,443 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 5 143 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGT TGTTTGTCTGTCCGTACGGG 66 5 1 20 143 20 57,386 59,968 34,100 52,800 2,646,538 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 4 103 TGAAGTGACGTGATGGTTTCATTGATACTGAGGGG TGAAGTGACGTGATGGTTTCA GTTTGTCTGTCCGTACGGGT 26 4 40 21 142 20 57,813 59,967 26,900 52,800 3,219,242 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 4 142 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCAAGGTCAGAGGTAGCTTGAGT GTTTGTCTGTCCGTACGGGT 66 4 1 20 142 20 57,386 59,967 34,100 52,800 2,646,675 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

ST‐E00142:460:H2K7HCCXY:6:2224:8004:45241 1 87 32 16 1 AC ACACACACACACACACACACACACACACACAC NA 0 0 6 3 102 TGAAGTGACGTGATGGTTTCATTGATACTGAGGGG TGAAGTGACGTGATGGTTTCA TTTGTCTGTCCGTACGGGTC 26 3 40 21 141 20 57,813 59,685 26,900 44,600 3,501,636 B 236 AGGTCAGAGGTAGCTTGAGTTTTATAGATAAATTCATAATGAAGTGACGTGATGGTTTCATTGATACTGAGGGGacacacacAGAGacacacacacacacacacacacacacacacacGGAGACCCGTACGGACAGACAAACACGGACACTTAAAGAGTTAAATGTTaaaaaaTAATCAAGAAAAGGCTAAACTTTGCTGTCCTGGGATTAACATTTCAATGGACAGGAAGATTCC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 1 6 1 139 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT GAGGATGTATCTACCTGTGCAAC 43 1 53 20 191 23 57,111 58,627 35,500 41,700 7,261,826 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 6 1 140 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT TGAGGATGTATCTACCTGTGCAAC 43 1 53 20 192 24 57,111 60,142 35,500 41,700 7,031,106 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 6 0 138 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT AGGATGTATCTACCTGTGCAACT 43 0 53 20 190 23 57,111 58,966 35,500 31,600 6,922,879 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 6 0 139 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT GAGGATGTATCTACCTGTGCAACT 43 0 53 20 191 24 57,111 59,900 35,500 31,600 6,989,359 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 7 2 140 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT TGAGGATGTATCTACCTGTGCAA 43 2 53 20 192 23 57,111 58,970 35,500 40,800 6,919,386 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 8 3 140 TAGCCTCTCAGACAGACAGTCACAGATACATTCTGCTAGCCTCTCAGACAGACAGT TGAGGATGTATCTACCTGTGCA 43 3 53 20 192 22 57,111 58,358 35,500 45,700 6,531,311 B 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 127 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA GGGTGTATGTGTGTGCCTGA 5 30 91 20 217 20 60,110 59,964 37,200 38,600 0.146174 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 128 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA AGGGTGTATGTGTGTGCCTG 5 31 91 20 218 20 60,110 59,963 37,200 48,500 0.146742 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 130 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA TGAGGGTGTATGTGTGTGCC 5 33 91 20 220 20 60,110 59,964 37,200 50,100 0.146174 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 141 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA GTGACTGTGTGTGAGGGTGT 5 44 91 20 231 20 60,110 59,822 37,200 41,600 0.288078 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 142 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA TGTGACTGTGTGTGAGGGTG 5 45 91 20 232 20 60,110 59,822 37,200 46,100 0.287846 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 116 52 16 1.5 AC TCTCTCTCTCTCACACACACACACACACACACACACANO 0 0 18 5 143 CACGcacacacaAacacacATACATtctctctctctcacacac CACGCACACACAAACACACA GTGTGACTGTGTGTGAGGGT 5 46 91 20 233 20 60,110 59,822 37,200 43,400 0.288078 F 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 1 11 0 188 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC GTGCCTGAGTGTATGAGGATGT 0 16 18 25 205 22 57,150 59,831 41,600 30,600 10,019,156 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 0 11 0 189 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC TGTGCCTGAGTGTATGAGGA 0 19 18 25 206 20 57,150 58,063 41,600 37,100 9,786,995 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 0 11 0 189 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC TGTGCCTGAGTGTATGAGGATG 0 17 18 25 206 22 57,150 59,831 41,600 35,100 10,018,948 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 0 12 0 201 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC AGGGTGTATGTGTGTGCCTG 0 31 18 25 218 20 57,150 59,963 41,600 48,500 7,886,536 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 0 12 0 203 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC TGAGGGTGTATGTGTGTGCC 0 33 18 25 220 20 57,150 59,964 41,600 50,100 7,885,968 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1015_2 2 43 125 16 2 AC CACACACACATAGCCTCTCAGACAGACAGTCACAGANO 0 0 14 0 200 atatTCTTTGTCATACACAGACACCcacacacacaTAGC ATATTCTTTGTCATACACAGACACC GGGTGTATGTGTGTGCCTGA 0 30 18 25 217 20 57,150 59,964 41,600 38,600 7,885,968 G 233 CAAAGACAGATAAGGatatatTCTTTGTCATACACAGACACCcacacacacaTAGCCTCTCAGACAGACAGTCACAGATACATTCTGCCTCACGcacacacaAacacacATACATtctctctctctcacacacacacacacacacacacacacacacacAAacacacAGTTGCACAGGTAGATACATCCTCATACACTCAGGcacacacaTACACCCTcacacacaGTCACAC

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 3 31 240 GCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAA GCTTCCTTGCGGACGTAATG GCTCATCTTCTACTACATCAAAGCC 132 31 7 20 246 25 59,626 59,535 19,000 43,500 5,838,772 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 32 240 GCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAA GCTTCCTTGCGGACGTAATG GCTCATCTTCTACTACATCAAAGC 132 32 7 20 246 24 59,626 57,476 19,000 35,100 6,897,392 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 32 241 GCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAA GCTTCCTTGCGGACGTAATG AGCTCATCTTCTACTACATCAAAGC 132 32 7 20 247 25 59,626 58,720 19,000 35,100 6,653,599 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 19 206 ATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAA ATGTTGGGCGGGCCTTAATT TCAAAGCCTTCAGACCAGCT 115 19 24 20 229 20 60,325 59,233 14,000 42,400 1,092,578 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 19 191 TAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccc TAATTGGCCCGCCCATGTAA TCAAAGCCTTCAGACCAGCT 100 19 39 20 229 20 59,741 59,233 24,100 42,400 1,026,440 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 19 192 TTAATTGGCCCGCCCATGTAAAATGGCGGTGCGccc TTAATTGGCCCGCCCATGTA TCAAAGCCTTCAGACCAGCT 101 19 38 20 229 20 59,741 59,233 22,900 42,400 1,026,440 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 17 189 TAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccc TAATTGGCCCGCCCATGTAA AAAGCCTTCAGACCAGCTGC 100 17 39 20 227 20 59,741 60,893 24,100 52,500 1,151,879 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 14 186 TAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccc TAATTGGCCCGCCCATGTAA GCCTTCAGACCAGCTGCTTT 100 14 39 20 224 20 59,741 60,893 24,100 35,100 1,151,879 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr1017_2 2 159 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 14 187 TTAATTGGCCCGCCCATGTAAAATGGCGGTGCGccc TTAATTGGCCCGCCCATGTA GCCTTCAGACCAGCTGCTTT 101 14 38 20 224 20 59,741 60,893 22,900 35,100 1,151,879 F 257 CATAGCGCTTCCTTGCGGACGTAATGTTGGGCGGGCCTTAATTGGCCCGCCCATGTAAAATGGCGGTGCGcccccAATTgggggCGCCGATCGGAGgcgcgcCTCCACGCGCCCGCCCCTAAACTTcccccccGACAGGGGNAAAATTCTGCCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTTAATTGGATTAAAAGCAGCTGGTCTGAAGGCTTTGATGTAGTAGAAGATGAGCTAGGTTTGAAA

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 1 1 3 17 175 TTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCTTTCGCTTGTCCTTCACTGC TGCCCTTTCAGCAAGCCATA 17 64 26 20 200 20 59,056 59,961 44,000 27,400 0.983858 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 3‐May 17 176 CTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCTTTCGCTTGTCCTTCACTGC TGCCCTTTCAGCAAGCCATA 17 64 25 21 200 20 60,070 59,961 44,000 27,400 1,109,108 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4 37 195 TGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCTGGCAACCACATCTGTC TGCCCTTTCAGCAAGCCATA 37 64 6 20 200 20 60,891 59,961 35,100 27,400 0.930014 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4 37 241 TGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCTGGCAACCACATCTGTC GCGAGGAAAGGAAGGCAGTA 37 110 6 20 246 20 60,891 59,751 35,100 27,400 1,139,941 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4 36 194 GCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCTGGCAACCACATCTGTCT TGCCCTTTCAGCAAGCCATA 36 64 7 20 200 20 60,607 59,961 34,100 27,400 0.646961 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4 36 240 GCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCTGGCAACCACATCTGTCT GCGAGGAAAGGAAGGCAGTA 36 110 7 20 246 20 60,607 59,751 34,100 27,400 0.856887 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4 36 242 GCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCTGGCAACCACATCTGTCT ATGCGAGGAAAGGAAGGCAG 36 112 7 20 248 20 60,607 60,394 34,100 48,500 1,001,026 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 4‐May 10 168 TGTCCTTCACTGCGAATTGCGAATATCTCCctctctctc TGTCCTTCACTGCGAATTGC TGCCCTTTCAGCAAGCCATA 10 64 33 20 200 20 59,126 59,961 35,600 27,400 0.913862 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 5 39 197 AGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCAGTGCTGGCAACCACATCTG TGCCCTTTCAGCAAGCCATA 39 64 4 20 200 20 60,892 59,961 29,000 27,400 0.931830 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 10‐May 10 139 GTCCTTCACTGCGAATTGCGAATATCTCCctctctctct GTCCTTCACTGCGAATTGC CTTAGAGAGAGGAAGAGAGAATTAGAA 10 29 34 19 172 27 57,316 57,373 35,600 21,000 13,310,704 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 12‐May 10 138 GTCCTTCACTGCGAATTGCGAATATCTCCctctctctct GTCCTTCACTGCGAATTGC TTAGAGAGAGGAAGAGAGAATTAGAAA 10 28 34 19 171 27 57,316 57,017 35,600 25,200 13,666,605 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr101_2 2 63 54 16 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNNACT CT_63_94 0 0 12‐May 10 139 TGTCCTTCACTGCGAATTGCGAATATCTCCctctctctc TGTCCTTCACTGCGAATTGC TTAGAGAGAGGAAGAGAGAATTAGAAA 10 28 33 20 171 27 59,126 57,017 35,600 25,200 10,857,413 G 287 GCCAGTGCTGGCAACCACATCTGTCTTTCGCTTGTCCTTCACTGCGAATTGCGAATATCTCCctctctctctctctctctctctctctctctctCNNACTCTCNctctctctctctGTCTCNTTCTCTNNNTNTTTNTTTCttttttCTAATtctctcTTCctctctctAAGTAACAACATATGGCTTGCTGAAAGGGCAATTGCTTAGAACTGCAAACACGAATTTACTGCCTTCCTTTCCTCGCATATTGTCAATTATGTTCGAGTTAGCAGGATACTTGTGAAT

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 3 12 149 TGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGTGTCAGAGCATATTTACTGGCT GCTTTGCCTGCCAAACAAATT 62 12 49 22 197 21 57,239 59,051 47,500 18,200 6,709,364 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 132 TGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTGGCTCAATGTCTTCATATGCA GCTTTGCCTGCCAAACAAAT 45 13 66 22 197 20 58,111 58,403 39,600 23,200 5,485,186 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 133 CTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTGGCTCAATGTCTTCATATGCA GCTTTGCCTGCCAAACAAAT 45 13 65 23 197 20 59,119 58,403 39,600 23,200 5,477,692 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 134 ACTGGCTCAATGTCTTCATATGCATATCAAAAGaaa ACTGGCTCAATGTCTTCATATGC GCTTTGCCTGCCAAACAAAT 46 13 64 23 197 20 59,118 58,403 31,400 23,200 5,478,291 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 149 TGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGTGTCAGAGCATATTTACTGGCT GCTTTGCCTGCCAAACAAAT 62 13 49 22 197 20 57,239 58,403 47,500 23,200 6,357,133 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 150 TTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATTTGTCAGAGCATATTTACTGGCT GCTTTGCCTGCCAAACAAAT 62 13 48 23 197 20 57,897 58,403 47,500 23,200 6,699,556 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 195 ACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTACAGCTTCCATATAGACAAGAGACT GCTTTGCCTGCCAAACAAAT 105 13 3 25 197 20 59,103 58,403 32,400 23,200 7,493,281 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 195 ACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTACAGCTTCCATATAGACAAGAGACTC GCTTTGCCTGCCAAACAAAT 104 13 3 26 197 20 59,960 58,403 33,600 23,200 7,636,994 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr102_2 2 133 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 13 195 ACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTACAGCTTCCATATAGACAAGAGAC GCTTTGCCTGCCAAACAAAT 106 13 3 24 197 20 57,845 58,403 33,600 23,200 7,752,078 F 230 GTACAGCTTCCATATAGACAAGAGACTCTCAGAAGTCTTCAGAGTAATTGTCAGAGCATATTTACTGGCTCAATGTCTTCATATGCATATCAAAAGaaaaaCTCTTCCTAAAAGTGAATTACAatatatAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATCTTCTATAAATTTGTTTGGCAGGCAAAGCCTAAACCTAATGtttttGCGGAGTCATGGATTA

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 1 1 3 30 190 AAGTGAAGATGTTGGTGGATTCCGAATACAGAGATAAGTGAAGATGTTGGTGGATTCC CTGATCTTCCCTGCAACAATTACC 55 30 104 23 293 24 58,918 59,903 30,100 28,500 8,179,109 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 3 30 190 AAAGTGAAGATGTTGGTGGATTCCGAATACAGAGAAAAGTGAAGATGTTGGTGGATTCC TGATCTTCCCTGCAACAATTACC 55 30 103 24 292 23 59,476 58,984 30,100 28,500 8,540,772 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 3 30 191 AAAGTGAAGATGTTGGTGGATTCCGAATACAGAGAAAAGTGAAGATGTTGGTGGATTCC CTGATCTTCCCTGCAACAATTACC 55 30 103 24 293 24 59,476 59,903 30,100 28,500 8,621,312 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 4 89 288 CAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAACAGATGTCCCTGTGTGTGCA GGGTCGATTGTGTGAGTCCA 101 89 61 20 348 20 60,250 59,680 45,700 40,200 0.570798 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 5 26 180 TGAAGATGTTGGTGGATTCCGAATACAGAGATGGATGAAGATGTTGGTGGATTCCGA TCCCTGCAACAATTACCCACT 53 26 107 22 286 21 59,696 59,573 45,500 40,000 3,731,838 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 5 26 181 GTGAAGATGTTGGTGGATTCCGAATACAGAGATGGGTGAAGATGTTGGTGGATTCCG TCCCTGCAACAATTACCCACT 54 26 106 22 286 21 59,580 59,573 43,000 40,000 3,847,390 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 5 25 179 TGAAGATGTTGGTGGATTCCGAATACAGAGATGGATGAAGATGTTGGTGGATTCCGA CCCTGCAACAATTACCCACTC 53 25 107 22 285 21 59,696 59,181 45,500 35,100 4,123,144 B 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 90 286 ATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGATGTCCCTGTGTGTGCAACT TGGGTCGATTGTGTGAGTCC 98 90 64 20 349 20 59,817 59,680 31,600 38,500 0.503865 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 90 291 AGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAGCAGATGTCCCTGTGTGTG TGGGTCGATTGTGTGAGTCC 103 90 59 20 349 20 59,964 59,680 38,200 38,500 0.356254 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 89 285 ATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGATGTCCCTGTGTGTGCAACT GGGTCGATTGTGTGAGTCCA 98 89 64 20 348 20 59,817 59,680 31,600 40,200 0.503865 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 89 290 AGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAGCAGATGTCCCTGTGTGTG GGGTCGATTGTGTGAGTCCA 103 89 59 20 348 20 59,964 59,680 38,200 40,200 0.356254 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 89 291 CAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAGCAGATGTCCCTGTGTGT GGGTCGATTGTGTGAGTCCA 104 89 58 20 348 20 59,964 59,680 37,200 40,200 0.356254 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 26 223 ATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGATGTCCCTGTGTGTGCAACT TCCCTGCAACAATTACCCACT 98 26 64 20 286 21 59,817 59,573 31,600 40,000 1,610,859 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 26 228 AGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAGCAGATGTCCCTGTGTGTG TCCCTGCAACAATTACCCACT 103 26 59 20 286 21 59,964 59,573 38,200 40,000 1,463,248 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr104_2 2 182 58 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG GT_182_213 0 0 6 26 229 CAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAGCAGATGTCCCTGTGTGT TCCCTGCAACAATTACCCACT 104 26 58 20 286 21 59,964 59,573 37,200 40,000 1,463,248 F 399 TGTACATACTTGTTACttttttCCTCTGTTGATGTCAATAAATTTTCATGTGTCTGTCAGCAGATGTCCCtgtgtgtgCAACTAGATAGGCAATACAAATGAAAAGTGAAGATGTTGGTGGATTCCGAATACAGAGATGGAAAGNGANAGANAGATAGATNAACATATAGATAGATAAATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtTTATGTAagagagACagagagTAATGAGTGGGTAATTGTTGCAGGGAAGATCAGaaaaaaTGAGACAGCGAGAATTATCCAGTGTTTGATGGACTcacacaATCGACCCACAGATAGAACAGCTTCATAAGAATTTATTCCAGGCTGCaaaaaTTCTGAC

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 3 17 158 GCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCGCTTACTCCTGCTCCTAAGTCC TGTGCGGTCTGAGTTACAGT 17 67 27 22 184 20 59,898 58,963 38,500 35,500 3,139,243 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 12 152 TCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtg TCCTGCTCCTAAGTCCTAGGT TGTGCGGTCTGAGTTACAGT 12 67 33 21 184 20 59,069 58,963 30,800 35,500 2,968,407 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 3 12 153 CTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtCTCCTGCTCCTAAGTCCTAGGT TGTGCGGTCTGAGTTACAGT 12 67 32 22 184 20 60,092 58,963 30,800 35,500 3,129,048 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 35 195 TCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCC TCAGTCATGATCTTATCAAATTGCTT GCTGTTACTTGTAAATGTGCGGT 35 79 5 26 199 23 57,484 60,059 39,100 56,800 11,574,196 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 0 138 AGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtg AGTCCTAGGTTCCTATGTTCCA GCGGTCTGAGTTACAGTACACT 0 62 44 22 181 22 57,652 59,772 35,300 35,500 6,576,363 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 0 139 AGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtg AGTCCTAGGTTCCTATGTTCCA TGCGGTCTGAGTTACAGTACA 0 64 44 22 182 21 57,652 58,768 35,300 29,000 6,580,419 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 0 139 AGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtg AGTCCTAGGTTCCTATGTTCCA TGCGGTCTGAGTTACAGTACAC 0 63 44 22 182 22 57,652 60,031 35,300 29,000 6,378,560 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 36 190 ATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCATCAGTCATGATCTTATCAAATTGCT ACTTGTAAATGTGCGGTCTGAG 36 74 4 26 193 22 57,307 58,933 39,100 33,500 11,760,226 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1050_2 2 66 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 36 196 ATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCATCAGTCATGATCTTATCAAATTGCT GCTGTTACTTGTAAATGTGCGGT 36 79 4 26 199 23 57,307 60,059 39,100 56,800 11,751,621 A 254 CAGATCAGTCATGATCTTATCAAATTGCTTACTCCTGCTCCTAAGTCCTAGGTTCCTATGTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAAGAAAGGTGAATCGGGGAATTGCAATTTTCAACCTGTTCCTGTGAACCACAATACTTAAAGTGTACTGTAACTCAGACCGCACATTTACAAGTAACAGCNGTCAGGAAAGAGTGGAAAATATTCTATAATGCTaaaaaaCaaaaaaaTCCTTTT

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 1 1 6 31 172 GCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCGCCACATCTCTGTTGCTGTC GATGGCGCAGGTGAACAGTA 69 31 70 20 241 20 59,199 60,391 35,100 27,400 1,192,382 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 30 133 ATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAATCTCTGACCCAAGCCTGTG GATGGCGCAGGTGAACAGTA 30 31 109 20 241 20 59,383 60,391 36,600 27,400 1,008,543 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 7 31 228 TGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTT TGCCTCATCTCTCTCTTTCTGTG GATGGCGCAGGTGAACAGTA 122 31 14 23 241 20 59,805 60,391 36,600 27,400 3,586,312 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 7 31 232 TGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctct TGTCTGCCTCATCTCTCTCTT GATGGCGCAGGTGAACAGTA 128 31 10 21 241 20 57,901 60,391 28,500 27,400 3,489,904 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 7 31 241 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACTCTGTCTTATGTCTGCCTCATCT GATGGCGCAGGTGAACAGTA 135 31 1 23 241 20 58,715 60,391 29,000 27,400 4,676,150 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 31 162 TGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGA TGTTGCTGTCCCATGTCTGT GATGGCGCAGGTGAACAGTA 59 31 80 20 241 20 59,526 60,391 34,100 27,400 0.864885 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 31 173 TGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTTGCCACATCTCTGTTGCTGT GATGGCGCAGGTGAACAGTA 70 31 69 20 241 20 59,891 60,391 44,000 27,400 0.500283 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 31 232 TGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctct TGTCTGCCTCATCTCTCTCT GATGGCGCAGGTGAACAGTA 129 31 10 20 241 20 57,175 60,391 31,000 27,400 3,215,820 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 31 240 CTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACACTGTCTTATGTCTGCCTCATCTCT GATGGCGCAGGTGAACAGTA 133 31 2 24 241 20 59,658 60,391 31,000 27,400 4,732,937 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 31 241 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACTCTGTCTTATGTCTGCCTCATCTC GATGGCGCAGGTGAACAGTA 134 31 1 24 241 20 59,659 60,391 27,500 27,400 4,731,796 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 16 119 CCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTa CCTGTGCCTCGTCTCTTTCA GATGGCGCAGGTGAACAGTA 16 31 123 20 241 20 59,682 60,391 26,900 27,400 0.709571 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1058_2 2 159 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 14 118 CTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacaCTGTGCCTCGTCTCTTTCACT GATGGCGCAGGTGAACAGTA 14 31 124 21 241 20 60,000 60,391 34,100 27,400 1,391,413 F 253 TCTGTCTTATGTCTGCCTCAtctctctcTTTCTGTGTCACAtttttctctctGCTTTATGTACATATTTGCCACATCTCTGTTGCTGTCCCATGTCTGTATGTCTCTTATCTCTGACCCAAGCCTGTGCCTCGTCTCTTTCACTAACTTGTGACTCTTacacacacacacacacacacacacacacacacATACGCACGACAGAGTTTTCgggggggAGTNTACTGTTCACCTGCGCCATCCCCGccccccGG

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 1 1 12 61 198 GCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttt GCATGAGTGTGCACGTGTTT ACACATGAGCACACACATGC 61 65 17 20 214 20 59,971 59,405 28,300 40,600 0.623902 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 61 253 GCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttt GCATGAGTGTGCACGTGTTT CACACACTAATATTCAACTAGCCACA 61 114 17 20 269 26 59,971 59,406 28,300 41,700 6,623,070 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 57 194 GAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGAGTGTGCACGTGTTTCTGC ACACATGAGCACACACATGC 57 65 21 20 214 20 60,316 59,405 42,600 40,600 0.910798 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 55 192 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT ACACATGAGCACACACATGC 55 65 23 20 214 20 59,971 59,405 39,600 40,600 0.623902 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 55 247 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT CACACACTAATATTCAACTAGCCACA 55 114 23 20 269 26 59,971 59,406 39,600 41,700 6,623,070 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 55 248 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT ACACACACTAATATTCAACTAGCCAC 55 115 23 20 270 26 59,971 59,406 39,600 50,100 6,623,459 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 27 154 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT ACACTCACAGGCTCATGGAC 55 27 23 20 176 20 59,971 59,677 39,600 40,200 0.352275 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 22 149 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT CACAGGCTCATGGACTCACA 55 22 23 20 171 20 59,971 59,677 39,600 35,800 0.351948 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 22 155 GCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttt GCATGAGTGTGCACGTGTTT CACAGGCTCATGGACTCACA 61 22 17 20 171 20 59,971 59,677 28,300 35,800 0.351948 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 6 133 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT CACAGACACACACAGGACCA 55 6 23 20 155 20 59,971 59,822 39,600 40,200 0.207136 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 6 139 GCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttt GCATGAGTGTGCACGTGTTT CACAGACACACACAGGACCA 61 6 17 20 155 20 59,971 59,822 28,300 40,200 0.207136 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1065_3 3 98 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_98_129 0 0 12 5 132 GTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTGTGCACGTGTTTCTGCAT ACAGACACACACAGGACCAC 55 5 23 20 154 20 59,971 59,822 39,600 41,600 0.207369 F 274 ATATTATTGTTTGTGGGCATGAGTGTGCACGTGTTTCTGCATATGCGTCtttttGATGGTGTTTCTgagagagaAACAGTGTCTGCGTGACAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATAGTGGTCCtgtgtgtgTCTGTGAGTCCATGAGCCTGTGAGTGTTTGTGTANTTCTAAGCATGCAtgtgtgtgCTCATGTGTATCTGCATGTGTATGTGCATGTGAGTGNATGTGGCTAGTTGAATATTAgtgtgtgtTACT

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 1 1 16 3 112 ACGcacacacaTacacacacATAcgcgcgcacacacacacac ACGCACACACATACACACAC ACAAGCTAGCTGGACTGCAG 3 31 7 20 118 20 59,066 60,037 38,200 44,100 0.971072 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 16 3 146 ACGcacacacaTacacacacATAcgcgcgcacacacacacac ACGCACACACATACACACAC CGGACTCGGATTCTCTTCCC 3 65 7 20 152 20 59,066 59,614 38,200 39,700 1,320,609 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 16 3 233 ACGcacacacaTacacacacATAcgcgcgcacacacacacac ACGCACACACATACACACAC AGCGAGTGATGGTTGAGTGT 3 152 7 20 239 20 59,066 59,318 38,200 35,500 1,616,229 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 16 3 240 ACGcacacacaTacacacacATAcgcgcgcacacacacacac ACGCACACACATACACACAC TTGAGTGAGCGAGTGATGGT 3 159 7 20 246 20 59,066 59,031 38,200 35,500 1,903,645 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 16 3 241 ACGcacacacaTacacacacATAcgcgcgcacacacacacac ACGCACACACATACACACAC GTTGAGTGAGCGAGTGATGGT 3 159 7 20 247 21 59,066 60,337 38,200 35,500 2,271,756 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 111 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA ACAAGCTAGCTGGACTGCAG 2 31 8 20 118 20 59,066 60,037 37,200 44,100 0.970372 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 121 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA AACTCGACCCACAAGCTAGC 2 41 8 20 128 20 59,066 60,037 37,200 34,200 0.971028 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 145 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA CGGACTCGGATTCTCTTCCC 2 65 8 20 152 20 59,066 59,614 37,200 39,700 1,319,909 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 152 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA GCAGGTTCGGACTCGGATTC 2 72 8 20 159 20 59,066 60,806 37,200 25,200 1,740,288 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 232 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA AGCGAGTGATGGTTGAGTGT 2 152 8 20 239 20 59,066 59,318 37,200 35,500 1,615,529 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 234 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA TGAGCGAGTGATGGTTGAGT 2 154 8 20 241 20 59,066 59,031 37,200 34,100 1,902,945 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1066_3 3 30 38 16 1.5 AC CGCGCGCACACACACACACACACACACACACACAC CA_36_67 0 0 18 2 240 CGcacacacaTacacacacATAcgcgcgcacacacacacacacCGCACACACATACACACACA GTTGAGTGAGCGAGTGATGGT 2 159 8 20 247 21 59,066 60,337 37,200 35,500 2,271,056 F 280 ACACATACGcacacacaTacacacacATAcgcgcgcacacacacacacacacacacacacacacacaCTGTTGCCCCAGCTCCCTCTATCCTgggggCCTGCAGTCCAGCTAGCTTGTGGGTCGAGTTCAAGGGGAAGAGAATCCGAGTCCGAACCTGCCCTACTGTGGCGTCGTTCCCGCATGGGCCTNAGGATGGTAGTAactcactcactcATTCAACACTCAACCATCACTCGCTCACTCAACNCTCACTCACGTACTCAACCCTCATCCACTAAC

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 1 1 4 57 240 TGGAATCATCTAATCATTGCTATCGGAATTATCTTG TGGAATCATCTAATCATTGCTATCGG TCACACTTGGCCTGCTGAAA 57 105 9 26 248 20 59,180 60,107 41,800 26,900 6,926,921 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 57 241 TTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTTGGAATCATCTAATCATTGCTATCGG TCACACTTGGCCTGCTGAAA 57 105 8 27 248 20 59,665 60,107 41,800 26,900 7,441,940 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 56 240 TGGAATCATCTAATCATTGCTATCGGAATTATCTTG TGGAATCATCTAATCATTGCTATCGGA TCACACTTGGCCTGCTGAAA 56 105 9 27 248 20 60,311 60,107 45,500 26,900 7,417,378 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 18 117 tcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCCAACTCTGTTCAACATCGGT TGTACATATAGGAAGAGAAGGTGGA 18 20 52 22 168 25 59,896 58,320 46,900 40,200 8,783,653 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 18 118 tcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCCAACTCTGTTCAACATCGGT GTGTACATATAGGAAGAGAAGGTGGA 18 20 52 22 169 26 59,896 59,450 46,900 40,200 8,654,219 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 18 119 tcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCCAACTCTGTTCAACATCGGT AGTGTACATATAGGAAGAGAAGGTGG 18 21 52 22 170 26 59,896 59,448 46,900 46,100 8,655,712 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 18 196 cCAACTCTGTTCAACATCGGTCATGTCTAGTACCGA CCAACTCTGTTCAACATCGGT TCACACTTGGCCTGCTGAAA 18 105 53 21 248 20 58,506 60,107 46,900 26,900 2,600,828 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 18 197 tcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCCAACTCTGTTCAACATCGGT TCACACTTGGCCTGCTGAAA 18 105 52 22 248 20 59,896 60,107 46,900 26,900 2,210,879 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 17 196 cCAACTCTGTTCAACATCGGTCATGTCTAGTACCGA CCAACTCTGTTCAACATCGGTC TCACACTTGGCCTGCTGAAA 17 105 53 22 248 20 59,520 60,107 47,900 26,900 2,587,188 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 11 189 TGTTCAACATCGGTCATGTCTAGTACCGATCAatata TGTTCAACATCGGTCATGTCT TCACACTTGGCCTGCTGAAA 11 105 60 21 248 20 57,599 60,107 34,100 26,900 3,507,802 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 8 189 TGTTCAACATCGGTCATGTCTAGTACCGATCAatata TGTTCAACATCGGTCATGTCTAGT TCACACTTGGCCTGCTGAAA 8 105 60 24 248 20 60,021 60,107 25,700 26,900 4,128,225 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1098_2 2 92 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 4 5 186 TCAACATCGGTCATGTCTAGTACCGATCAatatatata TCAACATCGGTCATGTCTAGTACC TCACACTTGGCCTGCTGAAA 5 105 63 24 248 20 59,903 60,107 33,400 26,900 4,204,206 F 248 CCCAAACTTGGAATCATCTAATCATTGCTATCGGAATTATCTTGTATtctctcCAACTCTGTTCAACATCGGTCATGTCTAGTACCGATCAatatatatatatatatatatatatatatatatAAATAAATNGATATaaaaaaTCCACCTTCTCTTCCTATATGTACACTAATAGGCTAGAAGCATAATTTACTTAATAAGAACAGAtttttATCTANCAAGTTTTATTTTCAGCAGGCCAAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 1 1 2 28 140 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAG AAAGCCTCACCCTCCAGAAA 28 31 51 22 190 20 57,262 58,851 38,600 25,200 5,886,956 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 2 27 139 CTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTAT CTTCCGGTTCTCTTAATGGAGA AAAGCCTCACCCTCCAGAAA 27 31 52 22 190 20 57,262 58,851 37,100 25,200 5,886,956 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 3 27 140 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAGA AAAGCCTCACCCTCCAGAAA 27 31 51 23 190 20 58,650 58,851 37,100 25,200 5,499,346 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 3 26 139 CTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTAT CTTCCGGTTCTCTTAATGGAGAG AAAGCCTCACCCTCCAGAAA 26 31 52 23 190 20 58,312 58,851 32,000 25,200 5,837,121 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 4 27 216 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAGA CACACTGCTTGCCAACACTC 27 107 51 23 266 20 58,650 59,970 37,100 35,100 4,380,079 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 4 26 138 TTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATA TTCCGGTTCTCTTAATGGAGAG AAAGCCTCACCCTCCAGAAA 26 31 53 22 190 20 57,262 58,851 32,000 25,200 5,886,956 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 4 26 140 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAGAG AAAGCCTCACCCTCCAGAAA 26 31 51 24 190 20 59,597 58,851 32,000 25,200 5,551,894 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 4 26 216 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAGAG CACACTGCTTGCCAACACTC 26 107 51 24 266 20 59,597 59,970 32,000 35,100 4,432,627 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1100_2 2 101 39 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNGTGTGTNO 0 0 Apr‐75 27 215 TCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTA TCTTCCGGTTCTCTTAATGGAGA ACACTGCTTGCCAACACTCT 27 106 51 23 265 20 58,650 60,107 37,100 32,400 4,457,262 F 267 ATTTCAAGGCACAGCCATTGtttttCCTGATTGGTAATATTaaaaaTATTTCTTCCGGTTCTCTTAATGgagagaTAAGTNCACCTATACCTTGGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtTGCTGAGAAGCATTATTCATCGTTATTCAtttttCTGGAGGGTGAGGCTTTTACTATGATGcacacaTATAGTGTAAAGCAGGTTAGAACGTTGTTTACTAACTGTAGAGTGTTGGCAAGCAGTGTGA

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 1 1 8 0 98 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA TCTCTCCCTCTTGCCCATCT 0 14 72 20 169 20 61,113 59,659 31,800 29,000 1,454,174 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8 0 104 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA CACCCATCTCTCCCTCTTGC 0 20 72 20 175 20 61,113 59,820 31,800 40,100 1,292,852 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8 0 152 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA GCTGTCACTCCTTCAATTCTCC 0 66 72 20 223 22 61,113 58,994 31,800 37,100 4,119,162 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8 0 152 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA GCTGTCACTCCTTCAATTCTCCT 0 65 72 20 223 23 61,113 60,307 31,800 36,900 4,420,255 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8 0 157 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA ACTTTGCTGTCACTCCTTCAA 0 72 72 20 228 21 61,113 57,718 31,800 26,900 4,394,642 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8 0 205 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA CCCAGCTGCTTTCTGTTAAACC 0 119 72 20 276 22 61,113 60,030 31,800 32,700 3,142,833 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 8‐May 0 204 GTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtg GTGCGTGGGAGAGAGAACA CCCAGCTGCTTTCTGTTAAACC 0 119 73 19 276 22 59,334 60,030 31,800 32,700 3,695,928 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 Aug‐75 0 106 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAACA TCCACCCATCTCTCCCTCTT 0 22 72 20 177 20 61,113 59,281 31,800 28,500 1,831,931 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1112_2 2 92 44 16 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAAGNO 0 0 9 1 205 TGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGGGAGAGAGAAC CCCAGCTGCTTTCTGTTAAACC 1 119 72 19 276 22 59,334 60,030 30,100 32,700 3,695,928 F 287 GAGAATAtgtgtgTAtgtgtgtgtgtgtgTAAGATAGAAtgtgtgtgtgTTTTCgtgtgtgtgtAagagagTGTGCGTGGgagagagaACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAagagagagagTGNGAGGGAGAGNGAGATGGGCAAGAGGgagagaTGGGTGGATtctctcAAGCAAAATCAAACAGAGGAGAATTGAAGGAGTGACAGCAAAGTAAGATACCAAACAACAGTGATCATGTGGTTTAACAGAAAGCAGCTGGGGAGAGGATACT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 1 1 8 69 250 TGCAGAGAAACACAGGCActctctctCACATGCGCAG TGCAGAGAAACACAGGCACT GAAAGGCGGAGAGATGCAGA 109 69 70 20 319 20 59,819 59,823 44,000 42,600 0.357793 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 63 244 TGCAGAGAAACACAGGCActctctctCACATGCGCAG TGCAGAGAAACACAGGCACT CGGAGAGATGCAGAGACACC 109 63 70 20 313 20 59,819 59,898 44,000 41,600 0.283233 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 62 243 TGCAGAGAAACACAGGCActctctctCACATGCGCAG TGCAGAGAAACACAGGCACT GGAGAGATGCAGAGACACCG 109 62 70 20 312 20 59,819 59,898 44,000 49,400 0.283233 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 17 171 ACATGCGCAGACCAGACAATTAATTAtctctctcGCAC ACATGCGCAGACCAGACAAT AGTGCATGTTTGTGAGTGCA 82 17 97 20 267 20 60,322 58,608 27,100 45,700 1,713,496 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 17 172 ACATGCGCAGACCAGACAATTAATTAtctctctcGCAC ACATGCGCAGACCAGACAAT GAGTGCATGTTTGTGAGTGCA 82 17 97 20 268 21 60,322 59,665 27,100 45,700 1,656,475 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 17 202 CACATGCAGAGAAACACAGGCActctctctCACATGCGCACATGCAGAGAAACACAGGC AGTGCATGTTTGTGAGTGCA 112 17 66 21 267 20 60,069 58,608 48,500 45,700 2,460,324 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 17 203 CACATGCAGAGAAACACAGGCActctctctCACATGCGCACATGCAGAGAAACACAGGC GAGTGCATGTTTGTGAGTGCA 112 17 66 21 268 21 60,069 59,665 48,500 45,700 2,403,303 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 9 100 ACAGacacacTTGCTGAAAGATAGGTTGAAacacacacACAGACACACTTGCTGAAAGA GAGTGCATGTTTGTGAGTGCA 9 17 169 21 268 21 57,733 59,665 25,200 45,700 4,601,065 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 9 9 136 ACAGacacacTTGCTGAAAGATAGGTTGAAacacacacACAGACACACTTGCTGAAAGA GCAGAGACACCGCGAGAAA 9 55 169 21 304 19 57,733 60,373 25,200 25,200 4,639,506 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 63 228 CActctctctCACATGCGCAGACCAGACAATTAATTAtcCACTCTCTCTCACATGCGCA CGGAGAGATGCAGAGACACC 93 63 86 20 313 20 60,109 59,898 60,900 41,600 0.211065 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 62 227 CActctctctCACATGCGCAGACCAGACAATTAATTAtcCACTCTCTCTCACATGCGCA GGAGAGATGCAGAGACACCG 93 62 86 20 312 20 60,109 59,898 60,900 49,400 0.211065 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 17 182 CActctctctCACATGCGCAGACCAGACAATTAATTAtcCACTCTCTCTCACATGCGCA AGTGCATGTTTGTGAGTGCA 93 17 86 20 267 20 60,109 58,608 60,900 45,700 1,500,522 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 17 183 CActctctctCACATGCGCAGACCAGACAATTAATTAtcCACTCTCTCTCACATGCGCA GAGTGCATGTTTGTGAGTGCA 93 17 86 20 268 21 60,109 59,665 60,900 45,700 1,443,501 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 11 18 173 ACATGCGCAGACCAGACAATTAATTAtctctctcGCAC ACATGCGCAGACCAGACAAT TGAGTGCATGTTTGTGAGTGC 82 18 97 20 269 21 60,322 59,665 27,100 44,000 1,656,475 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 11 18 184 CActctctctCACATGCGCAGACCAGACAATTAATTAtcCACTCTCTCTCACATGCGCA TGAGTGCATGTTTGTGAGTGC 93 18 86 20 269 21 60,109 59,665 60,900 44,000 1,443,501 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 11 18 204 CACATGCAGAGAAACACAGGCActctctctCACATGCGCACATGCAGAGAAACACAGGC TGAGTGCATGTTTGTGAGTGC 112 18 66 21 269 21 60,069 59,665 48,500 44,000 2,403,303 B 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 11 9 101 ACAGacacacTTGCTGAAAGATAGGTTGAAacacacacACAGACACACTTGCTGAAAGA TGAGTGCATGTTTGTGAGTGC 9 18 169 21 269 21 57,733 59,665 25,200 44,000 4,601,065 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 12 62 224 tctctctCACATGCGCAGACCAGACAATTAATTAtctctcTCTCTCTCACATGCGCAGAC GGAGAGATGCAGAGACACCG 90 62 89 20 312 20 59,828 59,898 35,100 49,400 0.274247 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 13 95 291 ACACAACACATGCAGAGAAACACAGGCActctctctCAACACAACACATGCAGAGAAACA AGAGATAGAGAGAGGGAGATTGAGA 117 95 60 22 350 25 58,984 59,148 28,300 32,700 8,867,724 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 13 95 291 ACACAACACATGCAGAGAAACACAGGCActctctctCAACACAACACATGCAGAGAAACAC AGAGATAGAGAGAGGGAGATTGAGA 116 95 60 23 350 25 60,181 59,148 33,200 32,700 9,033,190 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 199 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 14 94 291 ACACAACACATGCAGAGAAACACAGGCActctctctCAACACAACACATGCAGAGAAACA AGAGATAGAGAGAGGGAGATTGAGAG 117 94 60 22 350 26 58,984 60,013 28,300 32,000 9,029,063 F 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 1 8 16 260 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG AGTGCATGTTTGTGAGTGCA 16 17 8 23 267 20 59,753 58,608 49,400 45,700 4,638,276 D 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 9 16 261 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG GAGTGCATGTTTGTGAGTGCA 16 17 8 23 268 21 59,753 59,665 49,400 45,700 4,581,255 D 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 7 249 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC GAGTGCATGTTTGTGAGTGCA 7 17 20 20 268 21 59,620 59,665 38,200 45,700 1,714,934 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 7 285 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC GCAGAGACACCGCGAGAAA 7 55 20 20 304 19 59,620 60,373 38,200 25,200 1,753,375 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 7 293 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC GGAGAGATGCAGAGACACCG 7 62 20 20 312 20 59,620 59,898 38,200 49,400 0.482498 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 7 294 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC CGGAGAGATGCAGAGACACC 7 63 20 20 313 20 59,620 59,898 38,200 41,600 0.482498 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 7 300 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC GAAAGGCGGAGAGATGCAGA 7 69 20 20 319 20 59,620 59,823 38,200 42,600 0.557058 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 10 0 239 CGcacacacaCGCACATGcacacacacaATTACACAACA CGCACACACACGCACATG AGTGCATGTTTGTGAGTGCA 0 17 29 18 267 20 60,426 58,608 32,100 45,700 3,817,187 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 11 16 262 ACAAACACGTAGAAATGACCACGcacacacaCGCACAACAAACACGTAGAAATGACCACG TGAGTGCATGTTTGTGAGTGC 16 18 8 23 269 21 59,753 59,665 49,400 44,000 4,581,255 D 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 11 7 250 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC TGAGTGCATGTTTGTGAGTGC 7 18 20 20 269 21 59,620 59,665 38,200 44,000 1,714,934 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 11 0 237 CGcacacacaCGCACATGcacacacacaATTACACAACA CGCACACACACGCACATG TGCATGTTTGTGAGTGCATGT 0 14 29 18 265 21 60,426 59,318 32,100 32,100 4,107,933 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr1154_3 3 47 184 16 2 AC CACACACACAATTACACAACACATGCAGAGAAACA NO 0 0 15 4 238 AAATGACCACGcacacacaCGCACATGcacacacacaATAAATGACCACGCACACACAC TGTGAGTGCATGTGTATGTTTGT 7 4 20 20 257 23 59,620 59,118 38,200 28,300 4,262,666 G 350 CACATACACAAACACGTAGAAATGACCACGcacacacaCGCACATGcacacacacaATTACACAACACATGCAGAGAAACACAGGCActctctctCACATGCGCAGACCAGACAATTAATTAtctctctcGCACATCCGAAAacacacacCcacacaTATACAAACATACAGacacacTTGCTGAAAGATAGGTTGAAacacacacacacacacacacacacacacacacAGAAACAAACATACACATGCACTCACAAACATGCACTCACTCCTTATGATAtttttttCTCGCGGTGTCTCTGCAtctctcCGCCTTTCTCTGACTCTCAATCTCCctctctctATCTCT

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 1 1 3 109 295 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT AAAGCTGCTGATACCTTCCTT 109 113 29 20 323 21 60,179 57,272 31,600 33,600 3,907,338 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 3 104 290 CTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTCTTGCTGGGCCAGTTCAGAA AAAGCTGCTGATACCTTCCTT 104 113 34 20 323 21 60,538 57,272 30,200 33,600 4,266,443 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 3 85 295 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACT CATCCCGGAGCACTTGGTTT ATGTTATCTAGTGCCCACTGG 137 85 1 20 295 21 60,609 57,154 32,700 40,000 4,454,911 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 3 57 238 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT GACATCCCAGCTGTCCACAT 109 57 29 20 266 20 60,179 59,746 31,600 32,100 0.433131 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 107 292 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT GCTGCTGATACCTTCCTTATTCCT 109 107 29 20 320 24 60,179 60,202 31,600 33,600 4,381,361 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 72 244 CTGGGCCAGTTCAGAAGGAACTAAACATTACTGGC CTGGGCCAGTTCAGAAGGAA CCACTGGGATTGGCAGACAT 100 72 38 20 281 20 59,598 60,034 33,600 30,600 0.435534 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 72 253 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT CCACTGGGATTGGCAGACAT 109 72 29 20 281 20 60,179 60,034 31,600 30,600 0.212749 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 71 215 ACTGGCTGTAGacacacGTGTCAAAACAATCAAGAG ACTGGCTGTAGACACACGTG CCACTGGGATTGGCAGACAT 71 72 67 20 281 20 59,968 60,034 44,900 30,600 0.065926 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 65 208 ACTGGCTGTAGacacacGTGTCAAAACAATCAAGAG ACTGGCTGTAGACACACGTG GATTGGCAGACATCCCAGCT 71 65 67 20 274 20 59,968 60,107 44,900 42,400 0.138949 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 65 237 CTGGGCCAGTTCAGAAGGAACTAAACATTACTGGC CTGGGCCAGTTCAGAAGGAA GATTGGCAGACATCCCAGCT 100 65 38 20 274 20 59,598 60,107 33,600 42,400 0.508557 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 65 246 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT GATTGGCAGACATCCCAGCT 109 65 29 20 274 20 60,179 60,107 31,600 42,400 0.285771 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 57 200 ACTGGCTGTAGacacacGTGTCAAAACAATCAAGAG ACTGGCTGTAGACACACGTG GACATCCCAGCTGTCCACAT 71 57 67 20 266 20 59,968 59,746 44,900 32,100 0.286308 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 45 190 ACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTA ACAATCAAGAGGTTTCCTGCG CCACTGGGATTGGCAGACAT 45 72 92 21 281 20 58,846 60,034 51,800 30,600 2,188,258 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 45 191 AACAATCAAGAGGTTTCCTGCGCAAGACAACAGCT AACAATCAAGAGGTTTCCTGCG CCACTGGGATTGGCAGACAT 45 72 91 22 281 20 59,446 60,034 51,800 30,600 2,587,828 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 45 192 AAACAATCAAGAGGTTTCCTGCGCAAGACAACAGC AAACAATCAAGAGGTTTCCTGCG CCACTGGGATTGGCAGACAT 45 72 90 23 281 20 59,995 60,034 51,800 30,600 3,038,530 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 43 180 ATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGT ATCAAGAGGTTTCCTGCGCA GATTGGCAGACATCCCAGCT 43 65 95 20 274 20 59,963 60,107 60,900 42,400 0.143551 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 43 187 ATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGT ATCAAGAGGTTTCCTGCGCA CCACTGGGATTGGCAGACAT 43 72 95 20 281 20 59,963 60,034 60,900 30,600 0.070528 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 20 134 TCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTG TCAAGAGGTTTCCTGCGCAA GCGTTTCAGCTGGTTACTGC 42 20 96 20 229 20 60,179 60,110 48,500 44,000 0.289224 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 20 135 ATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGT ATCAAGAGGTTTCCTGCGCA GCGTTTCAGCTGGTTACTGC 43 20 95 20 229 20 59,963 60,110 60,900 44,000 0.146924 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 20 163 ACTGGCTGTAGacacacGTGTCAAAACAATCAAGAG ACTGGCTGTAGACACACGTG GCGTTTCAGCTGGTTACTGC 71 20 67 20 229 20 59,968 60,110 44,900 44,000 0.142322 F 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 4 20 201 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT GCGTTTCAGCTGGTTACTGC 109 20 29 20 229 20 60,179 60,110 31,600 44,000 0.289145 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG
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cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 5 108 292 AATGACTTGCTGGGCCAGTTCAGAAGGAACTAAAC AATGACTTGCTGGGCCAGTT GCTGCTGATACCTTCCTTATTCC 109 108 29 20 320 23 60,179 58,931 31,600 30,100 4,247,552 B 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 6 40 184 AAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCAAGAGGTTTCCTGCGCAAGA CCACTGGGATTGGCAGACAT 40 72 98 20 281 20 59,891 60,034 30,200 30,600 0.142381 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr117_2 2 158 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_158_189 0 0 6 20 132 AAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCAAGAGGTTTCCTGCGCAAGA GCGTTTCAGCTGGTTACTGC 40 20 98 20 229 20 59,891 60,110 30,200 44,000 0.218777 A 339 CATCCCGGAGCACTTGGTTTTGGGGACGAATGACTTGCTGGGCCAGTTCAGAAGGAACTAAACATTACTGGCTGTAGacacacGTGTCAAAACAATCAAGAGGTTTCCTGCGCAAGACAACAGCTAGGTGGCGAGGTAGAGCCAGGCACACNNNNNNacacacacacacacacacacacacacacacacATACAGGGTGCTGATTTTCAGCAGTAACCAGCTGAAACGCTGAATGTTCCACATTAAATGTGGACAGCTGGGATGTCTGCCAATCCCAGTGGGCACTAGATAACATTAGGAATAAGGAAGGTATCAGCAGCtttttATAAGCCAGAGTAG

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 1 1 2 37 171 TGTGCTGATTGTAAGGACTCCTTGTGGAGATAGAC TGTGCTGATTGTAAGGACTCCT GGGCACTGCTATTTGTGAGC 37 60 51 22 221 20 59,094 59,547 36,900 42,600 3,359,779 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 2 36 171 TGTGCTGATTGTAAGGACTCCTTGTGGAGATAGAC TGTGCTGATTGTAAGGACTCCTT GGGCACTGCTATTTGTGAGC 36 60 51 23 221 20 59,672 59,547 33,600 42,600 3,781,147 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 3 60 208 TCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTTCTTCTCATTCTTGCCCATTCC GGGCACTGCTATTTGTGAGC 74 60 14 22 221 20 58,375 59,547 30,100 42,600 4,078,167 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 3 60 208 TCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTTCTTCTCATTCTTGCCCATTCCT GGGCACTGCTATTTGTGAGC 73 60 14 23 221 20 59,732 59,547 33,600 42,600 3,721,202 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 3 4 120 TGTGCTGATTGTAAGGACTCCTTGTGGAGATAGAC TGTGCTGATTGTAAGGACTCCT GCATTTGTCAACATTCAATCTCTCC 37 4 51 22 170 25 59,094 59,196 36,900 37,100 8,710,355 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 3 3 117 TGTGCTGATTGTAAGGACTCCTTGTGGAGATAGAC TGTGCTGATTGTAAGGACTCCT TTTGTCAACATTCAATCTCTCCC 37 3 51 22 167 23 59,094 57,035 36,900 43,000 8,871,347 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 4 60 207 CTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGCTTCTCATTCTTGCCCATTCCT GGGCACTGCTATTTGTGAGC 73 60 15 22 221 20 58,371 59,547 33,600 42,600 4,082,477 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 5 34 169 TGCTGATTGTAAGGACTCCTTGTGGAGATAGACNG TGCTGATTGTAAGGACTCCTTGT GGGCACTGCTATTTGTGAGC 34 60 53 23 221 20 59,672 59,547 31,600 42,600 3,781,147 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr1211_2 2 110 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_110_141 0 0 5 4 118 TGCTGATTGTAAGGACTCCTTGTGGAGATAGACNG TGCTGATTGTAAGGACTCCTTGT GCATTTGTCAACATTCAATCTCTCC 34 4 53 23 170 25 59,672 59,196 31,600 37,100 9,131,723 F 226 AAATATCTGACATTCTTCTCATTCTTGCCCATTCCTTAATGACTATTGTTTGTGCTGATTGTAAGGACTCCTTGTGGAGATAGACNGATACGcacacaTGCACGTACGTacacacacacacacacacacacacacacacacANNGGgagagaTTGAATGTTGACAAATGCAAttttttCTAAGTACAGAGTGATTTGAACAGCTCACAAATAGCAGTGCCCCTCTC

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 1 1 3 5 215 CCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCCCACCCAATAGCGTCTAGTC AAAGAATGAATGCTCTTACACAAGA 108 5 3 21 217 25 59,931 57,250 25,900 30,200 8,818,970 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 0 0 3 5 215 CCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCCCACCCAATAGCGTCTAGT AAAGAATGAATGCTCTTACACAAGA 109 5 3 20 217 25 58,879 57,250 25,700 30,200 8,870,759 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 0 0 4 8 184 CTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCTTCGTCTCCTCACACTGGG TGTAAAGAATGAATGCTCTTACACA 75 8 37 20 220 25 59,755 57,022 44,500 37,200 8,222,782 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 0 0 4 8 218 CCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCCCACCCAATAGCGTCTAGTC TGTAAAGAATGAATGCTCTTACACA 108 8 3 21 220 25 59,931 57,022 25,900 37,200 9,046,530 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 0 0 4 7 184 CTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCTTCGTCTCCTCACACTGGG TGTAAAGAATGAATGCTCTTACACAA 75 7 37 20 220 26 59,755 57,610 44,500 33,300 8,634,772 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr142_2 2 132 56 16 2 AT TATATATATATTTTATTTATATAAATATATATATATATNO 0 0 4 5 181 CTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCTTCGTCTCCTCACACTGGG AAAGAATGAATGCTCTTACACAAGA 75 5 37 20 217 25 59,755 57,250 44,500 30,200 7,995,222 G 265 TCCCCACCCAATAGCGTCTAGTCTGATTAAATACTTCTTCGTCTCCTCACACTggggggAGGGAAATAAATTGCATGCCTGCTCTACtttttCAGTCATTACATCCCCATTATTGTAAAACAACATACCCTtatatatataTTTTATTtatataAatatatatatatatatatatatatatatatatAAAACTCTTGTGTAAGAGCATTCATTCTTTACAATTCATATACTACATTTCAAAGTGTCAAAAGTATCAATAAGTAAA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 1 1 4 2 238 AGATGCGTGCACAGACCCAGacacacacacacacacacaAGATGCGTGCACAGACCC ACCATCCTCATCTCACTGCA 2 166 18 18 255 20 60,047 58,423 44,600 44,100 3,623,469 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 4 1 237 GATGCGTGCACAGACCCAGacacacacacacacacacacGATGCGTGCACAGACCCA ACCATCCTCATCTCACTGCA 1 166 19 18 255 20 60,359 58,423 45,100 44,100 3,935,191 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 5 3 239 ACAGATGCGTGCACAGACCCAGacacacacacacacac ACAGATGCGTGCACAGACC CCATCCTCATCTCACTGCATCA 3 163 16 19 254 22 60,669 59,896 38,500 30,700 3,773,395 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Jun‐75 5 137 GACACAGATGCGTGCACAGACCCAGacacacacacac GACACAGATGCGTGCACAGA TCTGACTTTCTGGAATCTGGCA 5 58 13 20 149 22 60,946 59,361 34,100 49,200 3,585,089 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Jun‐75 5 166 GACACAGATGCGTGCACAGACCCAGacacacacacac GACACAGATGCGTGCACAGA GCTCCTCTGTGAAGGAACCC 5 89 13 20 178 20 60,946 60,036 34,100 41,100 0.981658 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Jul‐75 5 136 ACACAGATGCGTGCACAGACCCAGacacacacacacacACACAGATGCGTGCACAGA TCTGACTTTCTGGAATCTGGCA 5 58 14 19 149 22 59,930 59,361 34,100 49,200 3,708,943 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Aug‐75 6 138 aGACACAGATGCGTGCACAGACCCAGacacacacaca AGACACAGATGCGTGCACAG TCTGACTTTCTGGAATCTGGCA 6 58 12 20 149 22 60,948 59,361 36,600 49,200 3,587,007 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 12 173 acacacaGACACAGATGCGTGCACAGACCCAGacaca ACACACAGACACAGATGCGT GCTCCTCTGTGAAGGAACCC 12 89 6 20 178 20 59,895 60,036 52,400 41,100 0.140770 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 12 272 acacacaGACACAGATGCGTGCACAGACCCAGacaca ACACACAGACACAGATGCGT CGAGCAGACCAAGTCTCTGG 12 188 6 20 277 20 59,895 60,109 52,400 38,600 0.213753 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 12 273 acacacaGACACAGATGCGTGCACAGACCCAGacaca ACACACAGACACAGATGCGT CCGAGCAGACCAAGTCTCTG 12 189 6 20 278 20 59,895 60,109 52,400 33,500 0.213753 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 12 290 acacacaGACACAGATGCGTGCACAGACCCAGacaca ACACACAGACACAGATGCGT ATTCCTGCCATTTCCTGCCG 12 206 6 20 295 20 59,895 61,039 52,400 56,900 1,144,088 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 12 291 acacacaGACACAGATGCGTGCACAGACCCAGacaca ACACACAGACACAGATGCGT GATTCCTGCCATTTCCTGCC 12 207 6 20 296 20 59,895 59,251 52,400 48,500 0.853904 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 11 172 cacacaGACACAGATGCGTGCACAGACCCAGacacac CACACAGACACAGATGCGTG GCTCCTCTGTGAAGGAACCC 11 89 7 20 178 20 59,490 60,036 53,400 41,100 0.545844 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 11 271 cacacaGACACAGATGCGTGCACAGACCCAGacacac CACACAGACACAGATGCGTG CGAGCAGACCAAGTCTCTGG 11 188 7 20 277 20 59,490 60,109 53,400 38,600 0.618826 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr157_2 2 38 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_38_69 0 0 Dec‐75 11 290 cacacaGACACAGATGCGTGCACAGACCCAGacacac CACACAGACACAGATGCGTG GATTCCTGCCATTTCCTGCC 11 207 7 20 296 20 59,490 59,251 53,400 48,500 1,258,978 F 302 tatatacacacaGACACAGATGCGTGCACAGACCCAGacacacacacacacacacacacacacacacacANGCGCGTACACTAGGAAAAGaaaaaTAACCACAGATATGGGTATCAGTCCATATGATTGCCAGATTCCAGAAAGTCAGAAACCAATGAGGGTTCCTTCACAGAGGAGCTACAGTTCAGCTTGCTGAAGCAGGATTTTGCAGAATTCCTTTAAAAGTtgatgatgaTGCAGTGAGATGAGGATGGTATCCAGAGACTTGGTCTGCTCGGCAGGAAATGGCAGGAATCTTCAGA

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 1 12 14 152 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC GGGAGGAGAGAGAGGGAGAG 59 14 34 20 185 20 60,390 59,521 51,900 32,000 0.868978 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 14 3 138 CTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtcCTTTCTCTCCCTGACGCGG GAGGGAGAGAGACGGAGAGT 57 3 37 19 174 20 60,154 59,455 64,600 32,400 1,698,442 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 14 3 139 CCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTA CCTTTCTCTCCCTGACGCG GAGGGAGAGAGACGGAGAGT 58 3 36 19 174 20 60,154 59,455 60,100 32,400 1,698,442 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 14 3 141 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC GAGGGAGAGAGACGGAGAGT 59 3 34 20 174 20 60,390 59,455 51,900 32,400 0.935168 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 16 5 143 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC GAGAGGGAGAGAGACGGAGA 59 5 34 20 176 20 60,390 59,165 51,900 37,100 1,225,084 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 39 16 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 16 4 139 CTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtcCTTTCTCTCCCTGACGCGG AGAGGGAGAGAGACGGAGAG 57 4 37 19 175 20 60,154 59,163 64,600 32,000 1,991,018 F 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 1 6 18 243 CCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtc CCCTCAAATCCTCTATCTTCCCT AATTGGGAGGGAAAGATGGG 86 18 4 23 246 20 58,761 57,145 42,000 40,000 7,093,404 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 6 18 244 TCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTt TCCCTCAAATCCTCTATCTTCCCT AATTGGGAGGGAAAGATGGG 86 18 3 24 246 20 60,078 57,145 42,000 40,000 6,932,480 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 7 18 244 TCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTt TCCCTCAAATCCTCTATCTTCCC AATTGGGAGGGAAAGATGGG 87 18 3 23 246 20 58,765 57,145 39,700 40,000 7,090,108 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 10 18 213 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC AATTGGGAGGGAAAGATGGG 59 18 34 20 246 20 60,390 57,145 51,900 40,000 3,245,207 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 10 18 214 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC AAATTGGGAGGGAAAGATGGG 59 18 34 20 247 21 60,390 57,880 51,900 40,000 3,510,940 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 10 18 215 CACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctc CACCTTTCTCTCCCTGACGC GAAATTGGGAGGGAAAGATGGG 59 18 34 20 248 22 60,390 58,966 51,900 40,000 3,424,381 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 14 169 tctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcC TCTCTCCCTCTGTGACTCTGT AATTGGGAGGGAAAGATGGG 14 18 78 21 246 20 59,292 57,145 34,100 40,000 4,562,724 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 12 167 tctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCct TCTCCCTCTGTGACTCTGTCT AATTGGGAGGGAAAGATGGG 12 18 80 21 246 20 59,292 57,145 34,100 40,000 4,562,724 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr159_2 2 113 96 16 2 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 10 165 tcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctct TCCCTCTGTGACTCTGTCTCT AATTGGGAGGGAAAGATGGG 10 18 82 21 246 20 59,292 57,145 31,000 40,000 4,562,724 G 252 ACTCCCTCAAATCCTCTATCTTCCCTACGATTTCACCTTtctctcCCTGACGCGGTGTCTCACTTATtctctcTAtctctctcCCTCTGTGACTCTGTCTCtttttNCNTCTtctctcCctctctctctctctctctctctctctctctctTTTACTCTCCGtctctctcCctctctctCCTCCCCTGTTTCTGtctctctctctctcTATCTTtctctctcTGTCCCCATCTTTCCCTCCCAATTTCTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 4 61 202 CCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCCCTGATGGTTTGGTGATTAAAGT CCCACCAGCTGCAAACTTAC 61 65 20 24 221 20 59,228 59,402 26,600 23,400 5,370,165 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 55 196 TGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGC TGGTTTGGTGATTAAAGTTGTGGA CCCACCAGCTGCAAACTTAC 55 65 26 24 221 20 59,043 59,402 40,200 23,400 5,554,765 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 49 190 GGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGAC GGTGATTAAAGTTGTGGACTCTGC CCCACCAGCTGCAAACTTAC 49 65 32 24 221 20 60,083 59,402 42,600 23,400 4,681,335 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 45 181 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG CCACCAGCTGCAAACTTACT 45 64 40 20 220 20 59,891 58,391 44,500 22,400 1,718,550 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 45 182 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG CCCACCAGCTGCAAACTTAC 45 65 40 20 221 20 59,891 59,402 44,500 23,400 0.707407 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 2 119 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG CCTTGAGGGCCCTGCAAATT 45 2 40 20 158 20 59,891 60,906 44,500 18,200 1,015,624 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 1 118 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG CTTGAGGGCCCTGCAAATTT 45 1 40 20 157 20 59,891 59,021 44,500 18,200 1,088,249 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 0 117 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG TTGAGGGCCCTGCAAATTTC 45 0 40 20 156 20 59,891 59,024 44,500 21,700 1,085,229 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr197_2 2 105 32 16 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 36 152 AAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGAAGTTGTGGACTCTGCCAGG GGGATGCCTTGCTGTCCAG 45 36 40 20 191 19 59,891 60,752 44,500 38,600 1,861,269 A 248 ACTAAGCAGGAAGCTATGCCCCTGATGGTTTGGTGATTAAAGTTGTGGACTCTGCCAGGCCTGGACTTTTGCTAGATTGAGACTTCCCCAGGTTTAATTGCTGCctctctctctctctctctctctctctctctctGAAATTTGCAGGGCCCTCAAGGAGAGCCAGGCCCAGCTGGACAGCAAGGCATCCCCGGATCTCAAGTAAGTTTGCAGCTGGTGGGGTggggggggAATTGTAATTGTTTGTC

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 2 51 209 GGCACCGGATATTGAACACGAACGAATGCACTGAT GGCACCGGATATTGAACACG ACAGTCTCCTCATCCCGTGA 51 86 46 20 254 20 59,344 59,960 44,900 43,500 0.695497 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 77 244 AGCTAACTGAAACGACGGGAATAATAGGCACCGGAAGCTAACTGAAACGACGGGA GGGTCAGTGACAGTCTCCTC 77 95 20 20 263 20 59,036 59,108 51,400 37,100 1,856,025 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 77 245 AGCTAACTGAAACGACGGGAATAATAGGCACCGGAAGCTAACTGAAACGACGGGA AGGGTCAGTGACAGTCTCCT 77 96 20 20 264 20 59,036 59,515 51,400 36,900 1,449,061 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 76 245 AGCTAACTGAAACGACGGGAATAATAGGCACCGGAAGCTAACTGAAACGACGGGAA AGGGTCAGTGACAGTCTCCT 76 96 20 21 264 20 59,658 59,515 39,700 36,900 1,827,273 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 63 221 ACGGGAATAATAGGCACCGGATATTGAACACGAACACGGGAATAATAGGCACCGG ACAGTCTCCTCATCCCGTGA 63 86 34 20 254 20 59,605 59,960 52,800 43,500 0.435076 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 63 223 ACGGGAATAATAGGCACCGGATATTGAACACGAACACGGGAATAATAGGCACCGG TGACAGTCTCCTCATCCCGT 63 88 34 20 256 20 59,605 59,960 52,800 52,800 0.435076 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 6 164 GAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgGAGATCCTCGAGCACCTGTG ACAGTCTCCTCATCCCGTGA 6 86 91 20 254 20 59,898 59,960 36,600 43,500 0.141884 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 6 166 GAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgGAGATCCTCGAGCACCTGTG TGACAGTCTCCTCATCCCGT 6 88 91 20 256 20 59,898 59,960 36,600 52,800 0.141884 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 1 159 CCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgt CCTCGAGCACCTGTGTGTAA ACAGTCTCCTCATCCCGTGA 1 86 96 20 254 20 59,683 59,960 24,100 43,500 0.356924 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 1 124 GGCACCGGATATTGAACACGAACGAATGCACTGAT GGCACCGGATATTGAACACG CCAGTCCCACACGAACACAT 51 1 46 20 169 20 59,344 60,250 44,900 32,100 0.906028 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 1 135 CGGGAATAATAGGCACCGGATATTGAACACGAACGCGGGAATAATAGGCACCGGA CCAGTCCCACACGAACACAT 62 1 35 20 169 20 59,317 60,250 51,400 32,100 0.933146 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr215_2 2 117 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 1 136 ACGGGAATAATAGGCACCGGATATTGAACACGAACACGGGAATAATAGGCACCGG CCAGTCCCACACGAACACAT 63 1 34 20 169 20 59,605 60,250 52,800 32,100 0.645606 F 265 AACAAAGAATTTGAGGCACAGCTAACTGAAACGACGGGAATAATAGGCACCGGATATTGAACACGAACGAATGCACTGATTGAAGACAAGGAGATCCTCGAGCACCtgtgtgTAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTTCGTGTGGGACTgggggCGCTGGTTCGTGGTGCTCGGGGAATAGTTTCGTAAGGAGTGAAGTATTGGGGCGCACGGGATTCACGGGATGAGGAGACTGTCACTGACCCTT

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 1 1 Jan‐75 37 169 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT TGCCCAGGATATAACTGCCC 37 59 2 21 170 20 57,441 59,229 37,300 53,600 4,330,058 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Jan‐75 37 244 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT GTATCCCATCCAGCAATGTGC 37 133 2 21 245 21 57,441 59,389 37,300 45,700 5,169,453 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Jan‐75 17 128 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT TGGCTAATTGTGAGGAAAGGC 37 17 2 21 129 21 57,441 58,554 37,300 43,500 6,005,366 A 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 2 37 168 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT GCCCAGGATATAACTGCCCA 37 58 2 21 169 20 57,441 59,229 37,300 53,600 4,330,058 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 2 16 128 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT TGGCTAATTGTGAGGAAAGGCT 37 16 2 21 129 22 57,441 59,958 37,300 45,800 5,600,551 A 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Feb‐75 37 154 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT TGCCCAGTCCATTTCACTGA 37 44 2 21 155 20 57,441 59,230 37,300 34,100 4,329,430 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Feb‐75 37 243 TGATGCCAACTTCCATACGATAACTGTGTAACTTTTATGATGCCAACTTCCATACGAT TATCCCATCCAGCAATGTGC 37 133 2 21 244 20 57,441 58,015 37,300 45,700 5,544,404 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Mar‐75 32 239 GCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCCAACTTCCATACGATAACTG TATCCCATCCAGCAATGTGC 32 133 6 22 244 20 57,204 58,015 31,600 45,700 6,781,443 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Mar‐75 30 239 GCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCCAACTTCCATACGATAACTGTG TATCCCATCCAGCAATGTGC 30 133 6 24 244 20 59,966 58,015 36,600 45,700 6,019,521 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Mar‐75 30 240 GCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCCAACTTCCATACGATAACTGTG GTATCCCATCCAGCAATGTGC 30 133 6 24 245 21 59,966 59,389 36,600 45,700 5,644,570 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Mar‐75 16 124 GCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCCAACTTCCATACGATAACTGTG TGGCTAATTGTGAGGAAAGGCT 30 16 6 24 129 22 59,966 59,958 36,600 45,800 6,075,668 A 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr247_2 2 60 32 16 1 AT ATATATATATATATATATATATATATATATAT NO 0 0 Apr‐75 31 239 GCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCCAACTTCCATACGATAACTGT TATCCCATCCAGCAATGTGC 31 133 6 23 244 20 58,811 58,015 35,500 45,700 6,174,704 F 251 NTGATGCCAACTTCCATACGATAACTGTGTAACTTTTACACAGCTTACTCCAAGNTTGCatatatatatatatatatatatatatatatatACACNNGAGCTATTTAAGCCTTTCCTCACAATTAGCCAtttttttCAGTGAAATGGACTGGGCAGTTATATCCTGGGCAGGAGATTGAACAAGTCTGCTATAAATCATCCTAAATAAGAAGATTAAGAAAGTCGCACATTGCTGGATGGGATACAGTTTN

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 1 1 2 5 90 ACAGGGAATACATCAAATGGCATACTTCTTTCAtgtg ACAGGGAATACATCAAATGGCA TCTGCTGCAAGTGGGATGAG 11 5 128 22 217 20 58,020 60,036 49,200 29,000 4,015,636 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 2 5 91 GACAGGGAATACATCAAATGGCATACTTCTTTCAtg GACAGGGAATACATCAAATGGCA TCTGCTGCAAGTGGGATGAG 11 5 127 23 217 20 59,046 60,036 49,200 29,000 3,989,337 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 3 5 92 TGACAGGGAATACATCAAATGGCATACTTCTTTCAt TGACAGGGAATACATCAAATGGC TCTGCTGCAAGTGGGATGAG 12 5 126 23 217 20 59,046 60,036 44,000 29,000 3,989,337 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 99 293 CGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA TTCCTTGACCTCTTGGCAAA 118 99 19 24 311 20 58,386 57,254 34,100 36,800 8,360,091 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 95 275 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA GCCCTGAAATTCCTTGACCTC 95 107 46 20 320 21 57,213 58,905 51,400 38,500 4,882,800 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 95 276 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA AGCCCTGAAATTCCTTGACCT 95 108 46 20 321 21 57,213 59,287 51,400 38,500 4,500,417 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 52 219 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA GTCAGAATTTGGCCGTGACC 95 52 46 20 264 20 57,213 59,478 51,400 40,200 3,309,074 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 51 218 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA TCAGAATTTGGCCGTGACCT 95 51 46 20 263 20 57,213 59,600 51,400 38,500 3,187,552 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 6 173 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA TTCTGCTGCAAGTGGGATGA 95 6 46 20 218 20 57,213 59,599 51,400 29,200 3,188,695 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 4 5 172 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA TCTGCTGCAAGTGGGATGAG 95 5 46 20 217 20 57,213 60,036 51,400 29,000 2,823,064 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 100 295 TCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA ATTCCTTGACCTCTTGGCAA 118 100 18 25 312 20 59,594 57,022 34,100 45,200 8,384,028 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 99 294 TCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA TTCCTTGACCTCTTGGCAAA 118 99 18 25 311 20 59,594 57,254 34,100 36,800 8,152,152 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 93 275 TTCCCTCATATCCTCCGGATTATTAATCTAGATTGCT TTCCCTCATATCCTCCGGATT AGCCCTGAAATTCCTTGACCT 93 108 47 21 321 21 57,724 59,287 30,100 38,500 4,988,926 F 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 52 247 TCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA GTCAGAATTTGGCCGTGACC 118 52 18 25 264 20 59,594 59,478 34,100 40,200 5,927,608 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 51 246 TCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA TCAGAATTTGGCCGTGACCT 118 51 18 25 263 20 59,594 59,600 34,100 38,500 5,806,086 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 5 5 171 TTCCCTCATATCCTCCGGATTATTAATCTAGATTGCT TTCCCTCATATCCTCCGGATT TCTGCTGCAAGTGGGATGAG 93 5 47 21 217 20 57,724 60,036 30,100 29,000 3,311,573 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 Jun‐75 49 216 TTTCCCTCATATCCTCCGGATTATTAATCTAGATTGC TTTCCCTCATATCCTCCGGA AGAATTTGGCCGTGACCTGA 95 49 46 20 261 20 57,213 59,600 51,400 38,600 3,187,552 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr278_5 5 161 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_161_190 0 0 Jun‐75 49 244 TCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATCGTTTACATTATCGCACAAAGTCA AGAATTTGGCCGTGACCTGA 118 49 18 25 261 20 59,594 59,600 34,100 38,600 5,806,086 A 338 TTTCCAATTCACTATCATCGTTTACATTATCGCACAAAGTCAAAATTTCCCTCATATCCTCCGGATTATTAATCTAGATTGCTTGATTATTAGTGCAATAACATAACTACTATATGGCNATACCCTGACAGGGAATACATCAAATGGCATACTTCTTTCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATATGCTCATCCCACTTGCAGCAGAAATTTTGTAAGGATCCTGGCAAAATCAGGTCACGGCCAAATTCTGACTCAATCCATCTGGATTACTCCAGtttttttGCCAAGAGGTCAAGGAATTTCAGGGCTAAGCTATCCTTATAAAG

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 1 1 13 11 121 tctctCACACGCACTGacacacTGAAACACActctctctct TCTCTCACACGCACTGACAC AGTCTGTGTGTGATAGAGTGTGT 11 12 87 20 207 23 59,969 59,108 36,700 37,200 3,922,750 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 13 10 120 ctctCACACGCACTGacacacTGAAACACActctctctctc CTCTCACACGCACTGACACA AGTCTGTGTGTGATAGAGTGTGT 10 12 88 20 207 23 60,249 59,108 37,200 37,200 4,141,008 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 13 5 115 ACACGCACTGacacacTGAAACACActctctctctcacacaACACGCACTGACACACTGAA AGTCTGTGTGTGATAGAGTGTGT 5 12 93 20 207 23 60,108 59,108 30,200 37,200 4,000,354 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 14.75 57 217 ACGcacacaAacacacacAGAAACTTGATCACAAACAC ACGCACACAAACACACACAG TGCCTGTGTAATGATGAATGTGTG 61 57 37 20 253 24 59,832 59,844 36,600 38,200 4,324,281 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 14.75 12 171 ACGcacacaAacacacacAGAAACTTGATCACAAACAC ACGCACACAAACACACACAG AGTCTGTGTGTGATAGAGTGTGT 61 12 37 20 207 23 59,832 59,108 36,600 37,200 4,059,885 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 16 57 218 CACGcacacaAacacacacAGAAACTTGATCACAAACA CACGCACACAAACACACACA TGCCTGTGTAATGATGAATGTGTG 62 57 36 20 253 24 60,110 59,844 37,200 38,200 4,266,383 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 16 57 219 ACACGcacacaAacacacacAGAAACTTGATCACAAAC ACACGCACACAAACACACAC TGCCTGTGTAATGATGAATGTGTG 63 57 35 20 253 24 60,110 59,844 38,200 38,200 4,266,337 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 16 12 172 CACGcacacaAacacacacAGAAACTTGATCACAAACA CACGCACACAAACACACACA AGTCTGTGTGTGATAGAGTGTGT 62 12 36 20 207 23 60,110 59,108 37,200 37,200 4,001,987 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr286_2 2 118 55 16 2 AC CTCTCTCTCTCACACACACATAAACACACACACACA AC_141_172 0 0 16 12 173 ACACGcacacaAacacacacAGAAACTTGATCACAAAC ACACGCACACAAACACACAC AGTCTGTGTGTGATAGAGTGTGT 63 12 35 20 207 23 60,110 59,108 38,200 37,200 4,001,941 G 255 ATTGAAACTTTCTCAcccccACACATACAATTGTACACGcacacaAacacacacAGAAACTTGATCACAAACACTGACACTGAAActctctCACACGCACTGacacacTGAAACACActctctctctcacacacacaTAAacacacacacacacacacacacacacacacacANNNNNNCACATacacacTCTATcacacacaGACTNACACTaaaaaTCTGTTTCCCNcacacaTTCATCATTACACAGGCATA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 1 1 6 57 245 ACCTATGCCCATCACAGACCCTCACACCCTGTcacac ACCTATGCCCATCACAGACC TCTGTCTGAGTGAACGGCTG 57 116 16 20 260 20 59,160 59,685 38,500 48,500 1,155,198 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 56 244 CCTATGCCCATCACAGACCCTCACACCCTGTcacaca CCTATGCCCATCACAGACCC TCTGTCTGAGTGAACGGCTG 56 116 17 20 260 20 59,891 59,685 44,600 48,500 0.424594 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 53 241 ATGCCCATCACAGACCCTCACACCCTGTcacacaCCT ATGCCCATCACAGACCCTCA TCTGTCTGAGTGAACGGCTG 53 116 20 20 260 20 60,916 59,685 38,600 48,500 1,231,123 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 31 202 CCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATC CTGCGTCCCAGAGGTTAGTG 31 99 42 20 243 20 60,036 60,109 35,100 27,400 0.144625 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 30 201 CCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATCC CTGCGTCCCAGAGGTTAGTG 30 99 43 20 243 20 60,036 60,109 35,100 27,400 0.144625 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 7 12 115 CCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATCC TGGCTCTGTATGTGCATGAGG 30 12 43 20 157 21 60,036 60,134 35,100 38,600 1,170,320 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 7 12 116 CCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATC TGGCTCTGTATGTGCATGAGG 31 12 42 20 157 21 60,036 60,134 35,100 38,600 1,170,320 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 50 221 CCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACAC CTGCGTCCCAGAGGTTAGTG 50 99 23 20 243 20 60,036 60,109 38,200 27,400 0.144625 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 49 220 CCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACC CTGCGTCCCAGAGGTTAGTG 49 99 24 20 243 20 60,036 60,109 41,600 27,400 0.144625 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 48 219 CATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACCC CTGCGTCCCAGAGGTTAGTG 48 99 25 20 243 20 60,036 60,109 46,100 27,400 0.144625 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 12 133 CATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACCC TGGCTCTGTATGTGCATGAGG 48 12 25 20 157 21 60,036 60,134 46,100 38,600 1,170,320 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 12 134 CCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACC TGGCTCTGTATGTGCATGAGG 49 12 24 20 157 21 60,036 60,134 41,600 38,600 1,170,320 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 8 12 135 CCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACAC TGGCTCTGTATGTGCATGAGG 50 12 23 20 157 21 60,036 60,134 38,200 38,600 1,170,320 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 10 48 168 CATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACCC ATGTGAGAGTGAGTGGGTGC 48 48 25 20 192 20 60,036 59,677 46,100 50,100 0.358985 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 10 48 169 CCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACACC ATGTGAGAGTGAGTGGGTGC 49 48 24 20 192 20 60,036 59,677 41,600 50,100 0.358985 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 10 48 170 CCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCCATCACAGACCCTCACAC ATGTGAGAGTGAGTGGGTGC 50 48 23 20 192 20 60,036 59,677 38,200 50,100 0.358985 B 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 10 31 151 CCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATC ATGTGAGAGTGAGTGGGTGC 31 48 42 20 192 20 60,036 59,677 35,100 50,100 0.358985 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr2_3 3 93 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 10 30 150 CCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACCCTGTCACACACCTCCATCC ATGTGAGAGTGAGTGGGTGC 30 48 43 20 192 20 60,036 59,677 35,100 50,100 0.358985 F 260 AGATccccccGATACACCTATGCCCATCACAGACCCTCACACCCTGTcacacaCCTCCATCCTCTTacacacAGCCCAAACATCTATGCATGcacacacacacacacacacacacacacacacaCGCCCCAACGCCCCTCATGCACATACAGAGCCATTTGTACAATTATGGGCACCCACTCACTCTCACATTCATTGACCCACTCGCTTACAGACATATGCACACTAACCTCTGGGACGCAGCCGTTCACTCAGACAGA

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 4 24 212 TGCATCCAGTCAATCCATGAGTAATTCtttttCCTGAT TGCATCCAGTCAATCCATGAGT ACTCAGTCAGGTAAAGTTGCA 113 24 4 22 215 21 59,760 57,162 34,100 40,800 6,078,657 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 23 212 TGCATCCAGTCAATCCATGAGTAATTCtttttCCTGAT TGCATCCAGTCAATCCATGAGT ACTCAGTCAGGTAAAGTTGCAG 113 23 4 22 215 22 59,760 58,267 34,100 44,100 5,973,751 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 22 212 TGCATCCAGTCAATCCATGAGTAATTCtttttCCTGAT TGCATCCAGTCAATCCATGAGT ACTCAGTCAGGTAAAGTTGCAGA 113 22 4 22 215 23 59,760 59,612 34,100 42,600 5,628,438 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 24 149 AAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGAT AAGGTCTGGCTCTCTGCAGA ACTCAGTCAGGTAAAGTTGCA 52 24 67 20 215 21 60,544 57,162 42,600 40,800 4,382,126 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 23 149 AAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGAT AAGGTCTGGCTCTCTGCAGA ACTCAGTCAGGTAAAGTTGCAG 52 23 67 20 215 22 60,544 58,267 42,600 44,100 4,277,220 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr329_2 2 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 22 149 AAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGAT AAGGTCTGGCTCTCTGCAGA ACTCAGTCAGGTAAAGTTGCAGA 52 22 67 20 215 23 60,544 59,612 42,600 42,600 3,931,907 F 243 ACATGCATCCAGTCAATCCATGAGTAATTCtttttCCTGATTTTACTTTGTACTTGGCCAAGTTTTAAGGTCTGGctctctGCAGAGTTTTATTTCtttttttGATTTCTGCAGGATAAAGNGTTTGGGGAGATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAAACCTTTTCTTAATAATTTCTGCAACTTTACCTGACTGAGTTTTAGCAATAAAATAACTCTTTACTTGT

cons_gr383_3 3 25 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 1 1 17 1 91 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TGTATCAATCTCTGTCCCTCCCT 1 12 1 23 91 23 57,271 60,052 34,100 42,000 8,780,441 A 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 17 1 91 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TGTATCAATCTCTGTCCCTCCC 1 13 1 23 91 22 57,271 58,691 34,100 43,000 9,037,934 A 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 17 1 93 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA GCTGTATCAATCTCTGTCCCTCC 1 14 1 23 93 23 57,271 60,244 34,100 43,000 8,972,681 A 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 1 16 0 149 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGAT TGTGTCAGTCTCTGTCCCTCT 0 13 1 24 149 21 57,708 59,854 30,600 36,900 7,437,592 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 1 138 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA CTGTCCCTCTATCTCTCACCCT 1 1 1 23 138 22 57,271 59,823 34,100 43,400 7,905,436 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 1 139 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TCTGTCCCTCTATCTCTCACCC 1 2 1 23 139 22 57,271 59,824 34,100 46,100 7,904,569 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 1 149 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TGTGTCAGTCTCTGTCCCTC 1 14 1 23 149 20 57,271 58,378 34,100 43,000 7,350,630 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 1 149 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TGTGTCAGTCTCTGTCCCTCT 1 13 1 23 149 21 57,271 59,854 34,100 36,900 6,874,582 D 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 91 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 0 137 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TGTCCCTCTATCTCTCACCCTG 1 0 1 23 137 22 57,271 60,092 34,100 44,500 7,820,247 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 169 16 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 1 16 0 213 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGAT TCTGTGTTGCTCTCTCACCC 0 0 1 24 213 20 57,708 59,318 30,600 46,100 6,973,381 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 169 16 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 1 221 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA ACTGCGTATCTGTGTTGCTCT 1 7 1 23 221 21 57,271 59,726 34,100 40,900 7,002,244 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr383_3 3 25 169 16 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 0 213 AGATTGACACAGATACACAGTGATagagagagagaga AGATTGACACAGATACACAGTGA TCTGTGTTGCTCTCTCACCC 1 0 1 23 213 20 57,271 59,318 34,100 46,100 6,410,371 G 248 AGATTGACACAGATACACAGTGATagagagagagagagagagagagagagagagagATAGGGTTCGAGAGGGAGGGACAGAGATTGATACAGCTACACAGTAACGgagagagagaCAGGGTgagagaTAGAGGGACAGAGACTGACACAAATACACTGTGACagagagagagagagACAGGGTgagagagagaGGGTgagagaGCAACACAGATACGCAGTGTCAGAGTgagagagagaTACAGTGTG

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 1 1 3 11 228 TCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTT TCGGTTGGCTGCAACAGG AACCTACCCTCCCACTTTGT 147 11 17 18 244 20 60,594 58,171 40,000 28,300 4,423,440 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 11 243 ctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtt CTCTCTTTCCAACCGTCGGT AACCTACCCTCCCACTTTGT 160 11 2 20 244 20 59,683 58,171 46,900 28,300 2,146,617 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 11 244 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCt CCTCTCTTTCCAACCGTCGG AACCTACCCTCCCACTTTGT 161 11 1 20 244 20 60,390 58,171 47,900 28,300 2,219,085 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 8 242 ctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtt CTCTCTTTCCAACCGTCGGT ACCTACCCTCCCACTTTGTAAC 160 8 2 20 243 22 59,683 59,359 46,900 25,000 2,958,800 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 3 238 ctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtt CTCTCTTTCCAACCGTCGGT ACCCTCCCACTTTGTAACTTACT 160 3 2 20 239 23 59,683 59,021 46,900 22,400 4,296,152 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 3 239 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCt CCTCTCTTTCCAACCGTCGG ACCCTCCCACTTTGTAACTTACT 161 3 1 20 239 23 60,390 59,021 47,900 22,400 4,368,620 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 5 11 102 GAGAAGAGTTCATACACATACACAGacacacacGCATGAGAAGAGTTCATACACATACACAG AACCTACCCTCCCACTTTGT 14 11 143 25 244 20 57,252 58,171 36,600 28,300 9,577,169 B 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 5 10 101 GAGAAGAGTTCATACACATACACAGacacacacGCATGAGAAGAGTTCATACACATACACAG ACCTACCCTCCCACTTTGTA 14 10 143 25 243 20 57,252 57,273 36,600 24,100 10,475,461 B 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 5 8 101 GAGAAGAGTTCATACACATACACAGacacacacGCATGAGAAGAGTTCATACACATACACAG ACCTACCCTCCCACTTTGTAAC 14 8 143 25 243 22 57,252 59,359 36,600 25,000 10,389,352 B 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 15 4 90 CACATACACAGacacacacGCATAAacacacacacacacaCACATACACAGACACACACGC TTAACCTACCCTCCCACTTTGT 4 11 157 21 246 22 59,808 58,671 53,400 28,300 4,521,589 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 15 4 91 CACATACACAGacacacacGCATAAacacacacacacacaCACATACACAGACACACACGC TTTAACCTACCCTCCCACTTTGT 4 11 157 21 247 23 59,808 59,277 53,400 28,300 4,915,466 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr384_2 2 182 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 15 3 90 ACATACACAGacacacacGCATAAacacacacacacacac ACATACACAGACACACACGCA TTTAACCTACCCTCCCACTTTGT 3 11 158 21 247 23 60,202 59,277 52,400 28,300 4,925,629 F 259 CctctctTTCCAACCGTCGGTTGGCTGCAACAGGCTCtttttNTAAAAGAGTTTNCTNNCCAATTCAGTAAGTNTTTAATTGTTTAAGTGCNGTGACTGTAAAAGAGACACAGACAGNTTTTCTTGTAAtttttAATaaaaaGAGAAGAGTTCATACACATACACAGacacacacGCATAAacacacacacacacacacacacacacacacacAGAAGTAAGTTACAAAGTGGGAGGGTAGGTTAAATTGTTTAAGAGC

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 1 1 7‐May 33 239 cGcacacaTTCGCGTACATCTATTCACACTATCACAAGCGCACACATTCGCGTACATC GGCCATGCCTGTGTTTGTCT 134 33 26 20 264 20 60,314 61,181 30,600 34,100 1,495,357 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 146 ACTCAGTAATTCAACCTCGCACTACATTTCAGGcaca ACTCAGTAATTCAACCTCGCACT GCCATGCCTGTGTTTGTCTG 39 32 118 23 263 20 59,993 60,039 44,000 35,100 3,045,859 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 147 CACTCAGTAATTCAACCTCGCACTACATTTCAGGcacCACTCAGTAATTCAACCTCGCAC GCCATGCCTGTGTTTGTCTG 40 32 117 23 263 20 59,876 60,039 53,400 35,100 3,162,513 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 148 ACACTCAGTAATTCAACCTCGCACTACATTTCAGGc ACACTCAGTAATTCAACCTCGCA GCCATGCCTGTGTTTGTCTG 41 32 116 23 263 20 60,244 60,039 51,000 35,100 3,282,970 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 230 TTCGCGTACATCTATTCACACTATCACAAGCATTCTATTCGCGTACATCTATTCACACT GCCATGCCTGTGTTTGTCTG 124 32 34 22 263 20 57,634 60,039 35,500 35,100 4,404,791 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 237 GcacacaTTCGCGTACATCTATTCACACTATCACAAG GCACACATTCGCGTACATCT GCCATGCCTGTGTTTGTCTG 133 32 27 20 263 20 59,001 60,039 29,000 35,100 1,038,298 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 32 238 cGcacacaTTCGCGTACATCTATTCACACTATCACAAGCGCACACATTCGCGTACATC GCCATGCCTGTGTTTGTCTG 134 32 26 20 263 20 60,314 60,039 30,600 35,100 0.353151 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 24 129 CGCACTACATTTCAGGcacacaTGGGTGACATCAACGCGCACTACATTTCAGGCACAC GCCATGCCTGTGTTTGTCTG 24 32 135 21 263 20 60,136 60,039 38,200 35,100 1,174,864 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 2 106 GGGTGACATCAACGAAAGGCATacacacacacacacacGGGTGACATCAACGAAAGGC GCCATGCCTGTGTTTGTCTG 2 32 158 20 263 20 59,478 60,039 43,500 35,100 0.560627 A 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 2 107 GGGTGACATCAACGAAAGGCATacacacacacacacacGGGTGACATCAACGAAAGGC GGCCATGCCTGTGTTTGTCT 2 33 158 20 264 20 59,478 61,181 43,500 34,100 1,702,834 A 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 7‐May 1 105 GGTGACATCAACGAAAGGCATacacacacacacacaca GGTGACATCAACGAAAGGCA GCCATGCCTGTGTTTGTCTG 1 32 159 20 263 20 58,765 60,039 47,500 35,100 1,273,713 A 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 8 32 184 AACAGGTACATGcacacacaTACATACACATATTAGA AACAGGTACATGCACACACA GCCATGCCTGTGTTTGTCTG 80 32 80 20 263 20 57,660 60,039 37,200 35,100 2,379,102 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 8 32 201 GCATTCTAACAGACACAAACAGGTACATGcacacacaGCATTCTAACAGACACAAACAGGT GCCATGCCTGTGTTTGTCTG 93 32 63 24 263 20 59,724 60,039 40,000 35,100 4,314,828 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 8 32 202 AGCATTCTAACAGACACAAACAGGTACATGcacacacAGCATTCTAACAGACACAAACAGG GCCATGCCTGTGTTTGTCTG 94 32 62 24 263 20 59,483 60,039 40,000 35,100 4,555,590 B 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 8 28 132 CCTCGCACTACATTTCAGGcacacaTGGGTGACATCACCTCGCACTACATTTCAGGC GCCATGCCTGTGTTTGTCTG 28 32 132 20 263 20 58,990 60,039 48,500 35,100 1,048,721 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 9 32 244 AacacacGcacacaTTCGCGTACATCTATTCACACTATCAACACACGCACACATTCGC GCCATGCCTGTGTTTGTCTG 141 32 20 19 263 20 60,010 60,039 47,000 35,100 1,049,017 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 10 32 186 CAAACAGGTACATGcacacacaTACATACACATATTA CAAACAGGTACATGCACACACA GCCATGCCTGTGTTTGTCTG 80 32 78 22 263 20 59,643 60,039 37,200 35,100 2,396,215 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 10 32 188 CACAAACAGGTACATGcacacacaTACATACACATAT CACAAACAGGTACATGCACACA GCCATGCCTGTGTTTGTCTG 82 32 76 22 263 20 59,643 60,039 37,200 35,100 2,396,215 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 10 32 245 AAacacacGcacacaTTCGCGTACATCTATTCACACTATAAACACACGCACACATTCGC GCCATGCCTGTGTTTGTCTG 141 32 19 20 263 20 60,591 60,039 47,000 35,100 0.630128 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr395_2 2 180 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_180_211 0 0 Oct‐75 32 246 CAAacacacGcacacaTTCGCGTACATCTATTCACACTACAAACACACGCACACATTCG GCCATGCCTGTGTTTGTCTG 142 32 18 20 263 20 58,888 60,039 33,400 35,100 1,150,559 F 275 CAGAGCTAGTTAAGTAACAAacacacGcacacaTTCGCGTACATCTATTCACACTATCACAAGCATTCTAACAGACACAAACAGGTACATGcacacacaTACATACACATATTAGACACTCAGTAATTCAACCTCGCACTACATTTCAGGcacacaTGGGTGACATCAACGAAAGGCATacacacacacacacacacacacacacacacacNNATGCACTCACATAATATTTCAGTCCAGATACAGACAAACACAGGCATGGCCTCACAGGCACA

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 1 1 3 3 156 AAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgAAACGAACCTCCAGTGTGCC GACTCACTTGCAGACGGTCA 3 81 102 20 257 20 60,818 59,968 50,100 40,200 0.850170 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 May‐75 57 217 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA GACTCACTTGCAGACGGTCA 57 81 41 27 257 20 58,133 59,968 30,200 40,200 8,899,227 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 6 57 205 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA GACGGTCACAGACACTCGAG 57 69 41 27 245 20 58,133 60,110 30,200 40,400 8,977,244 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 6 57 211 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA CTTGCAGACGGTCACAGACA 57 75 41 27 251 20 58,133 60,249 30,200 34,100 9,116,545 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 6 3 144 AAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgAAACGAACCTCCAGTGTGCC GACGGTCACAGACACTCGAG 3 69 102 20 245 20 60,818 60,110 50,100 40,400 0.928186 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 6 3 150 AAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgAAACGAACCTCCAGTGTGCC CTTGCAGACGGTCACAGACA 3 75 102 20 251 20 60,818 60,249 50,100 34,100 1,067,487 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 7 57 240 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA AATTGCATGCATACATAAATAGAGACT 57 97 41 27 280 27 58,133 57,707 30,200 32,400 18,160,501 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 7 3 135 AACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgt AACGAACCTCCAGTGTGCC CAGACACTCGAGCGCTCTC 3 62 103 19 237 19 60,228 60,226 50,100 32,000 2,454,120 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 7 3 136 AAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgAAACGAACCTCCAGTGTGCC CAGACACTCGAGCGCTCTC 3 62 102 20 237 19 60,818 60,226 50,100 32,000 2,044,307 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 Jul‐75 57 242 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA ACAATTGCATGCATACATAAATAGAGA 57 99 41 27 282 27 58,133 57,930 30,200 31,000 17,937,276 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 Jul‐75 57 243 ACCATCTTAACTTAAGACTACACTTCAGTTAGAAAT ACCATCTTAACTTAAGACTACACTTCA CACAATTGCATGCATACATAAATAGAG 57 100 41 27 283 27 58,133 57,875 30,200 24,300 17,991,905 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr397_2 2 125 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_125_156 0 0 9 3 138 AAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgAAACGAACCTCCAGTGTGCC CACAGACACTCGAGCGCTC 3 64 102 20 239 19 60,818 60,800 50,100 50,300 2,617,558 B 289 TCACCTTTTGCTACCCCAAACTGCACTGTTTTAGTTAANTACCATCTTAACTTAAGACTACACTTCAGTTAGAAATTATCCTTAAATTGCCTCAGTCATCAAAACGAACCTCCAGTGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNNCTTTNTGTTNAtgtgtgtgCAtgtgtgCATTNAtgtgtgATTTTATAAGGGAGGGTGNGAGAGCGCTCGAGTGTCTGTGACCGTCTGCAAGTGAGTCTCTATTTATGTATGCATGCAATTGTGCGTGCT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 1 1 2 2 201 TGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtg TGAGTGTGTGTTGTGCGAGT ATGGGCCGTTAATCTGTGGC 2 114 3 20 203 20 60,108 60,752 41,800 50,100 0.860019 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 3 0 199 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA ATGGGCCGTTAATCTGTGGC 0 114 5 20 203 20 60,108 60,752 34,100 50,100 0.860019 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 3 0 200 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA CATGGGCCGTTAATCTGTGG 0 115 5 20 204 20 60,108 58,976 34,100 41,700 1,132,648 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 4 2 115 TGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtg TGAGTGTGTGTTGTGCGAGT CCTTCAACCCTCCACTCACC 2 28 3 20 117 20 60,108 59,963 41,800 40,200 0.145251 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 4 2 158 TGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtg TGAGTGTGTGTTGTGCGAGT TGGAATCGCTGTTTGAGGCT 2 71 3 20 160 20 60,108 59,963 41,800 45,800 0.145109 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 4 0 113 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA CCTTCAACCCTCCACTCACC 0 28 5 20 117 20 60,108 59,963 34,100 40,200 0.145251 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 4 0 154 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA GAATCGCTGTTTGAGGCTGC 0 69 5 20 158 20 60,108 60,179 34,100 52,500 0.287556 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 4 0 156 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA TGGAATCGCTGTTTGAGGCT 0 71 5 20 160 20 60,108 59,963 34,100 45,800 0.145109 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr441_2 2 25 45 16 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTNO 0 0 6 0 104 AgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgt AGTGTGTGTTGTGCGAGTCA CTCCACTCACCTCGACACAC 0 19 5 20 108 20 60,108 60,039 34,100 38,200 0.147451 F 231 CCTGAgtgtgtgtTGTGCGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgagagagAATCACttttttCctctctgtgtgtCGAGGTGAGTGGAGGGTTGAAGGAAGAGTGTTGGAATAAATGGAGCAGCCTCAAACAGCGATTCCAAGAACAGAGTCAGCTGCCAAGATGCCACAGATTAACGGCCCATGTTTATATGTTCCTTTTCAACCCATTGT

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 1 1 6 96 298 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT ACAACAGGTCAGGCAGCG 117 96 1 20 298 18 59,451 60,281 29,000 51,800 2,829,580 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 6 96 299 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT AACAACAGGTCAGGCAGCG 117 96 1 20 299 19 59,451 60,894 29,000 51,800 2,442,318 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 6 96 300 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT AAACAACAGGTCAGGCAGCG 117 96 1 20 300 20 59,451 61,447 29,000 51,800 1,995,827 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 6 73 277 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT GCAGGGAGCAGAACAGAGTT 117 73 1 20 277 20 59,451 59,964 29,000 30,100 0.584532 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 6 30 234 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT CAGGATCAGAGTGCAGCGAA 117 30 1 20 234 20 59,451 60,108 29,000 47,000 0.656982 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 6 26 230 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCAGCCTGCCTTTCTACCCATCT ATCAGAGTGCAGCGAAGACC 117 26 1 20 230 20 59,451 60,108 29,000 38,500 0.656934 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 137 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT TCAGAGTGCAGCGAAGACCT 25 25 93 20 229 20 59,885 61,182 34,100 38,500 1,297,091 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 138 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT ATCAGAGTGCAGCGAAGACC 25 26 93 20 230 20 59,885 60,108 34,100 38,500 0.223774 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 142 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT CAGGATCAGAGTGCAGCGAA 25 30 93 20 234 20 59,885 60,108 34,100 47,000 0.223822 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 144 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT TTCAGGATCAGAGTGCAGCG 25 32 93 20 236 20 59,885 60,108 34,100 51,800 0.223822 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 185 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT GCAGGGAGCAGAACAGAGTT 25 73 93 20 277 20 59,885 59,964 34,100 30,100 0.151372 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 25 209 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT GAAACAACAGGTCAGGCAGC 25 97 93 20 301 20 59,885 59,688 34,100 52,500 0.427452 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 10 24 136 ACCCAGCTACTCACCTGACTACGTACTTACATATTTAACCCAGCTACTCACCTGACT CAGAGTGCAGCGAAGACCTC 25 24 93 20 228 20 59,885 60,736 34,100 38,500 0.850982 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 12 85 269 ACCCACGTAGCTACCTACCTGAatatatACATATTTACACCCACGTAGCTACCTACCT GAAACAACAGGTCAGGCAGC 85 97 33 20 301 20 59,372 59,688 30,800 52,500 0.940088 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr464_4 4 138 47 16 1.5 AT ACATACATACATAANTATATATATATATATATATATATA_153_184 0 0 12 73 245 ACCCACGTAGCTACCTACCTGAatatatACATATTTACACCCACGTAGCTACCTACCT GCAGGGAGCAGAACAGAGTT 85 73 33 20 277 20 59,372 59,964 30,800 30,100 0.664008 F 311 GCCTGCCTTTCTACCCATCTATCTACGTAGCTACCCACGTAGCTACCTACCTGAatatatACATATTTACTCATCTTCTTATCCACTTACCTACCCAGCTACTCACCTGACTACGTACTTACATATTTATCTATGTAacatacatacatAANtatatatatatatatatatatatatatatataTCTGTTTCAGaaaaaaaaCAAAACGAGGTCTTCGCTGCACTCTGATCCTGAAAGTTCCTCGACCTGAAACGTTAACTCTGTTCTGCTCCCTGCAGGCGCTGCCTGACCTGTTGTTTCAAGATAACTG

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 1 12 5 128 GCTcacacacaGACACATGCGCACActctctcacacacacaGCTCACACACAGACACATGC GGGAGCAGTGGAGCATGATA 5 27 98 20 225 20 59,763 59,239 40,600 21,500 0.997897 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 0 12 5 128 GCTcacacacaGACACATGCGCACActctctcacacacacaGCTCACACACAGACACATGC GGGAGCAGTGGAGCATGATAT 5 26 98 20 225 21 59,763 59,650 40,600 16,300 1,587,062 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 0 12 5 149 GCTcacacacaGACACATGCGCACActctctcacacacacaGCTCACACACAGACACATGC TTTCACATTTGTCGCGGCTC 5 48 98 20 246 20 59,763 59,763 40,600 47,000 0.473946 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 0 12 5 150 GCTcacacacaGACACATGCGCACActctctcacacacacaGCTCACACACAGACACATGC GTTTCACATTTGTCGCGGCT 5 49 98 20 247 20 59,763 60,040 40,600 55,200 0.277136 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 0 12 5 152 GCTcacacacaGACACATGCGCACActctctcacacacacaGCTCACACACAGACACATGC ACGTTTCACATTTGTCGCGG 5 51 98 20 249 20 59,763 60,042 40,600 64,600 0.278374 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 123 56 16 2 AC CTCTCTCACACACACACACACACACACACACACACA NO 0 0 12 4 127 CTcacacacaGACACATGCGCACActctctcacacacacac CTCACACACAGACACATGCG GGGAGCAGTGGAGCATGATA 4 27 99 20 225 20 59,490 59,239 47,300 21,500 1,271,115 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 1 14 14 189 cacacTCAGACACAGACAGacacacTAacacacATGcac CACACTCAGACACAGACAGACA GGGAGCAGTGGAGCATGATA 14 27 37 22 225 20 59,900 59,239 34,100 21,500 2,860,943 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 0 14 14 211 cacacTCAGACACAGACAGacacacTAacacacATGcac CACACTCAGACACAGACAGACA GTTTCACATTTGTCGCGGCT 14 49 37 22 247 20 59,900 60,040 34,100 55,200 2,140,182 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 0 14 12 187 cacTCAGACACAGACAGacacacTAacacacATGcacac CACTCAGACACAGACAGACACA GGGAGCAGTGGAGCATGATA 12 27 39 22 225 20 59,900 59,239 37,200 21,500 2,860,943 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 0 14 12 209 cacTCAGACACAGACAGacacacTAacacacATGcacac CACTCAGACACAGACAGACACA GTTTCACATTTGTCGCGGCT 12 49 39 22 247 20 59,900 60,040 37,200 55,200 2,140,182 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 0 14 11 186 acTCAGACACAGACAGacacacTAacacacATGcacaca ACTCAGACACAGACAGACACAC GGGAGCAGTGGAGCATGATA 11 27 40 22 225 20 59,900 59,239 38,200 21,500 2,861,108 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr466_2 2 73 106 16 3 AC CACACACACACTAATACACACATATGCTCACACACA NO 0 0 14 11 208 acTCAGACACAGACAGacacacTAacacacATGcacaca ACTCAGACACAGACAGACACAC GTTTCACATTTGTCGCGGCT 11 49 40 22 247 20 59,900 60,040 38,200 55,200 2,140,347 G 255 cacacacacaATAGcacacacacacaTTAACACATacacacTCAGACACAGACAGacacacTAacacacATGcacacacacaCTAATacacacATATGCTcacacacaGACACATGCGCACActctctcacacacacacacacacacacacacacacacaNNGACACGcacacacacaCGACTCACTGGGGATAGTGCGCTGTAATATCATGCTCCACTGCTCCCCGAGCCGCGACAAATGTGAAACGTTTAATC

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 1 1 1 55 240 AGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAGATAATGAGATCCCTGCTGGT TACTCACATTGGCTGGCACC 92 55 23 22 262 20 58,404 60,322 40,000 50,100 3,918,557 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 Jan‐75 55 240 AGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAGATAATGAGATCCCTGCTGGTT TACTCACATTGGCTGGCACC 91 55 23 23 262 20 59,021 60,322 36,700 50,100 4,301,803 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 Jan‐75 55 241 AAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAGATAATGAGATCCCTGCTGGT TACTCACATTGGCTGGCACC 92 55 22 23 262 20 59,021 60,322 40,000 50,100 4,301,803 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 2 42 189 TTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCTTCCTCTGTTATGACTCATGGCT TGGCACCCTGTCCTGTGTAT 53 42 61 23 249 20 59,223 60,840 47,500 22,900 4,617,257 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 3 42 188 TCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTCCTCTGTTATGACTCATGGCT TGGCACCCTGTCCTGTGTAT 53 42 62 22 249 20 58,621 60,840 47,500 22,900 4,218,800 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 3 41 187 TCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTCCTCTGTTATGACTCATGGCT GGCACCCTGTCCTGTGTATA 53 41 62 22 248 20 58,621 58,799 47,500 14,700 4,579,031 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 6 55 229 TCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGT TCCCTGCTGGTTTCTGAAGG TACTCACATTGGCTGGCACC 83 55 34 20 262 20 59,598 60,322 34,600 50,100 0.724194 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 8 55 228 CCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTT CCCTGCTGGTTTCTGAAGGT TACTCACATTGGCTGGCACC 82 55 35 20 262 20 59,889 60,322 35,000 50,100 0.433709 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr48_2 2 137 51 16 2 AT ATATATATATATATATATATATATATATATATNNNN AT_137_168 0 0 8 42 215 CCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTT CCCTGCTGGTTTCTGAAGGT TGGCACCCTGTCCTGTGTAT 82 42 35 20 249 20 59,889 60,840 35,000 22,900 0.951541 G 264 GAGGGCAATAGAATCTCTTTAAAGATAATGAGATCCCTGCTGGTTTCTGAAGGTTAGAAATTCCTCTGTTATGACTCATGGCTAGTCATTATAGACCCTTTCaaaaaaTATAATTTTAGAGTAGCCATGTTGACACatatatatatatatatatatatatatatatatNNNNTcacacacacacacaGCTAGCAgggggAATTGTCAGTTTGCTGCATTCTCAAGGTTTATACACAGGACAGGGTGCCAGCCAATGTGAGTAAN

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4 33 154 CTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGCTGAATGTCAGTGCTGCCCT GTGCTGACTTGCCTGAATGC 49 33 76 20 229 20 60,322 60,109 51,900 35,600 0.431688 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 33 155 TCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCATCTGAATGTCAGTGCTGCCC GTGCTGACTTGCCTGAATGC 50 33 75 20 229 20 60,322 60,109 53,600 35,600 0.431331 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 33 207 GGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCGGGCTTCAGGGAAGTTCCAG GTGCTGACTTGCCTGAATGC 102 33 23 20 229 20 60,323 60,109 38,600 35,600 0.432318 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 33 209 GAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTGAGGGCTTCAGGGAAGTTCC GTGCTGACTTGCCTGAATGC 104 33 21 20 229 20 60,035 60,109 36,200 35,600 0.144371 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 26 148 TCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCATCTGAATGTCAGTGCTGCCC CTTGCCTGAATGCCCACTCT 50 26 75 20 222 20 60,322 60,323 53,600 32,400 0.645097 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 26 202 GAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTGAGGGCTTCAGGGAAGTTCC CTTGCCTGAATGCCCACTCT 104 26 21 20 222 20 60,035 60,323 36,200 32,400 0.358138 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 20 118 CCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGT CCTGCAGGCAGCTCTGAATA CTTGCCTGAATGCCCACTCT 20 26 105 20 222 20 59,820 60,323 17,500 32,400 0.502880 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 20 125 CCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGT CCTGCAGGCAGCTCTGAATA GTGCTGACTTGCCTGAATGC 20 33 105 20 229 20 59,820 60,109 17,500 35,600 0.289114 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr498_2 2 145 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 20 128 CCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGT CCTGCAGGCAGCTCTGAATA CCTGTGCTGACTTGCCTGAA 20 36 105 20 232 20 59,820 60,536 17,500 30,200 0.715481 A 244 GTTTGATTCTGTCGGATTCTGAGGGCTTCAGGGAAGTTCCAGTTCTTAATTCAGCTCCTTCCTATCAGTTGAAATCTGAATGTCAGTGCTGCCCTATATGAGACCCTGCAGGCAGCTCTGAATAATATCCTTGATTAAGTCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTTTGCCTGCACTTGGAATGAATAGAGTGGGCATTCAGGCAAGTCAGCACAGGCTGATCGTTAAC

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 1 1 3 5 140 aaaCAAACTGCACGAACCCTCTCACtatatatatatatat AAACAAACTGCACGAACCCT TGCAACTTCTTGGTGTTGTCA 5 62 115 20 254 21 58,530 58,559 43,400 35,800 3,911,461 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 3 4 140 aaaCAAACTGCACGAACCCTCTCACtatatatatatatat AAACAAACTGCACGAACCCTC TGCAACTTCTTGGTGTTGTCA 4 62 115 21 254 21 59,596 58,559 43,000 35,800 3,845,445 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 4 3 138 aCAAACTGCACGAACCCTCTCACtatatatatatatatataACAAACTGCACGAACCCTCT TGCAACTTCTTGGTGTTGTCA 3 62 117 20 254 21 59,820 58,559 36,900 35,800 2,621,817 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 4 3 140 aCAAACTGCACGAACCCTCTCACtatatatatatatatataACAAACTGCACGAACCCTCT AATGCAACTTCTTGGTGTTGTCA 3 62 117 20 256 23 59,820 59,553 36,900 35,800 3,627,279 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 4 2 140 CAAACTGCACGAACCCTCTCACtatatatatatatatatat CAAACTGCACGAACCCTCTC AAATGCAACTTCTTGGTGTTGTCA 2 62 118 20 257 24 59,132 60,082 32,000 35,800 4,950,158 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 4 1 136 AAACTGCACGAACCCTCTCACtatatatatatatatatata AAACTGCACGAACCCTCTCA TGCAACTTCTTGGTGTTGTCA 1 62 119 20 254 21 59,532 58,559 32,700 35,800 2,909,636 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 5 2 140 CAAACTGCACGAACCCTCTCACtatatatatatatatatat CAAACTGCACGAACCCTCTC AAATGCAACTTCTTGGTGTTGTC 2 63 118 20 257 23 59,132 58,567 32,000 31,800 5,301,118 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 5 1 251 AAACTGCACGAACCCTCTCACtatatatatatatatatata AAACTGCACGAACCCTCTCA TCGGTCCATATAGTGTTAAATGGCT 1 173 119 20 369 25 59,532 59,929 32,700 47,500 5,539,476 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 6 2 140 CAAACTGCACGAACCCTCTCACtatatatatatatatatat CAAACTGCACGAACCCTCTC AAATGCAACTTCTTGGTGTTGT 2 64 118 20 257 22 59,132 57,530 32,000 33,200 5,338,740 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 6 0 135 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC TGCAACTTCTTGGTGTTGTCAA 0 61 120 20 254 22 60,250 59,177 35,100 31,800 3,072,472 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 6 0 135 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC TGCAACTTCTTGGTGTTGTCA 0 62 120 20 254 21 60,250 58,559 35,100 35,800 2,691,321 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 6 0 249 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC CGGTCCATATAGTGTTAAATGGCTG 0 172 120 20 368 25 60,250 59,821 35,100 48,500 5,429,279 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 6 0 250 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC TCGGTCCATATAGTGTTAAATGGCT 0 173 120 20 369 25 60,250 59,929 35,100 47,500 5,321,160 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 8 93 294 AGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGA AGCAGAATCCCAAGGTCCTG GGATCTTCCCTGCCAACTTT 93 129 27 20 320 20 59,377 57,778 38,600 26,600 2,844,892 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 8 92 293 GCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAA GCAGAATCCCAAGGTCCTGA GGATCTTCCCTGCCAACTTT 92 129 28 20 320 20 59,379 57,778 38,600 26,600 2,842,783 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 8 91 293 GCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAA GCAGAATCCCAAGGTCCTGAA GGATCTTCCCTGCCAACTTT 91 129 28 21 320 20 59,995 57,778 30,200 26,600 3,226,972 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 34 256 GGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAGGCAGTGAAAGAGTTAATGGGC GCTGTTGACATATTGGCAGGG 34 147 84 22 339 21 59,836 59,593 53,600 44,500 3,570,960 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 33 255 GCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAGCAGTGAAAGAGTTAATGGGCC GCTGTTGACATATTGGCAGGG 33 147 85 22 339 21 59,836 59,593 58,000 44,500 3,570,960 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 33 256 GCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAGCAGTGAAAGAGTTAATGGGCC GGCTGTTGACATATTGGCAGG 33 148 85 22 340 21 59,836 59,593 58,000 48,500 3,570,960 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 3 223 aCAAACTGCACGAACCCTCTCACtatatatatatatatataACAAACTGCACGAACCCTCT GCTGTTGACATATTGGCAGGG 3 147 117 20 339 21 59,820 59,593 36,900 44,500 1,586,945 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 3 224 aCAAACTGCACGAACCCTCTCACtatatatatatatatataACAAACTGCACGAACCCTCT GGCTGTTGACATATTGGCAGG 3 148 117 20 340 21 59,820 59,593 36,900 48,500 1,586,945 F 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 1 221 AAACTGCACGAACCCTCTCACtatatatatatatatatata AAACTGCACGAACCCTCTCA GCTGTTGACATATTGGCAGGG 1 147 119 20 339 21 59,532 59,593 32,700 44,500 1,874,765 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 0 220 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC GCTGTTGACATATTGGCAGGG 0 147 120 20 339 21 60,250 59,593 35,100 44,500 1,656,449 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr500_3 3 140 32 16 1 AT TATATATATATATATATATATATATATATATA TA_140_171 0 0 11 0 221 AACTGCACGAACCCTCTCACtatatatatatatatatatataAACTGCACGAACCCTCTCAC GGCTGTTGACATATTGGCAGG 0 148 120 20 340 21 60,250 59,593 35,100 48,500 1,656,449 A 374 CTCTGTTGACCCATAGTTGAGAGTGAAGCAGAATCCCAAGGTCCTGaaaaaCGTGTTTCTGAACAAATCCACTTACTTTGAGTGGCAGTGAAAGAGTTAATGGGCCTGACTGaaaaaCAAACTGCACGAACCCTCTCACtatatatatatatatatatatatatatatataCAGCAACTAGAAGCACAAAACTAAACAAATAGTGACTTTGTTTGAAAGTGGATGATTGAACTTGACAACACCAAGAAGTTGCATTTATATGGCACCTTTAAAGTAGTAAAACATTTCAAGGGTTGGTGAAAAGTTGGCAGGGAAGATCCCTGCCAATATGTCAACAGCCTTACAGCCATTTAACACTATATGGACCGATGATT

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 8 24 172 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATG GTTTGCGCACACATGTTTGC TGCAACCTCACACTCAGAAAC 75 24 1 20 172 21 60,043 58,711 36,800 27,800 2,331,804 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 23 171 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATG GTTTGCGCACACATGTTTGC GCAACCTCACACTCAGAAACA 75 23 1 20 171 21 60,043 58,711 36,800 28,300 2,331,804 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 23 172 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATG GTTTGCGCACACATGTTTGC TGCAACCTCACACTCAGAAACA 75 23 1 20 172 22 60,043 60,356 36,800 28,300 2,398,753 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 14 8 104 tAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgTAGGTGCCTGAGTGTGTGTG GCAACCTCACACTCAGAAACA 8 23 68 20 171 21 59,607 58,711 38,200 28,300 2,681,372 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 14 8 105 tAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgTAGGTGCCTGAGTGTGTGTG TGCAACCTCACACTCAGAAAC 8 24 68 20 172 21 59,607 58,711 38,200 27,800 2,681,372 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr543_2 2 96 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 14 8 105 tAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgTAGGTGCCTGAGTGTGTGTG TGCAACCTCACACTCAGAAACA 8 23 68 20 172 22 59,607 60,356 38,200 28,300 2,748,321 F 174 GTTTGCGcacacaTGTTTGCAtgtgtgtgACTGTGAATGCAtgtgtgtgagagagTATCTGCGtttttAGGTGCCTGAgtgtgtgtGCACGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTTGTCAAGAGTGAGTGTATGTTTCTGAGTGTGAGGTTGCATC

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 8 1 138 TGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAA TGTCTGTCTCCCATTGTGGA CGCACGGAGAAATAAAGAGACAG 62 1 127 20 264 23 58,272 59,695 40,200 35,100 5,032,883 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 5 104 ACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGT ACAAGAGACATTCCTGCCTTT ACACGCACGGAGAAATAAAGAG 24 5 164 21 267 22 57,484 59,006 31,100 28,500 6,509,501 A 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 5 180 GCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGGCTGCCACATGTTGCTGAAC ACACGCACGGAGAAATAAAGAG 101 5 88 20 267 22 60,665 59,006 31,800 28,500 3,659,268 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 5 250 CCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGCCCTGCTTCTGTTTCTCGTG ACACGCACGGAGAAATAAAGAG 171 5 18 20 267 22 58,848 59,006 43,500 28,500 4,145,567 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 3 139 TGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAA TGTCTGTCTCCCATTGTGGA ACGCACGGAGAAATAAAGAGAC 62 3 127 20 265 22 58,272 58,748 40,200 33,600 4,979,895 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 2 138 TGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAA TGTCTGTCTCCCATTGTGGA CGCACGGAGAAATAAAGAGACA 62 2 127 20 264 22 58,272 58,749 40,200 34,100 4,979,067 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Sep‐75 6 250 CCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGCCCTGCTTCTGTTTCTCGTG ACACGCACGGAGAAATAAAGA 171 6 18 20 267 21 58,848 57,965 43,500 25,200 4,186,388 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 105 ACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGT ACAAGAGACATTCCTGCCTTT CACACGCACGGAGAAATAAAGA 24 6 164 21 268 22 57,484 59,265 31,100 25,200 6,250,208 A 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 106 AACAAGAGACATTCCTGCCTTTAGGCATATTTTGTG AACAAGAGACATTCCTGCCTT CACACGCACGGAGAAATAAAGA 25 6 163 21 268 22 57,484 59,265 43,500 25,200 6,250,208 A 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 180 CTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTGCCACATGTTGCTGAACA CACACGCACGGAGAAATAAAGA 100 6 89 20 268 22 59,330 59,265 31,800 25,200 3,404,225 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 181 GCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGGCTGCCACATGTTGCTGAAC CACACGCACGGAGAAATAAAGA 101 6 88 20 268 22 60,665 59,265 31,800 25,200 3,399,975 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 209 TGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACTGACTGGCCTGTGCAATAGT CACACGCACGGAGAAATAAAGA 129 6 60 20 268 22 59,308 59,265 21,200 25,200 3,427,082 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 211 ACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACTGACTGGCCTGTGCAATA CACACGCACGGAGAAATAAAGA 131 6 58 20 268 22 59,308 59,265 19,000 25,200 3,427,082 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 213 TTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGTTACTGACTGGCCTGTGCAA CACACGCACGGAGAAATAAAGA 133 6 56 20 268 22 59,528 59,265 40,800 25,200 3,206,650 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Oct‐75 6 251 CCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGCCCTGCTTCTGTTTCTCGTG CACACGCACGGAGAAATAAAGA 171 6 18 20 268 22 58,848 59,265 43,500 25,200 3,886,274 F 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 1 20 5 153 AGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTG AGAGACATTCCTGCCTTTAGG AGGGACACACACAGAAAGGG 21 5 167 21 303 20 57,078 59,526 26,900 39,500 4,396,355 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 5 202 GCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGGCGTAGTCTTGTCTGTCTCCC AGGGACACACACAGAAAGGG 70 5 118 21 303 20 60,135 59,526 43,000 39,500 1,609,528 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 5 232 GCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGGCTGCCACATGTTGCTGAAC AGGGACACACACAGAAAGGG 101 5 88 20 303 20 60,665 59,526 31,800 39,500 1,139,553 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 5 264 TTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGTTACTGACTGGCCTGTGCAA AGGGACACACACAGAAAGGG 133 5 56 20 303 20 59,528 59,526 40,800 39,500 0.946228 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 152 AGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTG AGAGACATTCCTGCCTTTAGG GGGACACACACAGAAAGGGA 21 4 167 21 302 20 57,078 59,528 26,900 42,000 4,394,642 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 155 ACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGT ACAAGAGACATTCCTGCCTTT GGGACACACACAGAAAGGGA 24 4 164 21 302 20 57,484 59,528 31,100 42,000 3,988,072 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 201 GCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGGCGTAGTCTTGTCTGTCTCCC GGGACACACACAGAAAGGGA 70 4 118 21 302 20 60,135 59,528 43,000 42,000 1,607,815 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 202 GGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGGCGTAGTCTTGTCTGTCTCC GGGACACACACAGAAAGGGA 71 4 117 21 302 20 60,135 59,528 37,100 42,000 1,607,815 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 231 GCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGGCTGCCACATGTTGCTGAAC GGGACACACACAGAAAGGGA 101 4 88 20 302 20 60,665 59,528 31,800 42,000 1,137,839 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 231 GCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGGCTGCCACATGTTGCTGAAC GGGACACACACAGAAAGGGA 101 4 88 20 302 20 60,665 59,528 31,800 42,000 1,137,839 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 263 TTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGTTACTGACTGGCCTGTGCAA GGGACACACACAGAAAGGGA 133 4 56 20 302 20 59,528 59,528 40,800 42,000 0.944514 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 263 TTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGTTACTGACTGGCCTGTGCAA GGGACACACACAGAAAGGGA 133 4 56 20 302 20 59,528 59,528 40,800 42,000 0.944514 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 20 4 300 CCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGG CCTGCTTCTGTTTCTCGTGT GGGACACACACAGAAAGGGA 170 4 19 20 302 20 58,129 59,528 44,900 42,000 2,343,551 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 21 12 310 CCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGCCCTGCTTCTGTTTCTCGTG ACACAGAAAGGGACACACACA 171 12 18 20 311 21 58,848 59,719 43,500 37,200 2,432,377 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr555_4 4 209 70 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGNO 0 0 21 2 300 CCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGCCCTGCTTCTGTTTCTCGTG GGACACACACAGAAAGGGACA 171 2 18 20 301 21 58,848 60,134 43,500 40,200 2,285,887 G 328 GGGGCCGAATGGCCAACCCCTGCTTCTGTTTCTCGTGTTTGTTTAAATCGAGGGNTTACTGACTGGCCTGTGCAATAGTTGAACTGTGCTGCCACATGTTGCTGAACATTTTAGAAGGCGTAGTCTTGTCTGTCTCCCATTGTGGAtttttGAAGATATTTTAACAAGAGACATTCCTGCCTTTAGGCATATTTTGTGTNTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTCTTTATTTCTCCGTGCGTGTGtctctctctcTGTGTCCCTTTCtgtgtgtgTCCCTTTCtgtgtgtgTCCCTTTCtgtgtg

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 1 1 3 26 194 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA TCAACACCTGAATGTATGCCAC 76 26 12 23 205 22 57,507 58,919 31,300 50,100 8,573,917 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 3 25 193 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA CAACACCTGAATGTATGCCACT 76 25 12 23 204 22 57,507 58,916 31,300 40,000 8,576,894 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 3 25 194 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA TCAACACCTGAATGTATGCCACT 76 25 12 23 205 23 57,507 60,245 31,300 40,000 8,737,731 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 13 179 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA ATGCCACTACACCCACTCTC 76 13 12 23 190 20 57,507 59,095 31,300 32,000 6,398,212 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 12 133 TGAAATCATAATATCTAACGCAAGCTACTTTTATAA TGAAATCATAATATCTAACGCAAGCT TGCCACTACACCCACTCTCA 28 12 57 26 189 20 57,393 60,471 37,400 32,700 9,078,464 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 12 178 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA TGCCACTACACCCACTCTCA 76 12 12 23 189 20 57,507 60,471 31,300 32,700 5,963,878 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 11 132 TGAAATCATAATATCTAACGCAAGCTACTTTTATAA TGAAATCATAATATCTAACGCAAGCT GCCACTACACCCACTCTCAC 28 11 57 26 188 20 57,393 60,037 37,400 35,100 8,644,674 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 11 133 TTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTGAAATCATAATATCTAACGCAAGCT GCCACTACACCCACTCTCAC 28 11 56 27 188 20 57,944 60,037 37,400 35,100 9,093,237 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr558_3 3 111 47 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCA GT_111_142 0 0 6 11 177 TTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNTTTAAGTCTTCATCCGAGGGAAA GCCACTACACCCACTCTCAC 76 11 12 23 188 20 57,507 60,037 31,300 35,100 5,530,088 D 309 GCCAGCATTGTTTTAAGTCTTCATCCGAGGGAAAAGCAAGNNNANNANNNNNCTCTTGAAATCATAATATCTAACGCAAGCTACTTTTATAATTTCTAATCTTTTCTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAtgtgtgtgtgtgTCNTTAGAAGTGTGAGAGTGGGTGTAGTGGCATACATTCAGGTGTTGAACAATAAGCATTTGNNNTNCTTTTANAANTTNNNNNNAANCNTNTCNTNNGTNTGTNNNTNTNNNNNTNNNNNNNTNNNNGNNNNCANGNGTNNNNNNNNNTTT

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 1 1 4 10 215 TGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgt TGCGTAATAGCGTGAATGCG GACACTCCCTTTGACTCGCA 10 79 60 20 274 20 59,425 59,966 47,300 51,000 0.608426 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 10 260 TGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgt TGCGTAATAGCGTGAATGCG GGGAGCTAGAGGTGAAAGTGAG 10 122 60 20 319 22 59,425 59,833 47,300 35,100 2,742,409 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 9 214 GCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtGCGTAATAGCGTGAATGCGT GACACTCCCTTTGACTCGCA 9 79 61 20 274 20 59,425 59,966 52,400 51,000 0.608894 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 9 259 GCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtGCGTAATAGCGTGAATGCGT GGGAGCTAGAGGTGAAAGTGAG 9 122 61 20 319 22 59,425 59,833 52,400 35,100 2,742,877 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 8 144 TGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgt TGCGTAATAGCGTGAATGCG GCTGATGGCTCGCATAGTGT 10 8 60 20 203 20 59,425 60,532 47,300 35,500 1,106,454 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 5 140 GCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtGCGTAATAGCGTGAATGCGT GATGGCTCGCATAGTGTTGC 9 5 61 20 200 20 59,425 59,694 52,400 41,700 0.881313 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 4 5 141 TGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgt TGCGTAATAGCGTGAATGCG GATGGCTCGCATAGTGTTGC 10 5 60 20 200 20 59,425 59,694 47,300 41,700 0.880844 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 5 10 260 TGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgt TGCGTAATAGCGTGAATGCG GGGAGCTAGAGGTGAAAGTGA 10 123 60 20 319 21 59,425 58,820 47,300 34,100 2,755,198 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 5 4 135 ATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgATAGCGTGAATGCGTGTCAG GATGGCTCGCATAGTGTTGC 4 5 66 20 200 20 58,719 59,694 35,100 41,700 1,586,905 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 5‐May 3 134 TAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgt TAGCGTGAATGCGTGTCAGG GATGGCTCGCATAGTGTTGC 3 5 67 20 200 20 60,736 59,694 38,600 41,700 1,041,901 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 5‐May 3 137 TAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgt TAGCGTGAATGCGTGTCAGG GCTGATGGCTCGCATAGTGT 3 8 67 20 203 20 60,736 60,532 38,600 35,500 1,267,510 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 5‐May 3 208 TAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgt TAGCGTGAATGCGTGTCAGG GACACTCCCTTTGACTCGCA 3 79 67 20 274 20 60,736 59,966 38,600 51,000 0.769482 D 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 9‐May 65 290 GCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGT GCCTATGTGTCTGTGTTTCAGG GGTTTGACATTTCGCTCCGAC 65 96 3 22 292 21 59,256 60,136 38,600 47,900 3,880,259 G 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 9‐May 65 290 GCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGT GCCTATGTGTCTGTGTTTCAGG GGTTTGACATTTCGCTCCGA 65 97 3 22 292 20 59,256 58,847 38,600 45,500 3,897,555 G 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr55_2 2 90 86 16 2 AC TGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG_150_175 0 0 9‐May 65 291 GCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGT GCCTATGTGTCTGTGTTTCAGG TGGTTTGACATTTCGCTCCG 65 98 3 22 293 20 59,256 59,128 38,600 46,300 3,615,924 G 327 GTGCCTATGTGTCTGTGTTTCAGGTTGTGTTCATGTGTCTGTTAGAGtttttATGTTTATGCGTAATAGCGTGAATGCGTGTCAGGCTTtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTGTNtgtgtgtgtgtgtgtgtgtgtgtgtgTNAGNGCAACACTATGCGAGCCATCAGCTTCCNTGTTTCTCCTCTGGGACATTGGATATACTACACGAGAGTCAGGTTTTGCGAGTCAAAGGGAGTGTCGGAGCGAAATGTCAAACCAACTTCTCACTTTCACCTCTAGCTCCCCTTCATTC

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 1 1 3 10 167 TGTCGATGCAGACTCGATGGGCCGAAGGGCCTCAT TGTCGATGCAGACTCGATGG CCCAAGCTTGTCTCCTACTCT 84 10 18 20 184 21 59,899 58,816 35,100 32,400 2,284,899 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 11 139 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA CCCAAGCTTGTCTCCTACTC 56 11 46 20 184 20 59,751 57,318 35,800 25,900 2,930,721 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 10 139 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA CCCAAGCTTGTCTCCTACTCT 56 10 46 20 184 21 59,751 58,816 35,800 32,400 2,432,245 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 9 139 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA CCCAAGCTTGTCTCCTACTCTC 56 9 46 20 184 22 59,751 59,833 35,800 32,000 2,416,052 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 9 144 GAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCGAAGGGCCTCATCTGCACTC CCCAAGCTTGTCTCCTACTCTC 61 9 41 20 184 22 60,463 59,833 35,100 32,000 2,630,961 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 9 167 TGTCGATGCAGACTCGATGGGCCGAAGGGCCTCAT TGTCGATGCAGACTCGATGG CCCAAGCTTGTCTCCTACTCTC 84 9 18 20 184 22 59,899 59,833 35,100 32,000 2,268,706 F 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 6 84 271 TGTCGATGCAGACTCGATGGGCCGAAGGGCCTCAT TGTCGATGCAGACTCGATGG ACACATATTGCTAATTTGAGTGGTCA 84 109 18 20 288 26 59,899 59,341 35,100 40,200 6,760,035 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 6 61 248 GAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCGAAGGGCCTCATCTGCACTC ACACATATTGCTAATTTGAGTGGTCA 61 109 41 20 288 26 60,463 59,341 35,100 40,200 7,122,290 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 6 56 243 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA ACACATATTGCTAATTTGAGTGGTCA 56 109 46 20 288 26 59,751 59,341 35,800 40,200 6,907,381 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 9 54 185 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA TTGATCACAGGAACACAAACTGT 56 54 46 20 230 23 59,751 58,731 35,800 35,500 4,517,749 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 9 54 213 TGTCGATGCAGACTCGATGGGCCGAAGGGCCTCAT TGTCGATGCAGACTCGATGG TTGATCACAGGAACACAAACTGT 84 54 18 20 230 23 59,899 58,731 35,100 35,500 4,370,403 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT
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cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 10 54 184 GCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgA GCCTCATCTGCACTCTGTGA TGATCACAGGAACACAAACTGT 56 54 46 20 229 22 59,751 58,115 35,800 35,500 4,133,461 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 10 54 189 GAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCGAAGGGCCTCATCTGCACTC TGATCACAGGAACACAAACTGT 61 54 41 20 229 22 60,463 58,115 35,100 35,500 4,348,369 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 10 54 211 GTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCGTCGATGCAGACTCGATGGG TGATCACAGGAACACAAACTGT 83 54 19 20 229 22 60,596 58,115 40,000 35,500 4,480,978 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr58_2 2 122 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 10 54 212 TGTCGATGCAGACTCGATGGGCCGAAGGGCCTCAT TGTCGATGCAGACTCGATGG TGATCACAGGAACACAAACTGT 84 54 18 20 229 22 59,899 58,115 35,100 35,500 3,986,114 B 302 GTCAGGTGTTTCTCACATGTCGATGCAGACTCGATGGGCCGAAGGGCCTCATCTGCACTCTGTGATCCTGTGATTCtgtgtgATTCTGTTATACAGAGTGTGAGAAAGGCcacacaCCAACagagagagagagagagagagagagagagagagAAAGAATTagagagTAGGAGACAAGCTTGGGGATAGTCAAGGGAAAATAGAAACACAGTTTGTGTTCCTGTGATCAATAACACCAGTAAATCAGCTAGTTTTACCAAAATGACCACTCAAATTAGCAATATGTGTTTTCTGAAATTCAT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 10 28 151 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA TGCACCTGGTATAACCTCACAA 28 45 36 24 186 22 59,960 59,360 45,700 33,300 6,680,184 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 11 28 151 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA TGCACCTGGTATAACCTCACA 28 46 36 24 186 21 59,960 58,738 45,700 35,800 6,301,581 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 12 28 152 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA CTGCACCTGGTATAACCTCACA 28 46 36 24 187 22 59,960 59,764 45,700 35,800 6,275,998 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 14 28 159 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA CACACACCTGCACCTGGTAT 28 55 36 24 194 20 59,960 59,963 45,700 27,300 4,076,584 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 14 12 141 TGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgt TGTGCAAATCTGTGAGTGATGA CACACACCTGCACCTGGTAT 12 55 54 22 194 20 58,258 59,963 29,200 27,300 3,779,117 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 14 12 154 TGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgt TGTGCAAATCTGTGAGTGATGA TCACTCACACACCCACACAC 12 68 54 22 207 20 58,258 60,108 29,200 38,200 3,850,281 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 4 91 TGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgt TGTGCAAATCTGTGAGTGATGA GGTATAATCACTCACACGCGC 12 4 54 22 144 21 58,258 59,479 29,200 68,600 5,263,807 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 4 109 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA GGTATAATCACTCACACGCGC 28 4 36 24 144 21 59,960 59,479 45,700 68,600 5,561,275 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 16 2 106 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA ATAATCACTCACACGCGCAC 28 2 36 24 141 20 59,960 59,001 45,700 53,400 5,039,258 A 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 16 2 133 TCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtg TCTGTGAGTGATGATACTTGGTGT CACACACCTGCACCTGGTAT 2 55 62 24 194 20 59,472 59,963 41,600 27,300 4,564,938 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 17 2 132 CTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgt CTGTGAGTGATGATACTTGGTGT CACACACCTGCACCTGGTAT 2 55 63 23 194 20 58,175 59,963 41,600 27,300 4,862,154 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 18 2 131 TGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtTGTGAGTGATGATACTTGGTGT CACACACCTGCACCTGGTAT 2 55 64 22 194 20 57,110 59,963 41,600 27,300 4,926,890 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 24 29 190 TTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTTTGAGTAGACCTGTGTAAATGTGC ACCTACACCAGATATAATCACTCACA 29 79 35 24 224 26 59,005 59,161 45,700 35,800 11,833,986 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 24 28 190 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA AACCTACACCAGATATAATCACTCAC 28 80 36 24 225 26 59,960 58,273 45,700 35,100 11,767,033 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 25 28 190 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA AACCTACACCAGATATAATCACTCACA 28 79 36 24 225 27 59,960 59,655 45,700 35,800 11,384,463 F 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 149 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NO 0 1 14 0 205 TGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgt TGTGCAAATCTGTGAGTGATGA ACATCAGCCATAATCACTCACT 12 0 54 22 258 22 58,258 57,232 29,200 34,100 8,509,962 D 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 149 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NO 0 0 14 0 205 TGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgt TGTGCAAATCTGTGAGTGATGAT ACATCAGCCATAATCACTCACT 11 0 54 23 258 22 58,671 57,232 24,500 34,100 9,096,970 D 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr591_2 2 88 149 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCG NO 0 0 14 0 223 TGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGT TGAGTAGACCTGTGTAAATGTGCA ACATCAGCCATAATCACTCACT 28 0 36 24 258 22 59,960 57,232 45,700 34,100 8,807,430 D 258 TGTAATTATAGCTGGTGTAGgtgtgtgtgtgtGATTGAGTAGACCTGTGTAAATGTGCAAATCTGTGAGTGATGATACTTGGTGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGCGTGTGAGTGATTATACCTGGTGTAGGTTTGAGAGTGTTTGTGAGGTTATACCAGGTGCAGgtgtgtGGgtgtgtGAGTGATTATATCTGGTGTAGGTTTtgtgtgtgtgAGTGAGTGATTATGGCTGATGT

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 1 1 12 20 140 CAGGCACACTGTcacacacaGGCTTACACTCAAACAC CAGGCACACTGTCACACACA TTCGTATGTATAGGTGTGTCAGTGT 20 35 10 20 149 25 60,744 59,583 37,200 35,500 6,160,696 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 0 0 12 20 142 CAGGCACACTGTcacacacaGGCTTACACTCAAACAC CAGGCACACTGTCACACACA TGTTCGTATGTATAGGTGTGTCAGT 20 37 10 20 151 25 60,744 59,583 37,200 34,100 6,160,696 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 0 0 12 13 113 CAGGCACACTGTcacacacaGGCTTACACTCAAACAC CAGGCACACTGTCACACACA TTGTGTGCCTGTGTGAGTGT 20 13 10 20 122 20 60,744 60,036 37,200 35,500 0.779592 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 0 0 Dec‐75 7 107 CAGGCACACTGTcacacacaGGCTTACACTCAAACAC CAGGCACACTGTCACACACA GCCTGTGTGAGTGTGTGTCT 20 7 10 20 116 20 60,744 60,179 37,200 34,100 0.923130 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 0 0 Dec‐75 4 104 CAGGCACACTGTcacacacaGGCTTACACTCAAACAC CAGGCACACTGTCACACACA TGTGTGAGTGTGTGTCTGCA 20 4 10 20 113 20 60,744 59,751 37,200 44,100 0.992900 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr592_2 2 50 40 16 1.5 AC CTCTCTCNCACACACACACACACACACACACACACA CA_58_89 0 0 13 27 140 acacacacTCAGGCACACTGTcacacacaGGCTTACACTACACACACTCAGGCACACT ATAGGTGTGTCAGTGTGATTGTGT 30 27 1 19 140 24 59,092 60,202 35,500 37,200 6,110,095 F 162 acacacacTCAGGCACACTGTcacacacaGGCTTACACTCAAACACTCGctctctCNcacacacacacacacacacacacacacacacaCNCATGCAGacacacacTcacacaGGcacacaATCACACTGacacacCTATACATACGAACACTCAGACATAC

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 1 1 Aug‐75 1 100 AGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCAT AGCAAAGCTCAGCCAGATTG GCACACACGCATGCACAAAT 27 1 121 20 220 20 58,825 60,941 26,700 23,200 2,115,302 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 101 AAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCA AAGCAAAGCTCAGCCAGATTG GCACACACGCATGCACAAAT 27 1 120 21 220 20 59,455 60,941 26,700 23,200 2,485,210 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 106 ACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTACTCTAAGCAAAGCTCAGCCA GCACACACGCATGCACAAAT 32 1 115 21 220 20 59,651 60,941 47,500 23,200 2,289,545 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 166 GGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGGGGCACTGTCATAGCTTCCA GCACACACGCATGCACAAAT 93 1 55 20 220 20 59,747 60,941 35,300 23,200 1,193,563 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 167 AGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAAGGGCACTGTCATAGCTTCC GCACACACGCATGCACAAAT 94 1 54 20 220 20 59,456 60,941 34,600 23,200 1,484,268 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 169 CCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACCCAGGGCACTGTCATAGCTT GCACACACGCATGCACAAAT 96 1 52 20 220 20 59,746 60,941 37,400 23,200 1,194,697 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 196 CCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACCCTCATGGTTAGGCCTAGGG GCACACACGCATGCACAAAT 123 1 25 20 220 20 58,940 60,941 35,300 23,200 2,000,432 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Aug‐75 1 208 GCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCGCCATTTGCTGACCTCATGG GCACACACGCATGCACAAAT 135 1 13 20 220 20 59,541 60,941 36,600 23,200 1,399,187 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr594_2 2 168 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_168_199 0 0 Sep‐75 2 208 GCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCGCCATTTGCTGACCTCATGG GCACACACGCATGCACAAA 135 2 13 20 220 19 59,541 60,588 36,600 28,300 2,047,072 F 278 GGTTCCTTACCAGCCATTTGCTGACCTCATGGTTAGGCCTAGGGCCTCTTCCCAGGGCACTGTCATAGCTTCCATNTGAATGTTCACTAGTAAGTGTGCCAAGGAATCTCTGTCACTCTAAGCAAAGCTCAGCCAGATTGNCAGTTTGTTGGCATTAGATAAATCTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTGTGCATGCgtgtgtGCGTGTGCATGTGCTGAgtgtgtgtgtgcgcgcTTGTGCGTGTGCATGANTATGTGCATG

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 1 1 10 3 208 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT CTGCTCATATGCATGCCGAC 3 99 7 20 214 20 60,322 59,484 52,400 47,900 0.837565 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 10 3 211 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT CAGCTGCTCATATGCATGCC 3 102 7 20 217 20 60,322 59,759 52,400 44,000 0.562777 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 10 2 111 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT CAATGACGCTCGCACAAACT 3 2 7 20 117 20 60,322 59,764 52,400 26,600 0.557229 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 10 1 110 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT AATGACGCTCGCACAAACTG 3 1 7 20 116 20 60,322 59,764 52,400 31,600 0.557229 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 10 0 208 TGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtTGCCTATGTGTGTGCGTGAC CAGCTGCTCATATGCATGCC 0 102 10 20 217 20 60,949 59,759 36,700 44,000 1,189,836 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 12 6 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtg ATACGTATGTGCCTATGTGTGTG ACCCTTATGCACACTAACATAAACAG 6 119 1 23 240 26 58,632 59,626 38,200 31,600 10,742,649 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 12 3 141 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT TGAACACACACATGCACACA 3 32 7 20 147 20 60,322 58,543 52,400 37,200 1,778,910 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 13 7 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtg ATACGTATGTGCCTATGTGTGT ACCCTTATGCACACTAACATAAACA 7 120 1 22 240 25 57,334 58,758 37,200 28,300 10,908,229 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 13 6 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtg ATACGTATGTGCCTATGTGTGTG ACCCTTATGCACACTAACATAAACA 6 120 1 23 240 25 58,632 58,758 38,200 28,300 10,610,711 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 13 3 141 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT TGAACACACACATGCACACAC 3 31 7 20 147 21 60,322 59,868 52,400 38,200 1,453,636 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 15 3 140 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT GAACACACACATGCACACACA 3 30 7 20 146 21 60,322 59,868 52,400 37,200 1,453,636 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr598_2 2 30 66 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGNO 0 0 16 3 138 ATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtg ATGTGCCTATGTGTGTGCGT ACACACACATGCACACACAG 3 29 7 20 144 20 60,322 59,266 52,400 36,600 1,055,873 G 240 ATACGTATGTGCCTAtgtgtgtgCGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTgagagaGGgagagagagagagaAagagagagACAGTTTGTGCGAGCGTCATTGCATGTTTCtgtgtgtgCAtgtgtgtgTTCATATGAGTGTGCATAAGAAGAGATAAGGTAGTGTTTTAGTGTAATTGCGTCGGCATGCATATGAGCAGCTGTTTATGTTAGTGTGCATAAGGGT

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 1 1 4 44 173 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC GAAGCGCTCTCTCATCCTCC 44 57 75 20 247 20 60,467 59,968 41,600 43,000 0.499284 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 44 180 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC ACACAGTGAAGCGCTCTCTC 44 64 75 20 254 20 60,467 60,039 41,600 32,000 0.506000 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 44 193 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC GGCAGACGGACATACACAGT 44 77 75 20 267 20 60,467 59,753 41,600 35,500 0.713925 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 44 198 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC GCAGAGGCAGACGGACATAC 44 82 75 20 272 20 60,467 60,529 41,600 23,900 0.995974 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 6 135 CAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgCAGCTCAAAGCAGCACTCCA GAAGCGCTCTCTCATCCTCC 6 57 113 20 247 20 60,888 59,968 38,600 43,000 0.919829 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 6 155 CAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgCAGCTCAAAGCAGCACTCCA GGCAGACGGACATACACAGT 6 77 113 20 267 20 60,888 59,753 38,600 35,500 1,134,471 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 5 134 AGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgt AGCTCAAAGCAGCACTCCAG GAAGCGCTCTCTCATCCTCC 5 57 114 20 247 20 60,606 59,968 38,600 43,000 0.637853 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 5 154 AGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgt AGCTCAAAGCAGCACTCCAG GGCAGACGGACATACACAGT 5 77 114 20 267 20 60,606 59,753 38,600 35,500 0.852494 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 4 5 159 AGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgt AGCTCAAAGCAGCACTCCAG GCAGAGGCAGACGGACATAC 5 82 114 20 272 20 60,606 60,529 38,600 23,900 1,134,543 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 6 44 179 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC CACAGTGAAGCGCTCTCTCA 44 63 75 20 253 20 60,467 60,039 41,600 32,700 0.506091 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 6 44 195 TCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAA TCCCTCAGTTGGCAAACACC GAGGCAGACGGACATACACA 44 79 75 20 269 20 60,467 59,469 41,600 37,200 0.998034 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 6 4 133 GCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtGCTCAAAGCAGCACTCCAGT GAAGCGCTCTCTCATCCTCC 4 57 115 20 247 20 60,888 59,968 40,000 43,000 0.920279 F 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 8 70 243 AGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCC AGACTAGAGTTTCTAAAGAAGTTTGCC ATAGACACAGATGCAGAGGC 70 94 42 27 284 20 59,342 57,093 45,200 47,000 10,564,859 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 8 69 241 ACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCACTAGAGTTTCTAAAGAAGTTTGCCT ATAGACACAGATGCAGAGGC 69 94 44 26 284 20 58,490 57,093 47,500 47,000 10,417,098 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 8 69 242 GACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCC GACTAGAGTTTCTAAAGAAGTTTGCCT ATAGACACAGATGCAGAGGC 69 94 43 27 284 20 59,342 57,093 47,500 47,000 10,564,859 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 9 6 112 CAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgCAGCTCAAAGCAGCACTCCA ATACACTCTCACATCAACGCA 6 33 113 20 224 21 60,888 57,407 38,600 52,400 4,480,734 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 9 5 111 AGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgt AGCTCAAAGCAGCACTCCAG ATACACTCTCACATCAACGCA 5 33 114 20 224 21 60,606 57,407 38,600 52,400 4,198,758 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr652_3 3 139 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_139_170 0 0 9 4 110 GCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtGCTCAAAGCAGCACTCCAGT ATACACTCTCACATCAACGCA 4 33 115 20 224 21 60,888 57,407 40,000 52,400 4,481,184 B 311 TCCACACCaaaaaaaaaaTTAGTTAATTATAAATTAACTTAAGACTAGAGTTTCTAAAGAAGTTTGCCTTAATTTCCCTCAGTTGGCAAACACCAACTTAAGAACTCTAATGCAGCTCAAAGCAGCACTCCAGTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGTATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTG

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 1 1 Dec‐25 9 241 ATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtct ATCTCCCTCTCTCTGTCTGTGT TGCCACCAATATCTCTGCCC 9 104 38 22 278 20 59,688 59,817 37,200 53,600 2,495,033 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 Dec‐75 10 240 TCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctct TCTCCCTCTCTCTGTCTGTG TGCCACCAATATCTCTGCCC 10 104 39 20 278 20 57,494 59,817 36,600 53,600 2,689,141 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 7 167 TCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctcTCCCTCTCTCTGTCTGTGTGT CGAAACATCCGTCCTCCGAA 7 33 41 21 207 20 59,854 60,109 37,200 43,000 1,254,936 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 7 169 TCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctcTCCCTCTCTCTGTCTGTGTGT ATCGAAACATCCGTCCTCCG 7 35 41 21 209 20 59,854 59,898 37,200 46,300 1,248,426 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 7 226 TCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctcTCCCTCTCTCTGTCTGTGTGT CTCTGCCCTCCTAATGACCG 7 92 41 21 266 20 59,854 59,609 37,200 47,900 1,536,804 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 7 237 TCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctcTCCCTCTCTCTGTCTGTGTGT GCCACCAATATCTCTGCCCT 7 103 41 21 277 20 59,854 59,524 37,200 51,900 1,621,851 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 7 238 TCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctcTCCCTCTCTCTGTCTGTGTGT TGCCACCAATATCTCTGCCC 7 104 41 21 278 20 59,854 59,817 37,200 53,600 1,329,436 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13 6 168 CCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctct CCCTCTCTCTGTCTGTGTGTC ATCGAAACATCCGTCCTCCG 6 35 42 21 209 20 59,456 59,898 36,700 46,300 1,646,283 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr658_2 2 69 86 16 3 AG TCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 13.25 9 240 TCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctct TCTCCCTCTCTCTGTCTGTGT TGCCACCAATATCTCTGCCC 9 104 39 21 278 20 59,292 59,817 37,200 53,600 1,891,480 G 287 TGTCTTGctctctctctAtctctctctcTATCAATCTATCTCCctctctctGTCtgtgtgTCTGTCTGtctctctcTTtctctctctctctctctctctctctctctctcTNNCTNtctctctctctcNNNGTTCTCTTTGCctctctctctctCAATCAATGATGTACAATAAAATTGCAGAGATATTCGGAGGACGGATGTTTCGATACAATCATTGAGGGGCAGCCATGAAATATTGGAAGTCCGGTCATTAGGAGGGCAGAGATATTGGTGGCATATGttttt

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 1 1 3 85 269 CGTGTGAGAGCGGTAGGTTTCATGATAATTTAGAC CGTGTGAGAGCGGTAGGTTT TGGCTTGAATGACTTTGTGCA 85 105 6 20 274 21 60,039 58,970 32,700 45,700 2,068,898 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 3 85 269 CGTGTGAGAGCGGTAGGTTTCATGATAATTTAGAC CGTGTGAGAGCGGTAGGTTT TGGCTTGAATGACTTTGTGCAA 85 104 6 20 274 22 60,039 59,570 32,700 40,800 2,468,498 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 3 39 200 GTGTGAGAGCGGTAGGTTTCATGATAATTTAGACC GTGTGAGAGCGGTAGGTTTCA CTGCCTCTGTAGCCGCTTT 83 39 7 21 206 19 59,999 60,079 26,900 35,100 2,079,354 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 3 39 201 CGTGTGAGAGCGGTAGGTTTCATGATAATTTAGAC CGTGTGAGAGCGGTAGGTTT CTGCCTCTGTAGCCGCTTT 85 39 6 20 206 19 60,039 60,079 32,700 35,100 1,117,374 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 4 88 272 AAACGTGTGAGAGCGGTAGGTTTCATGATAATTTA AAACGTGTGAGAGCGGTAGG TGGCTTGAATGACTTTGTGCA 88 105 3 20 274 21 60,039 58,970 31,800 45,700 2,068,898 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 4 39 158 ACATCCTAACCCATCAGAACAAAATTGTGCCTTTAA ACATCCTAACCCATCAGAACAA CTGCCTCTGTAGCCGCTTT 40 39 49 22 206 19 57,073 60,079 28,300 35,100 6,006,115 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 4 39 204 AAACGTGTGAGAGCGGTAGGTTTCATGATAATTTA AAACGTGTGAGAGCGGTAGG CTGCCTCTGTAGCCGCTTT 88 39 3 20 206 19 60,039 60,079 31,800 35,100 1,117,374 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 5 39 158 ACATCCTAACCCATCAGAACAAAATTGTGCCTTTAA ACATCCTAACCCATCAGAACAAA CTGCCTCTGTAGCCGCTTT 39 39 49 23 206 19 57,745 60,079 28,300 35,100 6,334,245 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 5 39 162 ACATACATCCTAACCCATCAGAACAAAATTGTGCCT ACATACATCCTAACCCATCAGAACA CTGCCTCTGTAGCCGCTTT 41 39 45 25 206 19 59,572 60,079 31,800 35,100 6,507,305 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 5 6 128 CCTTTAACTGTAAATATAAGGCAGTGttttttCctctctc CCTTTAACTGTAAATATAAGGCAGTGT TGCCTCTGTAGCCGCTTT 6 39 78 27 205 18 57,826 58,931 35,500 35,100 12,243,047 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 5 6 129 CCTTTAACTGTAAATATAAGGCAGTGttttttCctctctc CCTTTAACTGTAAATATAAGGCAGTGT CTGCCTCTGTAGCCGCTT 6 40 78 27 206 18 57,826 59,419 35,500 46,800 11,755,520 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr660_3 3 111 38 16 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTC CT_111_142 0 0 5 6 129 CCTTTAACTGTAAATATAAGGCAGTGttttttCctctctc CCTTTAACTGTAAATATAAGGCAGTGT CTGCCTCTGTAGCCGCTTT 6 39 78 27 206 19 57,826 60,079 35,500 35,100 10,253,014 F 277 TTAAACGTGTGAGAGCGGTAGGTTTCATGATAATTTAGACCATAACATACATCCTAACCCATCAGAACAAAATTGTGCCTTTAACTGTAAATATAAGGCAGTGttttttCctctctctctctctctctctctctctctctcttctctcATTTGTTGTAATGTATTCTTTAAtttttGCCTTTTATGAAAAGCGGCTACAGAGGCAGCTGAAAACCAAGAATAGTACAACCAAGAGACCTCTATGAAGTAGTCTTGCACAAAGTCATTCAAGCCATTG

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 1 1 3‐May 23 133 GCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgC GCTTCACTGCTCACACTGCT AGCTGCAGACACATTCCAGA 23 38 123 20 255 20 60,884 59,311 42,400 38,600 1,572,869 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 53 246 GCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGCTGAGGTAAAGGCGTCTGT GTGACATCTGGAGCCAGCTG 121 53 25 20 270 20 60,037 60,744 34,100 42,400 0.780934 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 53 247 AGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCT AGCTGAGGTAAAGGCGTCTG GTGACATCTGGAGCCAGCTG 122 53 24 20 270 20 59,752 60,744 35,100 42,400 0.991437 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 40 233 GCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGCTGAGGTAAAGGCGTCTGT CCAGCTGCAGACACATTCCA 121 40 25 20 257 20 60,037 60,607 34,100 35,300 0.644449 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 40 240 AACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAAC AACGCCAGCTGAGGTAAAGG CCAGCTGCAGACACATTCCA 128 40 18 20 257 20 60,322 60,607 31,100 35,300 0.928869 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 40 248 acaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTACAGTGTAAACGCCAGCTGA CCAGCTGCAGACACATTCCA 136 40 10 20 257 20 59,894 60,607 42,600 35,300 0.713180 F 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 40 253 ACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTACCACACAGTGTAAACGCCA CCAGCTGCAGACACATTCCA 141 40 5 20 257 20 60,108 60,607 56,900 35,300 0.714822 F 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 38 231 GCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGCTGAGGTAAAGGCGTCTGT AGCTGCAGACACATTCCAGA 121 38 25 20 255 20 60,037 59,311 34,100 38,600 0.726287 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 37 230 GCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGCTGAGGTAAAGGCGTCTGT GCTGCAGACACATTCCAGAC 121 37 25 20 254 20 60,037 59,199 34,100 35,100 0.838484 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 23 132 GCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgC GCTTCACTGCTCACACTGCT GCTGCAGACACATTCCAGAC 23 37 123 20 254 20 60,884 59,199 42,400 35,100 1,685,066 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 23 135 GCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgC GCTTCACTGCTCACACTGCT CCAGCTGCAGACACATTCCA 23 40 123 20 257 20 60,884 60,607 42,400 35,300 1,491,031 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 23 148 GCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgC GCTTCACTGCTCACACTGCT GTGACATCTGGAGCCAGCTG 23 53 123 20 270 20 60,884 60,744 42,400 42,400 1,627,515 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 5‐May 25 150 ATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgt ATGCTTCACTGCTCACACTG GTGACATCTGGAGCCAGCTG 25 53 121 20 270 20 58,480 60,744 36,600 42,400 2,264,195 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 5‐May 24 149 TGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtg TGCTTCACTGCTCACACTGC GTGACATCTGGAGCCAGCTG 24 53 122 20 270 20 61,162 60,744 44,000 42,400 1,905,882 B 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr671_2 2 166 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 40 251 cacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCT CACACAGTGTAAACGCCAGC CCAGCTGCAGACACATTCCA 139 40 7 20 257 20 60,041 60,607 48,500 35,300 0.648528 F 278 CAAAACcacacaGTGTAAACGCCAGCTGAGGTAAAGGCGTCTGTTGTTAAACACTGCTCAGATGCTGATGTGACTGCAACATTGTTAGTCTAACCATCCTCNGAGTGCANAGTGAAATAAATGCTTCACTGCTCACACTGCTATCTGTCACCTtgtgtgCGCGNNcacacacacacacacacacacacacacacacaAAAAGTTGTTTAGACAATGGAAGGAATGACTACACTTGTCTGGAATGTGTCTGCAGCTGGCTCCAGATGTCACCATGGCAA

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 1 1 3 48 190 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGA GCTTCTAATGGCGGACCTGT 48 71 32 19 221 20 59,714 60,108 38,600 40,000 1,393,604 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 3 47 178 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC GGACCTGTCACCCAGCATTC 47 59 32 20 209 20 61,004 60,678 38,500 26,700 1,682,325 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 3 47 190 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC GCTTCTAATGGCGGACCTGT 47 71 32 20 221 20 61,004 60,108 38,500 40,000 1,111,931 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 3 47 191 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC GGCTTCTAATGGCGGACCTG 47 72 32 20 222 20 61,004 60,816 38,500 40,000 1,819,892 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 3 34 153 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC GGGAGAGAATGTGCCCGATG 47 34 32 20 184 20 61,004 60,534 38,500 38,400 1,538,031 F 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 47 186 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC CTAATGGCGGACCTGTCACC 47 67 32 20 217 20 61,004 60,462 38,500 40,200 1,466,324 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 4 47 187 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC TCTAATGGCGGACCTGTCAC 47 68 32 20 218 20 61,004 59,465 38,500 36,700 1,539,612 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 5 20 125 GCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCGCATGCGCAGGTAGGAGAC GGGAGAGAATGTGCCCGATG 20 34 60 19 184 20 60,885 60,534 33,600 38,400 2,418,680 F 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 10 127 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC CCCAGGGATCTGCGCATG 47 10 32 20 158 18 61,004 60,594 38,500 40,600 3,598,002 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 10 127 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGA CCCAGGGATCTGCGCATG 48 10 32 19 158 18 59,714 60,594 38,600 40,600 3,879,675 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 10 143 TTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGAC TTTCTGACCCACTCGCCGC CCCAGGGATCTGCGCATG 64 10 16 19 158 18 62,877 60,594 65,300 40,600 6,470,314 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 10 143 TTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGAC TTTCTGACCCACTCGCCG CCCAGGGATCTGCGCATG 65 10 16 18 158 18 59,658 60,594 64,600 40,600 4,936,004 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 9 126 CGCGTCTCTTGTCACAGGACAGCACTGCGCATGCG CGCGTCTCTTGTCACAGGAC CCAGGGATCTGCGCATGC 47 9 32 20 157 18 61,004 61,285 38,500 40,600 4,289,492 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 6 9 142 TTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGAC TTTCTGACCCACTCGCCG CCAGGGATCTGCGCATGC 65 9 16 18 157 18 59,658 61,285 64,600 40,600 5,627,495 A 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 Aug‐75 1 105 GCAATGCGCATGTGCCAACcacacacacacacacacaca GCAATGCGCATGTGCCAA GGGAGAGAATGTGCCCGATG 1 34 80 18 184 20 60,433 60,534 45,200 38,400 2,966,555 F 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 Aug‐75 1 130 GCAATGCGCATGTGCCAACcacacacacacacacacaca GCAATGCGCATGTGCCAA GGACCTGTCACCCAGCATTC 1 59 80 18 209 20 60,433 60,678 45,200 26,700 3,110,849 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 Aug‐75 1 138 GCAATGCGCATGTGCCAACcacacacacacacacacaca GCAATGCGCATGTGCCAA CTAATGGCGGACCTGTCACC 1 67 80 18 217 20 60,433 60,462 45,200 40,200 2,894,847 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr698_2 2 99 32 16 1 AC CACACACACACACACACACACACACACACACA NO 0 0 Aug‐75 1 139 GCAATGCGCATGTGCCAACcacacacacacacacacaca GCAATGCGCATGTGCCAA TCTAATGGCGGACCTGTCAC 1 68 80 18 218 20 60,433 59,465 45,200 36,700 2,968,135 B 232 TGCTTCCGTCGCCATTTTCTGACCCACTCGCCGCGTCTCTTGTCACAGGACAGCACTGCGCATGCGCAGGTAGGAGACCGCAATGCGCATGTGCCAACcacacacacacacacacacacacacacacacaCCGCANCGCGCATGCGCAGATCCCTGGGGATCTGCATCGGGCACATtctctcCCGNTGNGAATGCTGGGTGACAGGTCCGCCATTAGAAGCCGATACTGTTG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 1 1 2 52 184 TGTCCTCTCATACTATCACTGACTCTTCTTGAGATTA TGTCCTCTCATACTATCACTGACT GTGCGGATGTAGAGTTCGGA 56 52 36 24 219 20 57,993 59,545 34,100 45,500 6,462,085 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 2 50 182 TGTCCTCTCATACTATCACTGACTCTTCTTGAGATTA TGTCCTCTCATACTATCACTGACT GCGGATGTAGAGTTCGGACA 56 50 36 24 217 20 57,993 59,545 34,100 40,200 6,462,085 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 2 11 136 ACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtata ACACTGGTATCTTCTCTAGATGC GCGGATGTAGAGTTCGGACA 11 50 82 23 217 20 57,217 59,545 39,100 40,200 6,237,493 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 2 11 138 ACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtata ACACTGGTATCTTCTCTAGATGC GTGCGGATGTAGAGTTCGGA 11 52 82 23 219 20 57,217 59,545 39,100 45,500 6,237,493 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 53 185 TGTCCTCTCATACTATCACTGACTCTTCTTGAGATTA TGTCCTCTCATACTATCACTGACT TGTGCGGATGTAGAGTTCGG 56 53 36 24 220 20 57,993 59,827 34,100 43,000 6,180,062 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 53 185 TGTCCTCTCATACTATCACTGACTCTTCTTGAGATTA TGTCCTCTCATACTATCACTGACTC TGTGCGGATGTAGAGTTCGG 55 53 36 25 220 20 58,941 59,827 33,600 43,000 6,231,411 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 53 187 TCTGTCCTCTCATACTATCACTGACTCTTCTTGAGAT TCTGTCCTCTCATACTATCACTGAC TGTGCGGATGTAGAGTTCGG 57 53 34 25 220 20 58,941 59,827 35,100 43,000 6,231,411 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 53 194 TGGTTTATCTGTCCTCTCATACTATCACTGACTCTTC TGGTTTATCTGTCCTCTCATACTATCA TGTGCGGATGTAGAGTTCGG 62 53 27 27 220 20 58,995 59,827 21,500 43,000 8,177,379 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 52 193 TGGTTTATCTGTCCTCTCATACTATCACTGACTCTTC TGGTTTATCTGTCCTCTCATACTATCA GTGCGGATGTAGAGTTCGGA 62 52 27 27 219 20 58,995 59,545 21,500 45,500 8,459,402 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 50 191 TGGTTTATCTGTCCTCTCATACTATCACTGACTCTTC TGGTTTATCTGTCCTCTCATACTATCA GCGGATGTAGAGTTCGGACA 62 50 27 27 217 20 58,995 59,545 21,500 40,200 8,459,402 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 11 139 ACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtata ACACTGGTATCTTCTCTAGATGC TGTGCGGATGTAGAGTTCGG 11 53 82 23 220 20 57,217 59,827 39,100 43,000 5,955,470 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 3 2 130 TCTTCTCTAGATGCCCATTCTTTTCtatatatatatatata TCTTCTCTAGATGCCCATTCTTT TGTGCGGATGTAGAGTTCGG 2 53 91 23 220 20 57,035 59,827 25,200 43,000 6,137,610 F 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 4 51 183 TGTCCTCTCATACTATCACTGACTCTTCTTGAGATTA TGTCCTCTCATACTATCACTGACT TGCGGATGTAGAGTTCGGAC 56 51 36 24 218 20 57,993 59,545 34,100 47,900 6,462,085 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 4 51 192 TGGTTTATCTGTCCTCTCATACTATCACTGACTCTTC TGGTTTATCTGTCCTCTCATACTATCA TGCGGATGTAGAGTTCGGAC 62 51 27 27 218 20 58,995 59,545 21,500 47,900 8,459,402 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr711_2 2 116 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 4 11 137 ACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtata ACACTGGTATCTTCTCTAGATGC TGCGGATGTAGAGTTCGGAC 11 51 82 23 218 20 57,217 59,545 39,100 47,900 6,237,493 A 238 ATAGTAATATGTATAGtttttttttATGGTTTATCTGTCCTCTCATACTATCACTGACTCTTCTTGAGATTAGTTCAACTAACACTGGTATCTTCTCTAGATGCCCATTCTTTTCtatatatatatatatatatatatatatatataCACATACAGATAATGCATATTAATAGGTTATTTGAAGTGAAACCTTAGTCTGTCCGAACTCTACATCCGCACaaaaaaTTTCCAGATGGGG

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 1 1 11 20 131 CAGTGTCCAGTGGCGTACCANAGGGATCTATGCTG CAGTGTCCAGTGGCGTACC TCTCAGTTTCTATTAACCTAGTCATCT 33 20 108 19 238 27 60,374 57,298 33,400 29,000 11,076,505 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 132 CCAGTGTCCAGTGGCGTACCANAGGGATCTATGCT CCAGTGTCCAGTGGCGTAC TCTCAGTTTCTATTAACCTAGTCATCT 34 20 107 19 238 27 60,374 57,298 36,700 29,000 11,076,505 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 168 AGGATGATGACAGAAGGATGCTTTAGTTACTGGAAAGGATGATGACAGAAGGATGCT TCTCAGTTTCTATTAACCTAGTCATCT 67 20 71 22 238 27 58,953 57,298 37,900 29,000 12,749,369 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 169 GAGGATGATGACAGAAGGATGCTTTAGTTACTGGAGAGGATGATGACAGAAGGATGCT TCTCAGTTTCTATTAACCTAGTCATCT 67 20 70 23 238 27 59,929 57,298 37,900 29,000 12,773,565 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 170 AGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAGAGGATGATGACAGAAGGATGC TCTCAGTTTCTATTAACCTAGTCATCT 68 20 69 23 238 27 59,929 57,298 39,100 29,000 12,773,565 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 219 CTGAGGCAGGGCAGAATATAATTCTAAAATTGGCT CTGAGGCAGGGCAGAATATAA TCTCAGTTTCTATTAACCTAGTCATCT 119 20 20 21 238 27 57,223 57,298 0.9800 29,000 13,479,360 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 219 CTGAGGCAGGGCAGAATATAATTCTAAAATTGGCT CTGAGGCAGGGCAGAATATAAT TCTCAGTTTCTATTAACCTAGTCATCT 118 20 20 22 238 27 57,702 57,298 12,800 29,000 14,000,356 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 221 aaCTGAGGCAGGGCAGAATATAATTCTAAAATTGG AACTGAGGCAGGGCAGAATA TCTCAGTTTCTATTAACCTAGTCATCT 122 20 18 20 238 27 58,711 57,298 17,500 29,000 10,991,414 F 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 11 20 222 aaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGAAACTGAGGCAGGGCAGAAT TCTCAGTTTCTATTAACCTAGTCATCT 123 20 17 20 238 27 59,593 57,298 24,000 29,000 10,109,392 F 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 12 21 132 CAGTGTCCAGTGGCGTACCANAGGGATCTATGCTG CAGTGTCCAGTGGCGTACC GTCTCAGTTTCTATTAACCTAGTCATC 33 21 108 19 239 27 60,374 57,261 33,400 29,200 11,113,084 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 12 21 220 CTGAGGCAGGGCAGAATATAATTCTAAAATTGGCT CTGAGGCAGGGCAGAATATAA GTCTCAGTTTCTATTAACCTAGTCATC 119 21 20 21 239 27 57,223 57,261 0.9800 29,200 13,515,939 B 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr712_2 2 160 32 16 1 AT TATATATATATATATATATATATATATATATA NO 0 0 12 21 223 aaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGAAACTGAGGCAGGGCAGAAT GTCTCAGTTTCTATTAACCTAGTCATC 123 21 17 20 239 27 59,593 57,261 24,000 29,200 10,145,971 F 239 GGGTCTAGATTGATaaaaaCTGAGGCAGGGCAGAATATAATTCTAAAATTGGCTTTGTTGTNGGAGACAGAGGATGATGACAGAAGGATGCTTTAGTTACTGGAAGCCAGTGTCCAGTGGCGTACCANAGGGATCTATGCTGGNTCCNCTGTTATTTGTtatatatatatatatatatatatatatatataTNNatatatatAAATGACATAGATGACTAGGTTAATAGAAACTGAGAC

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 1 1 3 32 290 TTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGC TTCAGTGAGGTAGCCTGATGG ATTCCACTCTATTCAGCATTTACTAAA 178 32 9 21 298 27 59,166 57,094 35,100 18,500 11,739,343 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 125 ATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAG ATCTGAATCAGTGCCCTGCC AGGCATATTCCACGTGCTCT 44 9 144 20 268 20 60,107 59,167 48,500 40,900 0.940106 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 176 GCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGCGTACTGGGACACCTGAAT AGGCATATTCCACGTGCTCT 95 9 93 20 268 20 59,751 59,167 25,700 40,900 1,082,686 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 234 CTGGGAAGCAATGGAGGAGGTACTCAGGCATGGT CTGGGAAGCAATGGAGGAGG AGGCATATTCCACGTGCTCT 153 9 35 20 268 20 60,107 59,167 43,000 40,900 0.940106 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 258 CAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAACAGTGAGGTAGCCTGATGGT AGGCATATTCCACGTGCTCT 177 9 11 20 268 20 58,801 59,167 35,500 40,900 2,032,000 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 259 TCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCA TCAGTGAGGTAGCCTGATGGT AGGCATATTCCACGTGCTCT 177 9 10 21 268 20 60,273 59,167 35,500 40,900 2,106,555 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 4 9 259 TCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCA TCAGTGAGGTAGCCTGATGG AGGCATATTCCACGTGCTCT 178 9 10 20 268 20 58,511 59,167 35,100 40,900 2,322,769 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 9 128 GGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTGGCATCTGAATCAGTGCCCT AGGCATATTCCACGTGCTCT 47 9 141 20 268 20 60,107 59,167 51,900 40,900 0.940106 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 9 130 TGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTGGGCATCTGAATCAGTGCC AGGCATATTCCACGTGCTCT 49 9 139 20 268 20 60,395 59,167 50,100 40,900 1,228,049 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 9 142 TGGTGATGACACTGGGCATCTGAATCAGTGCCCTG TGGTGATGACACTGGGCATC AGGCATATTCCACGTGCTCT 61 9 127 20 268 20 60,035 59,167 39,100 40,900 0.868439 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 9 143 CTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCTGGTGATGACACTGGGCAT AGGCATATTCCACGTGCTCT 62 9 126 20 268 20 60,035 59,167 44,000 40,900 0.868054 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 9 216 GGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGGGTACTCAGGCATGGTCTCG AGGCATATTCCACGTGCTCT 135 9 53 20 268 20 59,897 59,167 40,400 40,900 0.936495 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 6 8 216 GGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGGGTACTCAGGCATGGTCTCG AGGCATATTCCACGTGCTCTT 135 8 53 20 268 21 59,897 59,790 40,400 28,500 1,313,686 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 7 49 293 CCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACCTGATGGTTAATCTGGGAAGCA AATGCACAATTAGAATATTCCACTCT 163 49 22 23 314 26 60,372 57,242 39,100 32,400 12,129,900 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr716_3 3 208 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 8 49 293 CCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACCTGATGGTTAATCTGGGAAGC AATGCACAATTAGAATATTCCACTCT 164 49 22 22 314 26 58,782 57,242 38,600 32,400 11,975,609 F 322 TTTTCTATTTCAGTGAGGTAGCCTGATGGTTAATCTGGGAAGCAATGGAGGAGGTACTCAGGCATGGTCTCGAGGACCGCTAGGCTGTGTCTGCGTACTGGGACACCTGAATGAGAGGGTTGGGCCTGGTGATGACACTGGGCATCTGAATCAGTGCCCTGCCCTGGCACTAACTTTAGTCACCATGACAAGCACaaaaaaaaaTAAacacacacacacacacacacacacacacacacATATACTCAAGAGCACGTGGAATATGCCTAATTTTAGTAAATGCTGAATAGAGTGGAATATTCTAATTGTGCATTAGTGTGAT

cons_gr754_2 2 155 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 11 7 94 TTCCTGCTCTATTGGCACACTAGACCTAtctctctctctc TTCCTGCTCTATTGGCACACT TGGGCAGATAGAGAAGGAATGTG 7 11 127 21 220 23 59,370 59,865 35,500 32,100 4,765,718 A 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 155 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 7 93 TCCTGCTCTATTGGCACACTAGACCTAtctctctctctct TCCTGCTCTATTGGCACACT TGGGCAGATAGAGAAGGAATGTG 7 11 128 20 220 23 58,721 59,865 35,500 32,100 4,414,845 A 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 155 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 7 93 TCCTGCTCTATTGGCACACTAGACCTAtctctctctctct TCCTGCTCTATTGGCACACT TGGGCAGATAGAGAAGGAATGT 7 12 128 20 220 22 58,721 58,612 35,500 27,100 4,667,458 A 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 1 11 11 181 CACACTGGTTTCctctctCCCTCAAAATTATAAATTAA CACACTGGTTTCCTCTCTCCC TGGGCAGATAGAGAAGGAATGTG 33 11 40 21 220 23 59,997 59,865 43,000 32,100 4,137,893 G 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 0 11 11 193 CCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAACCGCTTCTATTTGCACACTGG GGGCAGATAGAGAAGGAATGTG 46 11 27 21 219 22 59,869 58,262 40,000 32,100 4,868,976 D 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 0 11 11 194 CCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAACCGCTTCTATTTGCACACTGG TGGGCAGATAGAGAAGGAATGTG 46 11 27 21 220 23 59,869 59,865 40,000 32,100 4,266,475 D 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 0 12 12 194 CCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAACCGCTTCTATTTGCACACTGG TGGGCAGATAGAGAAGGAATGT 46 12 27 21 220 22 59,869 58,612 40,000 27,100 4,519,088 D 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 0 12 11 183 TGCACACTGGTTTCctctctCCCTCAAAATTATAAATTATGCACACTGGTTTCCTCTCT TGGGCAGATAGAGAAGGAATGTG 36 11 38 20 220 23 58,868 59,865 31,000 32,100 4,266,986 G 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr754_2 2 94 93 16 2 AG GTGTGTTGCTCTCTCTCTANTTTATTAATTAAATTCC NO 0 0 13 11 183 TGCACACTGGTTTCctctctCCCTCAAAATTATAAATTATGCACACTGGTTTCCTCTCTC TGGGCAGATAGAGAAGGAATGTG 35 11 38 21 220 23 59,929 59,865 32,000 32,100 4,206,106 G 220 tctctcGCTAATTTATTAGTTGTAGTCCGCTTCTATTTGCACACTGGTTTCctctctCCCTCAAAATTATAAATTAANTCAtctctcTGCACAgtgtgtTGctctctctctANTTTATTAATTAAATTCCTGCTCTATTGGCACACTAGACCTAtctctctctctctctctctctctctctctctcTAATAATTAANCACATTCCTTCTCTATCTGCCCA

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 1 1 Oct‐75 1 90 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC GTCTCACTCGCTTTATCTGCCT 1 14 56 21 145 22 58,792 60,159 53,400 47,500 4,367,601 A 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Oct‐75 1 91 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC GTCTCACTCGCTTTATCTGCCT 1 14 55 22 145 22 59,779 60,159 53,400 47,500 4,379,763 A 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Nov‐75 1 90 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC TCTCACTCGCTTTATCTGCCT 1 14 55 22 144 21 59,779 58,897 53,400 47,500 4,323,967 A 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Dec‐75 1 99 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC TCACTCTCTGTCTCACTCGC 1 25 56 21 154 20 58,792 58,839 53,400 50,300 3,369,421 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Dec‐75 1 100 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC TCACTCTCTGTCTCACTCGC 1 25 55 22 154 20 59,779 58,839 53,400 50,300 3,381,583 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 14 1 98 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC CACTCTCTGTCTCACTCGCT 1 24 56 21 153 20 58,792 58,836 53,400 49,300 3,372,843 F 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 1 9 1 163 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC ACTCACATCGTGCTAGTCTCA 1 25 56 21 218 21 58,792 58,563 53,400 32,700 4,645,845 D 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 9 1 164 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC AACTCACATCGTGCTAGTCTCA 1 25 56 21 219 22 58,792 59,180 53,400 32,700 5,028,629 D 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 10 1 164 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC ACTCACATCGTGCTAGTCTCA 1 25 55 22 218 21 59,779 58,563 53,400 32,700 4,658,007 D 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 188 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC GGCTCTCTCTGTCTCCCTCT 1 51 56 21 243 20 58,792 59,741 53,400 36,900 2,467,206 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 189 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC GGCTCTCTCTGTCTCCCTCT 1 51 55 22 243 20 59,779 59,741 53,400 36,900 2,479,368 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 189 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC TGGCTCTCTCTGTCTCCCTC 1 52 56 21 244 20 58,792 60,034 53,400 43,000 2,242,032 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 190 AGATATGCAGAGAAAGCGTGCAagagagagagagaga AGATATGCAGAGAAAGCGTGC CTGGCTCTCTCTGTCTCCCT 1 53 56 21 245 20 58,792 60,033 53,400 42,000 2,241,639 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 190 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC TGGCTCTCTCTGTCTCCCTC 1 52 55 22 244 20 59,779 60,034 53,400 43,000 2,254,194 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr771_2 2 78 95 16 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA_163_172 0 0 14 1 191 GAGATATGCAGAGAAAGCGTGCAagagagagagagagGAGATATGCAGAGAAAGCGTGC CTGGCTCTCTCTGTCTCCCT 1 53 55 22 245 20 59,779 60,033 53,400 42,000 2,253,801 G 251 TATAATTagagagagACagagagagagagagTTagagagagATAGTTATAAAATGAGATATGCAGAGAAAGCGTGCAagagagagagagagagagagagagagagagagATAGGATGTGAGGCAGGCAGATAAAGCGAGTGAGACagagagTGATATACNGNgagagagagaAAGAGANTGAGAGGCAGATTGAGAATGAGACTAGCACGATGTGAGTTagagagagGGAGACagagagagCCAGTGTGAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 4 49 229 aaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTA AACGAGTTCCTCAACTGCCC GTTCCGATTGATTGCCGCTC 49 108 11 20 239 20 60,250 59,972 53,600 50,300 0.278448 F 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 46 226 GAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACGAGTTCCTCAACTGCCCAGT GTTCCGATTGATTGCCGCTC 46 108 14 20 239 20 59,602 59,972 40,000 50,300 0.426428 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 45 225 AGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACC AGTTCCTCAACTGCCCAGTG GTTCCGATTGATTGCCGCTC 45 108 15 20 239 20 59,891 59,972 36,600 50,300 0.137452 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 45 247 AGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACC AGTTCCTCAACTGCCCAGTG AATCAGAGCTCCCACCCTCA 45 130 15 20 261 20 59,891 60,253 36,600 38,600 0.362223 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 5 45 257 AGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACC AGTTCCTCAACTGCCCAGTG CCCAGAGCGAAATCAGAGCT 45 140 15 20 271 20 59,891 59,822 36,600 40,900 0.286947 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 45 224 AGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACC AGTTCCTCAACTGCCCAGTG TTCCGATTGATTGCCGCTCT 45 107 15 20 238 20 59,891 60,108 36,600 40,900 0.217045 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 21 189 AGACCTGTATACCTCCCAGCAGTACTGAATTGCAGAAGACCTGTATACCTCCCAGCA GCCGCTCTGAATCTGAAAGC 21 95 38 21 226 20 59,709 59,623 44,100 35,100 1,667,535 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 20 188 GACCTGTATACCTCCCAGCAGTACTGAATTGCAGACGACCTGTATACCTCCCAGCAG GCCGCTCTGAATCTGAAAGC 20 95 39 21 226 20 59,311 59,623 42,400 35,100 2,065,775 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 6 19 187 ACCTGTATACCTCCCAGCAGTACTGAATTGCAGACT ACCTGTATACCTCCCAGCAGT GCCGCTCTGAATCTGAAAGC 19 95 40 21 226 20 59,992 59,623 44,000 35,100 1,384,951 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 49 256 aaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTA AACGAGTTCCTCAACTGCCC AGCGAAATCAGAGCTCCCAC 49 135 11 20 266 20 60,250 60,108 53,600 46,100 0.358283 F 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr774_2 2 80 32 16 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 7 45 252 AGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACC AGTTCCTCAACTGCCCAGTG AGCGAAATCAGAGCTCCCAC 45 135 15 20 266 20 59,891 60,108 36,600 46,100 0.217287 A 287 TGAAAAGaaaaaCGAGTTCCTCAACTGCCCAGTGGCTAGACCTGTATACCTCCCAGCAGTACTGAATTGCAGACTGAAAtctctctctctctctctctctctctctctctcTTCCCAAGNTCGNGCAGCCNCGTGTNGATGGCATCCTGCAAGNTNGAGATNTNAGCTCGCTGCCCANGCTAAATGCCANTNGCATAGGTCANTCAGCTTTCAGATTCAGAGCGGCAATCAATCGGAACACTGAGGGTGGGAGCTCTGATTTCGCTCTGGGGTGGGGTTTATGGAAT

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 1 1 2 6 130 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT CTGAAGTTACATAAGACATGCATTGT 6 14 21 23 150 26 57,350 58,244 30,100 27,100 13,405,373 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 2 6 194 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT CCTACTGAGGTAGTGCAGGG 6 84 21 23 214 20 57,350 58,885 30,100 44,500 6,765,248 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 2 6 194 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT CCTACTGAGGTAGTGCAGGGT 6 83 21 23 214 21 57,350 60,620 30,100 43,400 7,269,759 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 2 5 194 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATTT CCTACTGAGGTAGTGCAGGG 5 84 21 24 214 20 57,971 58,885 21,700 44,500 7,144,813 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 3 6 129 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT TGAAGTTACATAAGACATGCATTGT 6 14 21 23 149 25 57,350 57,314 30,100 27,100 13,336,220 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 3 6 131 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT ACTGAAGTTACATAAGACATGCATTGT 6 14 21 23 151 27 57,350 59,608 30,100 27,100 13,041,336 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 3 6 166 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT GGGCCCTGTATAGATCTGTGA 6 55 21 23 186 21 57,350 58,390 30,100 35,800 8,259,529 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 3 6 186 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATT GGTAGTGCAGGGTAATACTGGG 6 74 21 23 206 22 57,350 59,896 30,100 44,500 7,754,062 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr77_2 2 50 61 16 1.5 AC ACACACACACACACACACNCACACACATGCACACA AC_50_67 0 0 3 5 186 CTTGCTTGTTCCTGTATTGGATTTATATTacacacacacCTTGCTTGTTCCTGTATTGGATTT GGTAGTGCAGGGTAATACTGGG 5 74 21 24 206 22 57,971 59,896 21,700 44,500 8,133,627 B 214 ATGACCATGCTGATATGTCNCTTGCTTGTTCCTGTATTGGATTTATATTacacacacacacacacacNcacacacaTGcacacacacacacacacacacacacacacacaAACACATCTATGCAACAATGCATGTCTTATGTAACTTCAGTTATCAATGTATTGTTCACAGATCTATACAGGGCCCCAGTATTACCCTGCACTACCTCAGTAGG

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 1 1 4 57 253 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGCCTGGCACTTGTATCACCCA GAACGCGTCCCGAATCTAGT 124 57 1 20 253 20 59,672 59,900 45,100 25,700 0.428071 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 57 205 gtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGGTGTACATCCTGGCCTGTCC GAACGCGTCCCGAATCTAGT 76 57 49 20 253 20 60,108 59,900 40,200 25,700 0.207801 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 57 207 gtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTGTGTACATCCTGGCCTGT GAACGCGTCCCGAATCTAGT 78 57 47 20 253 20 59,675 59,900 40,000 25,700 0.425089 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 57 221 GGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCC GGAGGTACTGCCAAGTGTGT GAACGCGTCCCGAATCTAGT 92 57 33 20 253 20 59,603 59,900 37,200 25,700 0.496957 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 57 251 TGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTTGGCACTTGTATCACCCACC GAACGCGTCCCGAATCTAGT 122 57 3 20 253 20 59,962 59,900 46,100 25,700 0.137736 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 55 249 TGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTTGGCACTTGTATCACCCACC ACGCGTCCCGAATCTAGTTT 122 55 3 20 251 20 59,962 59,471 46,100 26,600 0.566968 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 2 129 gggAGGCTGAGGGAGGTGGGgagagagagagagagag GGGAGGCTGAGGGAGGTG GAACGCGTCCCGAATCTAGT 2 57 125 18 253 20 61,087 59,900 40,000 25,700 3,186,746 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 1 128 ggAGGCTGAGGGAGGTGGGgagagagagagagagaga GGAGGCTGAGGGAGGTGG GAACGCGTCCCGAATCTAGT 1 57 126 18 253 20 61,087 59,900 46,100 25,700 3,186,746 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 6 0 127 gAGGCTGAGGGAGGTGGGgagagagagagagagagag GAGGCTGAGGGAGGTGGG GAACGCGTCCCGAATCTAGT 0 57 127 18 253 20 61,087 59,900 46,100 25,700 3,186,746 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 7 92 290 GGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCC GGAGGTACTGCCAAGTGTGT CTGGATCGGCAGTGGGATC 92 127 33 20 322 19 59,603 59,930 37,200 33,600 1,467,256 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 7 91 290 GGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCC GGAGGTACTGCCAAGTGTGTA CTGGATCGGCAGTGGGATC 91 127 33 21 322 19 59,378 59,930 29,000 33,600 2,692,259 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 7 20 146 CTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGCTCAAGGCTGAGGTGCAGG ACGCGTCCCGAATCTAGTTT 20 55 106 19 251 20 60,377 59,471 48,500 26,600 1,906,320 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 7 20 147 CTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGCTCAAGGCTGAGGTGCAGG AACGCGTCCCGAATCTAGTT 20 56 106 19 252 20 60,377 59,471 48,500 22,400 1,906,320 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 7 20 148 CTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGCTCAAGGCTGAGGTGCAGG GAACGCGTCCCGAATCTAGT 20 57 106 19 253 20 60,377 59,900 48,500 25,700 1,477,089 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr789_3 3 145 32 16 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA NO 0 0 8 92 290 GGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCC GGAGGTACTGCCAAGTGTGT CTGGATCGGCAGTGGGATCG 92 126 33 20 322 20 59,603 62,706 37,200 36,900 3,102,745 F 324 CCTGGCACTTGTATCACCCACCCCATCCTTGGGGAGGTACTGCCAAgtgtgtACATCCTGGCCTGTCCCTCGCTCGGGGTCTGTGTCTGGGGCACTGGGTTTACCCTCAAGGCTGAGGTGCAgggggAGGCTGAGGGAGGTGGGgagagagagagagagagagagagagagagagaCACACGGAGCGAAAAGGGCGATGGAGGAGCGGCGGAGTTGGGTGGCGGGGAGGGGAAACTAGATTCGGGACGCGTTCGGTGgctgctgctGTCTCGTCAGcacacaCCGCCACCCAcccccGCTGCCGATCCCACTGCCGATCCAGCC

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 1 1 Feb‐75 86 289 GGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGACT AACTGCTTGCAGTCCCTGAA 86 130 79 21 367 20 60,066 59,817 32,400 30,200 1,249,055 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Feb‐75 86 290 GGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGACT AAACTGCTTGCAGTCCCTGA 86 131 79 21 368 20 60,066 59,817 32,400 38,600 1,249,055 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 3 91 294 AGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTT AGGAAGGATCTGGAAAGCAGC AACTGCTTGCAGTCCCTGAA 91 130 74 21 367 20 60,065 59,817 52,500 30,200 1,248,324 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 3 91 295 AGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTT AGGAAGGATCTGGAAAGCAGC AAACTGCTTGCAGTCCCTGA 91 131 74 21 368 20 60,065 59,817 52,500 38,600 1,248,324 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 87 289 AGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGAC ACTGCTTGCAGTCCCTGAAG 87 129 78 21 366 20 60,066 60,251 35,100 30,200 1,316,204 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 86 288 GGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGACT ACTGCTTGCAGTCCCTGAAG 86 129 79 21 366 20 60,066 60,251 32,400 30,200 1,316,204 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 19 113 CAGGTGTAAACAACGCTCACATACACAGGcacacaG CAGGTGTAAACAACGCTCACA GATCAGACAGGAAGCGTCCC 21 19 144 21 256 20 59,063 60,179 35,800 44,600 2,116,320 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 19 115 GTCAGGTGTAAACAACGCTCACATACACAGGcacac GTCAGGTGTAAACAACGCTCAC GATCAGACAGGAAGCGTCCC 22 19 142 22 256 20 60,033 60,179 35,100 44,600 2,212,248 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 19 178 GGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGACT GATCAGACAGGAAGCGTCCC 86 19 79 21 256 20 60,066 60,179 32,400 44,600 1,244,661 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 19 179 AGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAGGATCTGGAAAGCAGCAGAC GATCAGACAGGAAGCGTCCC 87 19 78 21 256 20 60,066 60,179 35,100 44,600 1,244,661 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 4 19 183 AGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTT AGGAAGGATCTGGAAAGCAGC GATCAGACAGGAAGCGTCCC 91 19 74 21 256 20 60,065 60,179 52,500 44,600 1,243,929 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 6 48 249 GAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACGAAGTAGGGTCTGCGTGTGT ACTGCTTGCAGTCCCTGAAG 48 129 118 20 366 20 59,683 60,251 37,200 30,200 0.568120 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 6 48 250 GAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACGAAGTAGGGTCTGCGTGTGT AACTGCTTGCAGTCCCTGAA 48 130 118 20 367 20 59,683 59,817 37,200 30,200 0.500971 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 6 48 251 GAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACGAAGTAGGGTCTGCGTGTGT AAACTGCTTGCAGTCCCTGA 48 131 118 20 368 20 59,683 59,817 37,200 38,600 0.500971 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 6 19 139 GAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACGAAGTAGGGTCTGCGTGTGT GATCAGACAGGAAGCGTCCC 48 19 118 20 256 20 59,683 60,179 37,200 44,600 0.496577 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 6 19 140 AGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAAAGAAGTAGGGTCTGCGTGTG GATCAGACAGGAAGCGTCCC 49 19 117 20 256 20 59,396 60,179 38,200 44,600 0.782666 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Jun‐25 13 104 ACAACGCTCACATACACAGGcacacaGNNNNNNaca ACAACGCTCACATACACAGG GATCAGACAGGAAGCGTCCC 13 19 153 20 256 20 58,204 60,179 40,000 44,600 1,974,865 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Jun‐25 13 214 ACAACGCTCACATACACAGGcacacaGNNNNNNaca ACAACGCTCACATACACAGG ACTGCTTGCAGTCCCTGAAG 13 129 153 20 366 20 58,204 60,251 40,000 30,200 2,046,408 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Jun‐25 13 215 ACAACGCTCACATACACAGGcacacaGNNNNNNaca ACAACGCTCACATACACAGG AACTGCTTGCAGTCCCTGAA 13 130 153 20 367 20 58,204 59,817 40,000 30,200 1,979,259 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Jun‐25 13 216 ACAACGCTCACATACACAGGcacacaGNNNNNNaca ACAACGCTCACATACACAGG AAACTGCTTGCAGTCCCTGA 13 131 153 20 368 20 58,204 59,817 40,000 38,600 1,979,259 B 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 102 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA GATCAGACAGGAAGCGTCCC 11 19 155 20 256 20 59,965 60,179 47,500 44,600 0.213853 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 103 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA TGATCAGACAGGAAGCGTCC 11 20 155 20 257 20 59,965 59,467 47,500 47,900 0.567329 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 173 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA TCTGGAACGTTGTGGCTCTT 11 90 155 20 327 20 59,965 59,532 47,500 28,500 0.502982 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 174 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA TTCTGGAACGTTGTGGCTCT 11 91 155 20 328 20 59,965 59,532 47,500 40,900 0.502982 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 212 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA ACTGCTTGCAGTCCCTGAAG 11 129 155 20 366 20 59,965 60,251 47,500 30,200 0.285396 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 213 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA AACTGCTTGCAGTCCCTGAA 11 130 155 20 367 20 59,965 59,817 47,500 30,200 0.218247 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr796_2 2 186 32 16 1 AC ACACACACACACACACACACACACACACACAC AC_186_217 0 0 Aug‐75 11 214 AACGCTCACATACACAGGcacacaGNNNNNNacaca AACGCTCACATACACAGGCA AAACTGCTTGCAGTCCCTGA 11 131 155 20 368 20 59,965 59,817 47,500 38,600 0.218247 F 416 GAGAACATAGAAGTGTTGGTGGATGATGTACAAAAGGAATTTGTGAACTATTTGAGGATAATAGTGAGGGGAAAGGAAGGATCTGGAAAGCAGCAGACTCTTCATGTTGTTCCAAGAGAAGTAGGGTCTGCgtgtgtAAATGTCAGGTGTAAACAACGCTCACATACACAGGcacacaGNNNNNNacacacacacacacacacacacacacacacacATGCTNACAGacacacATGGGGACGCTTCCTGTCTGATCAGGTGGACAACATTTTGACTCACAATGACCAACCTGATCAATACTTAGGATAAGAGCCACAACGTTCCAGAAATTCAAGTGAACATCACCCTTCAGGGACTGCAAGCAGTTTTGGCTGTCCAATTCCACCCCTTTCTCTGAACCTTAAGTCAATAGTGAA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 1 1 7 1 191 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATC TGGTTCGCTGTCTATGCCAG CTCACACATGGACTTGCACAG 87 1 1 20 191 21 60,108 59,466 48,500 36,600 1,642,348 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 7 0 146 CCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTCCTTGGCAACTGCTTGTGTT TCACACATGGACTTGCACAGA 43 0 45 20 190 21 59,539 59,859 33,200 34,100 1,601,787 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 7 0 190 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATC TGGTTCGCTGTCTATGCCAG TCACACATGGACTTGCACAGA 87 0 1 20 190 21 60,108 59,859 48,500 34,100 1,248,837 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 8 0 189 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATC TGGTTCGCTGTCTATGCCAG CACACATGGACTTGCACAGA 87 0 1 20 189 20 60,108 58,403 48,500 34,100 1,704,789 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 9 2 148 CCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTCCTTGGCAACTGCTTGTGTT ACTCACACATGGACTTGCACA 43 2 45 20 192 21 59,539 60,134 33,200 45,700 1,595,263 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 9 2 192 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATC TGGTTCGCTGTCTATGCCAG ACTCACACATGGACTTGCACA 87 2 1 20 192 21 60,108 60,134 48,500 45,700 1,242,314 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 13 2 137 GCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTT GCTTGTGTTTCTGTGTGTGCA ACTCACACATGGACTTGCACA 31 2 56 21 192 21 60,135 60,134 45,700 45,700 2,269,559 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 13 2 138 TGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTT TGCTTGTGTTTCTGTGTGTGC ACTCACACATGGACTTGCACA 32 2 55 21 192 21 60,135 60,134 45,700 45,700 2,269,559 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr822_2 2 108 62 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNO 0 0 13 0 135 GCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTT GCTTGTGTTTCTGTGTGTGCA TCACACATGGACTTGCACAGA 31 0 56 21 190 21 60,135 59,859 45,700 34,100 2,276,083 G 252 TGGTTCGCTGTCTATGCCAGCATTTAGATGCCAATCCTAATTGCCCTTGGCAACTGCTTGTGTTTCtgtgtgtgCATGTCATTGTTTTGTGTTTACCTTTGTGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGAGTGTGCATTTGTCtgtgtgtgtgTCTGTGCAAGTCCAtgtgtgAGTTtgtgtgtgTACATCtgtgtgTTTGAACTTGTGTAtgtgtgtgtgtgCAAGCGAGTGACA

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 1 1 3 21 137 TCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATTCCTTTCAGCTGTAATATTTCACTTCC TGGAGTACTCGTTTCATCGGA 36 21 186 27 322 21 59,663 58,561 34,600 45,500 9,776,341 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 3 21 139 TGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGTGTCCTTTCAGCTGTAATATTTCAC TGGAGTACTCGTTTCATCGGA 40 21 184 25 322 21 57,622 58,561 31,800 45,500 9,817,175 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 3 21 140 TGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGTGTCCTTTCAGCTGTAATATTTCAC TTGGAGTACTCGTTTCATCGGA 40 21 184 25 323 22 57,622 59,179 31,800 45,500 10,199,143 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 3 21 271 CCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTCCAACTGCTACTTGCCAGCA TGGAGTACTCGTTTCATCGGA 177 21 52 20 322 21 60,891 58,561 44,100 45,500 3,329,952 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Mar‐75 21 223 CCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTACCTTTCCATGAGCTACGTCCA TGGAGTACTCGTTTCATCGGA 128 21 100 21 322 21 59,793 58,561 40,200 45,500 3,646,499 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Mar‐75 21 224 TCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTTCCTTTCCATGAGCTACGTCC TGGAGTACTCGTTTCATCGGA 129 21 99 21 322 21 59,519 58,561 47,900 45,500 3,920,363 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 Mar‐75 20 223 CCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTACCTTTCCATGAGCTACGTCCA TGGAGTACTCGTTTCATCGGAA 128 20 100 21 322 22 59,793 59,179 40,200 43,000 4,028,467 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 22 141 TGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGTGTCCTTTCAGCTGTAATATTTCACT GTTGGAGTACTCGTTTCATCGG 39 22 184 26 324 22 58,832 59,078 34,100 41,800 10,089,973 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 139 TGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGTGTCCTTTCAGCTGTAATATTTCACT TGGAGTACTCGTTTCATCGGA 39 21 184 26 322 21 58,832 58,561 34,100 45,500 9,607,629 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 140 TGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGTGTCCTTTCAGCTGTAATATTTCACT TTGGAGTACTCGTTTCATCGGA 39 21 184 26 323 22 58,832 59,179 34,100 45,500 9,989,597 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 272 TCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTCCAACTGCTACTTGCCAGC TGGAGTACTCGTTTCATCGGA 178 21 51 20 322 21 60,606 58,561 48,500 45,500 3,045,811 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 274 ACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTCCAACTGCTACTTGCCA TGGAGTACTCGTTTCATCGGA 180 21 49 20 322 21 59,235 58,561 49,200 45,500 3,204,299 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 294 TCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTTCAAGTGATGGCTGGCAGTC TGGAGTACTCGTTTCATCGGA 200 21 29 20 322 21 60,322 58,561 35,100 45,500 2,761,329 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 295 TTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTTCAAGTGATGGCTGGCAGT TGGAGTACTCGTTTCATCGGA 201 21 28 20 322 21 59,889 58,561 44,000 45,500 2,550,471 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr829_2 2 249 32 16 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG NO 0 0 4 21 298 CCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTCCATTCAAGTGATGGCTGGC TGGAGTACTCGTTTCATCGGA 204 21 25 20 322 21 59,541 58,561 48,500 45,500 2,898,078 F 348 TTATTCAGAGTATCTTCTTGCTGCCCATTCAAGTGATGGCTGGCAGTCACTCCAACTGCTACTTGCCAGCAGGTATAATGAGTCACTAATTAATATCATCCTTTCCATGAGCTACGTCCATCTCAATTATaaaaaTAAACTGGAAATTAGTNAATTAAAGGATATGATTGATGAGGGGAGNAATGTCCTTTCAGCTGTAATATTTCACTTCCCCTCTTCTGATGTGTaaaaaGTGACAAGAATAACCTagagagagagagagagagagagagagagagagAAGTCCACGTTCTTTATAAATTCCGATGAAACGAGTACTCCAACATAATTTCCTCACCTTCGGCCTCT

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 1 1 2 2 168 GCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtg GCTAATCACAGTTACAATTTAACCTCA AAAGAGGCTGGACAGTGAGC 2 55 11 27 178 20 58,273 59,964 38,600 42,600 8,763,011 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 3 4 169 AGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtg AGCTAATCACAGTTACAATTTAACCT AAAGAGGCTGGACAGTGAGC 4 55 10 26 178 20 57,136 59,964 35,000 42,600 8,899,894 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 4 4 254 AGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtg AGCTAATCACAGTTACAATTTAACCT GTCATTGTGACGATGTCTTCAA 4 138 10 26 263 22 57,136 57,009 35,000 26,900 13,854,415 G 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 4 3 254 AGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtg AGCTAATCACAGTTACAATTTAACCTC GTCATTGTGACGATGTCTTCAA 3 138 10 27 263 22 58,053 57,009 38,500 26,900 13,937,658 G 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 4 2 253 GCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtg GCTAATCACAGTTACAATTTAACCTCA GTCATTGTGACGATGTCTTCAA 2 138 11 27 263 22 58,273 57,009 38,600 26,900 13,717,532 G 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 Apr‐25 4 190 AGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtg AGCTAATCACAGTTACAATTTAACCT CACCAGCACCCTCTAGCAAC 4 76 10 26 199 20 57,136 60,675 35,000 41,700 9,538,766 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 Apr‐25 3 190 AGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtg AGCTAATCACAGTTACAATTTAACCTC CACCAGCACCCTCTAGCAAC 3 76 10 27 199 20 58,053 60,675 38,500 41,700 9,622,010 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 Apr‐75 2 194 GCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtg GCTAATCACAGTTACAATTTAACCTCA TTGAGCACCAGCACCCTCTA 2 81 11 27 204 20 58,273 60,836 38,600 24,300 9,562,960 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr830_2 2 40 64 16 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNTCTG_90_103 0 0 5 2 187 GCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtg GCTAATCACAGTTACAATTTAACCTCA CCAGCACCCTCTAGCAACAA 2 74 11 27 197 20 58,273 59,963 38,600 28,300 8,763,721 D 273 GTTTAAGTTAGCTAATCACAGTTACAATTTAACCTCAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTCTGTGNGNGTNTGTNtgtgtgtgtgtgtgGGGNCANNGGNTTNNGCTCNACGATGATGGTTCCCACAGCCGAATAGCCTGCAGTGCTCACTGTCCAGCCTCTTTTGTTGCTAGAGGGTGCTGGTGCTCAAGTGAGCAGTACGACAAAGCATAAGACAGTGCTGCtttttGAAGACATCGTCACAATGACGATTGGCTTN

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 1 1 2 30 182 ACCTATGGACCGTATACTCACTTTATTTGTCTGGACTACCTATGGACCGTATACTCACT TGGCAATTCAGCGAGTGTTG 52 30 38 22 219 20 57,550 59,407 34,100 33,300 5,042,942 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 2 30 184 CAACCTATGGACCGTATACTCACTTTATTTGTCTGGACAACCTATGGACCGTATACTCACT TGGCAATTCAGCGAGTGTTG 52 30 36 24 219 20 59,417 59,407 34,100 33,300 5,176,127 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 2 29 181 ACCTATGGACCGTATACTCACTTTATTTGTCTGGACTACCTATGGACCGTATACTCACT GGCAATTCAGCGAGTGTTGT 52 29 38 22 218 20 57,550 59,407 34,100 33,200 5,043,432 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 3 70 295 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT CTGCTGGAGTTGGTGGAGAT 70 126 21 21 315 20 58,730 59,383 35,000 27,500 2,887,353 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 3 32 201 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT CTTGGCAATTCAGCGAGTGT 70 32 21 21 221 20 58,730 59,123 35,000 35,500 3,147,011 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 3 30 199 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT TGGCAATTCAGCGAGTGTTG 70 30 21 21 219 20 58,730 59,407 35,000 33,300 2,862,577 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 3 29 198 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT GGCAATTCAGCGAGTGTTGT 70 29 21 21 218 20 58,730 59,407 35,000 33,200 2,863,067 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 70 272 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT TCTTTGGAGGACAGGGACCA 70 103 21 21 292 20 58,730 60,105 35,000 40,200 2,374,612 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 70 273 AAGCCAATCTAGTCACCAACCTATGGACCGTATACTAAGCCAATCTAGTCACCAACCT TCTTTGGAGGACAGGGACCA 70 103 20 22 292 20 59,355 60,105 35,000 40,200 2,749,470 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 70 273 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT CTCTTTGGAGGACAGGGACC 70 104 21 21 293 20 58,730 59,384 35,000 44,600 2,885,790 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 70 293 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT GCTGGAGTTGGTGGAGATGA 70 124 21 21 313 20 58,730 59,385 35,000 29,200 2,885,271 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 70 294 AGCCAATCTAGTCACCAACCTATGGACCGTATACTC AGCCAATCTAGTCACCAACCT TGCTGGAGTTGGTGGAGATG 70 125 21 21 314 20 58,730 59,674 35,000 29,000 2,595,873 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 5 139 TGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtg TGACTAATCTATTCTTCCCTACTCTG TGGCAATTCAGCGAGTGTTG 5 30 81 26 219 20 57,301 59,407 33,500 33,300 9,291,610 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 4 138 TGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtg TGACTAATCTATTCTTCCCTACTCTGT GGCAATTCAGCGAGTGTTGT 4 29 81 27 218 20 58,717 59,407 34,100 33,200 8,876,109 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr835_2 2 112 58 16 2 AC TGTGTGTGTGTGTGTGTGTGTNTTTNTGTGTGTGTGTG_138_169 0 0 4 4 139 TGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtg TGACTAATCTATTCTTCCCTACTCTGT TGGCAATTCAGCGAGTGTTG 4 30 81 27 219 20 58,717 59,407 34,100 33,300 8,875,619 D 390 GACTACCATACTCATCATGAAGCCAATCTAGTCACCAACCTATGGACCGTATACTCACTTTATTTGTCTGGACTCTAATTTGACTAATCTATTCTTCCCTACTCTGTAATCtgtgtgtgtgtgtgtgtgtgTNTTTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATTATTTTACTCAGACCATAAGTACAACACTCGCTGAATTGCCAAGTATATCCTTTTCACAAAATCCCTGGTCTGAATTTTCAGGATGGCAGGGGCTTGGTCCCTGTCCTCCAAAGAGTCATCTCCACCAACTCCAGCAGCCCAATGCCATTTTATGATCTAATGAGCATTGATTGGCATAAGGTGGACTTCCACCTTCAATTGGGAGGAAGTCC

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 1 1 2 5 190 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT AATGGTGTGAATGCATGTCAGG 72 5 2 20 191 22 59,253 59,506 44,000 38,600 3,241,727 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 3 5 190 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCA AACAACTGACTCTCGTGCAGT ATGGTGTGAATGCATGTCAGG 72 5 1 21 190 21 59,863 58,903 44,000 38,600 3,234,122 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 3‐May 4 187 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT GGTGTGAATGCATGTCAGGC 72 4 2 20 188 20 59,253 59,828 44,000 48,500 0.919158 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 3‐May 4 188 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCA AACAACTGACTCTCGTGCAGT GGTGTGAATGCATGTCAGGC 72 4 1 21 188 20 59,863 59,828 44,000 48,500 1,308,989 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 Apr‐25 3 186 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT GTGTGAATGCATGTCAGGCT 72 3 2 20 187 20 59,253 58,829 44,000 45,800 1,918,563 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 7 72 269 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT CATGTGTCTGTGCAAGCGC 72 87 2 20 270 19 59,253 60,442 44,000 59,200 2,188,771 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 7 72 270 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCA AACAACTGACTCTCGTGCAGT CATGTGTCTGTGCAAGCGC 72 87 1 21 270 19 59,863 60,442 44,000 59,200 2,578,602 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 8 49 234 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT CAGGTTGTGTCCATGTGTTTGT 72 49 2 20 235 22 59,253 59,573 44,000 28,300 3,173,993 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 9 72 270 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT GCATGTGTCTGTGCAAGCG 72 88 2 20 271 19 59,253 60,442 44,000 46,800 2,188,771 D 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 9‐May 72 277 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT TCTCTCTGCATGTGTCTGTGC 72 93 2 20 278 21 59,253 60,338 44,000 45,700 2,084,796 G 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr865_2 2 94 71 16 2 AC ACACACACACGCACAAACACAAGCANNNNNNNNNCA_133_164 0 0 10 72 276 ACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGACAACTGACTCTCGTGCAGT CTCTCTGCATGTGTCTGTGC 72 93 2 20 277 20 59,253 58,923 44,000 45,700 1,824,379 G 279 AACAACTGACTCTCGTGCAGTATATCAAATGTCCCAGAGGAGAAATAGNGAAGCTGATGGCTCNCATAGTGTTGCACTGNCACTCAGTNACAGacacacacacGCACAAACACAAGCANNNNNNNNNNNNNNcacacacacacacacacacacacacacacacaGAAAGCCTGACATGCATTCACACCATTACACATAAACAAACAANCTGTAACAAACACATGGACACAACCTGAAACACAGANGCTTNGGCGCTTGCACAGACACATGCagagagAN

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 1 1 3 2 138 TGTACAGGCtgtgtgCAGGACACATCCACTNtctctctct TGTACAGGCTGTGTGCAGG GGTGGAATGAGAGGTGTGGG 12 2 95 19 232 20 59,929 60,035 48,500 46,100 1,106,355 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 4 2 142 AGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtct AGCTTGTACAGGCTGTGTGC GGTGGAATGAGAGGTGTGGG 15 2 91 20 232 20 60,886 60,035 45,700 46,100 0.921546 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 4 2 144 TGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTN TGAGCTTGTACAGGCTGTGT GGTGGAATGAGAGGTGTGGG 17 2 89 20 232 20 59,241 60,035 37,200 46,100 0.793790 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Apr‐75 2 137 GTACAGGCtgtgtgCAGGACACATCCACTNtctctctctc GTACAGGCTGTGTGCAGGAC GGTGGAATGAGAGGTGTGGG 10 2 96 20 232 20 60,951 60,035 38,500 46,100 0.986095 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 5 13 155 TGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTN TGAGCTTGTACAGGCTGTGT AAAGGGAGGCAGGTGGAATG 17 13 89 20 243 20 59,241 59,960 37,200 26,700 0.798938 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 May‐75 2 136 TACAGGCtgtgtgCAGGACACATCCACTNtctctctctctcTACAGGCTGTGTGCAGGAC GGTGGAATGAGAGGTGTGGG 10 2 97 19 232 20 59,629 60,035 38,500 46,100 1,406,239 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Nov‐75 20 241 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTGA GGTTGAGATAAAGGGAGGCAGG 87 20 12 27 252 22 59,713 60,422 32,700 48,500 9,708,639 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Nov‐75 19 240 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTGA GTTGAGATAAAGGGAGGCAGGT 87 19 12 27 251 22 59,713 59,760 32,700 40,000 9,526,453 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Nov‐75 13 232 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTGA AAAGGGAGGCAGGTGGAATG 87 13 12 27 243 20 59,713 59,960 32,700 26,700 7,326,750 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Nov‐75 8 227 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTGA GAGGCAGGTGGAATGAGAGG 87 8 12 27 238 20 59,713 59,820 32,700 36,900 7,466,482 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Nov‐75 2 221 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTGA GGTGGAATGAGAGGTGTGGG 87 2 12 27 232 20 59,713 60,035 32,700 46,100 7,321,601 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr888_2 2 126 85 16 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTCTCT_187_210 0 0 Dec‐75 19 240 CCAAATACACTTCCTAtctctctcTGAAATAGATTCCAACCAAATACACTTCCTATCTCTCTCTG GTTGAGATAAAGGGAGGCAGGT 88 19 12 26 251 22 58,567 59,760 33,500 40,000 9,672,776 G 275 AtctctctctcCCAAATACACTTCCTAtctctctcTGAAATAGATTCCAAGttttttCTGtttttGTAGGTATGTGGAACTTTATTGATGAGCTTGTACAGGCtgtgtgCAGGACACATCCACTNtctctctctctctctctctctctctctctctcTNtctctctcTNNNNNNctctctCCCTCNctctctctctctctctctctctctcccccACACCTCTCATTCCACCTGCCTCCCTTTATCTCAACctctctctAAATACATTCCACTGT

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 4 76 245 AAAGGAACCCTGACTGGACCCTGACATTCTGGACT AAAGGAACCCTGACTGGACC ACCCAAATCCTCAGCTTGTGA 86 76 109 20 353 21 59,228 59,575 44,600 35,800 2,196,821 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 4 76 279 CTAGCTGAACCCGCCTGAACTTTAATTCCTACATAA CTAGCTGAACCCGCCTGAAC ACCCAAATCCTCAGCTTGTGA 120 76 75 20 353 21 60,741 59,575 31,800 35,800 2,166,286 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 82 290 TTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACTTCAACTAGCTGAACCCGCC GGTGTTACCCAAATCCTCAGC 125 82 70 20 359 21 60,321 58,908 61,300 42,600 2,413,622 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 82 291 TTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACTTCAACTAGCTGAACCCGCC TGGTGTTACCCAAATCCTCAGC 125 82 70 20 360 22 60,321 60,554 61,300 42,600 2,875,643 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 81 290 TTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACTTCAACTAGCTGAACCCGCC GGTGTTACCCAAATCCTCAGCT 125 81 70 20 359 22 60,321 60,291 61,300 42,400 2,612,259 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 76 284 TTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACTTCAACTAGCTGAACCCGCC ACCCAAATCCTCAGCTTGTGA 125 76 70 20 353 21 60,321 59,575 61,300 35,800 1,746,364 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 6 76 238 CCCTGACTGGACCCTGACATTCTGGACTCTAACATT CCCTGACTGGACCCTGACAT ACCCAAATCCTCAGCTTGTGA 79 76 116 20 353 21 60,912 59,575 30,600 35,800 2,336,591 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 Jun‐75 72 231 TGGACCCTGACATTCTGGACTCTAACATTCACNTGATGGACCCTGACATTCTGGAC ACCCAAATCCTCAGCTTGTGA 72 76 123 20 353 21 59,016 59,575 40,200 35,800 2,409,296 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr88_2 2 215 42 16 1.5 AC TGTGTGTGNNTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 Aug‐75 74 233 ACTGGACCCTGACATTCTGGACTCTAACATTCACNT ACTGGACCCTGACATTCTGG ACCCAAATCCTCAGCTTGTGA 74 76 121 20 353 21 59,013 59,575 38,600 35,800 2,412,360 F 375 ATGTCTCTGTATACCAACCTCATCTTACCGCATCATCACCAGCTTTGAAGGAGTTCAGCAAGGCCTATTTTCAACTAGCTGAACCCGCCTGAACTTTAATTCCTACATAAAGGAACCCTGACTGGACCCTGACATTCTGGACTCTAACATTCACNTGAATTAATATTCCTAAATTNGGTTTGtttttGTTCTAAATTATTCATAGCTGTAAAACtgtgtgtgNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTTGAATGTATGAATAAACAATACTTCTGATATAACCCTAAAGAGAATTTTCTGTGAATCACTTTAAAATTTACTTCACAAGCTGAGGATTTGGGTAACACCAGTCTATTTCaaaaaG

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 1 1 4 2 95 GCAGCGACCAGTGCTTTATCAGcacacacacacacacacGCAGCGACCAGTGCTTTATC ATGAATCTCCGAGGCGTGAG 2 21 62 20 156 20 59,625 59,613 17,500 35,100 0.762307 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 4 2 96 GCAGCGACCAGTGCTTTATCAGcacacacacacacacacGCAGCGACCAGTGCTTTATC GATGAATCTCCGAGGCGTGA 2 22 62 20 157 20 59,625 59,614 17,500 43,500 0.760857 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 37 196 TTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCTTATGCTGTAGGAAAGCGGG CGCAATCGTGAAGTTTCTCG 37 87 27 20 222 20 57,674 57,869 61,300 40,400 4,456,398 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 37 197 ATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGATTATGCTGTAGGAAAGCGGG CGCAATCGTGAAGTTTCTCG 37 87 26 21 222 20 58,149 57,869 61,300 40,400 4,982,010 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 37 198 GATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGATTATGCTGTAGGAAAGCGGG CGCAATCGTGAAGTTTCTCG 37 87 25 22 222 20 59,191 57,869 61,300 40,400 4,939,357 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 23 146 TGACCTTGGTCAGATTATGCTGTAGGAAAGCggggg TGACCTTGGTCAGATTATGCTGT TGATGAATCTCCGAGGCGTG 48 23 13 23 158 20 59,736 59,897 44,000 53,400 3,367,219 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 3 162 GGCAGCGACCAGTGCTTTATCAGcacacacacacacac GGCAGCGACCAGTGCTTTAT CGCAATCGTGAAGTTTCTCG 3 87 61 20 222 20 61,027 57,869 14,000 40,400 3,157,533 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 2 97 GCAGCGACCAGTGCTTTATCAGcacacacacacacacacGCAGCGACCAGTGCTTTATC TGATGAATCTCCGAGGCGTG 2 23 62 20 158 20 59,625 59,897 17,500 53,400 0.478131 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt
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cons_gr893_2 2 84 32 16 1 AC CACACACACACACACACACACACACACACACA CA_84_115 0 0 5 2 161 GCAGCGACCAGTGCTTTATCAGcacacacacacacacacGCAGCGACCAGTGCTTTATC CGCAATCGTGAAGTTTCTCG 2 87 62 20 222 20 59,625 57,869 17,500 40,400 2,505,920 F 229 GATGATTCTCTTTGACCTTGGTCAGATTATGCTGTAGGAAAGCgggggaaaaaaCACTCGGGCAGCGACCAGTGCTTTATCAGcacacacacacacacacacacacacacacacaNNGaaaaaCAATAAATCAGCACTCACGCCTCGGAGATTCATCAGCGTATGTATCTATGGAGAATTGTAAGCTGAACGCACTTAAATTCGAGAAACTTCACGATTGCGTGttttt

cons_gr926_2 2 47 72 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 1 7 1 119 tgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgt TGCTGTATGCGTGTGCGTAT TGTCACACTGTCAGCTCACA 6 1 21 20 139 20 60,459 59,177 30,600 35,800 1,282,871 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 72 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 8 1 118 gCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgGCTGTATGCGTGTGCGTATG TGTCACACTGTCAGCTCACA 5 1 22 20 139 20 60,043 59,177 23,900 35,800 0.866512 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 72 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 9 1 115 GTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgt GTATGCGTGTGCGTATGCG TGTCACACTGTCAGCTCACA 3 1 25 19 139 20 60,084 59,177 47,300 35,800 1,907,749 D 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 72 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 1 117 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC TGTCACACTGTCAGCTCACA 4 1 23 20 139 20 60,043 59,177 31,400 35,800 0.866512 D 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 72 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 0 117 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC TGTCACACTGTCAGCTCACAT 4 0 23 20 139 21 60,043 59,586 31,400 32,100 1,456,865 D 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 1 8 5 184 gCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgGCTGTATGCGTGTGCGTATG GGGCATGGAATTTGGAACTCTC 5 5 22 20 205 22 60,043 59,571 23,900 32,000 2,471,582 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 8 5 238 gCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgGCTGTATGCGTGTGCGTATG GGGTGTGAATGGTAGCCTGA 5 61 22 20 259 20 60,043 59,382 23,900 38,600 0.661510 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 5 257 gCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgGCTGTATGCGTGTGCGTATG GAGGTGGTCTGAAAGGTGGG 5 80 22 20 278 20 60,043 59,963 23,900 46,100 0.079927 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 183 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GGGCATGGAATTTGGAACTCTC 4 5 23 20 205 22 60,043 59,571 31,400 32,000 2,471,582 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 183 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GGGCATGGAATTTGGAACTCT 4 6 23 20 205 21 60,043 58,539 31,400 32,400 2,503,722 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 237 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GGGTGTGAATGGTAGCCTGA 4 61 23 20 259 20 60,043 59,382 31,400 38,600 0.661510 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 237 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GGGTGTGAATGGTAGCCTGAA 4 60 23 20 259 21 60,043 59,996 31,400 30,200 1,047,330 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 256 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GAGGTGGTCTGAAAGGTGGG 4 80 23 20 278 20 60,043 59,963 31,400 46,100 0.079927 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr926_2 2 47 132 16 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTNO 0 0 10 4 257 CTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgt CTGTATGCGTGTGCGTATGC GGAGGTGGTCTGAAAGGTGG 4 81 23 20 279 20 60,043 59,963 31,400 46,100 0.079927 G 280 tgtgtgtgCATGTGTAtgtgtgCTGTATGCGTGTGCGTATGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGTGTTTGATATAGAGAATATgagagagagagagagaATGTGAGCTGACAGTGTGACANAGAGATAGAGGAACGTagagagagagagagACagagagACNgagagaGTTCCAAATTCCATGCCCCGACTTTATAGACCACCTTacacacCCCCAATTTTCAGGCTACCATTCACAcccccACCTTTCAGACCACCTCCT

cons_gr930_2 2 140 32 16 1 AC CACACACACACACACACACACACACACACACA CA_140_171 1 1 12 34 144 TGGTGCACACTTCACACGTACACNCACTGATNCTGTTGGTGCACACTTCACACGTA GATGCCGCAAGTCAATGGAC 34 38 86 20 229 20 59,824 59,901 35,700 40,200 0.275425 A 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 140 32 16 1 AC CACACACACACACACACACACACACACACACA CA_140_171 0 0 12 34 146 TGGTGCACACTTCACACGTACACNCACTGATNCTGTTGGTGCACACTTCACACGTA GTGATGCCGCAAGTCAATGG 34 40 86 20 231 20 59,824 60,179 35,700 31,600 0.355145 A 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 140 32 16 1 AC CACACACACACACACACACACACACACACACA CA_140_171 0 0 12 34 154 TGGTGCACACTTCACACGTACACNCACTGATNCTGTTGGTGCACACTTCACACGTA ATCTTCTGGTGATGCCGCAA 34 48 86 20 239 20 59,824 60,035 35,700 48,500 0.211141 A 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 140 32 16 1 AC CACACACACACACACACACACACACACACACA CA_140_171 0 0 14 31 139 TGCACACTTCACACGTACACNCACTGATNCTGTGCATGCACACTTCACACGTACAC TGCCGCAAGTCAATGGAC 31 38 89 20 227 18 58,717 58,333 29,000 40,200 4,949,904 A 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 140 32 16 1 AC CACACACACACACACACACACACACACACACA CA_140_171 0 0 15 32 139 TGCACACTTCACACGTACACNCACTGATNCTGTGCATGCACACTTCACACGTACA TGCCGCAAGTCAATGGAC 32 38 89 19 227 18 57,257 58,333 29,000 40,200 7,410,071 A 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 1 7 10 229 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT GATGCCGCAAGTCAATGGAC 10 38 1 25 229 20 58,834 59,901 22,400 40,200 6,265,715 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 0 7 10 231 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT GTGATGCCGCAAGTCAATGG 10 40 1 25 231 20 58,834 60,179 22,400 31,600 6,345,435 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 0 7 10 239 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT ATCTTCTGGTGATGCCGCAA 10 48 1 25 239 20 58,834 60,035 22,400 48,500 6,201,431 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 0 7 10 240 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT GATCTTCTGGTGATGCCGCA 10 49 1 25 240 20 58,834 60,463 22,400 56,900 6,628,860 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 0 7 10 245 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTACT GCCGCGATCTTCTGGTGAT 10 55 1 25 245 19 58,834 60,227 22,400 30,600 7,393,659 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr930_2 2 36 136 16 3 AC CACACACACAGCATTACCATTCACACTTCACACACA CA_140_171 0 0 8 11 240 CACTTcacacaTGGACAGTATTACTGTGCACACTTcac CACTTCACACATGGACAGTATTAC GATCTTCTGGTGATGCCGCA 11 49 1 24 240 20 57,591 60,463 18,900 56,900 6,871,439 G 266 CACTTcacacaTGGACAGTATTACTGTGCACACTTcacacacacaGCATTACCATTCACACTTcacacacacacaTACTATATTATGGTGCACACTTCACACGTACACNCACTGATNCTGTGCANNCTNNNCACACNCNcacacacacacacacacacacacacacacacaGTGGCTGGAATTTTCCTGCCCCGTCGTGGGCAGGACCCGTCCATTGACTTGCGGCATCACCAGAAGATCGCGGCGGCAGACGGGTGTGGAAAATC

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 1 1 17 12 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctc CTCTCTCTGTCTCTCTCTGCC CAGACAGCGAGTGAATGGAG 12 25 1 21 190 20 58,708 58,362 48,500 38,600 3,930,400 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 0 0 17 5 177 tGtctctctcTGCctctctctGACTTtctctcTAtctctctctctct TGTCTCTCTCTGCCTCTCTCT GCGAGTGAATGGAGGGAACA 5 19 8 21 184 20 59,085 60,036 31,000 31,800 1,951,878 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 0 0 17 1 173 tctctcTGCctctctctGACTTtctctcTAtctctctctctctctctc TCTCTCTGCCTCTCTCTGACT GCGAGTGAATGGAGGGAACA 1 19 12 21 184 20 59,085 60,036 34,100 31,800 1,951,878 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 0 0 18 11 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctc CTCTCTCTGTCTCTCTCTGCCT CAGACAGCGAGTGAATGGAG 11 25 1 22 190 20 60,093 58,362 47,500 38,600 3,730,886 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 0 0 18 11 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctc CTCTCTCTGTCTCTCTCTGCCT CAGACAGCGAGTGAATGGAGG 11 24 1 22 190 21 60,093 60,738 47,500 43,000 3,831,118 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr932_2 2 34 112 16 2 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTNO 0 0 19 7 179 tctGtctctctcTGCctctctctGACTTtctctcTAtctctctctct TCTGTCTCTCTCTGCCTCTCT GCGAGTGAATGGAGGGAACA 7 19 6 21 184 20 59,085 60,036 31,000 31,800 1,951,878 G 190 ctctctctGtctctctcTGCctctctctGACTTtctctcTAtctctctctctctctctctctctctcTNtctctctctctctctctctctctctctctctcTGtctctctctctcTGCctctctGTCTCTATCTGtctctctctcTGTTGACTCTTGTGCTCTTTGTTCCCTCCATTCACTCGCTGTCTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 15 13 140 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG CACACTCACACTCACCAACAC 13 54 3 20 142 21 59,486 59,334 35,100 33,200 2,179,934 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 15 13 141 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG ACACACTCACACTCACCAACA 13 55 3 20 143 21 59,486 59,722 35,100 33,300 1,792,097 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 16 13 111 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG ACACTCACCAACACACGCAT 13 26 3 20 113 20 59,486 60,464 35,100 47,300 0.977909 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 16 13 116 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG TGCAGACACTCACCAACACA 13 31 3 20 118 20 59,486 59,748 35,100 37,200 0.765890 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 16 13 121 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG ACACATGCAGACACTCACCA 13 36 3 20 123 20 59,486 59,531 35,100 41,700 0.983749 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 17 15 140 GCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGg GCGTCTGCATGTGTTGGTG ACACTCACACTCACCAACACA 15 53 2 19 141 21 60,082 59,722 41,700 37,200 2,359,748 F 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 1 17 13 237 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG ACACACATGCAGAGACTCACA 13 26 3 20 239 21 59,486 59,586 35,100 35,800 1,928,068 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 0 18 13 242 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG CACCAACACACATGCAGAGA 13 32 3 20 244 20 59,486 58,403 35,100 31,000 2,110,858 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 0 19 13 241 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG ACCAACACACATGCAGAGACT 13 30 3 20 243 21 59,486 59,858 35,100 32,400 1,655,912 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 0 19 13 242 CGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtg CGTCTGCATGTGTTGGTGAG CACCAACACACATGCAGAGAC 13 31 3 20 244 21 59,486 59,735 35,100 33,600 1,779,350 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 0 19 0 228 TGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgTGGTGAGAGTGTTTGCGTGG ACCAACACACATGCAGAGACT 0 30 16 20 243 21 60,814 59,858 49,400 32,400 1,955,266 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr947_2 2 36 157 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTGG NO 0 0 19 0 229 TGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgTGGTGAGAGTGTTTGCGTGG CACCAACACACATGCAGAGAC 0 31 16 20 244 21 60,814 59,735 49,400 33,600 2,078,705 G 244 AGCGTCTGCATGTGTTGGTGAGAGTGTTTGCGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTGAgtgtgtGATGGTTAGTGTCTATGCgtgtgtTGGTGAGTGTCTGCAtgtgtgTTGGTGAGTGTGAgtgtgtTTTGGTGNGTGCGTNCGTGTCGGTGAgtgtgtgtTtgtgtgtgtgtgtgTTGGTGAATGTAAGTGTCtgtgtgTTTGTGAGTCTCTGCAtgtgtgTTGGTG

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 1 1 14 12 115 CCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCCCATCTGTCACCAGTCAGAGA ACATGTCTACAGGCAGGCAC 30 12 78 21 192 20 58,826 60,036 31,000 50,100 2,210,370 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 0 0 14 12 116 ACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATACCATCTGTCACCAGTCAGAG ACATGTCTACAGGCAGGCAC 31 12 77 21 192 20 59,102 60,036 33,500 50,100 1,934,482 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 0 0 14 12 116 ACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATACCATCTGTCACCAGTCAGA ACATGTCTACAGGCAGGCAC 32 12 77 20 192 20 57,985 60,036 32,700 50,100 2,051,466 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 0 0 14 12 149 CAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAAC CAGCAAGGTGGCAATTGGAC ACATGTCTACAGGCAGGCAC 65 12 44 20 192 20 60,038 60,036 40,200 50,100 0.073985 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 0 0 14 12 150 TCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAA TCAGCAAGGTGGCAATTGGA ACATGTCTACAGGCAGGCAC 66 12 43 20 192 20 60,179 60,036 35,300 50,100 0.214977 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 32 16 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_129_160 0 0 14 12 151 GTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAA GTCAGCAAGGTGGCAATTGG ACATGTCTACAGGCAGGCAC 67 12 42 20 192 20 60,038 60,036 31,600 50,100 0.073985 A 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 1 9‐May 1 139 GTCACCAGTCAGAGAATCAGATTNCTAATCNGCAT GTCACCAGTCAGAGAATCAGAT GCGCACACACAGACACTG 23 1 84 22 222 18 57,266 59,372 29,000 36,600 7,362,503 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 10‐May 0 139 GTCACCAGTCAGAGAATCAGATTNCTAATCNGCAT GTCACCAGTCAGAGAATCAGATT GCGCACACACAGACACTGA 22 0 84 23 222 19 57,916 60,883 24,000 34,100 6,966,159 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 10‐May 0 139 GTCACCAGTCAGAGAATCAGATTNCTAATCNGCAT GTCACCAGTCAGAGAATCAGAT GCGCACACACAGACACTGA 23 0 84 22 222 19 57,266 60,883 29,000 34,100 6,617,023 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 10‐May 0 179 CAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAAC CAGCAAGGTGGCAATTGGAC GCGCACACACAGACACTGA 65 0 44 20 222 19 60,038 60,883 40,200 34,100 1,920,600 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 10‐May 0 181 GTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAA GTCAGCAAGGTGGCAATTGG GCGCACACACAGACACTGA 67 0 42 20 222 19 60,038 60,883 31,600 34,100 1,920,600 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 161 ACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATACCATCTGTCACCAGTCAGAG AACATGTCCACAGGCGCG 31 16 77 21 237 18 59,102 61,050 33,500 68,600 4,948,146 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 188 GGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTGGTGGCAATTGGACAAGAGT AACATGTCCACAGGCGCG 59 16 50 20 237 18 58,379 61,050 32,400 68,600 4,670,496 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 189 AGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGAGGTGGCAATTGGACAAGAGT AACATGTCCACAGGCGCG 59 16 49 21 237 18 59,854 61,050 32,400 68,600 4,195,412 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 194 CAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAAC CAGCAAGGTGGCAATTGGAC AACATGTCCACAGGCGCG 65 16 44 20 237 18 60,038 61,050 40,200 68,600 3,087,649 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 195 TCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAA TCAGCAAGGTGGCAATTGGA AACATGTCCACAGGCGCG 66 16 43 20 237 18 60,179 61,050 35,300 68,600 3,228,641 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 12 16 196 GTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAA GTCAGCAAGGTGGCAATTGG AACATGTCCACAGGCGCG 67 16 42 20 237 18 60,038 61,050 31,600 68,600 3,087,649 D 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 14 42 240 ATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACATTTCTCTCCTTACCTGTCAGCA CAGGCACGCTCACACAGATA 80 42 26 23 265 20 59,159 60,109 44,100 19,800 3,949,328 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 14 42 242 TCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGTCATTTCTCTCCTTACCTGTCAGC CAGGCACGCTCACACAGATA 81 42 24 24 265 20 60,081 60,109 42,600 19,800 4,190,082 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 14 41 221 CAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAAC CAGCAAGGTGGCAATTGGAC AGGCACGCTCACACAGATAC 65 41 44 20 264 20 60,038 60,109 40,200 22,400 0.146589 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 14 41 241 TCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGTCATTTCTCTCCTTACCTGTCAGC AGGCACGCTCACACAGATAC 81 41 24 24 264 20 60,081 60,109 42,600 22,400 4,190,035 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 16 18 165 ACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATACCATCTGTCACCAGTCAGAG CACAAACATGTCCACAGGCG 31 18 77 21 241 20 59,102 60,040 33,500 55,200 1,938,629 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 16 18 198 CAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAAC CAGCAAGGTGGCAATTGGAC CACAAACATGTCCACAGGCG 65 18 44 20 241 20 60,038 60,040 40,200 55,200 0.078132 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr94_2 2 129 75 16 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNNGT_129_160 0 0 16 18 200 GTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAA GTCAGCAAGGTGGCAATTGG CACAAACATGTCCACAGGCG 67 18 42 20 241 20 60,038 60,040 31,600 55,200 0.078132 G 266 GGAACTAGATCATCCTTCCCCTCTCATTtctctcCTTACCTGTCAGCAAGGTGGCAATTGGACAAGAGTTCTCTAAACCATCTGTCACCAGTCAGAGAATCAGATTNCTAATCNGCATTGGAATGGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGCACGTGCCTGCCTGTAGACATGTTtgtgtgtgtgTCAGTGTCtgtgtgtgCGCGCCTGTGGACATGTTtgtgtgtgTATCtgtgtgAGCGTGCCTGT

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 1 1 Jun‐75 33 163 CTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctc CTGTCACTCTCCATCTGTGTGT TCCGTGTGCATGCATGAAAC 56 33 70 22 232 20 59,702 59,759 37,200 27,800 2,539,124 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 Jun‐75 32 162 CTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctc CTGTCACTCTCCATCTGTGTGT CCGTGTGCATGCATGAAACT 56 32 70 22 231 20 59,702 59,758 37,200 26,600 2,540,195 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 7 33 162 TGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcTGTCACTCTCCATCTGTGTGT TCCGTGTGCATGCATGAAAC 56 33 71 21 232 20 58,680 59,759 37,200 27,800 2,560,522 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 9 113 TGcacacaCTCATGCACAAACACATACAAacacacacacTGCACACACTCATGCACAAA CCGTGTGCATGCATGAAACT 9 32 119 20 231 20 58,899 59,758 28,300 26,600 1,343,080 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 10 9 114 TGcacacaCTCATGCACAAACACATACAAacacacacacTGCACACACTCATGCACAAA TCCGTGTGCATGCATGAAAC 9 33 119 20 232 20 58,899 59,759 28,300 27,800 1,342,010 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 148 32 16 1 AC ACACACACACACACACACACACACACACACAC NO 0 0 11 7 113 GcacacaCTCATGCACAAACACATACAAacacacacacaGCACACACTCATGCACAAACA TCCGTGTGCATGCATGAAAC 7 33 120 21 232 20 60,202 59,759 28,300 27,800 1,442,957 F 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 1 8 0 189 TCTCACATACACAAACATGCAGAAACAACcacacaATTCTCACATACACAAACATGCAGAA GCTTTAGTGAGCCCATGCGA 23 0 11 24 199 20 58,937 60,744 30,200 51,000 5,806,942 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 9 0 189 TCTCACATACACAAACATGCAGAAACAACcacacaATTCTCACATACACAAACATGCAGA GCTTTAGTGAGCCCATGCGA 24 0 11 23 199 20 58,360 60,744 42,600 51,000 5,384,778 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 10 30 228 TCCTGACTCTCACATACACAAACATGCAGAAACAACTCCTGACTCTCACATACACAAACA CCGTGTGCATGCATGAAACT 30 32 4 24 231 20 59,656 59,758 28,300 26,600 4,585,563 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 10 30 229 TCCTGACTCTCACATACACAAACATGCAGAAACAACTCCTGACTCTCACATACACAAACA TCCGTGTGCATGCATGAAAC 30 33 4 24 232 20 59,656 59,759 28,300 27,800 4,584,492 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 10 30 244 TCCTGACTCTCACATACACAAACATGCAGAAACAACTCCTGACTCTCACATACACAAACA TTCTGTGCGTGTCACTCCG 30 49 4 24 247 19 59,656 60,300 28,300 46,300 5,643,663 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 10 30 245 TCCTGACTCTCACATACACAAACATGCAGAAACAACTCCTGACTCTCACATACACAAACA CTTCTGTGCGTGTCACTCCG 30 49 4 24 248 20 59,656 61,278 28,300 46,300 5,621,986 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 10 0 175 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACAA GCTTTAGTGAGCCCATGCGA 11 0 25 22 199 20 59,505 60,744 33,300 51,000 3,239,683 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 26 224 ACTCTCACATACACAAACATGCAGAAACAACcacacaACTCTCACATACACAAACATGCA TCCGTGTGCATGCATGAAAC 26 33 9 23 232 20 58,612 59,759 39,600 27,800 4,629,164 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 26 240 ACTCTCACATACACAAACATGCAGAAACAACcacacaACTCTCACATACACAAACATGCA CTTCTGTGCGTGTCACTCCG 26 49 9 23 248 20 58,612 61,278 39,600 46,300 5,666,657 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 12 207 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA CCGTGTGCATGCATGAAACT 12 32 25 21 231 20 58,901 59,758 37,200 26,600 2,340,363 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 12 208 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA TCCGTGTGCATGCATGAAAC 12 33 25 21 232 20 58,901 59,759 37,200 27,800 2,339,292 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 12 209 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA CTCCGTGTGCATGCATGAAA 12 34 25 21 233 20 58,901 59,477 37,200 26,900 2,621,240 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 1 176 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA TGCTTTAGTGAGCCCATGCG 12 1 25 21 200 20 58,901 61,026 37,200 47,300 3,124,797 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 0 175 ACATGCAGAAACAACcacacaATTAGTGGACACctctcACATGCAGAAACAACCACACA GCTTTAGTGAGCCCATGCGA 12 0 25 21 199 20 58,901 60,744 37,200 51,000 2,843,028 G 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr967_2 2 58 122 16 2 AC CTCTCTCTCTTTCTGTCACTCTCCATCTGTGTGTTTCANO 0 0 11 0 187 TCACATACACAAACATGCAGAAACAACcacacaATTATCACATACACAAACATGCAGAAACA GCTTTAGTGAGCCCATGCGA 20 0 13 25 199 20 59,933 60,744 28,300 51,000 5,811,437 D 249 NCATCCTGACTCTCACATACACAAACATGCAGAAACAACcacacaATTAGTGGACACctctctctctTTCTGTCACTCTCCATCtgtgtgTTTCATTATAATTTAtctctcCCATACATGcacacaCTCATGCACAAACACATACAAacacacacacacacacacacacacacacacacTCGCATGGGCTCACTAAAGCATATGTAAACATAGTTTCATGCATGCACACGGAGTGACACGCACAGAAGN

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 2 48 262 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGCT GGTGAATGAGAACCCTGCGA 141 48 5 21 266 20 59,370 60,036 42,400 51,000 1,666,758 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 44 258 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGCTT AATGAGAACCCTGCGACTGG 140 44 5 22 262 20 59,960 60,036 39,100 40,000 2,076,288 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 44 258 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGCT AATGAGAACCCTGCGACTGG 141 44 5 21 262 20 59,370 60,036 42,400 40,000 1,666,379 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 19 135 GACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGACTGTGGGTGGGAGTGATG AATGAGAACCCTGCGACTGG 19 44 128 20 262 20 60,036 60,036 30,700 40,000 0.072020 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 19 139 GACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGACTGTGGGTGGGAGTGATG GGTGAATGAGAACCCTGCGA 19 48 128 20 266 20 60,036 60,036 30,700 51,000 0.072398 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 0 91 GACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGACTGTGGGTGGGAGTGATG CCTCCCTCTCACACCCACTA 19 0 128 20 218 20 60,036 59,959 30,700 27,400 0.077248 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 0 155 GACCATCGAGACTGAGTGGGTGAGCGTGAGGGTG GACCATCGAGACTGAGTGGG CCTCCCTCTCACACCCACTA 83 0 64 20 218 20 59,542 59,959 46,100 27,400 0.499089 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 0 214 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGCT CCTCCCTCTCACACCCACTA 141 0 5 21 218 20 59,370 59,959 42,400 27,400 1,671,607 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 0 214 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGC CCTCCCTCTCACACCCACTA 142 0 5 20 218 20 57,886 59,959 52,500 27,400 2,155,098 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 0 214 TGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTATGGAATGACCAGTTAGCTGCTT CCTCCCTCTCACACCCACTA 140 0 5 22 218 20 59,960 59,959 39,100 27,400 2,081,516 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Jun‐75 44 198 ACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGG ACCATCGAGACTGAGTGGGT AATGAGAACCCTGCGACTGG 82 44 65 20 262 20 60,252 60,036 45,100 40,000 0.287842 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Jun‐75 0 154 ACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGG ACCATCGAGACTGAGTGGGT CCTCCCTCTCACACCCACTA 82 0 65 20 218 20 60,252 59,959 45,100 27,400 0.293070 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 48 201 CCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGC CCATCGAGACTGAGTGGGTG GGTGAATGAGAACCCTGCGA 81 48 66 20 266 20 59,826 60,036 46,100 51,000 0.210777 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 44 197 CCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGC CCATCGAGACTGAGTGGGTG AATGAGAACCCTGCGACTGG 81 44 66 20 262 20 59,826 60,036 46,100 40,000 0.210399 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Aug‐75 0 153 CCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGC CCATCGAGACTGAGTGGGTG CCTCCCTCTCACACCCACTA 81 0 66 20 218 20 59,826 59,959 46,100 27,400 0.215627 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 44 161 AGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGAGTGTTTGGGTGGTGTGAGG AATGAGAACCCTGCGACTGG 45 44 102 20 262 20 60,107 60,036 38,600 40,000 0.142729 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 0 117 AGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGAGTGTTTGGGTGGTGTGAGG CCTCCCTCTCACACCCACTA 45 0 102 20 218 20 60,107 59,959 38,600 27,400 0.147957 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 12 48 179 CGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGG CGTGAGGGTGGCTAAGTGTT GGTGAATGAGAACCCTGCGA 59 48 88 20 266 20 59,965 60,036 33,200 51,000 0.071284 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 12 44 175 CGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGG CGTGAGGGTGGCTAAGTGTT AATGAGAACCCTGCGACTGG 59 44 88 20 262 20 59,965 60,036 33,200 40,000 0.070906 B 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

cons_gr988_2 2 167 32 16 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 12 0 131 CGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGG CGTGAGGGTGGCTAAGTGTT CCTCCCTCTCACACCCACTA 59 0 88 20 218 20 59,965 59,959 33,200 27,400 0.076134 A 279 GGTATGGAATGACCAGTTAGCTGCTTCTCTAGAAAGCTTAAAATGCTGTCAAGGAAAGTACTTGACCATCGAGACTGAGTGGGTGAGCGTGAGGGTGGCTAAGTGTTTGGGTGGTGTGAGGGTGGCTGACTGTGGGTGGGAGTGATGGTGGNTGAGTGGGTGCTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTGGGTGTGAGAGGGAGGGGCAAgtgtgtgtCTGGCTCACTCCCAGTCGCAGGGTTCTCATTCACCCTCACCCcacaca

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 1 1 8 13 193 CACGCACAGGCACAAATACCCAGGCACAGACAGac CACGCACAGGCACAAATACC TGGGTGTTTCAAATCGCACTG 13 92 13 20 205 21 60,110 59,664 27,300 36,600 1,446,221 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 8 13 196 CACGCACAGGCACAAATACCCAGGCACAGACAGac CACGCACAGGCACAAATACC GCATGGGTGTTTCAAATCGCA 13 95 13 20 208 21 60,110 60,337 27,300 51,000 1,446,483 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 8 13 197 CACGCACAGGCACAAATACCCAGGCACAGACAGac CACGCACAGGCACAAATACC TGCATGGGTGTTTCAAATCGC 13 96 13 20 209 21 60,110 60,337 27,300 45,800 1,446,483 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 10 6 103 GCACAGGCACAAATACCCAGGCACAGACAGacacacGCACAGGCACAAATACCCAG TATGTGAGCGTGTGTGTGCT 10 6 16 20 118 20 59,472 59,967 44,500 44,000 0.560931 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 10 6 106 CACGCACAGGCACAAATACCCAGGCACAGACAGac CACGCACAGGCACAAATACC TATGTGAGCGTGTGTGTGCT 13 6 13 20 118 20 60,110 59,967 27,300 44,000 0.143147 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 10 4 97 GCACAAATACCCAGGCACAGACAGacacacacacaca GCACAAATACCCAGGCACAG TATGTGAGCGTGTGTGTGCT 4 6 22 20 118 20 59,472 59,967 36,600 44,000 0.560931 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 12 13 155 CACGCACAGGCACAAATACCCAGGCACAGACAGac CACGCACAGGCACAAATACC CGCACACACAGACACACCTA 13 55 13 20 167 20 60,110 60,249 27,300 30,800 0.359061 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 12 10 152 GCACAGGCACAAATACCCAGGCACAGACAGacacacGCACAGGCACAAATACCCAG CGCACACACAGACACACCTA 10 55 16 20 167 20 59,472 60,249 44,500 30,800 0.776845 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:16447:63665 1 46 47 17 1.5 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 12 4 146 GCACAAATACCCAGGCACAGACAGacacacacacaca GCACAAATACCCAGGCACAG CGCACACACAGACACACCTA 4 55 22 20 167 20 59,472 60,249 36,600 30,800 0.776845 F 226 acacacGACAGACACGCACAGGCACAAATACCCAGGCACAGACAGacacacacacacacacacacacacacacacacacGctctctctctctCCCACAAGcacacacaCGCTCACATAAGAGAAAACCATGACATTaaaaaGAGAAATAGgtgtgtCtgtgtgtgCGATTAACTCATTATCATTCAGTGCGATTTGAAACACCCATGCAAGTACCTAATCCGAGAT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 11 8 151 TGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctct TGTCCTTCTCTCTCCCTCTGT GCGAGACAGGTAGCGATTCA 8 68 57 21 207 20 59,286 59,899 34,100 25,700 1,814,329 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 8 152 TGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctct TGTCCTTCTCTCTCCCTCTGT AGCGAGACAGGTAGCGATTC 8 69 57 21 208 20 59,286 59,617 34,100 25,200 2,096,162 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 8 157 TGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctct TGTCCTTCTCTCTCCCTCTGT GACTGAGCGAGACAGGTAGC 8 74 57 21 213 20 59,286 59,900 34,100 35,800 1,813,438 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 63 207 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctc CCTCTCTGTCTGTCTCACTCTG GCGAGACAGGTAGCGATTCA 63 68 1 22 207 20 59,251 59,899 33,500 25,700 2,849,758 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 63 208 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctc CCTCTCTGTCTGTCTCACTCTG AGCGAGACAGGTAGCGATTC 63 69 1 22 208 20 59,251 59,617 33,500 25,200 3,131,591 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 63 213 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctc CCTCTCTGTCTGTCTCACTCTG GACTGAGCGAGACAGGTAGC 63 74 1 22 213 20 59,251 59,900 33,500 35,800 2,848,867 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 9 125 TCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctTCTGTCCTTCTCTCTCCCTCTG GGGAGACAGAGAGATGGAGAGT 9 38 55 22 179 22 60,025 60,092 33,500 32,400 4,117,300 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 8 123 TGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctct TGTCCTTCTCTCTCCCTCTGT GGGAGACAGAGAGATGGAGAGT 8 38 57 21 179 22 59,286 60,092 34,100 32,400 3,805,532 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2372:70399 1 86 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 6 122 GTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctc GTCCTTCTCTCTCCCTCTGTCT GGGAGACAGAGAGATGGAGAGT 6 38 58 22 179 22 60,025 60,092 34,100 32,400 4,117,206 F 214 CctctctGTCTGTCTCACTCTGTTTCTCTAATTGAGtctctctcTGTCTCTTTCTCTGTCCTtctctctcCCTCTGTCTCTTCTAtctctctctctctctctctctctctctctctctcCCtttttCTCTCCctctctCAGAATCTGACTGtctctcACTCTCCAtctctcTGTCTCCCCATTCCTCTGAATCGCTACCTGTCTCGCTCAGTCT

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 38 246 ACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTACCGAGAGAATGCATGTGCC ACACATTGCGTAATGCTACACTG 38 119 11 20 256 23 60,746 59,875 50,100 36,600 3,870,991 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 7 122 ATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtg ATGCATGTGCCGATATCCGT ACCGCGCATTTAACTCCAGA 29 7 20 20 141 20 59,965 60,037 46,900 38,600 0.072082 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 39 247 GACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACGACCGAGAGAATGCATGTGC ACACATTGCGTAATGCTACACTG 39 119 10 20 256 23 59,345 59,875 45,700 36,600 3,779,829 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 43 240 GGGAGACCgagagaATGCATGTGCCGATATCCgtgtg GGGAGACCGAGAGAATGCAT AATGCTACACTGAAGATGCACC 43 109 6 20 245 22 59,244 58,987 39,600 50,100 3,768,204 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 96 GACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgGACTTGTGTGCGTGTGTGTC ACCGCGCATTTAACTCCAGA 3 7 46 20 141 20 59,974 60,037 36,700 38,600 0.063050 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 142 GACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgGACTTGTGTGCGTGTGTGTC CTCACACCCTCAACCACTCT 3 53 46 20 187 20 59,974 58,948 36,700 32,400 1,078,097 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 143 GACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgGACTTGTGTGCGTGTGTGTC TCTCACACCCTCAACCACTC 3 54 46 20 188 20 59,974 58,951 36,700 35,100 1,074,886 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 194 GACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgGACTTGTGTGCGTGTGTGTC ACACTGAAGATGCACCCTAGC 3 104 46 20 239 21 59,974 60,066 36,700 34,200 1,092,139 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 197 GACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgGACTTGTGTGCGTGTGTGTC GCTACACTGAAGATGCACCCT 3 107 46 20 242 21 59,974 60,066 36,700 43,400 1,092,139 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 94 CTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgt CTTGTGTGCGTGTGTGTCTG ACCGCGCATTTAACTCCAGA 1 7 48 20 141 20 59,973 60,037 35,100 38,600 0.063438 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 141 CTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgt CTTGTGTGCGTGTGTGTCTG TCTCACACCCTCAACCACTC 1 54 48 20 188 20 59,973 58,951 35,100 35,100 1,075,275 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2116:2889:67603 1 69 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 192 CTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgt CTTGTGTGCGTGTGTGTCTG ACACTGAAGATGCACCCTAGC 1 104 48 20 239 21 59,973 60,066 35,100 34,200 1,092,528 F 281 TGTCAGGGAGACCgagagaATGCATGTGCCGATATCCgtgtgtgtGACTtgtgtgCgtgtgtgtCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtGAGTGATTCTGGAGTTAAATGCGCGGTTTTGTTTGTGCTTGTGGTCATGTGTAAGAGTGGTTGAGGGTGTGAGAATGAGAGTGAGATTTTGAATGACAATATGAGCTAGGGTGCATCTTCAGTGTAGCATTACGCAATGTGTTATCATTTGCTTGTGtttttGGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 1 1 5 0 204 TGGCAGCTCGCATAACAAGAATAAGGCATGTATGC TGGCAGCTCGCATAACAAGA ACGTTTATAATTATTTGTGTGCCTGAA 55 0 31 20 234 27 60,036 58,484 30,200 30,200 8,552,717 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 0 0 6 1 172 TGCAACTAGACTCAGAATCTTACaaaaaTATTAACAT TGCAACTAGACTCAGAATCTTACA ACGTTTATAATTATTTGTGTGCCTGA 19 1 63 24 234 26 57,410 57,954 24,100 38,600 14,636,528 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 0 0 6 1 172 TGCAACTAGACTCAGAATCTTACaaaaaTATTAACAT TGCAACTAGACTCAGAATCTTACAA ACGTTTATAATTATTTGTGTGCCTGA 18 1 63 25 234 26 58,007 57,954 24,100 38,600 15,039,373 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 0 0 6 1 176 TGTATGCAACTAGACTCAGAATCTTACaaaaaTATTA TGTATGCAACTAGACTCAGAATCT ACGTTTATAATTATTTGTGTGCCTGA 23 1 59 24 234 26 57,218 57,954 24,000 38,600 14,828,376 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 0 0 6 1 204 TGGCAGCTCGCATAACAAGAATAAGGCATGTATGC TGGCAGCTCGCATAACAAGA ACGTTTATAATTATTTGTGTGCCTGA 55 1 31 20 234 26 60,036 57,954 30,200 38,600 8,082,777 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:10683:49601 1 106 102 17 2 AC ACACACACATACACACACACACACACACACACATAANA 0 0 6 1 207 ACATGGCAGCTCGCATAACAAGAATAAGGCATGTA ACATGGCAGCTCGCATAACA ACGTTTATAATTATTTGTGTGCCTGA 58 1 28 20 234 26 60,393 57,954 24,100 38,600 8,439,158 G 241 AGGCATACACAAACACATAACAAATAAACATGGCAGCTCGCATAACAAGAATAAGGCATGTATGCAACTAGACTCAGAATCTTACaaaaaTATTAACATTCACAAacacacacATacacacacacacacacacacacATAAAacacacacacacacacacacacacacacacacacAGacacacATacacacGCagagagTcacacaTTCAGGcacacaAATAATTATAAACGTAAAACAC

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 1 1 3 32 159 AGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGGACATTTACTTCCACAGGG GCCCTGCAGTTAAGACACCT 32 51 74 22 232 20 59,691 59,963 44,500 40,000 2,345,741 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 32 160 AGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGGACATTTACTTCCACAGGG AGCCCTGCAGTTAAGACACC 32 52 74 22 233 20 59,691 59,963 44,500 41,600 2,345,741 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 14 139 GGGTAGAGTGGAGTCAGGATATAGATATAGATAG GGGTAGAGTGGAGTCAGGAT GCCCTGCAGTTAAGACACCT 14 51 94 20 232 20 57,537 59,963 32,400 40,000 2,499,921 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 13 139 GGGTAGAGTGGAGTCAGGATATAGATATAGATAG GGGTAGAGTGGAGTCAGGATA GCCCTGCAGTTAAGACACCT 13 51 94 21 232 20 57,403 59,963 25,900 40,000 3,633,815 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 5 67 213 GGAAGGCATTGATTGGATGGCTACTTGAGCACATA GGAAGGCATTGATTGGATGGC CAACCTTTGGTTTGCAGCCC 71 67 36 21 248 20 59,930 60,533 44,000 51,900 1,602,307 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 5 52 198 GGAAGGCATTGATTGGATGGCTACTTGAGCACATA GGAAGGCATTGATTGGATGGC AGCCCTGCAGTTAAGACACC 71 52 36 21 233 20 59,930 59,963 44,000 41,600 1,106,543 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 5 51 197 GGAAGGCATTGATTGGATGGCTACTTGAGCACATA GGAAGGCATTGATTGGATGGC GCCCTGCAGTTAAGACACCT 71 51 36 21 232 20 59,930 59,963 44,000 40,000 1,106,543 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 5 32 179 GGAAGGCATTGATTGGATGGCTACTTGAGCACATA GGAAGGCATTGATTGGATGGC CTCAAGTGCATGTTCAAGCGT 71 32 36 21 214 21 59,930 59,735 44,000 50,700 2,334,763 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13707:9132 1 128 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 5 14 121 GGGTAGAGTGGAGTCAGGATATAGATATAGATAG GGGTAGAGTGGAGTCAGGAT CTCAAGTGCATGTTCAAGCGT 14 32 94 20 214 21 57,537 59,735 32,400 50,700 3,728,142 F 257 CACAGacacacacacacacATAAGTGCATATAGATGGAAGGCATTGATTGGATGGCTACTTGAGCACATATAAAGGGACATTTACTTCCACAGGGGTAGAGTGGAGTCAGGATATAGATATAGATAGatatatatatatatatatatatatatatatatatACAGACTGTCTGCAAAAGAGGCATTTGaaaaaaCGCTTGAACATGCACTTGAGGTGTCTTAACTGCAGGGCTGCAAACCAAAGGTTGGAAGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2117:13738:19768 1 91 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 12 10 109 GCTCACCCGCATACACAAACTCACATGTGCACTccccGCTCACCCGCATACACAAAC TGTGTGTGATTGTGCGAGTG 25 10 46 20 154 20 59,832 59,063 29,300 35,100 1,104,728 F 155 CGGtctctctcTTTGTTacacacacacacacacacacacGTACACGCTCACCCGCATACACAAACTCACATGTGCACTcccccAAGAATGcacacacacacacacacacacacacacacacacaTACTAAGacacacTCGCACAATcacacacaT

ST‐E00142:460:H2K7HCCXY:6:2117:13738:19768 1 91 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 8 107 GCTCACCCGCATACACAAACTCACATGTGCACTccccGCTCACCCGCATACACAAAC TGTGTGATTGTGCGAGTGTG 25 8 46 20 152 20 59,832 59,063 29,300 38,200 1,104,728 F 155 CGGtctctctcTTTGTTacacacacacacacacacacacGTACACGCTCACCCGCATACACAAACTCACATGTGCACTcccccAAGAATGcacacacacacacacacacacacacacacacacaTACTAAGacacacTCGCACAATcacacacaT

ST‐E00142:460:H2K7HCCXY:6:2117:13738:19768 1 91 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 7 106 GCTCACCCGCATACACAAACTCACATGTGCACTccccGCTCACCCGCATACACAAAC GTGTGATTGTGCGAGTGTGT 25 7 46 20 151 20 59,832 59,063 29,300 37,200 1,105,431 F 155 CGGtctctctcTTTGTTacacacacacacacacacacacGTACACGCTCACCCGCATACACAAACTCACATGTGCACTcccccAAGAATGcacacacacacacacacacacacacacacacacaTACTAAGacacacTCGCACAATcacacacaT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 29 243 CAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCCAATCCACTGTCGGGTCGG TGCCTCACTCTCTCACTCCC 141 29 12 19 254 20 60,448 60,613 47,900 43,000 2,061,130 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 28 242 CAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCCAATCCACTGTCGGGTCGG GCCTCACTCTCTCACTCCCA 141 28 12 19 253 20 60,448 60,613 47,900 43,700 2,061,130 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 28 246 CTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCCTCGCAATCCACTGTCGGG GCCTCACTCTCTCACTCCCA 145 28 8 19 253 20 60,811 60,613 51,400 43,700 2,424,558 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 90 CAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtg CAAGCGTTTGTGTGGGAGTG CGCACACGCATTCTGTTTCA 14 2 138 20 227 20 59,971 60,041 35,100 26,900 0.070700 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 101 CCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGCCAAATCCTGCCAAGCGTT CGCACACGCATTCTGTTTCA 26 2 127 19 227 20 59,033 60,041 48,400 26,900 2,008,162 B 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 102 GCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGCCAAATCCTGCCAAGCGTT CGCACACGCATTCTGTTTCA 26 2 126 20 227 20 62,159 60,041 48,400 26,900 2,199,961 B 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 102 GCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGCCAAATCCTGCCAAGCG CGCACACGCATTCTGTTTCA 28 2 126 18 227 20 59,817 60,041 46,800 26,900 2,223,937 B 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 159 CCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAATCGCGAGCTTACCAAC CGCACACGCATTCTGTTTCA 83 2 69 20 227 20 59,626 60,041 37,700 26,900 0.415116 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 174 AATCACGGTGCAGAGCCAATCGCGAGCTTACCAAC AATCACGGTGCAGAGCCAAT CGCACACGCATTCTGTTTCA 98 2 54 20 227 20 60,323 60,041 31,600 26,900 0.364216 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 181 CGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTCGCATGAAATCACGGTGCAG CGCACACGCATTCTGTTTCA 105 2 47 20 227 20 60,522 60,041 44,100 26,900 0.563267 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 208 TGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATGTCGGGTCGGCCTTAATTG CGCACACGCATTCTGTTTCA 132 2 20 20 227 20 60,392 60,041 23,200 26,900 0.433326 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 209 CTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAACTGTCGGGTCGGCCTTAATT CGCACACGCATTCTGTTTCA 133 2 19 20 227 20 60,108 60,041 14,000 26,900 0.149248 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 20 227 CTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAACTGTCGGGTCGGCCTTAATT CTCTCACTCCCACATACGCG 133 20 19 20 245 20 60,108 60,249 14,000 60,100 0.356510 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 14 108 CAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtg CAAGCGTTTGTGTGGGAGTG CTCTCACTCCCACATACGCG 14 20 138 20 245 20 59,971 60,249 35,100 60,100 0.277962 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:18507:2751 1 172 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 106 AGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgt AGCGTTTGTGTGGGAGTGAA CTCTCACTCCCACATACGCG 12 20 140 20 245 20 60,107 60,249 31,800 60,100 0.356072 F 259 GCTGCCGCTCGCAATCCACTGTCGGGTCGGCCTTAATTGGCCCACCCGCATGAAATCACGGTGCAGAGCCAATCGCGAGCTTACCAACTGcccccGCCCGcccccACCAAGCACCCGTGCCAAGGGCCAAATCCTGCCAAGCGTTtgtgtgGGAGTGAAAGGGAAGGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGAAACAGAATGCGTGTGCGCGTATGTGGGAGTgagagaGTGAGGCATGAAT

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 14 19 156 TCAATTTCTCACATACACTCTTCACAAAATTGTATGGTCAATTTCTCACATACACTCTTCACA TGTGTATGTCTGCGTGTGTG 57 19 84 26 239 20 58,784 58,503 35,800 38,200 8,713,428 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 18 155 CAATTTCTCACATACACTCTTCACAAAATTGTATGGACAATTTCTCACATACACTCTTCACA TGTGTATGTCTGCGTGTGTGT 57 18 85 25 239 21 57,574 60,202 35,800 37,200 8,628,052 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 18 156 TCAATTTCTCACATACACTCTTCACAAAATTGTATGGTCAATTTCTCACATACACTCTTCACA TGTGTATGTCTGCGTGTGTGT 57 18 84 26 239 21 58,784 60,202 35,800 37,200 8,418,969 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 6 99 tttGCAGTTGCCTCTGGACAAAGAATcacacacacacac TTTGCAGTTGCCTCTGGACA TGTGTATGTCTGCGTGTGTGT 6 18 141 20 239 21 60,107 60,202 40,200 37,200 1,309,244 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 5 98 ttGCAGTTGCCTCTGGACAAAGAATcacacacacacacaTTGCAGTTGCCTCTGGACAA TGTGTATGTCTGCGTGTGTGT 5 18 142 20 239 21 60,107 60,202 31,800 37,200 1,309,244 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:20334:2926 1 167 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 4 97 tGCAGTTGCCTCTGGACAAAGAATcacacacacacaca TGCAGTTGCCTCTGGACAAA TGTGTATGTCTGCGTGTGTGT 4 18 143 20 239 21 60,107 60,202 28,300 37,200 1,309,244 F 258 acacacacacacacacacacacacacAGACAAAGCCTTTTCACAGAATAACACAATATTCCCCAAAGATATTTaaaaaaaaCATCAATTTCTCACATACACTCTTCACAAAATTGTATGGAACAGTTGAACTGGTAGCtttttGCAGTTGCCTCTGGACAAAGAATcacacacacacacacacacacacacacacacacaGACAGATACAAATTACATacacacacGCAGACATACACAAATcacacacacacaCGCA

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 1 1 14 14 167 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA AGGGAGGGAGCGAGAGAAA 14 31 1 20 167 19 59,820 59,611 32,700 25,200 1,568,702 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 0 0 14 14 168 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA CAGGGAGGGAGCGAGAGAAA 14 31 1 20 168 20 59,820 60,973 32,700 25,200 1,153,154 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 0 0 14 14 168 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA CAGGGAGGGAGCGAGAGAA 14 32 1 20 168 19 59,820 60,381 32,700 28,700 1,560,686 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 0 0 14 0 137 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA GCTAGAGAAAGAGAGACGGC 14 0 1 20 137 20 59,820 57,515 32,700 56,800 2,665,438 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 0 0 14 0 138 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA AGCTAGAGAAAGAGAGACGGC 14 0 1 20 138 21 59,820 58,979 32,700 56,800 2,201,629 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:27154:1907 1 35 83 17 3 AG CTCTCTCTCTCTCTCTTTCACTCTATCTGTCCATCTCT NA 0 0 14 0 139 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctCCCTCTCTCTCGCTCTCTCA AAGCTAGAGAAAGAGAGACGGC 14 0 1 20 139 22 59,820 59,574 32,700 56,800 2,605,839 G 210 CCctctctctCGctctctCACTCTCATTATGTTGctctctctctctctctTTCACTCTATCTGTCCAtctctctctctctctctctctctctctctctctcTATCTGtctctctctcGCCGtctctcTTTCTCTAGCTTtctctcttttttCTCTCGCTCCCTCCCTGtctctctctcGctctctctctctctctctctGTGCATCTCAT

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 12 8 154 GAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtg GAGTGAGTGTGTATGCCTGAGA GCACATACACTCTCGCATGC 8 70 52 22 205 20 59,506 59,697 32,700 40,600 2,796,565 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 7 153 AGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgAGTGAGTGTGTATGCCTGAGAG GCACATACACTCTCGCATGC 7 70 53 22 205 20 59,505 59,697 32,000 40,600 2,798,159 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 8 139 GAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtg GAGTGAGTGTGTATGCCTGAGA CATGCACACACTCTCCCGTA 8 55 52 22 190 20 59,506 59,754 32,700 40,200 2,740,036 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 6 137 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA CATGCACACACTCTCCCGTA 6 55 54 22 190 20 59,506 59,754 31,000 40,200 2,740,036 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 6 152 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA GCACATACACTCTCGCATGC 6 70 54 22 205 20 59,506 59,697 31,000 40,600 2,796,565 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 16 6 136 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA ATGCACACACTCTCCCGTAC 6 54 54 22 189 20 59,506 59,753 31,000 36,700 2,740,310 F 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 12 8 195 GAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtg GAGTGAGTGTGTATGCCTGAGA ATAACGCATGCACACTCCCT 8 11 52 22 246 20 59,506 59,747 32,700 42,000 2,746,719 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 7 194 AGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgAGTGAGTGTGTATGCCTGAGAG ATAACGCATGCACACTCCCT 7 11 53 22 246 20 59,505 59,747 32,000 42,000 2,748,313 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 187 GAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtg GAGTGAGTGTGTATGCCTGAGA TGCACACTCCCTCTTGCATG 8 3 52 22 238 20 59,506 60,607 32,700 40,600 3,100,892 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 6 193 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA ATAACGCATGCACACTCCCT 6 11 54 22 246 20 59,506 59,747 31,000 42,000 2,746,719 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 185 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA TGCACACTCCCTCTTGCATG 6 3 54 22 238 20 59,506 60,607 31,000 40,600 3,100,892 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 82 134 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 184 GTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgt GTGAGTGTGTATGCCTGAGAGA GCACACTCCCTCTTGCATGT 6 2 54 22 237 20 59,506 60,607 31,000 32,100 3,101,164 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 1 14 4 139 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTG TTGCACGCACACACTCTCTC 11 4 1 20 139 20 58,519 60,876 38,200 32,000 2,357,148 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 10 190 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT CATGCACACACTCTCCCGTA 10 55 1 21 190 20 60,202 59,754 37,200 40,200 1,448,662 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 10 200 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT TACACTCTCGCATGCACACA 10 65 1 21 200 20 60,202 59,683 37,200 37,200 1,519,143 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 10 205 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT GCACATACACTCTCGCATGC 10 70 1 21 205 20 60,202 59,697 37,200 40,600 1,505,192 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 5 139 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT TTGCACGCACACACTCTCT 10 5 1 21 139 19 60,202 59,856 37,200 31,000 2,346,140 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 5 140 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT CTTGCACGCACACACTCTCT 10 5 1 21 140 20 60,202 60,878 37,200 31,000 2,079,951 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 4 139 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT TTGCACGCACACACTCTCTC 10 4 1 21 139 20 60,202 60,876 37,200 32,000 2,078,209 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 16 11 189 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTG ATGCACACACTCTCCCGTAC 11 54 1 20 189 20 58,519 59,753 38,200 36,700 1,727,875 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 84 17 2 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 16 10 189 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT ATGCACACACTCTCCCGTAC 10 54 1 21 189 20 60,202 59,753 37,200 36,700 1,448,937 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 1 14 11 246 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTG ATAACGCATGCACACTCCCT 11 11 1 20 246 20 58,519 59,747 38,200 42,000 1,734,284 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 14 3 238 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTG TGCACACTCCCTCTTGCATG 11 3 1 20 238 20 58,519 60,607 38,200 40,600 2,088,457 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 10 245 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT TAACGCATGCACACTCCCTC 10 10 1 21 245 20 60,202 60,391 37,200 43,000 1,593,432 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 10 246 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT ATAACGCATGCACACTCCCT 10 11 1 21 246 20 60,202 59,747 37,200 42,000 1,455,346 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 3 238 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT TGCACACTCCCTCTTGCATG 10 3 1 21 238 20 60,202 60,607 37,200 40,600 1,809,518 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9201:11171 1 32 184 17 3 AC GTGTGTGTGTGTGTGTGTGTGAGTGAGTGTGTATG NA 0 0 15 2 237 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtCGTGTGTGAGAGAGTGTGTGT GCACACTCCCTCTTGCATGT 10 2 1 21 237 20 60,202 60,607 37,200 32,100 1,809,791 G 256 CgtgtgtgagagagtgtgtgtgagagaAAGAgtgtgtgtgtgtgtgtgtgtGAGTGAgtgtgtATGCCTgagagagaAAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCgagagagtgtgtGCGTGCAAgtgtgtgtGCGCGTACGGGAGAGTGTGCGCGTACGGGAGAgtgtgtGCATGCGAGAGTGTATGTGCgagagagagaGTACATGCAAGAGGGAGTGTGCATGCGTTATAGAGCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 80 44 17 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 13 13 120 TGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTATGTGAGTGTGTGTGGTGTGT AGACACAGACGTACACAGACA 13 22 47 20 166 21 59,677 58,705 37,200 34,100 2,618,280 F 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 80 44 17 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 11 118 TGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtg TGAGTGTGTGTGGTGTGTGT AGACACAGACGTACACAGACA 11 22 49 20 166 21 59,677 58,705 37,200 34,100 2,618,280 F 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 80 44 17 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 5 112 tgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgt TGTGTGGTGTGTGTCTCTGC AGACACAGACGTACACAGACA 5 22 55 20 166 21 60,462 58,705 42,600 34,100 2,756,849 F 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 25 99 17 2 AC TGTGTGTGTGTACGTTTGCATATGTGAGTGTGTGTGNA 0 1 12 4 165 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACG GGACATGTGGGCATTGTCTG GACACAGACGTACACAGACA 4 22 1 20 165 20 59,187 57,231 35,100 34,100 3,582,018 D 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 25 99 17 2 AC TGTGTGTGTGTACGTTTGCATATGTGAGTGTGTGTGNA 0 0 13 4 166 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACG GGACATGTGGGCATTGTCTG AGACACAGACGTACACAGACA 4 22 1 20 166 21 59,187 58,705 35,100 34,100 3,108,163 D 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2117:9841:67304 1 25 99 17 2 AC TGTGTGTGTGTACGTTTGCATATGTGAGTGTGTGTGNA 0 0 14 4 167 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACG GGACATGTGGGCATTGTCTG AAGACACAGACGTACACAGACA 4 22 1 20 167 22 59,187 59,314 35,100 34,100 3,499,590 D 209 GGACATGTGGGCATTGTCTGCGTCtgtgtgtgtgTACGTTTGCATATGTGAgtgtgtgtGgtgtgtgtCTCTGCGTGTCtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTTGTGCACATATGCATGTATGTCTGTGTACGTCTGTGTCTTTGTATAtgtgtgtgtgCCtgtgtgCGTATTTGTCTGTATGTA

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 21 140 CTTACAACTTCAAACCAGAGTGGTAATATTAGTTTC CTTACAACTTCAAACCAGAGTGG CCATCCTGGACTAAATTTCTGCC 39 21 41 23 180 23 57,576 59,366 40,000 48,500 9,058,107 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 20 139 CTTACAACTTCAAACCAGAGTGGTAATATTAGTTTC CTTACAACTTCAAACCAGAGTGG CATCCTGGACTAAATTTCTGCCT 39 20 41 23 179 23 57,576 58,469 40,000 47,500 9,954,995 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 155 ACTTACAACTTCAAACCAGAGTGGTAATATTAGTTT ACTTACAACTTCAAACCAGAGTGG GGGTTTGCATATATCCATCCTGG 39 35 40 24 194 23 59,118 58,981 40,000 44,500 8,901,023 F 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 141 ACTTACAACTTCAAACCAGAGTGGTAATATTAGTTT ACTTACAACTTCAAACCAGAGTGG CCATCCTGGACTAAATTTCTGCC 39 21 40 24 180 23 59,118 59,366 40,000 48,500 8,515,836 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 20 139 ACTTACAACTTCAAACCAGAGTGGTAATATTAGTTT ACTTACAACTTCAAACCAGAGTGG ATCCTGGACTAAATTTCTGCCT 39 20 40 24 178 22 59,118 57,130 40,000 47,500 9,751,870 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 138 ACTTACAACTTCAAACCAGAGTGGTAATATTAGTTT ACTTACAACTTCAAACCAGAGTGG TCCTGGACTAAATTTCTGCCTT 39 19 40 24 177 22 59,118 57,342 40,000 43,500 9,539,663 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:16437:21983 1 103 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 21 142 AACTTACAACTTCAAACCAGAGTGGTAATATTAGTT AACTTACAACTTCAAACCAGAGTGG CCATCCTGGACTAAATTTCTGCC 39 21 39 25 180 23 59,643 59,366 40,000 48,500 8,991,019 A 213 TAAAGCTCCTAAACATACATCTATTGATAGAACACTACAACTTACAACTTCAAACCAGAGTGGTAATATTAGTTTCCAATTAGAACTAATTCCCACTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCAAGGGGTGGAAAATTTTAAGGCAGAAATTTAGTCCAGGATGGatatatGCAAACCCAACCTTCTTTAAAATCTAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 10 0 186 catatatACAAacacacacGCAGGcacacacacacacacacaCATATATACAAACACACACGCAGG CGTGTTTGTGTGCGTGTGAA 0 108 55 24 240 20 58,263 60,179 48,500 31,800 5,916,566 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 11 0 110 acatatatACAAacacacacGCAGGcacacacacacacacacACATATATACAAACACACACGCAGG CGGTGTCGTTGAATGTCTGC 0 31 54 25 163 20 59,707 59,836 48,500 42,600 5,457,111 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 11 0 187 acatatatACAAacacacacGCAGGcacacacacacacacacACATATATACAAACACACACGCAGG CGTGTTTGTGTGCGTGTGAA 0 108 54 25 240 20 59,707 60,179 48,500 31,800 5,472,536 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 14 22 208 GAAacacacacAAACTAacacacatatatACAAacacacac GAAACACACACAAACTAACACACA CGTGTTTGTGTGCGTGTGAA 22 108 33 24 240 20 58,546 60,179 37,200 31,800 5,632,860 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 22 132 AGAAacacacacAAACTAacacacatatatACAAacacacaAGAAACACACACAAACTAACACACA CGGTGTCGTTGAATGTCTGC 22 31 32 25 163 20 59,760 59,836 37,200 42,600 5,403,532 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 22 138 AGAAacacacacAAACTAacacacatatatACAAacacacaAGAAACACACACAAACTAACACACA TTCTGCCGGTGTCGTTGAAT 22 37 32 25 169 20 59,760 60,250 37,200 25,700 5,489,867 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 22 207 AAacacacacAAACTAacacacatatatACAAacacacacG AAACACACACAAACTAACACACA CGTGTTTGTGTGCGTGTGAA 22 108 34 23 240 20 57,560 60,179 37,200 31,800 5,619,446 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 22 209 AGAAacacacacAAACTAacacacatatatACAAacacacaAGAAACACACACAAACTAACACACA CGTGTTTGTGTGCGTGTGAA 22 108 32 25 240 20 59,760 60,179 37,200 31,800 5,418,956 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:18264:12384 1 79 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 2 189 acacatatatACAAacacacacGCAGGcacacacacacacacACACATATATACAAACACACACGCA CGTGTTTGTGTGCGTGTGAA 2 108 52 25 240 20 59,360 60,179 52,400 31,800 5,819,144 F 267 GGCACATGCACTCTAAAACAAATATACAGAAAGAAacacacacAAACTAacacacatatatACAAacacacacGCAGGcacacacacacacacacacacacacacacacacaCTGTCGCACCCTTATTCACACGGACATGCATGCAGACATTCAACGACACCGGCAGAACcacacaGAAATGCACACTGTCACTAACCCTTGAATGcacacaAAGAAGAATTCACACGcacacaAACACGTGCATACGCAAAATTAATCACATAGAC

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 2 3 187 GCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCC GCCTGTGCACTACCTTCTCA TGTTGCTATGTTCAACTGAATCAACA 104 3 86 20 272 26 59,678 59,961 32,700 33,300 6,360,830 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 2 3 199 TGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATC TGTCCAGATGTAGCCTGTGC TGTTGCTATGTTCAACTGAATCAACA 116 3 74 20 272 26 59,750 59,961 45,700 33,300 6,289,393 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 3 3 127 GGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGGACCTCAACACTTGCCCAT TGTTGCTATGTTCAACTGAATCAACA 44 3 146 20 272 26 60,251 59,961 40,000 33,300 6,290,500 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 3 3 130 TCTGGACCTCAACACTTGCCCATCATGCTCTGCAGC TCTGGACCTCAACACTTGCC TGTTGCTATGTTCAACTGAATCAACA 47 3 143 20 272 26 59,891 59,961 45,200 33,300 6,147,743 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 3 3 198 GTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGGTCCAGATGTAGCCTGTGCA TGTTGCTATGTTCAACTGAATCAACA 115 3 75 20 272 26 59,750 59,961 45,700 33,300 6,289,393 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 3 144 GCTTTGCCACAACACTCTGGACCTCAACACTTGCCC GCTTTGCCACAACACTCTGG GTTGCTATGTTCAACTGAATCAACA 62 3 128 20 271 25 59,969 58,562 38,600 33,300 6,469,107 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 3 145 GCTTTGCCACAACACTCTGGACCTCAACACTTGCCC GCTTTGCCACAACACTCTGG TGTTGCTATGTTCAACTGAATCAACA 62 3 128 20 272 26 59,969 59,961 38,600 33,300 6,070,337 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 3 197 TCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGT TCCAGATGTAGCCTGTGCAC TGTTGCTATGTTCAACTGAATCAACA 114 3 76 20 272 26 59,750 59,961 45,700 33,300 6,289,393 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 4 254 GGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACGGGTTGAGTGTAGTATCTTAGCA TGTTGCTATGTTCAACTGAATCAAC 168 4 19 23 272 25 57,406 58,562 34,900 31,800 12,031,607 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 3 253 GGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACGGGTTGAGTGTAGTATCTTAGCA GTTGCTATGTTCAACTGAATCAACA 168 3 19 23 271 25 57,406 58,562 34,900 33,300 12,031,607 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 3 254 GGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACGGGTTGAGTGTAGTATCTTAGCA TGTTGCTATGTTCAACTGAATCAACA 168 3 19 23 272 26 57,406 59,961 34,900 33,300 11,632,838 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:21024:57530 1 210 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 3 99 GCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCA GCAGCAAAGTACTGTGCACC TGTTGCTATGTTCAACTGAATCAACA 16 3 174 20 272 26 60,040 59,961 50,100 33,300 6,079,226 A 274 GTTCATAGAGGTGGTATGGGGTTGAGTGTAGTATCTTAGCATAAGTGTCATCACAACTCGAAATATTTCATTTTGTCCAGATGTAGCCTGTGCACTACCTTCTCAGATCGTTAAATGCCCCTTAAGTGCTTTGCCACAACACTCTGGACCTCAACACTTGCCCATCATGCTCTGCAGCAAAGTACTGTGCACCTGTCTGGAAAGGTCATcacacacacacacacacacacacacacacacacaTCTTGTTGATTCAGTTGAACATAGCAACATG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 32 151 CCATGCTGACGTGCACTGTAAAACAATTTCAATGACCCATGCTGACGTGCACTGTA ACACAGACACTCACTCACACA 32 44 6 20 156 21 60,670 59,175 27,400 37,200 2,495,090 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 32 153 CCATGCTGACGTGCACTGTAAAACAATTTCAATGACCCATGCTGACGTGCACTGTA ACACACAGACACTCACTCACA 32 46 6 20 158 21 60,670 59,175 27,400 35,800 2,495,090 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 32 155 CCATGCTGACGTGCACTGTAAAACAATTTCAATGACCCATGCTGACGTGCACTGTA ACACACACAGACACTCACTCA 32 48 6 20 160 21 60,670 59,175 27,400 34,100 2,495,090 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 120 ATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgATGACAGAGGCTGTGTGCTG ACACAGACACTCACTCACACA 1 44 37 20 156 21 60,321 59,175 44,100 37,200 2,146,238 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 122 ATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgATGACAGAGGCTGTGTGCTG ACACACAGACACTCACTCACA 1 46 37 20 158 21 60,321 59,175 44,100 35,800 2,146,238 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:27468:56809 1 58 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 124 ATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgATGACAGAGGCTGTGTGCTG ACACACACAGACACTCACTCA 1 48 37 20 160 21 60,321 59,175 44,100 34,100 2,146,238 F 185 AACCTCCATGCTGACGTGCACTGTAAAACAATTTCAATGACAGAGGCtgtgtgCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAgtgtgtATGAGCATGAGTGTGAGTTTCtgtgtgTATCtgtgtgAGTGAGTGTCtgtgtgtgTATGTGTCTGTGAgtgtgtgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 2 58 234 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA CGCAGTTTCAGGATGGCACT 58 102 39 20 272 20 60,036 60,957 35,800 44,000 0.993500 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 76 252 AGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCAAGCTCCTCTATTCTCCCTGCA GCAGTTTCAGGATGGCACTC 76 101 20 21 271 20 60,063 59,193 44,100 35,100 1,870,078 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 75 251 GCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACGCTCCTCTATTCTCCCTGCAC GCAGTTTCAGGATGGCACTC 75 101 21 21 271 20 59,930 59,193 45,700 35,100 1,877,474 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 73 249 TCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTCCTCTATTCTCCCTGCACCA GCAGTTTCAGGATGGCACTC 73 101 23 21 271 20 59,992 59,193 41,700 35,100 1,815,823 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 58 233 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA GCAGTTTCAGGATGGCACTC 58 101 39 20 271 20 60,036 59,193 35,800 35,100 0.843601 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 3 90 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTCT GAATGAGGGAAATTAATGTACTACAGC 3 5 93 21 182 27 59,652 58,440 34,100 44,000 9,908,410 A 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 3 179 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTCT GCAGTTTCAGGATGGCACTC 3 101 93 21 271 20 59,652 59,193 34,100 35,100 2,155,532 B 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 3 139 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA AGGGAAATTAATGTACTACAGCCA 58 3 39 20 177 24 60,036 57,678 35,800 47,500 6,357,926 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 58 202 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA GAGTGCCACAGGGATCAGTG 58 70 39 20 240 20 60,036 60,392 35,800 36,600 0.428298 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 5 149 tGCCCACTCACTTAACCTGTCTATGtatatatatatatata TGCCCACTCACTTAACCTGT GAGTGCCACAGGGATCAGTG 5 70 92 20 240 20 58,863 60,392 40,000 36,600 1,529,022 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 4 148 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTC GAGTGCCACAGGGATCAGTG 4 70 93 20 240 20 58,190 60,392 35,100 36,600 2,201,877 B 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 4 149 tGCCCACTCACTTAACCTGTCTATGtatatatatatatata TGCCCACTCACTTAACCTGTC GAGTGCCACAGGGATCAGTG 4 70 92 21 240 20 59,928 60,392 35,100 36,600 1,463,893 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 3 148 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTCT GAGTGCCACAGGGATCAGTG 3 70 93 21 240 20 59,652 60,392 34,100 36,600 1,740,229 B 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 2 139 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA AGGGAAATTAATGTACTACAGCCAA 58 2 39 20 177 25 60,036 58,273 35,800 45,200 6,763,499 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 8 0 138 CACCAGTGCATAGCCTCACATTTTCCCACATTATATTCACCAGTGCATAGCCTCACA GGGAAATTAATGTACTACAGCCAAGT 58 0 39 20 176 26 60,036 59,398 35,800 31,600 6,638,114 F 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 9 3 96 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTCT TGACTTGAATGAGGGAAATTAATGTAC 3 11 93 21 188 27 59,652 58,044 34,100 29,000 10,304,462 A 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2118:31548:6425 1 117 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 10 3 97 GCCCACTCACTTAACCTGTCTATGtatatatatatatatat GCCCACTCACTTAACCTGTCT ATGACTTGAATGAGGGAAATTAATGT 3 13 93 21 189 26 59,652 57,400 34,100 27,100 9,947,660 A 282 CTCCATTTAAATAATATTCAGCTCCTCTATTCTCCCTGCACCAGTGCATAGCCTCACATTTTCCCACATTATATTCCATCTGCCACGtttttGCCCACTCACTTAACCTGTCTATGtatatatatatatatatatatatatatatatataACTTGGCTGTAGTACATTAATTTCCCTCATTCAAGTCATTAatatatatTGTAAATAATTGAGGCCCCAGCACTGATCCCTGTGGCACTCCACTAATTACAGAGTGCCATCCTGAAACTGCGCCCCTTATCC

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 16 187 TCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTG TCACAGACTCCCAGACAGTCA GGTTCCTTCTCGTCGACCAG 16 88 11 21 197 20 60,133 60,109 34,100 40,000 1,242,707 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 16 189 TCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTG TCACAGACTCCCAGACAGTCA CAGGTTCCTTCTCGTCGACC 16 90 11 21 199 20 60,133 60,109 34,100 47,900 1,242,707 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 16 244 TCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTG TCACAGACTCCCAGACAGTCA TGATTTCTTCTCCTGGCTTTGC 16 143 11 21 254 22 60,133 59,178 34,100 36,800 3,955,451 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 8 107 TCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTG TCACAGACTCCCAGACAGTCA GCAGACCACAATGGCTGTTG 16 8 11 21 117 20 60,133 60,039 34,100 33,300 1,172,374 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 18 189 ACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTACTCACAGACTCCCAGACAGT GGTTCCTTCTCGTCGACCAG 18 88 9 21 197 20 60,133 60,109 35,500 40,000 1,242,551 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 18 191 ACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTACTCACAGACTCCCAGACAGT CAGGTTCCTTCTCGTCGACC 18 90 9 21 199 20 60,133 60,109 35,500 47,900 1,242,551 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 18 246 ACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTACTCACAGACTCCCAGACAGT TGATTTCTTCTCCTGGCTTTGC 18 143 9 21 254 22 60,133 59,178 35,500 36,800 3,955,294 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 8 109 ACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTACTCACAGACTCCCAGACAGT GCAGACCACAATGGCTGTTG 18 8 9 21 117 20 60,133 60,039 35,500 33,300 1,172,217 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 20 191 AGACTCACAGACTCCCAGACAGTCAGATTGaaaaaC AGACTCACAGACTCCCAGACA GGTTCCTTCTCGTCGACCAG 20 88 7 21 197 20 59,854 60,109 34,100 40,000 1,255,170 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 20 193 AGACTCACAGACTCCCAGACAGTCAGATTGaaaaaC AGACTCACAGACTCCCAGACA CAGGTTCCTTCTCGTCGACC 20 90 7 21 199 20 59,854 60,109 34,100 47,900 1,255,170 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 14 242 ACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGa ACAGACTCCCAGACAGTCAGA TGATTTCTTCTCCTGGCTTTGC 14 143 13 21 254 22 59,854 59,178 32,700 36,800 3,967,914 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:17462:69713 1 48 42 17 1.5 AG ACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 8 105 ACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGa ACAGACTCCCAGACAGTCAGA GCAGACCACAATGGCTGTTG 14 8 13 21 117 20 59,854 60,039 32,700 33,300 1,184,837 F 254 TTATGTAGACTCACAGACTCCCAGACAGTCAGATTGaaaaaCCCTGGacacacacagagagagagagagagagagagagagagagagagACAAGGAACAACAGCCATTGTGGTCTGCAGAGGGAAATAGGCTGTTTCTCTGTTAACTACCAGGCAGAATGCTGGGAAAGCTTGTCCACTGGTCGACGAGAAGGAACCTGCAATAATTAAAGAACACTGAAAGATTTGCCCTGGCAAAGCCAGGAGAAGAAATCA

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 30 145 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT CATCTCTCGGAGCCACCTTG 30 40 19 21 163 20 57,484 60,179 35,500 36,100 3,694,691 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 30 147 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT TACATCTCTCGGAGCCACCT 30 42 19 21 165 20 57,484 59,741 35,500 40,000 3,774,666 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 30 186 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT TGTTGTGGGCACTGGGAAAT 30 81 19 21 204 20 57,484 60,106 35,500 21,700 3,621,362 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 30 223 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT ACCCACACATGCCCAGAAAT 30 118 19 21 241 20 57,484 59,885 35,500 21,700 3,630,556 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 30 224 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT AACCCACACATGCCCAGAAA 30 119 19 21 242 20 57,484 60,106 35,500 25,200 3,621,362 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 30 225 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT AAACCCACACATGCCCAGAA 30 120 19 21 243 20 57,484 60,106 35,500 30,200 3,621,362 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 28 133 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT CCACCTTGCCATGTCCAATG 30 28 19 21 151 20 57,484 59,467 35,500 28,200 4,049,093 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 27 132 AGCAAAGGACAGAGAAATGGtttttAAAGGAAATTA AGCAAAGGACAGAGAAATGGT CACCTTGCCATGTCCAATGG 30 27 19 21 150 20 57,484 59,467 35,500 31,600 4,049,093 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18193:58427 1 70 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 27 135 TGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATGAAGCAAAGGACAGAGAAATGG CACCTTGCCATGTCCAATGG 31 27 16 23 150 20 59,177 59,467 31,600 31,600 4,356,227 F 274 GATAAAGCTTAAATTTGAAGCAAAGGACAGAGAAATGGtttttAAAGGAAATTAGAAATTGTGAAGAAGgagagagagagagagagagagagagagagagagaAAAAGCAAGATACATATCTAGGCCAGGCCATTGGACATGGCAAGGTGGCTCCgagagaTGTAAAAGTTAAGTCTATCGTGGATTTCCCAGTGCCCACAACAAAATAAGAAGTTTTGAGATTTCTGGGCAtgtgtgGGTTTTACCGGAAATTTGTACCAAATTTGAGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 1 1 1 10 233 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTTT GGGAAGATGTAATGTCATGGGC 10 118 23 25 255 22 58,230 59,113 26,600 53,600 9,656,664 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 2 11 233 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTT GGGAAGATGTAATGTCATGGGC 11 118 23 24 255 22 57,640 59,113 22,400 53,600 9,247,522 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 2 10 232 ttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctct TTGAGTATGGTCTTCAGCTACTTT GGGAAGATGTAATGTCATGGGC 10 118 24 24 255 22 57,640 59,113 26,600 53,600 9,247,522 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 11 162 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTT CCATCCTGCAGAGCCAAGAA 11 49 23 24 184 20 57,640 60,035 22,400 25,200 6,395,137 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 11 256 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTT AGAAGAAGGTGTATTCATAGAAGGG 11 138 23 24 278 25 57,640 57,869 22,400 39,500 13,491,051 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 10 161 ttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctct TTGAGTATGGTCTTCAGCTACTTT CCATCCTGCAGAGCCAAGAA 10 49 24 24 184 20 57,640 60,035 26,600 25,200 6,395,137 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 10 162 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTTT CCATCCTGCAGAGCCAAGAA 10 49 23 25 184 20 58,230 60,035 26,600 25,200 6,804,279 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 10 255 ttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctct TTGAGTATGGTCTTCAGCTACTTT AGAAGAAGGTGTATTCATAGAAGGG 10 138 24 24 278 25 57,640 57,869 26,600 39,500 13,491,051 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 4 10 256 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTTT AGAAGAAGGTGTATTCATAGAAGGG 10 138 23 25 278 25 58,230 57,869 26,600 39,500 13,900,193 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 6 9 121 ttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctct TTGAGTATGGTCTTCAGCTACTTT GATGGGCAGTGGGTGAGAAA 10 9 24 24 144 20 57,640 59,962 26,600 25,200 6,398,536 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 6 9 122 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTTT GATGGGCAGTGGGTGAGAAA 10 9 23 25 144 20 58,230 59,962 26,600 25,200 6,807,678 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:18649:4227 1 58 58 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATATNA 0 0 6 9 122 tttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctc TTTGAGTATGGTCTTCAGCTACTT GATGGGCAGTGGGTGAGAAA 11 9 23 24 144 20 57,640 59,962 22,400 25,200 6,398,536 F 281 AGAAATTCAGGGAATTGAtttttttGAGTATGGTCTTCAGCTACTTTTGtttttGTAtctctctctctctctctctctctctctctctctctatatatatatatatatatatatattttttAtttttCTCACCCACTGCCCAtctctcCCTGTTAATCCTCAACTTCTTGGCTCTGCAGGATGGGGACTAGTGTTCTCTATCATTTCCAATCTTGAACATGTGGATTTTATCAGCCCATGACATTACATCTTCCCCTTCTATGAATACACCTTCTTCTATA

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 1 1 7 4 130 AGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtg AGTGTTTGTACATATGTGTCAATGT TGATCCACGCATTAACAGCA 4 26 47 25 176 20 57,256 57,894 27,100 44,100 9,850,565 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 7 4 131 AGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtg AGTGTTTGTACATATGTGTCAATGT CTGATCCACGCATTAACAGCA 4 26 47 25 177 21 57,256 58,991 27,100 44,100 9,753,139 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 7 4 132 AGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtg AGTGTTTGTACATATGTGTCAATGT ACTGATCCACGCATTAACAGC 4 27 47 25 178 21 57,256 58,990 27,100 44,000 9,753,861 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 9 27 169 AGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAAGGGTGTGTTTCTGTGACTGT ACTGATCCACGCATTAACAGC 45 27 10 21 178 21 59,440 58,990 35,500 44,000 3,569,456 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 9 26 167 AGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAAGGGTGTGTTTCTGTGACTGT TGATCCACGCATTAACAGCA 45 26 10 21 176 20 59,440 57,894 35,500 44,100 3,666,159 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 9 26 168 AGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAAGGGTGTGTTTCTGTGACTGT CTGATCCACGCATTAACAGCA 45 26 10 21 177 21 59,440 58,991 35,500 44,100 3,568,733 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 14 47 195 TGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTTGAGGGTGTGTTTCTGTGACT ACACTGACACACTTACAGCA 47 52 8 21 202 20 59,163 57,020 34,100 44,100 4,817,253 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 14 45 193 AGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAAGGGTGTGTTTCTGTGACTGT ACACTGACACACTTACAGCA 45 52 10 21 202 20 59,440 57,020 35,500 44,100 4,539,496 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2828:73088 1 76 55 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCCNA 0 0 14 44 192 GGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGGGGTGTGTTTCTGTGACTGTG ACACTGACACACTTACAGCA 44 52 11 21 202 20 59,329 57,020 36,600 44,100 4,650,625 G 230 GTACATCTGAGGgtgtgtTTCTGTGACTGTGTCAGATGTTTCTGTAAGTGTTTGTACATATGTGTCAATGTATTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGCgtgtgtgtgtgtgtgtACTTTATCATAtttttGTAAATGTATTGCTGTTAATGCGTGGATCAGTATATTGCTGTAAgtgtgtCAGTGTATTTCTGTAAGTATGTGAgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 7 2 118 aCAATcacacaCCGAACCCAATACACAGAAATGCACAACAATCACACACCGAACCCA ACGTGAGTATGTTTGTATCCGTA 39 2 36 20 153 23 59,818 57,434 45,100 40,200 5,747,179 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 3 103 ACCCAATACACAGAAATGCACAAAAGATCACAAAG ACCCAATACACAGAAATGCACA ACGTGAGTATGTTTGTATCCGT 22 3 51 22 153 22 58,505 57,555 45,700 46,900 7,940,783 A 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 3 106 CGAACCCAATACACAGAAATGCACAAAAGATCACA CGAACCCAATACACAGAAATGCA ACGTGAGTATGTTTGTATCCGT 24 3 48 23 153 22 59,810 57,555 39,600 46,900 7,635,779 A 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 3 107 CCGAACCCAATACACAGAAATGCACAAAAGATCAC CCGAACCCAATACACAGAAATGC ACGTGAGTATGTTTGTATCCGT 25 3 47 23 153 22 60,428 57,555 35,600 46,900 7,872,955 A 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 3 118 aCAATcacacaCCGAACCCAATACACAGAAATGCACAACAATCACACACCGAACCCA ACGTGAGTATGTTTGTATCCGT 39 3 36 20 153 22 59,818 57,555 45,100 46,900 4,627,039 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 9 3 112 acacaCCGAACCCAATACACAGAAATGCACAAAAGAACACACCGAACCCAATACACA ACGTGAGTATGTTTGTATCCGT 32 3 42 21 153 22 59,859 57,555 37,200 46,900 5,586,706 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 3 146 ACACAAAGACACATATGCGCACATaaaaaCAATcaca ACACAAAGACACATATGCGCAC ACGTGAGTATGTTTGTATCCGT 65 3 8 22 153 22 60,096 57,555 53,400 46,900 6,541,221 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 11 3 144 ACAAAGACACATATGCGCACATaaaaaCAATcacaca ACAAAGACACATATGCGCACA ACGTGAGTATGTTTGTATCCGT 64 3 10 21 153 22 58,850 57,555 45,700 46,900 6,595,842 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:2869:5862 1 95 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 3 145 CACAAAGACACATATGCGCACATaaaaaCAATcacac CACAAAGACACATATGCGCACA ACGTGAGTATGTTTGTATCCGT 64 3 9 22 153 22 60,096 57,555 45,700 46,900 6,541,271 F 203 CATGCAAACACAAAGACACATATGCGCACATaaaaaCAATcacacaCCGAACCCAATACACAGAAATGCACAAAAGATCACAAAGAAACTAATTcacacacacacacacacacacacacacacacacaCCTACGGATACAAACATACTCACGTGCATAAAGGGGcacacaTAATGATATAATTAATTATAGAAACAGACAGAC

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 1 1 2 36 252 CCAGCAGAGGTGATGACACAATGGTACACAGTCAGCCAGCAGAGGTGATGACACA ACTCAACATGATTCATCAGCCG 121 36 2 20 253 22 59,677 59,059 37,200 55,200 3,263,712 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 2 32 204 TGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCTGCCCTGGAACACATGAAGT ACATGATTCATCAGCCGAAGG 78 32 45 20 248 21 59,522 58,431 30,100 34,600 3,047,131 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 2 32 209 GGAGTTGCCCTGGAACACATGAAGTCTCATGGCCT GGAGTTGCCCTGGAACACAT ACATGATTCATCAGCCGAAGG 83 32 40 20 248 21 60,251 58,431 32,100 34,600 2,820,401 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 2 32 247 CCAGCAGAGGTGATGACACAATGGTACACAGTCAGCCAGCAGAGGTGATGACACA ACATGATTCATCAGCCGAAGG 121 32 2 20 248 21 59,677 58,431 37,200 34,600 2,891,707 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 2 32 248 CCCAGCAGAGGTGATGACACAATGGTACACAGTCACCCAGCAGAGGTGATGACAC ACATGATTCATCAGCCGAAGG 122 32 1 20 248 21 60,392 58,431 36,700 34,600 2,961,253 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 3 31 246 CCAGCAGAGGTGATGACACAATGGTACACAGTCAGCCAGCAGAGGTGATGACACA CATGATTCATCAGCCGAAGGG 121 31 2 20 247 21 59,677 59,122 37,200 39,500 2,200,736 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 3 31 247 CCCAGCAGAGGTGATGACACAATGGTACACAGTCACCCAGCAGAGGTGATGACAC CATGATTCATCAGCCGAAGGG 122 31 1 20 247 21 60,392 59,122 36,700 39,500 2,270,281 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 4 36 183 GCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGCCTTAGGCCAAACATGTGT ACTCAACATGATTCATCAGCCG 52 36 71 20 253 22 58,743 59,059 37,200 55,200 4,197,877 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 4 32 178 GCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGCCTTAGGCCAAACATGTGT ACATGATTCATCAGCCGAAGG 52 32 71 20 248 21 58,743 58,431 37,200 34,600 3,825,872 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 4 32 179 GCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGCCTTAGGCCAAACATGTGT AACATGATTCATCAGCCGAAGG 52 32 71 20 249 22 58,743 59,052 37,200 34,600 4,204,465 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 4 32 221 CACAGTCAGGAGGGAGTTGCCCTGGAACACATGAACACAGTCAGGAGGGAGTTGC ACATGATTCATCAGCCGAAGG 95 32 28 20 248 21 60,321 58,431 41,700 34,600 2,890,181 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 4 31 245 CCAGCAGAGGTGATGACACAATGGTACACAGTCAGCCAGCAGAGGTGATGACACA ATGATTCATCAGCCGAAGGG 121 31 2 20 246 20 59,677 57,733 37,200 39,500 2,589,822 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 7 3 130 TCACCCTCTCCTACTCACTCACTGacacacTcacacacacTCACCCTCTCCTACTCACTCA ACATGATTCATCAGCCGAAGG 3 32 119 21 248 21 59,007 58,431 34,100 34,600 4,562,361 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 7 1 128 ACCCTCTCCTACTCACTCACTGacacacTcacacacacacACCCTCTCCTACTCACTCACT ACATGATTCATCAGCCGAAGG 1 32 121 21 248 21 59,003 58,431 34,100 34,600 4,566,100 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 9 2 129 CACCCTCTCCTACTCACTCACTGacacacTcacacacacaCACCCTCTCCTACTCACTCAC ACATGATTCATCAGCCGAAGG 2 32 120 21 248 21 58,904 58,431 35,100 34,600 4,665,307 B 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 10 18 137 ACCTCCTGCTGATTACCACATATCACCCTCTCCTACT ACCTCCTGCTGATTACCACA CGAAGGGTGTGTCAGTGAGT 26 18 97 20 233 20 58,343 59,611 41,700 34,100 2,045,978 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 10 18 189 TGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCTGCCCTGGAACACATGAAGT CGAAGGGTGTGTCAGTGAGT 78 18 45 20 233 20 59,522 59,611 30,100 34,100 0.867463 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 14 15 134 ACCTCCTGCTGATTACCACATATCACCCTCTCCTACT ACCTCCTGCTGATTACCACA AGGGTGTGTCAGTGAGTGTG 26 15 97 20 230 20 58,343 59,534 41,700 38,200 2,122,293 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA
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ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 133 ACCTCCTGCTGATTACCACATATCACCCTCTCCTACT ACCTCCTGCTGATTACCACA GGGTGTGTCAGTGAGTGTGT 26 14 97 20 229 20 58,343 59,822 41,700 37,200 1,834,655 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 185 TGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCTGCCCTGGAACACATGAAGT GGGTGTGTCAGTGAGTGTGT 78 14 45 20 229 20 59,522 59,822 30,100 37,200 0.656140 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 188 AGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGAGTTGCCCTGGAACACATGA GGGTGTGTCAGTGAGTGTGT 81 14 42 20 229 20 59,522 59,822 30,700 37,200 0.656140 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 190 GGAGTTGCCCTGGAACACATGAAGTCTCATGGCCT GGAGTTGCCCTGGAACACAT GGGTGTGTCAGTGAGTGTGT 83 14 40 20 229 20 60,251 59,822 32,100 37,200 0.429410 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 202 CACAGTCAGGAGGGAGTTGCCCTGGAACACATGAACACAGTCAGGAGGGAGTTGC GGGTGTGTCAGTGAGTGTGT 95 14 28 20 229 20 60,321 59,822 41,700 37,200 0.499190 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3001:31195 1 143 53 17 1.5 AC ACACACTCACACACACACACACACACACACACACACNA 0 0 16 14 228 CCAGCAGAGGTGATGACACAATGGTACACAGTCAGCCAGCAGAGGTGATGACACA GGGTGTGTCAGTGAGTGTGT 121 14 2 20 229 20 59,677 59,822 37,200 37,200 0.500716 F 270 CCCAGCAGAGGTGATGACACAATGGTACACAGTCAGGAGGGAGTTGCCCTGGAACACATGAAGTCTCATGGCCTTAGGCCAAACATGTGTATGGAAACCTCCTGCTGATTACCACATATCACCCTCTCCTACTCACTCACTGacacacTcacacacacacacacacacacacacacacacacaTGcacacacacaCTCACTCATCAATGacacacTCACTGacacacCCTTCGGCTGATGAATCATGTTGAGTGCAACTTTTAGGAAGCA

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 6 14 185 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT AAACAGAGAGTGGTGCCGAG 14 97 53 20 237 20 59,818 59,966 55,200 46,300 0.216120 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 14 186 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GAAACAGAGAGTGGTGCCGA 14 98 53 20 238 20 59,818 59,966 55,200 55,400 0.215565 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 14 187 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT AGAAACAGAGAGTGGTGCCG 14 99 53 20 239 20 59,818 59,966 55,200 56,900 0.216120 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 14 216 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GAGACTCAGAGATTGCGAGGG 14 127 53 20 268 21 59,818 59,933 55,200 43,000 1,248,969 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 14 214 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GACTCAGAGATTGCGAGGGAG 14 125 53 20 266 21 59,818 59,933 55,200 43,000 1,248,969 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 14 217 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GGAGACTCAGAGATTGCGAGG 14 128 53 20 269 21 59,818 59,933 55,200 46,300 1,248,969 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 43 245 CTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGCTCTGCCTCTATCTTGCTCTCA GACTCAGAGATTGCGAGGGAG 43 125 22 22 266 21 59,042 59,933 32,700 43,000 4,024,588 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 43 247 CTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGCTCTGCCTCTATCTTGCTCTCA GAGACTCAGAGATTGCGAGGG 43 127 22 22 268 21 59,042 59,933 32,700 43,000 4,024,588 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 43 248 CTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGCTCTGCCTCTATCTTGCTCTCA GGAGACTCAGAGATTGCGAGG 43 128 22 22 269 21 59,042 59,933 32,700 46,300 4,024,588 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 14 114 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GCAAGAGAGAGGCAGAAGGA 14 26 53 20 166 20 59,818 59,099 55,200 33,600 1,083,185 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 14 115 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT AGCAAGAGAGAGGCAGAAGG 14 27 53 20 167 20 59,818 59,096 55,200 34,600 1,086,003 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:3194:62822 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 14 114 TGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctc TGTATACGTCTCCCTCCGCT GCAAGAGAGAGGCAGAAGGAG 14 25 53 20 166 21 59,818 60,135 55,200 36,900 1,316,790 F 274 tctctctctctctctctcTTTCTCTGCCTCTATCTTGCTCTCAATTtctctcTGTATACGTCTCCCTCCGCTAATAACTCACTCTAtctctctctctctctctctctctctctctctctctttttCCCCAACCACGtttttttGTCTCCTTCTGCctctctctTGCTATGTCTCTATCTATGTGTCTCCCTGTGACTCTCGCATTCTGCCTTCTGATCTCGGCACCActctctGTTTCTCAGATTCTCCCTCGCAATCTCTGAGTCTCCATCTT

ST‐E00142:460:H2K7HCCXY:6:2119:32339:61028 1 23 107 17 4 AC GTGTGTGTGTCTGTGTCCTCTGAGTGTGTGTGTTTGNA 1 1 12 2 155 TtgtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCT TTGTGTGTGCTTGCGTGTCT GCACAGACACAAACTTAGAGACT 2 3 1 20 155 23 61,024 58,627 34,100 32,400 5,396,702 G 155 TtgtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCTCTGAgtgtgtgtgtTTGTCtgtgtgtgtgCGTGTCtgtgtgAgtgtgtgtgtTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGAGTCTCTAAGTTTGTGTCTGTGC

ST‐E00142:460:H2K7HCCXY:6:2119:32339:61028 1 23 107 17 4 AC GTGTGTGTGTCTGTGTCCTCTGAGTGTGTGTGTTTGNA 0 0 13 1 153 gtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCTCTGTGTGTGCTTGCGTGTCTG GCACAGACACAAACTTAGAGACTC 1 2 3 19 155 24 60,011 59,554 35,100 33,600 5,456,848 G 155 TtgtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCTCTGAgtgtgtgtgtTTGTCtgtgtgtgtgCGTGTCtgtgtgAgtgtgtgtgtTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGAGTCTCTAAGTTTGTGTCTGTGC

ST‐E00142:460:H2K7HCCXY:6:2119:32339:61028 1 23 107 17 4 AC GTGTGTGTGTCTGTGTCCTCTGAGTGTGTGTGTTTGNA 0 0 13 1 153 gtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCTCTGTGTGTGCTTGCGTGTCTG GCACAGACACAAACTTAGAGACT 1 3 3 19 155 23 60,011 58,627 35,100 32,400 5,383,453 G 155 TtgtgtgtgCTTGCGTGTCTGCgtgtgtgtgtCTGTGTCCTCTGAgtgtgtgtgtTTGTCtgtgtgtgtgCGTGTCtgtgtgAgtgtgtgtgtTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGAGTCTCTAAGTTTGTGTCTGTGC

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 38 153 AGGCTTGGCGATACAATGAGAATTTACATTCAAAG AGGCTTGGCGATACAATGAGA TCCTTTGCAGACACAGTGGT 40 38 31 21 183 20 59,514 59,454 32,700 41,600 2,032,432 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 27 142 AGGCTTGGCGATACAATGAGAATTTACATTCAAAG AGGCTTGGCGATACAATGAGA CACAGTGGTCGGCTTAGAGG 40 27 31 21 172 20 59,514 60,109 32,700 36,900 1,594,925 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 9 123 GGCTTGGCGATACAATGAGAATTTACATTCAAAGG GGCTTGGCGATACAATGAGA GGCTCAGATCTTCCATGCCT 40 9 32 20 154 20 58,046 59,527 32,700 47,500 2,426,885 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 9 124 AGGCTTGGCGATACAATGAGAATTTACATTCAAAG AGGCTTGGCGATACAATGAGA GGCTCAGATCTTCCATGCCT 40 9 31 21 154 20 59,514 59,527 32,700 47,500 1,959,636 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 31 146 AGGCTTGGCGATACAATGAGAATTTACATTCAAAG AGGCTTGGCGATACAATGAGA CAGACACAGTGGTCGGCTTA 40 31 31 21 176 20 59,514 59,683 32,700 30,900 1,803,470 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2119:6086:16779 1 92 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 125 AGGCTTGGCGATACAATGAGAATTTACATTCAAAG AGGCTTGGCGATACAATGAGA AGGCTCAGATCTTCCATGCC 40 10 31 21 155 20 59,514 59,527 32,700 44,000 1,959,636 A 216 tttttATTGTTAGAAGAGGTGAAATTCAAAAGGCTTGGCGATACAATGAGAATTTACATTCAAAGGGAAAGCTAGGTATAACCCGAGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTCAGAGGCATGGAAGATCTGAGCCTCTAAGCCGACCACTGTGTCTGCAAAGGAACAAATTGAAAGGAGCCTCATTTTGAATTTCTA

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 12 6 126 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT GCGTCAGAGTGAGTGAGTGT 6 45 1 21 126 20 59,019 59,688 25,200 35,500 2,293,911 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 6 127 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT TGCGTCAGAGTGAGTGAGTG 6 46 1 21 127 20 59,019 59,688 25,200 35,100 2,293,597 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 6 128 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT GTGCGTCAGAGTGAGTGAGT 6 47 1 21 128 20 59,019 59,688 25,200 34,100 2,293,911 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 6 191 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT TGTGTATGTGAGAGTGAGTGTGT 6 107 1 21 191 23 59,019 59,363 25,200 37,200 5,618,259 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 15 5 191 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCTC TGTGTATGTGAGAGTGAGTGTGT 5 107 1 22 191 23 60,028 59,363 28,700 37,200 5,664,418 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 7 145 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTC TGTGTGAGAGAGTGAGCGTG 7 64 1 20 145 20 57,519 59,688 26,200 53,400 2,793,392 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 6 145 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT TGTGTGAGAGAGTGAGCGTG 6 64 1 21 145 20 59,019 59,688 25,200 53,400 2,293,597 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 5 145 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCTC TGTGTGAGAGAGTGAGCGTG 5 64 1 22 145 20 60,028 59,688 28,700 53,400 2,339,756 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:11069:17641 1 28 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 17 6 193 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacaCCCAGTCTCAGGGTTCTTTCT AGTGTGTATGTGAGAGTGAGTGT 6 109 1 21 193 23 59,019 59,108 25,200 35,500 5,873,472 F 225 CCCAGTCTCAGGGTTCTTtctctcTGTcacacacacacacacacacacacacacacacacaTTCAGTCACTCTCACTCActctctcacacaTACACTCACTcacacacaCTCACTCACTCTGACGCACGCTCActctctcacacaTACACTCTcacacacaCTCTcacacacaCTCACTCTCACATacacacTCActctctctctcacacacaTTCAGTCAATCT

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 1 1 4 12 130 AGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacAGCGAGAATGCTGAGACTGG CCTCTTCTTCCGGTCTGCTC 12 21 66 20 195 20 59,825 59,825 40,000 42,600 0.349919 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 22 194 TGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGTGACCGTATGTGTGAGACCG TCCTCTTCTTCCGGTCTGCT 75 22 3 20 196 20 59,476 60,252 47,900 42,400 0.776246 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 21 181 tgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGATGAGACCGAGTCAGTGTGTG CCTCTTCTTCCGGTCTGCTC 63 21 15 20 195 20 59,331 59,825 38,200 42,600 0.843152 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 21 183 tgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGAT TGTGAGACCGAGTCAGTGTG CCTCTTCTTCCGGTCTGCTC 65 21 13 20 195 20 59,331 59,825 38,200 42,600 0.843152 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 21 185 tgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGTGTGAGACCGAGTCAGTG CCTCTTCTTCCGGTCTGCTC 67 21 11 20 195 20 59,331 59,825 36,600 42,600 0.843152 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 21 192 GACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAGACCGTATGTGTGAGACCGA CCTCTTCTTCCGGTCTGCTC 74 21 4 20 195 20 59,193 59,825 46,900 42,600 0.981485 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 21 193 TGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGTGACCGTATGTGTGAGACCG CCTCTTCTTCCGGTCTGCTC 75 21 3 20 195 20 59,476 59,825 47,900 42,600 0.699031 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 11 129 GCGAGAATGCTGAGACTGGAAGTGAACCAGGcaca GCGAGAATGCTGAGACTGGA CCTCTTCTTCCGGTCTGCTC 11 21 67 20 195 20 59,826 59,825 38,600 42,600 0.349006 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:17482:34729 1 98 57 17 2 AC CACACACACACACACACACACACACACACACACACGNA 0 0 6 11 130 GCGAGAATGCTGAGACTGGAAGTGAACCAGGcaca GCGAGAATGCTGAGACTGGA TCCTCTTCTTCCGGTCTGCT 11 22 67 20 196 20 59,826 60,252 38,600 42,400 0.426221 G 248 TGTGACCGTAtgtgtgAGACCGAGTCAgtgtgtgtATGGCGAATCTGGATGAATGAGTGTCTGATAGCGAGAATGCTGAGACTGGAAGTGAACCAGGcacacacacacacacacacacacacacacacacaCGCTGCCTtcctcctcctcctccTTCCCCaaaaaCATACCCATAGAGCAGACCGGAAGAAGAGGAAAACCCAGACTGAAAGGCAATCCTCTTCCGAcccccACTTTCATATCAATTC

ST‐E00142:460:H2K7HCCXY:6:2120:2301:22739 1 54 55 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 9 0 109 ACATgagagagaGGGAGAGTCagagagagagagagagagACATGAGAGAGAGGGAGAGTC CGCTCTGCATCTTTCTCCCT 0 13 33 21 141 20 57,703 59,822 33,600 42,000 3,474,739 G 158 CTGACCGACCAACCgagagagagaCCGATCAAACATgagagagaGGGAGAGTCagagagagagagagagagagagagagagagagagACTGACAGGCCgagagagagaGTGACAGACagagagGGAGAAAGATGCAGAGCGAGAGTgagagagagaCT

ST‐E00142:460:H2K7HCCXY:6:2120:2301:22739 1 54 55 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 0 110 ACATgagagagaGGGAGAGTCagagagagagagagagagACATGAGAGAGAGGGAGAGTC TCGCTCTGCATCTTTCTCCC 0 14 33 21 142 20 57,703 59,823 33,600 43,000 3,473,814 G 158 CTGACCGACCAACCgagagagagaCCGATCAAACATgagagagaGGGAGAGTCagagagagagagagagagagagagagagagagagACTGACAGGCCgagagagagaGTGACAGACagagagGGAGAAAGATGCAGAGCGAGAGTgagagagagaCT

ST‐E00142:460:H2K7HCCXY:6:2120:2301:22739 1 54 55 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 5 117 CGATCAAACATgagagagaGGGAGAGTCagagagagagCGATCAAACATGAGAGAGAGGGA TCGCTCTGCATCTTTCTCCC 5 14 26 23 142 20 59,617 59,823 42,000 43,000 3,559,545 G 158 CTGACCGACCAACCgagagagagaCCGATCAAACATgagagagaGGGAGAGTCagagagagagagagagagagagagagagagagagACTGACAGGCCgagagagagaGTGACAGACagagagGGAGAAAGATGCAGAGCGAGAGTgagagagagaCT

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 1 1 2 7 115 AAGTCTCAGCCCACCTCACTCGATATCcacacacacac AAGTCTCAGCCCACCTCACT GGTGGTCCGTCTGGTTTCAT 7 24 127 20 241 20 60,473 59,964 34,100 25,700 0.509039 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 2 2 110 TCAGCCCACCTCACTCGATATCcacacacacacacacac TCAGCCCACCTCACTCGATA GGTGGTCCGTCTGGTTTCAT 2 24 132 20 241 20 60,034 59,964 29,200 25,700 0.069808 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 4 24 190 AATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAAATTCCGGCCACAGTTGTCT GGTGGTCCGTCTGGTTTCAT 82 24 52 20 241 20 59,890 59,964 34,100 25,700 0.146792 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 4 24 192 AGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAGAATTCCGGCCACAGTTGT GGTGGTCCGTCTGGTTTCAT 84 24 50 20 241 20 59,890 59,964 33,200 25,700 0.146792 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 4 8 116 AAAGTCTCAGCCCACCTCACTCGATATCcacacacaca AAAGTCTCAGCCCACCTCAC GGTGGTCCGTCTGGTTTCAT 8 24 126 20 241 20 59,602 59,964 35,100 25,700 0.434624 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 4 2 146 TCAGCCCACCTCACTCGATATCcacacacacacacacac TCAGCCCACCTCACTCGATA TTGCCATCGCTATTTCCGGT 2 60 132 20 277 20 60,034 60,107 29,200 52,800 0.140913 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 5 24 189 ATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGATTCCGGCCACAGTTGTCTC GGTGGTCCGTCTGGTTTCAT 81 24 53 20 241 20 60,322 59,964 33,600 25,700 0.357958 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 60 219 GCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGGCCACAGTTGTCTCAGGTGA TTGCCATCGCTATTTCCGGT 75 60 59 20 277 20 59,893 60,107 40,200 52,800 0.214118 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 60 253 TAATGCCTGACACCAACGGGGCTGGAGAATTCCGGTAATGCCTGACACCAACGGG TTGCCATCGCTATTTCCGGT 109 60 25 20 277 20 60,322 60,107 52,800 52,800 0.429508 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 60 258 CGCCATAATGCCTGACACCAACGGGGCTGGAGAATCGCCATAATGCCTGACACCA TTGCCATCGCTATTTCCGGT 114 60 20 20 277 20 60,748 60,107 41,700 52,800 0.855054 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 51 244 TAATGCCTGACACCAACGGGGCTGGAGAATTCCGGTAATGCCTGACACCAACGGG CTATTTCCGGTGCCCAGGTG 109 51 25 20 268 20 60,322 60,748 52,800 40,000 1,070,103 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:24941:46455 1 154 44 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 24 183 GCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGGCCACAGTTGTCTCAGGTGA GGTGGTCCGTCTGGTTTCAT 75 24 59 20 241 20 59,893 59,964 40,200 25,700 0.143013 F 290 TGTTGTCCCTACCCCAGCCCGCCATAATGCCTGACACCAACGGGGCTGGAGAATTCCGGCCACAGTTGTCTCAGGTGAATCTCCAAAGCCCCAGCTGTTTAATCAAGTACAGGAATCTTCACTGTAAAGTCTCAGCCCACCTCACTCGATATCcacacacacacacacacacacacacacacacacaCTcacacacaCTCACaaaaaCAAGTCAATAAGGAATGAAACCAGACGGACCACCCGGCATCCACCTGGGCACCGGAAATAGCGATGGCAAACCCAGCCGTGTC

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 29 170 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA CAGATGCTGCCTGATCTGCT 29 61 8 20 177 20 59,159 60,179 28,300 42,400 1,019,660 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 171 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA TCAGATGCTGCCTGATCTGC 29 62 8 20 178 20 59,159 60,179 28,300 42,600 1,019,671 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 177 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA CTCTCCTCAGATGCTGCCTG 29 68 8 20 184 20 59,159 59,895 28,300 48,500 0.945841 F 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 178 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA TCTCTCCTCAGATGCTGCCT 29 69 8 20 185 20 59,159 60,032 28,300 47,500 0.872934 F 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 27 169 GGCACTCCTACCACAAACACTCATTGTTTGctctctTC GGCACTCCTACCACAAACACT CAGATGCTGCCTGATCTGCT 27 61 9 21 177 20 60,203 60,179 35,500 42,400 1,381,813 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 137 TTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtg TTGCTCTCTTCAGCTCTTGAG GCTGCCTGATCTGCTTAGTG 0 56 36 21 172 20 57,684 58,702 30,200 27,400 4,613,735 F 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 138 TTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtg TTGCTCTCTTCAGCTCTTGAG TGCTGCCTGATCTGCTTAGT 0 57 36 21 173 20 57,684 59,093 30,200 22,400 4,223,557 F 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 29 219 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA TCTGATGCAAGGTCACTGAC 29 110 8 20 226 20 59,159 57,538 28,300 35,100 3,303,073 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 29 222 TGGCACTCCTACCACAAACACTCATTGTTTGctctctT TGGCACTCCTACCACAAACA TGATCTGATGCAAGGTCACTGA 29 111 8 20 229 22 59,159 59,431 28,300 34,100 3,409,126 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 27 218 GGCACTCCTACCACAAACACTCATTGTTTGctctctTC GGCACTCCTACCACAAACACT TCTGATGCAAGGTCACTGAC 27 110 9 21 226 20 60,203 57,538 35,500 35,100 3,665,226 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 138 TCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTCCTACCACAAACACTCATTGT TTGCAGTGTTTAATTATTCTTGCAAT 21 29 14 22 151 26 57,569 57,170 27,100 35,600 13,261,617 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 139 TCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTCCTACCACAAACACTCATTGT TTTGCAGTGTTTAATTATTCTTGCAA 21 30 14 22 152 26 57,569 57,346 27,100 40,800 13,085,646 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 139 CTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCCTCCTACCACAAACACTCATTGT TTGCAGTGTTTAATTATTCTTGCAAT 21 29 13 23 151 26 58,611 57,170 27,100 35,600 13,219,575 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 139 TTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgt TTTGCTCTCTTCAGCTCTTGAG TGCTGCCTGATCTGCTTAGT 0 57 35 22 173 20 58,338 59,093 30,200 22,400 4,569,430 F 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 35 240 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTACTTGATTGGCACTCCTACCA ACAATGATCTTTGATCTGATGCAAGG 35 118 1 21 240 26 59,015 60,183 32,500 36,100 8,168,519 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 35 240 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTACTTGATTGGCACTCCTACCA ACAATGATCTTTGATCTGATGCAA 35 120 1 21 240 24 59,015 57,231 32,500 40,800 8,754,293 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:26453:39897 1 57 40 17 1.5 AC ACACACTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 34 240 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTACTTGATTGGCACTCCTACCAC ACAATGATCTTTGATCTGATGCAAGG 34 118 1 22 240 26 60,290 60,183 41,600 36,100 8,473,683 B 259 ACTTGATTGGCACTCCTACCACAAACACTCATTGTTTGctctctTCAGCTCTTGAGacacactgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCTATGTATAATTGTGGAATCATTATTTATTGCAAGAATAATTAAACACTGCAAACACTAAGCAGATCAGGCAGCATCTGAGgagagagaAACTGATTTAACATTTCAGGTCAGTGACCTTGCATCAGATCAAAGATCATTGTTAAATCAAAGCGATCATTA

ST‐E00142:460:H2K7HCCXY:6:2120:30573:60255 1 28 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 9 6 90 TTGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgTTGAGTGGTGATATGGACGGT TCTCACGCGTCCATAGGAAC 6 9 1 21 90 20 58,815 59,545 48,300 36,200 2,639,133 A 109 TTGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAGATGAGTGTTCCTATGGACGCGTGAGAAgtgtgtgtgtgtATGAGG

ST‐E00142:460:H2K7HCCXY:6:2120:30573:60255 1 28 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 6 90 TGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgt TGAGTGGTGATATGGACGGT TTCTCACGCGTCCATAGGAAC 6 9 2 20 91 21 58,139 60,135 48,300 36,200 2,995,840 A 109 TTGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAGATGAGTGTTCCTATGGACGCGTGAGAAgtgtgtgtgtgtATGAGG

ST‐E00142:460:H2K7HCCXY:6:2120:30573:60255 1 28 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 5 90 TTGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgTTGAGTGGTGATATGGACGGTT TCTCACGCGTCCATAGGAAC 5 9 1 22 90 20 59,430 59,545 44,400 36,200 3,024,453 A 109 TTGAGTGGTGATATGGACGGTTGAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAGATGAGTGTTCCTATGGACGCGTGAGAAgtgtgtgtgtgtATGAGG

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 1 12 1 138 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACT CGGAGAGAGACAGAGAGTGG 17 1 83 20 220 20 57,414 58,621 35,500 40,000 3,964,789 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 0 12 1 140 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACTT ATCGGAGAGAGACAGAGAGTGG 16 1 83 21 222 22 58,106 60,421 31,600 40,000 5,315,025 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 0 12 1 140 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACT ATCGGAGAGAGACAGAGAGTGG 17 1 83 20 222 22 57,414 60,421 35,500 40,000 5,007,646 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 0 13 2 140 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACT ATCGGAGAGAGACAGAGAGTG 17 2 83 20 222 21 57,414 58,082 35,500 35,100 5,504,191 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 0 13 1 139 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACTT TCGGAGAGAGACAGAGAGTGG 16 1 83 21 221 21 58,106 60,066 31,600 40,000 3,959,419 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 120 80 17 2 AG CACACACACACTCACACACACTCTGTCTCTCTCTCTC NA 0 0 13 1 139 GTGTcacacaCTCTCACACTTATACTCCCTATCTCATc GTGTCACACACTCTCACACT TCGGAGAGAGACAGAGAGTGG 17 1 83 20 221 21 57,414 60,066 35,500 40,000 3,652,040 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 1 13 1 186 actctctctCACACGCACACTCTTtctctcCcacacacacaTTACTCTCTCTCACACGCACAC TCGGAGAGAGACAGAGAGTGG 4 1 36 20 221 21 59,688 60,066 38,200 40,000 1,378,197 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 0 13 1 187 cactctctctCACACGCACACTCTTtctctcCcacacacacaTCACTCTCTCTCACACGCACA TCGGAGAGAGACAGAGAGTGG 5 1 35 20 221 21 59,688 60,066 45,700 40,000 1,377,884 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 0 13 1 189 cacactctctctCACACGCACACTCTTtctctcCcacacacac CACACTCTCTCTCACACGCA TCGGAGAGAGACAGAGAGTGG 7 1 33 20 221 21 59,688 60,066 52,400 40,000 1,377,884 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 0 13 1 192 acacacactctctctCACACGCACACTCTTtctctcCcacacaACACACACTCTCTCTCACACG TCGGAGAGAGACAGAGAGTGG 9 1 30 21 221 21 59,665 60,066 44,900 40,000 2,400,964 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 0 14 2 190 acacactctctctCACACGCACACTCTTtctctcCcacacacaACACACTCTCTCTCACACGC TCGGAGAGAGACAGAGAGTG 8 2 32 20 221 20 59,688 57,605 53,400 35,100 2,707,345 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:4401:13650 1 60 140 17 3 AG TCTCTCCCACACACACATTCTCTGTGTCACACACTCT NA 0 0 14 1 190 acacactctctctCACACGCACACTCTTtctctcCcacacacaACACACTCTCTCTCACACGC TCGGAGAGAGACAGAGAGTGG 8 1 32 20 221 21 59,688 60,066 53,400 40,000 1,378,197 G 269 CGCAAATaaaaaCATACTCTcccccTTTcacacacactctctctCACACGCACACTCTTtctctcCcacacacacaTTCTCTGTGTcacacaCTCTCACACTTATACTCCCTATCTCATcacacacacaCTcacacacaCTCTGtctctctctctctctctctcCctctctctctctctctctctctctctctctctctCCCActctctGtctctctcCGATTCTCTGtctctctcTTtctctcTGtctctctctcCCCCGctctctGT

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 1 1 16 2 135 AtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgt ATGTGTGTGTCTGTGTGAGT CACAATTATGGAATGACAAACGCA 3 2 8 20 142 24 57,012 58,840 34,100 52,400 8,147,935 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 16 1 135 AtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgt ATGTGTGTGTCTGTGTGAGT CACAATTATGGAATGACAAACGCAG 3 1 8 20 142 25 57,012 59,713 34,100 51,800 8,274,807 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 16 0 134 AtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgt ATGTGTGTGTCTGTGTGAGT ACAATTATGGAATGACAAACGCAGA 3 0 8 20 141 25 57,012 59,817 34,100 42,600 8,170,960 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 19 2 140 tgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgTGTGTATGTGTGTGTCTGTGTGA CACAATTATGGAATGACAAACGCA 5 2 3 23 142 24 60,119 58,840 35,800 52,400 8,278,881 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 21 2 141 gtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtGTGTGTATGTGTGTGTCTGTGTG CACAATTATGGAATGACAAACGCA 6 2 2 23 142 24 59,999 58,840 38,200 52,400 8,161,153 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:5355:43782 1 31 86 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 21 0 140 gtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtGTGTGTATGTGTGTGTCTGTGTG ACAATTATGGAATGACAAACGCAGA 6 0 2 23 141 25 59,999 59,817 38,200 42,600 8,184,178 G 142 tgtgtgTAtgtgtgtgTCtgtgtgAGTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgAATAtgtgtgAAtgtgtgtgCCtgtgtgtgtgtgtgtgTCTGCGTTTGTCATTCCATAATTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 9 102 ACAATGAGAGGGTGCgagagaAGCAGCGGGGCCAT ACAATGAGAGGGTGCGAGAG AACAGCTGCTCTCCACACTC 19 9 100 20 201 20 59,466 59,965 32,000 35,100 0.569028 F 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 15 196 GAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGCAGCTACAGGGCCATTA TCACCAAACAGCTGCTCTCC 107 15 12 20 207 20 59,530 60,250 19,000 37,100 0.720384 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 10 191 GAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGCAGCTACAGGGCCATTA AAACAGCTGCTCTCCACACT 107 10 12 20 202 20 59,530 59,528 19,000 35,500 0.941534 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 9 190 GAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGCAGCTACAGGGCCATTA AACAGCTGCTCTCCACACTC 107 9 12 20 201 20 59,530 59,965 19,000 35,100 0.504533 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 15 128 GAGGAGCAGCGTGGTCATTAACAATGAGAGGGTG GAGGAGCAGCGTGGTCATTA TCACCAAACAGCTGCTCTCC 39 15 80 20 207 20 59,824 60,250 19,000 37,100 0.426227 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 15 146 CATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTC CATTAACAGGGAGGGTGCGA TCACCAAACAGCTGCTCTCC 57 15 62 20 207 20 59,748 60,250 51,000 37,100 0.502383 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 9 122 GAGGAGCAGCGTGGTCATTAACAATGAGAGGGTG GAGGAGCAGCGTGGTCATTA AACAGCTGCTCTCCACACTC 39 9 80 20 201 20 59,824 59,965 19,000 35,100 0.210376 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 9 139 ATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCA ATTAACAGGGAGGGTGCGAG AACAGCTGCTCTCCACACTC 56 9 63 20 201 20 59,458 59,965 50,300 35,100 0.576479 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 9 140 CATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTC CATTAACAGGGAGGGTGCGA AACAGCTGCTCTCCACACTC 57 9 62 20 201 20 59,748 59,965 51,000 35,100 0.286532 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8643:10240 1 139 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 9 143 GGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGGCCATTAACAGGGAGGGTG AACAGCTGCTCTCCACACTC 60 9 59 20 201 20 60,396 59,965 46,100 35,100 0.430340 B 247 TGAGTGTGCAAGAGCAGCTACAGGGCCATTAACAGTGAGACTGCGAGAGGAGCAGTGGGGCCATTAACAGGGAGGGTGCGAGGAGCAGCGTGGTCATTAACAATGAGAGGGTGCgagagaAGCAGCGGGGCCATTAACagagagagagagagagagagagagagagagagagACCATTAAGGAGTGTGGAGAGCAGCTGTTTGGTGAGTAGGGTTGGTGAGTAATTCTAGTCTTTAAAGTAAAAGTA

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 1 1 11 7 118 GACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgGACAGCTAATTGTTCGAGTGCA GGGCTGACAGACACAAAGACT 28 7 84 22 201 21 59,263 60,203 45,700 32,400 3,939,420 B 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 11 7 171 tGGCAATAGATTACATCAAAGCaataataatCTACAACTGGCAATAGATTACATCAAAGCAA GGGCTGACAGACACAAAGACT 79 7 31 24 201 21 57,228 60,203 39,100 32,400 7,975,059 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 11 5 93 AAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgAAAGTCCGTGTGTCCGTTTG GGGCTGACAGACACAAAGACT 5 7 109 20 201 21 58,989 60,203 29,300 32,400 2,214,031 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 12 9 118 ACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgt ACAGCTAATTGTTCGAGTGCA AGGGCTGACAGACACAAAGA 28 9 85 21 202 20 58,234 58,868 45,700 25,200 3,897,950 B 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 12 9 119 GACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgGACAGCTAATTGTTCGAGTGCA AGGGCTGACAGACACAAAGA 28 9 84 22 202 20 59,263 58,868 45,700 25,200 3,868,359 B 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 12 9 172 tGGCAATAGATTACATCAAAGCaataataatCTACAACTGGCAATAGATTACATCAAAGCAA AGGGCTGACAGACACAAAGA 79 9 31 24 202 20 57,228 58,868 39,100 25,200 7,903,998 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 12 5 94 AAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgAAAGTCCGTGTGTCCGTTTG AGGGCTGACAGACACAAAGA 5 9 109 20 202 20 58,989 58,868 29,300 25,200 2,142,971 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 13 8 172 tGGCAATAGATTACATCAAAGCaataataatCTACAACTGGCAATAGATTACATCAAAGCAA AGGGCTGACAGACACAAAGAC 79 8 31 24 202 21 57,228 60,203 39,100 30,100 7,975,059 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 40 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 13 5 94 AAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgAAAGTCCGTGTGTCCGTTTG AGGGCTGACAGACACAAAGAC 5 8 109 20 202 21 58,989 60,203 29,300 30,100 2,214,031 F 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 1 16 0 134 AAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgAAAGTCCGTGTGTCCGTTTG TGACAGACAGAGAGACAAGCAT 5 0 109 20 242 22 58,989 59,104 29,300 37,900 3,907,377 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 133 AAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgt AAGTCCGTGTGTCCGTTTGC TGACAGACAGAGAGACAAGCA 4 1 110 20 242 21 61,434 58,689 36,800 39,100 3,744,375 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 134 AAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgAAAGTCCGTGTGTCCGTTTG TGACAGACAGAGAGACAAGCA 5 1 109 20 242 21 58,989 58,689 29,300 39,100 3,321,871 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 158 ACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgt ACAGCTAATTGTTCGAGTGCA TGACAGACAGAGAGACAAGCA 28 1 85 21 242 21 58,234 58,689 45,700 39,100 5,076,850 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 159 GACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgGACAGCTAATTGTTCGAGTGCA TGACAGACAGAGAGACAAGCA 28 1 84 22 242 21 59,263 58,689 45,700 39,100 5,047,259 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 160 AGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtg AGACAGCTAATTGTTCGAGTGC TGACAGACAGAGAGACAAGCA 29 1 83 22 242 21 59,003 58,689 44,000 39,100 5,307,158 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 212 tGGCAATAGATTACATCAAAGCaataataatCTACAACTGGCAATAGATTACATCAAAGCAA TGACAGACAGAGAGACAAGCA 79 1 31 24 242 21 57,228 58,689 39,100 39,100 9,082,898 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 212 tGGCAATAGATTACATCAAAGCaataataatCTACAACTGGCAATAGATTACATCAAAGCAAT TGACAGACAGAGAGACAAGCA 78 1 31 25 242 21 57,649 58,689 35,600 39,100 9,661,282 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:8877:64228 1 134 87 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 17 1 213 atGGCAATAGATTACATCAAAGCaataataatCTACAA ATGGCAATAGATTACATCAAAGCA TGACAGACAGAGAGACAAGCA 80 1 30 24 242 21 57,035 58,689 39,100 39,100 9,275,345 G 278 ATTCAGTTTAAATAGTGCAATAAatatatatGGCAATAGATTACATCAAAGCaataataatCTACAACCATGATAATATGGAAGACAGCTAATTGTTCGAGTGCATCAAAAGTCCgtgtgtCCGTTTGCCGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctctctGTCTGTCAGTCTTTGTGTCTGTCAGCCCTTGgtgtgtgtgtgtgtgtATGCTTGtctctcTGTCTGTCAGTCTTtgtgtgtgtgtgtgtgTCTGTCTCTGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2120:9962:26308 1 30 52 17 1.5 AC ACACACACACACACACAGACACACACACACACACA NA 1 1 15 2 103 CACAGACCATAGAGGAGCAGACACTGAAacacacac CACAGACCATAGAGGAGCAGAC GTGTCAGCTCCTGTATGGTCC 6 2 2 22 104 21 59,899 60,135 35,100 44,600 3,235,253 B 138 ACACAGACCATAGAGGAGCAGACACTGAAacacacacacacacacAGacacacacacacacacacacacacacacacacacATGGACCATACAGGAGCTGACACTGAGacacacAAacacacacacAGACCATAGAGG

ST‐E00142:460:H2K7HCCXY:6:2120:9962:26308 1 30 52 17 1.5 AC ACACACACACACACACAGACACACACACACACACA NA 0 0 16 2 99 AGACCATAGAGGAGCAGACACTGAAacacacacacac AGACCATAGAGGAGCAGACACT TGTCAGCTCCTGTATGGTCC 3 2 5 22 103 20 60,024 58,805 35,500 44,600 3,219,579 B 138 ACACAGACCATAGAGGAGCAGACACTGAAacacacacacacacacAGacacacacacacacacacacacacacacacacacATGGACCATACAGGAGCTGACACTGAGacacacAAacacacacacAGACCATAGAGG

ST‐E00142:460:H2K7HCCXY:6:2120:9962:26308 1 30 52 17 1.5 AC ACACACACACACACACAGACACACACACACACACA NA 0 0 16 1 98 AGACCATAGAGGAGCAGACACTGAAacacacacacac AGACCATAGAGGAGCAGACACT GTCAGCTCCTGTATGGTCCA 3 1 5 22 102 20 60,024 58,805 35,500 40,200 3,219,579 B 138 ACACAGACCATAGAGGAGCAGACACTGAAacacacacacacacacAGacacacacacacacacacacacacacacacacacATGGACCATACAGGAGCTGACACTGAGacacacAAacacacacacAGACCATAGAGG

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 0 93 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC ACTCACAAATGCACGGTCAA 0 19 33 20 125 20 60,322 58,326 50,100 31,800 1,995,923 F 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 93 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC ACTCACAAATGCACGGTCAAA 0 18 33 20 125 21 60,322 58,979 50,100 26,900 2,342,284 F 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 94 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC AACTCACAAATGCACGGTCA 0 20 33 20 126 20 60,322 58,326 50,100 40,200 1,995,923 F 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 1 10 25 206 GTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgGTGCATGGGTTTCACTGTGT AAAGGCACACGGACACAAAC 25 44 8 20 213 20 58,968 59,546 37,200 29,300 1,486,210 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 24 205 TGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgA TGCATGGGTTTCACTGTGTG AAAGGCACACGGACACAAAC 24 44 9 20 213 20 58,969 59,546 38,200 29,300 1,485,432 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 23 204 GCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGGCATGGGTTTCACTGTGTGT AAAGGCACACGGACACAAAC 23 44 10 20 213 20 58,968 59,546 37,200 29,300 1,486,210 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 0 180 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC AAGGCACACGGACACAAACA 0 43 33 20 212 20 60,322 60,678 50,100 28,300 0.999930 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 0 181 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC AAAGGCACACGGACACAAAC 0 44 33 20 213 20 60,322 59,546 50,100 29,300 0.775760 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:12987:19768 1 53 97 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 12 0 162 TGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgTGTATGGCTGTGTGAGTGGC CACGCACGCACACAAAGATA 0 25 33 20 194 20 60,322 59,489 50,100 19,800 0.832353 G 214 CTTTTGAGTGCATGGGTTTCACtgtgtgTTGGTGTATGGCtgtgtgAGTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTAgtgtgtATGTATTTGACCGTGCATTTGTGAGTTTATGTTTGTCTGAgtgtgtgtgtATCCGTGTGATCTTCTGTATTTGTTTATCTTtgtgtgCGTGCGTGTTTGTGTCCGTGTGCCTTTC

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 8 37 197 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC CGCACAGACTTAGGCACTCA 37 86 22 20 218 20 60,110 60,038 48,500 34,100 0.148443 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 37 198 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC ACGCACAGACTTAGGCACTC 37 87 22 20 219 20 60,110 60,038 48,500 35,100 0.148351 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 37 199 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC CACGCACAGACTTAGGCACT 37 88 22 20 220 20 60,110 60,320 48,500 44,000 0.430092 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 2 113 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC ATGCAAGCACACACTTACCG 37 2 22 20 134 20 60,110 59,126 48,500 40,200 0.984582 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 111 ACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATAACGCTTTAAGTGTGCCTGCT TGCAAGCACACACTTACCGA 36 1 23 20 133 20 60,535 60,179 42,400 46,900 0.714172 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 1 112 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC TGCAAGCACACACTTACCGA 37 1 22 20 133 20 60,110 60,179 48,500 46,900 0.289262 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 37 184 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC GCACTCACCCAGACACACAT 37 73 22 20 205 20 60,110 60,250 48,500 32,100 0.360659 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 37 187 GACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCA GACGCTTTAAGTGTGCCTGC TAGGCACTCACCCAGACACA 37 76 22 20 208 20 60,110 60,471 48,500 37,200 0.581214 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:17218:17852 1 79 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 36 183 ACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATAACGCTTTAAGTGTGCCTGCT GCACTCACCCAGACACACAT 36 73 23 20 205 20 60,535 60,250 42,400 32,100 0.785569 F 228 GGTTAgtgtgtTAGTATGTTTGACGCTTTAAGTGTGCCTGCTAtttttttATAtgtgtgCATATCTGTCTTTGTATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCGGTAAgtgtgtGCTTGCATATGTAAATAtgtgtgTTCATATGTGAGTTCATgagagaCTGTTTGTGCTTTAtgtgtgTCTGGGTGAGTGCCTAAGTCTGTGCGTGTAGGTTTG

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 1 1 5 0 136 ACGCGTGGAAACATAAATGCACAGAAACACATACT ACGCGTGGAAACATAAATGCA CTGAATCTTCATGTGTTTCGACG 17 0 62 21 197 23 59,462 58,368 39,600 51,200 6,169,661 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 6 0 135 ACGCGTGGAAACATAAATGCACAGAAACACATACT ACGCGTGGAAACATAAATGCA TGAATCTTCATGTGTTTCGACG 17 0 62 21 196 22 59,462 57,354 39,600 51,200 6,183,305 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 6 0 137 ACGCGTGGAAACATAAATGCACAGAAACACATACT ACGCGTGGAAACATAAATGCA TCTGAATCTTCATGTGTTTCGACG 17 0 62 21 198 24 59,462 59,614 39,600 51,200 5,923,386 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 10 0 149 AAAGAGACACAGACACGCGTGGAAACATAAATGCAAAAGAGACACAGACACGCGT TGAATCTTCATGTGTTTCGACG 32 0 48 20 196 22 59,898 57,354 60,100 51,200 4,748,148 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 10 0 150 AAAGAGACACAGACACGCGTGGAAACATAAATGCAAAAGAGACACAGACACGCGT CTGAATCTTCATGTGTTTCGACG 32 0 48 20 197 23 59,898 58,368 60,100 51,200 4,734,504 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 10 0 151 AAAGAGACACAGACACGCGTGGAAACATAAATGCAAAAGAGACACAGACACGCGT TCTGAATCTTCATGTGTTTCGACG 32 0 48 20 198 24 59,898 59,614 60,100 51,200 4,488,229 D 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 11 28 194 acacacAGACAGGCACAAAGAGACACAGACACGCGTACACACAGACAGGCACAAAGA CCCGTCTCATATATCCCTTGAAA 47 28 32 21 225 23 60,065 57,516 25,200 26,900 6,549,176 G 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 11 28 198 AGAAacacacAGACAGGCACAAAGAGACACAGACA AGAAACACACAGACAGGCACA CCCGTCTCATATATCCCTTGAAA 51 28 28 21 225 23 60,065 57,516 45,700 26,900 6,549,176 G 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:18314:21508 1 100 75 17 2 AC ACACACACACATAAATATTCACGTAATTTCACACAT NA 0 0 11 28 200 ACAGAAacacacAGACAGGCACAAAGAGACACAGA ACAGAAACACACAGACAGGCA CCCGTCTCATATATCCCTTGAAA 53 28 26 21 225 23 60,065 57,516 47,500 26,900 6,549,176 G 230 cacacaCCcacacacaATAACATACACAGAAacacacAGACAGGCACAAAGAGACACAGACACGCGTGGAAACATAAATGCACAGAAACACATACTGAAacacacacacATAAATATTCACGTAATTTcacacaTACATTcacacacacacacacacacacacacacacacacaCGTCGAAACACATGAAGATTCAGAAACTTTTCAAGGGatatatGAGACGGGGAGTA

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 1 1 7 31 191 ACGACCAACACATAAGAAGACAAACCCACAGAAACACGACCAACACATAAGAAGACAA TTGACAGTCCCAACGTGCAT 66 31 3 23 193 20 58,300 60,179 31,800 39,600 4,878,669 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 8 32 192 ACGACCAACACATAAGAAGACAAACCCACAGAAACACGACCAACACATAAGAAGACA TTTGACAGTCCCAACGTGCA 67 32 3 22 194 20 57,669 60,393 34,100 45,700 4,724,077 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 8 31 191 ACGACCAACACATAAGAAGACAAACCCACAGAAACACGACCAACACATAAGAAGACA TTGACAGTCCCAACGTGCAT 67 31 3 22 193 20 57,669 60,179 34,100 39,600 4,509,976 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 9 2 139 AACCCACAGAAACACATCTAATTaaaaaaTGCACATTAACCCACAGAAACACATCTAATTAAA TGTTTGTGTGCGAGAGTGA 41 2 25 26 163 19 57,528 57,249 15,200 34,100 12,222,835 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 9 0 139 AACCCACAGAAACACATCTAATTaaaaaaTGCACATTAACCCACAGAAACACATCTAATTAAA TGTTTGTGTGCGAGAGTGAAA 41 0 25 26 163 21 57,528 58,649 15,200 26,900 10,823,462 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 10 31 175 AAGACAAACCCACAGAAACACATCTAATTaaaaaaTGAAGACAAACCCACAGAAACACA TTGACAGTCCCAACGTGCAT 51 31 19 22 193 20 58,573 60,179 37,200 39,600 3,605,647 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 10 1 139 AACCCACAGAAACACATCTAATTaaaaaaTGCACATTAACCCACAGAAACACATCTAATTAAA TGTTTGTGTGCGAGAGTGAA 41 1 25 26 163 20 57,528 57,983 15,200 31,800 10,489,145 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 11 32 175 AGACAAACCCACAGAAACACATCTAATTaaaaaaTG AGACAAACCCACAGAAACACA TTTGACAGTCCCAACGTGCA 51 32 20 21 194 20 57,920 60,393 37,200 45,700 3,473,432 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:22414:48968 1 92 51 17 2 AC CACACACACACACACACACACACACACACACACAATNA 0 0 11 31 174 AGACAAACCCACAGAAACACATCTAATTaaaaaaTG AGACAAACCCACAGAAACACA TTGACAGTCCCAACGTGCAT 51 31 20 21 193 20 57,920 60,179 37,200 39,600 3,259,331 G 208 ATACGACCAACACATAAGAAGACAAACCCACAGAAACACATCTAATTaaaaaaTGCACATTGCTACAAAATCAAATACACAATGAACGATGcacacacacacacacacacacacacacacacacaATTTTtctctctctctcTTTCACTCTCGcacacaAACATATAAAGTTTATGCACGTTGGGACTGTCAAAACACCCACAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 1 242 CTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgCTGAGAGATAGTGTGTGCAGGA ACAAGGCATAACTGGATGGTCA 1 163 15 22 256 22 59,243 59,691 38,600 40,200 5,065,885 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 217 TgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgt TGAGAGATAGTGTGTGCAGGA GGATCAGTCACTGAGCTTCCC 1 140 16 21 232 21 58,192 60,135 38,600 39,700 3,942,227 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 1 218 CTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgCTGAGAGATAGTGTGTGCAGGA GGATCAGTCACTGAGCTTCCC 1 140 15 22 232 21 59,243 60,135 38,600 39,700 3,891,865 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 177 TCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtg TCTGAGAGATAGTGTGTGCAGG TGGGAGCTTGCTACCTTTCA 2 99 14 22 190 20 59,243 58,936 48,500 26,900 3,821,317 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 219 TCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtg TCTGAGAGATAGTGTGTGCAGG GGATCAGTCACTGAGCTTCCC 2 140 14 22 232 21 59,243 60,135 48,500 39,700 3,891,865 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 240 TCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtg TCTGAGAGATAGTGTGTGCAGG AGGCATAACTGGATGGTCAGTG 2 160 14 22 253 22 59,243 60,093 48,500 36,600 4,850,067 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 2 243 TCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtg TCTGAGAGATAGTGTGTGCAGG ACAAGGCATAACTGGATGGTCA 2 163 14 22 256 22 59,243 59,691 48,500 40,200 5,065,885 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 176 CTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgCTGAGAGATAGTGTGTGCAGGA TGGGAGCTTGCTACCTTTCA 1 99 15 22 190 20 59,243 58,936 38,600 26,900 3,821,317 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23155:72789 1 38 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 181 CTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgCTGAGAGATAGTGTGTGCAGGA GGAAATGGGAGCTTGCTACCT 1 103 15 22 195 21 59,243 60,064 38,600 30,800 3,821,703 F 265 AGAGGAAACAAGTTCTgagagaTAgtgtgtGCAGGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGGCGGGTggggggggATGGGGCtgtgtgggggggCGGTGTggggggggggAGGGTggggggTgggggggggggggggTGAAGAACGACAACGaaaaaTGAAAGGTAGCAAGCTCCCATTTCCCCGCTTCAGGGACCTGGGGAAGCTCAGTGACTGATCCACTGACCATCCAGTTATGCCTTGTAATGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 1 1 7 12 149 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC TGTGAGAAACAGAGGGTGGC 12 39 23 20 171 20 60,390 59,891 31,800 50,100 0.499056 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 0 0 8 12 144 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC GAAACAGAGGGTGGCAGAGG 12 34 23 20 166 20 60,390 60,322 31,800 36,900 0.712480 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 0 0 8 12 148 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC GTGAGAAACAGAGGGTGGCA 12 38 23 20 170 20 60,390 59,891 31,800 49,200 0.499056 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 0 0 9 12 133 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC TGGCAGAGGGAGATTGAGGT 12 23 23 20 155 20 60,390 60,253 31,800 38,500 0.643353 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 0 0 10 12 134 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC GTGGCAGAGGGAGATTGAGG 12 24 23 20 156 20 60,390 59,820 31,800 38,600 0.570408 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:23561:29859 1 55 58 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTAGCTNA 0 0 10 12 135 CTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctct CTTGCTCCCTCTCCGTTCAC GGTGGCAGAGGGAGATTGAG 12 25 23 20 157 20 60,390 59,820 31,800 30,200 0.570408 D 198 ctctctctctctctctctGCCCCTTGCTCCCTCTCCGTTCACTCAATCTCTGTAtctctctctctctctctctctctctctctctctcTAGCTGTCCCTCTAtctctctctcTGTCTCTATTTACCTATCCCTGTACCTCAATCTCCCTCTGCCACCCTCTGTTTCTCACACTCTGTTTCCACctctctctCACTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 13 3 161 CGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTC CGCCTGTGTCTGTGTAGGTC CTCGGCCTCCCTCTTTGTTAA 74 3 96 20 256 21 60,389 59,722 38,500 20,100 1,666,776 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 92 ACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgt ACGAGTGTTGTTTGTGTGAGT CTCGGCCTCCCTCTTTGTTA 4 4 165 21 256 20 58,305 59,097 34,100 24,100 3,597,890 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 106 GTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGTGCATGTGATAGAACGAGTGT CTCGGCCTCCCTCTTTGTTA 17 4 151 22 256 20 58,746 59,097 35,500 24,100 4,156,591 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 107 TGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTG TGTGCATGTGATAGAACGAGTG CTCGGCCTCCCTCTTTGTTA 18 4 150 22 256 20 58,747 59,097 35,100 24,100 4,155,761 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 109 TCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAG TCTGTGCATGTGATAGAACGAGT CTCGGCCTCCCTCTTTGTTA 19 4 148 23 256 20 59,807 59,097 41,800 24,100 4,096,010 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 146 AGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTAGGTCTGTGCTTGTCTGTGT CTCGGCCTCCCTCTTTGTTA 59 4 111 20 256 20 59,167 59,097 37,200 24,100 1,735,819 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 161 CGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTC CGCCTGTGTCTGTGTAGGTC CTCGGCCTCCCTCTTTGTTA 74 4 96 20 256 20 60,389 59,097 38,500 24,100 1,291,180 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 245 tgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACTGTGTGTTAGAAAGAGGGAGGC CTCGGCCTCCCTCTTTGTTA 156 4 12 22 256 20 59,961 59,097 47,000 24,100 2,941,088 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 4 254 CAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGG CAGCGTGTCTGTGTGTTAGA CTCGGCCTCCCTCTTTGTTA 167 4 3 20 256 20 57,866 59,097 21,000 24,100 3,036,732 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 3 92 ACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgt ACGAGTGTTGTTTGTGTGAGTG CTCGGCCTCCCTCTTTGTTA 3 4 165 22 256 20 59,585 59,097 35,100 24,100 3,317,699 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 2 91 CGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtCGAGTGTTGTTTGTGTGAGTGA CTCGGCCTCCCTCTTTGTTA 2 4 166 22 256 20 59,329 59,097 34,100 24,100 3,573,436 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 15 4 234 AAGAGGGAGGCTGAGGGACAGAGACagagagATTGAAGAGGGAGGCTGAGGGAC CTCGGCCTCCCTCTTTGTTA 148 4 23 19 256 20 60,307 59,097 44,600 24,100 2,209,099 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 15 3 234 AAGAGGGAGGCTGAGGGACAGAGACagagagATTGAAGAGGGAGGCTGAGGGAC CTCGGCCTCCCTCTTTGTTAA 148 3 23 19 256 21 60,307 59,722 44,600 20,100 2,584,695 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 14 244 GAAAGAGGGAGGCTGAGGGACAGAGACagagagATGAAAGAGGGAGGCTGAGGGA CTCTCTCCCTCGGCCTCC 149 14 21 20 264 18 60,619 60,521 42,000 43,000 3,139,709 F 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:25824:59516 1 190 43 17 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 3 234 AAAGAGGGAGGCTGAGGGACAGAGACagagagATTAAAGAGGGAGGCTGAGGGAC TCGGCCTCCCTCTTTGTTAA 148 3 22 20 255 20 60,912 58,646 44,600 20,100 2,266,106 B 264 GACAGCGTGTCtgtgtgTTAGAAAGAGGGAGGCTGAGGGACAGAGACagagagATTGTTTATTTGATGACAtgtgtgTTTGACAgtgtgtACGTGCGCCTGTGTCTGTGTAGGTCTGTGCTTGTCTGTGTCTAAGTATTTATGTATTTCTGTGCATGTGATAGAACGAGTGTTGTTtgtgtgAGTGAGCgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTTTAACAAAGAGGGAGGCCGAGGgagagaG

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 6 20 151 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACT TAGATTGAGAGGCAGAGCGG 20 56 1 21 151 20 59,095 58,964 34,100 55,200 2,941,138 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 20 168 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACT CCAGAGAGCCAGCGACTTAG 20 73 1 21 168 20 59,095 59,898 34,100 21,800 2,007,335 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 19 139 TCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGTCTGCCACTTGCTATGACTC GGCAGAGCGGGAGTGTCA 19 48 3 20 141 18 57,320 61,696 33,600 35,800 6,375,918 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 19 151 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACTC TAGATTGAGAGGCAGAGCGG 19 56 1 22 151 20 60,094 58,964 33,600 55,200 3,129,686 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 19 168 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACTC CCAGAGAGCCAGCGACTTAG 19 73 1 22 168 20 60,094 59,898 33,600 21,800 2,195,883 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 18 139 CTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGt CTGCCACTTGCTATGACTCT AGGCAGAGCGGGAGTGTC 18 49 4 20 142 18 57,312 61,386 32,400 36,700 6,073,937 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 20 149 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACT GATTGAGAGGCAGAGCGGG 20 55 1 21 149 19 59,095 60,227 34,100 61,300 3,132,712 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 18 139 TCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGTCTGCCACTTGCTATGACTCT GGCAGAGCGGGAGTGTCA 18 48 3 21 141 18 58,817 61,696 32,400 35,800 5,878,433 B 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 20 136 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACT AGCGGGAGTGTCAGAGAGAA 20 41 1 21 136 20 59,095 60,251 34,100 28,700 2,156,601 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 19 136 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCACTCTGCCACTTGCTATGACTC AGCGGGAGTGTCAGAGAGAA 19 41 1 22 136 20 60,094 60,251 33,600 28,700 2,345,149 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 18 135 CTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCT CTCTGCCACTTGCTATGACTCT AGCGGGAGTGTCAGAGAGAA 18 41 2 22 136 20 59,832 60,251 32,400 28,700 2,419,492 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27214:24479 1 42 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 18 167 CTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCT CTCTGCCACTTGCTATGACTCT CCAGAGAGCCAGCGACTTAG 18 73 2 22 168 20 59,832 59,898 32,400 21,800 2,270,226 F 191 ACTCTGCCACTTGCTATGACTCTtctctcATTCTCATTCTGtctctctctctctctctctctctctctctctctcTGTCAgtctgtctgtctCTATCTCCCTGATTAtctctctcTTtctctcTGACACTCCCGCTCTGCCTCTCAATCTAAGTCGCTGGctctctGGCCATCTCTGtttttCTAtttttt

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 174 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 11 6 128 GCACACGCACATACGCATAAacacacacAGAAATGCAGCACACGCACATACGCATAA GTATGCGTCCGTGTGTTTGT 48 6 106 20 233 20 59,628 59,137 19,000 28,300 1,235,133 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 174 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 11 5 127 GCACACGCACATACGCATAAacacacacAGAAATGCAGCACACGCACATACGCATAA TATGCGTCCGTGTGTTTGTG 48 5 106 20 232 20 59,628 59,138 19,000 33,300 1,234,479 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 174 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 11 0 122 GCACACGCACATACGCATAAacacacacAGAAATGCAGCACACGCACATACGCATAA GTCCGTGTGTTTGTGCTCCT 48 0 106 20 227 20 59,628 60,814 19,000 36,900 1,185,999 F 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 1 8 0 205 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG GTCCGTGTGTTTGTGCTCCT 33 0 23 20 227 20 59,966 60,814 40,000 36,900 0.847514 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 0 9 2 188 GGTGcacacaGACATAcatgcatgcatgCACAAAGacacaGGTGCACACAGACATACATGC CGTCCGTGTGTTTGTGCTC 14 2 41 21 228 19 59,869 59,724 40,600 42,600 2,406,783 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 0 9 0 187 GGTGcacacaGACATAcatgcatgcatgCACAAAGacacaGGTGCACACAGACATACATGC GTCCGTGTGTTTGTGCTCCT 14 0 41 21 227 20 59,869 60,814 40,600 36,900 1,945,136 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 0 10 6 211 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG GTATGCGTCCGTGTGTTTGT 33 6 23 20 233 20 59,966 59,137 40,000 28,300 0.896648 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 0 10 5 210 AAGGCACAGACGTACACAGGTGcacacaGACATAca AAGGCACAGACGTACACAGG TATGCGTCCGTGTGTTTGTG 33 5 23 20 232 20 59,966 59,138 40,000 33,300 0.895994 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:27833:53715 1 76 132 17 2 AC ACACACACACACACACACACCCACACACAGGCACA NA 0 0 11 0 186 GTGcacacaGACATAcatgcatgcatgCACAAAGacacac GTGCACACAGACATACATGCA GTCCGTGTGTTTGTGCTCCT 13 0 42 21 227 20 59,194 60,814 39,600 36,900 2,619,953 G 239 CACAGGcacacacacaTATACAAAGGCACAGACGTACACAGGTGcacacaGACATAcatgcatgcatgCACAAAGacacacacacacacacacacCcacacacaGGCACACGCACATACGCATAAacacacacAGAAATGCAGGCTCATATACAGACAGAGAAGcacacaAAGacacacacacacacacacacacacacacacacacAGGAGCACAAacacacGGACGCATACTAAAAC

ST‐E00142:460:H2K7HCCXY:6:2121:29153:14055 1 19 81 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 13 0 126 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtg AGTGAGAGTGGTGCGTGA ACACTTACACTCTCATGCACACA 0 4 1 18 126 23 58,144 60,181 43,500 37,200 7,037,775 G 129 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGAGTGAGTGAgtgtgtgtgtgtGAgtgtgtTtgtgtgAGCAtgtgtgCATGAGAGTGTAAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2121:29153:14055 1 19 81 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 127 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtg AGTGAGAGTGGTGCGTGA CACACTTACACTCTCATGCACAC 0 5 1 18 127 23 58,144 59,815 43,500 38,200 7,041,497 G 129 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGAGTGAGTGAgtgtgtgtgtgtGAgtgtgtTtgtgtgAGCAtgtgtgCATGAGAGTGTAAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2121:29153:14055 1 19 81 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 128 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtg AGTGAGAGTGGTGCGTGA ACACACTTACACTCTCATGCACA 0 6 1 18 128 23 58,144 60,181 43,500 45,700 7,037,775 G 129 AGTGAGAGTGGTGCGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGAGTGAGTGAgtgtgtgtgtgtGAgtgtgtTtgtgtgAGCAtgtgtgCATGAGAGTGTAAgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 1 1 4 20 189 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC GGTCCACCTGGCAAATACCA 20 55 25 20 213 20 59,371 59,961 39,700 32,500 0.668093 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 4 20 191 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC TGGGTCCACCTGGCAAATAC 20 57 25 20 215 20 59,371 59,961 39,700 18,900 0.668093 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 4 20 193 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC TTTGGGTCCACCTGGCAAAT 20 59 25 20 217 20 59,371 60,105 39,700 23,200 0.734305 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 4 20 194 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC ATTTGGGTCCACCTGGCAAA 20 60 25 20 218 20 59,371 60,105 39,700 36,800 0.734305 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 6 20 186 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC CCACCTGGCAAATACCACCT 20 52 25 20 210 20 59,371 59,960 39,700 40,000 0.668677 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:30411:51676 1 65 74 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 6 20 187 TTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTAT TTGGCCAACCTATCCTTCCC TCCACCTGGCAAATACCACC 20 53 25 20 211 20 59,371 59,961 39,700 46,100 0.668093 D 258 TTTACtttttttAAGGACTCTAATTTGGCCAACCTATCCTTCCCCATTTTGTAATCTGTATTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTAtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgCAAAAGTCAGTGCGTATTTCATTATTTTACTTAGATCATGTTATGATATGACAGGTGGTATTTGCCAGGTGGACCCAAATGTGTCATACCAAATacacacCCCCTTTAAGACAACAGTCC

ST‐E00142:460:H2K7HCCXY:6:2121:7781:68623 1 33 99 17 3 AC CACACACACACACACACACACACACACACACACAGANA 1 1 17 3 156 cacacaAacacacacAACCCCAAGAGACGcacacacacacCACACAAACACACACAACCC TGTCTGTTTGTTTGTCTATCTTGGG 9 3 4 20 159 25 58,011 59,469 41,100 41,200 7,520,345 G 161 ACTcacacaAacacacacAACCCCAAGAGACGcacacacacacacacacacacacacacacacacaGacacacacCCGcccccAacacacacacacacacacccccccccAAGATAGacacacacacacacTcccccAAGATAGACAAACAAACAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2121:7781:68623 1 33 99 17 3 AC CACACACACACACACACACACACACACACACACAGANA 0 0 17 3 157 TcacacaAacacacacAACCCCAAGAGACGcacacacacaTCACACAAACACACACAACCC TGTCTGTTTGTTTGTCTATCTTGGG 9 3 3 21 159 25 59,458 59,469 41,100 41,200 7,072,945 G 161 ACTcacacaAacacacacAACCCCAAGAGACGcacacacacacacacacacacacacacacacacaGacacacacCCGcccccAacacacacacacacacacccccccccAAGATAGacacacacacacacTcccccAAGATAGACAAACAAACAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2121:7781:68623 1 33 99 17 3 AC CACACACACACACACACACACACACACACACACAGANA 0 0 18 3 156 TcacacaAacacacacAACCCCAAGAGACGcacacacacaTCACACAAACACACACAACCC GTCTGTTTGTTTGTCTATCTTGGG 9 3 3 21 158 24 59,458 57,998 41,100 41,200 7,544,092 G 161 ACTcacacaAacacacacAACCCCAAGAGACGcacacacacacacacacacacacacacacacacaGacacacacCCGcccccAacacacacacacacacacccccccccAAGATAGacacacacacacacTcccccAAGATAGACAAACAAACAGACAAA

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 9 30 183 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC AGGGCAATTAAGGTTGAGCT 30 78 52 21 234 20 59,665 57,093 44,000 40,900 4,242,014 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 30 185 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC CAAGGGCAATTAAGGTTGAGCT 30 78 52 21 236 22 59,665 59,172 44,000 40,900 4,162,477 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 106 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC CACACTCACACAGTTGTCCA 30 1 52 21 157 20 59,665 57,977 44,000 40,200 3,357,320 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 106 GTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGG GTGCTTGAATGTGTGAGTGCT TCACACTCACACAGTTGTCCA 29 1 53 21 158 21 59,394 59,447 44,000 40,200 3,158,503 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 1 107 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC TCACACTCACACAGTTGTCCA 30 1 52 21 158 21 59,665 59,447 44,000 40,200 2,887,348 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 30 186 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC TCAAGGGCAATTAAGGTTGAGC 30 79 52 21 237 22 59,665 59,174 44,000 42,600 4,160,088 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 30 190 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC GTTGTCAAGGGCAATTAAGGTTGA 30 81 52 21 241 24 59,665 59,961 44,000 31,800 5,373,198 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 30 191 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC AGTTGTCAAGGGCAATTAAGGT 30 84 52 21 242 22 59,665 58,155 44,000 35,000 5,179,196 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:11708:4579 1 103 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 30 191 TGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGG TGTGCTTGAATGTGTGAGTGC AGTTGTCAAGGGCAATTAAGGTTG 30 82 52 21 242 24 59,665 59,961 44,000 37,700 5,373,680 F 246 ATTTCCCATGCATTATTGCCCTTGAGAATTGAGTGTATTTAtgtgtgTTTCTGTGCTTGAAtgtgtgAGTGCTTGTTTCTTtatataTGGGTACGCATGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGACAACtgtgtgAGTGTGAGtttttttAAAGCATCGTTAATTGATCTGTGtttttCTGTCTACACCAGCATTTATAGCTCAACCTTAATTGCCCTTGACAACTATTT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 1 1 12 1 173 GCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtg GCCTAAGCTCGACCTGTGAG ACACACATGTAAACACACGCAG 7 1 28 20 200 22 60,179 59,968 35,100 51,800 2,210,684 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 0 0 12 1 192 CTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTG CTCCAGAGTTTGAGGGCCAG ACACACATGTAAACACACGCAG 26 1 9 20 200 22 60,036 59,968 48,500 51,800 2,067,190 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 0 0 13 2 173 GCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtg GCCTAAGCTCGACCTGTGAG ACACACATGTAAACACACGCA 7 2 28 20 200 21 60,179 58,990 35,100 52,400 2,189,621 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 0 0 13 2 187 GAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCGAGTTTGAGGGCCAGCCTAA ACACACATGTAAACACACGCA 21 2 14 20 200 21 59,672 58,990 26,900 52,400 2,338,755 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 0 0 13 2 192 CTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTG CTCCAGAGTTTGAGGGCCAG ACACACATGTAAACACACGCA 26 2 9 20 200 21 60,036 58,990 48,500 52,400 2,046,127 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:21988:22247 1 55 123 17 1.5 AC GTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTNA 0 0 14 2 193 CTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTG CTCCAGAGTTTGAGGGCCAG CACACACATGTAAACACACGCA 26 2 9 20 201 22 60,036 60,223 48,500 52,400 2,258,764 F 204 GAGGTGGCCTCCAGAGTTTGAGGGCCAGCCTAAGCTCGACCTGTGAGCCACTGAgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgCgtgtgtgtTtgtgtgCgtgtgtgtTtgtgtgtgtgTCTGCgtgtgtTTACAtgtgtgtgTCT

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 16 190 AGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCAAGTAAGTATTGTAGCCTTGCCCT TGGATTACTAGCCCAGACCT 97 16 57 23 246 20 59,219 57,131 51,900 38,500 6,649,814 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 16 191 CAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGC CAGTAAGTATTGTAGCCTTGCCC TGGATTACTAGCCCAGACCT 98 16 56 23 246 20 59,122 57,131 53,600 38,500 6,746,472 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 15 190 AGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCAAGTAAGTATTGTAGCCTTGCCCT TGGATTACTAGCCCAGACCTT 97 15 57 23 246 21 59,219 57,869 51,900 35,000 6,911,584 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 9 123 GGACCCACTCCACCTCTTACTACCTGCTTACTATTTAGGACCCACTCCACCTCTTAC ACTAGCCCAGACCTTACCACT 39 9 118 20 240 21 59,097 59,921 23,400 40,000 1,982,225 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 9 124 AGGACCCACTCCACCTCTTACTACCTGCTTACTATTT AGGACCCACTCCACCTCTTA ACTAGCCCAGACCTTACCACT 40 9 117 20 240 21 59,209 59,921 21,000 40,000 1,869,983 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 9 125 TAGGACCCACTCCACCTCTTACTACCTGCTTACTATT TAGGACCCACTCCACCTCTT ACTAGCCCAGACCTTACCACT 41 9 116 20 240 21 59,209 59,921 28,500 40,000 1,869,983 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 9 164 CCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTT CCTGCGCCTCTCAGCATATA ACTAGCCCAGACCTTACCACT 80 9 77 20 240 21 59,395 59,921 0.8600 40,000 1,684,073 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 9 178 TATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGT TATTGTAGCCTTGCCCTGCG ACTAGCCCAGACCTTACCACT 94 9 63 20 240 21 60,464 59,921 51,800 40,000 1,542,643 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23439:46982 1 177 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 10 178 TATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGT TATTGTAGCCTTGCCCTGCG ACTAGCCCAGACCTTACCAC 94 10 63 20 240 20 60,464 58,430 51,800 41,600 2,033,306 F 252 TCTACCGATATTTTGTCAGATTcccccTCCATAGTAAACATCGATACAAAGTACTCAGTAAGTATTGTAGCCTTGCCCTGCGCCTCTCAGCATATAGTACCTTCTTTGTCCTTAATAGGACCCACTCCACCTCTTACTACCTGCTTACTATTTACTACTgggggTGGgtgtgtTGTgagagagagagagagagagagagagagagagagaTAGTGACATAGTGGTAAGGTCTGGGCTAGTAATCCAGGGGCC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 1 1 2 19 190 GAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCC GAGCTTGCAGCATTCCAAGG GGCTTAATGTATCTACAAGCTGAGC 19 38 60 20 249 25 59,827 59,822 36,100 42,600 5,351,241 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 34 242 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCT TGTATCTACAAGCTGAGCGACA 75 34 1 23 242 22 58,298 59,247 37,900 43,500 7,454,667 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 33 242 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCT TGTATCTACAAGCTGAGCGACAG 75 33 1 23 242 23 58,298 60,181 37,900 35,100 7,883,261 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 19 194 GAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCC GAGCTTGCAGCATTCCAAGG GCATGGCTTAATGTATCTACAAGCT 19 42 60 20 253 25 59,827 59,529 36,100 37,400 5,644,259 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 11 217 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCT GGAAGTTCACACAGCAGGGT 75 11 1 23 217 20 58,298 60,179 37,900 43,400 4,880,783 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 7 146 TTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacaTTCCAAGGAGATGTGTGGCC GGAAGTTCACACAGCAGGGT 7 11 72 20 217 20 59,962 60,179 53,600 43,400 0.217183 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 4 139 TTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacaTTCCAAGGAGATGTGTGGCC CACACAGCAGGGTAATGTGC 7 4 72 20 210 20 59,962 59,477 53,600 45,700 0.561238 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 3 4 210 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCT CACACAGCAGGGTAATGTGC 75 4 1 23 210 20 58,298 59,477 37,900 45,700 5,224,837 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 34 242 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCTT TGTATCTACAAGCTGAGCGACA 74 34 1 24 242 22 58,878 59,247 39,100 43,500 7,874,714 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 17 192 GCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTG GCTTGCAGCATTCCAAGGAG GCATGGCTTAATGTATCTACAAGCT 17 42 62 20 253 25 59,827 59,529 36,900 37,400 5,644,259 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 12 218 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggGTGAAGGATCTGATGTGTATGCT TGGAAGTTCACACAGCAGGG 75 12 1 23 218 20 58,298 60,179 37,900 44,500 4,880,785 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 11 156 GCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTG GCTTGCAGCATTCCAAGGAG GGAAGTTCACACAGCAGGGT 17 11 62 20 217 20 59,827 60,179 36,900 43,400 0.351821 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 7 147 TTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacaTTCCAAGGAGATGTGTGGCC TGGAAGTTCACACAGCAGGG 7 12 72 20 218 20 59,962 60,179 53,600 44,500 0.217186 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 3 138 TTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacaTTCCAAGGAGATGTGTGGCC ACACAGCAGGGTAATGTGCG 7 3 72 20 209 20 59,962 60,955 53,600 53,400 0.993594 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 0 143 GCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTG GCTTGCAGCATTCCAAGGAG GCAGGGTAATGTGCGCCT 17 0 62 20 204 18 59,827 60,438 36,900 55,200 2,611,237 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 0 144 AGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCT AGCTTGCAGCATTCCAAGGA GCAGGGTAATGTGCGCCT 18 0 61 20 204 18 60,251 60,438 33,600 55,200 2,689,909 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 4 0 145 GAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCC GAGCTTGCAGCATTCCAAGG GCAGGGTAATGTGCGCCT 19 0 60 20 204 18 59,827 60,438 36,100 55,200 2,611,237 D 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:23490:64826 1 99 88 17 2 AC ACACACACACACACACACACACACACACACACACGCNA 0 0 5 3 137 TTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacaTTCCAAGGAGATGTGTGGCC CACAGCAGGGTAATGTGCG 7 3 72 20 208 19 59,962 59,204 53,600 53,400 1,834,317 G 253 GTGAAGGATCTGATGTGTATGCTTAAAGATTAGTggggggAATTTGCATTAACATAGCAGAGCTTGCAGCATTCCAAGGAGAtgtgtgGCCCCTCCTGacacacacacacacacacacacacacacacacacgcgcgcGcacacacacacacacacacacacacaCGCATACACATacacacacacAGGCGCACATTACCCTGCtgtgtgAACTTCCAGCTGTCGCTCAGCTTGTAGATACATTAAGCCATGC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 6 106 TCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtg TCCAGTCTGTGTCTTTGGCT ACTCCATCTATTTCTCTCTCTTCACA 12 6 128 20 233 26 58,868 59,105 47,500 35,800 8,026,291 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 103 TCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtg TCCAGTCTGTGTCTTTGGCT CCATCTATTTCTCTCTCTTCACACA 12 4 128 20 230 25 58,868 58,128 47,500 37,200 8,003,481 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 104 TCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtg TCCAGTCTGTGTCTTTGGCT TCCATCTATTTCTCTCTCTTCACACA 12 4 128 20 231 26 58,868 59,335 47,500 37,200 7,796,885 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 207 TGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCt TGCATGTTTGTGTTATGGTTTCTC TCCATCTATTTCTCTCTCTTCACACA 111 4 25 24 231 26 58,472 59,335 28,700 37,200 12,193,199 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 4 206 TGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCt TGCATGTTTGTGTTATGGTTTCTCT CCATCTATTTCTCTCTCTTCACACA 110 4 25 25 230 25 59,698 58,128 31,000 37,200 12,173,395 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 4 207 TGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCt TGCATGTTTGTGTTATGGTTTCTCT TCCATCTATTTCTCTCTCTTCACACA 110 4 25 25 231 26 59,698 59,335 31,000 37,200 11,966,799 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 181 tgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACAC TGTGTGTGTTTCTGTGTGCA ACTCCATCTATTTCTCTCTCTTCACA 87 6 53 20 233 26 58,472 59,105 45,700 35,800 8,422,783 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 178 tgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACAC TGTGTGTGTTTCTGTGTGCA CCATCTATTTCTCTCTCTTCACACA 87 4 53 20 230 25 58,472 58,128 45,700 37,200 8,399,973 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:2412:50322 1 160 42 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 179 tgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACAC TGTGTGTGTTTCTGTGTGCA TCCATCTATTTCTCTCTCTTCACACA 87 4 53 20 231 26 58,472 59,335 45,700 37,200 8,193,377 F 234 TACACAtttttATGTGCATGAGTATGCATGTTTGTGTTATGGTTTCTCtttttgtgtgtgtTTCtgtgtgCATTCGTTTCTGTGTCTGTACACCTTTGTGTATTCCTAGgtgtgtTTTCCTATGTGTTCCAGTCTGTGTCTTTGGCTTTCCCTATGTGTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAtgtgtgAagagagagAAATAGATGGAGTC

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 8 24 141 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA TGCTGTTGGTGTGTTACTGT 24 43 52 20 192 20 59,320 57,588 39,600 35,500 3,091,689 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 23 141 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCAA TGCTGTTGGTGTGTTACTGT 23 43 52 21 192 20 59,930 57,588 40,800 35,500 3,481,917 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 9 43 191 ACTCACAGAAACAAACCCATACTATACAACCAGTCAACTCACAGAAACAAACCCATACT TGCTGTTGGTGTGTTACTGT 71 43 2 23 192 20 57,951 57,588 21,200 35,500 7,460,473 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 9 24 141 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA TGCTGTTGGTGTGTTACTGTT 24 42 52 20 192 21 59,320 58,283 39,600 31,600 3,397,451 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 9 17 135 TGGAAGCAAATGCAAACATGCACATGCACGTACAC TGGAAGCAAATGCAAACATGC TGCTGTTGGTGTGTTACTGTT 17 42 58 21 192 21 58,855 58,283 40,600 31,600 4,862,120 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 9 17 135 TGGAAGCAAATGCAAACATGCACATGCACGTACAC TGGAAGCAAATGCAAACATGC TGCTGTTGGTGTGTTACTGT 17 43 58 21 192 20 58,855 57,588 40,600 35,500 4,556,358 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 43 192 CACTCACAGAAACAAACCCATACTATACAACCAGTCCACTCACAGAAACAAACCCATACT TGCTGTTGGTGTGTTACTGT 71 43 1 24 192 20 59,178 57,588 21,200 35,500 7,233,433 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 17 136 ATGGAAGCAAATGCAAACATGCACATGCACGTACA ATGGAAGCAAATGCAAACATGC TGCTGTTGGTGTGTTACTGT 17 43 57 22 192 20 59,255 57,588 40,600 35,500 5,156,909 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 11 43 192 CACTCACAGAAACAAACCCATACTATACAACCAGTCCACTCACAGAAACAAACCCATAC TGCTGTTGGTGTGTTACTGT 72 43 1 23 192 20 57,892 57,588 23,900 35,500 7,520,012 F 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 1 6 42 240 ACAACCAGTCATAAGCACAAGCATATGCACATGGA ACAACCAGTCATAAGCACAAGC CAGTGTGTTATACCGTGTGTGC 47 42 27 22 266 22 59,446 59,843 40,100 45,700 4,710,923 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 6 42 241 TACAACCAGTCATAAGCACAAGCATATGCACATGG TACAACCAGTCATAAGCACAAGC CAGTGTGTTATACCGTGTGTGC 47 42 26 23 266 22 59,249 59,843 40,100 45,700 5,908,066 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 6 24 215 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA CAGTGTGTTATACCGTGTGTGC 24 42 52 20 266 22 59,320 59,843 39,600 45,700 2,836,952 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 7 14 186 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA GCTTGTATGTTTGGGTTTGCG 24 14 52 20 237 21 59,320 58,942 39,600 48,500 2,738,118 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 7 14 186 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCAA GCTTGTATGTTTGGGTTTGCG 23 14 52 21 237 21 59,930 58,942 40,800 48,500 3,128,346 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 8 41 240 TACAACCAGTCATAAGCACAAGCATATGCACATGG TACAACCAGTCATAAGCACAAGC AGTGTGTTATACCGTGTGTGCA 47 41 26 23 265 22 59,249 60,224 40,100 45,700 5,975,265 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 8 24 214 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA AGTGTGTTATACCGTGTGTGCA 24 41 52 20 265 22 59,320 60,224 39,600 45,700 2,904,151 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 8 14 187 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA TGCTTGTATGTTTGGGTTTGCG 24 14 52 20 238 22 59,320 60,545 39,600 48,500 3,224,755 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:28209:41216 1 96 107 17 2 AC CACACACACACACACACACACACACACACACACAACNA 0 0 9 24 213 TGCACATGGAAGCAAATGCAAACATGCACATGCAC TGCACATGGAAGCAAATGCA GTGTGTTATACCGTGTGTGCA 24 41 52 20 264 21 59,320 58,863 39,600 45,700 2,816,789 G 267 CACTCACAGAAACAAACCCATACTATACAACCAGTCATAAGCACAAGCATATGCACATGGAAGCAAATGCAAACATGCACATGCACGTACACATGcacacacacacacacacacacacacacacacacaACAAAATCTaaaaaCAATCTATCTCACATGCACAGAAACATAAACAGTAacacacCAACAGCAacacacacacAAATGCaaaaaGAACGCAAACCCAAACATACAAGCATAAATTGcacacaCGGTATAacacacTGA

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 1 1 3 14 135 GCACCATCCTGCCTTTCATGACATACTCTGTTCCATGGCACCATCCTGCCTTTCATG ACCAGTACAATGGCTGCAGT 31 14 62 20 196 20 59,541 59,598 30,700 44,000 0.860407 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 0 0 3 14 159 CCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGC CCCTTGGCCCAGGACTCTT ACCAGTACAATGGCTGCAGT 56 14 38 19 196 20 61,234 59,598 28,500 44,000 2,636,034 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 0 0 3 14 159 CCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGC CCCTTGGCCCAGGACTCTTT ACCAGTACAATGGCTGCAGT 55 14 38 20 196 20 61,794 59,598 25,200 44,000 2,195,558 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 0 0 3 13 135 GCACCATCCTGCCTTTCATGACATACTCTGTTCCATGGCACCATCCTGCCTTTCATG ACCAGTACAATGGCTGCAGTT 31 13 62 20 196 21 59,541 60,203 30,700 31,600 1,661,596 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 0 0 3 12 134 GCACCATCCTGCCTTTCATGACATACTCTGTTCCATGGCACCATCCTGCCTTTCATG CCAGTACAATGGCTGCAGTTG 31 12 62 20 195 21 59,541 59,799 30,700 31,600 1,659,384 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:30817:69959 1 113 50 17 1.5 AT TGTGTGTGCGTGTGTGTATATATATATATATATATA NA 0 0 4 14 158 CCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCC CCTTGGCCCAGGACTCTTT ACCAGTACAATGGCTGCAGT 55 14 39 19 196 20 59,230 59,598 25,200 44,000 2,172,062 B 227 GTCAGGAGCCAATTAAAATGTAAGGCCCCATCTTAGGCCCTTGGCCCAGGACTCTTTTCTGGCACCATCCTGCCTTTCATGACATACTCTGTTCCATGACTGTAACATTTTAtgtgtgtgCgtgtgtGtatatatatatatatatatatatatatatatataTGGCATGTCTTTCAACTGCAGCCATTGTACTGGTAAAACATCTTTGGGTTTTCTTTGATTTTACC

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 1 1 9 1 189 GCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTAT GCAAGAGTGAATTTCTTCATGTGTG TCACAAAGAGAAATAATCACGGACA 76 1 29 25 217 25 59,372 58,772 38,200 40,200 11,855,715 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 198 tgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTGTGTGTCAGCAAGAGTGAA TCACAAAGAGAAATAATCACGGACA 90 1 20 20 217 25 57,310 58,772 31,800 40,200 8,917,075 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 189 GCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTAT GCAAGAGTGAATTTCTTCATGTGTG TCACAAAGAGAAATAATCACGGACAC 76 0 29 25 217 26 59,372 59,853 38,200 36,700 11,775,357 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 198 tgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTGTGTGTCAGCAAGAGTGAA TCACAAAGAGAAATAATCACGGACAC 90 0 20 20 217 26 57,310 59,853 31,800 36,700 8,836,717 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 189 AGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTAAGCAAGAGTGAATTTCTTCATGTGT CACAAAGAGAAATAATCACGGACAC 77 0 28 25 216 25 59,466 58,693 37,200 36,700 11,841,058 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 197 tgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTGTGTGTCAGCAAGAGTGAA CACAAAGAGAAATAATCACGGACAC 90 0 20 20 216 25 57,310 58,693 31,800 36,700 8,996,709 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 129 ATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGATGAGTGTGTGCGTGTCAGA TCACAAAGAGAAATAATCACGGACAC 21 0 89 20 217 26 59,611 59,853 32,700 36,700 6,536,189 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 1 128 TGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTGAGTGTGTGCGTGTCAGAG TCACAAAGAGAAATAATCACGGACA 20 1 90 20 217 25 60,249 58,772 33,500 40,200 6,476,553 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:32086:44099 1 130 62 17 1.5 AC TGTGTGTGTGTGATTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 0 128 TGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTGAGTGTGTGCGTGTCAGAG TCACAAAGAGAAATAATCACGGACAC 20 0 90 20 217 26 60,249 59,853 33,500 36,700 6,396,195 F 228 AGTAACTtgtgtgTAATTAtgtgtgTCAGCAAGAGTGAATTTCTTCAtgtgtgTTGTTTTATGTATGTTTACGCAATtgtgtgtgAAAATGAgtgtgtGCGTGTCAGAGCCtgtgtgTCTGCGAGTGTTtgtgtgtgtgtgATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagGTGTCCGTGATTATTTCTCTTTGTGAGTGTATTTTGT

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 13 5 109 TCcacacacactctctCACTCTCACTcacacacacacacacac TCCACACACACTCTCTCACTC CCAGAGGTGAGTGGTCGAAC 5 29 13 21 121 20 59,043 60,038 35,100 39,500 1,995,336 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 13 5 149 TCcacacacactctctCACTCTCACTcacacacacacacacac TCCACACACACTCTCTCACTC AACTCTGGAAGGCCTCAGGT 5 69 13 21 161 20 59,043 60,475 35,100 40,000 2,431,836 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 13 4 108 CcacacacactctctCACTCTCACTcacacacacacacacaca CCACACACACTCTCTCACTCT CCAGAGGTGAGTGGTCGAAC 4 29 14 21 121 20 59,040 60,038 32,400 39,500 1,998,144 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 13 4 148 CcacacacactctctCACTCTCACTcacacacacacacacaca CCACACACACTCTCTCACTCT AACTCTGGAAGGCCTCAGGT 4 69 14 21 161 20 59,040 60,475 32,400 40,000 2,434,645 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 14 3 108 CcacacacactctctCACTCTCACTcacacacacacacacaca CCACACACACTCTCTCACTCTC CCAGAGGTGAGTGGTCGAAC 3 29 14 22 121 20 60,030 60,038 32,000 39,500 2,068,522 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:3295:30052 1 39 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 14 3 148 CcacacacactctctCACTCTCACTcacacacacacacacaca CCACACACACTCTCTCACTCTC AACTCTGGAAGGCCTCAGGT 3 69 14 22 161 20 60,030 60,475 32,000 40,000 2,505,022 F 267 CATtctctcACTTCcacacacactctctCACTCTCACTcacacacacacacacacacacacacacacacacaCTCACACTCACAAAGTCTGGCTCCGCAGAGTTCGACCACTCACCTCTGGCCAAAATTCAGTACCAGGCCACCTGAGGCCTTCCAGAGTTTGGACCCGAATGGGCCAATCCCCTGGcccccccTCCCTCGGcccccccTcccccAGCCTCCCCTCCCCTCAGTccccccTCCCCTCAGTccccccTcccccAGCCC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 0 93 GGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtg GGATGAAGCAAGTCAGGCGA CCCACGCACACACACCAA 11 0 66 20 158 18 60,392 60,826 55,400 36,700 3,217,948 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 147 GGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtGGCGAGATATTGAGTGTGCA CCCACGCACACACACCAA 65 0 12 20 158 18 58,060 60,826 45,700 36,700 4,766,261 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 148 AGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgt AGGCGAGATATTGAGTGTGCA CCCACGCACACACACCAA 65 0 11 21 158 18 59,518 60,826 45,700 36,700 4,308,469 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 90 TGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTT TGAAGCAAGTCAGGCGAGAG CCCACGCACACACACCAA 8 0 69 20 158 18 60,038 60,826 32,000 36,700 2,864,169 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 149 CAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtg CAGGCGAGATATTGAGTGTGC CCCACGCACACACACCAA 66 0 10 21 158 18 59,137 60,826 45,700 36,700 4,689,741 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2122:5507:47597 1 97 44 17 1.5 AC TGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 0 91 ATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgT ATGAAGCAAGTCAGGCGAGA CCCACGCACACACACCAA 9 0 68 20 158 18 59,390 60,826 40,400 36,700 3,436,461 F 163 GATGTAAGTCAGGCGAGATATTGAGTGTGCATATGTGTCCGTTtgtgtgTAAGAGAAagagagGTGGATGAAGCAAGTCAGGCgagagaGTGAGTCtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGgtgtgtgtGCGTGGGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 36 158 TCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTTCCACCCTATAGTCAGGAGCT CCTGAAGCAGGTTTCATGAGG 36 38 44 21 201 21 59,140 58,910 40,900 38,600 3,950,220 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 36 159 TTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTTCCACCCTATAGTCAGGAGCT CCTGAAGCAGGTTTCATGAGG 36 38 43 22 201 21 59,752 58,910 40,900 38,600 4,337,615 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 5 129 TCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTTCCACCCTATAGTCAGGAGCT CCAGTGTAAAGACTTTCTTGTGGAC 36 5 44 21 172 25 59,140 59,992 40,900 40,200 6,867,964 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 38 194 GCCACACCCAAACACAGGAAAATCCACCCCAAATG GCCACACCCAAACACAGGAA CCTGAAGCAGGTTTCATGAGG 73 38 8 20 201 21 61,040 58,910 33,600 38,600 3,130,319 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 33 189 GCCACACCCAAACACAGGAAAATCCACCCCAAATG GCCACACCCAAACACAGGAA AGCAGGTTTCATGAGGTTTGA 73 33 8 20 196 21 61,040 57,772 33,600 26,900 4,268,527 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 129 TCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTTCCACCCTATAGTCAGGAGCT CCAGTGTAAAGACTTTCTTGTGGA 36 6 44 21 172 24 59,140 58,877 40,900 40,200 6,983,467 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 76 241 TATGGCTGCCACACCCAAACACAGGAAAATCCACC TATGGCTGCCACACCCAAAC ACACCACATGTCTTACTCAAACA 80 76 1 20 241 23 60,898 58,224 29,300 28,300 5,674,212 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 75 241 TATGGCTGCCACACCCAAACACAGGAAAATCCACC TATGGCTGCCACACCCAAAC ACACCACATGTCTTACTCAAACAG 80 75 1 20 241 24 60,898 59,184 29,300 31,600 5,714,248 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 74 240 TATGGCTGCCACACCCAAACACAGGAAAATCCACC TATGGCTGCCACACCCAAAC CACCACATGTCTTACTCAAACAGT 80 74 1 20 240 24 60,898 59,184 29,300 35,500 5,714,248 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 38 201 TATGGCTGCCACACCCAAACACAGGAAAATCCACC TATGGCTGCCACACCCAAAC CCTGAAGCAGGTTTCATGAGG 80 38 1 20 201 21 60,898 58,910 29,300 38,600 2,987,843 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 37 201 TATGGCTGCCACACCCAAACACAGGAAAATCCACC TATGGCTGCCACACCCAAAC CCTGAAGCAGGTTTCATGAGGT 80 37 1 20 201 22 60,898 60,554 29,300 38,500 3,451,767 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:13819:45751 1 101 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 6 130 TCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTTCCACCCTATAGTCAGGAGCT TCCAGTGTAAAGACTTTCTTGTGGA 36 6 44 21 173 25 59,140 60,105 40,900 40,200 6,964,933 B 248 TATGGCTGCCACACCCAAACACAGGAAAATCCACCCCAAATGTTCCACCCTATAGTCAGGAGCTACAAGGTTAACCATTCATTGGGAATTTTCAACCTGTgagagagagagagagagagagagagagagagagaGGgagagaAACTTGTCCACAAGAAAGTCTTTACACTGGATTTCAAACCTCATGAAACCTGCTTCAGGATTCTCGATCTTTCAACTGTTTGAGTAAGACATGTGGTGTAAACCAG

ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 1 1 4 0 186 GAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAG GAGGCTCTTGTCAGGTCAGT AGACAAAGAGAAACAAGAAATAGACC 18 0 20 20 205 26 59,027 57,615 34,100 38,500 9,357,490 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT
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ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 0 0 4 0 187 GGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATA GGAGGCTCTTGTCAGGTCAG AGACAAAGAGAAACAAGAAATAGACC 19 0 19 20 205 26 59,751 57,615 35,100 38,500 8,633,450 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 0 0 4 0 188 AGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTAT AGGAGGCTCTTGTCAGGTCA AGACAAAGAGAAACAAGAAATAGACC 20 0 18 20 205 26 60,179 57,615 40,200 38,500 8,563,528 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 0 0 4 0 196 CCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGCCGACTGAAGGAGGCTCTTG AGACAAAGAGAAACAAGAAATAGACC 28 0 10 20 205 26 60,108 57,615 30,200 38,500 8,493,032 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 0 0 4 0 204 CAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTC CAGAATGCCCGACTGAAGGA AGACAAAGAGAAACAAGAAATAGACC 36 0 2 20 205 26 59,750 57,615 33,600 38,500 8,634,841 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:15503:34535 1 58 122 17 2 AG TCTCTCTCTCTCTGTCTCTCTCTCGCTCTCTCTCTCTC NA 0 0 4 0 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGT ACAGAATGCCCGACTGAAGG AGACAAAGAGAAACAAGAAATAGACC 37 0 1 20 205 26 60,036 57,615 34,600 38,500 8,420,617 D 205 ACAGAATGCCCGACTGAAGGAGGCTCTTGTCAGGTCAGTAATGGGAAGTTATAGGTGtctctctctctcTGtctctctctcGctctctctctctCCCTCTGtctctctctctctctctctctctctctctctcCctctctctctctctctctctctctctctctctctGtctctctctcGGTCTATTTCTTGTTTCTCTTTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 1 1 6 0 139 CGCCAATCACAGTGAGAGTGACCTATTATGGTAATACGCCAATCACAGTGAGAGTG TCTTTCAAACAGCCAGCACA 48 0 65 20 203 20 58,926 58,239 35,100 45,700 2,835,413 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 3 106 CCATCGTACAGCACaggaggaggCCATTTGGCtatatat CCATCGTACAGCACAGGAGG AGCTCTTTCAAACAGCCAGC 12 3 101 20 206 20 60,179 59,043 43,000 48,500 1,136,461 G 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 3 190 TTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGT TTCTTCGGGAGGTGATCACAG AGCTCTTTCAAACAGCCAGC 95 3 17 21 206 20 59,449 59,043 36,600 48,500 2,507,885 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 3 190 TTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGT TTCTTCGGGAGGTGATCACA AGCTCTTTCAAACAGCCAGC 96 3 17 20 206 20 58,360 59,043 35,800 48,500 2,597,084 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 105 CCATCGTACAGCACaggaggaggCCATTTGGCtatatat CCATCGTACAGCACAGGAGG GCTCTTTCAAACAGCCAGCA 12 2 101 20 205 20 60,179 59,330 43,000 44,100 0.849262 G 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 106 ACCATCGTACAGCACaggaggaggCCATTTGGCtatataACCATCGTACAGCACAGGAG GCTCTTTCAAACAGCCAGCA 13 2 100 20 205 20 59,467 59,330 36,900 44,100 1,202,736 G 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 169 GGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAAT GGTGGAGTGATTGGTGCCAT GCTCTTTCAAACAGCCAGCA 76 2 37 20 205 20 60,324 59,330 44,000 44,100 0.993887 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 172 ACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCACAGGTGGAGTGATTGGTGC GCTCTTTCAAACAGCCAGCA 79 2 34 20 205 20 60,251 59,330 50,100 44,100 0.921064 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 187 CTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCTTCGGGAGGTGATCACAGG GCTCTTTCAAACAGCCAGCA 94 2 19 20 205 20 59,823 59,330 40,000 44,100 0.846842 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 8 2 190 TTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGG TTTCTTCGGGAGGTGATCACA GCTCTTTCAAACAGCCAGCA 96 2 16 21 205 20 59,025 59,330 35,800 44,100 2,645,120 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 10 3 114 TGGTAATACCATCGTACAGCACaggaggaggCCATTT TGGTAATACCATCGTACAGCAC AGCTCTTTCAAACAGCCAGC 18 3 93 22 206 20 57,950 59,043 44,000 48,500 5,006,907 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:18365:30281 1 133 51 17 2 AT TATATATATATATATATATATATATATATATATATTTTNA 0 0 10 2 113 TGGTAATACCATCGTACAGCACaggaggaggCCATTT TGGTAATACCATCGTACAGCAC GCTCTTTCAAACAGCCAGCA 18 2 93 22 205 20 57,950 59,330 44,000 44,100 4,719,708 D 219 CACTCGGTTGTTTATTTTCTTCGGGAGGTGATCACAGGTGGAGTGATTGGTGCCATCGCAGTGTCGCCAATCACAGTGAGAGTGACCTATTATGGTAATACCATCGTACAGCACaggaggaggCCATTTGGCtatatatatatatatatatatatatatatatataTTTtatatatatatataTGTGCTGGCTGTTTGAAAGAGCTAACCAAACTGTCT

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 12 12 99 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC GTGAGAGAGAGGAGGACAGGT 12 12 51 20 149 21 60,106 59,995 38,500 40,000 1,111,668 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 12 133 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC GACAGACACTGTGTGAGGGAG 12 46 51 20 183 21 60,106 60,000 38,500 43,000 1,106,500 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 12 133 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC GACAGACACTGTGTGAGGGA 12 47 51 20 183 20 60,106 58,959 38,500 42,000 1,146,864 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 12 168 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC AGCGAGAAAGGCAGTCAGAC 12 82 51 20 218 20 60,106 60,038 38,500 35,100 0.144007 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 12 174 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC GAGGAGAGCGAGAAAGGCAG 12 88 51 20 224 20 60,106 60,179 38,500 48,500 0.285331 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 83 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 12 176 CTCCCTCCctctctCACTCCCTGtctctcACCctctctctctct CTCCCTCCCTCTCTCACTCC GAGAGGAGAGCGAGAAAGGC 12 90 51 20 226 20 60,106 59,898 38,500 43,500 0.208518 F 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 1 12 1 210 CCCTCTCAAActctctctGTCAAtctctctctctctcTGTAAC CCCTCTCAAACTCTCTCTGTCA AGCGAGAAAGGCAGTCAGAC 1 82 9 22 218 20 58,839 60,038 35,800 35,100 3,198,857 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 137 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT AGAGGAGGACAGGTACAGAGA 3 5 6 23 142 21 59,925 58,720 34,100 31,000 5,355,386 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 138 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT GAGAGGAGGACAGGTACAGAGA 3 5 6 23 143 22 59,925 59,760 34,100 31,000 5,315,443 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 139 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT AGAGAGGAGGACAGGTACAGAG 3 6 6 23 144 22 59,925 59,759 34,100 33,500 5,316,459 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 144 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT GTGAGAGAGAGGAGGACAGGT 3 12 6 23 149 21 59,925 59,995 34,100 40,000 4,080,733 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 178 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT GACAGACACTGTGTGAGGGA 3 47 6 23 183 20 59,925 58,959 34,100 42,000 4,115,929 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 178 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT GACAGACACTGTGTGAGGGAG 3 46 6 23 183 21 59,925 60,000 34,100 43,000 4,075,566 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 213 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT AGCGAGAAAGGCAGTCAGAC 3 82 6 23 218 20 59,925 60,038 34,100 35,100 3,113,073 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:25885:55157 1 32 85 17 2 AG TCTCTCTCTCTCTCTGTAACTCCCTCCCTCTCTCACTC NA 0 0 15 3 221 tctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTA TCTCCCTCTCAAACTCTCTCTGT GAGAGGAGAGCGAGAAAGGC 3 90 6 23 226 20 59,925 59,898 34,100 43,500 3,177,583 G 228 CActctctCCCTCTCAAActctctctGTCAAtctctctctctctcTGTAACTCCCTCCctctctCACTCCCTGtctctcACCctctctctctctctctctctctctctctctctctGTCTTTCTCTGTACCTGTCCTCctctctctCACTCTCGGTCTCTTTCTCCCTcacacaGTGTCTGTCTATCTTACTTTCTCTGTCTGACTGCCTTTCTCGCTCTCctctctC

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 1 1 8 6 139 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT CCGTGTCTATTTCCTCAACCT 20 6 15 20 153 21 60,107 57,388 35,700 35,000 3,718,881 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 0 0 8 6 140 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT TCCGTGTCTATTTCCTCAACCT 20 6 15 20 154 22 60,107 58,829 35,700 35,000 3,277,833 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 0 0 8 5 139 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT CCGTGTCTATTTCCTCAACCTC 20 5 15 20 153 22 60,107 58,477 35,700 38,500 3,629,669 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 0 0 8 5 140 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT TCCGTGTCTATTTCCTCAACCTC 20 5 15 20 154 23 60,107 59,805 35,700 38,500 3,302,084 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 0 0 8 4 139 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT CCGTGTCTATTTCCTCAACCTCT 20 4 15 20 153 23 60,107 59,804 35,700 36,900 3,302,940 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:26118:30140 1 55 72 17 2 AG GTGGTGGTGGTGGTGGAGAGAGAAAAAAGAGAGANA 0 0 9 20 166 AGCGACAGGgagagaTACGTTggggggTggggggggggTAGCGACAGGGAGAGATACGT CCCATCTCTCTGGCTGTATCT 20 33 15 20 180 21 60,107 58,393 35,700 19,800 2,714,615 G 214 AGAGAAagagagATAGCGACAGGgagagaTACGTTggggggTggggggggggTTgtggtggtggtggtggagagagaAAAAagagagagagGgagagagagagagagagagagagagagagagagaGTGGAGAGGTTGAGGAAATAGACACGGAGAAATAGATACAGCCagagagATGGGGTGAGATATAGAGAAGGGgagagaTagagagAAA

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 1 1 13 0 139 cATGcacacacaGTCAGTCAAacacacacacAGTCAGTC CATGCACACACAGTCAGTCAA AGTGTGTGTGCGATGACTGT 0 22 33 21 171 20 59,058 59,895 31,800 35,500 2,046,830 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 0 0 14 1 139 cATGcacacacaGTCAGTCAAacacacacacAGTCAGTC CATGCACACACAGTCAGTCA AGTGTGTGTGCGATGACTGT 1 22 33 20 171 20 58,415 59,895 34,100 35,500 1,690,152 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 0 0 15 1 138 acATGcacacacaGTCAGTCAAacacacacacAGTCAGT ACATGCACACACAGTCAGTCA TGTGTGTGCGATGACTGTTG 1 20 32 21 169 20 60,134 59,063 34,100 33,300 2,071,031 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 0 0 16 8 150 acacacacATGcacacacaGTCAGTCAAacacacacacAG ACACACACATGCACACACAG TGTGAGTGTGTGTGCGATGA 8 26 26 20 175 20 59,266 59,896 36,600 29,200 0.838246 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 0 0 16 7 145 cacacacATGcacacacaGTCAGTCAAacacacacacAGT CACACACATGCACACACAGT AGTGTGTGTGCGATGACTGT 7 22 27 20 171 20 59,266 59,895 35,500 35,500 0.839164 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30492:38948 1 54 76 17 3 AC ACACACACACAGTCAGTCTCACACACACACACACACNA 0 0 16 7 149 cacacacATGcacacacaGTCAGTCAAacacacacacAGT CACACACATGCACACACAGT TGTGAGTGTGTGTGCGATGA 7 26 27 20 175 20 59,266 59,896 35,500 29,200 0.838246 G 214 GTCAGTCACGTATACAGTCAATCAAacacacacATGcacacacaGTCAGTCAAacacacacacAGTCAGTCTcacacacacacacacacacacacacacacacacaAACAAacacacacacacacacacAGTCAGTCGCACACTTacaacaacaGTCATCGcacacacaCTCACAGacacacacacacatatatTCGGTcacacacacacaATC

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 6 124 GCCTTAGGGACAAAGAGGACAGATCTAGATGAaga GCCTTAGGGACAAAGAGGACA CGCCTCCCATTCTGCCTTAT 43 6 17 21 140 20 59,371 59,891 40,200 17,300 1,738,189 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 6 136 GGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGGGGATGGAGAAAGCCTTAGGG CGCCTCCCATTCTGCCTTAT 55 6 5 21 140 20 59,856 59,891 35,300 17,300 1,253,231 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 6 139 GGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGAGGAGGGATGGAGAAAGCCTT CGCCTCCCATTCTGCCTTAT 59 6 2 20 140 20 59,077 59,891 43,500 17,300 1,031,968 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 219 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CCCTCTGTTTCAGTGAAAGCC 60 84 1 20 219 21 60,253 59,117 45,800 43,500 2,135,971 F 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 219 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CCCTCTGTTTCAGTGAAAGCCT 60 83 1 20 219 22 60,253 60,488 45,800 45,800 2,741,333 F 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 220 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT TCCCTCTGTTTCAGTGAAAGC 60 85 1 20 220 21 60,253 58,149 45,800 35,100 3,104,542 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 220 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT TCCCTCTGTTTCAGTGAAAGCC 60 84 1 20 220 22 60,253 60,487 45,800 43,500 2,740,613 F 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 221 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CTCCCTCTGTTTCAGTGAAAGC 60 85 1 20 221 22 60,253 59,189 45,800 35,100 3,064,199 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 60 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CTCCCTCTTACTCCCTCTGT 60 97 1 20 231 20 60,253 57,161 45,800 34,100 3,091,984 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 24 158 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT TGTCTCTGTCTCTCTTGCCG 60 24 1 20 158 20 60,253 59,115 45,800 56,900 1,137,862 F 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 23 157 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT GTCTCTGTCTCTCTTGCCGC 60 23 1 20 157 20 60,253 60,458 45,800 65,300 0.711028 F 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 7 140 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CGCCTCCCATTCTGCCTTA 60 7 1 20 140 19 60,253 59,473 45,800 26,900 1,780,235 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 6 140 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CGCCTCCCATTCTGCCTTAT 60 6 1 20 140 20 60,253 59,891 45,800 17,300 0.362690 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2123:30584:24761 1 81 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 5 140 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGTGGAGGGATGGAGAAAGCCT CGCCTCCCATTCTGCCTTATT 60 5 1 20 140 21 60,253 60,478 45,800 14,000 1,730,906 B 231 TGGAGGGATGGAGAAAGCCTTAGGGACAAAGAGGACAGATCTAGATGAagagagGTGCatatatatGTagagagATAGGTagagagagagagagagagagagagagagagagagATGGGAATAAGGCAGAATGGGAGGCGGCAagagagACAGAGACATACAGATAAATTGAGGgagagagaAAGCGTAAGAAagagagGCTTTCACTGAAACAGAGGGAGTAAGAGGGAG

ST‐E00142:460:H2K7HCCXY:6:2124:12124:17606 1 65 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 18 6 100 GAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtgtgtg GAGTGGGTGTGAGTGTGTGT CCACTCACATACACACATCCAC 6 6 39 20 138 22 59,822 58,997 37,200 40,200 3,180,859 F 163 AtgtgtgTATGTTAgtgtgtgtATGTGAgtgtgtATGTGAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgtgtgtgtgtATGTGAGTGGAtgtgtgTATGTGAGTGGgtgtgtgtgtgtgtATTTGAGTGGG

ST‐E00142:460:H2K7HCCXY:6:2124:12124:17606 1 65 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 6 101 TGAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtgtgt TGAGTGGGTGTGAGTGTGTG CCACTCACATACACACATCCAC 7 6 38 20 138 22 59,822 58,997 38,200 40,200 3,180,627 F 163 AtgtgtgTATGTTAgtgtgtgtATGTGAgtgtgtATGTGAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgtgtgtgtgtATGTGAGTGGAtgtgtgTATGTGAGTGGgtgtgtgtgtgtgtATTTGAGTGGG

ST‐E00142:460:H2K7HCCXY:6:2124:12124:17606 1 65 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 6 103 TGTGAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtg TGTGAGTGGGTGTGAGTGTG CCACTCACATACACACATCCAC 9 6 36 20 138 22 59,822 58,997 38,200 40,200 3,180,627 F 163 AtgtgtgTATGTTAgtgtgtgtATGTGAgtgtgtATGTGAGTGGGTGTGAgtgtgtgtATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgtgtgtgtgtATGTGAGTGGAtgtgtgTATGTGAGTGGgtgtgtgtgtgtgtATTTGAGTGGG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 55 240 GTCGTCATGTGGAGCATAAACACCAGCAGATACCA GTCGTCATGTGGAGCATAAACA GTTGCTGCCGGGTTCATG 111 55 32 22 271 18 59,000 59,432 28,300 30,700 5,568,131 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 55 242 GAGTCGTCATGTGGAGCATAAACACCAGCAGATAC GAGTCGTCATGTGGAGCATA GTTGCTGCCGGGTTCATG 115 55 30 20 271 18 57,129 59,432 31,400 30,700 5,439,272 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 54 241 GAGTCGTCATGTGGAGCATAAACACCAGCAGATAC GAGTCGTCATGTGGAGCATA TTGCTGCCGGGTTCATGG 115 54 30 20 270 18 57,129 60,676 31,400 36,600 5,547,303 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 184 CCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCCCAGTTTGACCCAGGACCAG ACCTAGCTTCGGGACTCAGT 81 29 64 20 247 20 60,251 59,960 40,000 34,100 0.290812 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 29 207 TGGAGCATAAACACCAGCAGATACCAGTTTGACCC TGGAGCATAAACACCAGCAGA ACCTAGCTTCGGGACTCAGT 103 29 41 21 247 20 59,649 59,960 42,600 34,100 1,390,595 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 23 178 CCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCCCAGTTTGACCCAGGACCAG CTTCGGGACTCAGTGATGCA 81 23 64 20 241 20 60,251 59,753 40,000 39,600 0.498361 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 96 CACCCTGCACATGTCTCCAtctctctctctctctctctctctct CACCCTGCACATGTCTCCA CTTCGGGACTCAGTGATGCA 0 23 146 19 241 20 59,624 59,753 38,600 39,600 1,623,546 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 102 CACCCTGCACATGTCTCCAtctctctctctctctctctctctct CACCCTGCACATGTCTCCA ACCTAGCTTCGGGACTCAGT 0 29 146 19 247 20 59,624 59,960 38,600 34,100 1,415,997 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 29 209 TGTGGAGCATAAACACCAGCAGATACCAGTTTGAC TGTGGAGCATAAACACCAGCA ACCTAGCTTCGGGACTCAGT 105 29 39 21 247 20 60,203 59,960 44,100 34,100 1,242,778 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 22 177 CCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCCCAGTTTGACCCAGGACCAG TTCGGGACTCAGTGATGCAG 81 22 64 20 240 20 60,251 59,753 40,000 44,100 0.498361 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 22 202 TGTGGAGCATAAACACCAGCAGATACCAGTTTGAC TGTGGAGCATAAACACCAGCA TTCGGGACTCAGTGATGCAG 105 22 39 21 240 20 60,203 59,753 44,100 44,100 1,450,327 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:14478:64826 1 165 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 95 CACCCTGCACATGTCTCCAtctctctctctctctctctctctct CACCCTGCACATGTCTCCA TTCGGGACTCAGTGATGCAG 0 22 146 19 240 20 59,624 59,753 38,600 44,100 1,623,546 A 286 GGGGTGAGATGAAGTACATagagagagagGAGTCGTCATGTGGAGCATAAACACCAGCAGATACCAGTTTGACCCAGGACCAGTTTCTGTGTTGTACGCTCTACCAGTGGGTCGCCAACTTTGGCAAGCTCCCCTCCAGAGCCTGCACCCTGCACATGTCTCCAtctctctctctctctctctctctctctctctctcCAGGCCACGCTTCCATGCGTGGCTGCATCACTGAGTCCCGAAGCTAGGTCCCGACCATGAACCCGGCAGCAACGCCTCCACCGCCCAG

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 17 149 TCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTA TCGGTTTGCAGTGGATTCCT GGGTTCAACACAATGCTGTCC 42 17 11 20 159 21 59,600 60,000 33,600 40,200 1,400,487 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 17 152 ACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGATT GGGTTCAACACAATGCTGTCC 45 17 8 20 159 21 59,890 60,000 30,100 40,200 1,110,760 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 17 153 GACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGAT GGGTTCAACACAATGCTGTCC 46 17 7 20 159 21 60,322 60,000 34,100 40,200 1,321,927 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 13 148 ACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGATT TCAACACAATGCTGTCCTGAC 45 13 8 20 155 21 59,890 58,779 30,100 35,100 2,331,655 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 132 TCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTA TCGGTTTGCAGTGGATTCCT GTCCTGACAGGCTGCTGAAG 42 1 11 20 142 20 59,600 60,673 33,600 30,200 1,073,235 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 135 ACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGATT GTCCTGACAGGCTGCTGAAG 45 1 8 20 142 20 59,890 60,673 30,100 30,200 0.783508 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 136 GACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGAT GTCCTGACAGGCTGCTGAAG 46 1 7 20 142 20 60,322 60,673 34,100 30,200 0.994674 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 12 147 ACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGATT CAACACAATGCTGTCCTGACA 45 12 8 20 154 21 59,890 59,051 30,100 35,800 2,059,320 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 12 148 GACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGAT CAACACAATGCTGTCCTGACA 46 12 7 20 154 21 60,322 59,051 34,100 35,800 2,270,487 B 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 46 209 GACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGAT CCCTGGGATATACAGCCAGC 46 74 7 20 215 20 60,322 59,674 34,100 48,500 0.647916 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 45 208 ACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGACCTCGGTTTGCAGTGGATT CCCTGGGATATACAGCCAGC 45 74 8 20 215 20 59,890 59,674 30,100 48,500 0.436750 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 205 TCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTA TCGGTTTGCAGTGGATTCCT CCCTGGGATATACAGCCAGC 42 74 11 20 215 20 59,600 59,674 33,600 48,500 0.726477 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 48 240 AAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGAAAGACCTCGGTTTGCAGTGG ACTGTAACAGTCATGGGCTCAT 48 101 5 20 244 22 60,535 59,427 40,000 29,000 3,108,564 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 48 241 AAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGAAAGACCTCGGTTTGCAGTGG AACTGTAACAGTCATGGGCTCA 48 102 5 20 245 22 60,535 59,628 40,000 42,600 2,906,943 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:2412:43079 1 73 49 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 48 240 AAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGAAAGACCTCGGTTTGCAGTGG ACTGTAACAGTCATGGGCTCA 48 102 5 20 244 21 60,535 59,022 40,000 42,600 2,512,956 F 273 CCAAAAGACCTCGGTTTGCAGTGGATTCCTCTTCTCAGGATGGTTACTTTGCAAATCTGGGTGCATACTTCTgagagagagagagagagagagagagagagagagaCagagagGGcacacaGCTTCAGCAGCCTGTCAGGACAGCATTGTGTTGAAcccccTCCTGCTTGGTAAAACAGTCCCTTAAAGTACTCTGCTGGCTGTATATCCCAGGGAAATTCTATGAGCCCATGACTGTTACAGTTATTGTTTTAGAAAAGGTACCTGCATTTT

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 1 1 10 6 190 AGCAACTCCACAACTATacacacacAATcacacacacacaAGCAACTCCACAACTATACACA GCCTATGCGTATGTGCGTTT 6 59 3 22 192 20 57,383 59,344 37,200 36,000 5,272,986 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 10 5 189 GCAACTCCACAACTATacacacacAATcacacacacacacGCAACTCCACAACTATACACAC GCCTATGCGTATGTGCGTTT 5 59 4 22 192 20 57,336 59,344 38,200 36,000 5,319,369 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 11 5 190 AGCAACTCCACAACTATacacacacAATcacacacacacaAGCAACTCCACAACTATACACAC GCCTATGCGTATGTGCGTTT 5 59 3 23 192 20 58,684 59,344 38,200 36,000 4,971,535 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 11 4 189 GCAACTCCACAACTATacacacacAATcacacacacacacGCAACTCCACAACTATACACACA GCCTATGCGTATGTGCGTTT 4 59 4 23 192 20 58,938 59,344 37,200 36,000 4,718,026 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 4 190 AGCAACTCCACAACTATacacacacAATcacacacacacaAGCAACTCCACAACTATACACACA GCCTATGCGTATGTGCGTTT 4 59 3 24 192 20 60,202 59,344 37,200 36,000 4,858,048 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 3 189 GCAACTCCACAACTATacacacacAATcacacacacacacGCAACTCCACAACTATACACACAC GCCTATGCGTATGTGCGTTT 3 59 4 24 192 20 60,084 59,344 38,200 36,000 4,739,746 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 15 2 133 GCAACTCCACAACTATacacacacAATcacacacacacacGCAACTCCACAACTATACACACAC TGTGTCCATGTGTGTATGTGT 3 2 4 24 136 21 60,084 57,516 38,200 37,200 7,567,822 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 15 2 133 GCAACTCCACAACTATacacacacAATcacacacacacacGCAACTCCACAACTATACACACA TGTGTCCATGTGTGTATGTGT 4 2 4 23 136 21 58,938 57,516 37,200 37,200 7,546,101 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:24850:65072 1 31 83 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 15 2 134 AGCAACTCCACAACTATacacacacAATcacacacacacaAGCAACTCCACAACTATACACACA TGTGTCCATGTGTGTATGTGT 4 2 3 24 136 21 60,202 57,516 37,200 37,200 7,686,123 G 212 CAAGCAACTCCACAACTATacacacacAATcacacacacacacacacacacacacacacacacaTacacacacacacacacacTAACAAacacacAAATacacacacacacacAAACACATacacacATGGACACAAATAAAACAAACATAAAGTGACACATACACAAAATAAAACGCACATACGCATAGGCGTAAGGACAAACACATGCAA

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 1 1 3 63 243 GGGTTGGGTCAAATACAGCATGAAACGCCACCATC GGGTTGGGTCAAATACAGCATG TGCTCTCCTATCTTGACTATACACC 86 63 29 22 271 25 59,834 59,229 40,600 41,600 7,936,917 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 3 63 243 GGGTTGGGTCAAATACAGCATGAAACGCCACCATC GGGTTGGGTCAAATACAGCA TGCTCTCCTATCTTGACTATACACC 88 63 29 20 271 25 58,082 59,229 44,100 41,600 7,688,535 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 62 242 GGGTTGGGTCAAATACAGCATGAAACGCCACCATC GGGTTGGGTCAAATACAGCA GCTCTCCTATCTTGACTATACACCT 88 62 29 20 270 25 58,082 58,992 44,100 40,000 7,925,575 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 30 190 CAGCATGAAACGCCACCATCGCAGCCAGCGGGTAACAGCATGAAACGCCACCATC TCTACCCAAGCTCGATCCCT 73 30 44 20 233 20 60,179 59,738 35,100 42,000 0.441146 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 28 144 tttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTC TTTCCTGCCCACTACTGCAC TACCCAAGCTCGATCCCTCA 29 28 88 20 231 20 60,251 60,033 45,700 38,600 0.283242 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 28 188 CAGCATGAAACGCCACCATCGCAGCCAGCGGGTAACAGCATGAAACGCCACCATC TACCCAAGCTCGATCCCTCA 73 28 44 20 231 20 60,179 60,033 35,100 38,600 0.211671 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 26 141 CCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCA CCTGCCCACTACTGCACTTT TACCCAAGCTCGATCCCTCA 26 28 91 20 231 20 60,251 60,033 26,600 38,600 0.283417 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 26 143 CCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCA CCTGCCCACTACTGCACTTT TCTACCCAAGCTCGATCCCT 26 30 91 20 233 20 60,251 59,738 26,600 42,000 0.512892 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 24 141 TGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTGCCCACTACTGCACTTTGG TCTACCCAAGCTCGATCCCT 24 30 93 20 233 20 60,537 59,738 32,800 42,000 0.799133 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 10 125 CTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagCTTTGGGCAGAGTCGTTCCA TACCCAAGCTCGATCCCTCA 10 28 107 20 231 20 60,250 60,033 35,300 38,600 0.282810 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 4 9 124 TTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagaTTTGGGCAGAGTCGTTCCAG TACCCAAGCTCGATCCCTCA 9 28 108 20 231 20 60,250 60,033 38,600 38,600 0.282810 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 30 192 TACAGCATGAAACGCCACCATCGCAGCCAGCGGGT TACAGCATGAAACGCCACCA TCTACCCAAGCTCGATCCCT 75 30 42 20 233 20 60,251 59,738 41,700 42,000 0.512501 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 28 190 TACAGCATGAAACGCCACCATCGCAGCCAGCGGGT TACAGCATGAAACGCCACCA TACCCAAGCTCGATCCCTCA 75 28 42 20 231 20 60,251 60,033 41,700 38,600 0.283026 F 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26200:40302 1 137 47 17 1.5 AG GAGAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 115 AGTCGTTCCAGGTTTGCACTgagagagagagaAagaga AGTCGTTCCAGGTTTGCACT TACCCAAGCTCGATCCCTCA 0 28 117 20 231 20 59,820 60,033 44,000 38,600 0.212922 B 275 AGACCTGGAGGGCCCCAGCCTGCTTTCGGGGTTGGGTCAAATACAGCATGAAACGCCACCATCGCAGCCAGCGGGTAAAACGTCCtttttCCTGCCCACTACTGCACTTTGGGCAGAGTCGTTCCAGGTTTGCACTgagagagagagaAagagagagagagagagagagagagagagagagagCGCAagagagagGCAGGCAGTTAGAGGGTGAGGGATCGAGCTTGGGTAGAGGTAGTAATTCAAGGTGTATAGTCAAGATAGGAGAGCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 1 1 6 32 192 tgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTGTGGTTCCAGTGTGCATGT AAAGACACAGGCAATGGCAC 53 32 6 20 197 20 60,107 59,324 32,100 50,100 0.782402 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 7 33 193 tgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTGTGGTTCCAGTGTGCATGT CAAAGACACAGGCAATGGCA 53 33 6 20 198 20 60,107 59,325 32,100 49,200 0.781852 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 7 33 195 tgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCTGTGTGGTTCCAGTGTGCAT CAAAGACACAGGCAATGGCA 55 33 4 20 198 20 60,107 59,325 39,600 49,200 0.781852 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 10 169 gtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTGTGGTTCCAGTGTGCATGTG AAAGACACACACATGCACGC 52 10 7 20 175 20 59,688 59,971 32,100 53,400 0.341090 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 10 170 tgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTGTGGTTCCAGTGTGCATGT AAAGACACACACATGCACGC 53 10 6 20 175 20 60,107 59,971 32,100 53,400 0.136069 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 10 172 tgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCTGTGTGGTTCCAGTGTGCAT AAAGACACACACATGCACGC 55 10 4 20 175 20 60,107 59,971 39,600 53,400 0.136069 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 7 124 ATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTATGTGTTGCTGAGTGTGTGT AAAGACACACACATGCACGC 7 10 52 20 175 20 57,957 59,971 37,200 53,400 2,071,986 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 6 123 TGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTGTTGCTGAGTGTGTGTT AAAGACACACACATGCACGC 6 10 53 20 175 20 58,180 59,971 33,200 53,400 1,849,229 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:26859:38667 1 79 67 17 2 AC TGTGTGTGTGTTTCTGTGTATGTATGTTTGAGAGTGNA 0 0 10 6 124 ATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTATGTGTTGCTGAGTGTGTGTT AAAGACACACACATGCACGC 6 10 52 21 175 20 58,632 59,971 33,200 53,400 2,397,739 G 199 ATTtgtgtgGTTCCAGTGTGCATGTGCCCCTCTGTCTGAGCGTAtgtgtgTATGTGTTGCTGAgtgtgtgtTACTATTtgtgtgtgtgTTTCTGTGTATGTATGTTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCGCATGCGTGCAtgtgtgtgTCTTtgtgtgCCATTGCCTGTGTCTTTGT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 25 191 TTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgt TTGTGTAAGTGAGTGTGTATCTGT CAGACCCACTCAGACAACCA 25 88 13 24 203 20 57,843 59,241 34,100 36,700 6,915,482 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 25 190 TGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtg TGTGTAAGTGAGTGTGTATCTGT CAGACCCACTCAGACAACCA 25 88 14 23 203 20 57,215 59,241 34,100 36,700 6,543,312 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 25 191 TGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtg TGTGTAAGTGAGTGTGTATCTGT ACAGACCCACTCAGACAACC 25 89 14 23 204 20 57,215 59,241 34,100 37,700 6,543,924 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 1 166 TGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtTGAGTGTGTGAGTGTGTATCTGT CAGACCCACTCAGACAACCA 1 88 38 23 203 20 59,363 59,241 34,100 36,700 4,395,498 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 1 167 TGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtTGAGTGTGTGAGTGTGTATCTGT ACAGACCCACTCAGACAACC 1 89 38 23 204 20 59,363 59,241 34,100 37,700 4,396,110 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 7 91 TCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtTCTGTATGAGTGTGTGAGTGTGT ACACACCCACCCACACAATC 7 7 32 23 122 20 59,363 60,467 37,200 26,700 4,104,054 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 7 92 TCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtTCTGTATGAGTGTGTGAGTGTGT GACACACCCACCCACACAAT 7 8 32 23 123 20 59,363 60,467 37,200 27,100 4,104,054 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 7 172 TCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtTCTGTATGAGTGTGTGAGTGTGT CAGACCCACTCAGACAACCA 7 88 32 23 203 20 59,363 59,241 37,200 36,700 4,395,498 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:29376:68201 1 62 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 6 90 TCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtTCTGTATGAGTGTGTGAGTGTGT CACACCCACCCACACAATCA 7 6 32 23 121 20 59,363 60,467 37,200 25,700 4,103,870 F 208 GTATCTGTATGATTGTGTAAGTGAgtgtgtATCTGTATGAgtgtgtGAgtgtgtATCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTATGATtgtgtgGGTGGgtgtgtCTGTATGATtgtgtgAGTAGgtgtgtATCAGTATGATAGTGTGAGTTtgtgtgTATCTGTATGGTTGTCTGAGTGGGTCTGTATCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 6 37 169 GCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGCTATTCGGCTGGGACGG CGTGAAGCCCACCCTAGTAG 60 37 34 18 202 20 60,280 59,540 47,900 25,700 2,740,497 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 37 170 GGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTC GGCTATTCGGCTGGGACG CGTGAAGCCCACCCTAGTAG 61 37 33 18 202 20 60,280 59,540 47,900 25,700 2,740,497 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 37 171 GGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTT GGGCTATTCGGCTGGGAC CGTGAAGCCCACCCTAGTAG 62 37 32 18 202 20 59,889 59,540 44,600 25,700 2,571,562 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 37 190 GGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGG GGAAGTTTCCCAACGTCTGG CGTGAAGCCCACCCTAGTAG 79 37 13 20 202 20 58,764 59,540 38,600 25,700 1,696,035 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 37 201 GAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGC GAGACGGAGAGGGAAGTTTCC CGTGAAGCCCACCCTAGTAG 89 37 2 21 202 20 59,795 59,540 31,300 25,700 1,665,490 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 37 202 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGG GGAGACGGAGAGGGAAGTTTC CGTGAAGCCCACCCTAGTAG 90 37 1 21 202 20 59,795 59,540 27,800 25,700 1,665,490 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 11 122 TCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgt TCCAAGGGTGGTGGATAGGT CGTGAAGCCCACCCTAGTAG 11 37 81 20 202 20 59,880 59,540 30,800 25,700 0.580687 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 121 CCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtg CCAAGGGTGGTGGATAGGTG CGTGAAGCCCACCCTAGTAG 10 37 82 20 202 20 59,744 59,540 40,000 25,700 0.716201 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:31720:54928 1 112 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 9 120 CAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgt CAAGGGTGGTGGATAGGTGG CGTGAAGCCCACCCTAGTAG 9 37 83 20 202 20 59,744 59,540 46,100 25,700 0.716201 A 264 GGAGACGGAGAGGGAAGTTTCCCAACGTCTGGGGCTATTCGGCTGGGACGGGCTTCGTGGCCCCTTCTCGGCCTGCCGTCTCCAAGGGTGGTGGATAGGTGGGGAGGTGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCGGTAAACAAGAAAGGGGAACGGGTGGGGATATTCTACTAGGGTGGGCTTCACGGCACCTTCCGGACTCTGCCCTCCCTCCCCAAGGGTGCAGAGGGGTTTGGGAGCTgggggTCT

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 1 1 3 1 119 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT ACAGCTAGGGTTTCAGGAGAGA 1 9 52 22 170 22 59,353 60,225 51,900 31,000 4,872,192 G 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 3 1 119 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT ACAGCTAGGGTTTCAGGAGAG 1 10 52 22 170 21 59,353 58,816 51,900 32,000 4,830,477 G 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 3 1 129 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT AGCTCAGATTACAGCTAGGGTT 1 19 52 22 180 22 59,353 58,621 51,900 41,100 6,026,250 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 3 1 129 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT AGCTCAGATTACAGCTAGGGT 1 20 52 22 180 21 59,353 57,961 51,900 43,400 5,686,050 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 3 1 130 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT AAGCTCAGATTACAGCTAGGGT 1 20 52 22 181 22 59,353 58,621 51,900 43,400 6,026,250 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 4 35 185 TTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTG TTGGGCTGTTAGCTCCGTTT CCCTAACCAATTTCGAGCTGG 35 44 20 20 204 21 59,890 58,983 36,000 48,500 2,126,772 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 4 33 183 GGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAGGGCTGTTAGCTCCGTTTCA CCCTAACCAATTTCGAGCTGG 33 44 22 20 204 21 60,321 58,983 26,900 48,500 2,338,348 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 5 36 186 TTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACT TTTGGGCTGTTAGCTCCGTT CCCTAACCAATTTCGAGCTGG 36 44 19 20 204 21 59,890 58,983 44,400 48,500 2,126,772 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 5 36 212 TTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACT TTTGGGCTGTTAGCTCCGTT GCTCAGCCATGACTCCGAAT 36 71 19 20 230 20 59,890 60,179 44,400 33,400 0.288784 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 5 35 211 TTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTG TTGGGCTGTTAGCTCCGTTT GCTCAGCCATGACTCCGAAT 35 71 20 20 230 20 59,890 60,179 36,000 33,400 0.288784 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 5 33 209 GGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAGGGCTGTTAGCTCCGTTTCA GCTCAGCCATGACTCCGAAT 33 71 22 20 230 20 60,321 60,179 26,900 33,400 0.500360 D 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 10 2 144 TTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTG TTGGGCTGTTAGCTCCGTTT GGGTTTCAGGAGAGAGAAAGGG 35 2 20 20 163 22 59,890 60,027 36,000 39,500 2,136,451 G 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:6370:40512 1 75 65 17 2 AG TCTCTCTCTCCTTCTCTCTCCTGTTCCCATGCTCTCTC NA 0 0 10 1 112 ACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctct ACTGGAATTCTTCTCTTGCCCT GGGTTTCAGGAGAGAGAAAGGG 1 2 52 22 163 22 59,353 60,027 51,900 39,500 4,673,527 G 252 GTCGAGtctctctctcCCTTTGGGCTGTTAGCTCCGTTTCAAATTTACGGAACTGGAATTCTTCTCTTGCCCTTtctctctctcCTtctctctcCTGTTCCCATGctctctctctctctctctctctctctctctctctTTCCCTTtctctctcCTGAAACCCTAGCTGTAATCTGAGCTTTTCCAGCTCGAAATTGGTTAGGGGAGGGGATTCGGAGTCATGGCTGAGCTCTACATCTAACTGCTCTACCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 6 9 244 TACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGA TACACAGCACACAGTCAGCC ACAAATGTGTGGTTCTGTGTTCA 158 9 7 20 250 23 60,250 59,239 48,500 31,800 4,011,086 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 6 240 TACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGA TACACAGCACACAGTCAGCC ATGTGTGGTTCTGTGTTCATCA 158 6 7 20 246 22 60,250 58,181 48,500 30,700 4,069,236 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 6 241 TACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGA TACACAGCACACAGTCAGCC AATGTGTGGTTCTGTGTTCATCA 158 6 7 20 247 23 60,250 58,794 48,500 30,700 4,456,243 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 127 GGTGGTTTGTGGTACAGCGAATGAGAAACAGCACAGGTGGTTTGTGGTACAGCGA TGTGTGGTTCTGTGTTCATCA 46 6 119 20 245 21 60,533 57,726 49,300 30,700 3,807,402 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 128 AGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACAGGTGGTTTGTGGTACAGCG TGTGTGGTTCTGTGTTCATCA 47 6 118 20 245 21 60,534 57,726 51,800 30,700 3,808,297 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 131 AGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGAGCAGGTGGTTTGTGGTACA TGTGTGGTTCTGTGTTCATCA 50 6 115 20 245 21 59,451 57,726 29,000 30,700 3,823,084 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 164 GGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCGGGATTCTCAGGAGCCACAT TGTGTGGTTCTGTGTTCATCA 83 6 82 20 245 21 59,157 57,726 32,100 30,700 4,116,729 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 165 TGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGTGGGATTCTCAGGAGCCACA TGTGTGGTTCTGTGTTCATCA 84 6 81 20 245 21 60,547 57,726 41,700 30,700 3,821,565 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 166 ATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAATGGGATTCTCAGGAGCCAC TGTGTGGTTCTGTGTTCATCA 85 6 80 20 245 21 59,157 57,726 50,100 30,700 4,116,729 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 226 GTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCT GTCAGCCTGTGGTTTCTCCC TGTGTGGTTCTGTGTTCATCA 145 6 20 20 245 21 60,607 57,726 43,000 30,700 3,880,767 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 227 aGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTC AGTCAGCCTGTGGTTTCTCC TGTGTGGTTCTGTGTTCATCA 146 6 19 20 245 21 59,602 57,726 37,100 30,700 3,672,413 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2124:9871:33779 1 185 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 6 239 TACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGA TACACAGCACACAGTCAGCC TGTGTGGTTCTGTGTTCATCA 158 6 7 20 245 21 60,250 57,726 48,500 30,700 3,523,963 F 263 AGGTTTTACACAGcacacaGTCAGCCTGTGGTTTCTCCCTGGATGAAGAATCTCTGAATGGTACCATTCAAATCACTCAATGGGATTCTCAGGAGCCACATCATCTGTTCTGAAAGCAGGTGGTTTGTGGTACAGCGAATGAGAAACAGCACATACTCACAGACACCCACACGCAGAGACCGAAacacacacacacacacacacacacacacacacacCCTCAATGATGAACACAGAACcacacaTTTGTACTCAGAGAATCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 1 1 12 20 190 ATGATAAACACTCACTCACGcacacaATCCGAAACGAATGATAAACACTCACTCACGCAC TGAGAGTGCATGTGTGTTTGAA 57 20 51 23 240 22 59,320 58,722 53,400 26,900 6,957,695 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 13 21 190 ATGATAAACACTCACTCACGcacacaATCCGAAACGAATGATAAACACTCACTCACGCA TGAGAGTGCATGTGTGTTTGA 58 21 51 22 240 21 58,075 58,083 52,400 26,900 6,842,019 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 13 21 190 ATGATAAACACTCACTCACGcacacaATCCGAAACGAATGATAAACACTCACTCACGCAC TGAGAGTGCATGTGTGTTTGA 57 21 51 23 240 21 59,320 58,083 53,400 26,900 6,596,620 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 13 165 CGcacacaATCCGAAACGAATACACATTcacacaTCTT CGCACACAATCCGAAACGAA GCATGTGTGTTTGAATGTGTGC 42 13 69 20 233 22 59,766 59,781 38,500 45,700 2,452,805 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 13 176 ACACTCACTCACGcacacaATCCGAAACGAATACACAACACTCACTCACGCACACAA GCATGTGTGTTTGAATGTGTGC 53 13 58 20 233 22 60,108 59,781 33,300 45,700 2,327,593 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 13 177 AACACTCACTCACGcacacaATCCGAAACGAATACACAACACTCACTCACGCACACA GCATGTGTGTTTGAATGTGTGC 54 13 57 20 233 22 60,108 59,781 37,200 45,700 2,327,593 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 0 124 GCAGATACActctctCACTCCctctctctctctcacacacaGaGCAGATACACTCTCTCACTCC GCATGTGTGTTTGAATGTGTGC 0 13 110 21 233 22 57,291 59,781 38,500 45,700 5,927,778 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 0 125 AGCAGATACActctctCACTCCctctctctctctcacacacaGAGCAGATACACTCTCTCACTCC GCATGTGTGTTTGAATGTGTGC 0 13 109 22 233 22 58,713 59,781 38,500 45,700 5,506,438 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:14610:70504 1 131 68 17 1.5 AC CTCTCTCTCTCTCACACACAGACACACACACACACA NA 0 0 18 0 126 AAGCAGATACActctctCACTCCctctctctctctcacacacaAAGCAGATACACTCTCTCACTCC GCATGTGTGTTTGAATGTGTGC 0 13 108 23 233 22 59,301 59,781 38,500 45,700 5,918,254 F 240 aaaaaaCATCATTAAACAGATATCATTTcacacaATCaaaaaCACTCAAAATGATAAACACTCACTCACGcacacaATCCGAAACGAATACACATTcacacaTCTTCAAGCAGATACActctctCACTCCctctctctctctcacacacaGacacacacacacacacacacacacacacacacacGcacacacacacaCTCAAacacacATGcacacaTTCAAacacacATGCACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 14 14 147 GGCAGAGACagagagagACAGTgagagagaGGGTgagaGGCAGAGACAGAGAGAGACA CCCTTCACACCCTGCTACAG 14 33 40 20 186 20 58,167 60,036 34,100 27,400 1,868,893 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 14 148 AGGCAGAGACagagagagACAGTgagagagaGGGTga AGGCAGAGACAGAGAGAGACA CCCTTCACACCCTGCTACAG 14 33 39 21 186 20 59,646 60,036 34,100 27,400 1,390,041 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 13 147 GGCAGAGACagagagagACAGTgagagagaGGGTgagaGGCAGAGACAGAGAGAGACAG CCCTTCACACCCTGCTACAG 13 33 40 21 186 20 59,255 60,036 35,100 27,400 1,781,097 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 0 134 agagACAGTgagagagaGGGTgagagagagagagagagagAGAGACAGTGAGAGAGAGGGT CCCTTCACACCCTGCTACAG 0 33 53 21 186 20 59,007 60,036 43,400 27,400 2,028,567 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 135 gagagACAGTgagagagaGGGTgagagagagagagagagaGAGAGACAGTGAGAGAGAGGGT CCCTTCACACCCTGCTACAG 0 33 52 22 186 20 60,026 60,036 43,400 27,400 2,062,272 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 74 60 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 1 136 agagagACAGTgagagagaGGGTgagagagagagagagagAGAGAGACAGTGAGAGAGAGGG CCCTTCACACCCTGCTACAG 1 33 51 22 186 20 59,760 60,036 43,000 27,400 2,275,664 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 1 16 1 185 agagagGgagagagaGCGAGGgagagagagagagaCAGAAGAGAGGGAGAGAGAGCGAG CCTTCACACCCTGCTACAGA 1 32 1 20 185 20 59,530 59,023 50,300 34,100 1,446,558 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 0 16 1 186 agagagGgagagagaGCGAGGgagagagagagagaCAGAAGAGAGGGAGAGAGAGCGAG CCCTTCACACCCTGCTACAG 1 33 1 20 186 20 59,530 60,036 50,300 27,400 0.505927 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 0 16 1 207 agagagGgagagagaGCGAGGgagagagagagagaCAGAAGAGAGGGAGAGAGAGCGAG TCACACTCTCTCTATCACTCCC 1 52 1 20 207 22 59,530 58,108 50,300 43,000 4,362,201 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 0 16 1 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAAGAGAGGGAGAGAGAGCGAG CTCACACTCTCTCTATCACTCCC 1 52 1 20 208 23 59,530 59,117 50,300 43,000 4,352,805 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 0 16 0 185 gagagGgagagagaGCGAGGgagagagagagagaCAGAGGAGAGGGAGAGAGAGCGAGG CCCTTCACACCCTGCTACAG 0 33 2 20 186 20 60,535 60,036 46,300 27,400 0.571112 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:15798:11839 1 22 112 17 3 AG GAGAGAGAGAGAGACAGAGGCAGAGACAGAGAG NA 0 0 16 0 207 gagagGgagagagaGCGAGGgagagagagagagaCAGAGGAGAGGGAGAGAGAGCGAGG CTCACACTCTCTCTATCACTCCC 0 52 2 20 208 23 60,535 59,117 46,300 43,000 4,417,990 G 208 agagagGgagagagaGCGAGGgagagagagagagaCAGAGGCAGAGACagagagagACAGTgagagagaGGGTgagagagagagagagagagagagagagagagagaGGGAGAGGgagagagagagagagagagggggCGGgagagagagggggAATTCAGACTTTCTGTAGCAGGGTGTGAAgggggAGTGATagagagagTGTGAG

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 16 118 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG AACCACGCTTGCATAACAGG 16 22 55 20 172 20 60,730 59,119 68,600 40,000 1,611,273 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 119 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG AAACCACGCTTGCATAACAGG 16 22 55 20 173 21 60,730 59,731 68,600 40,000 1,999,603 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 154 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG CAAAGGTGCCCACATTTCGC 16 58 55 20 208 20 60,730 60,667 68,600 47,000 1,397,339 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 206 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG GCTTACCAGACACTCCGCAG 16 110 55 20 260 20 60,730 60,738 68,600 51,800 1,467,870 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 49 240 ATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAAATGCCTCAATCTCCCAAATGT GCTTACCAGACACTCCGCAG 49 110 21 21 260 20 57,607 60,738 27,100 51,800 4,131,141 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 49 240 AATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAAATGCCTCAATCTCCCAAATGT CTTACCAGACACTCCGCAGT 49 109 20 22 259 20 58,284 59,396 27,100 44,000 4,319,999 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 49 241 TGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATTGCCTCAATCTCCCAAATGT GGGCTTACCAGACACTCCG 49 113 22 20 262 19 57,095 59,782 27,100 46,300 4,123,731 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 22 150 GCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGGCCTCAATCTCCCAAATGTAGG AACCACGCTTGCATAACAGG 46 22 23 22 172 20 58,782 59,119 31,800 40,000 4,098,744 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 22 151 TGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATTGCCTCAATCTCCCAAATGT AACCACGCTTGCATAACAGG 49 22 22 20 172 20 57,095 59,119 27,100 40,000 3,786,533 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 16 205 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG CTTACCAGACACTCCGCAGT 16 109 55 20 259 20 60,730 59,396 68,600 44,000 1,333,724 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 115 GCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatat GCTTGTGAATGTGCGCGTTT AACCACGCTTGCATAACAGG 13 22 58 20 172 20 60,934 59,119 36,000 40,000 1,815,554 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 13 151 GCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatat GCTTGTGAATGTGCGCGTTT CAAAGGTGCCCACATTTCGC 13 58 58 20 208 20 60,934 60,667 36,000 47,000 1,601,620 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 150 CTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatata CTTGTGAATGTGCGCGTTTG CAAAGGTGCCCACATTTCGC 12 58 59 20 208 20 59,228 60,667 29,300 47,000 1,438,940 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 201 CTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatata CTTGTGAATGTGCGCGTTTG CTTACCAGACACTCCGCAGT 12 109 59 20 259 20 59,228 59,396 29,300 44,000 1,375,325 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 22 150 GCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGGCCTCAATCTCCCAAATGTAGGA AACCACGCTTGCATAACAGG 45 22 23 23 172 20 60,118 59,119 29,400 40,000 3,999,006 B 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 94 CTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatata CTTGTGAATGTGCGCGTTTG CACACACAAACACACACGCA 12 2 59 20 152 20 59,228 60,110 29,300 52,400 0.881766 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 95 GCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatat GCTTGTGAATGTGCGCGTTT CACACACAAACACACACGCA 13 2 58 20 152 20 60,934 60,110 36,000 52,400 1,044,446 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:19126:60712 1 91 40 17 1.5 AC TATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 98 AATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGt AATGCTTGTGAATGTGCGCG CACACACAAACACACACGCA 16 2 55 20 152 20 60,730 60,110 68,600 52,400 0.840165 F 285 CAGTTCACAAAAGCATGAAAATGCCTCAATCTCCCAAATGTAGGAGAGTGAGTTAATGCTTGTGAATGTGCGCGTTTgcgcgcGTGCGCGtatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGCgtgtgtgtTtgtgtgtgCCTGTTATGCAAGCGTGGTTTTCTTATTTCtttttCGCGAAATGTGGGCACCTTTGAAAAGGTTAGTCTTTATTGCCCATACTTGATACTGCGGAGTGTCTGGTAAGcccccTTTGTGAACCGCTGCGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 5 35 164 CCTCTGTGATGCCATAACCCTACGTCATTGCAATAA CCTCTGTGATGCCATAACCCT GAGTTCCAGAGTGCAGGGTC 46 35 88 21 251 20 59,508 60,037 43,400 44,600 1,529,034 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 35 165 TCCTCTGTGATGCCATAACCCTACGTCATTGCAATA TCCTCTGTGATGCCATAACCC GAGTTCCAGAGTGCAGGGTC 47 35 87 21 251 20 59,510 60,037 41,100 44,600 1,527,348 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 25 135 ACGTCATTGCAATAACTCCGCTGATTGAATGATGGTACGTCATTGCAATAACTCCGC GAGTGCAGGGTCTTGGCATT 25 27 109 21 243 20 59,603 60,610 55,400 35,600 2,007,228 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 25 143 ACGTCATTGCAATAACTCCGCTGATTGAATGATGGTACGTCATTGCAATAACTCCGC GAGTTCCAGAGTGCAGGGTC 25 35 109 21 251 20 59,603 60,037 55,400 44,600 1,433,854 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 24 139 CGTCATTGCAATAACTCCGCTGATTGAATGATGGTT CGTCATTGCAATAACTCCGCT TTCCAGAGTGCAGGGTCTTG 24 32 110 21 248 20 59,334 59,602 55,200 30,200 2,063,619 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 21 129 ACGTCATTGCAATAACTCCGCTGATTGAATGATGGTACGTCATTGCAATAACTCCGC AGGGTCTTGGCATTGGAACA 25 21 109 21 237 20 59,603 59,518 55,400 31,800 1,879,442 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 37 242 TTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAT TTGGCTCGCGGTTAGGTAAC GTGAGTTCCAGAGTGCAGGG 123 37 12 20 253 20 60,390 60,321 25,000 44,500 0.711331 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 35 240 TTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAT TTGGCTCGCGGTTAGGTAAC GAGTTCCAGAGTGCAGGGTC 123 35 12 20 251 20 60,390 60,037 25,000 44,600 0.427068 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 34 239 TTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAT TTGGCTCGCGGTTAGGTAAC AGTTCCAGAGTGCAGGGTCT 123 34 12 20 250 20 60,390 60,473 25,000 38,500 0.862943 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 33 238 TTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAT TTGGCTCGCGGTTAGGTAAC GTTCCAGAGTGCAGGGTCTT 123 33 12 20 249 20 60,390 59,602 25,000 30,100 0.788527 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 32 237 TTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAT TTGGCTCGCGGTTAGGTAAC TTCCAGAGTGCAGGGTCTTG 123 32 12 20 248 20 60,390 59,602 25,000 30,200 0.788150 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:20131:57108 1 155 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 35 241 ATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAAATTGGCTCGCGGTTAGGTAA GAGTTCCAGAGTGCAGGGTC 124 35 11 20 251 20 59,462 60,037 28,500 44,600 0.574977 F 288 GTTAGGCAATATTGGCTCGCGGTTAGGTAACCCATTAATATTAAAATTCGTATTGTTCACTTCAAAGTTCTCATGACCTCGTTATTTCCTCTGTGATGCCATAACCCTACGTCATTGCAATAACTCCGCTGATTGAATGATGGTTTATTATGCTtctctcCGtctctctctctctctctctctctctctctctctcACTCACTCATCgggggTTATCTGTTCCAATGCCAAGACCCTGCACTCTGGAACTCACATCCTCACCATCTACTGCTCTTTTCTCAGTCGAAA

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 2 91 ccACGCCTGACACTGACTCCGtctctctctctctctctctctc CCACGCCTGACACTGACTC CTCAGCAGCCCGATCAGG 2 18 143 19 233 18 60,373 59,891 33,600 38,600 3,482,063 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 1 90 cACGCCTGACACTGACTCCGtctctctctctctctctctctct CACGCCTGACACTGACTCC CTCAGCAGCCCGATCAGG 1 18 144 19 233 18 60,373 59,891 38,500 38,600 3,482,063 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 114 ACGCCTGACACTGACTCCGtctctctctctctctctctctctc ACGCCTGACACTGACTCC CAGGCAGTCCGCATCCTC 1 43 145 18 258 18 58,948 60,203 38,500 37,100 5,255,069 A 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 115 cACGCCTGACACTGACTCCGtctctctctctctctctctctct CACGCCTGACACTGACTCC CAGGCAGTCCGCATCCTC 1 43 144 19 258 18 60,373 60,203 38,500 37,100 3,576,484 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 113 CGCCTGACACTGACTCCGtctctctctctctctctctctctctc CGCCTGACACTGACTCCG CAGGCAGTCCGCATCCTC 0 43 146 18 258 18 60,126 60,203 46,300 37,100 4,329,294 A 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 114 ACGCCTGACACTGACTCCGtctctctctctctctctctctctc ACGCCTGACACTGACTCCG CAGGCAGTCCGCATCCTC 0 43 145 19 258 18 61,921 60,203 46,300 37,100 5,123,632 A 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 43 247 ATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccATCTCCCTCCCATCCACCTC CAGGCAGTCCGCATCCTC 132 43 12 20 258 18 60,105 60,203 38,500 37,100 2,307,712 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 18 222 ATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccATCTCCCTCCCATCCACCTC CTCAGCAGCCCGATCAGG 132 18 12 20 233 18 60,105 59,891 38,500 38,600 2,213,291 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 43 248 CATCTCCCTCCCATCCACCTCGgagagaCACACCTccc CATCTCCCTCCCATCCACCT CAGGCAGTCCGCATCCTC 133 43 11 20 258 18 60,401 60,203 40,000 37,100 2,604,092 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 18 223 CATCTCCCTCCCATCCACCTCGgagagaCACACCTccc CATCTCCCTCCCATCCACCT CTCAGCAGCCCGATCAGG 133 18 11 20 233 18 60,401 59,891 40,000 38,600 2,509,671 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 43 251 ACACATCTCCCTCCCATCCACCTCGgagagaCACACCTACACATCTCCCTCCCATCCA CAGGCAGTCCGCATCCTC 136 43 8 20 258 18 59,955 60,203 34,100 37,100 2,247,689 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24495:25183 1 164 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 18 226 ACACATCTCCCTCCCATCCACCTCGgagagaCACACCTACACATCTCCCTCCCATCCA CTCAGCAGCCCGATCAGG 136 18 8 20 233 18 59,955 59,891 34,100 38,600 2,153,268 F 280 GAGAAATACACATCTCCCTCCCATCCACCTCGgagagaCACACCTcccccccccccccccAACCGCGcccccccTCTTGCCCCACTCCGGTcccccccccccGCACCCCAcccccccccccACCCCTCGCTTCCCTccccccccACGCCTGACACTGACTCCGtctctctctctctctctctctctctctctctctcTGCAGGAGCGGTGCCCCACCTGATCGGGCTGCTGAGCGCCACCGAGGATGCGGACTGCCTGCAGACGGCGGTGCGGACGCTCC

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 16 120 AAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgAAGTGTGTGTGAGGCATCGA GCCTCTCTGCCTCTTCCTTT 16 30 54 20 173 20 59,607 59,382 35,900 31,100 1,010,641 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 16 121 AAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgAAGTGTGTGTGAGGCATCGA TGCCTCTCTGCCTCTTCCTT 16 31 54 20 174 20 59,607 60,546 35,900 33,600 0.938973 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 16 124 AAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgAAGTGTGTGTGAGGCATCGA CTCTGCCTCTCTGCCTCTTC 16 34 54 20 177 20 59,607 59,539 35,900 28,700 0.853841 F 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 101 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 10 16 182 AAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgAAGTGTGTGTGAGGCATCGA CCCTCTCTGTGTATAACTCTCTTTCA 16 19 54 20 235 26 59,607 59,621 35,900 26,900 6,771,270 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 101 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 16 182 AAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgAAGTGTGTGTGAGGCATCGA CCCTCTCTGTGTATAACTCTCTTT 16 21 54 20 235 24 59,607 57,216 35,900 25,200 7,176,414 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 90 101 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 15 181 AgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgaAGTGTGTGTGAGGCATCGAT CCCTCTCTGTGTATAACTCTCTTTCA 15 19 55 20 235 26 59,390 59,621 35,900 26,900 6,988,738 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 1 10 8 167 TGGGCagagagTTAGCgagagaCAGAGTgagagagagagTGGGCAGAGAGTTAGCGAGA TGCCTCTCTGCCTCTTCCTT 8 31 8 20 174 20 60,323 60,546 40,400 33,600 0.869717 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 11 0 139 GCagagagTTAGCgagagaCAGAGTgagagagagagaga GCAGAGAGTTAGCGAGAGACA CTCTTTCTCTCTATTCTCTCTCCATT 4 0 11 21 149 26 59,259 57,531 34,100 31,600 10,209,894 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 12 8 170 TGGGCagagagTTAGCgagagaCAGAGTgagagagagagTGGGCAGAGAGTTAGCGAGA CTCTGCCTCTCTGCCTCTTC 8 34 8 20 177 20 60,323 59,539 40,400 28,700 0.784586 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 12 7 169 GGGCagagagTTAGCgagagaCAGAGTgagagagagagaGGGCAGAGAGTTAGCGAGAG CTCTGCCTCTCTGCCTCTTC 7 34 9 20 177 20 59,616 59,539 32,000 28,700 0.845084 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 13 0 138 agagagTTAGCgagagaCAGAGTgagagagagagagaCA AGAGAGTTAGCGAGAGACAGAGT TCTCTTTCTCTCTATTCTCTCTCCA 0 2 13 23 150 25 60,055 57,793 32,400 38,600 10,262,174 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 88 17 2 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 13 0 139 agagagTTAGCgagagaCAGAGTgagagagagagagaCA AGAGAGTTAGCGAGAGACAGAGT GTCTCTTTCTCTCTATTCTCTCTCCA 0 2 13 23 151 26 60,055 58,946 32,400 38,600 10,109,509 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 155 17 3 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 1 10 8 228 TGGGCagagagTTAGCgagagaCAGAGTgagagagagagTGGGCAGAGAGTTAGCGAGA CCCTCTCTGTGTATAACTCTCTTT 8 21 8 20 235 24 60,323 57,216 40,400 25,200 7,107,159 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 155 17 3 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 10 8 228 TGGGCagagagTTAGCgagagaCAGAGTgagagagagagTGGGCAGAGAGTTAGCGAGA CCCTCTCTGTGTATAACTCTCTTTCA 8 19 8 20 235 26 60,323 59,621 40,400 26,900 6,702,014 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:24819:48248 1 36 155 17 3 AG GAGAGAGAGAGAGACAGAAAGTGTGTGTGAGGCANA 0 0 10 7 227 GGGCagagagTTAGCgagagaCAGAGTgagagagagagaGGGCAGAGAGTTAGCGAGAG CCCTCTCTGTGTATAACTCTCTTTCA 7 19 9 20 235 26 59,616 59,621 32,000 26,900 6,762,513 G 235 AGTTAGATGGGCagagagTTAGCgagagaCAGAGTgagagagagagagaCAGAAAgtgtgtgtGAGGCATCGATAGAAGTAGAAACAGGgagagagagagagagagagagagagagagagagaAATGgagagagaATagagagAAAGAGACAGAAAGGAAGAGGCagagagGCAGAGGgagagagagagaAACAGAAAGTgagagagaATGAAagagagTTATACACagagagGG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 28 193 TgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTATGAGAGAATTGGTGTCTGTAAAGAA TACATGGACACACACGCACA 47 28 17 25 209 20 58,173 59,895 25,200 45,700 6,931,707 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 28 193 TgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTATGAGAGAATTGGTGTCTGTAAAGA TACATGGACACACACGCACA 48 28 17 24 209 20 57,581 59,895 25,200 45,700 6,524,523 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 27 192 TgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTATGAGAGAATTGGTGTCTGTAAAGA ACATGGACACACACGCACAT 48 27 17 24 208 20 57,581 60,535 25,200 32,100 6,954,361 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 139 gagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgt GAGAATGTATCTGGGAGTGAGG TGGACACACACGCACATACA 0 24 67 22 205 20 57,401 59,895 38,600 22,900 4,704,086 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 138 gagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgt GAGAATGTATCTGGGAGTGAGG GGACACACACGCACATACAC 0 23 67 22 204 20 57,401 59,489 38,600 29,000 5,110,268 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 139 agagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtg AGAGAATGTATCTGGGAGTGAGG GGACACACACGCACATACAC 0 23 66 23 204 20 58,778 59,489 38,600 29,000 4,733,557 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 21 160 tgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGATGTGTGTGTATGTGTGTGAGAG TGGACACACACGCACATACA 21 24 46 22 205 20 58,283 59,895 32,000 22,900 3,821,640 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 20 160 tgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGATGTGTGTGTATGTGTGTGAGAGA TGGACACACACGCACATACA 20 24 46 23 205 20 59,617 59,895 31,000 22,900 3,488,224 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:26494:4632 1 89 73 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 20 164 tgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGATGTGTGTGTATGTGTGTGAGAGA TACATGGACACACACGCACA 20 28 46 23 209 20 59,617 59,895 31,000 45,700 3,488,224 G 219 agagagagagagagAATgagagaATTGGTGTCTGTAAAGAAAGAAtgtgtgtgTAtgtgtgtgagagagAATGTATCTGGGAGTGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGTCTgagagagagaAtgtgtgTCtgtgtgtgtgAGGGAGAatatatCTTTGAGACTGTGTATGTGCgtgtgtgtCCATGTATGAGaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 12 166 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagGTGGAGTGGAGACGCAGG AGTGCAGAGCGAGAGGGAAG 12 60 1 18 166 20 59,737 61,603 48,500 34,600 3,866,151 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 12 167 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagGTGGAGTGGAGACGCAGG GAGTGCAGAGCGAGAGGGAA 12 61 1 18 167 20 59,737 61,600 48,500 39,700 3,862,520 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 4 109 TGGAGTGGAGACGCAGGGCGACAGAGTGCgagagaTGGAGTGGAGACGCAGGG GGGCTTGAAGACCAGATGTC 11 4 2 18 110 20 60,997 58,256 44,500 30,600 4,741,311 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 4 110 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagGTGGAGTGGAGACGCAGG GGGCTTGAAGACCAGATGTC 12 4 1 18 110 20 59,737 58,256 48,500 30,600 4,006,911 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 3 110 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagGTGGAGTGGAGACGCAGG GGGCTTGAAGACCAGATGTCG 12 3 1 18 110 21 59,737 61,009 48,500 43,500 4,271,957 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:3295:42815 1 31 56 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 12 165 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagGTGGAGTGGAGACGCAGG GTGCAGAGCGAGAGGGAAG 12 60 1 18 165 19 59,737 60,154 48,500 34,600 3,416,582 F 219 GTGGAGTGGAGACGCAGGGCGACAGAGTGCgagagagagagagagagagagagagagagagagaGGgagagagagaGGgagagagaAGACGACATCTGGTCTTCAAGcccccTCTCATGCGCACCCGCGAACCTGGAAGCTCGCGCCTTCCCTCTCGCTCTGCACTccccccAGTGCCAGCGAGCGTGGGCGTTCGGGTCCCTGGCACGGGATCGCGGC

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 1 1 10 9 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagaGTGTGTCTGTCGGTATGTATATGA TTGACTCTTGCCGGCCCT 9 50 1 24 192 18 57,932 61,249 21,500 51,900 9,317,662 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 11 7 165 tgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagag TGTGTCTGTCGGTATGTATATGAGT CGCCCACATCCCATGAATGA 7 22 2 25 166 20 59,174 60,466 34,100 25,700 6,292,215 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 11 7 191 tgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagag TGTGTCTGTCGGTATGTATATGAGT TTGACTCTTGCCGGCCCT 7 50 2 25 192 18 59,174 61,249 34,100 51,900 9,075,397 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 11 7 191 tgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagag TGTGTCTGTCGGTATGTATATGAGT TTGACTCTTGCCGGCCCTG 7 49 2 25 192 19 59,174 62,551 34,100 44,500 9,377,704 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 11 5 163 tgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagTGTCTGTCGGTATGTATATGAGTGT CGCCCACATCCCATGAATGA 5 22 4 25 166 20 59,174 60,466 35,500 25,700 6,292,215 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:4279:63824 1 34 91 17 3 AC AGAGAGAGAGAGTGTGTGTGTGTGTGTGAGAGAGNA 0 0 11 1 159 TGTCGGTATGTATATGAGTGTGAGTCagagagagaga TGTCGGTATGTATATGAGTGTGAGT CGCCCACATCCCATGAATGA 1 22 8 25 166 20 59,174 60,466 34,100 25,700 6,292,215 G 192 gtgtgtCTGTCGGTATGTATATGAGTGTGAGTCagagagagagagtgtgtgtgtgtgtgtgAGAGAgtgtgtgtgtgtgtgtgtgtGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTAtgtgtgtttttttttGTTCATTCATGGGATGTGGGCGTCACTGGCAGGGCCGGCAAGAGTCAA

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 16 162 GGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAGGCTACATCAGTCTCCAGTCC ATGCTGACTACACTGACCGC 16 27 34 21 195 20 59,589 60,109 38,500 56,800 1,519,496 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 12 157 CATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagag CATCAGTCTCCAGTCCAGCT ATGCTGACTACACTGACCGC 12 27 39 20 195 20 58,807 60,109 42,400 56,800 1,301,937 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 9 139 CATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagag CATCAGTCTCCAGTCCAGCT GCAGTCTCTCGTCTCTCGAC 12 9 39 20 177 20 58,807 59,628 42,400 42,000 1,565,656 G 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 13 158 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC ATGCTGACTACACTGACCGC 13 27 38 20 195 20 59,099 60,109 48,500 56,800 1,009,738 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 13 191 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC GCCTGATCGTCCACAGACTG 13 60 38 20 228 20 59,099 60,459 48,500 35,100 1,360,360 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 13 193 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC CTGCCTGATCGTCCACAGAC 13 62 38 20 230 20 59,099 60,459 48,500 35,100 1,360,360 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 13 195 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC CTCTGCCTGATCGTCCACAG 13 64 38 20 232 20 59,099 60,179 48,500 36,600 1,080,239 D 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 9 140 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC GCAGTCTCTCGTCTCTCGAC 13 9 38 20 177 20 59,099 59,628 48,500 42,000 1,273,457 G 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 7 138 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC AGTCTCTCGTCTCTCGACCG 13 7 38 20 175 20 59,099 60,459 48,500 47,900 1,360,013 G 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2201:7557:13914 1 71 78 17 2 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 5 136 ACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAaga ACATCAGTCTCCAGTCCAGC TCTCTCGTCTCTCGACCGTC 13 5 38 20 173 20 59,099 60,458 48,500 47,900 1,359,321 G 240 GACCTTATCAAAAGACTTGCTGAAGTCCAATTAGGCTACATCAGTCTCCAGTCCAGCTTTTGGGCAGAAAagagagGCagagagagagagagagagagagagagagagagagAAAGAAagagagagagagagagagagagagagagagGGAGGGACGGTCgagagaCgagagaCTGCGGTCAGTGTAGTCAGCATAGAGAAAAGTGTTCAGTCTGTGGACGATCAGGCAGAGTAGAATGC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 1 1 6 13 125 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA GTCACAGAGCAAGACGGTGA 13 30 49 20 173 20 59,088 59,968 38,600 40,200 0.943899 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 6 13 126 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA AGTCACAGAGCAAGACGGTG 13 31 49 20 174 20 59,088 59,967 38,600 49,400 0.944447 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 6 13 127 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA GAGTCACAGAGCAAGACGGT 13 32 49 20 175 20 59,088 59,684 38,600 48,300 1,227,338 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 6 13 128 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA TGAGTCACAGAGCAAGACGG 13 33 49 20 176 20 59,088 59,685 38,600 47,900 1,227,021 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 7 24 140 TGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTC TGTTCCTTTCATCATGGCACT TGAGTCACAGAGCAAGACGG 24 33 37 21 176 20 57,841 59,685 44,000 47,900 3,474,465 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 8 24 195 TGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTC TGTTCCTTTCATCATGGCACT GCGACAGACAGAGTGAGC 24 90 37 21 231 18 57,841 57,839 44,000 42,600 7,320,244 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 8 23 195 TGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTC TGTTCCTTTCATCATGGCACTT GCGACAGACAGAGTGAGC 23 90 37 22 231 18 58,501 57,839 31,600 42,600 7,660,368 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 8 19 191 CCTTTCATCATGGCACTTACCCTCTCCAATCTCTGAC CCTTTCATCATGGCACTTACCC GCGACAGACAGAGTGAGC 19 90 41 22 231 18 59,310 57,839 36,900 42,600 6,851,014 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 8 13 123 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA CACAGAGCAAGACGGTGAGA 13 28 49 20 171 20 59,088 59,685 38,600 32,700 1,227,021 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 24 194 TGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTC TGTTCCTTTCATCATGGCACT CGACAGACAGAGTGAGCGAG 24 87 37 21 230 20 57,841 60,179 44,000 50,300 3,338,416 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 23 194 TGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTC TGTTCCTTTCATCATGGCACTT CGACAGACAGAGTGAGCGAG 23 87 37 22 230 20 58,501 60,179 31,600 50,300 3,678,540 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 19 190 CCTTTCATCATGGCACTTACCCTCTCCAATCTCTGAC CCTTTCATCATGGCACTTACCC CGACAGACAGAGTGAGCGAG 19 87 41 22 230 20 59,310 60,179 36,900 50,300 2,869,186 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 14 183 TCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctc TCATGGCACTTACCCTCTCC CGACAGACAGAGTGAGCGAG 14 87 48 20 230 20 58,796 60,179 37,100 50,300 1,383,348 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 13 157 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA GGGACAGGGAAATAGAAAGGGA 13 60 49 20 205 22 59,088 59,149 38,600 42,000 3,762,337 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 13 175 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA CAGAGTGAGCGAGAGACAGG 13 80 49 20 223 20 59,088 59,549 38,600 40,000 1,363,152 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 10 13 182 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA CGACAGACAGAGTGAGCGAG 13 87 49 20 230 20 59,088 60,179 38,600 50,300 1,090,971 F 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:10064:4931 1 82 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACANA 0 0 12 13 140 CATGGCACTTACCCTCTCCAATCTCTGACTCCAtctct CATGGCACTTACCCTCTCCA AGGGAGACAGAATGAGTCACAG 13 43 49 20 188 22 59,088 59,169 38,600 36,600 3,742,692 B 269 TTCAGGAGACgggggTCATGGAAAAGCAATTaaaaaTGTTCCTTTCATCATGGCACTTACCCTCTCCAATCTCTGACTCCAtctctctctctctctctctctctctctctctctcacacacacTCGCTGTGCctctctTTCATACTCActctctCACCGTCTTGCTCTGTGACTCATTCTGTCTCCCTTTCTATTTCCCTGTCCCTGtctctcGCTCACTCTGTCTGTCGCtgtgtgCctctctTCctctctctctTGTTTACCCTGCC

ST‐E00142:460:H2K7HCCXY:6:2202:19755:23020 1 83 71 17 2 AC CTCTCTCACACACACACATATTGTTCACTCTCTCTCT NA 1 1 17 0 124 TCACTCTGTCACATacacacacATTGTTCActctctcacac TCACTCTGTCACATACACACACA TGTGAGAGAGAGTGAACAGTGTC 7 0 53 23 176 23 59,617 59,683 37,200 36,700 6,699,773 G 181 tctctctctcATacacacATATTGTTCActctctctctcacacacacaTTGTTCACTCTGTCACATacacacacATTGTTCActctctcacacacacacaTATTGTTCActctctctctcacacacacacacacacacacacacacacacacaGACACTGTTCActctctctCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2202:19755:23020 1 83 71 17 2 AC CTCTCTCACACACACACATATTGTTCACTCTCTCTCT NA 0 0 18 1 123 CACTCTGTCACATacacacacATTGTTCActctctcacaca CACTCTGTCACATACACACACA TGTGAGAGAGAGTGAACAGTGT 7 1 54 22 176 22 58,283 58,708 37,200 35,500 7,008,185 G 181 tctctctctcATacacacATATTGTTCActctctctctcacacacacaTTGTTCACTCTGTCACATacacacacATTGTTCActctctcacacacacacaTATTGTTCActctctctctcacacacacacacacacacacacacacacacacaGACACTGTTCActctctctCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2202:19755:23020 1 83 71 17 2 AC CTCTCTCACACACACACATATTGTTCACTCTCTCTCT NA 0 0 18 1 124 TCACTCTGTCACATacacacacATTGTTCActctctcacac TCACTCTGTCACATACACACACA TGTGAGAGAGAGTGAACAGTGT 7 1 53 23 176 22 59,617 58,708 37,200 35,500 6,674,769 G 181 tctctctctcATacacacATATTGTTCActctctctctcacacacacaTTGTTCACTCTGTCACATacacacacATTGTTCActctctcacacacacacaTATTGTTCActctctctctcacacacacacacacacacacacacacacacacaGACACTGTTCActctctctCACAAACAC

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 34 199 ACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAAACGATTGTCTGAAGGGCCTG CCTCTGTCCTGCTCTTGTGG 36 34 4 20 202 20 60,036 60,037 48,500 41,700 0.072587 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 34 200 CACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAACACGATTGTCTGAAGGGCCT CCTCTGTCCTGCTCTTGTGG 37 34 3 20 202 20 60,036 60,037 51,900 41,700 0.072587 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 24 187 AGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAGGGCCTGATTCTGTGTTGT CCTCTGTCCTGCTCTTGTGG 24 34 16 20 202 20 59,226 60,037 33,200 41,700 0.810221 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 23 186 GGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAGGGCCTGATTCTGTGTTGTG CCTCTGTCCTGCTCTTGTGG 23 34 17 20 202 20 59,116 60,037 33,300 41,700 0.920410 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 35 200 ACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAAACGATTGTCTGAAGGGCCTG CCCTCTGTCCTGCTCTTGTG 36 35 4 20 203 20 60,036 60,037 48,500 33,300 0.072587 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:19857:39932 1 60 89 17 2 AG CTCTCTCTGTCTCTCGCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 24 188 AGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAGGGCCTGATTCTGTGTTGT CCCTCTGTCCTGCTCTTGTG 24 35 16 20 203 20 59,226 60,037 33,200 33,300 0.810221 D 212 GACACGATTGTCTGAAGGGCCTGATTCTGTGTTGTGAAACTCTAGGATTCGAAGAATTActctctctGtctctcGctctctctctctctctctctctctctctctctctCCctctctctctctctctctctctctGTTtctctctctcCTGCTCTCCATATGTATAAAtgtgtgTAATGTGGCCACAAGAGCAGGACAGAGGGTAGAAATTG

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 2 56 227 CAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGCAGCGCAACTAACATGGTGC TCTCCTCTGTGTTTCCATCCT 56 96 6 20 232 21 60,455 58,092 50,100 32,400 3,362,849 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 2 56 228 CAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGCAGCGCAACTAACATGGTGC GTCTCCTCTGTGTTTCCATCCT 56 96 6 20 233 22 60,455 59,431 50,100 32,400 3,024,362 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 2 56 228 CAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGCAGCGCAACTAACATGGTGC GTCTCCTCTGTGTTTCCATCC 56 97 6 20 233 21 60,455 58,021 50,100 35,100 3,434,197 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 3 39 170 CAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGCAGCGCAACTAACATGGTGC CATCATAAACTCACAGCGCCC 56 39 6 20 175 21 60,455 59,668 50,100 61,300 1,786,713 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 3 39 171 ACAGCGCAACTAACATGGTGCCGCGCACCGCCAGC ACAGCGCAACTAACATGGTG CATCATAAACTCACAGCGCCC 57 39 5 20 175 21 59,126 59,668 41,700 61,300 2,206,145 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 39 169 CAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGCAGCGCAACTAACATGGTGC ATCATAAACTCACAGCGCCC 56 39 6 20 174 20 60,455 58,332 50,100 61,300 2,123,376 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 17 131 CACTTGTACCGGGCACTGTACAGGAGGCTccccccTCCACTTGTACCGGGCACTGTA CATCATAAACTCACAGCGCCC 17 39 45 20 175 21 59,681 59,668 27,400 61,300 1,650,839 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 8 14 128 TTGTACCGGGCACTGTACAGGAGGCTccccccTCcac TTGTACCGGGCACTGTACAG CATCATAAACTCACAGCGCCC 14 39 48 20 175 21 59,681 59,668 27,400 61,300 1,650,839 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:25794:45013 1 82 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 15 129 CTTGTACCGGGCACTGTACAGGAGGCTccccccTCca CTTGTACCGGGCACTGTACA CATCATAAACTCACAGCGCCC 15 39 47 20 175 21 59,681 59,668 29,000 61,300 1,650,839 F 233 ATCAACAGCGCAACTAACATGGTGCCGCGCACCGCCAGCGTCCCCACTTGTACCGGGCACTGTACAGGAGGCTccccccTCcacacacacacacacacacacacacacacacacaACCCaaaaaaaaaGTACAAGTCATTAATGCAGTTTAGCGGGGCGCTGTGAGTTTATGATGTTTAGGGAAATAGCTTTGttttttttttATACATATAGGATGGAAACACAGAGGAGAC

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 1 1 4 53 211 CACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGACACTATGAGACAGCACCATGGT AGGAAGCGAGTGTAGCACTA 74 53 43 22 253 20 60,093 58,165 35,500 27,400 3,928,782 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 4 38 172 AGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTAGGGAGTGAGGAATGGAGGT GGAAGCGAGTGTAGCACTATCA 38 50 81 20 252 22 59,581 59,901 38,500 21,500 2,518,722 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 4 38 173 AGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTAGGGAGTGAGGAATGGAGGT AGGAAGCGAGTGTAGCACTA 38 53 81 20 253 20 59,581 58,165 38,500 27,400 2,254,954 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 4 38 190 AGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTAGGGAGTGAGGAATGGAGGT ACATTATTGAAGCATAAAGGAAGCGA 38 64 81 20 270 26 59,581 59,681 38,500 49,300 6,738,107 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 4 38 190 AGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTAGGGAGTGAGGAATGGAGGT ACATTATTGAAGCATAAAGGAAGCG 38 65 81 20 270 25 59,581 58,502 38,500 46,800 6,917,763 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 5 24 139 GAGGAATGGAGGTACAAAGGGGATTGTGTAGCAC GAGGAATGGAGGTACAAAGGG TGTGGAAATGAAAGCTGTTCAA 30 24 88 21 226 22 57,717 57,001 39,500 26,900 8,281,930 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 5 23 139 GAGGAATGGAGGTACAAAGGGGATTGTGTAGCAC GAGGAATGGAGGTACAAAGGG TGTGGAAATGAAAGCTGTTCAAG 30 23 88 21 226 23 57,717 58,064 39,500 30,200 8,218,961 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 55 213 CACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGACACTATGAGACAGCACCATGGT AAAGGAAGCGAGTGTAGCAC 74 55 43 22 255 20 60,093 58,203 35,500 44,000 3,890,312 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 55 214 TCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGTCACTATGAGACAGCACCATGG AAAGGAAGCGAGTGTAGCAC 75 55 42 22 255 20 59,831 58,203 36,600 44,000 3,966,169 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 55 250 CAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCACAGAATTGGTAGGATCAGGAGCA AAAGGAAGCGAGTGTAGCAC 110 55 6 23 255 20 59,865 58,203 42,600 44,000 4,932,373 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 55 253 CAGCAGAATTGGTAGGATCAGGAGCAAATCTCCAT CAGCAGAATTGGTAGGATCAGGA AAAGGAAGCGAGTGTAGCAC 113 55 3 23 255 20 59,865 58,203 38,600 44,000 4,932,373 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 55 254 ACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCAACAGCAGAATTGGTAGGATCAGG AAAGGAAGCGAGTGTAGCAC 114 55 2 23 255 20 60,118 58,203 38,600 44,000 4,915,137 F 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 41 190 AAGAAAGGGAGTGAGGAATGGAGGTACAAAGGG AAGAAAGGGAGTGAGGAATGGA ATTGAAGCATAAAGGAAGCGAGTG 41 61 76 22 265 24 58,740 59,905 34,100 35,100 7,355,688 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:26332:25271 1 139 42 17 1.5 AT ATATATATATATATATATATATATATATATATATACA NA 0 0 6 38 175 AGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTAGGGAGTGAGGAATGGAGGT AAAGGAAGCGAGTGTAGCAC 38 55 81 20 255 20 59,581 58,203 38,500 44,000 2,216,484 B 277 TACAGCAGAATTGGTAGGATCAGGAGCAAATCTCCATTCCATCACTATGAGACAGCACCATGGTTTTCTaaaaaTAAGAAAGGGAGTGAGGAATGGAGGTACAAAGGGGATTGTGTAGCACACTAGAAATATTGAATCatatatatatatatatatatatatatatatatatacacacacAGACATTCACTTGCAATTTTCAGCTTGAACAGCTTTCATTTCCACAATATTGATAGTGCTACACTCGCTTCCTTTATGCTTCAATAATGTACAGTTT

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 1 7 6 141 TGACACTcacacaTTCACGTGTGCACGcacacacacaca TGACACTCACACATTCACGTG TGCATGTACATTTGTGTTCTGGT 6 34 9 21 149 23 58,799 59,112 44,900 40,000 6,089,222 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 0 8 6 142 CTGACACTcacacaTTCACGTGTGCACGcacacacacac CTGACACTCACACATTCACGTG TGCATGTACATTTGTGTTCTGGT 6 34 8 22 149 23 59,781 59,112 44,900 40,000 6,107,767 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 7 143 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT TGCATGTACATTTGTGTTCTGGT 7 34 7 22 149 23 60,159 59,112 44,900 40,000 6,047,422 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 2 108 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT TTCTCAGAGTCTGCCTGTGT 7 2 7 22 114 20 60,159 58,290 44,900 37,200 3,868,677 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 1 105 TGACACTcacacaTTCACGTGTGCACGcacacacacaca TGACACTCACACATTCACGTG TCTCAGAGTCTGCCTGTGTT 6 1 9 21 113 20 58,799 58,290 44,900 33,200 3,910,477 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 57 17 1.5 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 1 107 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT TCTCAGAGTCTGCCTGTGTT 7 1 7 22 113 20 60,159 58,290 44,900 33,200 3,868,677 F 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 1 10 7 182 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT TGCATGTGTGAGTTTGTGCT 7 8 7 22 188 20 60,159 58,608 44,900 44,000 3,550,676 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 6 180 TGACACTcacacaTTCACGTGTGCACGcacacacacaca TGACACTCACACATTCACGTG TGCATGTGTGAGTTTGTGCT 6 8 9 21 188 20 58,799 58,608 44,900 44,000 3,592,476 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 10 6 181 CTGACACTcacacaTTCACGTGTGCACGcacacacacac CTGACACTCACACATTCACGTG TGCATGTGTGAGTTTGTGCT 6 8 8 22 188 20 59,781 58,608 44,900 44,000 3,611,021 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 15 7 244 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT TGTGAGTCTGTGTGTGTTTGC 7 69 7 22 250 21 60,159 59,263 44,900 36,800 3,896,336 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 15 6 242 TGACACTcacacaTTCACGTGTGCACGcacacacacaca TGACACTCACACATTCACGTG TGTGAGTCTGTGTGTGTTTGC 6 69 9 21 250 21 58,799 59,263 44,900 36,800 3,938,135 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 15 6 243 CTGACACTcacacaTTCACGTGTGCACGcacacacacac CTGACACTCACACATTCACGTG TGTGAGTCTGTGTGTGTTTGC 6 69 8 22 250 21 59,781 59,263 44,900 36,800 3,956,681 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 16 7 239 ACTGACACTcacacaTTCACGTGTGCACGcacacacacaACTGACACTCACACATTCACGT GTCTGTGTGTGTTTGCTTGTGT 7 63 7 22 245 22 60,159 60,095 44,900 37,200 4,254,362 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 16 6 237 TGACACTcacacaTTCACGTGTGCACGcacacacacaca TGACACTCACACATTCACGTG GTCTGTGTGTGTTTGCTTGTGT 6 63 9 21 245 22 58,799 60,095 44,900 37,200 4,296,162 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:27143:25341 1 36 125 17 2 AC CACACACACACACACACACACAGACACACACACACANA 0 0 16 6 238 CTGACACTcacacaTTCACGTGTGCACGcacacacacac CTGACACTCACACATTCACGTG GTCTGTGTGTGTTTGCTTGTGT 6 63 8 22 245 22 59,781 60,095 44,900 37,200 4,314,708 G 276 TAAGATACTGACACTcacacaTTCACGTGTGCACGcacacacacacacacacacacaGacacacacacacacacacacacacacacacacacAAACACAGGCAGACTCTGAGAAacacacAAGTTCACCAGAACACAAATGTACATGCAGacacacacacCACAAACAAGCACAAACTcacacaTGCaaaaaCATATGGacacacTGATTCATATGTACTGAAACACAAGCAAacacacacAGACTCACATActctctctctCACGCGCACACGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 1 11 3 140 GCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCAGCGAGGGAGAAAGACTGCAT TCAAACTCTCTCTCCCTCCCT 44 3 54 20 193 21 60,108 59,281 39,600 42,000 1,827,323 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA
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ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 12 4 140 GCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCAGCGAGGGAGAAAGACTGCAT TCAAACTCTCTCTCCCTCCC 44 4 54 20 193 20 60,108 57,760 39,600 43,000 2,347,626 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 12 3 141 GCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCAGCGAGGGAGAAAGACTGCAT TTCAAACTCTCTCTCCCTCCCT 44 3 54 20 194 22 60,108 59,887 39,600 42,000 2,220,636 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 12 1 109 ACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAACGTGCATGAGTGTCACTGT AACTCTCTCTCCCTCCCTCT 16 1 82 20 190 20 59,895 58,306 35,500 36,900 1,798,654 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 12 0 108 ACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAACGTGCATGAGTGTCACTGT ACTCTCTCTCCCTCCCTCTT 16 0 82 20 189 20 59,895 58,306 35,500 28,500 1,798,654 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 118 52 17 1.5 AG GTGTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGA NA 0 0 12 0 136 GCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCAGCGAGGGAGAAAGACTGCAT ACTCTCTCTCCCTCCCTCTT 44 0 54 20 189 20 60,108 58,306 39,600 28,500 1,801,744 F 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 1 11 3 183 CGTCAAGgagagagaGCACGCGTGAGAGGgagagaga CGTCAAGGAGAGAGAGCACG TCAAACTCTCTCTCCCTCCCT 9 3 11 20 193 21 60,179 59,281 53,400 42,000 1,898,554 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 0 12 4 190 GTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgaGTGCGCGTCAAGGAGAGAG TTTCAAACTCTCTCTCCCTCCC 15 4 6 19 195 22 60,804 59,093 32,000 43,000 4,710,561 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 0 12 4 190 GTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgaGTGCGCGTCAAGGAGAGAGA TTTCAAACTCTCTCTCCCTCCC 14 4 6 20 195 22 62,201 59,093 31,000 43,000 5,108,478 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 0 12 3 190 GGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgGGTGCGCGTCAAGGAGAG TTCAAACTCTCTCTCCCTCCCT 17 3 5 18 194 22 60,811 59,887 32,000 42,000 4,924,008 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 0 12 1 180 CGTCAAGgagagagaGCACGCGTGAGAGGgagagaga CGTCAAGGAGAGAGAGCACG AACTCTCTCTCCCTCCCTCT 9 1 11 20 190 20 60,179 58,306 53,400 36,900 1,872,975 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30431:7796 1 40 130 17 2 AG GAGAGAGAGACTGCGCGAGGGAGAAAGACTGCATNA 0 0 12 0 179 CGTCAAGgagagagaGCACGCGTGAGAGGgagagaga CGTCAAGGAGAGAGAGCACG ACTCTCTCTCCCTCCCTCTT 9 0 11 20 189 20 60,179 58,306 53,400 28,500 1,872,975 G 195 AGAGGGTGCGCGTCAAGgagagagaGCACGCGTGAGAGGgagagagagaCTGCGCGAGGGAGAAAGACTGCATGTCAGTGTACGTGCATGAGTGTCACTGTGTATGACTGAGTGTCAgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagaAAGAGGGAGGgagagagaGTTTGAAA

ST‐E00142:460:H2K7HCCXY:6:2202:30502:35449 1 88 54 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 1 1 4 6 160 TGCAAGAAGACACCGCTGTAGCAGCATATCGATGC TGCAAGAAGACACCGCTGTA GGGTCTAATCTTGAGGAGACATAA 56 6 12 20 171 24 59,609 57,267 27,400 19,000 7,124,124 G 187 TGGTCTGCGTCTGCAAGAAGACACCGCTGTAGCAGCATATCGATGCCAtttttAATTTGGGCCGGGCCTCtttttGTTTGACTTGAGctctctctctctctctctctctctctctctctctCCCCctctctctctctctctGCTTAATTATGTCTCCTCAAGATTAGACCCctctctTCCAGGGGAA

ST‐E00142:460:H2K7HCCXY:6:2202:30502:35449 1 88 54 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 6 6 156 AGAAGACACCGCTGTAGCAGCATATCGATGCCAttt AGAAGACACCGCTGTAGCAG GGGTCTAATCTTGAGGAGACATAA 52 6 16 20 171 24 59,755 57,267 42,400 19,000 6,977,890 G 187 TGGTCTGCGTCTGCAAGAAGACACCGCTGTAGCAGCATATCGATGCCAtttttAATTTGGGCCGGGCCTCtttttGTTTGACTTGAGctctctctctctctctctctctctctctctctctCCCCctctctctctctctctGCTTAATTATGTCTCCTCAAGATTAGACCCctctctTCCAGGGGAA

ST‐E00142:460:H2K7HCCXY:6:2202:30502:35449 1 88 54 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 6 6 162 TCTGCAAGAAGACACCGCTGTAGCAGCATATCGAT TCTGCAAGAAGACACCGCTG GGGTCTAATCTTGAGGAGACATAA 58 6 10 20 171 24 60,601 57,267 51,800 19,000 7,333,943 G 187 TGGTCTGCGTCTGCAAGAAGACACCGCTGTAGCAGCATATCGATGCCAtttttAATTTGGGCCGGGCCTCtttttGTTTGACTTGAGctctctctctctctctctctctctctctctctctCCCCctctctctctctctctGCTTAATTATGTCTCCTCAAGATTAGACCCctctctTCCAGGGGAA

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 74 236 TGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCA TGGTGACAGCTCCGTCATTT TGGCTGAACTGGCAGAAGAG 74 88 12 20 247 20 59,604 59,964 23,200 28,500 0.432316 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 44 206 GGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGGCAGGTGTGACTTTCCAT TGGCTGAACTGGCAGAAGAG 44 88 42 20 247 20 60,251 59,964 34,100 28,500 0.287222 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 8 126 GGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGGCAGGTGTGACTTTCCAT GTATCAGGTTGCAGCCCAGT 44 8 42 20 167 20 60,251 60,035 34,100 40,000 0.286397 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 8 156 TGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCA TGGTGACAGCTCCGTCATTT GTATCAGGTTGCAGCCCAGT 74 8 12 20 167 20 59,604 60,035 23,200 40,000 0.431491 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 162 TCCCACCATCTCCTTCCTGAagagagagagagagagaga TCCCACCATCTCCTTCCTGA TGGCTGAACTGGCAGAAGAG 0 88 86 20 247 20 59,583 59,964 38,600 28,500 0.453318 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 10 128 GGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGGCAGGTGTGACTTTCCAT CAGTATCAGGTTGCAGCCCA 44 10 42 20 169 20 60,251 60,035 34,100 53,600 0.286493 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 10 158 TGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCA TGGTGACAGCTCCGTCATTT CAGTATCAGGTTGCAGCCCA 74 10 12 20 169 20 59,604 60,035 23,200 53,600 0.431587 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 76 242 AATGGTGACAGCTCCGTCATTTACCCAGTGGTGGG AATGGTGACAGCTCCGTCAT AGTTTGGCTGAACTGGCAGA 76 92 10 20 251 20 59,385 59,817 30,600 42,600 0.798823 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 75 241 ATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGC ATGGTGACAGCTCCGTCATT AGTTTGGCTGAACTGGCAGA 75 92 11 20 251 20 59,385 59,817 25,700 42,600 0.798823 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 74 240 TGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCA TGGTGACAGCTCCGTCATTT AGTTTGGCTGAACTGGCAGA 74 92 12 20 251 20 59,604 59,817 23,200 42,600 0.579927 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 44 210 GGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGGCAGGTGTGACTTTCCAT AGTTTGGCTGAACTGGCAGA 44 92 42 20 251 20 60,251 59,817 34,100 42,600 0.434833 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2202:8572:16059 1 106 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 11 129 GGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGGCAGGTGTGACTTTCCAT TCAGTATCAGGTTGCAGCCC 44 11 42 20 170 20 60,251 59,747 34,100 51,900 0.504385 A 268 CTGTTAATGAATGGTGACAGCTCCGTCATTTACCCAGTGGTGGGCAGGTGTGACTTTCCATCAATTAGACCTAATGTGGAAAATCTCCCACCATCTCCTTCCTGAagagagagagagagagagagagagagagagagagGACTCATTACTGGGCTGCAACCTGATACTGAAGGATTGCCTAAGTCTGAGCAAATTCTCCTAAATTCTTTCCCATCCTACACCCTTTCCTCTTCTGCCAGTTCAGCCAAACTGTGAGCCACTAATGGAG

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 73 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 1 1 8 8 133 TCTAGGTCGGTCAGTCGGTATCGctctctTCActctctct TCTAGGTCGGTCAGTCGGTA ATCAGAGCCCGACCAAGAGA 12 8 44 20 176 20 59,095 60,325 40,200 31,000 1,229,387 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 73 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 0 0 10 8 134 cTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctc CTCTAGGTCGGTCAGTCGGT ATCAGAGCCCGACCAAGAGA 13 8 43 20 176 20 60,393 60,325 46,900 31,000 0.717467 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 73 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 0 0 12 4 125 GGTCAGTCGGTATCGctctctTCActctctctctctctctctc GGTCAGTCGGTATCGCTCTC ATCAGAGCCCGACCAAGAGA 4 8 52 20 176 20 59,692 60,325 32,000 31,000 0.633113 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 85 17 2 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 1 12 0 125 CActctctTTGTCGTTCTGTCActctctctctctctcccccTCT CACTCTCTTTGTCGTTCTGTCA CGAGAGGGAGGCAGACAA 0 0 3 22 127 18 58,293 58,300 35,800 31,800 7,406,807 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 85 17 2 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 12 0 126 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTC CGAGAGGGAGGCAGACAA 1 0 2 22 127 18 58,034 58,300 35,100 31,800 7,666,263 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 85 17 2 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 13 0 126 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTCA CGAGAGGGAGGCAGACAA 0 0 2 23 127 18 59,620 58,300 35,800 31,800 7,080,429 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 119 17 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 0 1 10 7 178 cTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctc CTCTAGGTCGGTCAGTCGGT GATACCAACCACCCGACCG 13 7 43 20 220 19 60,393 60,154 46,900 47,900 1,546,238 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 119 17 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 0 0 12 4 169 GGTCAGTCGGTATCGctctctTCActctctctctctctctctc GGTCAGTCGGTATCGCTCTC GATACCAACCACCCGACCG 4 7 52 20 220 19 59,692 60,154 32,000 47,900 1,461,885 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 76 119 17 3 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGTCNA 0 0 12 4 170 GGTCAGTCGGTATCGctctctTCActctctctctctctctctc GGTCAGTCGGTATCGCTCTC GGATACCAACCACCCGACC 4 8 52 20 221 19 59,692 59,777 32,000 47,900 1,531,037 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 124 17 3 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 1 12 1 175 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTC ATCAGAGCCCGACCAAGAGA 1 8 2 22 176 20 58,034 60,325 35,100 31,000 4,290,892 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 124 17 3 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 12 0 174 CActctctTTGTCGTTCTGTCActctctctctctctcccccTCT CACTCTCTTTGTCGTTCTGTCA ATCAGAGCCCGACCAAGAGA 0 8 3 22 176 20 58,293 60,325 35,800 31,000 4,031,436 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 124 17 3 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 13 0 175 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTCA ATCAGAGCCCGACCAAGAGA 0 8 2 23 176 20 59,620 60,325 35,800 31,000 3,705,058 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 170 17 4 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 1 12 0 218 CActctctTTGTCGTTCTGTCActctctctctctctcccccTCT CACTCTCTTTGTCGTTCTGTCA GATACCAACCACCCGACCG 0 7 3 22 220 19 58,293 60,154 35,800 47,900 4,860,207 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 170 17 4 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 13 0 219 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTCA GATACCAACCACCCGACCG 0 7 2 23 220 19 59,620 60,154 35,800 47,900 4,533,829 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:10744:8077 1 25 170 17 4 AG CTCTCTCTCTCTCTCCCCCTCTAGGTCGGTCAGTCGGNA 0 0 13 0 220 TCActctctTTGTCGTTCTGTCActctctctctctctcccccTC TCACTCTCTTTGTCGTTCTGTCA GGATACCAACCACCCGACC 0 8 2 23 221 19 59,620 59,777 35,800 47,900 4,602,982 G 222 CTCActctctTTGTCGTTCTGTCActctctctctctctcccccTCTAGGTCGGTCAGTCGGTATCGctctctTCActctctctctctctctctctctctctctctctctTTGTCTGCCTCCCTCTCGGTCGGTTGGtctctctctctcGCCCTCActctctTGGTCGGGCTCTGATtctctctctcTTtctctcACCCTCACGGTCGGGTGGTTGGTATCCC

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 9 1 120 ACACAGTGAGAGGGAAACAGGAagagagagagagag ACACAGTGAGAGGGAAACAGG CCTTCAATCTCTCCTGTCTCCC 1 16 65 21 184 22 59,582 59,566 40,000 43,000 3,851,860 F 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 0 99 CACAGTGAGAGGGAAACAGGAagagagagagagagagCACAGTGAGAGGGAAACAGGA CCCTGCCTGGCTTTCCAT 0 0 66 21 164 18 59,306 59,638 38,600 34,100 4,055,922 B 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 0 100 ACACAGTGAGAGGGAAACAGGAagagagagagagag ACACAGTGAGAGGGAAACAGG CCCTGCCTGGCTTTCCAT 1 0 65 21 164 18 59,582 59,638 40,000 34,100 3,779,661 B 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 98 ACAGTGAGAGGGAAACAGGAagagagagagagagagaACAGTGAGAGGGAAACAGGA CCCTGCCTGGCTTTCCAT 0 0 67 20 164 18 57,897 59,638 38,600 34,100 4,464,925 B 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 7 140 AagagagACACAGTGAGAGGGAAACAGGAagagaga AAGAGAGACACAGTGAGAGGGA TTTCTCACTGTTTCCTTCAATCTCT 7 26 58 22 197 25 59,891 58,404 42,000 31,000 8,704,810 F 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 7 140 AagagagACACAGTGAGAGGGAAACAGGAagagaga AAGAGAGACACAGTGAGAGGGA TTTCTCACTGTTTCCTTCAATCTCTC 7 25 58 22 197 26 59,891 59,292 42,000 32,000 8,817,182 F 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 87 60 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 7 140 AagagagACACAGTGAGAGGGAAACAGGAagagaga AAGAGAGACACAGTGAGAGGGA TTTCTCACTGTTTCCTTCAATCTC 7 27 58 22 197 24 59,891 57,132 42,000 27,500 8,976,789 F 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 1 8 0 160 GGATGGAAAGAGCGAGAGGCagagagagagagATAGGGATGGAAAGAGCGAGAGGC CCCTGCCTGGCTTTCCAT 0 0 5 20 164 18 60,532 59,638 47,000 34,100 2,893,524 D 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 8 0 161 TGGATGGAAAGAGCGAGAGGCagagagagagagATA TGGATGGAAAGAGCGAGAGG CCCTGCCTGGCTTTCCAT 1 0 4 20 164 18 59,173 59,638 36,900 34,100 3,188,486 D 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 8 0 180 GGATGGAAAGAGCGAGAGGCagagagagagagATAGGGATGGAAAGAGCGAGAGGC CCTTCAATCTCTCCTGTCTCCC 0 16 5 20 184 22 60,532 59,566 47,000 43,000 2,965,722 G 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 9 1 190 TGGATGGAAAGAGCGAGAGGCagagagagagagATA TGGATGGAAAGAGCGAGAGG TCACTGTTTCCTTCAATCTCTCC 1 24 4 20 193 23 59,173 58,100 36,900 37,100 5,726,216 G 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 9 1 190 TGGATGGAAAGAGCGAGAGGCagagagagagagATA TGGATGGAAAGAGCGAGAGG TCACTGTTTCCTTCAATCTCTCCT 1 23 4 20 193 24 59,173 59,405 36,900 36,900 5,421,635 G 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 9 0 162 ATGGATGGAAAGAGCGAGAGGCagagagagagagAT ATGGATGGAAAGAGCGAGAGG CCCTGCCTGGCTTTCCAT 1 0 3 21 164 18 59,584 59,638 36,900 34,100 3,777,430 D 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:12976:56211 1 25 122 17 2 AG AGAGAGAGAGAGATAGGAGCAGACAGAAAGGAA NA 0 0 10 0 190 GGATGGAAAGAGCGAGAGGCagagagagagagATAGGGATGGAAAGAGCGAGAGGC CTCACTGTTTCCTTCAATCTCTCC 0 24 5 20 194 24 60,532 59,065 47,000 37,100 5,466,355 G 197 ATATGGATGGAAAGAGCGAGAGGCagagagagagagATAGGAGCAGACAGAAAGGAAAagagagACACAGTGAGAGGGAAACAGGAagagagagagagagagagagagagagagagagagGgagagagagagagaTagagagagagATGGAAAGCCAGGCAGGGGAGACAGgagagaTTGAAGGAAACAGTGAGAAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 1 1 2 44 191 AGCATATAAGCCACCTAACAGGAGGCTCAAAATGA AGCATATAAGCCACCTAACAGGA GCCTCTGCTGCACTAACGAT 44 48 15 23 205 20 59,026 60,461 38,600 37,300 4,434,960 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 43 191 AGCATATAAGCCACCTAACAGGAGGCTCAAAATGA AGCATATAAGCCACCTAACAGGAG GCCTCTGCTGCACTAACGAT 43 48 15 24 205 20 59,959 60,461 36,900 37,300 4,501,938 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 9 153 GTGCCACCCAGCTGAATGTATAAACACAAacacacG GTGCCACCCAGCTGAATGTA GCCTCTGCTGCACTAACGAT 9 48 53 20 205 20 60,322 60,461 22,900 37,300 0.783443 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 8 112 TGCCACCCAGCTGAATGTATAAACACAAacacacGca TGCCACCCAGCTGAATGTAT AAAGGAACCCTCCCTGGCTA 8 8 54 20 165 20 59,375 60,179 22,900 39,300 0.804160 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 8 113 GTGCCACCCAGCTGAATGTATAAACACAAacacacG GTGCCACCCAGCTGAATGTA AAAGGAACCCTCCCTGGCTA 9 8 53 20 165 20 60,322 60,179 22,900 39,300 0.501299 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 8 152 TGCCACCCAGCTGAATGTATAAACACAAacacacGca TGCCACCCAGCTGAATGTAT GCCTCTGCTGCACTAACGAT 8 48 54 20 205 20 59,375 60,461 22,900 37,300 1,086,303 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 2 4 109 GTGCCACCCAGCTGAATGTATAAACACAAacacacG GTGCCACCCAGCTGAATGTA GAACCCTCCCTGGCTACATG 9 4 53 20 161 20 60,322 59,819 22,900 32,100 0.503806 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 3 43 190 GCATATAAGCCACCTAACAGGAGGCTCAAAATGAC GCATATAAGCCACCTAACAGGAG GCCTCTGCTGCACTAACGAT 43 48 16 23 205 20 58,681 60,461 36,900 37,300 4,780,164 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:17249:16252 1 82 56 17 1.5 AC ACACACGCACACACACACACATACACACACACACACNA 0 0 6 8 141 CCACCTAACAGGAGGCTCAAAATGACTGGTGCCAC CCACCTAACAGGAGGCTCAA AAAGGAACCCTCCCTGGCTA 37 8 25 20 165 20 59,016 60,179 30,200 39,300 1,163,074 B 207 CTGACATTTTCATAAGCATATAAGCCACCTAACAGGAGGCTCAAAATGACTGGTGCCACCCAGCTGAATGTATAAACACAAacacacGcacacacacacacaTacacacacacacacacacacacacacacacacacAGAGCATGTAGCCAGGGAGGGTTCCTTTTAAAACGTCCTACTGTACGTATCGTTAGTGCAGCAGAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 1 1 14 44 200 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT ATGCAGGAGAGAAAGCAGCA 51 44 14 22 213 20 58,505 59,673 42,400 44,100 3,822,589 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 0 0 14 43 199 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT TGCAGGAGAGAAAGCAGCAA 51 43 14 22 212 20 58,505 59,891 42,400 39,100 3,604,483 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 0 0 14 36 192 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT GAGAAAGCAGCAACGAGAGC 51 36 14 22 205 20 58,505 59,558 42,400 40,900 3,937,252 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 0 0 14 31 187 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT AGCAGCAACGAGAGCCATAG 51 31 14 22 200 20 58,505 60,179 42,400 22,300 3,674,420 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 0 0 14 25 181 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT AACGAGAGCCATAGTGCGAC 51 25 14 22 194 20 58,505 60,179 42,400 51,900 3,674,465 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:18974:58303 1 87 63 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTCNA 0 0 14 23 179 TGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGTGTCTCTCTTTCTCTCTGCT CGAGAGCCATAGTGCGACAA 51 23 14 22 192 20 58,505 60,179 42,400 31,800 3,674,468 G 238 ATCTATCTCTATATGTGtctctcTTtctctcTGCTTTCTATCAGTCTATCTATCTGACTATTTAACTCTGTAttttttATATCTGCctctctctctctctctctctctctctctctctctGTTtctctctctctctctctctctctctcTGTCTCTATTGCTCACTCTTTTCTTGTCGCACTATGGCTCTCGTTGCTGCTTtctctcCTGCATTACTCACTCATTCTGtctctctcCC

ST‐E00142:460:H2K7HCCXY:6:2203:25043:32601 1 19 101 17 3 AC CACACACACACACACATACACACACACAGGCAGTCANA 1 1 18 0 167 cacacaCGGTCAGCCATGcacacacacacacacaTacacacCACACACGGTCAGCCATG CGGTGGGTTTGTGTGTGTTT 0 28 1 18 167 20 58,743 59,472 36,600 28,300 3,785,406 G 172 cacacaCGGTCAGCCATGcacacacacacacacaTacacacacacAGGCAGTcacacacacaTGcacacaGTCAGCcacacacacacacacacacacacacacacacacaAacacacacAAACCCACTGAAacacacacATCCAGTGAAacacacacAAACCCACCGAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:25043:32601 1 19 101 17 3 AC CACACACACACACACATACACACACACAGGCAGTCANA 0 0 18 0 168 cacacaCGGTCAGCCATGcacacacacacacacaTacacacCACACACGGTCAGCCATG TCGGTGGGTTTGTGTGTGTT 0 29 1 18 168 20 58,743 60,323 36,600 33,200 3,579,572 G 172 cacacaCGGTCAGCCATGcacacacacacacacaTacacacacacAGGCAGTcacacacacaTGcacacaGTCAGCcacacacacacacacacacacacacacacacacaAacacacacAAACCCACTGAAacacacacATCCAGTGAAacacacacAAACCCACCGAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:25043:32601 1 19 101 17 3 AC CACACACACACACACATACACACACACAGGCAGTCANA 0 0 18 0 169 cacacaCGGTCAGCCATGcacacacacacacacaTacacacCACACACGGTCAGCCATG TTCGGTGGGTTTGTGTGTGT 0 30 1 18 169 20 58,743 60,323 36,600 37,200 3,579,572 G 172 cacacaCGGTCAGCCATGcacacacacacacacaTacacacacacAGGCAGTcacacacacaTGcacacaGTCAGCcacacacacacacacacacacacacacacacacaAacacacacAAACCCACTGAAacacacacATCCAGTGAAacacacacAAACCCACCGAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 0 135 CTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCC CTCTGGCTGTGTTTGTGCAC GCAGCGACACAACAGACAGA 48 0 36 20 170 20 59,970 60,876 45,700 34,100 0.905741 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 51 190 GTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGT GTGTCTCTGGCTGTGTTTGTG CGTAGCCAGACTCACACAGA 51 51 32 21 221 20 59,668 59,118 33,300 34,100 2,213,551 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 46 181 CTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCC CTCTGGCTGTGTTTGTGCAC CCAGACTCACACAGACCCAC 48 46 36 20 216 20 59,970 59,966 45,700 46,100 0.063892 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 10 145 CTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCC CTCTGGCTGTGTTTGTGCAC AGATACACAGGCAGCGACAC 48 10 36 20 180 20 59,970 60,109 45,700 36,700 0.138448 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 9 139 GCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgt GCTGTGTTTGTGCACCTGTG GATACACAGGCAGCGACACA 43 9 41 20 179 20 60,526 60,390 36,600 37,200 0.915913 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 8 138 GCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgt GCTGTGTTTGTGCACCTGTG ATACACAGGCAGCGACACAA 43 8 41 20 178 20 60,526 59,965 36,600 33,300 0.560851 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 8 143 CTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCC CTCTGGCTGTGTTTGTGCAC ATACACAGGCAGCGACACAA 48 8 36 20 178 20 59,970 59,965 45,700 33,300 0.064589 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 8 144 TCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTC TCTCTGGCTGTGTTTGTGCA ATACACAGGCAGCGACACAA 49 8 35 20 178 20 60,107 59,965 45,700 33,300 0.142019 B 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 51 191 TGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATG TGTGTCTCTGGCTGTGTTTGT CGTAGCCAGACTCACACAGA 52 51 31 21 221 20 60,065 59,118 28,300 34,100 1,947,287 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 49 190 TGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATG TGTGTCTCTGGCTGTGTTTGT GTAGCCAGACTCACACAGACC 52 49 31 21 220 21 60,065 60,067 28,300 38,500 2,132,986 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 8 113 GTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAGTGTCCCTCTGTGTGAGTGT ATACACAGGCAGCGACACAA 18 8 66 20 178 20 59,247 59,965 35,500 33,300 0.788017 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:26748:32039 1 104 47 17 1.5 AC GTGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 8 114 TGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCC TGTGTCCCTCTGTGTGAGTG ATACACAGGCAGCGACACAA 19 8 65 20 178 20 59,247 59,965 35,100 33,300 0.787413 F 260 CAATCAATTTATTTTCtgtgtgCATGTATATGTGTCTCTGGCTGTGTTTGTGCACCTGTGCATATGTGTCCCTCtgtgtgAGTGTCTGTTTCTTTGTGGGCCAgtgtgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTTGTGTCGCTGCCTGTGTATCTCtgtgtgAGTCTTtgtgtgGGTCtgtgtgAGTCTGGCTACGgtgtgtgtgtACGAGTCTTTGCatatatCTGCATCTGTG

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 1 141 agagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgAGAGAGTCTGTGTTTGTATGCGT ACATTGGTACACACACCCACA 1 62 13 23 153 21 59,994 59,787 52,400 41,700 4,219,079 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 1 143 agagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgAGAGAGTCTGTGTTTGTATGCGT ACACATTGGTACACACACCCA 1 64 13 23 155 21 59,994 59,787 52,400 45,100 4,219,079 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 11 142 TGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtg TGTTTGCATGAGAGAGTCTGTGT CACACACCCACAAAGACACAC 11 53 3 23 144 21 60,181 59,868 37,200 38,200 4,313,724 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 131 agagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgAGAGAGTCTGTGTTTGTATGCGT ACACACCCACAAAGACACACA 1 52 13 23 143 21 59,994 60,272 52,400 37,200 4,277,549 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 132 agagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgAGAGAGTCTGTGTTTGTATGCGT CACACACCCACAAAGACACAC 1 53 13 23 144 21 59,994 59,868 52,400 38,200 4,138,159 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:30898:61239 1 37 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 1 133 agagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgAGAGAGTCTGTGTTTGTATGCGT ACACACACCCACAAAGACACA 1 54 13 23 145 21 59,994 60,272 52,400 37,200 4,277,549 F 159 TGTGTTTGCATgagagaGTCTGTGTTTGTATGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGTCTTAATGTTtgtgtgTACGTCTTGGTAtgtgtgTAAGTGTTtgtgtgTCTTTGTGGgtgtgtgtACCAAtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 12 6 90 gagaCCGTGTGAGATACTGACCAggggggagagagaga GAGACCGTGTGAGATACTGACC TCTCTTTCTCCCTCTCTCTGGT 6 6 3 22 92 22 59,902 59,348 40,200 40,000 4,750,140 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 6 91 agaCCGTGTGAGATACTGACCAggggggagagagagag AGACCGTGTGAGATACTGACC TCTCTCTTTCTCCCTCTCTCTGG 6 7 4 21 94 23 58,907 60,054 40,200 38,600 5,146,800 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 5 90 gaCCGTGTGAGATACTGACCAggggggagagagagaga GACCGTGTGAGATACTGACCA TCTCTCTTTCTCCCTCTCTCTGG 5 7 5 21 94 23 59,183 60,054 40,200 38,600 4,870,528 F 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 9 6 190 agaCCGTGTGAGATACTGACCAggggggagagagagag AGACCGTGTGAGATACTGACC TGTTTATCTCTGTGCCTCCCT 6 39 4 21 193 21 58,907 58,449 40,200 42,000 4,644,377 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 6 190 agaCCGTGTGAGATACTGACCAggggggagagagagag AGACCGTGTGAGATACTGACC TGTTTATCTCTGTGCCTCCCTC 6 38 4 21 193 22 58,907 59,498 40,200 43,000 4,594,829 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 6 191 gagaCCGTGTGAGATACTGACCAggggggagagagaga GAGACCGTGTGAGATACTGACC TGTTTATCTCTGTGCCTCCCTC 6 38 3 22 193 22 59,902 59,498 40,200 43,000 4,599,514 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 157 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG CTCTCTCCGTCTCCCTCTGT 2 11 8 21 164 20 59,865 59,745 44,500 34,100 1,389,887 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 3 161 CCGTGTGAGATACTGACCAggggggagagagagagaga CCGTGTGAGATACTGACCAGG TGTCTCTCTCCGTCTCCCTC 3 14 7 21 167 20 59,865 59,746 44,500 43,000 1,388,749 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 103 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 2 160 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG TGTCTCTCTCCGTCTCCCTC 2 14 8 21 167 20 59,865 59,746 44,500 43,000 1,388,749 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 8 2 255 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG CTCCCGTTCTTTCACTCGCT 2 33 8 21 262 20 59,865 60,038 44,500 49,300 1,173,298 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 3 254 CCGTGTGAGATACTGACCAggggggagagagagagaga CCGTGTGAGATACTGACCAGG CCCGTTCTTTCACTCGCTCT 3 31 7 21 260 20 59,865 60,038 44,500 40,900 1,173,298 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 230 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG TCTTTCTCTGTTTGCCTCTCAC 2 6 8 21 237 22 59,865 58,267 44,500 35,100 4,868,476 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 253 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG CCCGTTCTTTCACTCGCTCT 2 31 8 21 260 20 59,865 60,038 44,500 40,900 1,173,298 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 3 231 CCGTGTGAGATACTGACCAggggggagagagagagaga CCGTGTGAGATACTGACCAGG TCTTTCTCTGTTTGCCTCTCACT 3 5 7 21 237 23 59,865 59,611 44,500 34,100 4,524,468 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:31751:51887 1 31 179 17 3 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 2 230 CGTGTGAGATACTGACCAggggggagagagagagagag CGTGTGAGATACTGACCAGGG TCTTTCTCTGTTTGCCTCTCACT 2 5 8 21 237 23 59,865 59,611 44,500 34,100 4,524,468 G 269 gagagaCCGTGTGAGATACTGACCAggggggagagagagagagagagagagagagagagagagaCAGAGAACCagagagagGGAGAAagagagAAAAGAGTCAGAGAAAGACagagagACTgagagagagagaGGGATCGGGAAACAGAGGGAGACGgagagagaCATATAGAGGGAGGCACAGAGATAAACaaaaaGTgagagagagaGTGATAGTGAGAGGCAAACAGAGAAAGAAACAGAGCGAGTGAAAGAACGGGAGACAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 49 207 CCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCCCGCCGTTTCTCCTGCTAAT TCAAGAGCGGGCTCAATTGT 84 49 52 20 258 20 60,462 59,963 17,300 27,100 0.498779 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 49 242 TCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAAC TCTTTCTTGCCGGAAACTCCA TCAAGAGCGGGCTCAATTGT 118 49 17 21 258 20 59,858 59,963 38,600 27,100 1,178,792 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 26 149 AAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAAGCCAACGTCAGCTCCATT TCAAGAGCGGGCTCAATTGT 26 49 110 20 258 20 60,251 59,963 31,600 27,100 0.287633 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 25 148 AGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAAGCCAACGTCAGCTCCATTA TCAAGAGCGGGCTCAATTGT 25 49 111 20 258 20 59,387 59,963 19,000 27,100 0.649992 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 49 195 CTGCTAATAGACGCCGTCGGCGGCGCTGCATGATT CTGCTAATAGACGCCGTCGG TCAAGAGCGGGCTCAATTGT 72 49 64 20 258 20 60,661 59,963 47,900 27,100 0.697327 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 49 196 CCTGCTAATAGACGCCGTCGGCGGCGCTGCATGAT CCTGCTAATAGACGCCGTCG TCAAGAGCGGGCTCAATTGT 73 49 63 20 258 20 60,661 59,963 51,200 27,100 0.697327 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 49 241 CTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACC CTTTCTTGCCGGAAACTCCAC TCAAGAGCGGGCTCAATTGT 117 49 18 21 258 20 59,733 59,963 40,200 27,100 1,303,721 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 49 248 ACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGACCTCTTCTTTCTTGCCGGA TCAAGAGCGGGCTCAATTGT 125 49 11 20 258 20 58,943 59,963 51,400 27,100 1,093,392 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 22 121 AGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAAGCCAACGTCAGCTCCATTA GTTTACTGTCACCGTTGCCG 25 22 111 20 231 20 59,387 59,766 19,000 56,900 0.847108 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 22 122 AAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAAGCCAACGTCAGCTCCATT GTTTACTGTCACCGTTGCCG 26 22 110 20 231 20 60,251 59,766 31,600 56,900 0.484749 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 22 123 GAAGCCAACGTCAGCTCCATTAACGGACTTGGTGC GAAGCCAACGTCAGCTCCAT GTTTACTGTCACCGTTGCCG 27 22 109 20 231 20 60,675 59,766 34,100 56,900 0.908742 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:5122:30369 1 156 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 26 146 AAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAAGCCAACGTCAGCTCCATT AGAGCGGGCTCAATTGTTCT 26 46 110 20 255 20 60,251 59,674 31,600 30,100 0.577165 B 264 CTCAACTTCAACCTCTTCTTTCTTGCCGGAAACTCCACGGTTTTCTGGAAACCGCCGTTTCTCCTGCTAATAGACGCCGTCGGCGGCGCTGCATGATTCCGTGTCCGGGAAGCCAACGTCAGCTCCATTAACGGACTTGGTGCATAgcgcgcCCActctctctctctctctctctctctctctctctctCACTCATGGACGCTGCCACCACCGGCAACGGTGACAGTAAACATATAGAACAATTGAGCCCGCTCTTGAGCAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 44 17 1.5 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 0 94 GCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcA GCTGTCCCTCAGTCTCTCTT CAGGCAGAGAGGGAGAGT 12 0 7 20 100 18 58,444 57,217 28,500 32,400 6,339,384 F 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 44 17 1.5 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 94 GCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcA GCTGTCCCTCAGTCTCTCTTC CAGGCAGAGAGGGAGAGT 11 0 7 21 100 18 59,524 57,217 28,700 32,400 6,259,906 F 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 44 17 1.5 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 95 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT CAGGCAGAGAGGGAGAGT 13 0 6 20 100 18 60,680 57,217 31,000 32,400 5,463,058 F 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 14 141 CCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctct CCGCTGTCCCTCAGTCTCTC GCAGGCAGGCAGAGATAGAC 14 15 5 20 145 20 61,662 60,250 32,000 25,900 1,912,264 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 13 140 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT GCAGGCAGGCAGAGATAGAC 13 15 6 20 145 20 60,680 60,250 31,000 25,900 0.929466 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 11 139 GCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcA GCTGTCCCTCAGTCTCTCTTC GCAGGCAGGCAGAGATAGAC 11 15 7 21 145 20 59,524 60,250 28,700 25,900 1,726,314 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 13 141 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT GGCAGGCAGGCAGAGATAG 13 17 6 20 146 19 60,680 59,929 31,000 20,800 1,750,768 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 13 139 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT CAGGCAGGCAGAGATAGACAG 13 13 6 20 144 21 60,680 59,931 31,000 35,100 1,748,536 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 72 17 2 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 12 138 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT AGGCAGGCAGAGATAGACAGA 13 12 6 20 143 21 60,680 60,063 31,000 34,100 1,742,982 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 8 4 190 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtcTCTCCCGCTGTCCCTCAG AAACAAGAGGGAGAGAATCGG 20 4 1 18 190 21 60,363 57,381 33,500 41,800 5,981,708 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 3 190 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtcTCTCCCGCTGTCCCTCAG AAACAAGAGGGAGAGAATCGGA 20 3 1 18 190 22 60,363 58,826 33,500 45,500 5,536,983 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 2 190 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtcTCTCCCGCTGTCCCTCAG AAACAAGAGGGAGAGAATCGGAG 20 2 1 18 190 23 60,363 59,803 33,500 46,300 5,559,703 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 1 183 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT ACAAGAGGGAGAGAATCGGAGT 13 1 6 20 188 22 60,680 60,292 31,000 38,500 2,971,571 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 180 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT AGAGGGAGAGAATCGGAGTG 13 0 6 20 185 20 60,680 57,934 31,000 35,100 2,745,539 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2203:8217:48881 1 39 127 17 3 AG TCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 182 CGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctc CGCTGTCCCTCAGTCTCTCT CAAGAGGGAGAGAATCGGAGTG 13 0 6 20 187 22 60,680 59,899 31,000 35,100 2,780,224 G 241 TCTCCCGCTGTCCCTCAGtctctcTTCATTTGTATCTTtctctctcAAtctctctctctctctctctctctctctctctctcACTCTCCctctctGCCTGtctctctctcTGTGTTCGTTTATCTGTCTATCTctgcctgcctgcCTGACCctctctctctctctCACTCCGATtctctcCCTCTTGTTTTCTCCCTGTTTtctctcTtctctctcTTTtctctctctcCAtctctctcAT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 1 1 5 0 213 AACACCAACAATGAAACATCATACTATCAATTGCTT AACACCAACAATGAAACATCATACT AGAGAGCATTGTGTCTTTGTCC 109 0 6 25 218 22 57,711 58,593 21,200 40,200 10,695,574 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 6 0 212 ACACCAACAATGAAACATCATACTATCAATTGCTTT ACACCAACAATGAAACATCATACT AGAGAGCATTGTGTCTTTGTCC 109 0 7 24 218 22 57,101 58,593 21,200 40,200 10,306,157 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 6 0 213 ACACCAACAATGAAACATCATACTATCAATTGCTTT ACACCAACAATGAAACATCATACT GAGAGAGCATTGTGTCTTTGTCC 109 0 7 24 219 23 57,101 59,565 21,200 40,200 10,334,377 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 10 1 140 CTCTGtctctcacacacGCACAAacacacacCCACAAATG CTCTGTCTCTCACACACGCA AGAGAGAGCATTGTGTCTTTGTC 39 1 81 20 220 23 59,688 58,686 52,400 31,800 4,626,223 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 10 1 141 ACTCTGtctctcacacacGCACAAacacacacCCACAAAT ACTCTGTCTCTCACACACGC AGAGAGAGCATTGTGTCTTTGTC 40 1 80 20 220 23 59,688 58,686 53,400 31,800 4,626,536 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 10 0 137 TCTGtctctcacacacGCACAAacacacacCCACAAATGC TCTGTCTCTCACACACGCAC AGAGAGCATTGTGTCTTTGTCC 38 0 82 20 218 22 59,969 58,593 53,400 40,200 3,437,537 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 10 0 138 TCTGtctctcacacacGCACAAacacacacCCACAAATGC TCTGTCTCTCACACACGCAC GAGAGAGCATTGTGTCTTTGTCC 38 0 82 20 219 23 59,969 59,565 53,400 40,200 3,465,757 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 10 0 140 ACTCTGtctctcacacacGCACAAacacacacCCACAAAT ACTCTGTCTCTCACACACGC GAGAGAGCATTGTGTCTTTGTCC 40 0 80 20 219 23 59,688 59,565 53,400 40,200 3,747,400 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:13271:57600 1 140 57 17 1.5 AC CACACACACACACATGCACACACACACACACACACANA 0 0 12 0 116 AacacacacCCACAAATGCGcacacacaGGCATATACcaAACACACACCCACAAATGCG AGAGAGCATTGTGTCTTTGTCC 17 0 103 20 218 22 59,898 58,593 47,300 40,200 3,508,884 F 272 AATAAAACACCAACAATGAAACATCATACTATCAATTGCTTTCTCTATTTCTACATCTCTATCTCTGTCTCTAtctctcACTCTGtctctcacacacGCACAAacacacacCCACAAATGCGcacacacaGGCATATACcacacacacacacaTGcacacacacacacacacacacacacacacacacaGacacacGGACAAAGACACAATGctctctctATCTCTGTATGTCTCCTtctctctcTGtctctctctctctctcACTTTCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 12 5 110 tctcacacacacGCACACTcacacaGTTATATTCTTTCTCATCTCACACACACGCACACTC GTGAGGGAGAATATATCTGTGAGT 27 5 51 20 160 24 60,528 57,090 35,100 34,100 7,437,151 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 5 113 AtctctcacacacacGCACACTcacacaGTTATATTCTTTC ATCTCTCACACACACGCACA GTGAGGGAGAATATATCTGTGAGT 30 5 48 20 160 24 59,611 57,090 45,700 34,100 7,298,575 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 5 145 CCCTCATacacacATACGAACACATtctctcTAtctctcac CCCTCATACACACATACGAACAC GTGAGGGAGAATATATCTGTGAGT 59 5 16 23 160 24 59,137 57,090 33,200 34,100 10,772,974 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 5 146 TCCCTCATacacacATACGAACACATtctctcTAtctctca TCCCTCATACACACATACGAACA GTGAGGGAGAATATATCTGTGAGT 60 5 15 23 160 24 59,235 57,090 31,800 34,100 10,674,523 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 5 148 TCTCCCTCATacacacATACGAACACATtctctcTAtctct TCTCCCTCATACACACATACGA GTGAGGGAGAATATATCTGTGAGT 63 5 13 22 160 24 58,106 57,090 34,300 34,100 10,803,071 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:15402:48986 1 98 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 14 5 102 acacGCACACTcacacaGTTATATTCTTTCTCATACACGACACGCACACTCACACAGTT GTGAGGGAGAATATATCTGTGAGT 19 5 59 20 160 24 60,391 57,090 31,600 34,100 7,300,681 F 160 TAATGGATTTATTCTCCCTCATacacacATACGAACACATtctctcTAtctctcacacacacGCACACTcacacaGTTATATTCTTTCTCATACACGcacacacacacacacacacacacacacacacacaGTCATACTCACAGatatatTCTCCCTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 1 1 14 6 139 AGCATGAAGAAGTGAGTGGGATTGATTTACATgagaAGCATGAAGAAGTGAGTGGGA CGCTCTCTGTCTCTCTGTATCT 11 6 51 21 189 22 59,019 58,533 43,700 19,800 5,447,601 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 0 0 15 11 146 AGCATGAAGAAGTGAGTGGGATTGATTTACATgagaAGCATGAAGAAGTGAGTGGGA TCTGTCTCGCTCTCTGTCTCT 11 14 51 21 196 21 59,019 59,722 43,700 31,000 3,258,607 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 0 0 15 6 139 GCATGAAGAAGTGAGTGGGATTGATTTACATgagagGCATGAAGAAGTGAGTGGGA TCGCTCTCTGTCTCTCTGTATCT 11 6 52 20 190 23 57,520 59,866 43,700 19,800 5,613,467 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 0 0 15 5 139 AGCATGAAGAAGTGAGTGGGATTGATTTACATgagaAGCATGAAGAAGTGAGTGGGA CGCTCTCTGTCTCTCTGTATCTC 11 5 51 21 189 23 59,019 59,505 43,700 27,500 5,475,391 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 0 0 17 11 144 AGCATGAAGAAGTGAGTGGGATTGATTTACATgagaAGCATGAAGAAGTGAGTGGGA TGTCTCGCTCTCTGTCTCTCT 11 12 51 21 194 21 59,019 59,722 43,700 31,000 3,258,607 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:16305:26255 1 83 79 17 3 AG GAGAGAGAGAAACAGAGAGAGAGAAAGGGACAG NA 0 0 17 10 142 AGCATGAAGAAGTGAGTGGGATTGATTTACATgagaAGCATGAAGAAGTGAGTGGGA TCTCGCTCTCTGTCTCTCTGT 11 10 51 21 192 21 59,019 59,722 43,700 34,100 3,258,607 G 230 AACATTACTTCTGTTAtttttATGGTCaaaaaTTTGTGGCAAGTTAACTAAGCATGAAGAAGTGAGTGGGATTGATTTACATgagagagagaAACagagagagagAAAGGGACagagagATacacacagagagagagagagagagagagagagagagagagACAAAGAGATACagagagACagagagCGAGACagagagAAagagagACAGAGACAGCgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2204:17949:28998 1 40 76 17 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 1 1 12 3 122 TATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgtgtgTATGTGGGCTTGTGTTTGGG CCCAAACACACGCTGCCC 3 5 17 20 138 18 58,373 61,977 41,200 53,600 5,603,931 G 152 TGTTTgggggAGATTGTATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTgggggAgtgtgtgtgtgtgggggggAgtgtgtgtgtgtgtTTGTGGGGCAGCgtgtgtTTgggggAGGgtgtgtgtT

ST‐E00142:460:H2K7HCCXY:6:2204:17949:28998 1 40 76 17 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 0 0 13 4 124 TGTATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgt TGTATGTGGGCTTGTGTTTGG CCCAAACACACGCTGCCC 4 5 15 21 138 18 59,040 61,977 32,800 53,600 5,937,229 G 152 TGTTTgggggAGATTGTATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTgggggAgtgtgtgtgtgtgggggggAgtgtgtgtgtgtgtTTGTGGGGCAGCgtgtgtTTgggggAGGgtgtgtgtT

ST‐E00142:460:H2K7HCCXY:6:2204:17949:28998 1 40 76 17 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 0 0 13 3 123 GTATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgtg GTATGTGGGCTTGTGTTTGGG CCCAAACACACGCTGCCC 3 5 16 21 138 18 59,728 61,977 41,200 53,600 5,249,456 G 152 TGTTTgggggAGATTGTATGTGGGCTTGTGTTTgggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTgggggAgtgtgtgtgtgtgggggggAgtgtgtgtgtgtgtTTGTGGGGCAGCgtgtgtTTgggggAGGgtgtgtgtT

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 1 1 6 42 227 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG CTTTGAGCCAAGCAACAGTGT 42 86 16 22 242 21 57,460 59,593 39,500 35,500 5,946,897 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 42 228 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG ACTTTGAGCCAAGCAACAGTG 42 87 16 22 243 21 57,460 59,593 39,500 36,600 5,946,897 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 42 234 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG TGGGTTACTTTGAGCCAAGCA 42 93 16 22 249 21 57,460 60,134 39,500 39,100 5,673,996 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 42 240 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG GTTGTCTGGGTTACTTTGAGCC 42 98 16 22 255 22 57,460 59,447 39,500 47,000 7,093,102 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 38 178 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG CTTGAACAGGAAGCGATTGC 42 38 16 22 193 20 57,460 57,747 39,500 35,600 6,793,751 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 38 179 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG TCTTGAACAGGAAGCGATTGC 42 38 16 22 194 21 57,460 59,193 39,500 35,600 6,346,901 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 6 20 160 TTTGGAAGCATTGATCAAAgggggAGTATTAATTTTC TTTGGAAGCATTGATCAAAGGG GCTAGATGCAAGGCTTCTCA 42 20 16 22 175 20 57,460 57,678 39,500 32,700 6,862,714 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 7 42 240 ATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTATTTGGAAGCATTGATCAAAGGG TTGTCTGGGTTACTTTGAGCCA 42 97 15 23 254 22 57,906 59,826 39,500 47,500 7,267,631 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:2777:23354 1 80 56 17 2 AT TGTGTGTATATATATAATATACATATATATATATATANA 0 0 8 42 240 AATTTGGAAGCATTGATCAAAgggggAGTATTAATTTAATTTGGAAGCATTGATCAAAGGG TGTCTGGGTTACTTTGAGCCA 42 97 14 24 253 21 58,506 59,228 39,500 47,500 7,265,662 G 280 CTaaaaaaTTGAGAATTTGGAAGCATTGATCAAAgggggAGTATTAATTTTCCATTCATTAATGTTtatataTTATACAtgtgtgtatatatataATATACatatatatatatatatatatatatatatatatatACAGCTATATCTATGATCTATGAGAAGCCTTGCATCTAGCAATCGCTTCCTGTTCAAGATATGTTGATTGTCATACTTGGTGAATAACACTGTTGCTTGGCTCAAAGTAACCCAGACAACAGTAAAGGTAAGGAACATAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 1 1 8 33 243 GCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCA GCCTCCAGTTTCAGGACGTT GCATGTGAGGGAGGATGTGT 100 33 11 20 253 20 60,250 59,746 39,900 37,200 0.504516 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 33 223 TACTCACTCACCGTCACCCACTGTGAGAGTAGGTGATACTCACTCACCGTCACCCA GCATGTGAGGGAGGATGTGT 80 33 31 20 253 20 60,179 59,746 45,100 37,200 0.433162 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 29 219 TACTCACTCACCGTCACCCACTGTGAGAGTAGGTGATACTCACTCACCGTCACCCA GTGAGGGAGGATGTGTGTGG 80 29 31 20 249 20 60,179 60,036 45,100 41,700 0.214994 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 29 239 GCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCA GCCTCCAGTTTCAGGACGTT GTGAGGGAGGATGTGTGTGG 100 29 11 20 249 20 60,250 60,036 39,900 41,700 0.286348 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 29 241 CTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCCTGCCTCCAGTTTCAGGACG GTGAGGGAGGATGTGTGTGG 102 29 9 20 249 20 60,672 60,036 47,900 41,700 0.707791 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 29 242 TCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTTCTGCCTCCAGTTTCAGGAC GTGAGGGAGGATGTGTGTGG 103 29 8 20 249 20 59,313 60,036 38,500 41,700 0.723364 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 24 163 GGGTTGAGGGTGACTGAGAATCATGAAACTGGGA GGGTTGAGGGTGACTGAGAA GTGAGGGAGGATGTGTGTGG 24 29 87 20 249 20 58,943 60,036 28,700 41,700 1,092,670 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 3 143 TCATGAAACTGGGAGTGAGCCAAGctctctctctctctct TCATGAAACTGGGAGTGAGCC GTGAGGGAGGATGTGTGTGG 3 29 107 21 249 20 59,996 60,036 47,000 41,700 1,039,590 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 1 139 TGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCTGAAACTGGGAGTGAGCCAA TGAGGGAGGATGTGTGTGGG 1 28 110 20 248 20 59,157 61,201 45,200 46,100 2,044,069 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 1 140 TGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCTGAAACTGGGAGTGAGCCAA GTGAGGGAGGATGTGTGTGG 1 29 110 20 249 20 59,157 60,036 45,200 41,700 0.879319 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 0 139 GAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCGAAACTGGGAGTGAGCCAAG GTGAGGGAGGATGTGTGTGG 0 29 111 20 249 20 58,472 60,036 36,100 41,700 1,564,139 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29092:14406 1 131 70 17 2 AC CTCTCTCTCTCTCTCTCGCCCGCGCGCGTGCACACG NA 0 0 10 0 139 TGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCTGAAACTGGGAGTGAGCCAAG TGAGGGAGGATGTGTGTGGG 0 28 110 21 248 20 60,203 61,201 36,100 46,100 2,403,567 G 253 GAACAATTCTGCCTCCAGTTTCAGGACGTTTACTCACTCACCGTCACCCACTGTGAGAGTAGGTGAGAGTTTCGTGTTAgtgtgtGGGGTTGAGGGTGACTGAGAATCATGAAACTGGGAGTGAGCCAAGctctctctctctctctCGCCcgcgcgcgTGCACACGcacacacacacacacacacacacacacacacacaCCCACTCACTCGccccaccccaccccaccccacacacaTCCTCCCTCACATGC

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 21 243 AGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCAGCTCTATTCGGTCACGGGA CTAACCCTCGCTGCCTCAC 135 21 6 20 248 19 60,395 60,154 51,400 35,100 1,548,859 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 244 CAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCAGCTCTATTCGGTCACGGG CTAACCCTCGCTGCCTCAC 136 21 5 20 248 19 60,249 60,154 52,800 35,100 1,402,621 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 245 CCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGCCAGCTCTATTCGGTCACGG CTAACCCTCGCTGCCTCAC 137 21 4 20 248 19 60,249 60,154 49,400 35,100 1,402,621 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 9 188 CATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAg CATTCACTGCCCATCCCTGT TGCCTCACGAGATCGATCAG 91 9 50 20 237 20 60,034 59,335 40,000 29,000 0.699094 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 9 222 GGTCACGGGATATGGGTGTCATTGTCTAGGCCAGC GGTCACGGGATATGGGTGTC TGCCTCACGAGATCGATCAG 125 9 16 20 237 20 59,894 59,335 36,700 29,000 0.771447 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 10 189 CATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAg CATTCACTGCCCATCCCTGT CTGCCTCACGAGATCGATCA 91 10 50 20 238 20 60,034 59,335 40,000 29,200 0.699094 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 116 GTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTGTGGTGCAGGTACATGGACA GCTGCCTCACGAGATCGATC 17 11 124 20 239 20 59,964 60,663 40,200 36,900 0.699134 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 117 TGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTGTGGTGCAGGTACATGGAC GCTGCCTCACGAGATCGATC 18 11 123 20 239 20 59,964 60,663 40,200 36,900 0.699134 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 118 GTGTGGTGCAGGTACATGGACAGCGGTGGGGCCT GTGTGGTGCAGGTACATGGA GCTGCCTCACGAGATCGATC 19 11 122 20 239 20 59,964 60,663 34,100 36,900 0.699134 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 181 CCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGACCCATCCCTGTTTGCTGCTA GCTGCCTCACGAGATCGATC 82 11 59 20 239 20 60,034 60,663 34,900 36,900 0.697156 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 190 CATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAg CATTCACTGCCCATCCCTGT GCTGCCTCACGAGATCGATC 91 11 50 20 239 20 60,034 60,663 40,000 36,900 0.696766 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 224 GGTCACGGGATATGGGTGTCATTGTCTAGGCCAGC GGTCACGGGATATGGGTGTC GCTGCCTCACGAGATCGATC 125 11 16 20 239 20 59,894 60,663 36,700 36,900 0.769120 G 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 11 147 CGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGG CGAGCTGCCTTCTGGAATCG GCTGCCTCACGAGATCGATC 48 11 93 20 239 20 61,151 60,663 33,400 36,900 1,813,538 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 10 146 CGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGG CGAGCTGCCTTCTGGAATCG CTGCCTCACGAGATCGATCA 48 10 93 20 238 20 61,151 59,335 33,400 29,200 1,815,865 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:29660:22247 1 161 48 17 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 9 145 CGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGG CGAGCTGCCTTCTGGAATCG TGCCTCACGAGATCGATCAG 48 9 93 20 237 20 61,151 59,335 33,400 29,000 1,815,865 D 259 GGACCAGCTCTATTCGGTCACGGGATATGGGTGTCATTGTCTAGGCCAGCATTCACTGCCCATCCCTGTTTGCTGCTAGAGAAAgggggTGGCGAGCTGCCTTCTGGAATCGCTGCAGCCCGTGTGGTGCAGGTACATGGACAGCGGTGGGGCCTCCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACgtgtgtgtgtGCAGGGTGACTGATCGATCTCGTGAGGCAGCGAGGGTTAGCTGCCTCCGGG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 1 1 2 75 237 CATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCT CATACCGCCATGGCCAAGTA TCAAGACTTCTTACCAGGTGAAA 76 75 24 20 260 23 60,179 57,376 22,400 26,900 5,802,988 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 2 74 235 TACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAG TACCGCCATGGCCAAGTAAG TCAAGACTTCTTACCAGGTGAAA 74 75 26 20 260 23 60,107 57,376 23,400 26,900 5,731,367 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 3 76 245 TTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAg TTCTTCCCATACCGCCATGG ATCAAGACTTCTTACCAGGTGAA 83 76 17 20 261 23 59,817 57,174 36,600 31,800 6,008,129 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 3 75 244 TTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAg TTCTTCCCATACCGCCATGG TCAAGACTTCTTACCAGGTGAAA 83 75 17 20 260 23 59,817 57,376 36,600 26,900 5,806,493 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 3 75 247 CTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTAC CTGTTCTTCCCATACCGCCA TCAAGACTTCTTACCAGGTGAAA 86 75 14 20 260 23 59,748 57,376 56,900 26,900 5,875,872 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 3 48 189 ACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATACTAGTGTGTGCTAGCTTATCTAG ACAAATGCTTGCTTCATAGTCAAA 48 50 48 24 236 24 57,373 57,912 24,300 26,900 12,715,411 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 3 48 189 ACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATACTAGTGTGTGCTAGCTTATCTAG ACAAATGCTTGCTTCATAGTCAAAT 48 49 48 24 236 25 57,373 58,306 24,300 23,200 13,321,842 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 4 51 211 TACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAG TACCGCCATGGCCAAGTAAG ACAAATGCTTGCTTCATAGTCAA 74 51 26 20 236 23 60,107 57,289 23,400 31,800 5,817,924 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:31416:12947 1 120 43 17 1.5 AT ATATATATCTATATATATATATATATATATATATATA NA 0 0 4 48 189 ACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATACTAGTGTGTGCTAGCTTATCTAG ACAAATGCTTGCTTCATAGTCAA 48 51 48 24 236 23 57,373 57,289 24,300 31,800 12,337,908 F 270 TGTCAATCTGGCTCTGTTCTTCCCATACCGCCATGGCCAAGTAAGCTACTAgtgtgtGCTAGCTTATCTAGCTGGAATTTAATATTTAGCATAATCTGACTGATGAAAttttttCAGACatatatatCtatatatatatatatatatatatatatatatataATGTCTGATTtatataTtatataTGATTtatatataTTATATGATTTATATTTGACTATGAAGCAAGCATTTGtttttCACCTGGTAAGAAGTCTTGATAATATTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 1 1 2 6 174 ATCCAATTCAGGGTCACGGGGAATCAGAGCCTATC ATCCAATTCAGGGTCACGGG CACAGCTCCAGGGATCCAAG 75 6 5 20 178 20 59,744 60,107 52,800 36,100 0.363203 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 29 166 TATCCTGACAGGCAATGGGCGCTAGGCAGGGTATATATCCTGACAGGCAATGGGC CACAGTGGTTAGCGCTGTTG 44 29 36 20 201 20 59,817 59,764 53,600 33,300 0.419157 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 29 197 ATCCAATTCAGGGTCACGGGGAATCAGAGCCTATC ATCCAATTCAGGGTCACGGG CACAGTGGTTAGCGCTGTTG 75 29 5 20 201 20 59,744 59,764 52,800 33,300 0.491555 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 29 199 TCATCCAATTCAGGGTCACGGGGAATCAGAGCCTA TCATCCAATTCAGGGTCACGG CACAGTGGTTAGCGCTGTTG 76 29 3 21 201 20 60,065 59,764 49,400 33,300 1,301,156 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 10 132 ACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtg ACCCAGGATGTGATGCCAAT CACAGTGGTTAGCGCTGTTG 10 29 70 20 201 20 59,367 59,764 31,600 33,300 0.868500 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 6 109 ACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtg ACCCAGGATGTGATGCCAAT CACAGCTCCAGGGATCCAAG 10 6 70 20 178 20 59,367 60,107 31,600 36,100 0.740148 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 6 143 TATCCTGACAGGCAATGGGCGCTAGGCAGGGTATATATCCTGACAGGCAATGGGC CACAGCTCCAGGGATCCAAG 44 6 36 20 178 20 59,817 60,107 53,600 36,100 0.290804 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 4 2 139 TATCCTGACAGGCAATGGGCGCTAGGCAGGGTATATATCCTGACAGGCAATGGGC GCTCCAGGGATCCAAGTTCG 44 2 36 20 174 20 59,817 60,463 53,600 39,500 0.646250 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:32126:43818 1 100 53 17 1.5 AC GTGTGTGCGCGCACGCGCGCACACACACACACACA NA 0 0 6 49 217 ATCCAATTCAGGGTCACGGGGAATCAGAGCCTATC ATCCAATTCAGGGTCACGGG TTAATTGGGTGGCACGGTGG 75 49 5 20 221 20 59,744 60,896 52,800 46,100 1,151,909 B 253 CTTCATCCAATTCAGGGTCACGGGGAATCAGAGCCTATCCTGACAGGCAATGGGCGCTAGGCAGGGTATACCCAGGATGTGATGCCAATCCATCACAGCgtgtgtgcgcgcAcgcgcgcacacacacacacacacacacacacacacacacaGTCGAACTTGGATCCCTGGAGCTGTGAGGCAACAGCGCTAACCACTGTGCCACCGTGCCACCCAATTAATGTAACTGTAAATAGTTTACTaaaaaCAAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 1 1 10 10 204 CGCACGCAGACAGAAATACACTCATTTCTCCCActct CGCACGCAGACAGAAATACA AGTGTTTCTCTAACAGAGTGTCTATGA 33 10 51 20 254 27 58,932 59,551 22,900 21,500 8,516,471 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 0 0 10 10 205 ACGCACGCAGACAGAAATACACTCATTTCTCCCActcACGCACGCAGACAGAAATAC AGTGTTTCTCTAACAGAGTGTCTATGA 34 10 50 20 254 27 58,932 59,551 18,900 21,500 8,517,251 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 0 0 10 2 174 CCCActctctctCAAacacacAAGcacacacacaAAAacacaCCCACTCTCTCTCAAACACACA GTGTTTCTCTAACAGAGTGTCTATGA 2 10 80 22 253 26 59,897 58,405 37,200 21,500 9,697,808 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 0 0 10 2 175 CCCActctctctCAAacacacAAGcacacacacaAAAacacaCCCACTCTCTCTCAAACACACA AGTGTTTCTCTAACAGAGTGTCTATG 2 11 80 22 254 26 59,897 58,402 37,200 22,300 9,701,372 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 0 0 10 2 175 CCCActctctctCAAacacacAAGcacacacacaAAAacacaCCCACTCTCTCTCAAACACACA AGTGTTTCTCTAACAGAGTGTCTATGA 2 10 80 22 254 27 59,897 59,551 37,200 21,500 9,551,871 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4371:27661 1 104 114 17 3 AC CACACACACAAAAACACACACACACACACACACACANA 0 0 11 10 204 CGCACGCAGACAGAAATACACTCATTTCTCCCActct CGCACGCAGACAGAAATACAC AGTGTTTCTCTAACAGAGTGTCTATGA 32 10 51 21 254 27 60,202 59,551 29,000 21,500 8,650,589 G 254 CAAACATacacacacacAAacacacacacacacacacacacatatatatACGCACGCAGACAGAAATACACTCATTTCTCCCActctctctCAAacacacAAGcacacacacaAAAacacacacacacacacacacacacacacacacacAGAAACAATCaaaaaGTGAAATATGCATGCTTGCACGaacaacaacCGTcacacacacaCTcacacaAAACCAAATTTCATAGACACTCTGTTAGAGAAACACT

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 1 1 6 31 196 TCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACATCTCGCTCACAAACTCAAGC CGTCATGTGCGTATGGTTGT 31 75 7 20 202 20 58,498 58,924 40,100 33,200 2,577,773 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 7 30 196 TCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACATCTCGCTCACAAACTCAAGCA CGTCATGTGCGTATGGTTGT 30 75 7 21 202 20 60,203 58,924 39,100 33,200 2,278,063 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 7 9 133 TCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACATCTCGCTCACAAACTCAAGCA TGCTTCTGTATGACAGTCTTTGC 30 9 7 21 139 23 60,203 59,252 39,100 36,800 4,950,569 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 7 8 132 TCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACATCTCGCTCACAAACTCAAGCA GCTTCTGTATGACAGTCTTTGCA 30 8 7 21 138 23 60,203 59,252 39,100 40,800 4,950,569 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 8 30 195 CTCGCTCACAAACTCAAGCaaaaaCACAAATGCACA CTCGCTCACAAACTCAAGCA CGTCATGTGCGTATGGTTGT 30 75 8 20 202 20 58,779 58,924 39,100 33,200 2,296,071 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 8 8 131 CTCGCTCACAAACTCAAGCaaaaaCACAAATGCACA CTCGCTCACAAACTCAAGCA GCTTCTGTATGACAGTCTTTGCA 30 8 8 20 138 23 58,779 59,252 39,100 40,800 4,968,577 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 9 30 188 CTCGCTCACAAACTCAAGCaaaaaCACAAATGCACA CTCGCTCACAAACTCAAGCA TGCGTATGGTTGTTTCTGAGT 30 67 8 20 195 21 58,779 57,880 39,100 34,100 4,340,850 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 9 30 189 TCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACATCTCGCTCACAAACTCAAGCA TGCGTATGGTTGTTTCTGAGT 30 67 7 21 195 21 60,203 57,880 39,100 34,100 4,322,842 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:4452:69185 1 58 50 17 1.5 AC CACACACACACACACTCACACACACACACACACACANA 0 0 10 30 189 CTCGCTCACAAACTCAAGCaaaaaCACAAATGCACA CTCGCTCACAAACTCAAGCA GTGCGTATGGTTGTTTCTGAGT 30 67 8 20 196 22 58,779 59,194 39,100 34,100 4,026,774 F 202 ACTGTATCTCGCTCACAAACTCAAGCaaaaaCACAAATGCACAGAAAAGTTTGCATGcacacacacacacaCTcacacacacacacacacacacacacacacacacaCGGTTAAATGCAAAGACTGTCATACAGAAGCACATGTAGAAATGAATACATACTCACGCACATTCTTACTCAGAAACAACCATACGCACATGACG

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 25 142 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA CTGTGTTGGAGGAGGAAGGA 38 25 65 25 206 20 59,928 58,648 47,500 33,600 6,424,547 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 13 132 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA GGAGGAAGGATTGAACAGAGGG 38 13 65 25 196 22 59,928 60,093 47,500 43,000 7,165,164 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 6 125 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA GGATTGAACAGAGGGAAGATGA 38 6 65 25 189 22 59,928 57,506 47,500 29,200 9,566,556 A 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 26 143 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA ACTGTGTTGGAGGAGGAAGG 38 26 65 25 207 20 59,928 58,940 47,500 34,600 6,132,377 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 25 143 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA ACTGTGTTGGAGGAGGAAGGA 38 25 65 25 207 21 59,928 60,415 47,500 33,600 6,487,002 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 13 131 GCCTACACCACATATAATTAGCCAACAGAGAAGCTGGCCTACACCACATATAATTAGCCA GGAGGAAGGATTGAACAGAGGG 38 13 66 24 196 22 58,443 60,093 47,500 43,000 7,649,615 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 7 126 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA AGGATTGAACAGAGGGAAGATG 38 7 65 25 190 22 59,928 57,500 47,500 29,000 9,572,963 A 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 6 126 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA AGGATTGAACAGAGGGAAGATGA 38 6 65 25 190 23 59,928 58,893 47,500 29,200 9,179,536 A 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2204:5578:49689 1 128 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 136 TGCCTACACCACATATAATTAGCCAACAGAGAAGCTTGCCTACACCACATATAATTAGCCA TGGAGGAGGAAGGATTGAACAG 38 17 65 25 200 22 59,928 59,427 47,500 31,600 7,645,926 F 209 AATTTAAGTTAGTAATGTAAAATACaaaaaTAGTTCATTTCCATTACACTGCTCtttttAGATTTGCCTACACCACATATAATTAGCCAACAGAGAAGCTGAAAAGGGAATAAGCTTCTAATGTCATtctctctctctctctctctctctctctctctctcGATGAATCATCTTCCCTCTGTTCAATCCTtcctcctccAACACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 8 19 140 TTCCGCACTCTCctctctCATACACATACACAAACACT TTCCGCACTCTCCTCTCTCA TTCTGCCCTATGTGTGTGCG 47 19 4 20 143 20 59,962 60,673 32,700 53,400 0.711643 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 19 142 ACTTCCGCACTCTCctctctCATACACATACACAAACA ACTTCCGCACTCTCCTCTCT TTCTGCCCTATGTGTGTGCG 49 19 2 20 143 20 59,961 60,673 31,000 53,400 0.712368 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 19 143 CACTTCCGCACTCTCctctctCATACACATACACAAAC CACTTCCGCACTCTCCTCTC TTCTGCCCTATGTGTGTGCG 50 19 1 20 143 20 59,828 60,673 32,000 53,400 0.845685 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 14 135 TTCCGCACTCTCctctctCATACACATACACAAACACT TTCCGCACTCTCCTCTCTCA CCCTATGTGTGTGCGTGTGT 47 14 4 20 138 20 59,962 60,603 32,700 37,200 0.640948 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 13 134 TTCCGCACTCTCctctctCATACACATACACAAACACT TTCCGCACTCTCCTCTCTCA CCTATGTGTGTGCGTGTGTG 47 13 4 20 137 20 59,962 59,487 32,700 38,200 0.550828 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:11109:4104 1 71 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 12 13 136 ACTTCCGCACTCTCctctctCATACACATACACAAACA ACTTCCGCACTCTCCTCTCT CCTATGTGTGTGCGTGTGTG 49 13 2 20 137 20 59,961 59,487 31,000 38,200 0.551553 F 157 CACTTCCGCACTCTCctctctCATACACATACACAAACACTCACACTCTCCCCTCTCCCTCTCACGCGTGcacacacacacacacacacacacacacacacacaCCCTCCCCTCTcacacacaCGcacacacaTAGGGCAGAAATTTTGTTCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 25 152 CCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAACCTTCCAGTAATCTAAGTGCATGT ACATTTATTTACCACAAAGACCGAA 25 44 22 24 173 25 58,568 57,487 32,100 43,000 12,945,136 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 153 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT ACATTTATTTACCACAAAGACCGAA 25 44 21 25 173 25 59,810 57,487 32,100 43,000 12,703,107 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 231 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT ACCTCTCCATTGTTGCAACTT 25 126 21 25 251 21 59,810 58,051 32,100 26,600 8,139,184 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 230 CCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAACCTTCCAGTAATCTAAGTGCATGT ACCTCTCCATTGTTGCAACT 25 127 22 24 251 20 58,568 57,336 32,100 31,600 8,096,167 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 231 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT ACCTCTCCATTGTTGCAACT 25 127 21 25 251 20 59,810 57,336 32,100 31,600 7,854,138 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 117 CCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAACCTTCCAGTAATCTAAGTGCATGT TGGAACAAACACCAACTCCC 25 14 22 24 138 20 58,568 58,230 32,100 43,000 7,202,059 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 118 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT TGGAACAAACACCAACTCCC 25 14 21 25 138 20 59,810 58,230 32,100 43,000 6,960,031 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 118 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATG TGGAACAAACACCAACTCCC 26 14 21 24 138 20 58,325 58,230 40,600 43,000 7,444,820 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 25 154 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT AACATTTATTTACCACAAAGACCGA 25 45 21 25 174 25 59,810 57,487 32,100 46,900 12,703,107 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 25 242 CCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAACCTTCCAGTAATCTAAGTGCATGT AGGAGTGCTTTAACCTCTCCA 25 138 22 24 263 21 58,568 58,379 32,100 38,600 8,052,835 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 25 243 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT AGGAGTGCTTTAACCTCTCCA 25 138 21 25 263 21 59,810 58,379 32,100 38,600 7,810,806 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12378:52291 1 71 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 25 244 TCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGATCCTTCCAGTAATCTAAGTGCATGT AAGGAGTGCTTTAACCTCTCCA 25 138 21 25 264 22 59,810 59,020 32,100 38,600 8,169,414 B 290 AAGTAACCTGCTTTTGTTTATCCTTCCAGTAATCTAAGTGCATGTTATATCTCTAGAAATCTTCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCtgtgtgTTTGGGGAGTTGGTGTTTGTTCCATGTTTATATTTTCGGTCTTTGTGGTAAATAAATGTTTATCCTTTCTTTTGATTTTAAATTTACAAGAAAACCTGTTTTGTGTCTGTTCTTAAAAGTTGCAACAATGGAGAGGTTAAAGCACTCCTTCTCAGAAATATACCCTGTCGTGGTCA

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 17 137 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG GTCATGCTTTCAGCTGCCTG 17 46 20 20 156 20 58,818 59,829 35,100 48,500 1,352,348 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 17 138 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG AGTCATGCTTTCAGCTGCCT 17 47 20 20 157 20 58,818 59,962 35,100 47,500 1,219,664 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 17 180 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG GTGCTCCTCCATTTCTGCCA 17 89 20 20 199 20 58,818 60,323 35,100 49,200 1,504,603 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 17 181 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG AGTGCTCCTCCATTTCTGCC 17 90 20 20 200 20 58,818 60,035 35,100 48,500 1,216,457 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 17 221 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG TCCGTAATCTCCTCCAGCTCT 17 129 20 20 240 21 58,818 59,784 35,100 40,900 2,397,460 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 17 222 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAG CTCCGTAATCTCCTCCAGCTC 17 130 20 20 241 21 58,818 59,389 35,100 40,900 2,793,278 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 16 138 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAGA AGTCATGCTTTCAGCTGCCT 16 47 20 21 157 20 60,272 59,962 34,100 47,500 1,310,080 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 16 181 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAGA AGTGCTCCTCCATTTCTGCC 16 90 20 21 200 20 60,272 60,035 34,100 48,500 1,306,873 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:13727:15039 1 57 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 16 221 GGGAGTGTGgagagagaCAGAAagagagGGAAAGAG GGGAGTGTGGAGAGAGACAGA TCCGTAATCTCCTCCAGCTCT 16 129 20 21 240 21 60,272 59,784 34,100 40,900 2,487,876 F 241 GGGGAGGTGTTAgggggCGGGGAGTGTGgagagagaCAGAAagagagGGAAAGAGTgagagagagagagagagagagagagagagagagaTAGGGAGGTGAAATAATTTGGAGAGGGATTTCCAGAGTTTAGGGCCCAGGCAGCTGAAAGCATGACTGCCAAACTGGGGATAAGAAAGATGGCAGAAATGGAGGAGCACTTTAGTTCTCAAAGGCTTATAGAGCTGGAGGAGATTACGGAG

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 51 193 TGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAG TGGATGTTTCAGGAGCTCAGT AAGGTCGATCCCTGTCTACT 67 51 48 21 240 20 59,019 57,169 34,100 25,700 4,811,416 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 51 193 TGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAG TGGATGTTTCAGGAGCTCAGTT AAGGTCGATCCCTGTCTACT 66 51 48 22 240 20 59,627 57,169 31,600 25,700 5,203,820 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 51 194 TTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACA TTGGATGTTTCAGGAGCTCAGT AAGGTCGATCCCTGTCTACT 67 51 47 22 240 20 59,627 57,169 34,100 25,700 5,203,820 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 130 GGAGCTCAgttgttgttCTGGATACAGCATCAAGACTA GGAGCTCAGTTGTTGTTCTGGA GCAGGTGCTATCTCCAGGC 55 0 59 22 188 19 60,485 60,228 38,600 48,500 3,713,272 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 130 GGAGCTCAgttgttgttCTGGATACAGCATCAAGACTA GGAGCTCAGTTGTTGTTCTGG GCAGGTGCTATCTCCAGGC 56 0 59 21 188 19 59,124 60,228 38,600 48,500 3,103,950 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 133 TCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGA TCAGGAGCTCAGTTGTTGTTCT GCAGGTGCTATCTCCAGGC 58 0 56 22 188 19 59,564 60,228 30,100 48,500 3,663,598 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 141 TGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAG TGGATGTTTCAGGAGCTCAGTT GCAGGTGCTATCTCCAGGC 66 0 48 22 188 19 59,627 60,228 31,600 48,500 3,600,963 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 141 TGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAG TGGATGTTTCAGGAGCTCAGT GCAGGTGCTATCTCCAGGC 67 0 48 21 188 19 59,019 60,228 34,100 48,500 3,208,558 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:25175:66689 1 136 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 0 142 TTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACA TTGGATGTTTCAGGAGCTCAGT GCAGGTGCTATCTCCAGGC 67 0 47 22 188 19 59,627 60,228 34,100 48,500 3,600,963 F 240 TTAACGTTCAATAAAAGTTAAAGGTATACGGGTTTTGTCTGATGACTTGGATGTTTCAGGAGCTCAgttgttgttCTGGATACAGCATCAAGACTATTGAAATATGTTGACAGGCGATTTATCtttttttCACTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGAGATAGCACCTGCTGTGCTGATTTTCAAAGAAACTCTGGTCAAATAGTAGACAGGGATCGACCTT

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 55 202 CCAGGAGGACAGCTGAACAATACAGCCGCAGCATTCCAGGAGGACAGCTGAACAA TTGCCTACTCCTGCTCGTTG 73 55 11 20 212 20 59,602 60,037 28,300 41,000 0.435266 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 53 200 CCAGGAGGACAGCTGAACAATACAGCCGCAGCATTCCAGGAGGACAGCTGAACAA GCCTACTCCTGCTCGTTGTT 73 53 11 20 210 20 59,602 60,037 28,300 28,300 0.435173 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 147 AGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgAGTCTACCCTCTTACTCTGCCA GGCCTGAATTGCCTACTCCT 8 63 74 22 220 20 59,688 59,451 49,200 36,900 2,860,650 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 131 CCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgCCCTCTTACTCTGCCATCTGT GCCTACTCCTGCTCGTTGTT 3 53 80 21 210 20 58,885 60,037 34,100 28,300 2,151,849 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 133 CCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgCCCTCTTACTCTGCCATCTGT TTGCCTACTCCTGCTCGTTG 3 55 80 21 212 20 58,885 60,037 34,100 41,000 2,151,942 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 141 CCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgCCCTCTTACTCTGCCATCTGT GGCCTGAATTGCCTACTCCT 3 63 80 21 220 20 58,885 59,451 34,100 36,900 2,663,126 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 55 190 CTGAACAATACAGCCGCAGCATTGAACCACCACATCCTGAACAATACAGCCGCAGC TTGCCTACTCCTGCTCGTTG 61 55 23 20 212 20 59,902 60,037 52,500 41,000 0.135000 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 53 188 CTGAACAATACAGCCGCAGCATTGAACCACCACATCCTGAACAATACAGCCGCAGC GCCTACTCCTGCTCGTTGTT 61 53 23 20 210 20 59,902 60,037 52,500 28,300 0.134907 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 132 ACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtg ACCCTCTTACTCTGCCATCTG GCCTACTCCTGCTCGTTGTT 4 53 79 21 210 20 58,885 60,037 29,000 28,300 2,151,849 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 142 ACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtg ACCCTCTTACTCTGCCATCTG GGCCTGAATTGCCTACTCCT 4 63 79 21 220 20 58,885 59,451 29,000 36,900 2,663,126 A 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 55 186 ACAATACAGCCGCAGCATTGAACCACCACATCTGTaACAATACAGCCGCAGCATTG TTGCCTACTCCTGCTCGTTG 57 55 27 20 212 20 59,547 60,037 28,200 41,000 0.490313 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:26677:36065 1 104 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 53 184 ACAATACAGCCGCAGCATTGAACCACCACATCTGTaACAATACAGCCGCAGCATTG GCCTACTCCTGCTCGTTGTT 57 53 27 20 210 20 59,547 60,037 28,200 28,300 0.490220 F 235 ACAACAGCAGCCAGGAGGACAGCTGAACAATACAGCCGCAGCATTGAACCACCACATCTGTaaaaaaCCTATAAGTCTACCCTCTTACTCTGCCATCTGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCAGATGAATATGTGCGACATATGAATACTGGTTGCATTTTATGAACATACGAACAACGAGCAGGAGTAGGCAATTCAGGCCCTCGAGCCTGCTTCG

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 62 17 2 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 1 16 0 108 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TGTATGTTATTGTGAGCGAGAAAGA 0 1 1 20 108 25 58,890 58,605 49,300 25,200 7,505,251 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 62 17 2 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 108 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TGTATGTTATTGTGAGCGAGAAAG 0 2 1 20 108 24 58,890 57,353 49,300 26,200 7,757,654 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 62 17 2 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 108 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TGTATGTTATTGTGAGCGAGAAAGAG 0 0 1 20 108 26 58,890 59,468 49,300 28,500 7,642,036 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 1 16 0 149 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT ACATATGGTTGTGAGCGAGAGT 0 1 1 20 149 22 58,890 59,502 49,300 32,400 3,608,118 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 168 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TGTGTGTGAGCGAGAAAGTACA 0 20 1 20 168 22 58,890 59,900 49,300 29,000 3,210,529 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 169 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TTGTGTGTGAGCGAGAAAGT 0 23 1 20 169 20 58,890 57,690 49,300 26,600 3,419,970 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 212 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT CTGAGCATGAGTGAGCCAGA 0 66 1 20 212 20 58,890 59,464 49,300 38,600 1,646,240 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 213 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT CCTGAGCATGAGTGAGCCAG 0 67 1 20 213 20 58,890 60,462 49,300 48,500 1,572,667 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:27844:31933 1 21 106 17 3 AC CACACACACATATTCTCTTTCCCTCGCTCACACACACNA 0 0 16 0 216 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTC CACATTCTCTCTCCCTCGCT TACCCTGAGCATGAGTGAGC 0 70 1 20 216 20 58,890 59,173 49,300 42,600 1,937,157 G 231 CACATtctctctcCCTCGCTcacacacacaTATTCTCTTTCCCTCGCTcacacacacacacacacacacacacacacacacaCTCTTTCTCGCTCACAATAACATACActctctcacacacacacaAACTCTCGCTCACAACCATATGTACTTTCTCGCTcacacacaAATTGTATTTGTCAAATTGTATTTTCTGGCTCACTCATGCTCAGGGTATTTATTCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 12 11 133 ACAGacacacacGCAGGCACCAGGCCGACagagagag ACAGACACACACGCAGGC TGTGTCTCTCCCTGATCCGT 11 38 82 18 214 20 60,589 59,960 48,500 46,900 2,628,642 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 11 141 ACAGacacacacGCAGGCACCAGGCCGACagagagag ACAGACACACACGCAGGC TCCATGTCTGTGTCTCTCCCT 11 45 82 18 222 21 60,589 59,922 48,500 42,000 3,666,705 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 10 132 CAGacacacacGCAGGCACCAGGCCGACagagagagagCAGACACACACGCAGGCA TGTGTCTCTCCCTGATCCGT 10 38 83 18 214 20 60,589 59,960 47,500 46,900 2,628,360 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 10 140 CAGacacacacGCAGGCACCAGGCCGACagagagagagCAGACACACACGCAGGCA TCCATGTCTGTGTCTCTCCCT 10 45 83 18 222 21 60,589 59,922 47,500 42,000 3,666,424 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 10 141 CAGacacacacGCAGGCACCAGGCCGACagagagagagCAGACACACACGCAGGCA GTCCATGTCTGTGTCTCTCCC 10 46 83 18 223 21 60,589 59,794 47,500 43,000 3,794,489 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 111 46 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 9 131 AGacacacacGCAGGCACCAGGCCGACagagagagagaAGACACACACGCAGGCAC TGTGTCTCTCCCTGATCCGT 9 38 84 18 214 20 60,589 59,960 50,100 46,900 2,628,642 F 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 1 8 5 175 ACAGAGGTAACAGAACATAGAGGGAAAGGgagaga ACAGAGGTAACAGAACATAGAGGG CCTGATCCGTCTAGTGTTTGCA 5 26 30 24 204 22 59,288 60,354 43,000 40,800 7,066,041 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 8 5 175 ACAGAGGTAACAGAACATAGAGGGAAAGGgagaga ACAGAGGTAACAGAACATAGAGGG CCTGATCCGTCTAGTGTTTGC 5 27 30 24 204 21 59,288 58,728 43,000 36,800 6,984,137 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 8 5 203 ACAGAGGTAACAGAACATAGAGGGAAAGGgagaga ACAGAGGTAACAGAACATAGAGGG TGATCTGGTGTCCATGTCTGT 5 55 30 24 232 21 59,288 58,740 43,000 34,100 6,972,254 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 8 5 203 ACAGAGGTAACAGAACATAGAGGGAAAGGgagaga ACAGAGGTAACAGAACATAGAGGG TGATCTGGTGTCCATGTCTGTG 5 54 30 24 232 22 59,288 60,028 43,000 36,600 6,740,174 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 8 4 174 CAGAGGTAACAGAACATAGAGGGAAAGGgagagag CAGAGGTAACAGAACATAGAGGGA CCTGATCCGTCTAGTGTTTGC 4 27 31 24 204 21 59,043 58,728 42,000 36,800 7,228,500 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 8 4 202 CAGAGGTAACAGAACATAGAGGGAAAGGgagagag CAGAGGTAACAGAACATAGAGGGA TGATCTGGTGTCCATGTCTGTG 4 54 31 24 232 22 59,043 60,028 42,000 36,600 6,984,537 D 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 9 36 240 AAGGCgagagagaACAAGGacacacGGACAGAGGTAAAAGGCGAGAGAGAACAAGGA TTCTCTCTCTTGATCTGGTGTCC 36 63 3 20 242 23 58,366 59,233 33,600 40,200 5,400,364 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 9 35 240 AAGGCgagagagaACAAGGacacacGGACAGAGGTAAAAGGCGAGAGAGAACAAGGAC TTCTCTCTCTTGATCTGGTGTCC 35 63 3 21 242 23 59,726 59,233 38,500 40,200 5,040,477 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 10 35 240 AGGCgagagagaACAAGGacacacGGACAGAGGTAACAGGCGAGAGAGAACAAGGAC TTTCTCTCTCTTGATCTGGTGTCC 35 63 4 20 243 24 59,108 59,778 38,500 40,200 5,113,766 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 10 1 159 AGGacacacGGACAGAGGTAACAGAACATAGAGGG AGGACACACGGACAGAGGTA GTCTCTCTCTGTCCAGTGCC 20 1 19 20 177 20 59,888 59,470 30,800 50,100 0.642120 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 10 0 158 AGGacacacGGACAGAGGTAACAGAACATAGAGGG AGGACACACGGACAGAGGTA TCTCTCTCTGTCCAGTGCCT 20 0 19 20 176 20 59,888 59,592 30,800 47,500 0.519360 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 10 0 160 CAAGGacacacGGACAGAGGTAACAGAACATAGAG CAAGGACACACGGACAGAGG TCTCTCTCTGTCCAGTGCCT 22 0 17 20 176 20 60,320 59,592 36,900 47,500 0.727428 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 12 23 199 ACAAGGacacacGGACAGAGGTAACAGAACATAGA ACAAGGACACACGGACAGAG TGTGTCTCTCCCTGATCCGT 23 38 16 20 214 20 59,611 59,960 33,500 46,900 0.429155 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 12 22 198 CAAGGacacacGGACAGAGGTAACAGAACATAGAG CAAGGACACACGGACAGAGG TGTGTCTCTCCCTGATCCGT 22 38 17 20 214 20 60,320 59,960 36,900 46,900 0.359664 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:4655:41901 1 59 98 17 2 AG GAGAGAGAGAGAGAAAGAGAGAGACAGACACACANA 0 0 12 20 196 AGGacacacGGACAGAGGTAACAGAACATAGAGGG AGGACACACGGACAGAGGTA TGTGTCTCTCCCTGATCCGT 20 38 19 20 214 20 59,888 59,960 30,800 46,900 0.151596 G 248 GTAAGGCgagagagaACAAGGacacacGGACAGAGGTAACAGAACATAGAGGGAAAGGgagagagagagagaAagagagagACAGacacacacGCAGGCACCAGGCCGACagagagagagagagagagagagagagagagagagacacacacacacAGGCACTGGACagagagagacacacATGCAAACACTAGACGGATCAGGgagagaCACAGACATGGACACCAGATCAagagagagAAATACAT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 29 172 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTTGTATGTTCATGCACGAGAAAGT CACGCATACACTCGGTCAGA 29 29 1 23 172 20 58,685 59,830 26,600 32,700 4,485,300 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 29 173 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTTGTATGTTCATGCACGAGAAAGT ACACGCATACACTCGGTCAG 29 30 1 23 173 20 58,685 60,109 26,600 35,100 4,424,234 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 10 153 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTTGTATGTTCATGCACGAGAAAGT ATGCAATCACACACGCACAC 29 10 1 23 153 20 58,685 60,040 26,600 38,200 4,355,118 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 139 ATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATATGTTCATGCACGAGAAAGTTT CACGCACACACAGACACA 27 1 4 22 142 18 57,164 58,207 26,600 37,200 8,629,029 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 138 ATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATATGTTCATGCACGAGAAAGTTT ACGCACACACAGACACAA 27 0 4 22 141 18 57,164 57,392 26,600 33,300 9,444,157 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2205:9222:41936 1 53 71 17 1.5 AC TGTGTGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 0 139 ATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATATGTTCATGCACGAGAAAGTTT CACGCACACACAGACACAA 27 0 4 22 142 19 57,164 58,914 26,600 33,300 6,921,802 F 214 TGTATGTTCATGCACGAGAAAGtttttGTCAAAGTTTTAATGCACATGTATTtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTtgtgtgtgtgtgtgCgtgtgtgtgtgtTTGTGTCtgtgtgtgCgtgtgtGATTGCATCTGACCGAGTGTATGCGTGTATGCCTGTAtgtgtgtgtgTCTGTTTCATTGTGCTTATGCT

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 4 1 105 AACGTATTCTATCATACAAATGCACATacacacacaca AACGTATTCTATCATACAAATGCACA AGAGTGAGTGCTACTTGAGTGAC 1 21 3 26 107 23 57,568 59,745 45,700 36,700 11,686,767 B 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 1 105 AACGTATTCTATCATACAAATGCACATacacacacaca AACGTATTCTATCATACAAATGCACA AGAGTGAGTGCTACTTGAGTGA 1 22 3 26 107 22 57,568 58,509 45,700 34,100 11,923,452 B 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 104 ACGTATTCTATCATACAAATGCACATacacacacacac ACGTATTCTATCATACAAATGCACAT AGAGTGAGTGCTACTTGAGTGAC 0 21 4 26 107 23 57,393 59,745 32,100 36,700 11,862,098 B 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 1 91 AACGTATTCTATCATACAAATGCACATacacacacaca AACGTATTCTATCATACAAATGCACA TTGAGTGACTGTGTGTGCGT 1 10 3 26 93 20 57,568 60,108 45,700 52,400 8,540,487 F 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 1 92 AAACGTATTCTATCATACAAATGCACATacacacacac AAACGTATTCTATCATACAAATGCACA TTGAGTGACTGTGTGTGCGT 1 10 2 27 93 20 58,111 60,108 45,700 52,400 8,997,093 F 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:13047:64808 1 30 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 0 90 ACGTATTCTATCATACAAATGCACATacacacacacac ACGTATTCTATCATACAAATGCACAT TTGAGTGACTGTGTGTGCGT 0 10 4 26 93 20 57,393 60,108 32,100 52,400 8,715,818 F 118 AAAACGTATTCTATCATACAAATGCACATacacacacacacacacacacacacacacacacacAGACACAGGCACGcacacacaGTCACTCAAGTAGCACTCACTCTATCATGTCACA

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 1 1 13 2 139 CACAAACACGCATacacacAAATacacacATACAGaca CACAAACACGCATACACACAA GCCCTCAACAAGGTACGGG 14 2 24 21 162 19 57,942 60,377 33,300 52,800 4,435,105 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 0 0 14 2 139 CACAAACACGCATacacacAAATacacacATACAGaca CACAAACACGCATACACACA GCCCTCAACAAGGTACGGG 15 2 24 20 162 19 57,253 60,377 37,200 52,800 4,123,435 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 0 0 17 23 173 acacacAAACACAAACACGCATacacacAAATacacacAACACACAAACACAAACACGCA GGCGCTTCTGATGAACAAGC 23 26 15 21 187 20 60,001 60,179 52,400 40,100 1,180,447 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 0 0 17 19 166 acacacAAACACAAACACGCATacacacAAATacacacAACACACAAACACAAACACGCA CTGATGAACAAGCTGGCTGC 23 19 15 21 180 20 60,001 59,829 52,400 52,500 1,171,829 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 0 0 17 3 134 ACGCATacacacAAATacacacATACAGacacacacacac ACGCATACACACAAATACACACA CTGCCCTCAACAAGGTACGG 5 3 31 23 164 20 59,190 60,674 37,200 40,200 4,484,031 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:14935:67058 1 59 83 17 2 AC ACACACACACACACACACAGACACACACACACACA NA 0 0 17 3 150 acacacAAACACAAACACGCATacacacAAATacacacAACACACAAACACAAACACGCA CTGCCCTCAACAAGGTACGG 23 3 15 21 164 20 60,001 60,674 52,400 40,200 1,674,912 G 187 ATACACTGACACATacacacAAACACAAACACGCATacacacAAATacacacATACAGacacacacacacacacacAGacacacacacacacacacacacGCACACGcacacacacacacacacacacacacacacacacaGCCCCGTACCTTGTTGAGGGCAGCCAGCTTGTTCATCAGAAGCGCC

ST‐E00142:460:H2K7HCCXY:6:2206:15838:49496 1 66 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 16 4 117 GacacacacCcacacacaGACAAacacacAACAGAGACA GACACACACCCACACACAGA AGTTGTTGCACTCGGCTCAA 39 4 7 20 123 20 60,108 60,464 34,100 30,200 0.571550 F 133 GACATTGacacacacCcacacacaGACAAacacacAACAGAGACAGacacacATAGACACGCACCcacacacacacacacacacacacacacacacacaCGCATTGAGCCGAGTGCAACAACTCCCCTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:15838:49496 1 66 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 4 119 TTGacacacacCcacacacaGACAAacacacAACAGAGA TTGACACACACCCACACACA AGTTGTTGCACTCGGCTCAA 41 4 5 20 123 20 59,963 60,464 37,200 30,200 0.500528 F 133 GACATTGacacacacCcacacacaGACAAacacacAACAGAGACAGacacacATAGACACGCACCcacacacacacacacacacacacacacacacacaCGCATTGAGCCGAGTGCAACAACTCCCCTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:15838:49496 1 66 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 2 117 TTGacacacacCcacacacaGACAAacacacAACAGAGA TTGACACACACCCACACACA TTGTTGCACTCGGCTCAATG 41 2 5 20 121 20 59,963 59,407 37,200 28,200 0.629512 F 133 GACATTGacacacacCcacacacaGACAAacacacAACAGAGACAGacacacATAGACACGCACCcacacacacacacacacacacacacacacacacaCGCATTGAGCCGAGTGCAACAACTCCCCTACACA

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 25 141 AAGACCGAGAAAGAGGCAAGTAGAGTAAAagagag AAGACCGAGAAAGAGGCAAGT CAAACATCTTGGGCACTGCA 41 25 17 21 157 20 59,305 59,325 31,600 44,100 2,369,779 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 9 97 gagCATGTGAGGGATGAAGGAAGAGGGAATgagag GAGCATGTGAGGGATGAAGGA GCACTGCAGCAACTGAGTTT 9 13 49 21 145 20 59,512 59,617 33,600 26,600 1,871,207 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 26 141 AGACCGAGAAAGAGGCAAGTAGAGTAAAagagagC AGACCGAGAAAGAGGCAAGT TCAAACATCTTGGGCACTGC 41 26 18 20 158 20 58,657 59,039 31,600 44,000 2,304,088 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 25 140 AGACCGAGAAAGAGGCAAGTAGAGTAAAagagagC AGACCGAGAAAGAGGCAAGT CAAACATCTTGGGCACTGCA 41 25 18 20 157 20 58,657 59,325 31,600 44,100 2,018,152 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 13 128 AGACCGAGAAAGAGGCAAGTAGAGTAAAagagagC AGACCGAGAAAGAGGCAAGT GCACTGCAGCAACTGAGTTT 41 13 18 20 145 20 58,657 59,617 31,600 26,600 1,726,300 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT

ST‐E00142:460:H2K7HCCXY:6:2206:16640:14353 1 79 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 90 TGAGGGATGAAGGAAGAGGGAATgagagagagagag TGAGGGATGAAGGAAGAGGGA GCACTGCAGCAACTGAGTTT 2 13 56 21 145 20 59,634 59,617 42,000 26,600 1,749,314 F 162 GAGGGAGGAAAACATAAAGACCGAGAAAGAGGCAAGTAGAGTAAAagagagCATGTGAGGGATGAAGGAAGAGGGAATgagagagagagagagagagagagagagagagagaGTTaaaaaTTTGTAAACTCAGTTGCTGCAGTGCCCAAGATGTTTGAATAT

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 2 27 185 GATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttt GATGCTATAGGCCAGTGTCCT GCGAGAAGGTCCATGGGAAA 27 83 57 21 241 20 59,026 60,035 38,500 31,300 2,009,674 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 2 26 183 TGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATGCTATAGGCCAGTGTCCTT GCGAGAAGGTCCATGGGAAA 26 83 59 20 241 20 58,120 60,035 33,600 31,300 1,915,014 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 28 186 AGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttt AGATGCTATAGGCCAGTGTCC GCGAGAAGGTCCATGGGAAA 28 83 56 21 241 20 59,026 60,035 40,200 31,300 2,009,674 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 78 241 TGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCA TGCTCTGTCTCTCCATAATGCA ATGAGCGAGAAGGTCCATGG 78 87 5 22 245 20 59,232 59,533 39,600 36,600 3,235,344 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 78 243 TGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCA TGCTCTGTCTCTCCATAATGCA GGATGAGCGAGAAGGTCCAT 78 89 5 22 247 20 59,232 59,244 39,600 34,100 3,523,646 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 78 246 TGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCA TGCTCTGTCTCTCCATAATGCA TTGGGATGAGCGAGAAGGTC 78 92 5 22 250 20 59,232 59,463 39,600 38,500 3,305,148 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 64 221 AATGCAGCTTGTGTCCTTCGCAAATGCAACATATTA AATGCAGCTTGTGTCCTTCG GCGAGAAGGTCCATGGGAAA 64 83 21 20 241 20 59,123 60,035 37,900 31,300 0.912510 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 60 217 CAGCTTGTGTCCTTCGCAAATGCAACATATTAGATG CAGCTTGTGTCCTTCGCAAA GCGAGAAGGTCCATGGGAAA 60 83 25 20 241 20 59,337 60,035 36,800 31,300 0.698058 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 56 214 CTTGTGTCCTTCGCAAATGCAACATATTAGATGCTA CTTGTGTCCTTCGCAAATGCA GCGAGAAGGTCCATGGGAAA 56 83 28 21 241 20 60,001 60,035 39,600 31,300 1,036,926 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 27 138 GATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttt GATGCTATAGGCCAGTGTCCT AGCCCATAGAGTATTAGTTTATAGGGA 27 29 57 21 194 27 59,026 58,593 38,500 42,000 10,381,673 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 26 136 TGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATGCTATAGGCCAGTGTCCTT AGCCCATAGAGTATTAGTTTATAGGGA 26 29 59 20 194 27 58,120 58,593 33,600 42,000 10,287,012 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19380:67691 1 105 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 26 137 TGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATGCTATAGGCCAGTGTCCTT CAGCCCATAGAGTATTAGTTTATAGGG 26 30 59 20 195 27 58,120 58,521 33,600 35,300 10,358,452 F 266 ATTCTGCTCTGtctctcCATAATGCAGCTTGTGTCCTTCGCAAATGCAACATATTAGATGCTATAGGCCAGTGTCCTTTGTTTATGTTAttttttAATAAATTTtatatatatatatatatatatatatatatatataGTCCAGCTGGTAACATTATAAATTAATATTCCCTATAAACTAATACTCTATGGGCTGAAATTTATGTGACCCTGGTGGGCATGTTTCCCATGGACCTTCTCGCTCATCCCAATAATATgggggggTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19644:2153 1 26 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 5 6 164 CAGCACCACCTGACACTTTTGTTCCcacacacacacaca CAGCACCACCTGACACTTT AGGCTGCTTCAGATGATTGGT 6 84 1 19 164 21 57,899 59,716 26,600 36,700 4,384,743 F 178 CAGCACCACCTGACACTTTTGTTCCcacacacacacacacacacacacacacacacacacccccccccccccccccccccccccccccccTCCCTcccccccTCACACCTGGAccccccTCCCCACCACACCCCAGcccccccACCAATCATCTGAAGCAGCCTATGGCCAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2206:19644:2153 1 26 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 6 169 CAGCACCACCTGACACTTTTGTTCCcacacacacacaca CAGCACCACCTGACACTTT GCCATAGGCTGCTTCAGATGA 6 89 1 19 169 21 57,899 60,203 26,600 29,200 4,303,279 F 178 CAGCACCACCTGACACTTTTGTTCCcacacacacacacacacacacacacacacacacacccccccccccccccccccccccccccccccTCCCTcccccccTCACACCTGGAccccccTCCCCACCACACCCCAGcccccccACCAATCATCTGAAGCAGCCTATGGCCAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2206:19644:2153 1 26 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 6 169 CAGCACCACCTGACACTTTTGTTCCcacacacacacaca CAGCACCACCTGACACTTT GCCATAGGCTGCTTCAGATG 6 90 1 19 169 20 57,899 58,763 26,600 29,000 4,337,173 F 178 CAGCACCACCTGACACTTTTGTTCCcacacacacacacacacacacacacacacacacacccccccccccccccccccccccccccccccTCCCTcccccccTCACACCTGGAccccccTCCCCACCACACCCCAGcccccccACCAATCATCTGAAGCAGCCTATGGCCAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 4 2 149 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGC TCAGCCCTCTAAATGTGAGCA 2 66 5 26 153 21 57,574 59,091 44,000 42,600 10,334,196 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 1 97 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGCT TGCGCTACATGCCTGAACTA 1 15 5 27 101 20 58,739 59,465 42,400 22,400 8,795,691 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 1 110 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGCT CTTGACCAACACCTGCGCTA 1 28 5 27 114 20 58,739 60,603 42,400 42,600 8,863,456 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 1 114 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGCT TTCCCTTGACCAACACCTGC 1 32 5 27 118 20 58,739 60,467 42,400 48,500 8,728,108 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 1 148 GTGTATGATTGTCTTGTATTACTGCTCcacacacacacaGTGTATGATTGTCTTGTATTACTGCT TCAGCCCTCTAAATGTGAGCA 1 66 6 26 153 21 57,574 59,091 42,400 42,600 10,334,196 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 4 1 149 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGCT TCAGCCCTCTAAATGTGAGCA 1 66 5 27 153 21 58,739 59,091 42,400 42,600 10,169,436 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 2 204 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGC CTGGCAATCTTCCAGTTCAGT 2 121 5 26 208 21 57,574 58,212 44,000 34,100 11,213,572 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 1 203 GTGTATGATTGTCTTGTATTACTGCTCcacacacacacaGTGTATGATTGTCTTGTATTACTGCT CTGGCAATCTTCCAGTTCAGT 1 121 6 26 208 21 57,574 58,212 42,400 34,100 11,213,572 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:26352:16621 1 33 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 1 204 AGTGTATGATTGTCTTGTATTACTGCTCcacacacaca AGTGTATGATTGTCTTGTATTACTGCT CTGGCAATCTTCCAGTTCAGT 1 121 5 27 208 21 58,739 58,212 42,400 34,100 11,048,812 A 208 TAGAAGTGTATGATTGTCTTGTATTACTGCTCcacacacacacacacacacacacacacacacacaACCAACTTCCATCACTAGTTCAGGCATGTAGCGCAGGTGTTGGTCAAGGGAATGTATTTGGTACAATGCTCACATTTAGAGGGCTGAAGCAGCCAAAGTGATATCTCACCAGGTGTTTAGAACTGAACTGGAAGATTGCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 1 1 4 21 213 GGGCGGGAGGACTACAGATCCCGGCGGCCACCGC GGGCGGGAGGACTACAGAT AGACTTACCCTCCTGTGCCA 21 100 19 19 231 20 60,458 60,179 29,000 49,200 1,636,734 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 22 140 GGGCGGGAGGACTACAGATCCCGGCGGCCACCGC GGGCGGGAGGACTACAGA ACTCACTCCCTCATTGCTGC 22 27 19 18 158 20 60,043 60,036 34,100 52,500 2,078,878 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 21 140 GGGCGGGAGGACTACAGATCCCGGCGGCCACCGC GGGCGGGAGGACTACAGAT ACTCACTCCCTCATTGCTGC 21 27 19 19 158 20 60,458 60,036 29,000 52,500 1,493,461 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 20 140 GGGCGGGAGGACTACAGATCCCGGCGGCCACCGC GGGCGGGAGGACTACAGATC ACTCACTCCCTCATTGCTGC 20 27 19 20 158 20 61,465 60,036 27,500 52,500 1,500,829 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 136 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG ACTCACTCCCTCATTGCTGC 16 27 23 20 158 20 60,828 60,036 57,300 52,500 0.863973 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 208 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG GACTTACCCTCCTGTGCCAG 16 99 23 20 230 20 60,828 59,749 57,300 48,500 1,078,856 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 209 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG AGACTTACCCTCCTGTGCCA 16 100 23 20 231 20 60,828 60,179 57,300 49,200 1,007,246 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 249 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG CATCTCACCAGCTTCTTCCC 16 140 23 20 271 20 60,828 57,964 57,300 39,700 2,863,873 G 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 250 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG CCATCTCACCAGCTTCTTCCC 16 140 23 20 272 21 60,828 60,408 57,300 39,700 2,236,332 G 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 16 251 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG CCCATCTCACCAGCTTCTTCC 16 141 23 20 273 21 60,828 60,408 57,300 34,600 2,236,332 G 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 11 120 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG CTGCCGATCCTTCCAGTGAG 16 11 23 20 142 20 60,828 60,179 57,300 35,100 1,007,432 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 6 1 110 GGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGGGAGGACTACAGATCCCGG TTCCAGTGAGGGCAAAGAGG 16 1 23 20 132 20 60,828 59,598 57,300 36,900 1,230,081 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 7 39 243 GAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGGAGGTGCTGGGAGGAGCG GGGTGGGCTAATTAGACTTACCC 39 110 2 18 244 23 62,154 60,181 50,300 36,900 7,335,794 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 8 40 243 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTAC GGAGGTGCTGGGAGGAGC GGTGGGCTAATTAGACTTACCCT 40 109 1 18 243 23 61,792 59,285 47,000 43,400 7,506,901 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:3112:59235 1 59 53 17 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACCCNA 0 0 8 40 244 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTAC GGAGGTGCTGGGAGGAGC GGGTGGGCTAATTAGACTTACCC 40 110 1 18 244 23 61,792 60,181 47,000 36,900 6,973,032 D 278 GGAGGTGCTGGGAGGAGCGGGCGGGAGGACTACAGATCCCGGCGGCCACCGCGCCAGGctctctctctctctctctctctctctctctctctCACCcctcctcctcctcctCCCTCTTTGCCCTCACTGGAAGGATCGGCAGCAATGAGGGAGTGAGTGAAGATAGGAATTAACATCAACCAGGAGGGAAAAGGGGAGCCACCCAGGGCGCTGGCACAGGAGGGTAAGTCTAATTAGCCCACCCCAGGGTGGGGAAGAAGCTGGTGAGATgggggAGG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 0 113 TCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGC TCAGTGTTTACTCCCTGCACC TGAAATTCACAGCACGCGTG 31 0 50 21 162 20 59,928 60,041 50,100 53,400 1,113,099 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 54 211 GCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCAGAACTGGCAGTAAATCAGG TGGCTCCTTACAACCCAAGT 74 54 6 22 216 20 59,579 58,854 38,600 31,600 3,566,995 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 45 202 GCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCAGAACTGGCAGTAAATCAGG ACAACCCAAGTTTCCAGTGC 74 45 6 22 207 20 59,579 58,889 38,600 44,000 3,532,701 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 34 191 GCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCAGAACTGGCAGTAAATCAGG TTCCAGTGCTATGAGTGCCA 74 34 6 22 196 20 59,579 59,017 38,600 49,200 3,404,891 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 120 GCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtg GCATCCAGCACAGCTTGAAG TTCCAGTGCTATGAGTGCCA 5 34 77 20 196 20 59,829 59,017 30,200 49,200 1,154,028 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 140 GCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtg GCATCCAGCACAGCTTGAAG TGGCTCCTTACAACCCAAGTT 5 53 77 20 216 21 59,829 59,503 30,200 26,600 1,667,847 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 5 140 GCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtg GCATCCAGCACAGCTTGAAG TGGCTCCTTACAACCCAAGT 5 54 77 20 216 20 59,829 58,854 30,200 31,600 1,316,132 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 4 119 CATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtg CATCCAGCACAGCTTGAAGC TTCCAGTGCTATGAGTGCCA 4 34 78 20 196 20 59,829 59,017 38,600 49,200 1,154,028 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2206:32289:52080 1 102 41 17 1.5 AC GTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 4 140 CATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtg CATCCAGCACAGCTTGAAGC TTGGCTCCTTACAACCCAAGT 4 54 78 20 217 21 59,829 59,503 38,600 31,600 1,667,847 B 278 AAATGGCAGAACTGGCAGTAAATCAGGATGATATTTATTCTGCATAATTTCAGTGTTTACTCCCTGCACCAAAATGGCATCCAGCACAGCTTGAAGCAGAAgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGCGTGCTGTGAATTTCATTTTGGACCTAAAATGGCACTCATAGCACTGGAAACTTGGGTTGTAAGGAGCCAAATTTTGTGCTCTTACTGCTTTTAAATGTCTGTGTTTATTTTaaaaaGCACTCAACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:13382:55262 1 47 47 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCNA 1 1 6 0 95 aaTGAACTGTGACTGTTGGAATGctctctctctctctctct AATGAACTGTGACTGTTGGAATG CAGAAAGTGAGAGGAAGGAGAGG 0 2 24 23 118 23 57,557 59,805 26,700 36,900 8,638,581 F 157 TTACCAGAGAAATAGGGAAGaaaaaTGAACTGTGACTGTTGGAATGctctctctctctctctctctctctctctctctctTtctctctctctcATCCTCTCCTTCCTCTCACTTTCTGTGCTtctctctctcTGTCTGCGCTCctctctctctctGC

ST‐E00142:460:H2K7HCCXY:6:2207:13382:55262 1 47 47 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCNA 0 0 7 0 93 aaTGAACTGTGACTGTTGGAATGctctctctctctctctct AATGAACTGTGACTGTTGGAATG GAAAGTGAGAGGAAGGAGAGGA 0 1 24 23 116 22 57,557 58,564 26,700 37,100 8,879,429 F 157 TTACCAGAGAAATAGGGAAGaaaaaTGAACTGTGACTGTTGGAATGctctctctctctctctctctctctctctctctctTtctctctctctcATCCTCTCCTTCCTCTCACTTTCTGTGCTtctctctctcTGTCTGCGCTCctctctctctctGC

ST‐E00142:460:H2K7HCCXY:6:2207:13382:55262 1 47 47 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCNA 0 0 7 0 94 aaTGAACTGTGACTGTTGGAATGctctctctctctctctct AATGAACTGTGACTGTTGGAATG AGAAAGTGAGAGGAAGGAGAGGA 0 1 24 23 117 23 57,557 59,923 26,700 37,100 8,519,971 F 157 TTACCAGAGAAATAGGGAAGaaaaaTGAACTGTGACTGTTGGAATGctctctctctctctctctctctctctctctctctTtctctctctctcATCCTCTCCTTCCTCTCACTTTCTGTGCTtctctctctcTGTCTGCGCTCctctctctctctGC

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 4 162 AATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagAATGGTACCTGGAGCAACCC TCCCATCCACACACTGAACA 16 4 89 20 250 20 59,668 58,864 41,100 31,800 1,467,576 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 4 246 TTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTTTACACGCTGACTCACGTCC TCCCATCCACACACTGAACA 100 4 5 20 250 20 60,040 58,864 47,900 31,800 1,175,758 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 3 161 AATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagAATGGTACCTGGAGCAACCC CCCATCCACACACTGAACAC 16 3 89 20 249 20 59,668 58,762 41,100 33,200 1,570,056 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 3 162 AATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagAATGGTACCTGGAGCAACCC TCCCATCCACACACTGAACAC 16 3 89 20 250 21 59,668 60,203 41,100 33,200 1,534,374 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 3 245 TTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTTTACACGCTGACTCACGTCC CCCATCCACACACTGAACAC 100 3 5 20 249 20 60,040 58,762 47,900 33,200 1,278,237 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 3 246 TTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTTTACACGCTGACTCACGTCC TCCCATCCACACACTGAACAC 100 3 5 20 250 21 60,040 60,203 47,900 33,200 1,242,556 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 239 CGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTCGCTGACTCACGTCCCAATT CCATCCACACACTGAACACA 95 2 10 20 248 20 60,671 58,034 23,200 37,200 2,636,481 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 1 239 CGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTCGCTGACTCACGTCCCAATT CCATCCACACACTGAACACAG 95 1 10 20 248 21 60,671 59,124 23,200 36,600 2,546,060 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:13890:18661 1 125 102 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 3 239 GCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTGCTGACTCACGTCCCAATTT CCCATCCACACACTGAACAC 94 3 11 20 249 20 58,476 58,762 18,200 33,200 2,762,197 F 274 AGCGTTACACGCTGACTCACGTCCCAATTTTCCCACTCTGTATACTTCTGGcacacaTTCTTAACTGCAGCATTACTGACCTGCCTAAAATGGTACCTGGAGCAAcccccACCAGaaaaaaaaaagagagagagagagagagagagagagagagagagtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTTCAgtgtgtGGATGGGATGTAGATGCAAAACAGCACCGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 1 1 3 35 169 TCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTCCTTTCAGGCTCAGTTTCCA AGATCGGACAAATAAGCCACCT 50 35 60 21 228 22 59,226 59,494 35,300 40,000 4,280,073 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 3 0 191 ACAATGAAAGCACTGAGAACTGGATTTTGGAAGAAACAATGAAAGCACTGAGAACTGG TTCAACTTCAGCCACTTTGCA 106 0 2 23 192 21 59,433 58,901 40,000 40,800 5,665,778 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 3 0 192 ACAATGAAAGCACTGAGAACTGGATTTTGGAAGAAACAATGAAAGCACTGAGAACTGG CTTCAACTTCAGCCACTTTGCA 106 0 2 23 193 22 59,433 59,900 40,000 40,800 5,666,755 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 31 160 TCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCA TCAGGCTCAGTTTCCAAGAGT CGGACAAATAAGCCACCTTTCG 45 31 65 21 224 22 58,950 60,160 32,400 34,600 4,209,716 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 31 165 TCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTCCTTTCAGGCTCAGTTTCCA CGGACAAATAAGCCACCTTTCG 50 31 60 21 224 22 59,226 60,160 35,300 34,600 3,933,826 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 0 96 TTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtg TTGCACTCCCATTGCCTCAT TCAACTTCAGCCACTTTGCA 15 0 96 20 191 20 59,960 58,239 29,000 40,800 1,801,506 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 0 97 ATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCt ATTGCACTCCCATTGCCTCA TCAACTTCAGCCACTTTGCA 16 0 95 20 191 20 59,960 58,239 38,600 40,800 1,801,506 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 0 99 TGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTTGATTGCACTCCCATTGCCT TCAACTTCAGCCACTTTGCA 18 0 93 20 191 20 59,960 58,239 47,500 40,800 1,801,506 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:1935:70627 1 131 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 4 0 190 ACAATGAAAGCACTGAGAACTGGATTTTGGAAGAAACAATGAAAGCACTGAGAACTGG TCAACTTCAGCCACTTTGCA 106 0 2 23 191 20 59,433 58,239 40,000 40,800 5,328,612 B 238 AACAATGAAAGCACTGAGAACTGGATTTTGGAAGAATACTTTGTTTGAAGCTTAGAACTTCCTTTCAGGCTCAGTTTCCAAGAGTTTTCAATTGATTGCACTCCCATTGCCTCATCTGTCAGGTGATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTGCAAAGTGGCTGAAGTTGAAGGTATTGTTTCGAAAGGTGGCTTATTTGTCCGATCTATAACCCAAN

ST‐E00142:460:H2K7HCCXY:6:2207:20111:13896 1 98 41 17 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 16 3 95 TGTTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtg TGTTTGTGTGAGTGTGCGTG AGTCACTCGCAGTCACACAG 3 11 75 20 169 20 59,554 59,969 53,400 36,600 0.477143 F 169 AtgtgtgtgtgAgggggAGAGgtgtgtgtgtgtGCgtgtgtgtgtGCATGTGAgtgtgtgtgtgtgtgtGAGCATGTTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGATTGCCtgtgtgACTGCGAGTGACT

ST‐E00142:460:H2K7HCCXY:6:2207:20111:13896 1 98 41 17 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 2 94 GTTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtgtgGTTTGTGTGAGTGTGCGTGT AGTCACTCGCAGTCACACAG 2 11 76 20 169 20 59,554 59,969 44,900 36,600 0.477536 F 169 AtgtgtgtgtgAgggggAGAGgtgtgtgtgtgtGCgtgtgtgtgtGCATGTGAgtgtgtgtgtgtgtgtGAGCATGTTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGATTGCCtgtgtgACTGCGAGTGACT

ST‐E00142:460:H2K7HCCXY:6:2207:20111:13896 1 98 41 17 1.5 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 1 93 TTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtgtgt TTTGTGTGAGTGTGCGTGTG AGTCACTCGCAGTCACACAG 1 11 77 20 169 20 59,554 59,969 38,200 36,600 0.477143 F 169 AtgtgtgtgtgAgggggAGAGgtgtgtgtgtgtGCgtgtgtgtgtGCATGTGAgtgtgtgtgtgtgtgtGAGCATGTTtgtgtgAGTGTGCGTGTGCgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGATTGCCtgtgtgACTGCGAGTGACT

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 1 1 3 0 153 AGAACCCTGAGACTGGGAGTCAGTTGGacacacacacAGAACCCTGAGACTGGGAGT CCTCGACAGCCTCCTCTGTA 7 0 12 20 164 20 59,510 60,394 38,500 27,400 0.884055 D 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 10 240 TGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacTGGAGAACCCTGAGACTGGG TTCCTTCTCTCCTGGCCCAG 10 84 9 20 248 20 60,545 60,912 44,500 44,500 1,456,835 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 10 241 TGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacTGGAGAACCCTGAGACTGGG TTTCCTTCTCTCCTGGCCCA 10 85 9 20 249 20 60,545 60,476 44,500 53,600 1,020,942 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 9 199 GGAGAACCCTGAGACTGGGAGTCAGTTGGacacacaGGAGAACCCTGAGACTGGGA GAGAGAGGAGGAGCAGGTGT 9 44 10 20 208 20 60,252 60,324 43,700 41,600 0.576560 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 9 234 GGAGAACCCTGAGACTGGGAGTCAGTTGGacacacaGGAGAACCCTGAGACTGGGA TCTCTCCTGGCCCAGTGTAT 9 79 10 20 243 20 60,252 59,660 43,700 22,900 0.592143 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 9 235 GGAGAACCCTGAGACTGGGAGTCAGTTGGacacacaGGAGAACCCTGAGACTGGGA TTCTCTCCTGGCCCAGTGTA 9 80 10 20 244 20 60,252 59,884 43,700 29,000 0.368626 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 9 240 GGAGAACCCTGAGACTGGGAGTCAGTTGGacacacaGGAGAACCCTGAGACTGGGA TTTCCTTCTCTCCTGGCCCA 9 85 10 20 249 20 60,252 60,476 43,700 53,600 0.727917 G 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 0 155 GGAGAACCCTGAGACTGGGAGTCAGTTGGacacacaGGAGAACCCTGAGACTGGGA CCTCGACAGCCTCCTCTGTA 9 0 10 20 164 20 60,252 60,394 43,700 27,400 0.646773 D 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:20882:44275 1 39 106 17 3 AC ACACACACACACAGACACACGCACAAACACACACA NA 0 0 4 0 156 TGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacTGGAGAACCCTGAGACTGGG CCTCGACAGCCTCCTCTGTA 10 0 9 20 164 20 60,545 60,394 44,500 27,400 0.939798 D 263 GTGTGAGATGGAGAACCCTGAGACTGGGAGTCAGTTGGacacacacacacAGacacacGCACAAacacacacAGacacacacacGcacacacaTATACAAACAACATGCGcacacacacacacacacacacacacacacacacaTACAGAGGAGGCTGTCGAGGCCGCTCGGTGCACGCCCCTcccccACACCTGctcctcctcTCTCCCCaaaaaCCTATCCATACACTGGGCCAGgagagaAGGAAAACCAGGCTGAAGGG

ST‐E00142:460:H2K7HCCXY:6:2207:25530:46947 1 58 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 15 0 92 GCAGGTCCTGAGGGAGAAACAGAAGGTCAtgtgtgAGCAGGTCCTGAGGGAGAAAC CCTCTCCCTCGCTGTCTCC 19 0 19 20 110 19 60,036 61,125 27,800 37,100 2,160,608 B 164 TCCCTGTACGTTTCAGAGGCAGGTCCTGAGGGAGAAACAGAAGGTCAtgtgtgAGACagagagagagagagagagagagagagagagagagGGAGACAGCGAGGGAGAGGgagagagagaCAGGGAGGGAGAGGgagagagagaCAGCGAGGgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:25530:46947 1 58 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 0 104 TACGTTTCAGAGGCAGGTCCTGAGGGAGAAACAGATACGTTTCAGAGGCAGGTCC CCTCTCCCTCGCTGTCTCC 31 0 7 20 110 19 59,393 61,125 44,600 37,100 2,731,296 B 164 TCCCTGTACGTTTCAGAGGCAGGTCCTGAGGGAGAAACAGAAGGTCAtgtgtgAGACagagagagagagagagagagagagagagagagagGGAGACAGCGAGGGAGAGGgagagagagaCAGGGAGGGAGAGGgagagagagaCAGCGAGGgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:25530:46947 1 58 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 0 109 CCCTGTACGTTTCAGAGGCAGGTCCTGAGGGAGAACCCTGTACGTTTCAGAGGCA CCTCTCCCTCGCTGTCTCC 36 0 2 20 110 19 59,680 61,125 47,500 37,100 2,445,067 B 164 TCCCTGTACGTTTCAGAGGCAGGTCCTGAGGGAGAAACAGAAGGTCAtgtgtgAGACagagagagagagagagagagagagagagagagagGGAGACAGCGAGGGAGAGGgagagagagaCAGGGAGGGAGAGGgagagagagaCAGCGAGGgagagagagaCA

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 3 86 247 TTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCATTGTGTCACGACCTGAGCTG TCATCTGGTTCAATGTGCCCT 86 86 17 20 263 21 60,249 59,645 42,400 51,900 1,604,828 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 86 251 TGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTTGCATTGTGTCACGACCTGA TCATCTGGTTCAATGTGCCCT 90 86 13 20 263 21 59,894 59,645 38,600 51,900 1,461,160 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 83 244 TGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGC TGTCACGACCTGAGCTGTTG TCATCTGGTTCAATGTGCCCT 83 86 20 20 263 21 60,249 59,645 33,300 51,900 1,604,828 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 55 212 TGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGC TGTCACGACCTGAGCTGTTG ACTCTGCCATCAGTACCTGC 83 55 20 20 231 20 60,249 59,461 33,300 48,500 0.788498 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 55 219 TGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTTGCATTGTGTCACGACCTGA ACTCTGCCATCAGTACCTGC 90 55 13 20 231 20 59,894 59,461 38,600 48,500 0.644829 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 54 189 AGCGATTGTCAGCCCAAGTTACAGAAACATAGAAA AGCGATTGTCAGCCCAAGTT CTCTGCCATCAGTACCTGCT 61 54 42 20 230 20 60,251 59,171 26,600 42,400 1,080,235 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 50 186 AGCGATTGTCAGCCCAAGTTACAGAAACATAGAAA AGCGATTGTCAGCCCAAGTT TGCCATCAGTACCTGCTATCG 61 50 42 20 227 21 60,251 59,659 26,600 29,200 1,592,111 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 48 184 AGCGATTGTCAGCCCAAGTTACAGAAACATAGAAA AGCGATTGTCAGCCCAAGTT CCATCAGTACCTGCTATCGCA 61 48 42 20 225 21 60,251 59,659 26,600 51,000 1,592,111 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 29 135 AGAAACTGGGAGCAGTAGTACTTTTCAATACATACGAGAAACTGGGAGCAGTAGTACT CATTACGTGCAACATGGTGAT 29 29 72 22 206 21 58,219 57,237 27,300 30,600 7,543,723 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 1 136 TCAATACATACGACTCTAGGTTAGGTGtatatatatata TCAATACATACGACTCTAGGTTAGGT ACTCTGCCATCAGTACCTGC 1 55 96 26 231 20 58,714 59,461 30,800 48,500 7,824,617 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 0 136 TCAATACATACGACTCTAGGTTAGGTGtatatatatata TCAATACATACGACTCTAGGTTAGGTG ACTCTGCCATCAGTACCTGC 0 55 96 27 231 20 59,772 59,461 40,000 48,500 7,767,159 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:26534:30931 1 123 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 6 55 198 CTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAA CTGTTGGCAGCGATTGTCAG ACTCTGCCATCAGTACCTGC 69 55 34 20 231 20 59,833 59,461 35,100 48,500 0.706520 A 272 ACCAGTAAATAATGCATTGTGTCACGACCTGAGCTGTTGGCAGCGATTGTCAGCCCAAGTTACAGAAACATAGAAACTGGGAGCAGTAGTACTTTTCAATACATACGACTCTAGGTTAGGTGtatatatatatatatatatatatatatatatataTTAAGGAGATTTAATAGTATATCTAGTATATCACCATGTTGCACGTAATGCGATAGCAGGTACTGATGGCAGAGTTTCTTCCATAAAGGGCACATTGAACCAGATGAGAGCTTTAT

ST‐E00142:460:H2K7HCCXY:6:2207:27691:43941 1 73 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 10 6 91 GcacacaCTTAAACACCCTCACTCTCATTcacacacacacGCACACACTTAAACACCCTCAC TGCGTGATTATGTGTGATCAGG 7 6 44 22 134 22 59,967 58,803 35,100 38,600 5,230,189 F 135 CAGCcacacacaTTAATTTGcacacacaTTCAAAGACACATATGcacacaCTTAAACACCCTCACTCTCATTcacacacacacacacacacacacacacacacacaAGGAAACCTGATcacacaTAATCACGCAA

ST‐E00142:460:H2K7HCCXY:6:2207:27691:43941 1 73 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 5 90 GcacacaCTTAAACACCCTCACTCTCATTcacacacacacGCACACACTTAAACACCCTCAC GCGTGATTATGTGTGATCAGGT 7 5 44 22 133 22 59,967 58,802 35,100 40,000 5,230,992 F 135 CAGCcacacacaTTAATTTGcacacacaTTCAAAGACACATATGcacacaCTTAAACACCCTCACTCTCATTcacacacacacacacacacacacacacacacacaAGGAAACCTGATcacacaTAATCACGCAA

ST‐E00142:460:H2K7HCCXY:6:2207:27691:43941 1 73 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 10 5 91 GcacacaCTTAAACACCCTCACTCTCATTcacacacacacGCACACACTTAAACACCCTCAC TGCGTGATTATGTGTGATCAGGT 7 5 44 22 134 23 59,967 60,369 35,100 40,000 5,402,290 F 135 CAGCcacacacaTTAATTTGcacacacaTTCAAAGACACATATGcacacaCTTAAACACCCTCACTCTCATTcacacacacacacacacacacacacacacacacaAGGAAACCTGATcacacaTAATCACGCAA

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 4 177 AGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgt AGAAACTGAAACAAGCTTGTGGG TGTCATTATAATCAGCACTTTGGGA 4 91 22 23 198 25 59,869 58,578 46,100 43,700 9,553,379 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 190 TTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgt TTGAGAAACTGAAACAAGCTTGTG TCTTTCATGTTGTCATTATAATCAGCA 6 99 19 24 208 27 58,598 57,824 33,300 44,100 14,578,010 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 176 GAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtg GAAACTGAAACAAGCTTGTGGG TGTCATTATAATCAGCACTTTGGGA 4 91 23 22 198 25 58,552 58,578 46,100 43,700 9,870,075 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 177 AGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgt AGAAACTGAAACAAGCTTGTGGG TGTCATTATAATCAGCACTTTGGG 4 92 22 23 198 24 59,869 57,302 46,100 41,200 9,829,054 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 8 190 ACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgt ACTTTGAGAAACTGAAACAAGCTTG TTCATGTTGTCATTATAATCAGCACT 8 97 16 25 205 26 58,905 57,490 40,100 44,000 14,605,619 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:28524:43167 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 10 190 ACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgt ACTTTGAGAAACTGAAACAAGCT TTCATGTTGTCATTATAATCAGCACT 10 97 16 23 205 26 57,096 57,490 37,400 44,000 14,414,604 A 242 tttttCCCTAATATTACTTTGAGAAACTGAAACAAGCTTGTGGGGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTAATTTAATTAAACTGAAAATAGACAGACTGCAAGTTTTACATCAGCCAAAATTGGAAATAAATAAGGCAAAGTTATTAAGTTTAGTTTTCCCAAAGTGCTGATTATAATGACAACATGAAAGAtttttATATTCTGGGAAGGTAACTTCCaaaaaaa

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 1 1 13 0 166 TGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTATGCACACAGTACTCCAGCTG AGCGACAGAGAGAGAAAGACG 22 0 91 20 256 21 59,966 59,533 42,400 41,800 1,500,869 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 13 0 230 GGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACA GGTGAATCTCCTCTGCACCC AGCGACAGAGAGAGAAAGACG 86 0 27 20 256 21 60,107 59,533 46,100 41,800 1,574,409 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 14 7 236 GGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACA GGTGAATCTCCTCTGCACCC ACAGAGAGCGACAGAGAGAG 86 7 27 20 262 20 60,107 58,262 46,100 32,000 1,845,298 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 171 GcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACGCACACAGTACTCCAGCTGT ACAGAGAGCGACAGAGAGAGA 21 6 92 20 262 21 59,966 59,722 44,000 31,000 1,311,901 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 172 TGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTATGCACACAGTACTCCAGCTG ACAGAGAGCGACAGAGAGAGA 22 6 91 20 262 21 59,966 59,722 42,400 31,000 1,311,762 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 236 GGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACA GGTGAATCTCCTCTGCACCC ACAGAGAGCGACAGAGAGAGA 86 6 27 20 262 21 60,107 59,722 46,100 31,000 1,385,301 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 240 TCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAAT TCCTGGTGAATCTCCTCTGC ACAGAGAGCGACAGAGAGAGA 90 6 23 20 262 21 58,801 59,722 42,600 31,000 2,476,555 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 240 TCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAAT TCCTGGTGAATCTCCTCTGCA ACAGAGAGCGACAGAGAGAGA 89 6 23 21 262 21 60,553 59,722 44,100 31,000 2,831,026 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2207:6431:53908 1 133 103 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTNA 0 0 15 6 248 AGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCC AGGCAACATCCTGGTGAATCT ACAGAGAGCGACAGAGAGAGA 97 6 15 21 262 21 59,362 59,722 24,000 31,000 2,915,395 G 282 AGACCCTCCAGCCCAGGCAACATCCTGGTGAATCTCCTCTGCAcccccTCCAGTGCAATCACATCCTTCCTATAATGTGGTGACCAGAACTGcacacaGTACTCCAGCTGTGGCCTGACCAGAGTTACACTAtctctctctctctctctctctctctctctctctcCctctctctGTTGCTGtctctctctctctcTGtctctcCTCTCCGtctctctctctctctcCTtctctcCGTCTTtctctctcTGTCGctctctGTATTTCTtctctctcCATCGT

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 5 139 ACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtg ACACGTGATCATCATGCTCCT AGTGGAAATATTACTGACACATGCA 5 54 40 21 178 25 59,516 58,820 36,900 39,600 7,663,583 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 5 167 ACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtg ACACGTGATCATCATGCTCCT AGATACAGATGCCAAATACTGGG 5 84 40 21 206 23 59,516 58,022 36,900 44,500 6,461,926 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 5 169 ACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtg ACACGTGATCATCATGCTCCT CAAGATACAGATGCCAAATACTGGG 5 84 40 21 208 25 59,516 59,760 36,900 44,500 6,724,010 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 5 232 ACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtg ACACGTGATCATCATGCTCCT TTCACAAGTGGGATTACTTTGTTT 5 148 40 21 271 24 59,516 57,216 36,900 28,300 8,267,536 F 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 137 ACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtACGTGATCATCATGCTCCTGA AGTGGAAATATTACTGACACATGCA 3 54 42 21 178 25 59,241 58,820 38,600 39,600 7,938,618 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 165 ACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtACGTGATCATCATGCTCCTGA AGATACAGATGCCAAATACTGGG 3 84 42 21 206 23 59,241 58,022 38,600 44,500 6,736,961 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 230 ACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtACGTGATCATCATGCTCCTGA TTCACAAGTGGGATTACTTTGTTT 3 148 42 21 271 24 59,241 57,216 38,600 28,300 8,542,571 F 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 138 ACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtg ACACGTGATCATCATGCTCCT GTGGAAATATTACTGACACATGCA 5 54 40 21 177 24 59,516 57,565 36,900 39,600 7,919,257 A 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:11840:9484 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 6 233 GACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtg GACACGTGATCATCATGCTCC TTCACAAGTGGGATTACTTTGTTT 6 148 39 21 271 24 59,137 57,216 47,000 28,300 8,647,163 F 271 TTCATTTCCTTTTCATTATGACATTCAGATCTGAAAATGACACGTGATCATCATGCTCCTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAAAGATCTTTAATTCATAATGAGAATAGATCTAAAATATTGCATTCATGAATTGCATGTGTCAGTAATATTTCCACTTTCTCCCCAGTATTTGGCATCTGTATCTTGATTTTCATTCCAATTCTTTTCATGAGATTCCTGTAATaaaaaCAAAGTAATCCCACTTGTGAA

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 1 1 4 0 94 ACTGAATGActctctCCTGCGcacacacacaTacacacaca ACTGAATGACTCTCTCCTGCG TTCTTGGGCGGCAGTGTG 0 10 120 21 213 18 59,524 60,594 51,800 38,200 4,070,387 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 7 10 191 TGAAACACAGGAACGCACATTCGCCCTTACACAAG TGAAACACAGGAACGCACATT TTCTTGGGCGGCAGTGTG 97 10 23 21 213 18 58,979 60,594 27,100 38,200 4,615,023 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 7 0 117 acacacAGTTACATGCATGTCGACAGACAAACACTGAACACACAGTTACATGCATGTCG GGCAGTGTGTGTGCTGAAG 31 0 88 22 204 19 59,520 59,349 43,500 30,200 4,130,949 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 7 0 160 GCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGCCCTTACACAAGCAGGAGT GGCAGTGTGTGTGCTGAAG 76 0 45 20 204 19 59,963 59,349 38,500 30,200 1,687,786 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 7 0 172 GAACGCACATTCGCCCTTACACAAGCAGGAGTACA GAACGCACATTCGCCCTTAC GGCAGTGTGTGTGCTGAAG 88 0 33 20 204 19 59,904 59,349 23,400 30,200 1,747,366 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 8 10 191 TGAAACACAGGAACGCACATTCGCCCTTACACAAG TGAAACACAGGAACGCACAT TTCTTGGGCGGCAGTGTG 98 10 23 20 213 18 58,326 60,594 32,100 38,200 4,268,662 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 8 0 153 CACAAGCAGGAGTACACCCATATTCAGCAGGAATa CACAAGCAGGAGTACACCCA GGCAGTGTGTGTGCTGAAG 69 0 52 20 204 19 59,604 59,349 45,100 30,200 2,047,347 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 10 10 192 aTGAAACACAGGAACGCACATTCGCCCTTACACAAGATGAAACACAGGAACGCACA TTCTTGGGCGGCAGTGTG 99 10 22 20 213 18 58,326 60,594 45,700 38,200 4,268,662 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:13991:31037 1 141 45 17 1.5 AC CACACACACATACACACACACACACACACACACACANA 0 0 10 0 130 TCAGCAGGAATacacacacAGTTACATGCATGTCGAC TCAGCAGGAATACACACACAGT GGCAGTGTGTGTGCTGAAG 44 0 75 22 204 19 59,631 59,349 35,500 30,200 4,019,459 F 247 ACGTACACATACAGCCaaaaaaTGAAACACAGGAACGCACATTCGCCCTTACACAAGCAGGAGTACACCCATATTCAGCAGGAATacacacacAGTTACATGCATGTCGACAGACAAACACTGAATGActctctCCTGCGcacacacacaTacacacacacacacacacacacacacacacacacCTTCAGcacacacaCTGCCGCCCAAGAAacacacacacTcacacacacaCTCACATATAAAC

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 1 1 10 1 153 CTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCCTCACTCACACAGCTCTCCC AAACACACGTCAGAGAGCGT 23 1 10 20 162 20 59,754 59,898 43,000 50,700 0.348568 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 10 1 154 CCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCCTCACTCACACAGCTCTCC AAACACACGTCAGAGAGCGT 24 1 9 20 162 20 59,754 59,898 37,100 50,700 0.348568 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 10 1 155 TCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCTCCTCACTCACACAGCTCTC AAACACACGTCAGAGAGCGT 25 1 8 20 162 20 58,748 59,898 32,000 50,700 1,354,656 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 2 134 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC AAACACACGTCAGAGAGCG 4 2 29 20 162 19 59,588 58,113 43,000 50,300 3,298,706 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 1 133 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC AACACACGTCAGAGAGCGT 4 1 29 20 161 19 59,588 59,266 43,000 50,700 2,145,984 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 89 17 3 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 1 134 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC AAACACACGTCAGAGAGCGT 4 1 29 20 162 20 59,588 59,898 43,000 50,700 0.514329 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 1 8 16 209 CTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCCTCACTCACACAGCTCTCCC TCCAACTGCACTCGGTGATC 23 16 10 20 218 20 59,754 60,037 43,000 29,200 0.283412 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 8 16 210 CCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCCTCACTCACACAGCTCTCC TCCAACTGCACTCGGTGATC 24 16 9 20 218 20 59,754 60,037 37,100 29,200 0.283412 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 8 2 195 CTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCCTCACTCACACAGCTCTCCC GTGATCAGCGCTGGAGTTCT 23 2 10 20 204 20 59,754 60,108 43,000 30,100 0.354511 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 4 189 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC CCAACTGCACTCGGTGATCA 4 15 29 20 217 20 59,588 60,321 43,000 29,200 0.732531 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 2 176 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC GTGATCAGCGCTGGAGTTCT 4 2 29 20 204 20 59,588 60,108 43,000 30,100 0.520272 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:14306:56194 1 53 130 17 4 AG CTCTCTCCCTCTCTCTCTGACGTCTCTCTCTCTCCCCCNA 0 0 12 1 175 cccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGCCCTCTATCCTCCCTCTCCC TGATCAGCGCTGGAGTTCTG 4 1 29 20 203 20 59,588 60,108 43,000 30,200 0.520320 G 224 TTTCTCTTCCTCACTcacacaGCTCTcccccTCTATCCTCCCTCTCCCCTTCctctctCCctctctctctGACGtctctctctctcCCCctctctctctctctctCCctctctctctctctctctctctctctctctctctCACGctctctGACgtgtgttttttttctctctctctctctcCCAGAACTCCAGCGCTGATCACCGAGTGCAGTTGGACCTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 13 39 176 CACCGTGAGATTGCGAGACATGGAGAGCGAAATAGCACCGTGAGATTGCGAGACA TCTCCATGTCTCTCTCCCTGT 62 39 5 20 180 21 60,389 59,357 34,100 40,000 2,031,806 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 37 162 GCGAGACATGGAGAGCGAAATAGAGATACTGaaaaGCGAGACATGGAGAGCGAAA TCCATGTCTCTCTCCCTGTCT 50 37 17 20 178 21 60,459 59,357 34,600 34,100 2,101,829 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 37 174 CACCGTGAGATTGCGAGACATGGAGAGCGAAATAGCACCGTGAGATTGCGAGACA TCCATGTCTCTCTCCCTGTCT 62 37 5 20 178 21 60,389 59,357 34,100 34,100 2,031,806 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 4 116 AAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgAAGCGAGAGACAGAGAACGT TCCATGTCTCTCTCCCTGTCT 4 37 63 20 178 21 58,760 59,357 39,900 34,100 2,883,542 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 3 115 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT TCCATGTCTCTCTCCCTGTCT 3 37 64 20 178 21 58,760 59,357 39,900 34,100 2,883,542 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:18710:23987 1 87 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 3 117 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT TCTCCATGTCTCTCTCCCTGT 3 39 64 20 180 21 58,760 59,357 39,900 40,000 2,883,542 F 185 GGGCCACCGTGAGATTGCGAGACATGGAGAGCGAAATAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGGGAGAGGGGAACAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 1 1 4 7 137 GGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGGCAATGGAGGTGAAATTGGTC CTGAAAGGGATATTGGGCATGA 30 7 124 22 260 22 60,094 58,164 40,200 30,700 5,930,171 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 7 147 CCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTA CCATCAGTAAGGCAATGGAGGT CTGAAAGGGATATTGGGCATGA 40 7 114 22 260 22 60,092 58,164 38,500 30,700 5,928,358 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 7 148 TCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTT TCCATCAGTAAGGCAATGGAGG CTGAAAGGGATATTGGGCATGA 41 7 113 22 260 22 59,827 58,164 43,000 30,700 6,009,501 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 4 7 250 TCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGTCACTGCCTTCTCTATGTGACT CTGAAAGGGATATTGGGCATGA 143 7 11 22 260 22 58,565 58,164 34,100 30,700 7,271,421 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 7 136 GGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGGCAATGGAGGTGAAATTGGT TGAAAGGGATATTGGGCATGA 31 7 124 21 259 21 59,098 57,031 36,700 30,700 5,871,299 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 7 137 GGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGGCAATGGAGGTGAAATTGGT CTGAAAGGGATATTGGGCATGA 31 7 124 21 260 22 59,098 58,164 36,700 30,700 5,737,979 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 7 146 CCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTA CCATCAGTAAGGCAATGGAGGT TGAAAGGGATATTGGGCATGA 40 7 114 22 259 21 60,092 57,031 38,500 30,700 6,061,678 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 7 249 TCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGTCACTGCCTTCTCTATGTGACT TGAAAGGGATATTGGGCATGA 143 7 11 22 259 21 58,565 57,031 34,100 30,700 7,404,742 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 6 250 TCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGTCACTGCCTTCTCTATGTGACT CTGAAAGGGATATTGGGCATGAA 143 6 11 22 260 23 58,565 58,782 34,100 25,700 7,652,785 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 6 7 201 TCCCACATCCTTCTCAGTGAATATAATCCACAAATTATCCCACATCCTTCTCAGTGA TGAAAGGGATATTGGGCATGA 97 7 59 20 259 21 57,674 57,031 34,100 30,700 6,295,127 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 6 7 202 TCCCACATCCTTCTCAGTGAATATAATCCACAAATTATCCCACATCCTTCTCAGTGA CTGAAAGGGATATTGGGCATGA 97 7 59 20 260 22 57,674 58,164 34,100 30,700 6,161,807 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:21186:29191 1 176 56 17 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 7 7 202 TCCCACATCCTTCTCAGTGAATATAATCCACAAATTATCCCACATCCTTCTCAGTGAA CTGAAAGGGATATTGGGCATGA 96 7 59 21 260 22 58,380 58,164 31,800 30,700 6,456,077 B 280 AACAATAATTTCACTGCCTTCTCTATGTGACTATAGACTTGGGAGGAGAAAGGATTATTCCCACATCCTTCTCAGTGAATATAATCCACAAATTATTTGGTTCTCATATTAATCCATCAGTAAGGCAATGGAGGTGAAATTGGTCTTAGACAATAGCAGACAAtgtgtgATATAAtgtgtgtgtatatatatatatatatatatatatatatatatatgtgtgtatatataTTGTATTTCATGCCCAATATCCCTTTCAGGAAATTAAATGTAATGCTGG

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 1 1 12 22 177 GATGcacacaTTCGcacacaCGCATACGCACATacacac GATGCACACATTCGCACACA CGGATCGGGTTATTACAAATTGCA 22 29 13 20 189 24 59,762 59,964 37,200 40,800 4,273,817 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 22 233 GATGcacacaTTCGcacacaCGCATACGCACATacacac GATGCACACATTCGCACACA TGAGCTCTGACTATGGGTCCT 22 88 13 20 245 21 59,762 59,711 37,200 38,500 1,527,256 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 22 243 GATGcacacaTTCGcacacaCGCATACGCACATacacac GATGCACACATTCGCACACA TGGATGGAAGTGAGCTCTGAC 22 98 13 20 255 21 59,762 59,448 37,200 35,100 1,790,362 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 21 176 ATGcacacaTTCGcacacaCGCATACGCACATacacacA ATGCACACATTCGCACACAC CGGATCGGGTTATTACAAATTGCA 21 29 14 20 189 24 60,040 59,964 38,200 40,800 4,075,949 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 21 232 ATGcacacaTTCGcacacaCGCATACGCACATacacacA ATGCACACATTCGCACACAC TGAGCTCTGACTATGGGTCCT 21 88 14 20 245 21 60,040 59,711 38,200 38,500 1,329,388 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 21 233 ATGcacacaTTCGcacacaCGCATACGCACATacacacA ATGCACACATTCGCACACAC GTGAGCTCTGACTATGGGTCC 21 89 14 20 246 21 60,040 59,589 38,200 44,600 1,451,038 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 21 241 ATGcacacaTTCGcacacaCGCATACGCACATacacacA ATGCACACATTCGCACACAC GGATGGAAGTGAGCTCTGACT 21 97 14 20 254 21 60,040 59,170 38,200 34,100 1,870,634 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 21 242 ATGcacacaTTCGcacacaCGCATACGCACATacacacA ATGCACACATTCGCACACAC TGGATGGAAGTGAGCTCTGAC 21 98 14 20 255 21 60,040 59,448 38,200 35,100 1,592,494 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 16 171 cacaTTCGcacacaCGCATACGCACATacacacAGGcac CACATTCGCACACACGCATA CGGATCGGGTTATTACAAATTGCA 16 29 19 20 189 24 59,558 59,964 31,400 40,800 4,477,713 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 2 132 CGCATACGCACATacacacAGGcacacacacacacacacaCGCATACGCACATACACACA TCTAGTTCATTCAAATGTGTCTGTGT 2 2 33 20 164 26 59,004 59,008 37,200 37,200 7,987,850 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 12 2 136 cacaCGCATACGCACATacacacAGGcacacacacacacaCACACGCATACGCACATACA TCTAGTTCATTCAAATGTGTCTGTGT 6 2 29 20 164 26 59,004 59,008 22,900 37,200 7,987,850 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:23470:18696 1 55 82 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 14 2 134 caCGCATACGCACATacacacAGGcacacacacacacacaCACGCATACGCACATACACA TCTAGTTCATTCAAATGTGTCTGTGT 4 2 31 20 164 26 59,004 59,008 37,200 37,200 7,987,850 G 255 CACATGCGCATAGATGcacacaTTCGcacacaCGCATACGCACATacacacAGGcacacacacacacacacacacacacacacacacaTATACTACGCAGATATGcacacacacacacacaAacacacacacacacATACACAGACACATTTGAATGAACTAGAATGCAATTTGTAATAACCCGATCCGGTTTTCAGGATTCATACAGTAACTGTGAAATGAAAAGGACCCATAGTCAGAGCTCACTTCCATCCA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 11 47 178 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT CCCTCCTTGTCTCTGTTACCC 56 47 39 20 216 21 57,022 59,444 23,200 36,900 4,533,689 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 56 198 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT ACCTCCTCCAGCTCCTACAC 56 68 39 20 236 20 57,022 60,325 23,200 29,000 3,302,986 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 56 199 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT AACCTCCTCCAGCTCCTACA 56 69 39 20 237 20 57,022 59,586 23,200 27,400 3,391,988 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 16 73 240 CCTCAGTCAGGCAAACATTAGACATACCCatatatTTACCTCAGTCAGGCAAACATTAGAC ATGTAACCTCCTCCAGCTCC 90 73 2 23 241 20 59,313 58,498 25,900 47,000 5,188,307 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 17 72 240 CCTCAGTCAGGCAAACATTAGACATACCCatatatTTACCTCAGTCAGGCAAACATTAGA ATGTAACCTCCTCCAGCTCCT 91 72 2 22 241 21 58,057 59,991 21,000 36,900 4,951,767 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 17 72 240 CCTCAGTCAGGCAAACATTAGACATACCCatatatTTACCTCAGTCAGGCAAACATTAGAC ATGTAACCTCCTCCAGCTCCT 90 72 2 23 241 21 59,313 59,991 25,900 36,900 4,695,664 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 56 202 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT TGTAACCTCCTCCAGCTCCT 56 72 39 20 240 20 57,022 59,586 23,200 36,900 3,391,988 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 2 132 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT TCTCTGTAACCTCCTCCAGC 56 2 39 20 170 20 57,022 58,146 23,200 48,500 4,832,119 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 1 131 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT CTCTGTAACCTCCTCCAGCT 56 1 39 20 169 20 57,022 58,141 23,200 42,400 4,837,458 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 1 132 AGGGACATGTGACCACAAATAACATCAAAGAGGTAAGGGACATGTGACCACAAAT TCTCTGTAACCTCCTCCAGCT 56 1 39 20 170 21 57,022 59,641 23,200 42,400 4,337,629 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 1 169 CCTCAGTCAGGCAAACATTAGACATACCCatatatTTACCTCAGTCAGGCAAACATTAGA TCTCTGTAACCTCCTCCAGCT 91 1 2 22 170 21 58,057 59,641 21,000 42,400 5,302,303 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:31233:10486 1 115 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 1 169 CCTCAGTCAGGCAAACATTAGACATACCCatatatTTACCTCAGTCAGGCAAACATTAGAC TCTCTGTAACCTCCTCCAGCT 90 1 2 23 170 21 59,313 59,641 25,900 42,400 5,046,200 F 268 GCCTCAGTCAGGCAAACATTAGACATACCCatatatTTAGGGACATGTGACCACAAATAACATCAAAGAGGTAAGATTTAAGGAGCATTTTgggggTggggggAGAGGAGAAACagagagagagagagagagagagagagagagagagAAGCTGGAGGAGGTTACAGAGATAGGGAAGGTTGTAGGGGCTGGAgggggTAACAGAGACAAGGAGGGGTGTAGGAGCTGGAGGAGGTTACATAGATAGGGAGGGTTATAGGAGGTTACA

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 18 6 190 AGAGAAagagagATagagagagGGAGATACagagagag AGAGAAAGAGAGATAGAGAGAGGG AGAAATTCCTCCACCCTCGC 6 106 5 24 194 20 57,807 59,747 43,000 50,300 6,446,297 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 3 187 GAAagagagATagagagagGGAGATACagagagagagagGAAAGAGAGATAGAGAGAGGGAGA AGAAATTCCTCCACCCTCGC 3 106 8 24 194 20 57,812 59,747 37,100 50,300 6,441,054 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 5 121 AGAGAAagagagATagagagagGGAGATACagagagag AGAGAAAGAGAGATAGAGAGAGGGA TCTTTCACTCTGCACGTTTCT 5 36 5 25 125 21 59,089 57,821 42,000 25,200 9,090,621 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 5 190 AGAGAAagagagATagagagagGGAGATACagagagag AGAGAAAGAGAGATAGAGAGAGGGA AGAAATTCCTCCACCCTCGC 5 106 5 25 194 20 59,089 59,747 42,000 50,300 6,164,504 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 5 266 AGAGAAagagagATagagagagGGAGATACagagagag AGAGAAAGAGAGATAGAGAGAGGGA GTGAAGGAACGGCTGTTGC 5 183 5 25 270 19 59,089 59,717 42,000 41,700 7,194,053 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 3 119 AGAAagagagATagagagagGGAGATACagagagagagaAGAAAGAGAGATAGAGAGAGGGAGA TCTTTCACTCTGCACGTTTCT 3 36 7 25 125 21 59,089 57,821 37,100 25,200 9,090,621 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 3 188 AGAAagagagATagagagagGGAGATACagagagagagaAGAAAGAGAGATAGAGAGAGGGAGA AGAAATTCCTCCACCCTCGC 3 106 7 25 194 20 59,089 59,747 37,100 50,300 6,164,504 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 3 258 AGAAagagagATagagagagGGAGATACagagagagagaAGAAAGAGAGATAGAGAGAGGGAGA GAACGGCTGTTGCACGAAC 3 177 7 25 264 19 59,089 60,369 37,100 39,500 7,280,027 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 3 264 AGAAagagagATagagagagGGAGATACagagagagagaAGAAAGAGAGATAGAGAGAGGGAGA GTGAAGGAACGGCTGTTGC 3 183 7 25 270 19 59,089 59,717 37,100 41,700 7,194,053 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 20 4 190 AGAGAAagagagATagagagagGGAGATACagagagag AGAGAAAGAGAGATAGAGAGAGGGAG AGAAATTCCTCCACCCTCGC 4 106 5 26 194 20 59,956 59,747 43,000 50,300 6,297,032 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 20 3 120 GAGAAagagagATagagagagGGAGATACagagagaga GAGAAAGAGAGATAGAGAGAGGGAGA TCTTTCACTCTGCACGTTTCT 3 36 6 26 125 21 59,957 57,821 37,100 25,200 9,222,686 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2208:9922:66285 1 35 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 20 3 189 GAGAAagagagATagagagagGGAGATACagagagaga GAGAAAGAGAGATAGAGAGAGGGAGA AGAAATTCCTCCACCCTCGC 3 106 6 26 194 20 59,957 59,747 37,100 50,300 6,296,569 F 270 AGAAAGAGAAagagagATagagagagGGAGATACagagagagagagagagagagagagagagagagagATAGATTGAAagagagGCAGAAAATCTGTCTGATATAGAAACGTGCAGAGTGAAAGaaaaaGAGCAAGGAAACCAAAACAAGGGTGGGAATAAATTAACAGAGAAGGCGAGGGTGGAGGAATTTCTGTTTGTTTTCTGATTCTGTGAACAGAATGAGTACAGTTAATAAAATTCTCTGTTCGTGCAACAGCCGTTCCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 51 17 2 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 1 4 0 110 AGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaAGCCAACCAAGCCCACAAC GTGTTCACACAGTTAGTTGGC 19 0 6 19 115 21 61,134 57,666 33,200 45,200 5,467,913 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 51 17 2 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 0 110 AGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaAGCCAACCAAGCCCACAA GTGTTCACACAGTTAGTTGGC 20 0 6 18 115 21 59,718 57,666 33,300 45,200 5,616,039 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 51 17 2 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 0 111 CAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaCAGCCAACCAAGCCCACAA GTGTTCACACAGTTAGTTGGC 20 0 5 19 115 21 61,133 57,666 33,300 45,200 5,467,269 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 1 4 20 224 AGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaAGCCAACCAAGCCCACAA GCCTGCTTACACAGTACTTTCC 20 70 6 18 229 22 59,718 59,257 33,300 31,300 5,024,356 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 20 225 CAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaCAGCCAACCAAGCCCACAA GCCTGCTTACACAGTACTTTCC 20 70 5 19 229 22 61,133 59,257 33,300 31,300 4,875,585 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 20 260 CAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaCAGCCAACCAAGCCCACAA TTACCCTGTCGCAACTGCAA 20 107 5 19 264 20 61,133 60,179 33,300 40,800 2,312,039 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 20 261 CAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaCAGCCAACCAAGCCCACAA TTTACCCTGTCGCAACTGCA 20 108 5 19 265 20 61,133 60,179 33,300 44,100 2,312,039 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 19 224 AGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaAGCCAACCAAGCCCACAAC GCCTGCTTACACAGTACTTTCC 19 70 6 19 229 22 61,134 59,257 33,200 31,300 4,876,230 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:22709:31793 1 44 94 17 3 AC ACACACACACACATTCTCACACACACACACACACAC NA 0 0 4 19 259 AGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaAGCCAACCAAGCCCACAAC TTACCCTGTCGCAACTGCAA 19 107 6 19 264 20 61,134 60,179 33,200 40,800 2,312,684 G 283 GGCCCAGCCAACCAAGCCCACAACCCGTGAACGAATTaaaaaaacacacacacacATTCTcacacacacacacacacacacacacacacacacaGCCAACTAACtgtgtgAACACTTGAAGTGTGGTgagagagagaGTTTTAAGTGTTAATTTTATTCTTAAATAATGCTCTTAAAATCTAATCGAGTCTGTAATTAGTACTAACTGGAAAGTACTGTGTAAGCAGGCTAAATTCCTTCTTTCTTGCAGTTGCGACAGGGTAAACTCATTCTCAGCTGTAGG

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 47 243 TCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTA TCCATCGTGTTGTGTGTCCC ATTTAACAAACCGACAACAGCA 112 47 17 20 259 22 60,250 57,359 44,600 44,100 4,890,912 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 46 241 CCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGCCATCGTGTTGTGTGTCCCT TTTAACAAACCGACAACAGCAT 111 46 18 20 258 22 60,250 57,359 42,000 37,900 4,891,084 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 46 242 TCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTA TCCATCGTGTTGTGTGTCCC TTTAACAAACCGACAACAGCAT 112 46 17 20 258 22 60,250 57,359 44,600 37,900 4,890,912 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 144 GAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAGAACACCCTTCTCCGTCTCC AACAAACCGACAACAGCATAAA 17 43 112 20 255 22 59,753 57,359 37,100 14,000 4,887,698 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 147 GAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAGAACACCCTTCTCCGTCTCC TTTAACAAACCGACAACAGCAT 17 46 112 20 258 22 59,753 57,359 37,100 37,900 4,887,698 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 148 GAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAGAACACCCTTCTCCGTCTCC ATTTAACAAACCGACAACAGCA 17 47 112 20 259 22 59,753 57,359 37,100 44,100 4,887,698 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 108 ACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtct ACACCCTTCTCCGTCTCCAT TAACCACTTGGGCATTTGGG 15 11 114 20 221 20 60,252 58,361 34,100 41,200 1,890,814 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 110 GAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAGAACACCCTTCTCCGTCTCC TAACCACTTGGGCATTTGGG 17 11 112 20 221 20 59,753 58,361 37,100 41,200 1,885,439 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 149 CGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGCGAGCTCTGTTCCACTGTGT TAACCACTTGGGCATTTGGG 56 11 73 20 221 20 59,967 58,361 37,200 41,200 1,671,207 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 170 TTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCA TTAGGGAGGGAGTTCCAGGG TAACCACTTGGGCATTTGGG 77 11 52 20 221 20 59,956 58,361 44,500 41,200 1,682,774 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 175 CGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGCGCTGTTAGGGAGGGAGTTC TAACCACTTGGGCATTTGGG 82 11 47 20 221 20 59,824 58,361 30,100 41,200 1,814,519 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 204 CCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGCCATCGTGTTGTGTGTCCCT TAACCACTTGGGCATTTGGG 111 11 18 20 221 20 60,250 58,361 42,000 41,200 1,888,824 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 205 TCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTA TCCATCGTGTTGTGTGTCCC TAACCACTTGGGCATTTGGG 112 11 17 20 221 20 60,250 58,361 44,600 41,200 1,888,653 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 214 CGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGGACACACTCCATCGTGTT TAACCACTTGGGCATTTGGG 121 11 8 20 221 20 60,320 58,361 33,200 41,200 1,958,084 F 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:30604:33129 1 149 42 17 1.5 AG TCTCTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 11 106 ACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctc ACCCTTCTCCGTCTCCATCT TAACCACTTGGGCATTTGGG 13 11 116 20 221 20 59,663 58,361 29,000 41,200 1,975,266 B 269 CACACTGCGGacacacTCCATCGTGTtgtgtgTCCCTATCACACCGCGCTGTTAGGGAGGGAGTTCCAGGGTCGAGCTCTGTTCCACtgtgtgGCTAtttttGTCTCCTATGAACACCCTTCTCCGTCTCCATCTTCCTCACATGCTAtctctcCGtctctctctctctctctctctctctctctctctcACCCTGAACTCCCCAAATGCCCAAGTGGTTAAATATTTCTAATTTTATGCTGTTGTCGGTTTGTTAAATATTTGCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 1 1 5 71 250 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG TGTTCTGTACAACACTCTCACCT 71 74 21 23 270 23 58,062 59,295 33,500 40,000 8,642,647 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 5 67 242 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG ACAACACTCTCACCTTACCTCT 71 67 21 23 262 22 58,062 58,422 33,500 36,900 8,515,999 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 5 67 243 aacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTAACAACAACTAGTCTGACACTCA ACAACACTCTCACCTTACCTCT 72 67 20 23 262 22 57,661 58,422 34,100 36,900 8,916,927 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 42 215 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG CCCAACCTTTCTCTCTGCCT 71 42 21 23 235 20 58,062 59,305 33,500 47,500 5,633,427 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 42 216 aacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTAACAACAACTAGTCTGACACTCAG CCCAACCTTTCTCTCTGCCT 71 42 20 24 235 20 58,648 59,305 33,500 47,500 6,047,631 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 10 42 216 aacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTAACAACAACTAGTCTGACACTCA CCCAACCTTTCTCTCTGCCT 72 42 20 23 235 20 57,661 59,305 34,100 47,500 6,034,355 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 13 8 182 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG TGTCCCTTTCTCACTCACTCT 71 8 21 23 202 21 58,062 58,036 33,500 32,400 7,902,290 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 13 3 118 TGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtTGGCTTGTTAATTATCTTGATGTGTGA TGTCCCTTTCTCACTCACTCT 3 8 85 27 202 21 59,607 58,036 35,800 32,400 10,357,163 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 13 3 179 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG CCCTTTCTCACTCACTCTCTTCC 71 3 21 23 199 23 58,062 60,056 33,500 34,600 7,994,259 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 14 7 182 acaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTACAACAACTAGTCTGACACTCAG TGTCCCTTTCTCACTCACTCTC 71 7 21 23 202 22 58,062 59,106 33,500 32,000 7,832,206 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 14 4 118 TGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtTGGCTTGTTAATTATCTTGATGTGTG TGTCCCTTTCTCACTCACTCTC 4 7 85 26 202 22 58,462 59,106 38,200 32,000 10,431,841 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:10135:42323 1 115 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTNA 0 0 14 3 118 TGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtTGGCTTGTTAATTATCTTGATGTGTGA TGTCCCTTTCTCACTCACTCTC 3 7 85 27 202 22 59,607 59,106 35,800 32,000 10,287,079 G 276 CCTCTGTGTTAGCtttttAaacaacaacTAGTCTGACACTCAGAATCtttttACTCGCTTTGATTTCaaaaaTGCCAATTACTTTGGCTTGTTAATTATCTTGAtgtgtgAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTTagagagagagagagagagAAAGGAagagagTGAGTGAGAAAGGGACaaaaaTAAAGAGTGAGGCagagagAAAGGTTGGGGAGATAGAGGTAAGGTGAGAGTGTTGTACAGAACaaaaaGC

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 5 14 181 GGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAAGGTTCATGTGTCTTTGAGGCC AACTGGAATAGCCACTCCATTGT 83 14 24 21 204 23 59,458 59,989 51,900 27,100 4,552,173 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 18 134 GGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGGGAGATTTGCTGCTTGAAGGAG CAACTGGAATAGCCACTCCA 34 18 72 22 205 20 59,577 57,213 36,900 38,600 5,210,305 B 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 18 135 tGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCT TGGAGATTTGCTGCTTGAAGG CAACTGGAATAGCCACTCCA 36 18 71 21 205 20 58,835 57,213 34,600 38,600 4,952,640 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 18 182 GGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAAGGTTCATGTGTCTTTGAGGCC CAACTGGAATAGCCACTCCA 83 18 24 21 205 20 59,458 57,213 51,900 38,600 4,329,061 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 18 193 CCACTATAAATGGTTCATGTGTCTTTGAGGCCAATA CCACTATAAATGGTTCATGTGTCTT CAACTGGAATAGCCACTCCA 90 18 13 25 205 20 57,370 57,213 30,100 38,600 10,417,715 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 132 GGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGGGAGATTTGCTGCTTGAAGGA ACTGGAATAGCCACTCCATTGT 35 14 72 21 203 22 58,560 59,422 33,600 27,100 5,018,430 B 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 132 GGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGGGAGATTTGCTGCTTGAAGGAG ACTGGAATAGCCACTCCATTGT 34 14 72 22 203 22 59,577 59,422 36,900 27,100 5,000,853 B 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 133 tGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCT TGGAGATTTGCTGCTTGAAGGA ACTGGAATAGCCACTCCATTGT 35 14 71 22 203 22 60,225 59,422 33,600 27,100 4,802,864 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 133 tGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCT TGGAGATTTGCTGCTTGAAGG ACTGGAATAGCCACTCCATTGT 36 14 71 21 203 22 58,835 59,422 34,600 27,100 4,743,188 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 180 GGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAAGGTTCATGTGTCTTTGAGGCC ACTGGAATAGCCACTCCATTGT 83 14 24 21 203 22 59,458 59,422 51,900 27,100 4,119,610 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 191 CCACTATAAATGGTTCATGTGTCTTTGAGGCCAATA CCACTATAAATGGTTCATGTGTCTT ACTGGAATAGCCACTCCATTGT 90 14 13 25 203 22 57,370 59,422 30,100 27,100 10,208,264 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:11830:70750 1 128 40 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 14 203 TGAGTACAACAACCACTATAAATGGTTCATGTGTCT TGAGTACAACAACCACTATAAATGG ACTGGAATAGCCACTCCATTGT 102 14 1 25 203 22 57,085 59,422 31,600 27,100 10,493,314 F 205 TGAGTACAACAACCACTATAAATGGTTCATGTGTCTTTGAGGCCAATATGGTTTAGCAATATTACttttttGGAGATTTGCTGCTTGAAGGAGTAGCAATTTCCCTGACTTTTCCTCTGTTACAGACagagagagagagagagagagagagagagagagagacacacATGAGTCTGGAAATACAATGGAGTGGCTATTCCAGTTG

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 2 23 154 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGT AGGTAGGAATTGGGACTTTGACC 23 54 7 20 160 23 57,899 59,990 34,100 40,200 5,110,854 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 22 153 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGTC GGTAGGAATTGGGACTTTGACCA 22 53 7 21 159 23 58,997 60,245 35,100 40,200 5,248,423 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 22 154 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGTC AGGTAGGAATTGGGACTTTGACC 22 54 7 21 160 23 58,997 59,990 35,100 40,200 5,013,550 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 1 135 TCTCAATACTGTGTCTGTGCTGTGacacacacacacaca TCTCAATACTGTGTCTGTGCTGT AGGTAGGAATTGGGACTTTGACC 1 54 26 23 160 23 59,678 59,990 44,000 40,200 6,332,217 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 23 194 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGT TGGGAGTCTTGTGCATTAGTGT 23 95 7 20 200 22 57,899 59,628 34,100 35,500 4,472,446 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 22 194 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGTC TGGGAGTCTTGTGCATTAGTGT 22 95 7 21 200 22 58,997 59,628 35,100 35,500 4,375,142 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 21 194 GGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGGGGAGTTTGCTCGAATCAGTCT TGGGAGTCTTGTGCATTAGTGT 21 95 7 22 200 22 60,354 59,628 32,400 35,500 4,726,044 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 0 133 TCAATACTGTGTCTGTGCTGTGacacacacacacacaca TCAATACTGTGTCTGTGCTGTG AGGTAGGAATTGGGACTTTGACC 0 54 28 22 160 23 58,607 59,990 36,600 40,200 6,403,131 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:12195:65968 1 50 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 0 134 CTCAATACTGTGTCTGTGCTGTGacacacacacacacac CTCAATACTGTGTCTGTGCTGTG AGGTAGGAATTGGGACTTTGACC 0 54 27 23 160 23 59,569 59,990 36,600 40,200 6,441,483 F 201 TGGTAGGGGAGTTTGCTCGAATCAGTCTCAATACTGTGTCTGTGCTGTGacacacacacacacacacacacacacacacacacGTATCTCAACACaaaaaTACCCTAAAATTAAGTACaaaaaaaaaTGTATAAAATGGTCAAAGTCCCAATTCCTACCTTTTATTTTAACACCAGTAACACTAATGCACAAGACTCCCAT

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 1 1 13 4 116 aaGATGcacacaTACACGCGCATGcacacaTGCACGCCAAGATGCACACATACACGCG TGCATGTGTGTGTATGTGGGT 21 4 34 20 149 21 59,279 60,203 60,100 45,100 1,924,020 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 13 4 149 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGA GGCAACTTCTCAAACTAGACAGT TGCATGTGTGTGTATGTGGGT 51 4 1 23 149 21 58,619 60,203 35,500 45,100 5,584,277 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 15 5 117 aaGATGcacacaTACACGCGCATGcacacaTGCACGCCAAGATGCACACATACACGCG GTGCATGTGTGTGTATGTGGG 21 5 34 20 150 21 59,279 59,800 60,100 46,100 1,920,943 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 15 5 150 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGA GGCAACTTCTCAAACTAGACAGT GTGCATGTGTGTGTATGTGGG 51 5 1 23 150 21 58,619 59,800 35,500 46,100 5,581,200 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 15 3 115 aaGATGcacacaTACACGCGCATGcacacaTGCACGCCAAGATGCACACATACACGCG GCATGTGTGTGTATGTGGGTG 21 3 34 20 148 21 59,279 59,800 60,100 46,100 1,920,943 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:19796:62716 1 75 50 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 15 3 148 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGA GGCAACTTCTCAAACTAGACAGT GCATGTGTGTGTATGTGGGTG 51 3 1 23 148 21 58,619 59,800 35,500 46,100 5,581,200 G 207 GGCAACTTCTCAAACTAGACAGTTaaaaaTaaaaaGATGcacacaTACACGCGCATGcacacaTGCACGCCCATacacacacacacacacacacacacacacacacacATACGTacacacacacAGACACCCACATacacacacATGCACAGacacacacacTCCACAGacacacacacGCCACAGacacacacacTCCACAGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 1 1 2 0 139 ACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCACATCAAAGCACCTGGCCTA AGGGTAATAGTGGGATGTGTCT 56 0 4 20 142 22 59,302 57,991 39,300 34,100 4,707,153 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 3 2 140 ATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGATCAAAGCACCTGGCCTAGC ACTAGGGTAATAGTGGGATGTGT 54 2 6 20 145 23 60,395 58,108 34,200 37,200 5,287,097 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 3 0 137 ATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGATCAAAGCACCTGGCCTAGC AGGGTAATAGTGGGATGTGTCT 54 0 6 20 142 22 60,395 57,991 34,200 34,100 4,403,815 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 3 0 140 TACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGTACATCAAAGCACCTGGCCT AGGGTAATAGTGGGATGTGTCT 57 0 3 20 142 22 59,302 57,991 51,900 34,100 4,707,153 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 4 0 141 TTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTA TTACATCAAAGCACCTGGCCT AGGGTAATAGTGGGATGTGTCT 57 0 2 21 142 22 59,925 57,991 51,900 34,100 5,084,290 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:21613:38508 1 80 41 17 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 0 115 CCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTA CCTCTGCCTAGCTGCCTCTA AGGGTAATAGTGGGATGTGTCT 32 0 28 20 142 22 60,469 57,991 24,300 34,100 4,477,873 B 153 CTTACATCAAAGCACCTGGCCTAGCTGCCTCTGCCTAGCTGCCTCTAATTCAATTTAGTCTCTAActctctctCACTCTtatataTacacacacacacacacacacacacacacacacacAGACACATCCCACTATTACCCTAGTTTACAATA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 1 1 3 24 142 ACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTACTGAACTCAAACAGCTTCCA ACAGTGCTGTTGCCTAGC 24 37 19 21 160 18 57,718 57,614 35,300 34,200 7,668,140 F 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 0 0 3 13 119 ACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTACTGAACTCAAACAGCTTCCA GGGTCCAAAGAGGCATCCC 24 13 19 21 137 19 57,718 60,077 35,300 38,500 4,358,431 B 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 0 0 4 25 145 CCAACTGAACTCAAACAGCTTCCAAAATCAAATTGACCAACTGAACTCAAACAGCTTCC ACAGTGCTGTTGCCTAGC 25 37 16 23 160 18 60,243 57,614 34,600 34,200 7,629,613 F 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 0 0 4 13 122 CCAACTGAACTCAAACAGCTTCCAAAATCAAATTGACCAACTGAACTCAAACAGCTTCC GGGTCCAAAGAGGCATCCC 25 13 16 23 137 19 60,243 60,077 34,600 38,500 4,319,905 B 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 0 0 5 28 146 ACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGACCAACTGAACTCAAACAGCT ACAGTGCTGTTGCCTAGC 28 37 15 21 160 18 57,995 57,614 42,400 34,200 7,391,165 F 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:25794:9361 1 64 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCANA 0 0 5 13 123 ACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGACCAACTGAACTCAAACAGCT GGGTCCAAAGAGGCATCCC 28 13 15 21 137 19 57,995 60,077 42,400 38,500 4,081,457 B 203 CAGCTACTTTCAAAACCAACTGAACTCAAACAGCTTCCAAAATCAAATTGATGTTTCTCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAcgcgcgTGCGTGCTCGGGAGGGATGCCTCTTTGGACCCCTGTTGCTAGGCAACAGCACTGttttttttACTCttttttGTTTAACTTAGCTTACAGTCATAAAA

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 2 177 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGT CCCTCAGTTTGTGTGGTCTAA 2 97 23 23 199 21 58,850 57,515 35,700 21,000 7,635,822 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 2 178 TCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgt TCCATCCCTCCTTACTGTATACGT CCCTCAGTTTGTGTGGTCTAA 2 97 22 24 199 21 60,141 57,515 35,700 21,000 7,626,551 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 2 1 177 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGTG CCCTCAGTTTGTGTGGTCTAA 1 97 23 24 199 21 60,022 57,515 44,900 21,000 7,507,705 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 102 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGT CACATTCAAACTCGCAGGCG 2 23 23 23 124 20 58,850 60,453 35,700 55,200 4,603,641 B 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 103 TCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgt TCCATCCCTCCTTACTGTATACGT CACATTCAAACTCGCAGGCG 2 23 22 24 124 20 60,141 60,453 35,700 55,200 4,594,370 B 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 199 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGT GGCTGTGGTGTGTTTCCC 2 122 23 23 221 18 58,850 58,556 35,700 39,700 7,593,947 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 200 TCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgt TCCATCCCTCCTTACTGTATACGT GGCTGTGGTGTGTTTCCC 2 122 22 24 221 18 60,141 58,556 35,700 39,700 7,584,676 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 102 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGTG CACATTCAAACTCGCAGGCG 1 23 23 24 124 20 60,022 60,453 44,900 55,200 4,475,525 B 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:28067:35063 1 48 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 199 CCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtg CCATCCCTCCTTACTGTATACGTG GGCTGTGGTGTGTTTCCC 1 122 23 24 221 18 60,022 58,556 44,900 39,700 7,465,830 F 221 TGTTGCCAATTCTTTCTCTTTTCCATCCCTCCTTACTGTATACGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGCgtgtgtTCAACGCTCCCCGCCTGCGAGTTTGAATGTGAATAAAATAGCCTTCTGAGTTAATTCTAAagagagTTTGCTGCTACTTATAAAATTAGACcacacaAACTGAGGGGTTGGGGAAacacacCACAGCC

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 10 16 139 CTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCTTGTAGCTCACTCGGCCAC GGGAGAGAACGGGAGAGACA 33 16 4 20 142 20 60,738 60,324 50,100 34,100 1,061,257 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 16 140 CCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGT CCTTGTAGCTCACTCGGCC GGGAGAGAACGGGAGAGACA 35 16 3 19 142 20 60,154 60,324 61,300 34,100 1,477,090 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 16 141 CCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTG CCCTTGTAGCTCACTCGGC GGGAGAGAACGGGAGAGACA 36 16 2 19 142 20 60,154 60,324 55,400 34,100 1,477,090 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 16 142 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGCCCTTGTAGCTCACTCGG GGGAGAGAACGGGAGAGACA 37 16 1 19 142 20 60,154 60,324 46,300 34,100 1,477,090 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 14 119 CTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctct CTCCATCTCTCGGTCTGTGC GGAGAGAACGGGAGAGACAC 14 15 23 20 141 20 59,898 59,187 45,700 36,700 0.914669 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:29680:23302 1 57 50 17 1.5 AG CTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 14 120 CTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctct CTCCATCTCTCGGTCTGTGC GGGAGAGAACGGGAGAGACA 14 16 23 20 142 20 59,898 60,324 45,700 34,100 0.425662 F 145 GCCCTTGTAGCTCACTCGGCCACTCCAtctctcGGTCTGTGCCCCTGTCTTCCTGCctctctCActctctctctctctctctctctctctctctctctGCctctctCCGTCTAtctctcATGTGtctctcCCGTtctctcCCCCT

ST‐E00142:460:H2K7HCCXY:6:2210:4036:6513 1 171 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 1 1 7 5 202 TGGAGACCAGCAAAGACCAAAGTTCAATAAAATCC TGGAGACCAGCAAAGACCAAA CAGTATTAAATTATCCAACATGTTGCA 115 5 35 21 236 27 59,786 57,200 32,800 40,800 11,014,608 F 282 CAACTAATGTGCACGTTGTTTTATAAAAGAAAATTGGAGACCAGCAAAGACCAAAGTTCAATAAAATCCACACCCTAtttttATCTGAGAgggggTTaaaaaaaaTCtttttGTCCCTTAtttttCATAAGAAAACCTAATaaaaatatatataaaaaaaatttttATTAatatatatatatatatatatatatatatatatatTGTTTTGCAACATGTTGGATAATTTAATACTGAAGTCAGTTCttttttttGCAAGCCATTATATGGTTTCTCATAACT

ST‐E00142:460:H2K7HCCXY:6:2210:4036:6513 1 171 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 7 5 202 TGGAGACCAGCAAAGACCAAAGTTCAATAAAATCC TGGAGACCAGCAAAGACCAA CAGTATTAAATTATCCAACATGTTGCA 116 5 35 20 236 27 59,157 57,200 36,700 40,800 10,643,742 F 282 CAACTAATGTGCACGTTGTTTTATAAAAGAAAATTGGAGACCAGCAAAGACCAAAGTTCAATAAAATCCACACCCTAtttttATCTGAGAgggggTTaaaaaaaaTCtttttGTCCCTTAtttttCATAAGAAAACCTAATaaaaatatatataaaaaaaatttttATTAatatatatatatatatatatatatatatatatatTGTTTTGCAACATGTTGGATAATTTAATACTGAAGTCAGTTCttttttttGCAAGCCATTATATGGTTTCTCATAACT

ST‐E00142:460:H2K7HCCXY:6:2210:4036:6513 1 171 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 7 5 203 TTGGAGACCAGCAAAGACCAAAGTTCAATAAAATC TTGGAGACCAGCAAAGACCA CAGTATTAAATTATCCAACATGTTGCA 117 5 34 20 236 27 59,157 57,200 40,200 40,800 10,643,742 F 282 CAACTAATGTGCACGTTGTTTTATAAAAGAAAATTGGAGACCAGCAAAGACCAAAGTTCAATAAAATCCACACCCTAtttttATCTGAGAgggggTTaaaaaaaaTCtttttGTCCCTTAtttttCATAAGAAAACCTAATaaaaatatatataaaaaaaatttttATTAatatatatatatatatatatatatatatatatatTGTTTTGCAACATGTTGGATAATTTAATACTGAAGTCAGTTCttttttttGCAAGCCATTATATGGTTTCTCATAACT

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 3 15 137 ACAGGTCATGCAGACTCAACTACTAGGAAACAAGC ACAGGTCATGCAGACTCAACT TGCTACTATCGTTCTCTGAAAGC 44 15 52 21 188 23 59,304 58,327 31,600 35,100 6,369,777 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 14 137 ACAGGTCATGCAGACTCAACTACTAGGAAACAAGC ACAGGTCATGCAGACTCAACT TGCTACTATCGTTCTCTGAAAGCT 44 14 52 21 188 24 59,304 59,600 31,600 37,400 6,095,954 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 14 158 ACGGTTTGTTTGCGGATGACAACAGGTCATGCAGA ACGGTTTGTTTGCGGATGAC TGCTACTATCGTTCTCTGAAAGCT 66 14 31 20 188 24 59,690 59,600 30,600 37,400 4,709,230 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 35 169 TGTTTGCGGATGACAACAGGTCATGCAGACTCAAC TGTTTGCGGATGACAACAGG TTTGCAGCTGAGCTAATTGC 60 35 37 20 205 20 59,049 57,358 40,000 35,600 3,592,975 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 35 174 CGGTTTGTTTGCGGATGACAACAGGTCATGCAGAC CGGTTTGTTTGCGGATGACA TTTGCAGCTGAGCTAATTGC 65 35 32 20 205 20 59,691 57,358 35,800 35,600 2,951,441 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 35 175 ACGGTTTGTTTGCGGATGACAACAGGTCATGCAGA ACGGTTTGTTTGCGGATGAC TTTGCAGCTGAGCTAATTGC 66 35 31 20 205 20 59,690 57,358 30,600 35,600 2,951,750 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 15 157 CGGTTTGTTTGCGGATGACAACAGGTCATGCAGAC CGGTTTGTTTGCGGATGACA TGCTACTATCGTTCTCTGAAAGC 65 15 32 20 188 23 59,691 58,327 35,800 35,100 4,982,744 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 14 157 CGGTTTGTTTGCGGATGACAACAGGTCATGCAGAC CGGTTTGTTTGCGGATGACA TGCTACTATCGTTCTCTGAAAGCT 65 14 32 20 188 24 59,691 59,600 35,800 37,400 4,708,921 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 14 139 ACAACAGGTCATGCAGACTCAACTACTAGGAAACA ACAACAGGTCATGCAGACTCA GCTACTATCGTTCTCTGAAAGCT 47 14 49 21 187 23 59,582 58,073 34,100 37,400 6,344,939 A 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 57 199 CGGTTTGTTTGCGGATGACAACAGGTCATGCAGAC CGGTTTGTTTGCGGATGACA GCTCATAATATCTGCTGCTTTCA 65 57 32 20 230 23 59,691 57,063 35,800 26,900 6,245,988 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 57 200 CGGTTTGTTTGCGGATGACAACAGGTCATGCAGAC CGGTTTGTTTGCGGATGACA TGCTCATAATATCTGCTGCTTTCA 65 57 32 20 231 24 59,691 58,629 35,800 26,900 5,679,981 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2210:8156:35238 1 117 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 57 201 ACGGTTTGTTTGCGGATGACAACAGGTCATGCAGA ACGGTTTGTTTGCGGATGAC TGCTCATAATATCTGCTGCTTTCA 66 57 31 20 231 24 59,690 58,629 30,600 26,900 5,680,291 F 267 ATCGGCTTCCTTAAAATAAGCCCCTTTGATACGGTTTGTTTGCGGATGACAACAGGTCATGCAGACTCAACTACTAGGAAACAAGCAATACTCCTACATTTCTAACACTATTTAATacacacacacacacacacacacacacacacacacATTTAATTAGTATGAGCTTTCAGAGAACGATAGTAGCAATTAGCTCAGCTGCaaaaaTGAAAGCAGCAGATATTATGAGCATACAAAATTAACTGTTAGGAAAAGTCAGCTGCTCCA

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 12 11 132 tcCGTCTCCCACTCACACTCTCACTCTCACActctctctc TCCGTCTCCCACTCACACTC GGAGGAGGAGAGACAGTCGT 11 47 25 20 156 20 60,894 60,035 35,100 43,400 0.929047 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 9 128 CGTCTCCCACTCACACTCTCACTCTCACActctctctctc CGTCTCCCACTCACACTCTC AGGAGGAGAGACAGTCGTGG 9 45 27 20 154 20 59,476 60,323 32,000 49,400 0.846963 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 9 130 CGTCTCCCACTCACACTCTCACTCTCACActctctctctc CGTCTCCCACTCACACTCTC GGAGGAGGAGAGACAGTCGT 9 47 27 20 156 20 59,476 60,035 32,000 43,400 0.558829 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 13 23 143 cccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCA CCCTCTCCTCCTCCGTCTC GGAGGAGGAGAGACAGTCGT 23 47 14 19 156 20 60,153 60,035 33,600 43,400 1,187,703 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 13 22 142 ccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCAC CCTCTCCTCCTCCGTCTCC GGAGGAGGAGAGACAGTCGT 22 47 15 19 156 20 60,153 60,035 37,100 43,400 1,187,703 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10450:49338 1 56 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 21 141 cTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACACTCTCCTCCTCCGTCTCCC GGAGGAGGAGAGACAGTCGT 21 47 16 19 156 20 60,153 60,035 43,000 43,400 1,187,703 F 178 CTTCCAATCTAcccccTctcctcctcCGTCTCCCACTCACACTCTCACTCTCACActctctctctctctctctctctctctctctctctcccccTGTCCctctctTTCTccccccccGCCTCCCCTCTTTCTCCCCACGACTGtctctcCTCCTCCctctctctctctcccccTCTTT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 2 114 GCAATCTCTGGCTGGGTCAGCATTTATTACGCATTA GCAATCTCTGGCTGGGTCAG AAACAGGCACAGTACAGGCT 38 2 83 20 196 20 60,747 59,526 35,100 45,800 1,221,467 A 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 113 GCAATCTCTGGCTGGGTCAGCATTTATTACGCATTA GCAATCTCTGGCTGGGTCA AACAGGCACAGTACAGGCTC 39 1 83 19 195 20 59,699 59,965 40,200 47,000 1,336,421 A 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 113 GCAATCTCTGGCTGGGTCAGCATTTATTACGCATTA GCAATCTCTGGCTGGGTCAG AACAGGCACAGTACAGGCTC 38 1 83 20 195 20 60,747 59,965 35,100 47,000 0.782741 A 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 1 126 tgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATT TGTGTGGGTGTTGGCAATCT AACAGGCACAGTACAGGCTC 51 1 70 20 195 20 60,106 59,965 24,000 47,000 0.141725 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 1 128 TCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCA TCTGTGTGGGTGTTGGCAAT AACAGGCACAGTACAGGCTC 53 1 68 20 195 20 60,106 59,965 35,600 47,000 0.141725 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 141 GTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGG GTGCGTTTGTGTCTGTGTGG CAAACAGGCACAGTACAGGC 64 3 57 20 197 20 60,248 59,407 41,700 48,500 0.841182 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 140 GTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGG GTGCGTTTGTGTCTGTGTGG AAACAGGCACAGTACAGGCT 64 2 57 20 196 20 60,248 59,526 41,700 45,800 0.722238 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 139 GTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGG GTGCGTTTGTGTCTGTGTGG AACAGGCACAGTACAGGCTC 64 1 57 20 195 20 60,248 59,965 41,700 47,000 0.283512 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 141 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 140 TGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGTGTGCGTTTGTGTCTGTGTG AACAGGCACAGTACAGGCTC 65 1 56 20 195 20 59,554 59,965 38,200 47,000 0.481286 F 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 1 4 2 183 cacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTACACACAGGTGCCTTTCTCAA AAACAGGCACAGTACAGGCT 8 2 14 20 196 20 58,321 59,526 30,200 45,800 2,153,323 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 2 195 GGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGGATTGAATGGGCACACAGG AAACAGGCACAGTACAGGCT 20 2 2 20 196 20 59,180 59,526 40,000 45,800 1,293,766 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 1 182 cacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTACACACAGGTGCCTTTCTCAATG AACAGGCACAGTACAGGCTC 6 1 14 22 195 20 60,031 59,965 28,200 47,000 2,065,998 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 1 182 cacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTACACACAGGTGCCTTTCTCAA AACAGGCACAGTACAGGCTC 8 1 14 20 195 20 58,321 59,965 30,200 47,000 1,714,597 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 1 194 GGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGGATTGAATGGGCACACAGG AACAGGCACAGTACAGGCTC 20 1 2 20 195 20 59,180 59,965 40,000 47,000 0.855039 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 1 195 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGA GGGATTGAATGGGCACACAG AACAGGCACAGTACAGGCTC 21 1 1 20 195 20 59,180 59,965 36,600 47,000 0.855039 G 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 0 176 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC AACAGGCACAGTACAGGCTC 0 1 20 22 195 20 57,898 59,965 30,600 47,000 4,137,493 D 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 0 177 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC AAACAGGCACAGTACAGGCT 0 2 20 22 196 20 57,898 59,526 30,600 45,800 4,576,219 D 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:16944:38790 1 42 133 17 2 AC TGTGTGTGTGTATTTGTGCGTTTGTGTCTGTGTGGGNA 0 0 4 0 178 GGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGT GGTGCCTTTCTCAATGAATGAC CAAACAGGCACAGTACAGGC 0 3 20 22 197 20 57,898 59,407 30,600 48,500 4,695,163 D 238 GGGATTGAATGGGcacacaGGTGCCTTTCTCAATGAATGACtgtgtgtgtgTATTTGTGCGTTTGTGTCtgtgtgGGTGTTGGCAATCTCTGGCTGGGTCAGCATTTATTACGCATTATTAATTGCACTTGATAAGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAGCCTGTACTGTGCCTGTTTGAGTGTCTGTAtgtgtgCATGTATATTTGCATGTGTATGTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 3 14 248 GCAACATCGCAACTGCTGAGAAATCTCTACAATTTC GCAACATCGCAACTGCTGAG CGGAGGTTACTAAAGGAAACTATGT 155 14 22 20 269 25 60,454 58,362 33,500 22,900 7,091,607 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 14 252 TACAGCAACATCGCAACTGCTGAGAAATCTCTACAATACAGCAACATCGCAACTGC CGGAGGTTACTAAAGGAAACTATGT 159 14 18 20 269 25 59,483 58,362 44,000 22,900 7,154,534 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 248 GCAACATCGCAACTGCTGAGAAATCTCTACAATTTC GCAACATCGCAACTGCTGAG CGGAGGTTACTAAAGGAAACTATGTC 155 13 22 20 269 26 60,454 59,244 33,500 30,600 7,209,557 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 171 ACGACTACAAACTAACAGGCCTGTATTGAAACAGA ACGACTACAAACTAACAGGCCT AGGAAACTATGTCTCACTCATTCACA 89 0 86 22 256 26 59,368 60,014 51,900 35,800 8,645,786 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 172 CACGACTACAAACTAACAGGCCTGTATTGAAACAG CACGACTACAAACTAACAGGCC AGGAAACTATGTCTCACTCATTCACA 90 0 85 22 256 26 59,265 60,014 51,900 35,800 8,749,376 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 235 GCAACATCGCAACTGCTGAGAAATCTCTACAATTTC GCAACATCGCAACTGCTGAG AGGAAACTATGTCTCACTCATTCACA 155 0 22 20 256 26 60,454 60,014 33,500 35,800 6,468,191 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 0 239 TACAGCAACATCGCAACTGCTGAGAAATCTCTACAATACAGCAACATCGCAACTGC AGGAAACTATGTCTCACTCATTCACA 159 0 18 20 256 26 59,483 60,014 44,000 35,800 6,531,119 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA
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ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 139 CAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTT CAGAGATTGAGATCCCTTCCAT GGAAACTATGTCTCACTCATTCACA 58 0 117 22 255 25 57,022 58,834 34,100 35,800 11,144,718 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 139 CAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTT CAGAGATTGAGATCCCTTCCATT GGAAACTATGTCTCACTCATTCACA 57 0 117 23 255 25 57,692 58,834 31,600 35,800 11,473,824 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 170 ACGACTACAAACTAACAGGCCTGTATTGAAACAGA ACGACTACAAACTAACAGGCCT GGAAACTATGTCTCACTCATTCACA 89 0 86 22 255 25 59,368 58,834 51,900 35,800 8,797,824 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 234 GCAACATCGCAACTGCTGAGAAATCTCTACAATTTC GCAACATCGCAACTGCTGAG GGAAACTATGTCTCACTCATTCACA 155 0 22 20 255 25 60,454 58,834 33,500 35,800 6,620,229 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:23744:61644 1 197 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 1 139 CAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTT CAGAGATTGAGATCCCTTCCAT GGAAACTATGTCTCACTCATTCAC 58 1 117 22 255 24 57,022 57,345 34,100 31,800 11,633,231 F 286 GCCTCCTGCAGATCAACTACAGCAACATCGCAACTGCTGAGAAATCTCTACAATTTCAAAGCCTTCGCTCCAGACAACATAAAACACGACTACAAACTAACAGGCCTGTATTGAAACAGAGATTGAGATCCCTTCCAtttttATAAGTATTGTTTTATCTTAATCTATACCTAGtttttttCTGTGCGAGTGAGACagagagagagagagagagagagagagagagagagTGTGAATGAGTGAGACATAGTTTCCTTTAGTAACCTCCGGGGCAAAGGTGCGAAAA

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 17 153 ATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGG ATGCAGAGCCCGTCAAAGG GTCTCTGGTCTGCCTCTGTC 56 17 30 19 182 20 60,378 59,470 31,100 35,100 1,908,013 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 10 108 ATCGGTGGTAGAGTGGGACTGAGATAGAGCgagag ATCGGTGGTAGAGTGGGACT GTCTCTGGTCTGCCTCTGTC 10 17 75 20 182 20 59,665 59,470 38,500 35,100 0.865650 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 16 152 ATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGG ATGCAGAGCCCGTCAAAGG TCTCTGGTCTGCCTCTGTCT 56 16 30 19 181 20 60,378 59,592 31,100 34,100 1,785,253 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 10 107 ATCGGTGGTAGAGTGGGACTGAGATAGAGCgagag ATCGGTGGTAGAGTGGGACT TCTCTGGTCTGCCTCTGTCT 10 16 75 20 181 20 59,665 59,592 38,500 34,100 0.742890 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 16 128 CCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAG CCAAAGGCGGAGAGTGAGAT TCTCTGGTCTGCCTCTGTCT 31 16 54 20 181 20 59,461 59,592 27,500 34,100 0.946579 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 14 150 ATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGG ATGCAGAGCCCGTCAAAGG TCTGGTCTGCCTCTGTCTCC 56 14 30 19 179 20 60,378 60,613 31,100 37,100 1,991,017 B 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 9 100 ATCGGTGGTAGAGTGGGACTGAGATAGAGCgagag ATCGGTGGTAGAGTGGGACT TCTGCCTCTGTCTCCCTCTC 10 9 75 20 174 20 59,665 60,034 38,500 32,000 0.368962 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 9 165 AGGGAGGAAGACGgagagaCATGCAGAGCCCGTCA AGGGAGGAAGACGGAGAGAC TCTGCCTCTGTCTCCCTCTC 75 9 10 20 174 20 60,034 60,034 33,600 32,000 0.067495 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 8 99 ATCGGTGGTAGAGTGGGACTGAGATAGAGCgagag ATCGGTGGTAGAGTGGGACT CTGCCTCTGTCTCCCTCTCT 10 8 75 20 173 20 59,665 60,033 38,500 31,000 0.368569 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 8 164 AGGGAGGAAGACGgagagaCATGCAGAGCCCGTCA AGGGAGGAAGACGGAGAGAC CTGCCTCTGTCTCCCTCTCT 75 8 10 20 173 20 60,034 60,033 33,600 31,000 0.067102 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 7 98 ATCGGTGGTAGAGTGGGACTGAGATAGAGCgagag ATCGGTGGTAGAGTGGGACT TGCCTCTGTCTCCCTCTCTC 10 7 75 20 172 20 59,665 60,034 38,500 32,000 0.368962 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:24708:63771 1 105 41 17 1.5 AG GAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 7 163 AGGGAGGAAGACGgagagaCATGCAGAGCCCGTCA AGGGAGGAAGACGGAGAGAC TGCCTCTGTCTCCCTCTCTC 75 7 10 20 172 20 60,034 60,034 33,600 32,000 0.067495 F 232 CagagagATAGGGAGGAAGACGgagagaCATGCAGAGCCCGTCAAAGGGAGACCCAAAGGCGGAGAGTGAGATAATCGGTGGTAGAGTGGGACTGAGATAGAGCgagagaCagagagagagagagagagagagagagagagagagCAAACgagagagaGGGAGACAGAGGCAGACCAGAGACGGAGaaaaaaGGAGTGAGTCAAATagagagTgagagagagaTacacacAT

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 0 139 GTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGGTAAGACCTTGGCGCCTGC CCAGGGCTGCAAAGTAACCT 66 0 28 19 166 20 61,399 60,251 48,500 35,000 2,650,697 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 0 138 TAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCTAAGACCTTGGCGCCTGC CCAGGGCTGCAAAGTAACCT 66 0 29 18 166 20 60,046 60,251 48,500 35,000 2,297,655 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 127 CTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCA CTGCCATCTTGCGCCCAT CTCCCAGGGCTGCAAAGTAA 52 3 43 18 169 20 60,832 59,962 40,000 22,400 2,869,908 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 61 206 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG CCTCAGTGCAGACTCGATGG 71 61 22 20 227 20 60,391 60,179 56,900 35,100 0.570379 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 60 201 GAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGAGTAAGACCTTGGCGCCTG CTCAGTGCAGACTCGATGGG 67 60 26 20 226 20 60,741 60,179 48,500 40,000 0.920336 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 60 205 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG CTCAGTGCAGACTCGATGGG 71 60 22 20 226 20 60,391 60,179 56,900 40,000 0.570379 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 18 163 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG TGTGATTCTGTGCGTCTCCC 71 18 22 20 184 20 60,391 60,037 56,900 43,000 0.428588 F 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 162 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG GTGATTCTGTGCGTCTCCCA 71 17 22 20 183 20 60,391 60,037 56,900 43,700 0.428588 F 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 3 148 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG CTCCCAGGGCTGCAAAGTAA 71 3 22 20 169 20 60,391 59,962 56,900 22,400 0.429428 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 2 147 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG TCCCAGGGCTGCAAAGTAAC 71 2 22 20 168 20 60,391 60,251 56,900 25,000 0.642427 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 145 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG CCAGGGCTGCAAAGTAACCT 71 0 22 20 166 20 60,391 60,251 56,900 35,000 0.642604 A 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 71 257 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG TTCCTCAGCCTGCGGAGAG 71 113 22 20 278 19 60,391 61,354 56,900 32,000 2,745,664 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 71 257 GGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGC GGGTGAGTAAGACCTTGGCG TTCCTCAGCCTGCGGAGA 71 114 22 20 278 18 60,391 60,284 56,900 37,100 2,675,156 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 67 253 GAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGAGTAAGACCTTGGCGCCTG TTCCTCAGCCTGCGGAGA 67 114 26 20 278 18 60,741 60,284 48,500 37,100 3,025,114 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 4 93 AGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctAGGAGGGAGGTCACCGTG GTGATTCTGTGCGTCTCCCA 4 17 91 18 183 20 60,284 60,037 49,400 43,700 2,321,292 F 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 4 94 AGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctAGGAGGGAGGTCACCGTG TGTGATTCTGTGCGTCTCCC 4 18 91 18 184 20 60,284 60,037 49,400 43,000 2,321,292 F 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 4 136 AGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctAGGAGGGAGGTCACCGTG CTCAGTGCAGACTCGATGGG 4 60 91 18 226 20 60,284 60,179 49,400 40,000 2,463,082 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2211:6685:61169 1 113 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 4 137 AGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctAGGAGGGAGGTCACCGTG CCTCAGTGCAGACTCGATGG 4 61 91 18 227 20 60,284 60,179 49,400 35,100 2,463,082 B 278 GCAGCCTAATGAGGGCGGCCAGGGTGAGTAAGACCTTGGCGCCTGCCATCTTGCGCCCATGGGCCACGCTCAGGGCAGGCCCGCGGACGCAGGAGGGAGGTCACCGTGCCCAtctctctctctctctctctctctctctctctctcAGGTTACTTTGCAGCCCTGGGAGACGCACAGAATcacacaGCGCGGAAGAGGCCCTTCGGCCCATCGAGTCTGCACTGAGGTGGCCAGGGAGGAAGCACCACGCTCAGCAGAGCTCTCCGCAGGCTGAGGAA

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 12 6 105 CGGACATGCTCACACTCACAGCACAGacacacacaca CGGACATGCTCACACTCACA GGTGTGGTGTGAGTGTGAGT 6 25 34 20 138 20 60,320 59,822 35,800 34,100 0.497882 A 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 12 4 103 GACATGCTCACACTCACAGCACAGacacacacacacac GACATGCTCACACTCACAGC GGTGTGGTGTGAGTGTGAGT 4 25 36 20 138 20 59,205 59,822 44,000 34,100 0.973153 A 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 12 0 139 TGCTCACACTCACAGCACAGacacacacacacacacaca TGCTCACACTCACAGCACAG GTGAGTGAGCATGAGTGGGT 0 65 40 20 178 20 60,531 59,677 36,600 45,100 0.854285 B 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 3 102 ACATGCTCACACTCACAGCACAGacacacacacacaca ACATGCTCACACTCACAGCA GGTGTGGTGTGAGTGTGAGT 3 25 37 20 138 20 59,893 59,822 44,100 34,100 0.285337 A 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 3 117 ACATGCTCACACTCACAGCACAGacacacacacacaca ACATGCTCACACTCACAGCA CTGTGAGTGTGTGTGGGTGT 3 40 37 20 153 20 59,893 60,108 44,100 41,600 0.214971 F 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 3 143 ACATGCTCACACTCACAGCACAGacacacacacacaca ACATGCTCACACTCACAGCA TGTGAGTGAGCATGAGTGGG 3 66 37 20 179 20 59,893 59,677 44,100 46,100 0.429916 B 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 1 115 ATGCTCACACTCACAGCACAGacacacacacacacacac ATGCTCACACTCACAGCACA CTGTGAGTGTGTGTGGGTGT 1 40 39 20 153 20 59,893 60,108 45,700 41,600 0.214971 F 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 1 140 ATGCTCACACTCACAGCACAGacacacacacacacacac ATGCTCACACTCACAGCACA GTGAGTGAGCATGAGTGGGT 1 65 39 20 178 20 59,893 59,677 45,700 45,100 0.430243 B 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1702:68711 1 60 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 1 141 ATGCTCACACTCACAGCACAGacacacacacacacacac ATGCTCACACTCACAGCACA TGTGAGTGAGCATGAGTGGG 1 66 39 20 179 20 59,893 59,677 45,700 46,100 0.429916 B 222 NCaaaaaCTCACTGCACAGacacacTCACAGTGCGGACATGCTCACACTCACAGCACAGacacacacacacacacacacacacacacacacacCCACTCACCCACAGTGCGCATACAAACTCACACTCACACCACACCcacacacaCTCACAGCACATACCCACTCATGCTCACTCACAGCACAGacacacacacacacacacacTCCCTCACAGTGCGGAN

ST‐E00142:460:H2K7HCCXY:6:2212:1753:39018 1 136 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 0 104 GGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGGGAAACAGTGTGTGTGAGTG TGTGCACCCATCCACAAACC 29 0 86 21 189 20 59,329 61,112 35,100 32,700 2,783,126 F 190 NGGGGCATAgtgtgtgtgtgtTTCgggggggCACtgtgtgtgtgTTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATGGGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACACAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGGATGGGTGCACAN

ST‐E00142:460:H2K7HCCXY:6:2212:1753:39018 1 136 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 0 98 ACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACAC ACAGTGTGTGTGAGTGTGTGT GTGCACCCATCCACAAACC 24 0 91 21 188 19 59,998 59,335 37,200 32,700 2,667,415 F 190 NGGGGCATAgtgtgtgtgtgtTTCgggggggCACtgtgtgtgtgTTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATGGGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACACAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGGATGGGTGCACAN

ST‐E00142:460:H2K7HCCXY:6:2212:1753:39018 1 136 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 0 99 ACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACAC ACAGTGTGTGTGAGTGTGTGT TGTGCACCCATCCACAAACC 24 0 91 21 189 20 59,998 61,112 37,200 32,700 2,114,288 F 190 NGGGGCATAgtgtgtgtgtgtTTCgggggggCACtgtgtgtgtgTTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATGGGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACACAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGGATGGGTGCACAN

ST‐E00142:460:H2K7HCCXY:6:2212:1753:39018 1 63 107 17 2 AC GTGTGTGTGTGTGTTTCTGGATGGGGAAACAGTGT NA 0 1 14 0 143 TTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATTTTCTGGATGGGCGCACA TGCACCCATCCACAAACC 0 0 45 18 187 18 59,566 57,810 45,700 32,700 6,623,426 G 190 NGGGGCATAgtgtgtgtgtgtTTCgggggggCACtgtgtgtgtgTTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATGGGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACACAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGGATGGGTGCACAN

ST‐E00142:460:H2K7HCCXY:6:2212:1753:39018 1 63 107 17 2 AC GTGTGTGTGTGTGTTTCTGGATGGGGAAACAGTGT NA 0 0 14 0 144 TTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATTTTCTGGATGGGCGCACA GTGCACCCATCCACAAACC 0 0 45 18 188 19 59,566 59,335 45,700 32,700 4,099,330 G 190 NGGGGCATAgtgtgtgtgtgtTTCgggggggCACtgtgtgtgtgTTTCTGGATGGGCGCACAgtgtgtgtgtgtgtTTCTGGATGGGGAAACAgtgtgtgtGAgtgtgtgtAtttttGTGTATGGGGACACAGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTTTGTGGATGGGTGCACAN

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 1 1 16 14 169 GGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgGGTGTCTGTGTGTCTGTGTG GACCTAGGCACGGGCATTAA 14 41 35 20 203 20 58,710 59,821 38,200 14,000 1,469,671 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 16 14 193 GGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgGGTGTCTGTGTGTCTGTGTG ACATTTAGTTGGGTCAGTAATAAGGAC 14 58 35 20 227 27 58,710 59,172 38,200 38,500 9,117,932 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 16 14 193 GGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgGGTGTCTGTGTGTCTGTGTG ACATTTAGTTGGGTCAGTAATAAGGA 14 59 35 20 227 26 58,710 58,075 38,200 33,600 9,214,744 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 17 13 169 GGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgGGTGTCTGTGTGTCTGTGTGT GACCTAGGCACGGGCATTAA 13 41 35 21 203 20 60,406 59,821 37,200 14,000 1,584,993 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 17 13 193 GGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgGGTGTCTGTGTGTCTGTGTGT ACATTTAGTTGGGTCAGTAATAAGGAC 13 58 35 21 227 27 60,406 59,172 37,200 38,500 9,233,255 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 19 8 139 CtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGT CTGTGTGTCTGTGTGTCTGTG AGGGAGACTAACTGCTAAGGA 8 15 40 21 178 21 59,071 57,240 36,600 33,600 5,688,984 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 19 7 138 tgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTC TGTGTGTCTGTGTGTCTGTGT AGGGAGACTAACTGCTAAGGAT 7 14 41 21 178 22 59,725 57,727 37,200 32,400 5,548,310 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 19 7 138 tgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTC TGTGTGTCTGTGTGTCTGTGT AGGGAGACTAACTGCTAAGGA 7 15 41 21 178 21 59,725 57,240 37,200 33,600 5,034,825 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:22952:42481 1 69 74 17 2 AC TGTGTGTGTGGGTCTGTGTCTGTGTGTGTGTGTGTGNA 0 0 19 7 163 tgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTC TGTGTGTCTGTGTGTCTGTGT GACCTAGGCACGGGCATTAA 7 41 41 21 203 20 59,725 59,821 37,200 14,000 1,454,477 G 238 TGTGTCtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGTGTCtgtgtgTCtgtgtgTCTGTGTATGTCTCtgtgtgtgtgGGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgTAtgtgtgtgtgTCTATATGGACATAATCCTTAGCAGTTAGTCTCCCTAGCATTTAATGCCCGTGCCTAGGTCCTTATTACTGACCCAACTAAATGTATTTTGTGGGA

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 51 190 AACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGAACTCCTTCACTCTCTCACGC AGGCAAAGTATGAGAGGGAGC 63 51 4 21 193 21 59,729 59,512 53,400 47,000 2,759,496 F 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 44 166 CACGCCATCTGCCCTCTTATTCGCACAACATGGATC CACGCCATCTGCCCTCTTAT TATGAGAGGGAGCGAGGCAG 48 44 20 20 185 20 59,893 60,825 17,300 48,500 0.932880 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 28 146 TCGCACAACATGGATCTCCCTCAGCCACTCTGCctct TCGCACAACATGGATCTCCC TATGAGAGGGAGCGAGGCAG 28 44 40 20 185 20 60,108 60,825 43,000 48,500 0.933127 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 27 145 CGCACAACATGGATCTCCCTCAGCCACTCTGCctctctCGCACAACATGGATCTCCCT TATGAGAGGGAGCGAGGCAG 27 44 41 20 185 20 60,108 60,825 42,000 48,500 0.932933 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 20 138 CATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCT CATGGATCTCCCTCAGCCAC TATGAGAGGGAGCGAGGCAG 20 44 48 20 185 20 59,892 60,825 50,100 48,500 0.933632 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 19 137 ATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTT ATGGATCTCCCTCAGCCACT TATGAGAGGGAGCGAGGCAG 19 44 49 20 185 20 60,030 60,825 40,000 48,500 0.855722 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 19 139 ATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTT ATGGATCTCCCTCAGCCACT AGTATGAGAGGGAGCGAGGC 19 46 49 20 187 20 60,030 60,826 40,000 47,000 0.856137 B 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 53 190 CTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACTCCTTCACTCTCTCACGCC AGAGGCAAAGTATGAGAGGGA 62 53 6 20 195 21 59,828 57,878 56,800 42,000 3,294,281 F 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:25520:54137 1 88 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 52 190 CTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACTCCTTCACTCTCTCACGCC AGAGGCAAAGTATGAGAGGGAG 62 52 6 20 195 22 59,828 58,962 56,800 43,000 3,209,901 F 195 ACAAACTCCTTCActctctCACGCCATCTGCCCTCTTATTCGCACAACATGGATCTCCCTCAGCCACTCTGCctctctctGTCTCTTtctctctctctctctctctctctctctctctctcCTCTGCAtctctctcAGGCTCAATACGCATACGTTTCGCAACATCTGCCTCGCTCCCTCTCATACTTTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 11 2 122 ATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCt ATGTGCGTGTACCTATATGTGT CCACTGACTCATACTCACACTCA 7 2 2 22 123 23 57,334 59,492 37,200 34,100 8,173,455 B 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 2 123 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCAATGTGCGTGTACCTATATGTGT CCACTGACTCATACTCACACTCA 7 2 1 23 123 23 57,981 59,492 37,200 34,100 8,526,161 B 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 7 132 ATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCt ATGTGCGTGTACCTATATGTGT TCACACACACCCACTGACTC 7 15 2 22 133 20 57,334 59,536 37,200 33,600 5,129,869 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 1 119 TGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgt TGCGTGTACCTATATGTGTATGTGT CCACTGACTCATACTCACACTCA 1 2 5 25 123 23 59,932 59,492 37,200 34,100 8,575,689 B 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 7 131 ATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCt ATGTGCGTGTACCTATATGTGT CACACACACCCACTGACTCA 7 14 2 22 132 20 57,334 59,822 37,200 34,100 4,843,669 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 7 134 ATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCt ATGTGCGTGTACCTATATGTGT ACTCACACACACCCACTGAC 7 17 2 22 135 20 57,334 59,822 37,200 35,100 4,843,902 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 142 ATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCt ATGTGCGTGTACCTATATGTGT ACACACGGACTCACACACAC 7 25 2 22 143 20 57,334 60,460 37,200 38,200 5,125,418 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 143 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCAATGTGCGTGTACCTATATGTGT ACACACGGACTCACACACAC 7 25 1 23 143 20 57,981 60,460 37,200 38,200 5,478,124 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2212:6766:13668 1 31 68 17 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 3 141 TGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtg TGTGCGTGTACCTATATGTGTATGT ACACACGGACTCACACACAC 3 25 3 25 143 20 59,932 60,460 22,900 38,200 5,527,652 F 157 AATGTGCGTGTACCTATATGTGTATGTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgTCtgtgtgTCTGAGTGTGAGTATGAGTCAGTGGgtgtgtgtGAGTCCgtgtgtAtgtgtgtgAGTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 6 152 GCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctcGCAAATCTCTCTGATGCTCCC CAAACAGGCGAAGGGCATTT 6 71 24 21 175 20 58,780 59,682 43,000 23,200 2,538,433 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 153 AGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctc AGCAAATCTCTCTGATGCTCCC CAAACAGGCGAAGGGCATTT 6 71 23 22 175 20 60,159 59,682 43,000 23,200 2,476,904 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 10 156 CCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctc CCCAGCAAATCTCTCTGATGC CAAACAGGCGAAGGGCATTT 10 71 20 21 175 20 59,052 59,682 39,100 23,200 2,266,265 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 10 122 CCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctc CCCAGCAAATCTCTCTGATGC CAGAGGGCACAGAGAGCAAA 10 37 20 21 141 20 59,052 59,964 39,100 36,800 1,984,025 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 6 118 GCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctcGCAAATCTCTCTGATGCTCCC CAGAGGGCACAGAGAGCAAA 6 37 24 21 141 20 58,780 59,964 43,000 36,800 2,256,194 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:11475:69572 1 51 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 6 119 AGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctc AGCAAATCTCTCTGATGCTCCC CAGAGGGCACAGAGAGCAAA 6 37 23 22 141 20 60,159 59,964 43,000 36,800 2,194,665 F 200 GCTTCACCCACACTTTTCTCCCAGCAAAtctctcTGATGCTCCCATTTGAtctctctctctctctctctctctctctctctctcTTTCtgtgtgGGTGTCTACGTTTGTGTCTATACTTGTTTTGctctctGTGCCCTCTGCCTCTCACAATCTAAAATGCCCTTCGCCTGTTTGCCTCCACCTCCctctctctATCTCT

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 1 1 4 3 130 GCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTG GCCTGTATGCCTCTGCGATT GCTCAAGCAGAATCAAGGGC 3 25 19 20 148 20 60,534 59,545 33,400 51,900 0.988759 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 4 1 128 CTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTG CTGTATGCCTCTGCGATTGC GCTCAAGCAGAATCAAGGGC 1 25 21 20 148 20 59,415 59,545 35,600 51,900 1,040,361 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 5 12 139 TATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgt TATTCGGGAGCCTGTATGCC GCTCAAGCAGAATCAAGGGC 12 25 10 20 148 20 59,315 59,545 44,000 51,900 1,140,102 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 5 12 140 TATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgt TATTCGGGAGCCTGTATGCC CGCTCAAGCAGAATCAAGGG 12 26 10 20 149 20 59,315 59,269 44,000 39,500 1,416,514 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 6 3 142 GCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTG GCCTGTATGCCTCTGCGATT CGTTACTCTCACGCTCAAGC 3 37 19 20 160 20 60,534 59,014 33,400 40,100 1,519,304 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 62 17 2 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 8 12 147 TATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgt TATTCGGGAGCCTGTATGCC ACTCTCACGCTCAAGCAGAA 12 33 10 20 156 20 59,315 59,324 44,000 30,200 1,361,281 D 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 77 17 3 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 1 8 12 156 TATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgt TATTCGGGAGCCTGTATGCC CACACCGTTACTCTCACGCT 12 27 10 20 165 20 59,315 60,039 44,000 50,700 0.724534 G 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 77 17 3 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 8 3 147 GCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTG GCCTGTATGCCTCTGCGATT CACACCGTTACTCTCACGCT 3 27 19 20 165 20 60,534 60,039 33,400 50,700 0.573191 G 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:13616:52713 1 42 77 17 3 AC TGTGTGTGTGTTTCTGTGTATGTGTGTCTGTGTGTG NA 0 0 8 1 145 CTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTG CTGTATGCCTCTGCGATTGC CACACCGTTACTCTCACGCT 1 27 21 20 165 20 59,415 60,039 35,600 50,700 0.624793 G 172 GTGAGTATGTATTCGGGAGCCTGTATGCCTCTGCGATTGCAtgtgtgtgtgTTTCTGTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtgtgtGAGAGTGAGAGCCCTTGATTCTGCTTGAGCGTGAGAGTAACGgtgtgtATGTGA

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 1 1 14 2 189 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGC TCCATCTGTGGCTCTTCCA 2 37 15 24 203 19 57,205 57,913 50,300 35,300 9,882,441 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 0 0 14 2 191 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGC CCTCCATCTGTGGCTCTTCC 2 38 15 24 205 20 57,205 59,820 50,300 34,600 6,975,034 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 0 0 15 1 181 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGCT TGGCTCTTCCAAATAGACACTGA 1 25 15 25 195 23 58,470 59,417 49,300 34,100 10,112,767 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 0 0 15 1 189 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGCT TCCATCTGTGGCTCTTCCA 1 37 15 25 203 19 58,470 57,913 49,300 35,300 9,617,463 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 0 0 15 1 191 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGCT CCTCCATCTGTGGCTCTTCC 1 38 15 25 205 20 58,470 59,820 49,300 34,600 6,710,056 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:14012:72807 1 41 107 17 4 AG TCTCTCTCTCCCCTTCTCTCTCTTTGTCTCTATCTCTCTNA 0 0 15 1 199 TGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctcTGTATTTCTCTCTCTATCTCTCGCT ACTGTCTGCCTCCATCTGTG 1 46 15 25 213 20 58,470 59,388 49,300 36,600 7,142,349 G 230 tctctctcCATGTATGTATTtctctctcTAtctctcGCTAtctctctctcCCCTtctctctcTTTGTCTCTAtctctctctcTTCCTCCCAGTGCCTAtctctctctctctctctctctctctctctctctcTTTCActctctctctCCCTTTGTCCTTCTATCTTTCTCCCTCAGTGTCTATTTGGAAGAGCCACAGATGGAGGCAGACAGTGTCTTTTCCTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 14 36 160 GAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTT GAATATTGTTATTCATGCCCAGGCA GGGTGTGAGAGTGAGAGAAACA 43 36 28 25 187 22 59,989 59,634 47,500 28,300 7,376,539 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 0 112 TCAGTGCTACCCTGCTCTTCctctctctctctctctctctctct TCAGTGCTACCCTGCTCTTC GGGTGTGAGAGTGAGAGAAACA 0 36 76 20 187 22 59,102 59,634 28,700 28,300 3,263,937 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 0 113 TCAGTGCTACCCTGCTCTTCctctctctctctctctctctctct TCAGTGCTACCCTGCTCTTC TGGGTGTGAGAGTGAGAGAAAC 0 37 76 20 188 22 59,102 59,634 28,700 27,800 3,263,937 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 41 191 TGATAATGAAGAAGGGTTATCTCACAGAATATTGTTTGATAATGAAGAAGGGTTATCTCACA GAGATGGGTGTGAGAGTGAGAG 68 41 2 26 192 22 57,910 59,573 35,800 32,000 10,516,363 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 40 164 GAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTT GAATATTGTTATTCATGCCCAGGCA AGATGGGTGTGAGAGTGAGAGA 43 40 28 25 191 22 59,989 59,958 47,500 31,000 7,053,219 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 40 165 AGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaT AGAATATTGTTATTCATGCCCAGGC AGATGGGTGTGAGAGTGAGAGA 44 40 27 25 191 22 59,755 59,958 48,500 31,000 7,286,923 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 40 190 TGATAATGAAGAAGGGTTATCTCACAGAATATTGTTTGATAATGAAGAAGGGTTATCTCACA AGATGGGTGTGAGAGTGAGAGA 68 40 2 26 191 22 57,910 59,958 35,800 31,000 10,131,922 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 40 190 TGATAATGAAGAAGGGTTATCTCACAGAATATTGTTTGATAATGAAGAAGGGTTATCTCACAG AGATGGGTGTGAGAGTGAGAGA 67 40 2 27 191 22 58,793 59,958 36,600 31,000 10,249,164 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:2240:54735 1 96 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 0 116 TCAGTGCTACCCTGCTCTTCctctctctctctctctctctctct TCAGTGCTACCCTGCTCTTC AGATGGGTGTGAGAGTGAGAGA 0 40 76 20 191 22 59,102 59,958 28,700 31,000 2,940,617 F 193 TTGATAATGAAGAAGGGTTATCTCACAGAATATTGTTATTCATGCCCAGGCATGTTTaaaaaTTTATGATCGTTTTCAGTGCTACCCTGCTCTTCctctctctctctctctctctctctctctctctctCACGCCCATTTCTCTGTCTTTCTCACCCCATTTCAATGTTtctctcACTCTCACACCCATCTCN

ST‐E00142:460:H2K7HCCXY:6:2213:25469:64773 1 30 90 17 4 AG CTCTCTCTCTCTGTCTCTCTGACTCTCTCTCTCTCTCT NA 1 1 13 0 134 CCCTGAATCTTtctctctcCCTGActctctctctctGtctctcT CCCTGAATCTTTCTCTCTCCCTG TGTGTCAGGGAGAGACAGGG 1 0 6 23 139 20 59,866 60,543 44,500 44,500 3,677,380 G 167 TCACTCCCTGAATCTTtctctctcCCTGActctctctctctGtctctcTGActctctctctctctctCCCTGtctctctctctctctctctctctctctctctctcTGActctctctctCCCTGtctctcCCTGACACActctctctctCCCTGtctctctcAGACT

ST‐E00142:460:H2K7HCCXY:6:2213:25469:64773 1 30 90 17 4 AG CTCTCTCTCTCTGTCTCTCTGACTCTCTCTCTCTCTCT NA 0 0 14 0 135 TCCCTGAATCTTtctctctcCCTGActctctctctctGtctctc TCCCTGAATCTTTCTCTCTCCC TGTGTCAGGGAGAGACAGGG 3 0 5 22 139 20 58,621 60,543 43,000 44,500 3,922,390 G 167 TCACTCCCTGAATCTTtctctctcCCTGActctctctctctGtctctcTGActctctctctctctctCCCTGtctctctctctctctctctctctctctctctctcTGActctctctctCCCTGtctctcCCTGACACActctctctctCCCTGtctctctcAGACT

ST‐E00142:460:H2K7HCCXY:6:2213:25469:64773 1 30 90 17 4 AG CTCTCTCTCTCTGTCTCTCTGACTCTCTCTCTCTCTCT NA 0 0 15 0 135 TCCCTGAATCTTtctctctcCCTGActctctctctctGtctctc TCCCTGAATCTTTCTCTCTCCCT TGTGTCAGGGAGAGACAGGG 2 0 5 23 139 20 59,987 60,543 42,000 44,500 3,556,355 G 167 TCACTCCCTGAATCTTtctctctcCCTGActctctctctctGtctctcTGActctctctctctctctCCCTGtctctctctctctctctctctctctctctctctcTGActctctctctCCCTGtctctcCCTGACACActctctctctCCCTGtctctctcAGACT

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 1 1 8 0 167 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC ACCTGTTCTATCTATCTCCGTCTT 0 52 6 22 172 24 57,326 58,303 34,600 30,100 10,371,347 D 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 9 0 167 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC ACCTGTTCTATCTATCTCCGTCT 0 53 6 22 172 23 57,326 57,687 34,600 41,800 9,987,561 D 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 9 0 168 AAGTCATTACCTCGGATTCTTCCtatatatatatatatata AAGTCATTACCTCGGATTCTTCC ACCTGTTCTATCTATCTCCGTCT 0 53 5 23 172 23 57,975 57,687 34,600 41,800 10,338,065 D 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 11 0 187 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCA 0 75 6 22 192 21 57,326 58,841 34,600 32,700 6,832,840 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 11 0 190 GTAAGTCATTACCTCGGATTCTTCCtatatatatatatat GTAAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCA 0 75 3 25 192 21 59,016 58,841 34,600 32,700 8,142,882 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 12 0 187 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCAC 0 74 6 22 192 22 57,326 60,095 34,600 35,100 6,769,543 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 12 0 188 AAGTCATTACCTCGGATTCTTCCtatatatatatatatata AAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCAC 0 74 5 23 192 22 57,975 60,095 34,600 35,100 7,120,048 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 12 0 190 GTAAGTCATTACCTCGGATTCTTCCtatatatatatatat GTAAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCAC 0 74 3 25 192 22 59,016 60,095 34,600 35,100 8,079,586 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 12 0 191 AGTAAGTCATTACCTCGGATTCTTCCtatatatatatata AGTAAGTCATTACCTCGGATTCTTCC GCGCTCTATCTCCATCTCTCAC 0 74 2 26 192 22 60,183 60,095 34,600 35,100 8,278,623 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 17 0 130 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC TCTTCCTCTTTCTATCTCTCACTCT 0 14 6 22 135 25 57,326 58,031 34,600 32,400 11,643,324 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 17 0 132 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC TCTCTTCCTCTTTCTATCTCTCACT 0 16 6 22 137 25 57,326 58,031 34,600 34,100 11,643,324 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2213:29833:1801 1 28 69 17 2 AT TATATATATATATATATATATATATATATATATAGAT NA 0 0 18 0 132 AGTCATTACCTCGGATTCTTCCtatatatatatatatatataAGTCATTACCTCGGATTCTTCC TCTCTTCCTCTTTCTATCTCTCACTC 0 15 6 22 137 26 57,326 58,946 34,600 35,100 11,728,405 G 259 NAGTAAGTCATTACCTCGGATTCTTCCtatatatatatatatatatatatatatatatataGATAAagagagagagagagagATagagagagagagGAAGAGATAGAGAAAGAGTgagagaTAGAAAGAGGAAGAGATGAGATAGATAAAGACGGAGATAGATAGAACAGGTgagagaTGGAGATAGAGCGCagagagagagagGCAGAGATGAGATAGAGagatagatagatagatagatAatatatTAGAATTCTAC

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 19 2 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagag CCAGTCACTGTCCAGATATCTCC ACTGACTGGTGTCTCTCAGT 2 5 1 23 145 20 59,679 57,627 37,100 34,100 5,693,875 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 19 1 144 CAGTCACTGTCCAGATATCTCCCTgagagagagagaga CAGTCACTGTCCAGATATCTCCC ACTGACTGGTGTCTCTCAGT 1 5 2 23 145 20 59,679 57,627 43,000 34,100 5,693,875 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 1 139 AGTCACTGTCCAGATATCTCCCTgagagagagagagag AGTCACTGTCCAGATATCTCCC ACTGGTGTCTCTCAGTCCC 1 2 3 22 141 19 58,428 57,941 43,000 44,600 6,630,878 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 0 138 GTCACTGTCCAGATATCTCCCTgagagagagagagagagGTCACTGTCCAGATATCTCCCT ACTGGTGTCTCTCAGTCCC 0 2 4 22 141 19 58,428 57,941 42,000 44,600 6,630,878 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 21 0 139 AGTCACTGTCCAGATATCTCCCTgagagagagagagag AGTCACTGTCCAGATATCTCCCT ACTGGTGTCTCTCAGTCCC 0 2 3 23 141 19 59,794 57,941 42,000 44,600 6,265,699 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14001:2962 1 26 95 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 21 0 143 AGTCACTGTCCAGATATCTCCCTgagagagagagagag AGTCACTGTCCAGATATCTCCCT ACTGACTGGTGTCTCTCAGT 0 5 3 23 145 20 59,794 57,627 42,000 34,100 5,579,747 G 145 CCAGTCACTGTCCAGATATCTCCCTgagagagagagagagagagagagagagagagagaATgagagaCACAAGTCACTGTCCAGATAtctctcTgagagagagagagagagagagagagagggggACTgagagaCACCAGTCAGT

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 24 210 GCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGC GCTGATGGTGTTGTTAGCTGG GCCCATCGCCTGATCTGTTA 24 111 4 21 213 20 59,530 59,893 48,500 24,100 1,576,806 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 10 163 AGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgt AGCTGGACTGTTACAGAGGC TCTCTGCCATCTCCTCCAAGA 10 78 19 20 181 21 59,389 59,992 47,000 30,200 1,618,287 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 10 195 AGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgt AGCTGGACTGTTACAGAGGC GCCCATCGCCTGATCTGTTA 10 111 19 20 213 20 59,389 59,893 47,000 24,100 0.717395 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 9 162 GCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtGCTGGACTGTTACAGAGGCT TCTCTGCCATCTCCTCCAAGA 9 78 20 20 181 21 59,389 59,992 45,800 30,200 1,618,287 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 9 166 GCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtGCTGGACTGTTACAGAGGCT CCATTCTCTGCCATCTCCTCC 9 82 20 20 185 21 59,389 59,928 45,800 43,000 1,682,701 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 9 194 GCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtGCTGGACTGTTACAGAGGCT GCCCATCGCCTGATCTGTTA 9 111 20 20 213 20 59,389 59,893 45,800 24,100 0.717395 B 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 90 GCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtGCTGGACTGTTACAGAGGCT GATGGTTGGAGACAGTTTCTGC 9 5 20 20 109 22 59,389 59,514 45,800 42,600 3,096,501 A 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 91 AGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgt AGCTGGACTGTTACAGAGGC GATGGTTGGAGACAGTTTCTGC 10 5 19 20 109 22 59,389 59,514 47,000 42,600 3,096,501 A 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14164:38895 1 49 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 5 90 AGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgt AGCTGGACTGTTACAGAGGC ATGGTTGGAGACAGTTTCTGC 10 5 19 20 108 21 59,389 58,491 47,000 42,600 3,119,213 A 215 GAAGCTGATGGTGTTGTTAGCTGGACTGTTACAGAGGCTGACTGACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCTTGCAGAAACTGTCTCCAACCATCAAGAATCagagagTGAGGGGcctcctcctGAGGATGATGCTACAGTGATCTTCTTGGAGGAGATGGCAGAGAATGGGAAGAGATTAACAGATCAGGCGATGGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 4 0 119 TGGATGACTGATCACCCTGCATACTGCATATGATGCTGGATGACTGATCACCCTGC TCCTGTTCTCGTACCCACTCT 44 0 74 20 192 21 59,457 59,925 48,500 32,400 1,618,327 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 6 179 ATCTTGGCCACAAACACCCAGGACACAAGACAATC ATCTTGGCCACAAACACCCA GCCTTCTCCTGTTCTCGTACC 98 6 20 20 198 21 60,106 60,135 45,100 33,400 1,240,814 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 2 120 GGATGACTGATCACCCTGCATACTGCATATGATGCAGGATGACTGATCACCCTGCA TCTCCTGTTCTCGTACCCACT 43 2 75 20 194 21 59,457 59,925 44,100 40,000 1,618,327 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 2 175 ATCTTGGCCACAAACACCCAGGACACAAGACAATC ATCTTGGCCACAAACACCCA TCTCCTGTTCTCGTACCCACT 98 2 20 20 194 21 60,106 59,925 45,100 40,000 1,180,811 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 0 118 GGATGACTGATCACCCTGCATACTGCATATGATGCAGGATGACTGATCACCCTGCA TCCTGTTCTCGTACCCACTCT 43 0 75 20 192 21 59,457 59,925 44,100 32,400 1,618,327 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14418:1467 1 138 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 0 173 ATCTTGGCCACAAACACCCAGGACACAAGACAATC ATCTTGGCCACAAACACCCA TCCTGTTCTCGTACCCACTCT 98 0 20 20 192 21 60,106 59,925 45,100 32,400 1,180,811 A 225 NTACATAAGGGAAAATAGCATCTTGGCCACAAACACCCAGGACACAAGACAATCGGACAATCCTGTAAAATGCTGGATGACTGATCACCCTGCATACTGCATATGATGCATGGTAACCCAGTACCACTCCTTTTGCAacacacacacacacacacacacacacacacacacAGAGTGGGTACGAGAACAGGAGAAGGCCCCTGTGACttttttCCAGGTCCATTN

ST‐E00142:460:H2K7HCCXY:6:2214:14986:10890 1 31 78 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTNA 1 1 11 1 126 TGTCTATTtctctcGCTCTCCGTTtctctctctctctctctctct TGTCTATTTCTCTCGCTCTCCG AGACAGAGAGGGACATAAAGAGT 2 1 7 22 132 23 59,385 58,058 46,300 32,400 7,556,233 G 132 TGTCTCTGTCTATTtctctcGCTCTCCGTTtctctctctctctctctctctctctctctctctcTTTCTCTTTGCCCTCCCCctctctctctCGctctctctctctctCACTCTTTATGTCCctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2214:14986:10890 1 31 78 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTNA 0 0 12 0 125 GTCTATTtctctcGCTCTCCGTTtctctctctctctctctctctc GTCTATTTCTCTCGCTCTCCGT AGACAGAGAGGGACATAAAGAGTG 1 0 8 22 132 24 59,385 59,291 46,900 35,100 7,324,380 G 132 TGTCTCTGTCTATTtctctcGCTCTCCGTTtctctctctctctctctctctctctctctctctcTTTCTCTTTGCCCTCCCCctctctctctCGctctctctctctctCACTCTTTATGTCCctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2214:14986:10890 1 31 78 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTNA 0 0 12 0 126 TGTCTATTtctctcGCTCTCCGTTtctctctctctctctctctct TGTCTATTTCTCTCGCTCTCCG AGACAGAGAGGGACATAAAGAGTG 2 0 7 22 132 24 59,385 59,291 46,300 35,100 7,323,917 G 132 TGTCTCTGTCTATTtctctcGCTCTCCGTTtctctctctctctctctctctctctctctctctcTTTCTCTTTGCCCTCCCCctctctctctCGctctctctctctctCACTCTTTATGTCCctctctGTCT

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 1 1 16 1 130 ACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTA ACTGTGTGTGTATGTGTCTGCT CGCACACACAAACACACACA 1 5 10 22 139 20 59,897 60,110 42,400 37,200 2,213,104 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 0 0 16 1 131 ACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTA ACTGTGTGTGTATGTGTCTGCT ACGCACACACAAACACACAC 1 6 10 22 140 20 59,897 60,110 42,400 38,200 2,213,058 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 0 0 16 1 140 ACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTA ACTGTGTGTGTATGTGTCTGCT CTAGCAGGTACGCACACACA 1 15 10 22 149 20 59,897 60,039 42,400 37,200 2,141,712 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 0 0 16 1 141 ACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTA ACTGTGTGTGTATGTGTCTGCT ACTAGCAGGTACGCACACAC 1 16 10 22 150 20 59,897 60,039 42,400 38,200 2,141,620 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 0 0 18 12 150 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgGTGTCTGCTACTGTGTGTGT ACTAGCAGGTACGCACACAC 12 16 1 20 150 20 57,775 60,039 37,200 38,200 2,263,595 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:2290:54225 1 33 82 17 3 AC GTGTGTGTGTACCTGCTACTCTGTGTGTGTGTGTGT NA 0 0 18 5 139 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgGTGTCTGCTACTGTGTGTGT CGCACACACAAACACACACA 12 5 1 20 139 20 57,775 60,110 37,200 37,200 2,335,078 G 151 GTGTCTGCTACtgtgtgtgTATGTGTCTGCTAgtgtgtgtgtACCTGCTACTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgtgtgtGCgtgtgtgtgtgtgtGCTACtgtgtgtgTTtgtgtgtgCGTACCTGCTAGTN

ST‐E00142:460:H2K7HCCXY:6:2214:24718:61433 1 24 90 17 4 AG CTCTCTCTCTCGCTGACTCTCCCTCTCTCTCTCTCTGTNA 1 1 13 0 129 ACCctctctctTTCTCCCTGActctctctctCGCTGACTCTC ACCCTCTCTCTTTCTCCCTGA TGGAACAGGATTGTGCGG 0 0 3 21 131 18 59,281 57,604 38,600 56,900 6,114,897 G 157 TGACCctctctctTTCTCCCTGActctctctctCGCTGACTCTCCctctctctctctctGTGtctctctctctctctctctctctctctctctctcTGACCctctctctctctCCGCACAATCCTGTTCCActctctctctGCACAATCTTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2214:24718:61433 1 24 90 17 4 AG CTCTCTCTCTCGCTGACTCTCCCTCTCTCTCTCTCTGTNA 0 0 13 0 130 GACCctctctctTTCTCCCTGActctctctctCGCTGACTCT GACCCTCTCTCTTTCTCCCTG TGGAACAGGATTGTGCGG 1 0 2 21 131 18 58,893 57,604 44,500 56,900 6,502,886 G 157 TGACCctctctctTTCTCCCTGActctctctctCGCTGACTCTCCctctctctctctctGTGtctctctctctctctctctctctctctctctctcTGACCctctctctctctCCGCACAATCCTGTTCCActctctctctGCACAATCTTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2214:24718:61433 1 24 90 17 4 AG CTCTCTCTCTCGCTGACTCTCCCTCTCTCTCTCTCTGTNA 0 0 15 0 131 TGACCctctctctTTCTCCCTGActctctctctCGCTGACTC TGACCCTCTCTCTTTCTCCCT TGGAACAGGATTGTGCGG 2 0 1 21 131 18 59,281 57,604 42,000 56,900 6,114,897 G 157 TGACCctctctctTTCTCCCTGActctctctctCGCTGACTCTCCctctctctctctctGTGtctctctctctctctctctctctctctctctctcTGACCctctctctctctCCGCACAATCCTGTTCCActctctctctGCACAATCTTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 1 1 17 3 184 ctctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCTCTCTCTCCCGGCCTCTC AGAGAGACGGGAAGAGGGC 4 3 21 19 204 19 60,528 60,381 32,000 51,900 2,908,959 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 0 0 17 3 189 tctcActctctctCCCGGCCTCTCCCTGtctctctcActctctc TCTCACTCTCTCTCCCGGC AGAGAGACGGGAAGAGGGC 9 3 16 19 204 19 60,077 60,381 61,300 51,900 2,458,007 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 0 0 17 3 191 tctctcActctctctCCCGGCCTCTCCCTGtctctctcActctc TCTCTCACTCTCTCTCCCGG AGAGAGACGGGAAGAGGGC 10 3 14 20 204 19 59,456 60,381 57,300 51,900 1,924,873 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 0 0 18 3 185 ctctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCTCTCTCTCCCGGCCTCTC GAGAGAGACGGGAAGAGGGC 4 3 21 19 205 20 60,528 61,389 32,000 51,900 2,917,146 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 0 0 18 3 190 tctcActctctctCCCGGCCTCTCCCTGtctctctcActctctc TCTCACTCTCTCTCCCGGC GAGAGAGACGGGAAGAGGGC 9 3 16 19 205 20 60,077 61,389 61,300 51,900 2,466,193 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31365:52309 1 44 139 17 4 AG TCTCTCTCACTCTCTCTCTCTCCCGCCCTCTCCCCCTC NA 0 0 18 3 192 tctctcActctctctCCCGGCCTCTCCCTGtctctctcActctc TCTCTCACTCTCTCTCCCGG GAGAGAGACGGGAAGAGGGC 10 3 14 20 205 20 59,456 61,389 57,300 51,900 1,933,059 G 205 CCCTCGCCCCGtctctctcActctctctCCCGGCCTCTCCCTGtctctctcActctctctctctCCCGCCCTCTCCCCctctctctctctctctctctctctctctctctctCCTACCCTCTcccccTCTCCCTGtctctctctcCCGCCCTCTCCCCGtctctctcGCActctctctctctCCCGCCCTCTTCCCGtctctctc

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 1 1 2 8 175 TCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCTCAGTCCCTCTGCTGGTACA ATTAAGGGTCACGCTGAGGC 81 8 84 20 258 20 59,886 60,108 29,000 47,000 0.222018 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 2 1 168 TCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCTCAGTCCCTCTGCTGGTACA GTCACGCTGAGGCTGTGTTA 81 1 84 20 251 20 59,886 60,320 29,000 24,100 0.433918 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 3 8 245 TCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATCAGCCACATTCAGTAAGAAACT ATTAAGGGTCACGCTGAGGC 148 8 14 23 258 20 58,027 60,108 26,600 47,000 5,080,822 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 3 8 246 TTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACTTCAGCCACATTCAGTAAGAAACT ATTAAGGGTCACGCTGAGGC 148 8 13 24 258 20 58,623 60,108 26,600 47,000 5,484,279 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 3 4 98 TGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgt TGGATGGTTACCTTGGCCAG ATTAAGGGTCACGCTGAGGC 4 8 161 20 258 20 59,669 60,108 48,500 47,000 0.438933 B 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 3 1 91 TGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgt TGGATGGTTACCTTGGCCAG GTCACGCTGAGGCTGTGTTA 4 1 161 20 251 20 59,669 60,320 48,500 24,100 0.650833 B 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 4 0 90 TGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgt TGGATGGTTACCTTGGCCAG TCACGCTGAGGCTGTGTTAG 4 0 161 20 250 20 59,669 60,038 48,500 23,400 0.369529 B 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 4 0 167 TCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCTCAGTCCCTCTGCTGGTACA TCACGCTGAGGCTGTGTTAG 81 0 84 20 250 20 59,886 60,038 29,000 23,400 0.152615 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 4 0 241 AGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGAGATTCAGCCACATTCAGTAAGA TCACGCTGAGGCTGTGTTAG 152 0 10 23 250 20 57,573 60,038 21,000 23,400 5,464,940 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 5 8 224 CTGAACTGCTGCACATGCTGTTAAATCATGGATCCt CTGAACTGCTGCACATGCTG ATTAAGGGTCACGCTGAGGC 130 8 35 20 258 20 60,110 60,108 44,100 47,000 0.217389 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 5 0 216 CTGAACTGCTGCACATGCTGTTAAATCATGGATCCt CTGAACTGCTGCACATGCTG TCACGCTGAGGCTGTGTTAG 130 0 35 20 250 20 60,110 60,038 44,100 23,400 0.147986 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2214:31984:10380 1 185 46 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTNA 0 0 5 0 218 AACTGAACTGCTGCACATGCTGTTAAATCATGGATCAACTGAACTGCTGCACATGC TCACGCTGAGGCTGTGTTAG 132 0 33 20 250 20 59,687 60,038 40,600 23,400 0.351294 F 276 GAAATAATAAGATTCAGCCACATTCAGTAAGAAACTGAACTGCTGCACATGCTGTTAAATCATGGATCCtttttAATCTCATTTCAGTCCCTCTGCTGGTACAtgtgtgTATGGTAGCTTCAAGTGGACaaaaaGCACAGTGCAACTTTCAATATACTATTGGATGGTTACCTTGGCCAGATCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtCTAACACAGCCTCAGCGTGACCCTTAATCTCCAACTTAAAATGCTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 3 118 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC TGAGGGAGACAGTGGGAGAC 3 42 82 19 199 20 59,014 60,252 53,600 33,600 2,238,245 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 3 170 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC CAGAGGGAGAAGCAGACACA 3 94 82 19 251 20 59,014 59,028 53,600 37,200 2,958,547 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 3 117 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC GAGGGAGACAGTGGGAGACA 3 41 82 19 198 20 59,014 60,252 53,600 34,100 2,238,245 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 3 168 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC GAGGGAGAAGCAGACACACA 3 92 82 19 249 20 59,014 59,318 53,600 37,200 2,668,147 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 3 115 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC GGGAGACAGTGGGAGACAGA 3 39 82 19 196 20 59,014 60,252 53,600 34,100 2,238,245 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 104 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 3 172 TGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctc TGGCTTTCTCTCTCTGCCC CACAGAGGGAGAAGCAGACA 3 96 82 19 253 20 59,014 59,028 53,600 34,100 2,958,547 F 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 1 6 10 128 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT AGGAACAACAGGCAGTGAGG 10 12 42 20 169 20 58,361 59,891 30,100 38,600 1,747,872 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 6 10 130 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT AGAGGAACAACAGGCAGTGAG 10 13 42 20 171 21 58,361 59,929 30,100 35,100 2,709,914 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 7 9 128 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCTT AGGAACAACAGGCAGTGAGG 9 12 42 21 169 20 59,026 59,891 25,200 38,600 2,083,578 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 8 10 126 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT GAACAACAGGCAGTGAGGGA 10 10 42 20 167 20 58,361 59,891 30,100 42,000 1,747,114 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 8 10 158 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT TGAGGGAGACAGTGGGAGAC 10 42 42 20 199 20 58,361 60,252 30,100 33,600 1,890,361 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 8 10 210 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT CAGAGGGAGAAGCAGACACA 10 94 42 20 251 20 58,361 59,028 30,100 37,200 2,610,663 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 8 7 123 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT CAACAGGCAGTGAGGGAGAG 10 7 42 20 164 20 58,361 60,037 30,100 32,000 1,675,106 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 10 10 157 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT GAGGGAGACAGTGGGAGACA 10 41 42 20 198 20 58,361 60,252 30,100 34,100 1,890,361 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 10 10 208 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT GAGGGAGAAGCAGACACACA 10 92 42 20 249 20 58,361 59,318 30,100 37,200 2,320,263 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 10 5 121 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT ACAGGCAGTGAGGGAGAGAT 10 5 42 20 162 20 58,361 59,958 30,100 27,500 1,680,960 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 12 10 155 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT GGGAGACAGTGGGAGACAGA 10 39 42 20 196 20 58,361 60,252 30,100 34,100 1,890,361 D 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 72 66 17 2 AG TCTCTCTCTCTGGCTTTCTCTCTCTGCCCCTATCTCTC NA 0 0 12 10 212 CCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctc CCTCAGTGTCTCCCTGTTCT CACAGAGGGAGAAGCAGACA 10 96 42 20 253 20 58,361 59,028 30,100 34,100 2,610,663 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 1 9 2 156 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT CAACAGGCAGTGAGGGAGAG 2 7 9 21 164 20 59,363 60,037 41,800 32,000 1,673,095 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 9 2 159 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT GAACAACAGGCAGTGAGGGA 2 10 9 21 167 20 59,363 59,891 41,800 42,000 1,745,103 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 9 2 191 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT TGAGGGAGACAGTGGGAGAC 2 42 9 21 199 20 59,363 60,252 41,800 33,600 1,888,351 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 10 2 154 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT ACAGGCAGTGAGGGAGAGAT 2 5 9 21 162 20 59,363 59,958 41,800 27,500 1,678,949 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 10 2 190 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT GAGGGAGACAGTGGGAGACA 2 41 9 21 198 20 59,363 60,252 41,800 34,100 1,888,351 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 10 2 241 TCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTC TCCTCTCTTTCCCTCTCTCGT GAGGGAGAAGCAGACACACA 2 92 9 21 249 20 59,363 59,318 41,800 37,200 2,318,252 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 11 9 248 TCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTC TCTCCCTTCCTCTCTTTCCCT GAGGGAGAAGCAGACACACA 9 92 2 21 249 20 59,275 59,318 42,000 37,200 2,406,915 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 11 7 246 TCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTCCCTTCCTCTCTTTCCCTCT GAGGGAGAAGCAGACACACA 7 92 4 21 249 20 59,275 59,318 36,900 37,200 2,406,915 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12073:30316 1 32 106 17 3 AG TCTCTCTCTCCCTCAGTGTCTCCCTGTTCTTATTTCGTNA 0 0 12 7 193 TCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTCCCTTCCTCTCTTTCCCTCT GGGAGACAGTGGGAGACAGA 7 39 4 21 196 20 59,275 60,252 36,900 34,100 1,977,014 G 253 TTCTCCCTTCctctctTTCCctctctCGTTGtctctctctcCCTCAGTGTCTCCCTGTTCTTATTTCGTGAtctctctctcTGGCTTtctctctcTGCCCCTAtctctctctctctctctctctctctctctctctcTGTCTAtctctcCCTCACTGCCTGTTGTTCCTCTATCTTTCTGTCTCCCACTGTCTCCCTCATTCTCTGTAAATCTGACTCTCACTCTGGTTtgtgtgTCTGCTTCTCCCTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 5 53 241 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCAT TGAGCTTGCTCCTTCCTGG ATCCAGTGAGATTGCCCAACA 53 105 1 19 241 21 59,318 59,645 44,500 33,300 3,037,047 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 53 240 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCAT TGAGCTTGCTCCTTCCTGG TCCAGTGAGATTGCCCAACA 53 105 1 19 240 20 59,318 59,230 44,500 33,300 2,452,166 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 185 CCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCACCTTCCTGGCTGCCTCTAAG CAAAGCAAACACAGGACGGG 42 60 11 20 195 20 59,820 59,969 21,800 52,800 0.210575 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 42 195 CCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCACCTTCCTGGCTGCCTCTAAG GGCAGAGGAGCAAAGCAAAC 42 70 11 20 205 20 59,820 60,039 21,800 29,300 0.218737 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 41 184 CTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGCTTCCTGGCTGCCTCTAAGG CAAAGCAAACACAGGACGGG 41 60 12 20 195 20 59,820 59,969 26,900 52,800 0.210575 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 41 194 CTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGCTTCCTGGCTGCCTCTAAGG GGCAGAGGAGCAAAGCAAAC 41 70 12 20 205 20 59,820 60,039 26,900 29,300 0.218737 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 15 139 CTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGCTTCCTGGCTGCCTCTAAGG GAGCAGGGAAGGGAAAGACC 41 15 12 20 150 20 59,820 60,035 26,900 38,500 0.214896 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 15 140 CCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCACCTTCCTGGCTGCCTCTAAG GAGCAGGGAAGGGAAAGACC 42 15 11 20 150 20 59,820 60,035 21,800 38,500 0.214896 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 108 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT GAGCAGGGAAGGGAAAGACC 10 15 43 20 150 20 57,433 60,035 18,900 38,500 2,601,793 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 153 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT CAAAGCAAACACAGGACGGG 10 60 43 20 195 20 57,433 59,969 18,900 52,800 2,597,472 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 163 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT GGCAGAGGAGCAAAGCAAAC 10 70 43 20 205 20 57,433 60,039 18,900 29,300 2,605,634 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 165 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT ATGGCAGAGGAGCAAAGCAA 10 72 43 20 207 20 57,433 60,251 18,900 39,100 2,818,308 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 10 194 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT GTGAGATTGCCCAACAGCAG 10 101 43 20 236 20 57,433 59,475 18,900 42,400 3,091,696 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 4 97 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT GGAAAGACCAGCCTATGCGA 10 4 43 20 139 20 57,433 59,822 18,900 51,000 2,744,901 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 94 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT AAGACCAGCCTATGCGACTG 10 1 43 20 136 20 57,433 59,823 18,900 35,100 2,743,513 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 125 CTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGCTTCCTGGCTGCCTCTAAGG AAGACCAGCCTATGCGACTG 41 1 12 20 136 20 59,820 59,823 26,900 35,100 0.356616 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 1 126 CCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCACCTTCCTGGCTGCCTCTAAG AAGACCAGCCTATGCGACTG 42 1 11 20 136 20 59,820 59,823 21,800 35,100 0.356616 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 53 240 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCAT TGAGCTTGCTCCTTCCTGG TCCAGTGAGATTGCCCAACAG 53 104 1 19 240 21 59,318 60,272 44,500 31,600 2,953,209 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 41 226 CTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGCTTCCTGGCTGCCTCTAAGG AGTGAGATTGCCCAACAGCA 41 102 12 20 237 20 59,820 59,889 26,900 44,100 0.290998 F 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 10 195 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT AGTGAGATTGCCCAACAGCA 10 102 43 20 237 20 57,433 59,889 18,900 44,100 2,677,894 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:12388:9589 1 73 43 17 1.5 AC TGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 10 196 TGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgTGCCAGACAGCACAAGTTAT CAGTGAGATTGCCCAACAGC 10 103 43 20 238 20 57,433 59,475 18,900 44,000 3,091,696 B 268 TGAGCTTGCTCCTTCCTGGCTGCCTCTAAGGTGCATTaaaaaTGCCAGACAGCACAAGTTATAATTTGAAATtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAGTCGCATAGGCTGGTCTTTCCCTTCCCTGCTCAGCATGTAAAATAAACATGATTTACCCCGTCCTGTGTTTGCTTTGCTCCTCTGCCATCTGCAAGTGCTGCTGTTGGGCAATCTCACTGGATCTAACCTCGAGTAATGTTTATCTGGCT

ST‐E00142:460:H2K7HCCXY:6:2215:15879:37788 1 51 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 15 1 103 actcactcacacacacTCACTAACTCACTCACCCACACTC ACTCACTCACACACACTCACT AGTGATTGTCTGAGTGAGTGACT 24 1 6 21 108 23 58,897 59,106 34,100 34,100 5,997,800 F 109 CAAtcactcactcacacacacTCACTAACTCACTCACCCACACTCTCACTcacacacacacacacacacacacacacacacacaAAGTCACTCACTCAGACAATCACTC

ST‐E00142:460:H2K7HCCXY:6:2215:15879:37788 1 51 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 16 1 104 cactcactcacacacacTCACTAACTCACTCACCCACACT CACTCACTCACACACACTCACT AGTGATTGTCTGAGTGAGTGACT 24 1 5 22 108 23 60,159 59,106 34,100 34,100 6,053,611 F 109 CAAtcactcactcacacacacTCACTAACTCACTCACCCACACTCTCACTcacacacacacacacacacacacacacacacacaAAGTCACTCACTCAGACAATCACTC

ST‐E00142:460:H2K7HCCXY:6:2215:15879:37788 1 51 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 17 1 105 tcactcactcacacacacTCACTAACTCACTCACCCACACTTCACTCACTCACACACACTCA AGTGATTGTCTGAGTGAGTGACT 26 1 4 21 108 23 58,901 59,106 34,100 34,100 5,993,832 F 109 CAAtcactcactcacacacacTCACTAACTCACTCACCCACACTCTCACTcacacacacacacacacacacacacacacacacaAAGTCACTCACTCAGACAATCACTC

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 6 0 97 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG TGTGTTGTCTCTGTCTGGGT 0 23 3 20 99 20 59,464 58,504 44,500 45,100 2,032,320 A 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 98 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG ATGTGTTGTCTCTGTCTGGGT 0 23 3 20 100 21 59,464 58,950 44,500 45,100 2,586,405 A 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 97 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG TGTGTTGTCTCTGTCTGGGTT 0 22 3 20 99 21 59,464 59,163 44,500 41,100 2,373,699 A 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 1 1 6 0 131 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA TGTCACTTAATCTATCCTCCCAC 0 12 28 20 158 23 57,637 57,129 44,100 46,100 8,234,703 B 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 131 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA TGTCACTTAATCTATCCTCCCACT 0 11 28 20 158 24 57,637 58,471 44,100 40,000 7,892,596 B 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 188 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA GGATCCACCCAAGTCTATGAGA 0 70 28 20 215 22 57,637 58,691 44,100 32,700 5,672,603 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 189 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA TGGATCCACCCAAGTCTATGAG 0 71 28 20 216 22 57,637 58,959 44,100 29,000 5,404,517 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 189 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA TGGATCCACCCAAGTCTATGA 0 72 28 20 216 21 57,637 57,871 44,100 21,500 5,492,568 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 193 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA ATCGTGGATCCACCCAAGTC 0 77 28 20 220 20 57,637 59,458 44,100 30,100 2,905,169 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 194 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA CATCGTGGATCCACCCAAGT 0 78 28 20 221 20 57,637 59,747 44,100 31,600 2,616,350 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 6 0 195 AACACTCCAACATTCCTGCAcatgcatgcatgTacacaca AACACTCCAACATTCCTGCA TCATCGTGGATCCACCCAAG 0 79 28 20 222 20 57,637 59,459 44,100 36,100 2,904,699 F 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:22577:18907 1 48 76 17 1.5 AC CATGCATGCATGTACACACACACACACACACACGCANA 0 0 7 0 132 AAACACTCCAACATTCCTGCAcatgcatgcatgTacacac AAACACTCCAACATTCCTGCA TGTCACTTAATCTATCCTCCCACT 0 11 27 21 158 24 58,335 58,471 44,100 40,000 8,194,455 B 246 CTTAACCTGGTTGAAGAGAAATAATAAAACACTCCAACATTCCTGCAcatgcatgcatgTacacacacacacacacacacGcacacaCTcacacacacacacacacacacacacacacacacaATACATTACAAAGTGGGAGGATAGATTAAGTGACAtttttAAAGTCCAACAAAGATTAAAGTGATGTTGTTCTCATAGACTTGGGTGGATCCACGATGATCTTGATGGTCCTTCTGGTTTCAA

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 1 1 4 28 203 ACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAAACATGTGCCACTAAAGCCCA CTCCAGTCTCCTCATCAGCC 54 28 22 20 224 20 59,888 59,248 53,600 48,500 0.864273 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 0 0 4 27 202 ACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAAACATGTGCCACTAAAGCCCA TCCAGTCTCCTCATCAGCCT 54 27 22 20 223 20 59,888 59,662 53,600 45,800 0.449992 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 0 0 4 9 159 GCTCAGGAATGAGATCTTTCCCTGATCCATAatatataGCTCAGGAATGAGATCTTTCCC TCCAGTCTCCTCATCAGCCT 9 27 65 22 223 20 58,524 59,662 39,700 45,800 3,813,349 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 0 0 4 9 160 AGCTCAGGAATGAGATCTTTCCCTGATCCATAatata AGCTCAGGAATGAGATCTTTCCC TCCAGTCTCCTCATCAGCCT 9 27 64 23 223 20 59,864 59,662 39,700 45,800 3,474,033 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 0 0 4 8 159 GCTCAGGAATGAGATCTTTCCCTGATCCATAatatataGCTCAGGAATGAGATCTTTCCCT TCCAGTCTCCTCATCAGCCT 8 27 65 23 223 20 59,864 59,662 42,000 45,800 3,474,033 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:23602:57882 1 96 81 17 2 AT ATATATATATATAACACCGCTTTAAGATTAGATTTTANA 0 0 6 26 201 ACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAAACATGTGCCACTAAAGCCCA CCAGTCTCCTCATCAGCCTT 54 26 22 20 222 20 59,888 58,798 53,600 43,500 1,314,548 D 245 GGCAACTCAGTCTTAtttttAACATGTGCCACTAAAGCCCAAATCAGTTTCATGTAATTCAACAGCTCAGGAATGAGATCTTTCCCTGATCCATAatatatatatatAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAatatatatatatatatatatatatatatatatatAAAACACCGCTTTAAGATTAGATTTTAAGGCTGATGAGGAGACTGGAGAATGCATGTTTGCATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 1 1 4 14 126 CACCATCCTGAGGACACTTACACATATCAACATGTT CACCATCCTGAGGACACTTACA CGCAGGCAGCATAACATCAC 14 36 1 22 126 20 59,433 59,971 24,100 30,600 2,595,675 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 14 146 CACCATCCTGAGGACACTTACACATATCAACATGTT CACCATCCTGAGGACACTTACA TGGTCATCAGCGCCATGTT 14 57 1 22 146 19 59,433 60,002 24,100 27,100 3,569,426 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 5 14 225 CACCATCCTGAGGACACTTACACATATCAACATGTT CACCATCCTGAGGACACTTACA AAGCTGTGTACACTTGGCGA 14 135 1 22 225 20 59,433 59,894 24,100 55,400 2,673,133 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 13 125 ACCATCCTGAGGACACTTACACATATCAACATGTTc ACCATCCTGAGGACACTTACAC CGCAGGCAGCATAACATCAC 13 36 2 22 126 20 59,432 59,971 29,000 30,600 2,596,121 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 13 145 ACCATCCTGAGGACACTTACACATATCAACATGTTc ACCATCCTGAGGACACTTACAC TGGTCATCAGCGCCATGTT 13 57 2 22 146 19 59,432 60,002 29,000 27,100 3,569,872 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 13 224 ACCATCCTGAGGACACTTACACATATCAACATGTTc ACCATCCTGAGGACACTTACAC AAGCTGTGTACACTTGGCGA 13 135 2 22 225 20 59,432 59,894 29,000 55,400 2,673,579 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 12 124 CCATCCTGAGGACACTTACACATATCAACATGTTcacCCATCCTGAGGACACTTACACA CGCAGGCAGCATAACATCAC 12 36 3 22 126 20 59,433 59,971 37,200 30,600 2,595,675 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 12 144 CCATCCTGAGGACACTTACACATATCAACATGTTcacCCATCCTGAGGACACTTACACA TGGTCATCAGCGCCATGTT 12 57 3 22 146 19 59,433 60,002 37,200 27,100 3,569,426 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26737:14265 1 37 34 17 1 AC CACACACACACACACACACACACACACACACACA NA 0 0 6 12 223 CCATCCTGAGGACACTTACACATATCAACATGTTcacCCATCCTGAGGACACTTACACA AAGCTGTGTACACTTGGCGA 12 135 3 22 225 20 59,433 59,894 37,200 55,400 2,673,133 F 245 CACCATCCTGAGGACACTTACACATATCAACATGTTcacacacacacacacacacacacacacacacacaCGCGcacacaGACACGcccccccAGTACAGCCGAAAGTGATGTTATGCTGCCTGCGCAACATGGCGCTGATGACCACGAGTGCTGCCTGAGGCTATGTAGGCAAACAAACCTCAAGGTCCCGAGTGAAGTGCAGCTCGCCAAGTGTACACAGCTTATGTATGGCTGTGAAAACAT

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 1 4 0 166 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA TTGAGCGCTGAAGGTGAGTC 0 43 18 22 183 20 57,519 60,320 28,300 33,600 4,801,268 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 4 0 175 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA CTACAGTGGTTGAGCGCTGA 0 52 18 22 192 20 57,519 60,038 28,300 42,600 4,519,619 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 4 0 178 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA ATCCTACAGTGGTTGAGCGC 0 55 18 22 195 20 57,519 60,108 28,300 59,200 4,589,505 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 4 0 193 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA TGTGAACATGGCACCATCCT 0 70 18 22 210 20 57,519 59,595 28,300 32,400 4,886,566 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 4 0 212 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA GCAGTGTGTTTCTGTGCCAT 0 89 18 22 229 20 57,519 59,330 28,300 44,000 5,151,530 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 4 0 215 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA TACGCAGTGTGTTTCTGTGC 0 92 18 22 232 20 57,519 59,066 28,300 45,700 5,415,863 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 6 0 123 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA TGTCAGCGTGTGTGTCTTCA 0 0 18 22 140 20 57,519 59,825 28,300 30,200 4,655,985 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 8 0 125 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA TCTGTCAGCGTGTGTGTCTT 0 2 18 22 142 20 57,519 59,540 28,300 30,100 4,941,267 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 81 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 10 0 126 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA GTCTGTCAGCGTGTGTGTCT 0 3 18 22 143 20 57,519 60,249 28,300 34,100 4,730,440 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 209 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 1 5 0 263 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA AGGGAGTGTACATCTCTCTGTCT 0 9 18 22 280 23 57,519 59,732 28,300 34,100 7,749,701 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 209 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 6 0 262 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA GGGAGTGTACATCTCTCTGTCT 0 9 18 22 279 22 57,519 58,373 28,300 34,100 8,108,298 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:26768:67023 1 40 209 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGTCTNA 0 0 6 0 263 AGAgtgtgtACTGGAACAACAAtctctctctctctctctctctcAGAGTGTGTACTGGAACAACAA AGGGAGTGTACATCTCTCTGTC 0 10 18 22 280 22 57,519 58,373 28,300 35,100 8,108,298 G 283 TTTACTAAATAATAAATAGAgtgtgtACTGGAACAACAAtctctctctctctctctctctctctctctctctcAGTCTCACTCTCACTCTTTCActctctctctCCcacacacacacacaTGAAGacacacacGCTGACAGACACAGGCACATACACAAAACAGACTCACCTTCAGCGCTCAACCACTGTAGGATGGTGCCATGTTCACATGGCACAGAAacacacTGCGTACACGcacacacacacaAAAATCGAAAGACagagagATGTACACTCCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 1 1 3 74 240 TCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTCTGCAGAGATAACTAGGTGCA TGACCTAGGATGCCTCCATG 83 74 12 22 251 20 58,635 58,572 45,700 36,600 4,793,281 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 3 73 240 TCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTCTGCAGAGATAACTAGGTGCA TGACCTAGGATGCCTCCATGT 83 73 12 22 251 21 58,635 60,344 45,700 32,100 4,709,865 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 3 65 222 TGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTGCAAATTTCTTTGATGCTGCC TGACCTAGGATGCCTCCATGT 65 73 30 22 251 21 58,931 60,344 48,500 32,100 4,412,954 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 3 29 184 TGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATTGTGGGACATAGCTTCAGCC TGACCTAGGATGCCTCCATGT 29 73 68 20 251 21 59,747 60,344 48,500 32,100 1,597,437 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 3 1 111 TGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATTGTGGGACATAGCTTCAGCC TTGTCAGGAGGCTAAGACCT 29 1 68 20 178 20 59,747 57,673 48,500 38,500 2,580,369 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 73 241 CTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTCTGCAGAGATAACTAGGTGCA TGACCTAGGATGCCTCCATGT 83 73 11 23 251 21 59,617 60,344 45,700 32,100 4,727,259 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 64 221 GCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTGCAAATTTCTTTGATGCTGCCA TGACCTAGGATGCCTCCATGT 64 73 31 22 251 21 58,931 60,344 49,200 32,100 4,412,954 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 63 221 GCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTGCAAATTTCTTTGATGCTGCCAC TGACCTAGGATGCCTCCATGT 63 73 31 23 251 21 60,120 60,344 50,100 32,100 4,464,836 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 28 183 GTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGGTGGGACATAGCTTCAGCCA TGACCTAGGATGCCTCCATGT 28 73 69 20 251 21 59,747 60,344 47,500 32,100 1,597,437 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 28 183 GTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGGTGGGACATAGCTTCAGCCA TGACCTAGGATGCCTCCATG 28 74 69 20 251 20 59,747 58,572 47,500 36,600 1,680,853 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 1 110 GTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGGTGGGACATAGCTTCAGCCA TTGTCAGGAGGCTAAGACCT 28 1 69 20 178 20 59,747 57,673 47,500 38,500 2,580,369 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31365:48511 1 117 41 17 1.5 AT ATATATATATATATATATATATATATATATATATAGT NA 0 0 4 1 111 GTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGGTGGGACATAGCTTCAGCCA ATTGTCAGGAGGCTAAGACCT 28 1 69 20 179 21 59,747 58,161 47,500 38,500 3,092,272 F 261 TTGCTAGTGTCTCTGCAGAGATAACTAGGTGCAAATTTCTTTGATGCTGCCACATCGGCCCTTTTGTTGTGGGACATAGCTTCAGCCATTTTaaaaaTGTCAATGTCCAGtttttAatatatatatatatatatatatatatatatatatAgtgtgtGAGGTCTTAGCCTCCTGACAATATCCTTATTATAACAAATATCCTCTTCCGCTAGAAGGACAAATACAAAACTACATGGAGGCATCCTAGGTCAAAACACTGGC

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 14 0 128 TAGTGCGAGGGAGCgagagaGCCACagagagagagagaTAGTGCGAGGGAGCGAGAG TCTCTGTCTCTCTCCCTCCG 6 0 63 19 190 20 60,820 59,456 32,000 46,300 2,364,279 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 129 GTAGTGCGAGGGAGCgagagaGCCACagagagagaga GTAGTGCGAGGGAGCGAGA TCTCTGTCTCTCTCCCTCCG 7 0 62 19 190 20 61,113 59,456 40,400 46,300 2,657,655 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 129 GTAGTGCGAGGGAGCgagagaGCCACagagagagaga GTAGTGCGAGGGAGCGAGAG TCTCTGTCTCTCTCCCTCCG 6 0 62 20 190 20 62,054 59,456 32,000 46,300 2,598,363 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 167 GCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGCATCAAACAGAGCGCTGG TCTCTGTCTCTCTCCCTCCG 45 0 24 19 190 20 59,864 59,456 48,500 46,300 1,680,370 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 173 CCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGG CCCTTCGCATCAAACAGAGC TCTCTGTCTCTCTCCCTCCG 50 0 18 20 190 20 59,551 59,456 40,900 46,300 0.993611 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:31548:53821 1 88 83 17 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 0 174 CCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGG CCCTTCGCATCAAACAGAGC CTCTCTGTCTCTCTCCCTCCG 50 0 18 20 191 21 59,551 60,475 40,900 46,300 1,924,422 G 194 AAGGAGTAAGGGTTTACCCCTTCGCATCAAACAGAGCGCTGGTTGCCAAGGGCAGGAAGGGGTAGTGCGAGGGAGCgagagaGCCACagagagagagagagagagagagagagagagagagGgagagagagaCACAGAGACAGGgagagagagaCGgagagagagagagaCGGAGGgagagagaCagagagagA

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 1 1 Oct‐75 7 141 AGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgAGTGACTGACATTCTGAGACAGT TCACACAAACGTACAACACTCAC 7 32 38 23 178 23 59,106 59,631 35,500 35,100 7,262,966 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 Oct‐75 6 140 GTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgt GTGACTGACATTCTGAGACAGTG TCACACAAACGTACAACACTCAC 6 32 39 23 178 23 59,013 59,631 36,600 35,100 7,355,111 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 Nov‐75 7 122 AGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgAGTGACTGACATTCTGAGACAGT TCACACACAAACAACACATGCA 7 14 38 23 159 22 59,106 59,770 35,500 39,600 6,124,210 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 Nov‐75 7 140 AGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgAGTGACTGACATTCTGAGACAGT CACACAAACGTACAACACTCACA 7 31 38 23 177 23 59,106 59,876 35,500 35,800 7,018,217 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 Nov‐75 6 121 GTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgt GTGACTGACATTCTGAGACAGTG TCACACACAAACAACACATGCA 6 14 39 23 159 22 59,013 59,770 36,600 39,600 6,216,356 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 Nov‐75 5 120 TGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtg TGACTGACATTCTGAGACAGTGA TCACACACAAACAACACATGCA 5 14 40 23 159 22 59,109 59,770 34,100 39,600 6,121,150 G 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 13 0 107 TGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtg TGACTGACATTCTGAGACAGTGA ACACATGCATATACACAGTCAGT 5 0 40 23 146 23 59,109 57,910 34,100 34,100 8,981,336 D 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 13 0 108 GTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgt GTGACTGACATTCTGAGACAGTG ACACATGCATATACACAGTCAGT 6 0 39 23 146 23 59,013 57,910 36,600 34,100 9,076,542 D 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2215:8471:1397 1 68 56 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGG NA 0 0 13 0 109 AGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgAGTGACTGACATTCTGAGACAGT ACACATGCATATACACAGTCAGT 7 0 38 23 146 23 59,106 57,910 35,500 34,100 8,984,396 D 210 NTATATGATAGCATGACAGACtgtgtgtgtgtgAGATAGTGACTGACATTCTGAGACAGTGATTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGAAtgtgtgtgtgtgtgtgACTGACTGTGTATATGCATGTGTTGTTtgtgtgtgAGTGTTGTACGTTtgtgtgAATGTCTGTTAGTATGAGTGTTGTTtgtgtgTN

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 0 100 AGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgt AGAGGGAGAGAGTGAGAGGC GGTGCACGCCGAAACATTAAA 0 25 77 20 176 21 59,741 60,335 47,000 15,200 1,593,916 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 100 AGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgt AGAGGGAGAGAGTGAGAGGC GGTGCACGCCGAAACATTAA 0 26 77 20 176 20 59,741 59,761 47,000 14,000 0.497592 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 149 AGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgt AGAGGGAGAGAGTGAGAGGC AGTCTCTCTAGCTCGGACGC 0 75 77 20 225 20 59,741 60,812 47,000 51,900 1,071,186 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 102 TGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtg TGAGAGGGAGAGAGTGAGAGG GGTGCACGCCGAAACATTAA 1 26 75 21 176 20 59,436 59,761 36,900 14,000 1,802,696 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 173 AGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgt AGAGGGAGAGAGTGAGAGGC CCACTCCCACACACAAACAC 0 99 77 20 249 20 59,741 59,262 47,000 33,200 0.997163 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:51131 1 97 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 0 168 AGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgt AGAGGGAGAGAGTGAGAGGC CCCACACACAAACACACACA 0 94 77 20 244 20 59,741 59,115 47,000 37,200 1,143,289 F 249 agagagACtgtgtgtgTTtgtgtgtgtgtgtgtgGGTGGGTGTGGgtgtgtgtgtGAgtgtgtgtgtgtGAGAGTGAGAGGgagagaGTGAGAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGTGAGAGTgagagagtgtgttttttAATGTTTCGGCGTGCACCGGGATCTgcgcgcTTGCGCGTCTCGgcgcgcGTCCGAGCTagagagACtgtgtgtgTTtgtgtgtgGGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 1 1 4 14 126 CTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaCTGTTCCCACTCTCCTGTGC GGCAGTTTGTGTACACGAGC 14 14 8 20 133 20 60,321 59,765 45,700 50,300 0.556006 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 4 14 149 CTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaCTGTTCCCACTCTCCTGTGC CATTGCCCAGCCCAAATGTG 14 37 8 20 156 20 60,321 60,392 45,700 32,100 0.713049 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 4 14 186 CTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaCTGTTCCCACTCTCCTGTGC CCTCGTGCCGACTGGAATAT 14 74 8 20 193 20 60,321 59,611 45,700 12,800 0.710513 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 4 12 124 GTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaca GTTCCCACTCTCCTGTGCAT GGCAGTTTGTGTACACGAGC 12 14 10 20 133 20 59,674 59,765 39,600 50,300 0.561148 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 5 14 276 CTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaCTGTTCCCACTCTCCTGTGC AGGTAGGGAAGGGAGGTGG 14 165 8 20 283 19 60,321 59,603 45,700 46,100 1,717,716 F 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 5 12 274 GTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaca GTTCCCACTCTCCTGTGCAT AGGTAGGGAAGGGAGGTGG 12 165 10 20 283 19 59,674 59,603 39,600 46,100 1,722,857 F 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 21 156 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATC TCCCTCACTGTTCCCACTCT CATTGCCCAGCCCAAATGTG 21 37 1 20 156 20 59,809 60,392 32,400 32,100 0.582991 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 21 216 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATC TCCCTCACTGTTCCCACTCT GCGGGATGGAGATGAGGAAG 21 97 1 20 216 20 59,809 59,965 32,400 34,600 0.225680 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 21 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATC TCCCTCACTGTTCCCACTCT AGGTAGGGAAGGGAGGTGG 21 165 1 20 283 19 59,809 59,603 32,400 46,100 1,587,658 F 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 14 133 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATC TCCCTCACTGTTCCCACTCT GGCAGTTTGTGTACACGAGC 21 14 1 20 133 20 59,809 59,765 32,400 50,300 0.425948 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 14 209 CTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaCTGTTCCCACTCTCCTGTGC GCGGGATGGAGATGAGGAAG 14 97 8 20 216 20 60,321 59,965 45,700 34,600 0.355738 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:6864 1 42 58 17 1.5 AC CACACACACACACACACACACACTCACACACACACANA 0 0 6 12 207 GTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacaca GTTCCCACTCTCCTGTGCAT GCGGGATGGAGATGAGGAAG 12 97 10 20 216 20 59,674 59,965 39,600 34,600 0.360880 B 283 TCCCTCACTGTTCCCACTCTCCTGTGCATTCCTCATCCCCGcacacacacacacacacacacaCTcacacacacacacacacacacacacacacacacaTTCCCACACCCCTTGCTCGTGTACACAAACTGCCAGACACATTTGGGCTGGGCAATGAAGCCCACTGTGGTGGAATATTCCAGTCGGCACGAGGGACCTTCCTCATCTCCATCCCGCGCCCTCTCCCTTTCCCCTCACCTCCTCCCCTTCCCCTcccccAAAcccccACCTCCCTTCCCTACCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 1 1 3 5 150 CCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgag CCAGGAATCGTCTGCTCCAG TTTGAGCCGGAGAATTGCTG 34 5 64 20 213 20 60,179 58,832 38,600 44,100 1,346,940 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 3 5 154 ATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaa ATTGCCAGGAATCGTCTGCT TTTGAGCCGGAGAATTGCTG 38 5 60 20 213 20 59,746 58,832 42,400 44,100 1,422,029 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 3 5 157 AGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaa AGCATTGCCAGGAATCGTCT TTTGAGCCGGAGAATTGCTG 41 5 57 20 213 20 59,746 58,832 41,800 44,100 1,422,029 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 3 5 196 CACAGAGCAGAGCCCATTGAACAACAAATGGATAACACAGAGCAGAGCCCATTGA TTTGAGCCGGAGAATTGCTG 80 5 18 20 213 20 60,036 58,832 25,700 44,100 1,203,576 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 3 3 193 CACAGAGCAGAGCCCATTGAACAACAAATGGATAACACAGAGCAGAGCCCATTGA GAGCCGGAGAATTGCTGCT 80 3 18 20 210 19 60,036 60,451 25,700 42,400 1,486,753 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 4 42 240 TATCAGCCACAGAGCAGAGCCCATTGAACAACAAA TATCAGCCACAGAGCAGAGC AGATTGCAGCCTAGCTTCTC 87 42 11 20 250 20 59,537 57,382 40,900 28,700 3,081,646 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 4 41 240 TATCAGCCACAGAGCAGAGCCCATTGAACAACAAA TATCAGCCACAGAGCAGAGC AGATTGCAGCCTAGCTTCTCT 87 41 11 20 250 21 59,537 58,882 40,900 31,000 2,581,069 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 4 41 241 TTATCAGCCACAGAGCAGAGCCCATTGAACAACAA TTATCAGCCACAGAGCAGAGC AGATTGCAGCCTAGCTTCTCT 87 41 10 21 250 21 60,135 58,882 40,900 31,000 3,252,445 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 4 4 195 CACAGAGCAGAGCCCATTGAACAACAAATGGATAACACAGAGCAGAGCCCATTGA TTGAGCCGGAGAATTGCTGC 80 4 18 20 212 20 60,036 61,308 25,700 52,500 1,343,794 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 5 0 116 CgagagaCAGAGACCATGTGTgagagagagagagagaga CGAGAGACAGAGACCATGTGT TTGAGCCGGAGAATTGCTGC 0 4 97 21 212 20 59,184 61,308 37,200 52,500 3,123,682 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 5 0 117 CgagagaCAGAGACCATGTGTgagagagagagagagaga CGAGAGACAGAGACCATGTGT TTTGAGCCGGAGAATTGCTG 0 5 97 21 213 20 59,184 58,832 37,200 44,100 2,983,464 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:28300:15777 1 118 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGATAGATAG NA 0 0 7 1 118 aCgagagaCAGAGACCATGTGTgagagagagagagagag ACGAGAGACAGAGACCATGTG TTTGAGCCGGAGAATTGCTG 1 5 96 21 213 20 59,184 58,832 32,100 44,100 2,983,464 G 250 ATCCTGTTGTTATCAGCCACAGAGCAGAGCCCATTGAACAACAAATGGATAAAGGCAGCATTGCCAGGAATCGTCTGCTCCAGTCTCATTaaaaaaCgagagaCAGAGACCATGTGTgagagagagagagagagagagagagaTAGATAGATAAagagagagagagagagagagagagagagagagagCACAGCAGCAATTCTCCGGCTCAAAATAACTAAGaaaaaCTAGAGAAGCTAGGCTGCAATCT

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 2 6 238 TGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTGGTTGGATGGCATGCGATT TGAGGAGTAGGGACGGGAAA 158 6 5 20 242 20 60,684 59,589 33,400 31,300 1,094,492 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 2 6 239 TTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAATTGGTTGGATGGCATGCGAT TGAGGAGTAGGGACGGGAAA 159 6 4 20 242 20 60,684 59,589 45,800 31,300 1,094,492 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 2 6 240 ATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAATTGGTTGGATGGCATGCGA TGAGGAGTAGGGACGGGAAA 160 6 3 20 242 20 60,684 59,589 51,000 31,300 1,094,492 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 6 185 AAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGT AAAGGCTAAGTTACAATACAAGAAGAA TGAGGAGTAGGGACGGGAAA 98 6 58 27 242 20 57,431 59,589 25,200 31,300 9,979,785 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 6 238 TGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTGGTTGGATGGCATGCGAT TGAGGAGTAGGGACGGGAAA 159 6 5 19 242 20 60,077 59,589 45,800 31,300 1,487,514 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 6 241 TATTGGTTGGATGGCATGCGATTAGAAAGtttttttCC TATTGGTTGGATGGCATGCG TGAGGAGTAGGGACGGGAAA 161 6 2 20 242 20 58,969 59,589 47,300 31,300 1,441,899 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 6 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttC TTATTGGTTGGATGGCATGCG TGAGGAGTAGGGACGGGAAA 161 6 1 21 242 20 59,592 59,589 47,300 31,300 1,819,004 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 7 184 AAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTT AAGGCTAAGTTACAATACAAGAAGAAA TGAGGAGTAGGGACGGGAA 97 7 59 27 242 19 57,431 58,910 25,200 39,700 11,659,032 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 6 92 ATCTTGAAATGTGAGCTTTCCAGCATACACCAacacaATCTTGAAATGTGAGCTTTCCAG TGAGGAGTAGGGACGGGAAA 9 6 151 23 242 20 57,360 59,589 38,600 31,300 6,050,852 A 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 6 184 AAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTT AAGGCTAAGTTACAATACAAGAAGAAA TGAGGAGTAGGGACGGGAAA 97 6 59 27 242 20 57,431 59,589 25,200 31,300 9,979,785 F 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 6 93 TATCTTGAAATGTGAGCTTTCCAGCATACACCAacacTATCTTGAAATGTGAGCTTTCCAG TGAGGAGTAGGGACGGGAAA 9 6 150 24 242 20 57,252 59,589 38,600 31,300 7,158,997 A 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:4503:14389 1 183 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 6 96 TGTTATCTTGAAATGTGAGCTTTCCAGCATACACCA TGTTATCTTGAAATGTGAGCTTTCCA TGAGGAGTAGGGACGGGAAA 10 6 147 26 242 20 59,510 59,589 35,300 31,300 6,900,364 A 242 TTATTGGTTGGATGGCATGCGATTAGAAAGtttttttCCAACTTGAGtttttGTACAAAAGGCTAAGTTACAATACAAGAAGaaaaaaaaaGTTCATGAAAATGTTACATTTTGGAATATTTGGAGCTGTCTCCAAATATTCTATCTGTTATCTTGAAATGTGAGCTTTCCAGCATACACCAacacacacacacacacacacacacacacacacacAGTGATTTTCCCGTCCCTACTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 54 17 2 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 1 12 0 98 tgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACT TGTGTTGGGACAGAGAGAGTG ACATTTACTCTCTCACTCCCGC 1 0 3 21 100 22 59,311 59,833 35,100 61,300 3,855,399 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 54 17 2 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 12 0 99 gtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGAC GTGTGTTGGGACAGAGAGAGT ACATTTACTCTCTCACTCCCGC 2 0 2 21 100 22 59,311 59,833 32,400 61,300 3,855,938 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 54 17 2 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 12 0 100 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGTGTGTTGGGACAGAGAGAG ACATTTACTCTCTCACTCCCGC 3 0 1 21 100 22 59,311 59,833 32,000 61,300 3,855,399 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 1 12 3 166 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGTGTGTTGGGACAGAGAGAG TCATGCCCTCACACACTCAC 3 3 1 21 166 20 59,311 59,965 32,000 35,100 1,724,052 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 12 1 164 tgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACT TGTGTTGGGACAGAGAGAGTG TCATGCCCTCACACACTCAC 1 3 3 21 166 20 59,311 59,965 35,100 35,100 1,724,052 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 12 1 168 tgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACT TGTGTTGGGACAGAGAGAGTG TCACTCATGCCCTCACACAC 1 7 3 21 170 20 59,311 59,965 35,100 38,200 1,724,052 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT
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ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 14 3 205 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGTGTGTTGGGACAGAGAGAG TACTCGCTCACTCACTCCCA 3 42 1 21 205 20 59,311 59,962 32,000 43,700 1,726,468 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 14 2 204 gtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGAC GTGTGTTGGGACAGAGAGAGT TACTCGCTCACTCACTCCCA 2 42 2 21 205 20 59,311 59,962 32,400 43,700 1,727,007 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2216:8430:15602 1 25 119 17 3 AC GTGTGTGTGTAAGGGACTGAGTGTGTGTGTGTGTGNA 0 0 14 1 203 tgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACT TGTGTTGGGACAGAGAGAGTG TACTCGCTCACTCACTCCCA 1 42 3 21 205 20 59,311 59,962 35,100 43,700 1,726,468 G 236 tgtgtgTTGGGACagagagagTGAgtgtgtgtgtAAGGGACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGGGAGTgagagaGTAAATGTATGGgagtgagtgagtGAATGAAtgtgtgTTtgtgtgtgtgtgGAAGTGAgtgtgtGAGGGCATGAGTGAAGgtgtgtgtCTGTATGGGAGTGAGTGAGCGAGTAtgtgtgtgtgTAtgtgtgACTgagagaGCAT

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 0 116 cCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgCCAGAGACTACCTGGGTGTCT ACACACAGACACACACAGAG 0 0 117 21 232 20 60,273 57,700 34,100 33,500 3,572,753 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 116 cCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgCCAGAGACTACCTGGGTGTC ACACACAGACACACACAGAG 1 0 117 20 232 20 58,813 57,700 36,700 33,500 3,487,080 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 177 TCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGA TCGAGCCTCCGTGAACTCTA ACACACAGACACACACAGAG 62 0 56 20 232 20 60,036 57,700 24,300 33,500 2,335,718 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 196 GGACTTCAGACCGACAGCATCGAGCCTCCGTGAAC GGACTTCAGACCGACAGCAT ACACACAGACACACACAGAG 81 0 37 20 232 20 59,752 57,700 37,900 33,500 2,547,729 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 231 TCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGTCAAATGGTCCTCTGCAGCA ACACACAGACACACACAGAG 116 0 2 20 232 20 59,599 57,700 44,100 33,500 2,701,349 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 7 240 TCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGTCAAATGGTCCTCTGCAGCA CACAGACAAACACACAGACACA 116 7 2 20 241 22 59,599 59,258 44,100 37,200 3,142,873 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 7 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGATCAAATGGTCCTCTGCAGCA CACAGACAAACACACAGACACA 116 7 1 21 241 22 59,995 59,258 44,100 37,200 3,746,614 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 6 240 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGATCAAATGGTCCTCTGCAGCA ACAGACAAACACACAGACACAC 116 6 1 21 240 22 59,995 59,258 44,100 38,200 3,747,149 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 182 TCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGA TCGAGCCTCCGTGAACTCTA GACAAACACACAGACACACACA 62 3 56 20 237 22 60,036 59,518 24,300 37,200 2,518,061 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 201 GGACTTCAGACCGACAGCATCGAGCCTCCGTGAAC GGACTTCAGACCGACAGCAT GACAAACACACAGACACACACA 81 3 37 20 237 22 59,752 59,518 37,900 37,200 2,730,072 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 2 181 TCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGA TCGAGCCTCCGTGAACTCTA ACAAACACACAGACACACACAG 62 2 56 20 236 22 60,036 59,516 24,300 36,600 2,519,602 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:64281 1 138 75 17 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 1 121 cCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgCCAGAGACTACCTGGGTGTC GACAAACACACAGACACACACA 1 3 117 20 237 22 58,813 59,518 36,700 37,200 3,669,423 G 241 ATCAAATGGTCCTCTGCAGCACGTCTTCACCGGAGGGGACTTCAGACCGACAGCATCGAGCCTCCGTGAACTCTAAttttttttCTTTCGAAGAAAGCTCtttttCTGTAGtctctcCAGAGACTACCTGGGTGTCTtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgCATGTCAgtgtgtgtgtgtCTCtgtgtgtgTCtgtgtgTTTGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 20 18 139 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC TGTGAGTGTGAGTAAGGACAGA 18 45 56 20 194 22 61,216 58,438 53,400 34,100 4,777,838 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 20 0 119 GCAAGCACTGGCAGCAAGacacacacacacacacacacaGCAAGCACTGGCAGCAAG TGTGAGTGTGAGTAAGGACAGA 0 45 76 18 194 22 60,049 58,438 40,100 34,100 5,611,616 A 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 18 138 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC GTGAGTGTGAGTAAGGACAGAGT 18 43 56 20 193 23 61,216 59,429 53,400 32,400 4,786,205 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 18 139 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC TGTGAGTGTGAGTAAGGACAGAG 18 44 56 20 194 23 61,216 59,430 53,400 33,500 4,785,780 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 18 140 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC ATGTGAGTGTGAGTAAGGACAGA 18 45 56 20 195 23 61,216 58,847 53,400 34,100 5,368,302 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 18 142 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC TGATGTGAGTGTGAGTAAGGACA 18 47 56 20 197 23 61,216 59,105 53,400 40,200 5,110,696 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 0 118 GCAAGCACTGGCAGCAAGacacacacacacacacacacaGCAAGCACTGGCAGCAAG GTGAGTGTGAGTAAGGACAGAGT 0 43 76 18 193 23 60,049 59,429 40,100 32,400 5,619,983 A 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 21 0 119 GCAAGCACTGGCAGCAAGacacacacacacacacacacaGCAAGCACTGGCAGCAAG TGTGAGTGTGAGTAAGGACAGAG 0 44 76 18 194 23 60,049 59,430 40,100 33,500 5,619,558 A 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:32309:11470 1 94 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 22 18 142 GGAGacacacacTCACACGCGCAAGCACTGGCAGCA GGAGACACACACTCACACGC TGATGTGAGTGTGAGTAAGGACAG 18 46 56 20 197 24 61,216 60,022 53,400 35,100 5,237,637 F 206 cacacacacacaGACAGGGACACAAacacacacacacacacacacacacacacacGGAGacacacacTCACACGCGCAAGCACTGGCAGCAAGacacacacacacacacacacacacacacacacacATCATCGAAAACTCTGTCTTTACTCACACTCACATCATCGAAAACTCTGTCCTTACTCACACTCACATCATCCTAAACT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 2 15 156 GGGCCTAATGACCCACTCTGTTCCTATGAATGTTGT GGGCCTAATGACCCACTCTG AGACTTCCAGGGTGAATGCA 67 15 49 20 204 20 59,819 58,933 33,500 39,600 1,248,645 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 2 14 156 GGGCCTAATGACCCACTCTGTTCCTATGAATGTTGT GGGCCTAATGACCCACTCTG AGACTTCCAGGGTGAATGCAT 67 14 49 20 204 21 59,819 59,362 33,500 39,600 1,818,903 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 2 12 154 GGGCCTAATGACCCACTCTGTTCCTATGAATGTTGT GGGCCTAATGACCCACTCTG ACTTCCAGGGTGAATGCATGA 67 12 49 20 202 21 59,819 59,645 33,500 30,700 1,536,731 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 15 195 ATCAGCCATGATCCATTTGAATGGTGCAATATACTA ATCAGCCATGATCCATTTGAATGG AGACTTCCAGGGTGAATGCA 102 15 10 24 204 20 59,717 58,933 31,600 39,600 5,350,762 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 14 195 ATCAGCCATGATCCATTTGAATGGTGCAATATACTA ATCAGCCATGATCCATTTGAATGG AGACTTCCAGGGTGAATGCAT 102 14 10 24 204 21 59,717 59,362 31,600 39,600 5,921,019 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 12 193 ATCAGCCATGATCCATTTGAATGGTGCAATATACTA ATCAGCCATGATCCATTTGAATGG ACTTCCAGGGTGAATGCATGA 102 12 10 24 202 21 59,717 59,645 31,600 30,700 5,638,848 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 15 125 GTTGTGAGCTCACCATCCCTAGAAAATCACATTATGGTTGTGAGCTCACCATCCCT AGACTTCCAGGGTGAATGCA 36 15 80 20 204 20 59,674 58,933 42,000 39,600 1,393,559 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 15 126 TGTTGTGAGCTCACCATCCCTAGAAAATCACATTAT TGTTGTGAGCTCACCATCCC AGACTTCCAGGGTGAATGCA 37 15 79 20 204 20 59,963 58,933 38,500 39,600 1,104,027 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2217:7841:60571 1 136 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 12 124 TGTTGTGAGCTCACCATCCCTAGAAAATCACATTAT TGTTGTGAGCTCACCATCCC ACTTCCAGGGTGAATGCATGA 37 12 79 20 202 21 59,963 59,645 38,500 30,700 1,392,113 A 216 AAGCTGCAGATCAGCCATGATCCATTTGAATGGTGCAATATACTAATGGGGCCTAATGACCCACTCTGTTCCTATGAATGTTGTGAGCTCACCATCCCTAGAAAATCACATTATGTGTAAAGTGTATAAAGAATTtatatatatatatatatatatatatatatatataTGGATTATTTATTCATGCATTCACCCTGGAAGTCTAAACGTGACATT

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 3 56 240 TTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATC TTAGAACTCAACTGTGCGGT CCTCGGAACAGGGACAATTG 110 56 10 20 249 20 57,097 58,547 56,800 23,200 4,355,860 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 56 240 TTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATC TTAGAACTCAACTGTGCGGTT CCTCGGAACAGGGACAATTG 109 56 10 21 249 20 57,812 58,547 44,400 23,200 4,641,313 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 54 236 AGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTA AGAACTCAACTGTGCGGTTT TCGGAACAGGGACAATTGGG 108 54 12 20 247 20 57,962 59,962 32,700 41,200 2,075,977 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 184 TGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATGCTGAGCCTTATCTAACTTGT ATTCTGACCGAGCTAGCGAC 86 22 32 22 215 20 57,174 59,617 31,600 51,900 5,208,790 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 185 TTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGTTGCTGAGCCTTATCTAACTTGT ATTCTGACCGAGCTAGCGAC 86 22 31 23 215 20 57,834 59,617 31,600 51,900 5,548,476 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 204 AGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTA AGAACTCAACTGTGCGGTTT ATTCTGACCGAGCTAGCGAC 108 22 12 20 215 20 57,962 59,617 32,700 51,900 2,420,902 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 13 175 TGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATGCTGAGCCTTATCTAACTTGT GAGCTAGCGACGCCCATATC 86 13 32 22 206 20 57,174 60,457 31,600 16,300 5,283,269 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 13 195 AGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTA AGAACTCAACTGTGCGGTTT GAGCTAGCGACGCCCATATC 108 13 12 20 206 20 57,962 60,457 32,700 16,300 2,495,382 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 55 240 TTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTAT TTTAGAACTCAACTGTGCGGT CTCGGAACAGGGACAATTGG 110 55 9 21 248 20 57,812 58,547 56,800 31,600 4,641,313 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 22 134 GTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTGTGTAGTAATTACAGTCCTGATAAGCT ATTCTGACCGAGCTAGCGAC 31 22 82 27 215 20 58,585 59,617 37,400 51,900 8,797,293 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 22 135 AGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGAGTGTAGTAATTACAGTCCTGATAAGC ATTCTGACCGAGCTAGCGAC 32 22 81 27 215 20 58,585 59,617 30,900 51,900 8,797,293 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:12439:61679 1 140 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 13 125 GTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTGTGTAGTAATTACAGTCCTGATAAGCT GAGCTAGCGACGCCCATATC 31 13 82 27 206 20 58,585 60,457 37,400 16,300 8,871,772 F 260 AGCTGCCTTTTAGAACTCAACTGTGCGGTTTTGCTGAGCCTTATCTAACTTGTAATCTTGTCATCCGATAGATGtatataAGTGTAGTAATTACAGTCCTGATAAGCTATCAGAAGTATAATTAttttttatatatGTGtatatatatatatatatatatatatatatatataTTTTGTTCATGGGGATATGGGCGTCGCTAGCTCGGTCAGAATTCATTGCCCATCCCCAATTGTCCCTGTTCCGAGGGCAtttttAAG

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 1 1 9 17 194 CGACTGAGAAATCCTGCCCTATGtctctctctctcacaca CGACTGAGAAATCCTGCCCT GTGACAGGGTGTGACAGGG 28 17 52 20 245 19 59,461 59,929 51,900 44,500 1,610,521 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 0 0 9 17 195 CCGACTGAGAAATCCTGCCCTATGtctctctctctcacac CCGACTGAGAAATCCTGCCC GTGACAGGGTGTGACAGGG 29 17 51 20 245 19 60,463 59,929 53,600 44,500 1,534,230 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 0 0 9 17 197 TGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacTGCCGACTGAGAAATCCTGC GTGACAGGGTGTGACAGGG 31 17 49 20 245 19 60,392 59,929 48,500 44,500 1,463,131 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 0 0 12 0 176 CGACTGAGAAATCCTGCCCTATGtctctctctctcacaca CGACTGAGAAATCCTGCCCT GGAGGGTGTGGCAGGGAT 28 0 52 20 227 18 59,461 61,018 51,900 38,500 3,556,632 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 0 0 12 0 177 CCGACTGAGAAATCCTGCCCTATGtctctctctctcacac CCGACTGAGAAATCCTGCCC GGAGGGTGTGGCAGGGAT 29 0 51 20 227 18 60,463 61,018 53,600 38,500 3,480,340 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 100 110 17 2 AC TCTCTCTCACACACACACACACACACACACACACAC NA 0 0 12 0 179 TGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacTGCCGACTGAGAAATCCTGC GGAGGGTGTGGCAGGGAT 31 0 49 20 227 18 60,392 61,018 48,500 38,500 3,409,242 D 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 75 135 17 3 AC TCTCTCTCTCTCACACACGCAGACGTCTCTCTCACACNA 0 1 9 12 203 cccACTTGCCGACTGAGAAATCCTGCCCTATGtctctc CCCACTTGCCGACTGAGAAA GTGACAGGGTGTGACAGGG 12 17 43 20 245 19 60,250 59,929 25,200 44,500 1,321,766 G 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:14245:68008 1 75 135 17 3 AC TCTCTCTCTCTCACACACGCAGACGTCTCTCTCACACNA 0 0 12 0 185 cccACTTGCCGACTGAGAAATCCTGCCCTATGtctctc CCCACTTGCCGACTGAGAAA GGAGGGTGTGGCAGGGAT 12 0 43 20 227 18 60,250 61,018 25,200 38,500 3,267,876 G 272 TCCACCCGACGTCGCCCCACGTCATTTTATGTGTCGCTGccccccACTTGCCGACTGAGAAATCCTGCCCTATGtctctctctctcacacacGCAGACGtctctcTcacacacacacacacacacacacacacacacacaCctctctctcacacacacacacacaCGtctctctctcacacacacacGCACACctctctctctcacacaATCCCTGCCACACCCTCCCCTGTCACACCCTGTCACTATCTCCCCGTCACACCCTCCCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 1 1 2 44 190 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAA CCTATGCCATGCCCATGTAAAC TTGAAGCCGTATGGAGCAGC 70 44 1 22 190 20 59,703 60,744 20,100 52,500 3,041,447 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 46 190 TGCCATGCCCATGTAAACCTAGCACGTTTAAAACAATGCCATGCCCATGTAAACCT ACTATTGAAGCCGTATGGAGCA 68 46 5 20 194 22 59,959 59,566 35,000 42,600 2,475,278 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 44 190 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAA CCTATGCCATGCCCATGTAA TTGAAGCCGTATGGAGCAGC 72 44 1 20 190 20 57,709 60,744 24,100 52,500 3,035,623 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 42 184 TGCCATGCCCATGTAAACCTAGCACGTTTAAAACAATGCCATGCCCATGTAAACCT GAAGCCGTATGGAGCAGCTT 68 42 5 20 188 20 59,959 60,463 35,000 37,400 0.503701 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 41 183 TGCCATGCCCATGTAAACCTAGCACGTTTAAAACAATGCCATGCCCATGTAAACCT AAGCCGTATGGAGCAGCTTC 68 41 5 20 187 20 59,959 60,463 35,000 38,600 0.503701 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:15341:41145 1 93 34 17 1 AT ATATATATATATATATATATATATATATATATAT NA 0 0 3 38 180 TGCCATGCCCATGTAAACCTAGCACGTTTAAAACAATGCCATGCCCATGTAAACCT CCGTATGGAGCAGCTTCTGT 68 38 5 20 184 20 59,959 59,823 35,000 34,100 0.217621 A 231 CCTATGCCATGCCCATGTAAACCTAGCACGTTTAAAACAAGTAAACTCAACATGTTTTACAGTTTTAAATATCTTCATATAAAATTCCAAACatatatatatatatatatatatatatatatatatAAATTTATCACAACCAAATTTTGCAGTCAGTCAGATTAACAGAAGCTGCTCCATACGGCTTCAATAGTTCATAGCGATATAACTGAAGGATATCGAACTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2218:21745:34131 1 30 51 17 2 AG GAGAGAGAGACAGAGACAGAGAGAGAGAGAGAG NA 1 1 18 0 92 CAGAGACACAACCAGACAGGgagagagagaCAGAGACAGAGACACAACCAGACAGG CCTGTCTCTTTGTGTCTCTGT 0 0 10 20 101 21 57,839 57,258 40,000 34,100 5,903,255 D 147 agagagagACAGAGACACAACCAGACAGGgagagagagaCAGAGACagagagagagagagagagagagagagagagagagACAGAGACACAAAGAGACAGGgagagagagagagagagagagagagagaCAGAGACACAACCAGACA

ST‐E00142:460:H2K7HCCXY:6:2218:21745:34131 1 30 51 17 2 AG GAGAGAGAGACAGAGACAGAGAGAGAGAGAGAG NA 0 0 19 0 93 ACAGAGACACAACCAGACAGGgagagagagaCAGAGACAGAGACACAACCAGACAG CCTGTCTCTTTGTGTCTCTGT 1 0 9 20 101 21 57,101 57,258 35,100 34,100 6,641,162 D 147 agagagagACAGAGACACAACCAGACAGGgagagagagaCAGAGACagagagagagagagagagagagagagagagagagACAGAGACACAAAGAGACAGGgagagagagagagagagagagagagagaCAGAGACACAACCAGACA

ST‐E00142:460:H2K7HCCXY:6:2218:21745:34131 1 30 51 17 2 AG GAGAGAGAGACAGAGACAGAGAGAGAGAGAGAG NA 0 0 19 0 93 ACAGAGACACAACCAGACAGGgagagagagaCAGAGACAGAGACACAACCAGACAGG CCTGTCTCTTTGTGTCTCTGT 0 0 9 21 101 21 59,586 57,258 40,000 34,100 5,156,614 D 147 agagagagACAGAGACACAACCAGACAGGgagagagagaCAGAGACagagagagagagagagagagagagagagagagagACAGAGACACAAAGAGACAGGgagagagagagagagagagagagagagaCAGAGACACAACCAGACA

ST‐E00142:460:H2K7HCCXY:6:2218:21745:34131 1 30 51 17 2 AG GAGAGAGAGACAGAGACAGAGAGAGAGAGAGAG NA 0 0 22 0 96 gagACAGAGACACAACCAGACAGGgagagagagaCAGGAGACAGAGACACAACCAGACA CCTGTCTCTTTGTGTCTCTGT 2 0 6 22 101 21 59,638 57,258 34,100 34,100 6,104,830 G 147 agagagagACAGAGACACAACCAGACAGGgagagagagaCAGAGACagagagagagagagagagagagagagagagagagACAGAGACACAAAGAGACAGGgagagagagagagagagagagagagagaCAGAGACACAACCAGACA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 3 34 185 TTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACTTCCTCACACGCATAGGCTC TCCCATACTCTAGCCTCTGCA 76 34 15 20 199 21 59,824 59,782 47,000 44,100 1,393,702 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 34 190 ACCCATTCCTCACACGCATAGGCTCGGaaaaaaacac ACCCATTCCTCACACGCATA TCCCATACTCTAGCCTCTGCA 81 34 10 20 199 21 59,091 59,782 31,400 44,100 2,126,852 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 34 191 TACCCATTCCTCACACGCATAGGCTCGGaaaaaaaca TACCCATTCCTCACACGCAT TCCCATACTCTAGCCTCTGCA 82 34 9 20 199 21 59,091 59,782 47,300 44,100 2,126,852 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 34 192 TTACCCATTCCTCACACGCATAGGCTCGGaaaaaaac TTACCCATTCCTCACACGCA TCCCATACTCTAGCCTCTGCA 83 34 8 20 199 21 59,312 59,782 52,400 44,100 1,905,862 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 32 183 TTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACTTCCTCACACGCATAGGCTC CCATACTCTAGCCTCTGCAGG 76 32 15 20 197 21 59,824 59,382 47,000 48,500 1,793,610 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 34 144 CGCAGACGCACAATCTTACAATCTTTCACTCACTCAACGCAGACGCACAATCTTACAA TCCCATACTCTAGCCTCTGCA 34 34 56 21 199 21 59,541 59,782 24,100 44,100 2,677,151 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 31 182 TTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACTTCCTCACACGCATAGGCTC CATACTCTAGCCTCTGCAGGG 76 31 15 20 196 21 59,824 59,382 47,000 44,500 1,793,610 F 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 34 144 CGCAGACGCACAATCTTACAATCTTTCACTCACTCAACGCAGACGCACAATCTTACA TCCCATACTCTAGCCTCTGCA 35 34 56 20 199 21 58,932 59,782 24,100 44,100 2,285,635 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 31 141 CGCAGACGCACAATCTTACAATCTTTCACTCACTCAACGCAGACGCACAATCTTACA CATACTCTAGCCTCTGCAGGG 35 31 56 20 196 21 58,932 59,382 24,100 44,500 2,685,544 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 9 1 111 TCAAACACAGACTCAATCGCAAacacacacacacacacaTCAAACACAGACTCAATCGCA TCCCATACTCTAGCCTCTGCA 1 34 89 21 199 21 58,167 59,782 51,000 44,100 4,050,505 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 2 113 ACTCAAACACAGACTCAATCGCAAacacacacacacac ACTCAAACACAGACTCAATCGC TCCCATACTCTAGCCTCTGCA 2 34 87 22 199 21 59,197 59,782 45,800 44,100 4,020,758 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:21958:51236 1 111 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 1 112 CTCAAACACAGACTCAATCGCAAacacacacacacaca CTCAAACACAGACTCAATCGCA TCCCATACTCTAGCCTCTGCA 1 34 88 22 199 21 59,198 59,782 51,000 44,100 4,020,189 A 257 ACTCAACTTACCCATTCCTCACACGCATAGGCTCGGaaaaaaacacacaGACACGCGCAGACGCACAATCTTACAATCTTTCACTCACTCAAACACAGACTCAATCGCAAacacacacacacacacacacacacacacacacacAAACACAAAAGAGGACAAAACAAACACAGACCCCTGCAGAGGCTAGAGTATGGGAACTTTTCTTTTaaaaaaGATAAATTCaaaaaGATTTTGATGCTGTTGATCTAACAGAA

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 13 0 98 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG CTTGTCTCTTGCTGCACGTG 0 25 1 19 98 20 57,140 59,766 28,500 44,900 4,093,756 F 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 13 0 99 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG CCTTGTCTCTTGCTGCACG 0 27 1 19 99 19 57,140 59,135 28,500 53,400 5,724,512 B 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 13 0 99 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG CCTTGTCTCTTGCTGCACGT 0 26 1 19 99 20 57,140 60,882 28,500 44,900 4,741,692 F 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 14 0 97 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG TTGTCTCTTGCTGCACGTGT 0 24 1 19 97 20 57,140 60,462 28,500 44,900 4,321,520 F 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 120 17 3 AC ACACACACACACACACACACACACACACACACACGGNA 0 1 14 0 166 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG TGTATGTGTGTTTGTGAGTCCC 0 5 1 19 166 22 57,140 58,527 28,500 44,600 7,332,302 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 120 17 3 AC ACACACACACACACACACACACACACACACACACGGNA 0 0 15 0 166 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG TGTATGTGTGTTTGTGAGTCCCT 0 4 1 19 166 23 57,140 59,864 28,500 42,000 6,995,362 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:2270:17975 1 20 120 17 3 AC ACACACACACACACACACACACACACACACACACGGNA 0 0 15 0 167 CAAACACTGGCAGCAAGAGacacacacacacacacacacCAAACACTGGCAGCAAGAG GTGTATGTGTGTTTGTGAGTCCC 0 5 1 19 167 23 57,140 59,750 28,500 44,600 7,109,690 G 172 CAAACACTGGCAGCAAGAGacacacacacacacacacacacacacacacacacGGAGacacacacATGCATACGcacacaCGTGCAGCAAGAGACAAGGacacacacacacacacacacacATGTacacacacacacacAGATAGGGACTCACAAacacacATACACAAACN

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 3 22 159 TGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAATGGGTGAGTGCATGACTTCT GGTCAGGGTCCTGGGAAATC 63 22 92 20 250 20 58,941 59,744 28,500 21,700 1,315,275 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 162 TCATGGGTGAGTGCATGACTTCTTACCTGAATTTTA TCATGGGTGAGTGCATGACT GGTCAGGGTCCTGGGAAATC 66 22 89 20 250 20 59,013 59,744 34,100 21,700 1,242,704 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 162 TCATGGGTGAGTGCATGACTTCTTACCTGAATTTTA TCATGGGTGAGTGCATGACTT GGTCAGGGTCCTGGGAAATC 65 22 89 21 250 20 59,648 59,744 30,100 21,700 1,608,195 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 196 GCGCAagagagGAAGAAAGCTACTGGATCCAAATTC GCGCAAGAGAGGAAGAAAGC GGTCAGGGTCCTGGGAAATC 100 22 55 20 250 20 59,554 59,744 35,100 21,700 0.702006 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 22 212 ATCTGTTACGATGCTTGCGCAagagagGAAGAAAGC ATCTGTTACGATGCTTGCGC GGTCAGGGTCCTGGGAAATC 116 22 39 20 250 20 59,347 59,744 60,900 21,700 0.908769 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 15 113 GTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGTTGTCCAAAGTCCAATTGTCA GGTCAGGGTCCTGGGAAATC 15 22 138 22 250 20 57,353 59,744 35,800 21,700 4,903,601 A 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 15 114 AGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGAGTTGTCCAAAGTCCAATTGTCA GGTCAGGGTCCTGGGAAATC 15 22 137 23 250 20 58,723 59,744 35,800 21,700 4,533,653 A 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 3 14 114 AGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGAGTTGTCCAAAGTCCAATTGTCAT GGTCAGGGTCCTGGGAAATC 14 22 137 24 250 20 59,105 59,744 30,600 21,700 5,151,474 A 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 22 200 GCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAGCTTGCGCAAGAGAGGAAGA GGTCAGGGTCCTGGGAAATC 104 22 51 20 250 20 60,672 59,744 28,700 21,700 0.927958 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 22 249 TGTACCAAGATCCTGGGATGATGAAAAGATCAACA TGTACCAAGATCCTGGGATGA GGTCAGGGTCCTGGGAAATC 152 22 2 21 250 20 57,871 59,744 29,200 21,700 3,385,439 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 6 22 246 ACCAAGATCCTGGGATGATGAAAAGATCAACAATA ACCAAGATCCTGGGATGATGAA GGTCAGGGTCCTGGGAAATC 148 22 5 22 250 20 58,874 59,744 25,700 21,700 3,381,834 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:26880:50410 1 175 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 6 22 246 ACCAAGATCCTGGGATGATGAAAAGATCAACAATA ACCAAGATCCTGGGATGATGA GGTCAGGGTCCTGGGAAATC 149 22 5 21 250 20 58,220 59,744 29,200 21,700 3,036,591 F 255 TTGTACCAAGATCCTGGGATGATGAAAAGATCAACAATATCTGTTACGATGCTTGCGCAagagagGAAGAAAGCTACTGGATCCAAATTCATGGGTGAGTGCATGACTTCTTACCTGAATTTTAGAAtttttATGTAGTTGTCCAAAGTCCAATTGTCATATTAGAGGAGTGTGtatatatatatatatatatatatatatatatataAAAATGCCATCAGGGTCTTAATGATTTCCCAGGACCCTGACCGCCTT

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 3 126 TTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtg TTGTGCGTGTGTGTGAGAGT TCCCACACAAACACCCACAA 3 49 36 20 161 20 60,108 59,960 32,400 33,300 0.148141 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 127 TTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtg TTGTGCGTGTGTGTGAGAGT CTCCCACACAAACACCCACA 3 50 36 20 162 20 60,108 60,395 32,400 41,700 0.503413 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 128 TTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtg TTGTGCGTGTGTGTGAGAGT TCTCCCACACAAACACCCAC 3 51 36 20 163 20 60,108 60,107 32,400 46,100 0.215295 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 154 TTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtg TTGTGCGTGTGTGTGAGAGT TCTCACACACACGAGCACAT 3 77 36 20 189 20 60,108 59,611 32,400 32,100 0.497401 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 3 155 TTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtg TTGTGCGTGTGTGTGAGAGT TTCTCACACACACGAGCACAT 3 77 36 20 190 21 60,108 60,203 32,400 32,100 1,310,898 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 4 155 TTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgt TTTGTGCGTGTGTGTGAGAG TCTCACACACACGAGCACAT 4 77 35 20 189 20 58,994 59,611 32,000 32,100 1,395,110 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 33 190 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCTGTGTGTTTGTGTGTATATGAGAGA TTCTCACACACACGAGCACA 33 78 1 25 190 20 58,246 59,825 31,000 45,700 6,928,809 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 31 190 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCTGTGTGTTTGTGTGTATATGAGAGAGA TTCTCACACACACGAGCACA 31 78 1 27 190 20 60,256 59,825 31,000 45,700 7,430,418 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:29751:21948 1 59 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 32 190 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCTGTGTGTTTGTGTGTATATGAGAGAG TTCTCACACACACGAGCACA 32 78 1 26 190 20 59,132 59,825 32,000 45,700 7,042,956 F 230 tgtgtgTTtgtgtgTATATgagagagaGTGTATATTTGTGCgtgtgtgtGAGAGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCGGTTGTGTATGTTTGATtgtgtgTTAATGAGAAATAatatatCTTTGTGGGTGTTtgtgtgGGAGaaaaaGTATGTGCTCgtgtgtgtGAGAAAGAATATAtgtgtgtgtgAAtgtgtgtgAGATtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 1 1 16 4 94 GAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgt GAGTGTGTGTCAGAGGGCG GCACACACACTCTCTCTCCC 4 8 2 19 95 20 60,373 60,038 61,300 43,000 1,411,286 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 16 2 92 gtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtg GTGTGTGTCAGAGGGCGAG GCACACACACTCTCTCTCCC 2 8 4 19 95 20 60,373 60,038 50,300 43,000 1,411,286 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 16 0 91 tgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCAGAGGGCGAGAA GCACACACACTCTCTCTCCC 0 8 5 20 95 20 61,113 60,038 28,700 43,000 1,150,705 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 16 0 143 tgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCAGAGGGCGAGAA ACACACTCTCTCTGTCACACAC 0 58 5 20 147 22 61,113 59,900 28,700 38,200 3,212,837 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 18 0 141 tgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCAGAGGGCGAGAA ACACTCTCTCTGTCACACACAC 0 56 5 20 145 22 61,113 59,900 28,700 38,200 3,212,837 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:32136:16234 1 25 43 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGNA 0 0 18 0 142 tgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTCAGAGGGCGAGAA CACACTCTCTCTGTCACACACA 0 57 5 20 146 22 61,113 59,900 28,700 37,200 3,212,672 F 147 AGAgtgtgtgtCAGAGGGCGAGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagagaGTGTGCGTGGgagagagagtgtgtgtGCGGgagagaGCGTGGGTGTGCgagagagagtgtgtgtGACagagagagTGTGT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 1 1 10 0 96 acATAGAGAcacgcacgcacgCACACTcacacaCTcacacaACATAGAGACACGCACGCAC ATTAAAGTGTATCTGCATTTGTATTCG 7 0 116 20 211 27 60,733 57,064 53,400 33,400 10,668,562 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 10 0 97 cacATAGAGAcacgcacgcacgCACACTcacacaCTcacacCACATAGAGACACGCACGCA ATTAAAGTGTATCTGCATTTGTATTCG 8 0 115 20 211 27 60,733 57,064 52,400 33,400 10,668,220 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 10 0 98 acacATAGAGAcacgcacgcacgCACACTcacacaCTcacaACACATAGAGACACGCACGC ATTAAAGTGTATCTGCATTTGTATTCG 9 0 114 20 211 27 60,733 57,064 53,400 33,400 10,668,562 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 14 0 147 acacacaCTTCACTCACTGACTcacacaCTCACTCAGACACACACACTTCACTCACTGACT ATTAAAGTGTATCTGCATTTGTATTCG 56 0 65 22 211 27 59,502 57,064 34,100 33,400 12,433,357 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 15 0 149 TcacacacaCTTCACTCACTGACTcacacaCTCACTCAG TCACACACACTTCACTCACTGA ATTAAAGTGTATCTGCATTTGTATTCG 58 0 63 22 211 27 59,504 57,064 34,100 33,400 12,431,351 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 143 42 17 1.5 AC CACACACTCACACACACACACACACACACACACACANA 0 0 15 0 151 ACTcacacacaCTTCACTCACTGACTcacacaCTCACTC ACTCACACACACTTCACTCACT ATTAAAGTGTATCTGCATTTGTATTCG 60 0 61 22 211 27 59,502 57,064 34,100 33,400 12,433,357 F 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 1 13 0 193 TCAGACAAACATacacacGCAAacacacAGacacacaca TCAGACAAACATACACACGCA ATTAAAGTGTATCTGCATTTGTATTCG 1 0 19 21 211 27 58,172 57,064 52,400 33,400 12,763,333 G 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 0 14 0 194 CTCAGACAAACATacacacGCAAacacacAGacacacac CTCAGACAAACATACACACGCA ATTAAAGTGTATCTGCATTTGTATTCG 1 0 18 22 211 27 59,200 57,064 52,400 33,400 12,735,659 G 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 0 14 0 195 ACTCAGACAAACATacacacGCAAacacacAGacacacaACTCAGACAAACATACACACGC ATTAAAGTGTATCTGCATTTGTATTCG 2 0 17 22 211 27 59,199 57,064 53,400 33,400 12,736,226 G 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 0 14 0 208 ACTCACTTCACTCACTCAGACAAACATacacacGCAA ACTCACTTCACTCACTCAGACA ATTAAAGTGTATCTGCATTTGTATTCG 15 0 4 22 211 27 58,708 57,064 34,100 33,400 13,227,266 D 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 0 15 0 209 CACTCACTTCACTCACTCAGACAAACATacacacGCA CACTCACTTCACTCACTCAGACA ATTAAAGTGTATCTGCATTTGTATTCG 15 0 3 23 211 27 59,933 57,064 34,100 33,400 13,003,002 D 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:4909:13404 1 41 144 17 2 AC ACACACAGACACACACACATACTCACACACACTTCANA 0 0 15 0 210 ACACTCACTTCACTCACTCAGACAAACATacacacGC ACACTCACTTCACTCACTCAGAC ATTAAAGTGTATCTGCATTTGTATTCG 16 0 2 23 211 27 59,933 57,064 35,100 33,400 13,003,142 D 213 AACACTCACTTCACTCACTCAGACAAACATacacacGCAAacacacAGacacacacacATACTcacacacaCTTCACTCACTGACTcacacaCTCACTCAGACATACCCTGacacacATAGAGAcacgcacgcacgCACACTcacacaCTcacacacacacacacacacacacacacacacacaCGAATACAAATGCAGATACACTTTAATTT

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 1 40 178 TGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAATGGTGTGAGCGATGCATTGT TGGACTACCAGCGATCTGC 45 40 34 20 211 19 60,606 59,183 27,100 42,600 2,422,667 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 40 179 TTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCATTGGTGTGAGCGATGCATTG TGGACTACCAGCGATCTGC 46 40 33 20 211 19 59,477 59,183 28,200 42,600 2,339,163 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 40 210 AGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTAGGGCTGGGACTGAGATTCT TGGACTACCAGCGATCTGC 77 40 2 20 211 19 59,956 59,183 24,000 42,600 1,860,477 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 37 170 GCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCGCGATGCATTGTACTCCTGC TGGACTACCAGCGATCTGC 37 40 42 20 211 19 59,694 59,183 48,500 42,600 2,122,459 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 69 243 AGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTAGGGCTGGGACTGAGATTCT AGGACACAGTATCATACCCAGAC 77 69 2 20 244 23 59,956 59,039 24,000 35,100 4,005,348 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 68 242 AGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTAGGGCTGGGACTGAGATTCT GGACACAGTATCATACCCAGACT 77 68 2 20 243 23 59,956 59,039 24,000 32,400 4,005,348 F 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 69 241 GGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGGCTGGGACTGAGATTCTGG AGGACACAGTATCATACCCAGAC 75 69 4 20 244 23 59,820 59,039 38,600 35,100 4,141,345 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 69 242 GGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGGGGCTGGGACTGAGATTCTG AGGACACAGTATCATACCCAGAC 76 69 3 20 244 23 59,820 59,039 30,200 35,100 4,141,345 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 68 240 GGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGGCTGGGACTGAGATTCTGG GGACACAGTATCATACCCAGACT 75 68 4 20 243 23 59,820 59,039 38,600 32,400 4,141,345 F 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 40 208 GGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGGCTGGGACTGAGATTCTGG TGGACTACCAGCGATCTGC 75 40 4 20 211 19 59,820 59,183 38,600 42,600 1,996,473 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 40 209 GGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGGGGCTGGGACTGAGATTCTG TGGACTACCAGCGATCTGC 76 40 3 20 211 19 59,820 59,183 30,200 42,600 1,996,473 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 1 139 TTCTCTTTAATAAGTAGCCAGAGCAGgagagagagag TTCTCTTTAATAAGTAGCCAGAGCA TGGACTACCAGCGATCTGC 1 40 73 25 211 19 57,817 59,183 42,600 42,600 8,999,354 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 1 138 TCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagTCTCTTTAATAAGTAGCCAGAGCA TGGACTACCAGCGATCTGC 1 40 74 24 211 19 57,208 59,183 42,600 42,600 8,608,404 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2218:8653:7585 1 99 54 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 138 TCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagTCTCTTTAATAAGTAGCCAGAGCAG TGGACTACCAGCGATCTGC 0 40 74 25 211 19 58,189 59,183 42,400 42,600 8,627,448 B 251 AAGGGCTGGGACTGAGATTCTGGCTCTATTCCTTGGTGTGAGCGATGCATTGTACTCCTGCAGCCCCAAGAATTCTCTTTAATAAGTAGCCAGAGCAGgagagagagagagagagagagagagagagagagaGGgagagagagagagagagaCGTCCCACTCCTGGGACAGGGTTACACCTCAATAACTAGGGCAGATCGCTGGTAGTCCAACCCcacacaGTCTGGGTATGATACTGTGTCCTAAATAAG

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 3 13 173 ACAAACAGTGGTGGGTAGAACTAAAAGGATAAGG ACAAACAGTGGTGGGTAGAACT CAGTGCTTATTAACTCCCTTGGG 81 13 57 22 229 23 59,492 59,052 30,100 41,200 6,456,135 B 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 174 CACAAACAGTGGTGGGTAGAACTAAAAGGATAAG CACAAACAGTGGTGGGTAGAAC CAGTGCTTATTAACTCCCTTGGG 82 13 56 22 229 23 59,383 59,052 30,100 41,200 6,564,676 B 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 174 CACAAACAGTGGTGGGTAGAACTAAAAGGATAAG CACAAACAGTGGTGGGTAGA CAGTGCTTATTAACTCCCTTGGG 84 13 56 20 229 23 57,369 59,052 25,900 41,200 6,578,995 B 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 8 100 TGATCTAAGTTACAAGAGCTGCTTGTGCTGAagaga TGATCTAAGTTACAAGAGCTGCT AGTGCTTATTAACTCCCTTGGG 8 13 129 23 228 22 57,332 57,763 42,400 41,200 9,904,066 A 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 8 101 TGATCTAAGTTACAAGAGCTGCTTGTGCTGAagaga TGATCTAAGTTACAAGAGCTGCT CAGTGCTTATTAACTCCCTTGGG 8 13 129 23 229 23 57,332 59,052 42,400 41,200 9,615,373 A 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:12895:45101 1 160 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 7 101 TGATCTAAGTTACAAGAGCTGCTTGTGCTGAagaga TGATCTAAGTTACAAGAGCTGCTT CAGTGCTTATTAACTCCCTTGGG 7 13 129 24 229 23 57,957 59,052 39,100 41,200 9,990,472 A 230 GATTAATCACaaaaaTGCAGAAAgggggTGGAATCCACAGGGAAcccccGGAGAACACAAACAGTGGTGGGTAGAACTAAAAGGATAAGGAAAAGAAAGGGGTGATGGttattattaCCTTGTATAATTGATCTAAGTTACAAGAGCTGCTTGTGCTGAagagagagagagagagagagagagagagagagagAAAANAGGGGTACCCCAAGGGAGTTAATAAGCACTGA

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 1 1 6 20 140 AGCCACGACCgagagaCACagagagagGGTGCGTGTG AGCCACGACCGAGAGACA GCCAGCGCGTACTTCTCC 20 24 52 18 191 18 60,282 60,886 34,100 37,100 5,168,374 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 0 0 6 20 141 AGCCACGACCgagagaCACagagagagGGTGCGTGTG AGCCACGACCGAGAGACA GGCCAGCGCGTACTTCTC 20 25 52 18 192 18 60,282 60,886 34,100 28,700 5,168,374 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 0 0 6 19 140 GCCACGACCgagagaCACagagagagGGTGCGTGTGG GCCACGACCGAGAGACAC GGCCAGCGCGTACTTCTC 19 25 53 18 192 18 60,126 60,886 36,700 28,700 5,012,548 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 0 0 10 4 119 CACGACCgagagaCACagagagagGGTGCGTGTGGga CACGACCGAGAGACACAGAG GCGCTCGCCCTATCTATCAC 15 4 55 20 173 20 59,833 60,457 33,500 30,600 0.624027 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 0 0 12 4 118 ACGACCgagagaCACagagagagGGTGCGTGTGGgagaACGACCGAGAGACACAGAGA GCGCTCGCCCTATCTATCAC 14 4 56 20 173 20 59,965 60,457 31,000 30,600 0.492031 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:13606:34729 1 90 60 17 2 AG GAGAGAGAGAGAGAGAGGGAGCGAGTGAGAGAGNA 0 0 12 3 117 ACGACCgagagaCACagagagagGGTGCGTGTGGgagaACGACCGAGAGACACAGAGA CGCTCGCCCTATCTATCACA 14 3 56 20 172 20 59,965 59,118 31,000 35,800 0.916832 G 237 AGCGTgagagagagagagagagaGGCGGGGCGAGCgagagagagagagagaAGCCACGACCgagagaCACagagagagGGTGCGTGTGGgagagagagagagagaGGGAGCGAGTgagagagagagagagagagagagagagagagagaGTTTGTGATAGATAGGGCGAGCGCGGAGAAGTACGCGCTGGCCCGACACGGAGCGNGTCCGATGGAGCGTgagagagagagagagaga

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 1 7 15 147 ATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCg ATATACCTGTGGTCTGCCCA ACACACAGTCTCACACATACCAT 15 38 23 20 169 23 57,810 59,675 53,600 35,500 5,515,244 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 7 7 138 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG ACACACAGTCTCACACATACCAT 7 38 32 19 169 23 60,153 59,675 33,300 35,500 4,477,830 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 15 147 ATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCg ATATACCTGTGGTCTGCCCA ACACACAGTCTCACACATACCA 15 39 23 20 169 22 57,810 59,302 53,600 32,500 4,888,672 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 15 148 AATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCAATATACCTGTGGTCTGCCCA ACACACAGTCTCACACATACCA 15 39 22 21 169 22 58,512 59,302 53,600 32,500 5,186,049 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 8 7 138 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG ACACACAGTCTCACACATACCA 7 39 32 19 169 22 60,153 59,302 33,300 32,500 3,851,258 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 51 17 1.5 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 9 7 137 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG CACACAGTCTCACACATACCA 7 39 32 19 168 21 60,153 57,615 33,300 32,500 4,538,177 F 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 1 13 6 189 GGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagaGGTCTGCCCACACTTGTGC TCACATGCACACACATTCACT 6 15 33 19 221 21 61,556 58,426 45,700 34,100 5,129,997 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 7 195 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG CTCTCTCACATGCACACACA 7 21 32 19 226 20 60,153 57,841 33,300 37,200 3,312,311 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 7 197 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG TTCTCTCTCACATGCACACACA 7 21 32 19 228 22 60,153 59,897 33,300 37,200 3,255,909 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 14 6 189 GGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagaGGTCTGCCCACACTTGTGC TCACATGCACACACATTCACTC 6 14 33 19 221 22 61,556 59,451 45,700 35,100 5,104,876 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 15 7 189 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG CACATGCACACACATTCACTC 7 14 32 19 220 21 60,153 58,075 33,300 35,100 4,077,887 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:15737:31177 1 58 128 17 2 AG GTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAG NA 0 0 15 7 196 TGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagTGGTCTGCCCACACTTGTG TCTCTCTCACATGCACACACA 7 21 32 19 227 21 60,153 59,312 33,300 37,200 2,841,181 G 231 TGGTTtgtgtgTATgagagaAAATATACCTGTGGTCTGCCCACACTTGTGCGTGTGCgtgtgtgtgagagagagagagagagagagagagagagagagaAtgtgtgtgTATCTGCGTGAGAAGTAGAatatatGTTGGTGAATTTTATGGTAtgtgtgAGACtgtgtgTATgagagagagagagaATTGTTGTCTGTANGAGTGAAtgtgtgtgCATGTgagagagaATAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 1 100 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCAT CCATCTCTCGTTCTCGCCC GAGAAGCGAAAGAGGGATCA 26 1 1 19 100 20 59,933 57,030 61,300 29,200 4,036,215 F 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 0 100 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCAT CCATCTCTCGTTCTCGCCC GAGAAGCGAAAGAGGGATCAA 26 0 1 19 100 21 59,933 57,747 61,300 25,700 4,319,561 F 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 1 99 CAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATG CATCTCTCGTTCTCGCCC GAGAAGCGAAAGAGGGATCA 26 1 2 18 100 20 57,280 57,030 61,300 29,200 7,689,625 F 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 95 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGATNA 0 1 10 0 160 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCAT CCATCTCTCGTTCTCGCCC AGGCTGGGAGAGAGATAGGG 26 0 1 19 160 20 59,933 59,513 61,300 35,300 1,553,466 G 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 95 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGATNA 0 0 11 0 161 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCAT CCATCTCTCGTTCTCGCCC GAGGCTGGGAGAGAGATAGGG 26 0 1 19 161 21 59,933 60,550 61,300 35,300 2,616,538 G 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:22516:64650 1 46 95 17 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTGATNA 0 0 13 1 162 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCAT CCATCTCTCGTTCTCGCCC AGAGGCTGGGAGAGAGATAGG 26 1 1 19 162 21 59,933 59,571 61,300 25,700 2,495,499 G 220 CCAtctctcGTTCTCGCCCCAtctctcTAtctctcATTCCATGTAtctctctctctctctctctctctctctctctctcTTGATCCCTCTTTCGCTTCTCctctctctctCATTTCctctctctctctctCCctctctctCCCTAtctctctcCCAGCCTCTTTTGAGCCAAAATTAGATGTGAAGCNGAATGGAAAATATTTTCAGGGTCCTGGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 8 21 130 CTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGTGGTAGTGTGAGGGTGA AGACAACCACATACTCAATCCA 33 21 13 20 142 22 58,662 57,091 40,200 34,100 6,246,708 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 21 131 ACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgt ACTGTGGTAGTGTGAGGGTG AGACAACCACATACTCAATCCA 34 21 12 20 142 22 58,951 57,091 46,100 34,100 5,957,202 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 20 131 ACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgt ACTGTGGTAGTGTGAGGGTG AGACAACCACATACTCAATCCAA 34 20 12 20 142 23 58,951 57,759 46,100 35,300 6,290,004 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 19 173 GGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtGGGTGAGTGTGTGTTCCTGT CACAAGCTCAGGCAGACACT 19 80 27 20 199 20 59,820 60,250 40,000 35,500 0.430616 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 19 196 GGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtGGGTGAGTGTGTGTTCCTGT GTGCAGAAACACACACGAGC 19 103 27 20 222 20 59,820 60,316 40,000 50,300 0.496602 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 162 tgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgt TGTTCCTGTGTGTGTCTGGG CACAAGCTCAGGCAGACACT 8 80 38 20 199 20 59,820 60,250 44,500 35,500 0.430380 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 1 94 GGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtGGGTGAGTGTGTGTTCCTGT AATCAGAGGGACACACACGT 19 1 27 20 120 20 59,820 58,951 40,000 44,900 1,229,007 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 141 CTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGTGGTAGTGTGAGGGTGA TGCACATACAAAGACAACCACA 33 32 13 20 153 22 58,662 58,717 40,200 41,700 4,620,992 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 142 ACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgt ACTGTGGTAGTGTGAGGGTG TGCACATACAAAGACAACCACA 34 32 12 20 153 22 58,951 58,717 46,100 41,700 4,331,486 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 142 ACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgt ACTGTGGTAGTGTGAGGGTGA TGCACATACAAAGACAACCACA 33 32 12 21 153 22 60,413 58,717 40,200 41,700 4,695,390 B 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 26 203 AGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAGTGTGAGGGTGAGTGTGTG GTGCAGAAACACACACGAGC 26 103 20 20 222 20 59,534 60,316 38,200 50,300 0.781901 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 101 AGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAGTGTGAGGGTGAGTGTGTG AATCAGAGGGACACACACGT 26 1 20 20 120 20 59,534 58,951 38,200 44,900 1,514,306 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 25 179 GTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCG GTGTGAGGGTGAGTGTGTGT CACAAGCTCAGGCAGACACT 25 80 21 20 199 20 59,822 60,250 37,200 35,500 0.428277 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 25 202 GTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCG GTGTGAGGGTGAGTGTGTGT GTGCAGAAACACACACGAGC 25 103 21 20 222 20 59,822 60,316 37,200 50,300 0.494264 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:2696:18995 1 66 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 100 GTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCG GTGTGAGGGTGAGTGTGTGT AATCAGAGGGACACACACGT 25 1 21 20 120 20 59,822 58,951 37,200 44,900 1,226,669 F 234 ATGTGCTATCCACTGTGGTAGTGTGAGGGTGAgtgtgtgtTCCtgtgtgtgTCTGGGCGAATGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtgtCCCTCTGATTTGGATTGAGTATGTGGTTGTCTTTGTATGTGCATAtgtgtgTTTGTGCAAAtgtgtgTTAGTGTCTGCCTGAGCTtgtgtgNGCTCgtgtgtgtTTCTGCACATGGAACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 1 1 3 52 215 CCCAACTTGACATAGAACATGAACAAGATTTCTGGACCCAACTTGACATAGAACATGAACA AGACGTCAGAACTGTGTGCG 65 52 3 25 217 20 59,527 60,595 31,800 53,400 6,068,214 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 3 51 214 CCCAACTTGACATAGAACATGAACAAGATTTCTGGACCCAACTTGACATAGAACATGAACA GACGTCAGAACTGTGTGCGA 65 51 3 25 216 20 59,527 60,594 31,800 51,000 6,067,190 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 3 49 212 CCCAACTTGACATAGAACATGAACAAGATTTCTGGACCCAACTTGACATAGAACATGAACA CGTCAGAACTGTGTGCGACA 65 49 3 25 214 20 59,527 60,870 31,800 43,500 6,343,042 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 4 1 125 TGGGTCCTTGTATATTCTTGTCATCTTcacacacacata TGGGTCCTTGTATATTCTTGTCATCT GGACGGACCAGTAGGCCTTT 1 25 66 26 190 20 59,613 61,551 29,000 31,100 7,937,946 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 4 1 151 TGGGTCCTTGTATATTCTTGTCATCTTcacacacacata TGGGTCCTTGTATATTCTTGTCATCT GACGTCAGAACTGTGTGCGA 1 51 66 26 216 20 59,613 60,594 29,000 51,000 6,980,955 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 5 6 129 CGTATGGGTCCTTGTATATTCTTGTCATCTTcacacac CGTATGGGTCCTTGTATATTCTTGT GGACGGACCAGTAGGCCTTT 6 25 62 25 190 20 58,478 61,551 31,600 31,100 8,073,072 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 6 6 130 TCGTATGGGTCCTTGTATATTCTTGTCATCTTcacaca TCGTATGGGTCCTTGTATATTCTTGT GGACGGACCAGTAGGCCTTT 6 25 61 26 190 20 59,674 61,551 31,600 31,100 7,876,564 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 6 6 156 TCGTATGGGTCCTTGTATATTCTTGTCATCTTcacaca TCGTATGGGTCCTTGTATATTCTTGT GACGTCAGAACTGTGTGCGA 6 51 61 26 216 20 59,674 60,594 31,600 51,000 6,919,573 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:29609:71735 1 93 53 17 1.5 AT CACACACACATATATATATATATATATATATATATATNA 0 0 6 6 157 TCGTATGGGTCCTTGTATATTCTTGTCATCTTcacaca TCGTATGGGTCCTTGTATATTCTTGT AGACGTCAGAACTGTGTGCG 6 52 61 26 217 20 59,674 60,595 31,600 53,400 6,920,598 F 284 GCCCCAACTTGACATAGAACATGAACAAGATTTCTGGAAAAGCATCTGGAACTATCCTTTTCGTATGGGTCCTTGTATATTCTTGTCATCTTcacacacacatatatatatatatatatatatatatatatatataGacacacacAAACATACaaaaaCAACTGACAGGAAAAGGCCTACTGGTCCGTCCAACNTGTCGcacacaGTTCTGACGTCTTGTATACGATCCCCGCCTAATCCTTccccccTGCNAAAAGCAGAGTAATCTTTTGGGAGAAGCAAAA

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 1 1 4 38 255 TGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCC TGTCTCCGCTCATCACACAA CTCACCAGTTGGCGCGAT 123 38 6 20 260 18 59,321 60,435 33,300 45,800 3,113,833 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 6 34 251 TGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCC TGTCTCCGCTCATCACACAA CCAGTTGGCGCGATGGTA 123 34 6 20 256 18 59,321 60,125 33,300 32,500 2,804,260 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 6 34 252 ATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGC ATGTCTCCGCTCATCACACA CCAGTTGGCGCGATGGTA 124 34 5 20 256 18 59,102 60,125 37,200 32,500 3,022,931 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 132 CTCACATCAGCACGGAgggggCCCTGACCCggggggggCTCACATCAGCACGGAGGG AGTGAGTGGCTGAATGTGGG 37 0 93 19 224 20 60,153 59,963 43,000 46,100 1,190,792 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 133 GCTCACATCAGCACGGAgggggCCCTGACCCgggggg GCTCACATCAGCACGGAGG AGTGAGTGGCTGAATGTGGG 38 0 92 19 224 20 60,813 59,963 43,000 46,100 1,850,225 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 134 GGCTCACATCAGCACGGAgggggCCCTGACCCggggg GGCTCACATCAGCACGGAG AGTGAGTGGCTGAATGTGGG 39 0 91 19 224 20 60,813 59,963 46,300 46,100 1,850,225 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 142 AAGACGCTGGCTCACATCAGCACGGAgggggCCCTGAAGACGCTGGCTCACATCAG AGTGAGTGGCTGAATGTGGG 46 0 83 20 224 20 60,391 59,963 29,000 46,100 0.428170 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 143 GAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGAAGACGCTGGCTCACATCA AGTGAGTGGCTGAATGTGGG 47 0 82 20 224 20 60,390 59,963 30,700 46,100 0.427644 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 144 AGAAGACGCTGGCTCACATCAGCACGGAgggggCCCAGAAGACGCTGGCTCACATC AGTGAGTGGCTGAATGTGGG 48 0 81 20 224 20 60,108 59,963 30,600 46,100 0.145728 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 202 caAACATTCCGTGCAGTGCCATGTGTCCTGCTCACG CAAACATTCCGTGCAGTGCC AGTGAGTGGCTGAATGTGGG 106 0 23 20 224 20 60,664 59,963 50,100 46,100 0.701470 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 203 acaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGACAAACATTCCGTGCAGTGC AGTGAGTGGCTGAATGTGGG 107 0 22 20 224 20 59,969 59,963 44,000 46,100 0.067942 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:31659:16850 1 149 56 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTG NA 0 0 Jun‐75 0 219 TGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCC TGTCTCCGCTCATCACACAA AGTGAGTGGCTGAATGTGGG 123 0 6 20 224 20 59,321 59,963 33,300 46,100 0.716253 F 260 GTTCATGTCTCCGCTCATcacacaAACATTCCGTGCAGTGCCATGTGTCCTGCTCACGCTCCCTCCATCTGGTTTCATGCAGAAGACGCTGGCTCACATCAGCACGGAgggggCCCTGACCCgggggggggggggggggTgggggggggtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCACATTCAGCCACTCACTCACNTTGAGCAGTGTACCATCGCGCCAACTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 1 1 16 1 120 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA CAGACTTCCCTTTGCATGAACA 1 19 67 20 186 22 59,623 59,113 35,800 31,800 3,263,025 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 121 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA ACAGACTTCCCTTTGCATGAAC 1 20 67 20 187 22 59,623 59,113 35,800 31,800 3,263,654 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 121 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA ACAGACTTCCCTTTGCATGA 1 22 67 20 187 20 59,623 57,043 35,800 30,700 3,333,904 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 149 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA TGACCATCTCATTAAGTGCTCA 1 48 67 20 215 22 59,623 57,176 35,800 42,600 5,200,981 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 153 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA CCAATGACCATCTCATTAAGTGCT 1 50 67 20 219 24 59,623 59,114 35,800 44,000 5,262,409 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 154 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA TCCAATGACCATCTCATTAAGTGC 1 51 67 20 220 24 59,623 59,116 35,800 44,000 5,260,086 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 214 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA TGCCTAGAATTCCCAATTATCTCACT 1 109 67 20 280 26 59,623 59,898 35,800 34,100 6,478,236 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 214 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA TGCCTAGAATTCCCAATTATCTCA 1 111 67 20 280 24 59,623 57,486 35,800 32,700 6,890,514 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:6563:30650 1 88 58 17 2 AC ACACACACACCCCCGCACATAAATACACACACACACNA 0 0 16 1 214 CACACGcacacacaTTCACATacacacacacCCCCGCAC CACACGCACACACATTCACA TGCCTAGAATTCCCAATTATCTCAC 1 110 67 20 280 25 59,623 58,701 35,800 35,100 6,675,643 G 283 TATACATGCGcacacacaGacacacacacacacacCCGCACatatatGCACGcacacacacaTGCGCACACGcacacacaTTCACATacacacacacCCCCGCACATAAATacacacacacacacacacacacacacacacacacATTCACTACCAATAGTGATTGTTCATGCAAAGGGAAGTCTGTTATTCNTGAGCACTTAATGAGATGGTCATTGGAAATAATGATCTAAACTTTTCTAATGTCGGCNCTGAGTGAGATAATTGGGAATTCTAGGCAATG

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 1 1 Feb‐75 5 182 ACTGAACTCCGCCATGAAGGAAACACCCTTTGGGC ACTGAACTCCGCCATGAAGG GGAGGGAGAGTGTTCGCAAC 96 5 94 20 275 20 60,036 60,671 34,600 41,700 0.706864 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 Feb‐75 5 264 AAGCACAGAAAGGCCATCGTGCTGCAGCATAATTC AAGCACAGAAAGGCCATCGT GGAGGGAGAGTGTTCGCAAC 178 5 12 20 275 20 60,251 60,671 37,300 41,700 0.921756 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 3 5 217 tttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTTTGTGTTGCTGCCTCCAAC GGAGGGAGAGTGTTCGCAAC 131 5 59 20 275 20 59,541 60,671 37,700 41,700 1,130,343 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 4 5 190 TCATCTGGACTGAACTCCGCCATGAAGGAAACACC TCATCTGGACTGAACTCCGC GGAGGGAGAGTGTTCGCAAC 104 5 86 20 275 20 59,467 60,671 55,400 41,700 1,203,428 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 4 4 181 ACTGAACTCCGCCATGAAGGAAACACCCTTTGGGC ACTGAACTCCGCCATGAAGG GAGGGAGAGTGTTCGCAACC 96 4 94 20 274 20 60,036 60,671 34,600 37,700 0.706864 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 4 4 183 GGACTGAACTCCGCCATGAAGGAAACACCCTTTGG GGACTGAACTCCGCCATGAA GAGGGAGAGTGTTCGCAACC 98 4 92 20 274 20 60,036 60,671 25,700 37,700 0.707243 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 4 4 216 tttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTTTGTGTTGCTGCCTCCAAC GAGGGAGAGTGTTCGCAACC 131 4 59 20 274 20 59,541 60,671 37,700 37,700 1,130,343 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 4 4 263 AAGCACAGAAAGGCCATCGTGCTGCAGCATAATTC AAGCACAGAAAGGCCATCGT GAGGGAGAGTGTTCGCAACC 178 4 12 20 274 20 60,251 60,671 37,300 37,700 0.921756 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 5 3 261 AAGCACAGAAAGGCCATCGTGCTGCAGCATAATTC AAGCACAGAAAGGCCATCGT GGGAGAGTGTTCGCAACCA 178 3 12 20 272 19 60,251 59,929 37,300 36,700 1,321,687 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 5 0 138 TCTCAGACTTTGTAAATCATGTGAACTAATTATGGT TCTCAGACTTTGTAAATCATGTGAACT AGAGTGTTCGCAACCACCC 51 0 132 27 269 19 59,066 60,228 30,100 46,100 9,161,430 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 6 0 138 TCTCAGACTTTGTAAATCATGTGAACTAATTATGGT TCTCAGACTTTGTAAATCATGTGAAC AGAGTGTTCGCAACCACCC 52 0 132 26 269 19 57,912 60,228 31,800 46,100 9,315,836 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:7009:43237 1 210 41 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN NA 0 0 6 0 139 TCTCAGACTTTGTAAATCATGTGAACTAATTATGGT TCTCAGACTTTGTAAATCATGTGAACT GAGAGTGTTCGCAACCACCC 51 0 132 27 270 20 59,066 61,229 30,100 46,100 9,162,233 F 276 CCAAGCATTCTAAGCACAGAAAGGCCATCGTGCTGCAGCATAATTCATCTCAAGGAtttttGTGTTGCTGCCTCCAACCAGGAACTCATCTGGACTGAACTCCGCCATGAAGGAAACACCCTTTGGGCTGTTCTCAGACTTTGTAAATCATGTGAACTAATTATGGTTCTTTTACTGtttttCCTNTTTTCTATccccccTTTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNgtgtgtGGGTGGTTGCGAACACTCTCCCTCCC

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 15 199 AAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTAAACATAGTCACTCTGATCCTGTT CCGCCCGATCAGCATAAACT 15 106 7 24 205 20 57,634 60,533 31,600 26,600 6,898,832 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 14 198 AACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGAACATAGTCACTCTGATCCTGTTT CCGCCCGATCAGCATAAACT 14 106 8 24 205 20 57,634 60,533 28,300 26,600 6,898,832 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 12 104 AACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGAACATAGTCACTCTGATCCTGTTT GGTGTATGGGCCAGTGAGAC 14 12 8 24 111 20 57,634 60,108 28,300 33,600 6,473,625 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 15 141 AAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTAAACATAGTCACTCTGATCCTGTT TCAGTGAGACCAGTGTGAACA 15 47 7 24 147 21 57,634 58,893 31,600 31,800 8,473,336 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 14 140 AACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGAACATAGTCACTCTGATCCTGTTT TCAGTGAGACCAGTGTGAACA 14 47 8 24 147 21 57,634 58,893 28,300 31,800 8,473,336 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 14 141 AAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTAAACATAGTCACTCTGATCCTGTTT TCAGTGAGACCAGTGTGAACA 14 47 7 25 147 21 58,226 58,893 28,300 31,800 8,881,004 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 14 199 AAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTAAACATAGTCACTCTGATCCTGTTT CCGCCCGATCAGCATAAACT 14 106 7 25 205 20 58,226 60,533 28,300 26,600 7,306,500 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 11 103 AACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGAACATAGTCACTCTGATCCTGTTT GTGTATGGGCCAGTGAGACC 14 11 8 24 110 20 57,634 60,108 28,300 38,500 6,473,625 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2219:9039:46296 1 46 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 11 104 AAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTAAACATAGTCACTCTGATCCTGTT GTGTATGGGCCAGTGAGACC 15 11 7 24 110 20 57,634 60,108 31,600 38,500 6,473,625 F 253 GGTCCAAAACATAGTCACTCTGATCCTGtttttCACTAAGCGCTGctctctctctctctctctctctctctctctctctGTCTTTCTCTTGGTCTCACTGGCCCATACACCCTGCCCTCATTCTCATGTTCACACTGGTCTCACTGATCTATATTGGTTCTCNGTCCTCCAACACATTGGGCAGAAGTTTATGCTGATCGGGCGGGCGCGTGCCCGACTCNATCGGGCGTGAAATCGTGCGCGATGACGTCGG

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 1 1 3 11 126 CAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCAC CAGTGGTGTTTCCCAAGGGT TCTGTCTTCCAAGATCCTAGTCA 30 11 31 20 156 23 60,106 58,064 43,400 34,100 5,041,796 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 3 11 137 AGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTAGGGTGGTAGACAGTGGTGT TCTGTCTTCCAAGATCCTAGTCA 41 11 20 20 156 23 60,105 58,064 41,600 34,100 5,040,721 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 3 9 181 AGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatAGTGCTAGGACCACTGCTCT GCCTTTCTACATCCTGTTGCA 9 89 52 20 232 21 60,252 58,564 40,900 40,800 2,688,429 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 3 9 182 AGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatAGTGCTAGGACCACTGCTCT AGCCTTTCTACATCCTGTTGCA 9 89 52 20 233 22 60,252 59,960 40,900 40,800 2,292,290 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 3 8 181 GTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatata GTGCTAGGACCACTGCTCTT AGCCTTTCTACATCCTGTTGCA 8 89 53 20 233 22 59,389 59,960 28,500 40,800 2,650,965 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 4 52 242 tttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCC TTTCGGACTGGAGGGTGGTA TGCCTGCCCATTATGCTAGC 52 108 9 20 250 20 60,179 60,538 32,500 34,200 0.716984 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 4 51 241 ttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCATTCGGACTGGAGGGTGGTAG TGCCTGCCCATTATGCTAGC 51 108 10 20 250 20 60,614 60,538 31,800 34,200 1,151,910 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 4 11 127 ACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCA ACAGTGGTGTTTCCCAAGGG TCTGTCTTCCAAGATCCTAGTCA 31 11 30 20 156 23 60,106 58,064 39,500 34,100 5,041,796 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 6 52 240 tttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCC TTTCGGACTGGAGGGTGGTA CCTGCCCATTATGCTAGCCT 52 106 9 20 248 20 60,179 59,597 32,500 45,800 0.582197 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 6 41 229 AGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTAGGGTGGTAGACAGTGGTGT CCTGCCCATTATGCTAGCCT 41 106 20 20 248 20 60,105 59,597 41,600 45,800 0.508413 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 6 31 219 ACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCA ACAGTGGTGTTTCCCAAGGG CCTGCCCATTATGCTAGCCT 31 106 30 20 248 20 60,106 59,597 39,500 45,800 0.509488 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:12459:58514 1 81 42 17 1.5 AT TGTGTGTGATATATATATATATATATATATATATATANA 0 0 6 30 218 CAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCAC CAGTGGTGTTTCCCAAGGGT CCTGCCCATTATGCTAGCCT 30 106 31 20 248 20 60,106 59,597 43,400 45,800 0.509488 F 251 TAGGTGtttttCGGACTGGAGGGTGGTAGACAGTGGTGTTTCCCAAGGGTTAGTGCTAGGACCACTGCTCtttttCTGTAtgtgtgtgatatatatatatatatatatatatatatatatataaaaaaaTAAATGACTAGGATCTTGGAAGACAGaaaaaCTTCAAAATTtgatgatgaTACCAAACTTGGGAGGGGCTAACAGTGAAAATTGCAACAGGATGTAGAAAGGCTAGCATAATGGGCAGGCAA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 6 29 140 TAACAACACGCACACTCGGAGAATcacacaAACCCACTAACAACACGCACACTCGGA TCAGTGTTTCCAGCTTGACG 37 29 2 20 141 20 59,897 58,418 45,500 43,500 1,684,596 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 28 135 AACACGCACACTCGGAGAATcacacaAACCCACAAA AACACGCACACTCGGAGAAT CAGTGTTTCCAGCTTGACGC 33 28 6 20 140 20 59,966 60,041 24,000 51,900 0.074462 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 28 139 TAACAACACGCACACTCGGAGAATcacacaAACCCACTAACAACACGCACACTCGGA CAGTGTTTCCAGCTTGACGC 37 28 2 20 140 20 59,897 60,041 45,500 51,900 0.143621 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 28 140 ATAACAACACGCACACTCGGAGAATcacacaAACCCAATAACAACACGCACACTCGG CAGTGTTTCCAGCTTGACGC 38 28 1 20 140 20 58,855 60,041 46,300 51,900 1,185,927 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 19 126 AACACGCACACTCGGAGAATcacacaAACCCACAAA AACACGCACACTCGGAGAAT CAGCTTGACGCGCATGTTAG 33 19 6 20 131 20 59,966 60,247 24,000 23,400 0.280923 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 28 140 ATAACAACACGCACACTCGGAGAATcacacaAACCCAATAACAACACGCACACTCGGA CAGTGTTTCCAGCTTGACGC 37 28 1 21 140 20 60,270 60,041 45,500 51,900 1,310,842 B 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 3 96 ACCCACAAACATATACGTGTACATGAacacacacacac ACCCACAAACATATACGTGTACA CTTGACGCGCATGTTAGCAT 3 16 33 23 128 20 57,850 59,625 29,000 37,900 5,524,731 A 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 3 99 ACCCACAAACATATACGTGTACATGAacacacacacac ACCCACAAACATATACGTGTACA CAGCTTGACGCGCATGTTAG 3 19 33 23 131 20 57,850 60,247 29,000 23,400 5,397,392 A 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 3 108 ACCCACAAACATATACGTGTACATGAacacacacacac ACCCACAAACATATACGTGTACA CAGTGTTTCCAGCTTGACGC 3 28 33 23 140 20 57,850 60,041 29,000 51,900 5,190,932 A 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 9 37 199 TAACAACACGCACACTCGGAGAATcacacaAACCCACTAACAACACGCACACTCGGA TGCCTGTGAGAGAGTGTTTGT 37 87 2 20 200 21 59,897 59,514 45,500 28,300 1,588,973 F 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 9 33 195 AACACGCACACTCGGAGAATcacacaAACCCACAAA AACACGCACACTCGGAGAAT TGCCTGTGAGAGAGTGTTTGT 33 87 6 20 200 21 59,966 59,514 24,000 28,300 1,519,814 F 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 9 33 199 AACACGCACACTCGGAGAATcacacaAACCCACAAA AACACGCACACTCGGAGAAT TGTTTGCCTGTGAGAGAGTGT 33 91 6 20 204 21 59,966 59,514 24,000 35,500 1,519,814 F 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19958:67181 1 59 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 12 33 162 AACACGCACACTCGGAGAATcacacaAACCCACAAA AACACGCACACTCGGAGAAT TGTGTGTGCGAGCATTTACA 33 55 6 20 167 20 59,966 58,412 24,000 24,100 1,621,051 F 204 ATAACAACACGCACACTCGGAGAATcacacaAACCCACAAACATATACGTGTACATGAacacacacacacacacacacacacacacacacacATAAATACAAACACAAATGCTAACATGCGCGTCAAGCTGGAAACACTGATTCACATGTAAATGCTCGcacacacaAAACaaaaaCTCACAAACActctctCACAGGCAAACA

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 15 4 127 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG AAAGAGCACGTGAGACCGAG 4 12 24 19 150 20 60,297 60,039 40,400 46,300 1,336,378 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 4 128 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG GAAAGAGCACGTGAGACCGA 4 13 24 19 151 20 60,297 60,039 40,400 46,900 1,336,741 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 4 132 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG GGGTGAAAGAGCACGTGAGA 4 17 24 19 155 20 60,297 59,966 40,400 32,700 1,330,808 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 4 156 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG AATCAGAGAGCGCGTGAGAG 4 41 24 19 179 20 60,297 59,900 40,400 32,000 1,397,629 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 4 157 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG GAATCAGAGAGCGCGTGAGA 4 42 24 19 180 20 60,297 59,900 40,400 32,700 1,396,917 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 4 159 gctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctc GCTCTCTCGCGTTCTCTCG GAGAATCAGAGAGCGCGTGA 4 44 24 19 182 20 60,297 59,900 40,400 43,500 1,396,917 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 14 190 CTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctct CTCTCGCGCGCTCTCTCG GAAAGGGAGAGCTCGTGCAA 14 66 15 18 204 20 62,936 60,321 40,400 40,800 5,257,019 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 14 191 CTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctct CTCTCGCGCGCTCTCTCG AGAAAGGGAGAGCTCGTGCA 14 67 15 18 205 20 62,936 61,188 40,400 45,700 6,124,467 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:19979:61064 1 47 72 17 2 AG CGCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 14 192 CTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctct CTCTCGCGCGCTCTCTCG GAGAAAGGGAGAGCTCGTGC 14 68 15 18 206 20 62,936 60,459 40,400 53,400 5,395,659 G 206 CTCGCGTtctctcGCTCTcgcgcgctctctCGCGTtctctcGCTCTcgcgcgctctctctctctctctctctctctctctctctctCGCGctctctCGCTCTcgcgcgctctctctctCCCTCGCCCGCTCTCGGTCTCACGTGCTCTTTCACCCCGTGCTCTCACGCGctctctGATtctctcTTGCACGAGCTCTCCCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 1 6 9 104 TacacacacATGGGCTGCATAGACTCCTCcacacacaca TACACACACATGGGCTGCAT TTGTGCTTGGCTGCCTGT 9 11 95 20 198 18 59,962 60,124 39,600 40,000 2,161,790 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 8 103 acacacacATGGGCTGCATAGACTCCTCcacacacacac ACACACACATGGGCTGCATA TTGTGCTTGGCTGCCTGT 8 11 96 20 198 18 59,962 60,124 31,400 40,000 2,161,790 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 6 0 95 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TTGTGCTTGGCTGCCTGT 0 11 104 20 198 18 58,945 60,124 37,100 40,000 3,178,809 B 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 7 0 95 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TTGTGCTTGGCTGCCTGTG 0 10 104 20 198 19 58,945 61,492 37,100 36,600 3,546,936 B 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 8 10 105 ATacacacacATGGGCTGCATAGACTCCTCcacacacac ATACACACACATGGGCTGCA TTGTGCTTGGCTGCCTGT 10 11 94 20 198 18 59,962 60,124 44,100 40,000 2,161,790 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 8 0 94 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TGTGCTTGGCTGCCTGTG 0 10 104 20 197 18 58,945 60,908 37,100 36,600 3,963,468 B 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 10 11 140 GAGACAGGGATTGACagagagTCAAAGTGAGTGTTAGAGACAGGGATTGACAGAGAGT TTGTGCTTGGCTGCCTGT 43 11 59 22 198 18 58,904 60,124 32,400 40,000 5,219,861 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 10 11 141 AGAGACAGGGATTGACagagagTCAAAGTGAGTGTTAGAGACAGGGATTGACAGAGAG TTGTGCTTGGCTGCCTGT 44 11 58 22 198 18 58,635 60,124 32,000 40,000 5,488,318 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 46 17 1.5 AC CACACACACACACACACACACACACACACACACACTNA 0 0 11 11 141 AGAGACAGGGATTGACagagagTCAAAGTGAGTGTTAGAGACAGGGATTGACAGAGAGT TTGTGCTTGGCTGCCTGT 43 11 58 23 198 18 60,246 60,124 32,400 40,000 5,369,355 F 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 1 8 1 139 cATGGGCTGCATAGACTCCTCcacacacacacacacaca CATGGGCTGCATAGACTCCT TGTATTTCTGTGTCCGTGTACA 1 1 103 20 241 22 59,236 57,412 36,900 29,000 5,351,237 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 8 0 138 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TGTATTTCTGTGTCCGTGTACA 0 1 104 20 241 22 58,945 57,412 37,100 29,000 5,642,624 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 9 0 139 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC CTGTATTTCTGTGTCCGTGTACA 0 1 104 20 242 23 58,945 58,448 37,100 29,000 5,607,394 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 149 acacacacATGGGCTGCATAGACTCCTCcacacacacac ACACACACATGGGCTGCATA TGCTGTATTTCTGTGTCCGTGT 8 4 96 20 244 22 59,962 60,224 31,400 44,900 2,262,207 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 150 TacacacacATGGGCTGCATAGACTCCTCcacacacaca TACACACACATGGGCTGCAT TGCTGTATTTCTGTGTCCGTGT 9 4 95 20 244 22 59,962 60,224 39,600 44,900 2,262,207 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 151 ATacacacacATGGGCTGCATAGACTCCTCcacacacac ATACACACACATGGGCTGCA TGCTGTATTTCTGTGTCCGTGT 10 4 94 20 244 22 59,962 60,224 44,100 44,900 2,262,207 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 199 agagagACAGATAGAGACAGGGATTGACagagagTCAAGAGAGACAGATAGAGACAGGGA TGCTGTATTTCTGTGTCCGTGT 55 4 46 23 244 22 58,956 60,224 42,000 44,900 6,268,494 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 200 CagagagACAGATAGAGACAGGGATTGACagagagTCCAGAGAGACAGATAGAGACAGGG TGCTGTATTTCTGTGTCCGTGT 56 4 45 23 244 22 58,863 60,224 44,500 44,900 6,360,982 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 4 200 CagagagACAGATAGAGACAGGGATTGACagagagTCCAGAGAGACAGATAGAGACAGGGA TGCTGTATTTCTGTGTCCGTGT 55 4 45 24 244 22 60,142 60,224 42,000 44,900 6,365,690 G 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 12 0 141 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TGCTGTATTTCTGTGTCCGTGT 0 4 104 20 244 22 58,945 60,224 37,100 44,900 3,279,225 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 13 0 139 TGGGCTGCATAGACTCCTCcacacacacacacacacacacTGGGCTGCATAGACTCCTC GCTGTATTTCTGTGTCCGTGT 0 4 105 19 243 21 58,479 58,586 37,100 44,900 4,934,940 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 13 0 140 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC GCTGTATTTCTGTGTCCGTGT 0 4 104 20 243 21 58,945 58,586 37,100 44,900 3,468,877 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:22830:5563 1 124 95 17 2 AC CACACACACACACACACACACACACACACACACACTNA 0 0 13 0 141 ATGGGCTGCATAGACTCCTCcacacacacacacacacac ATGGGCTGCATAGACTCCTC TGCTGTATTTCTGTGTCCGTG 0 5 104 20 244 21 58,945 58,587 37,100 49,400 3,467,910 D 273 CTTTCTAACTATCTCTGATATACTCTACACCCCTCACTGTTAAACagagagACAGATAGAGACAGGGATTGACagagagTCAAAGTGAGTGTTATacacacacATGGGCTGCATAGACTCCTCcacacacacacacacacacacacacacacacacaCTcacacacacaGACATACAGCCACAGGCAGCCAAGCACAAacacacacacacacacacacATGTACACGGACACAGAAATACAGCAAAacacacacATGAACAGATAGACACATA

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 17 226 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA CCTTCACTACCATTAGACCCAGA 17 131 36 21 261 23 59,301 58,969 42,600 38,600 5,729,996 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 227 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA ACCTTCACTACCATTAGACCCAG 17 132 36 21 262 23 59,301 59,225 42,600 44,500 5,474,398 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 227 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA ACCTTCACTACCATTAGACCCA 17 133 36 21 262 22 59,301 58,201 42,600 45,100 5,497,597 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 17 240 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA TGGCTAATTATTTACCTTCACTACCA 17 142 36 21 275 26 59,301 58,136 42,600 32,500 9,562,805 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 17 241 TTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA TGGCTAATTATTTACCTTCACTACCA 17 142 35 22 275 26 59,894 58,136 42,600 32,500 9,970,060 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 17 188 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA ATCAGACTTCTTTCAATAAACTCAGAA 17 89 36 21 223 27 59,301 57,215 42,600 30,200 11,483,614 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 19 243 tCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTT TCTTCAAACACCCATCTCTGCA TGGCTAATTATTTACCTTCACTACCA 19 142 33 22 275 26 59,894 58,136 44,100 32,500 9,970,060 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 17 187 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA TCAGACTTCTTTCAATAAACTCAGAAT 17 88 36 21 222 27 59,301 57,215 42,600 24,000 11,483,614 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:24951:29384 1 74 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 7 17 189 TCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTTCAAACACCCATCTCTGCAGA AATCAGACTTCTTTCAATAAACTCAGA 17 90 36 21 224 27 59,301 57,215 42,600 32,700 11,483,614 F 290 CTATGAATGTTACCCtttttATAAAGtttttttCTTCAAACACCCATCTCTGCAGAGACCCTATTTGTTTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATTTTAAATGGGATAGATAGTTACACTTACAGATTACaaaaaTGTaaaaaaaaaCCCAAGTTTTGTTTTATAATAAATCAATCATTCTGAGTTTATTGAAAGAAGTCTGATTAAAGACTCTTTTATTCTGGGTCTAATGGTAGTGAAGGTAAATAATTAGCCATTTTGGTGAGTGAAT

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 0 149 TCAGAGGGTCATTAGATTGTTTGTgagagagagagagaTCAGAGGGTCATTAGATTGTTTGT CTCCTGGGTCTGAGTGCTCA 0 64 81 24 229 20 57,873 60,902 28,300 42,600 7,028,910 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 161 TCAGAGGGTCATTAGATTGTTTGTgagagagagagagaTCAGAGGGTCATTAGATTGTTTGT TCCAAGACAAACCTCCTGGG 0 76 81 24 241 20 57,873 59,229 28,300 44,500 6,897,989 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 162 TCAGAGGGTCATTAGATTGTTTGTgagagagagagagaTCAGAGGGTCATTAGATTGTTTGT TTCCAAGACAAACCTCCTGGG 0 76 81 24 242 21 57,873 59,855 28,300 44,500 7,271,776 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 76 241 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA TCCAAGACAAACCTCCTGGG 82 76 1 22 241 20 60,093 59,229 45,700 44,500 2,864,627 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 76 242 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA TTCCAAGACAAACCTCCTGGG 82 76 1 22 242 21 60,093 59,855 45,700 44,500 3,238,413 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 64 228 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA TCCTGGGTCTGAGTGCTCA 82 64 1 22 228 19 60,093 59,844 45,700 42,600 3,249,595 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 64 229 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA CTCCTGGGTCTGAGTGCTCA 82 64 1 22 229 20 60,093 60,902 45,700 42,600 2,995,548 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 76 240 GTGACACAAAGTGAGAGTGCAAATGTGAGAGTGA GTGACACAAAGTGAGAGTGCA TCCAAGACAAACCTCCTGGG 82 76 2 21 241 20 58,720 59,229 45,700 44,500 3,050,867 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 64 228 GTGACACAAAGTGAGAGTGCAAATGTGAGAGTGA GTGACACAAAGTGAGAGTGCA CTCCTGGGTCTGAGTGCTCA 82 64 2 21 229 20 58,720 60,902 45,700 42,600 3,181,789 B 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 38 186 GTGCAAATGTGAGAGTGACAGAAGGATAAagagag GTGCAAATGTGAGAGTGACAGA TTTCCGCGACACTCTGTCTC 65 38 18 22 203 20 58,866 60,039 34,100 33,600 3,173,128 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 38 187 AGTGCAAATGTGAGAGTGACAGAAGGATAAagaga AGTGCAAATGTGAGAGTGACAG TTTCCGCGACACTCTGTCTC 66 38 17 22 203 20 58,863 60,039 35,100 33,600 3,176,200 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 38 188 GAGTGCAAATGTGAGAGTGACAGAAGGATAAagagGAGTGCAAATGTGAGAGTGACA TTTCCGCGACACTCTGTCTC 67 38 16 22 203 20 58,866 60,039 35,800 33,600 3,173,128 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 38 202 GTGACACAAAGTGAGAGTGCAAATGTGAGAGTGA GTGACACAAAGTGAGAGTGCA TTTCCGCGACACTCTGTCTC 82 38 2 21 203 20 58,720 60,039 45,700 33,600 2,319,177 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 38 203 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA TTTCCGCGACACTCTGTCTC 82 38 1 22 203 20 60,093 60,039 45,700 33,600 2,132,937 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 34 199 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTG AGTGACACAAAGTGAGAGTGCA CGCGACACTCTGTCTCTCAC 82 34 1 22 199 20 60,093 60,454 45,700 35,100 2,547,115 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 13 134 gagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgaGAGAGCAAGATTCAGAGGGTCA TTTCCGCGACACTCTGTCTC 13 38 70 22 203 20 59,501 60,039 40,200 33,600 2,538,725 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 15 136 CagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTCAGAGAGCAAGATTCAGAGGGT TTTCCGCGACACTCTGTCTC 15 38 68 22 203 20 59,499 60,039 43,400 33,600 2,540,346 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:26930:7286 1 105 41 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 16 137 ACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGACAGAGAGCAAGATTCAGAGGG TTTCCGCGACACTCTGTCTC 16 38 67 22 203 20 59,499 60,039 43,000 33,600 2,540,346 F 268 AGTGACACAAAGTGAGAGTGCAAATGTGAGAGTGACAGAAGGATAAagagagACagagagTGAGATACagagagCAAGATTCAGAGGGTCATTAGATTGTTTGTgagagagagagagagagagagagagagagagagaCagagagGCAGAAAGTATGAACAGGAGACagagagATAATAGTgagagaCAGAGTGTCGCGGAAAACAGAGTGAGCACTCAGACCCAGGAGGTTTGTCTTGGAATTCTTTATTGAATCATGATATCATAG

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 1 1 2 20 198 TATTTGGGCTGCATTGTGCCACTGGATAAGTAGGA TATTTGGGCTGCATTGTGCC TGAACACCTCTATTAAATCTCCTCTT 62 20 2 20 199 26 59,464 57,619 50,100 28,500 8,917,002 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 3 21 198 TATTTGGGCTGCATTGTGCCACTGGATAAGTAGGA TATTTGGGCTGCATTGTGCC TGAACACCTCTATTAAATCTCCTCT 62 21 2 20 199 25 59,464 57,020 50,100 36,900 8,516,047 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 3 0 130 TCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTCCTGCACCACTGATAGAGGT AACCTTCTCTGCTCTGAGGC 19 0 44 21 173 20 60,273 59,387 38,500 47,000 1,886,012 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 3 0 171 ATTTGGGCTGCATTGTGCCACTGGATAAGTAGGAC ATTTGGGCTGCATTGTGCC AACCTTCTCTGCTCTGAGGC 62 0 3 19 173 20 59,703 59,387 50,100 47,000 1,910,108 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 3 0 172 TATTTGGGCTGCATTGTGCCACTGGATAAGTAGGA TATTTGGGCTGCATTGTGCC AACCTTCTCTGCTCTGAGGC 62 0 2 20 173 20 59,464 59,387 50,100 47,000 1,149,005 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 3 0 173 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGATTATTTGGGCTGCATTGTGCC AACCTTCTCTGCTCTGAGGC 62 0 1 21 173 20 60,066 59,387 50,100 47,000 1,679,031 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 4 21 199 TATTTGGGCTGCATTGTGCCACTGGATAAGTAGGA TATTTGGGCTGCATTGTGCC TTGAACACCTCTATTAAATCTCCTCT 62 21 2 20 200 26 59,464 57,619 50,100 36,900 8,917,002 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 4 0 129 CCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTCCTGCACCACTGATAGAGGT AACCTTCTCTGCTCTGAGGC 19 0 45 20 173 20 58,801 59,387 38,500 47,000 1,811,457 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:27113:33691 1 84 70 17 2 AT ATATATATATATATATATATATATATATATATATGTA NA 0 0 4 0 130 TCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTCCTGCACCACTGATAGAGG AACCTTCTCTGCTCTGAGGC 20 0 44 20 173 20 58,511 59,387 36,900 47,000 2,102,225 D 229 TTATTTGGGCTGCATTGTGCCACTGGATAAGTAGGACCTAATTTCCTGCACCACTGATAGAGGTGTCTTATGCTAGCGTTTAAatatatatatatatatatatatatatatatatatGTAAACAAACTTGGATTTTGatatatatatatatatGCCTCAGAGCAGAGAAGGTTAAGAGGAGATTTAATAGAGGTGTTCAAAACTAGGAAAGGTTTTGATAATGAGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 19 197 TCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTTCAGAGTTTGAACCCTTTGCA TGTCCTCCCAGCATCCATAC 103 19 11 21 207 20 57,988 58,868 40,800 23,900 4,143,204 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 21 151 GCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGCTTAGGCTGGCAGTAGAGG TTTGTCCTCCCAGCATCCAT 56 21 59 20 209 20 59,894 58,998 36,900 34,100 1,107,848 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 21 157 AGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAAT AGTCTTGCTTAGGCTGGCAG TTTGTCCTCCCAGCATCCAT 62 21 53 20 209 20 60,036 58,998 48,500 34,100 1,037,699 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 21 199 TCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTTCAGAGTTTGAACCCTTTGCA TTTGTCCTCCCAGCATCCAT 103 21 11 21 209 20 57,988 58,998 40,800 34,100 4,013,635 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 196 TCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTTCAGAGTTTGAACCCTTTGCA GTCCTCCCAGCATCCATACA 103 18 11 21 206 20 57,988 58,868 40,800 22,900 4,143,204 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 122 GTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCGTTCCTGGGCTAAGGAGAGG TTTGTCCTCCCAGCATCCAT 27 21 88 20 209 20 59,166 58,998 36,900 34,100 1,836,019 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 148 TAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGG TAGGCTGGCAGTAGAGGTGT TTTGTCCTCCCAGCATCCAT 53 21 62 20 209 20 59,959 58,998 41,600 34,100 1,043,307 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 21 120 TCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCATCCTGGGCTAAGGAGAGGAA TTTGTCCTCCCAGCATCCAT 25 21 90 20 209 20 59,283 58,998 33,600 34,100 1,718,660 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29346:25851 1 135 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 21 121 TTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCTTCCTGGGCTAAGGAGAGGA TTTGTCCTCCCAGCATCCAT 26 21 89 20 209 20 59,283 58,998 37,100 34,100 1,718,660 B 251 AAATGCAGGTTCAGAGTTTGAACCCTTTGCATACTACAATTTCTGTTGCGCTAGTCTTGCTTAGGCTGGCAGTAGAGGTGTTACAATGTTCCTGGGCTAAGGAGAGGAAACATTAGTGAGCCCAAATATTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCgtgtgtGCGAATGCATGTATGGATGCTGGGAGGACAAAAGAAGTTTCAGTTCCAACAAACACAATATGGGTTTTATAAAT

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 4 0 186 TCCATTCTCTTACACTGACACGacacacacacacacacacTCCATTCTCTTACACTGACACG AGAGGAGCTGCGATCAGTCT 0 110 22 22 207 20 57,826 60,396 44,900 32,400 4,569,997 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 0 195 TCCATTCTCTTACACTGACACGacacacacacacacacacTCCATTCTCTTACACTGACACG AGAGAGCAAAGAGGAGCTGC 0 119 22 22 216 20 57,826 59,750 44,900 52,500 4,424,366 F 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 0 197 ACTCCATTCTCTTACACTGACACGacacacacacacaca ACTCCATTCTCTTACACTGACACG AGAGAGCAAAGAGGAGCTGC 0 119 20 24 216 20 60,321 59,750 44,900 52,500 4,571,259 F 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 111 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG ACGTCAACTGAGTGCTCCTG 0 34 21 23 131 20 58,830 59,967 44,900 38,600 4,202,185 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 112 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG CACGTCAACTGAGTGCTCCT 0 35 21 23 132 20 58,830 59,967 44,900 36,900 4,202,185 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC
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ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 113 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG TCACGTCAACTGAGTGCTCC 0 36 21 23 133 20 58,830 59,968 44,900 47,000 4,201,638 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 185 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG AGGAGCTGCGATCAGTCTTC 0 108 21 23 205 20 58,830 59,541 44,900 28,700 4,628,996 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 187 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG AGAGGAGCTGCGATCAGTCT 0 110 21 23 207 20 58,830 60,396 44,900 32,400 4,565,094 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 190 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG CAAAGAGGAGCTGCGATCAG 0 113 21 23 210 20 58,830 58,712 44,900 29,000 5,457,857 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 190 ACTCCATTCTCTTACACTGACACGacacacacacacaca ACTCCATTCTCTTACACTGACACG AAAGAGGAGCTGCGATCAGTC 0 111 20 24 209 21 60,321 60,135 44,900 35,100 5,456,152 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 0 196 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG AGAGAGCAAAGAGGAGCTGC 0 119 21 23 216 20 58,830 59,750 44,900 52,500 4,419,463 F 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 0 190 ACTCCATTCTCTTACACTGACACGacacacacacacaca ACTCCATTCTCTTACACTGACACG AAAGAGGAGCTGCGATCAGT 0 112 20 24 209 20 60,321 59,099 44,900 34,100 5,222,428 A 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 223 17 2 AC ACACACACACACACACACACACACACACACACACCCNA 0 1 4 0 265 TCCATTCTCTTACACTGACACGacacacacacacacacacTCCATTCTCTTACACTGACACG TTGAGATGTGGCCAGTTGCT 0 0 22 22 286 20 57,826 59,889 44,900 39,100 4,285,472 D 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 223 17 2 AC ACACACACACACACACACACACACACACACACACCCNA 0 0 4 0 267 ACTCCATTCTCTTACACTGACACGacacacacacacaca ACTCCATTCTCTTACACTGACACG TTGAGATGTGGCCAGTTGCT 0 0 20 24 286 20 60,321 59,889 44,900 39,100 4,432,365 D 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:29741:13527 1 44 223 17 2 AC ACACACACACACACACACACACACACACACACACCCNA 0 0 5 0 266 CTCCATTCTCTTACACTGACACGacacacacacacacac CTCCATTCTCTTACACTGACACG TTGAGATGTGGCCAGTTGCT 0 0 21 23 286 20 58,830 59,889 44,900 39,100 4,280,569 D 290 CATTGAATCtttttttATTACTCCATTCTCTTACACTGACACGacacacacacacacacacacacacacacacacacCCCCGTACCCCTCCACTACCATATCAGGAATGATCAGGAGCACTCAGTTGACGTGACCATTTGCCGTCCGTAAAAGTTTCTGACCTGGAAATTTTCAAATGATGGAGCGAAGACTGATCGCAGCTCCTCTTTGctctctTTGTGAATGTGGAGGGCGGCTCATTGacacacacacacacacATacacacAGCAACTGGCCACATCTCAATTCC

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 6 7 134 AGCAGacacacTCATAACCTCaaaaaGATacacacacac AGCAGACACACTCATAACCTCA GGTGAGAGAGTGCATCCGAT 7 51 127 22 260 20 59,100 59,250 38,600 41,800 3,649,549 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 6 7 137 AGCAGacacacTCATAACCTCaaaaaGATacacacacac AGCAGACACACTCATAACCTCA GAGGGTGAGAGAGTGCATCC 7 54 127 22 263 20 59,100 59,536 38,600 35,100 3,363,520 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 57 247 acacGTTCTCACATACAAACCCTTAAACAGTTacacac ACACGTTCTCACATACAAACCCT TCAGAGGGTGAGAGAGTGCA 113 57 20 23 266 20 60,181 59,887 43,400 45,700 3,294,648 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 7 7 139 GCAGacacacTCATAACCTCaaaaaGATacacacacacacGCAGACACACTCATAACCTCA TCAGAGGGTGAGAGAGTGCA 7 57 128 21 266 20 57,681 59,887 38,600 45,700 3,432,327 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 58 194 CGTCAAACAGATCGACGCTCACGCTcacacaCTTtata CGTCAAACAGATCGACGCTC GTCAGAGGGTGAGAGAGTGC 62 58 74 20 267 20 59,364 59,470 50,300 44,000 1,166,019 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 57 193 CGTCAAACAGATCGACGCTCACGCTcacacaCTTtata CGTCAAACAGATCGACGCTC TCAGAGGGTGAGAGAGTGCA 62 57 74 20 266 20 59,364 59,887 50,300 45,700 0.748921 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 57 247 acacGTTCTCACATACAAACCCTTAAACAGTTacacac ACACGTTCTCACATACAAACCC TCAGAGGGTGAGAGAGTGCA 114 57 20 22 266 20 58,864 59,887 41,100 45,700 3,249,183 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 54 190 CGTCAAACAGATCGACGCTCACGCTcacacaCTTtata CGTCAAACAGATCGACGCTC GAGGGTGAGAGAGTGCATCC 62 54 74 20 263 20 59,364 59,536 50,300 35,100 1,099,351 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 51 187 CGTCAAACAGATCGACGCTCACGCTcacacaCTTtata CGTCAAACAGATCGACGCTC GGTGAGAGAGTGCATCCGAT 62 51 74 20 260 20 59,364 59,250 50,300 41,800 1,385,379 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 8 47 178 CGCTCACGCTcacacaCTTtatataACACATACATATAA CGCTCACGCTCACACACTTT TCAGAGGGTGAGAGAGTGCA 47 57 89 20 266 20 61,491 59,887 26,600 45,700 1,603,883 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 9 57 248 cacacGTTCTCACATACAAACCCTTAAACAGTTacaca CACACGTTCTCACATACAAACCC TCAGAGGGTGAGAGAGTGCA 114 57 19 23 266 20 60,059 59,887 41,100 45,700 3,172,378 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:30624:56229 1 156 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 10 57 189 AAACAGATCGACGCTCACGCTcacacaCTTtatataACAAAACAGATCGACGCTCACGC TCAGAGGGTGAGAGAGTGCA 58 57 78 20 266 20 61,345 59,887 53,400 45,700 1,458,132 F 276 acacacCCaaaaaGGATacacacGTTCTCACATACAAACCCTTAAACAGTTacacacTCACTCAAacacacTACGTCAAACAGATCGACGCTCACGCTcacacaCTTtatataACACATACATATAAGCAGacacacTCATAACCTCaaaaaGATacacacacacacacacacacacacacacacacacATATACAATTTAACAGACACTCTTAAACAGATAAACACTCATACACCTTCAATCGGATGCActctctCACCCTCTGacacacAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 16 3 93 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCATT GAACCAACCAACGAACCACC 14 3 1 22 93 20 58,339 59,617 25,700 46,100 4,043,738 A 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 3 93 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCAT GAACCAACCAACGAACCACC 15 3 1 21 93 20 57,685 59,617 30,600 46,100 3,697,414 A 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 3 93 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCA GAACCAACCAACGAACCACC 16 3 1 20 93 20 57,193 59,617 34,100 46,100 3,189,481 A 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 137 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCGGNA 0 1 18 16 219 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCA ACCACCCAACCAACAAACCA 16 26 1 20 219 20 57,193 60,252 34,100 36,700 3,058,893 G 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 137 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCGGNA 0 0 18 16 223 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCA ACCAACCACCCAACCAACAA 16 30 1 20 223 20 57,193 60,252 34,100 28,300 3,058,893 G 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5700:19346 1 37 137 17 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCGGNA 0 0 18 16 225 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGGGTTCGGTGTACAAGAGTCA CAACCAACCACCCAACCAAC 16 32 1 20 225 20 57,193 59,823 34,100 37,700 2,983,519 G 227 GGTTCGGTGTACAAGAGTCATTTTATTTCAAACTGGtctctctctctctctctctctctctctctctctcCTCGGTGGTTCGTTGGTTGGTTCgttggttggttggttggttgGTTTgttggttggttggttggttggttggttggttggttgGTTCgttggttggttggttgGTTCGTTGGTTCgttggttggttggttgGTTTGTTGGTTGGGtggttggttggt

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 2 29 196 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA TCTTCAGTTATCACCAACCTGT 29 89 29 22 224 22 60,025 57,025 53,600 40,000 6,999,681 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 137 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA GGCAGCTAGGCAAACAACAA 29 32 29 22 165 20 60,025 59,327 53,600 28,300 2,698,473 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 137 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA GGCAGCTAGGCAAACAACAAA 29 31 29 22 165 21 60,025 59,932 53,600 28,300 3,093,470 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 150 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA GTGAGAGATTGCAGGCAGCT 29 45 29 22 178 20 60,025 60,393 53,600 42,400 2,417,765 F 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 154 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA AAGGGTGAGAGATTGCAGGC 29 49 29 22 182 20 60,025 60,035 53,600 48,500 2,059,707 F 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 169 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA TCACCATTGACGTGAAAGGGT 29 63 29 22 197 21 60,025 59,858 53,600 43,400 3,167,097 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 29 196 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA TCTTCAGTTATCACCAACCTGTG 29 88 29 22 224 23 60,025 58,359 53,600 36,600 6,666,433 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 138 CACAGGCAAATTCATAGAGGGCATACAATTGtatataCACAGGCAAATTCATAGAGGGC GGCAGCTAGGCAAACAACAA 30 32 28 22 165 20 59,640 59,327 51,900 28,300 3,033,602 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 155 CACAGGCAAATTCATAGAGGGCATACAATTGtatataCACAGGCAAATTCATAGAGGGC AAGGGTGAGAGATTGCAGGC 30 49 28 22 182 20 59,640 60,035 51,900 48,500 2,394,836 F 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 170 CACAGGCAAATTCATAGAGGGCATACAATTGtatataCACAGGCAAATTCATAGAGGGC TCACCATTGACGTGAAAGGGT 30 63 28 22 197 21 59,640 59,858 51,900 43,400 3,502,225 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 30 197 CACAGGCAAATTCATAGAGGGCATACAATTGtatataCACAGGCAAATTCATAGAGGGC TCTTCAGTTATCACCAACCTGTG 30 88 28 22 224 23 59,640 58,359 51,900 36,600 7,001,561 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:5761:43255 1 80 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 29 168 ACAGGCAAATTCATAGAGGGCATACAATTGtatataTACAGGCAAATTCATAGAGGGCA CACCATTGACGTGAAAGGGT 29 63 29 22 196 20 60,025 58,395 53,600 43,400 3,629,640 B 240 GAAATTCTTCCAAGCATTACTTTATCTCACAGGCAAATTCATAGAGGGCATACAATTGtatataTGTGTATGTATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAAAGGTGAGGGTGGGGTCAGGGTTTTCTGATTTGTTGTTTGCCTAGCTGCCTGCAAtctctcACCCTTTCACGTCAATGGTGAAAATCACAGGTTGGTGATAACTGAAGAAAGAAAACCCTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 1 7 19 140 TTCTCTATATCACTCACTCTGCACCTAGCTCCCATCT TTCTCTATATCACTCACTCTGCACC CAAGAGAAAGACGAGATATTGGAGAG 19 36 5 25 144 26 59,699 59,083 50,100 32,000 12,218,016 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 19 140 TTCTCTATATCACTCACTCTGCACCTAGCTCCCATCT TTCTCTATATCACTCACTCTGCACC CAAGAGAAAGACGAGATATTGGAGAGA 19 35 5 25 144 27 59,699 60,202 50,100 31,000 12,502,315 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 19 140 TTCTCTATATCACTCACTCTGCACCTAGCTCCCATCT TTCTCTATATCACTCACTCTGCACC CAAGAGAAAGACGAGATATTGGAGA 19 37 5 25 144 25 59,699 58,199 50,100 37,100 12,101,082 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 7 104 TCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctc TCTGCACCTAGCTCCCATCT TGGAGAGAGAAAGAGAGATGCAG 7 20 22 20 125 23 60,032 59,299 29,000 44,100 3,732,255 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 5 102 TGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctc TGCACCTAGCTCCCATCTCT TGGAGAGAGAAAGAGAGATGCAG 5 20 24 20 125 23 60,032 59,299 31,000 44,100 3,732,255 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 5 102 TGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctc TGCACCTAGCTCCCATCTCT TGGAGAGAGAAAGAGAGATGCA 5 21 24 20 125 22 60,032 58,294 31,000 39,600 3,737,899 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 4 25 147 AGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCA CCTGCAATACACGCAACCAC 39 25 36 21 182 20 59,998 60,110 49,200 41,600 1,111,755 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 10 117 TCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTT TCCCACCACTAATTGCCCTT CCTGCAATACACGCAACCAC 10 25 66 20 182 20 58,919 60,110 39,500 41,600 1,190,419 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 9 116 CCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTt CCCACCACTAATTGCCCTTG CCTGCAATACACGCAACCAC 9 25 67 20 182 20 58,815 60,110 36,100 41,600 1,295,096 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 115 CCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtg CCACCACTAATTGCCCTTGG CCTGCAATACACGCAACCAC 8 25 68 20 182 20 58,815 60,110 36,100 41,600 1,295,096 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 25 146 GTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCAG CCTGCAATACACGCAACCAC 38 25 37 21 182 20 59,605 60,110 48,500 41,600 1,504,698 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 23 145 AGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCA TGCAATACACGCAACCACAC 39 23 36 21 180 20 59,998 59,691 49,200 38,200 1,311,276 B 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 51 190 TGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCC TGCAATTCTAAGGATCAGTGTTTCG ACCCACGGTCATTCACACAA 51 52 20 25 209 20 59,878 59,818 34,600 33,300 5,303,826 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 39 174 AGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCA ACCCACGGTCATTCACACAA 39 52 36 21 209 20 59,998 59,818 49,200 33,300 1,183,560 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 10 144 TCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTT TCCCACCACTAATTGCCCTT ACCCACGGTCATTCACACAA 10 52 66 20 209 20 58,919 59,818 39,500 33,300 1,262,225 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 51 191 TGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCC TGCAATTCTAAGGATCAGTGTTTCG CACCCACGGTCATTCACACA 51 53 20 25 210 20 59,878 60,534 34,600 37,200 5,656,217 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 42 17 1.5 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 51 192 TGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCC TGCAATTCTAAGGATCAGTGTTTCG ACACCCACGGTCATTCACAC 51 54 20 25 211 20 59,878 60,534 34,600 38,200 5,656,441 F 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 12 6 217 AGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCA AACAAACACACATACACTCGCA 39 6 36 21 252 22 59,998 59,060 49,200 51,000 3,941,730 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 251 TGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGAGTGTAAGCTATTTAATGCAATTCT AACAAACACACATACACTCGCA 67 6 2 27 252 22 57,822 59,060 24,000 51,000 12,117,364 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 184 CCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtg CCACCACTAATTGCCCTTGG ACAAACACACATACACTCGCA 8 6 68 20 251 21 58,815 58,444 36,100 51,000 3,741,573 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 185 CCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTt CCCACCACTAATTGCCCTTG ACAAACACACATACACTCGCA 9 6 67 20 251 21 58,815 58,444 36,100 51,000 3,741,573 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 186 TCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTT TCCCACCACTAATTGCCCTT ACAAACACACATACACTCGCA 10 6 66 20 251 21 58,919 58,444 39,500 51,000 3,636,895 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 215 GTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCAG ACAAACACACATACACTCGCA 38 6 37 21 251 21 59,605 58,444 48,500 51,000 3,951,174 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 216 AGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCAGTGTTTCGCTGTCTATGCCA ACAAACACACATACACTCGCA 39 6 36 21 251 21 59,998 58,444 49,200 51,000 3,558,231 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 250 TGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGAGTGTAAGCTATTTAATGCAATTCT ACAAACACACATACACTCGCA 67 6 2 27 251 21 57,822 58,444 24,000 51,000 11,733,865 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:10642:23970 1 96 129 17 2 AC TGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 251 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGAGTGTAAGCTATTTAATGCAATTC ACAAACACACATACACTCGCA 68 6 1 27 251 21 57,774 58,444 21,700 51,000 11,782,602 G 253 GTGAGTGTAAGCTATTTAATGCAATTCTAAGGATCAGTGTTTCGCTGTCTATGCCAGCATTTATATCCCACCACTAATTGCCCTTGGAAAGTGCTtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGGTGGCAGCtgtgtgGGCGTGTGGTTGCGTGTATTGCAGGGGAGGATTtgtgtgAATGACCGTGGGTGTAtgtgtgtgtgtgCATGAATGCGAGTGTAtgtgtgTTTGTTT

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 5 25 185 CCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGCCCGATTTCCATCCATCCCT AGCTTGGTCCAAGAGTTAGCT 77 25 51 20 235 21 59,226 59,019 42,000 33,200 2,755,140 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 186 TCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATTCCCGATTTCCATCCATCCC AGCTTGGTCCAAGAGTTAGCT 78 25 50 20 235 21 59,229 59,019 38,500 33,200 2,752,622 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 187 TTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATTCCCGATTTCCATCCATCCC AGCTTGGTCCAAGAGTTAGCT 78 25 49 21 235 21 59,855 59,019 38,500 33,200 3,126,408 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 199 GCCTCTTGAGCATTCCCGATTTCCATCCATCCCTccccGCCTCTTGAGCATTCCCGAT AGCTTGGTCCAAGAGTTAGCT 91 25 37 20 235 21 60,179 59,019 41,800 33,200 2,160,529 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 208 CCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCCCTATTCCGGCCTCTTGAGC AGCTTGGTCCAAGAGTTAGCT 100 25 28 20 235 21 60,250 59,019 42,600 33,200 2,231,576 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 218 CTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGCTGCTCTGCTCCTATTCCGG AGCTTGGTCCAAGAGTTAGCT 110 25 18 20 235 21 59,967 59,019 51,400 33,200 2,014,723 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 10 118 CCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctCCTTGAGCCCTGGAAATCCC AGCTTGGTCCAAGAGTTAGCTT 10 24 118 20 235 22 60,396 59,626 38,500 37,400 2,769,780 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 10 118 CCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctCCTTGAGCCCTGGAAATCCC AGCTTGGTCCAAGAGTTAGCT 10 25 118 20 235 21 60,396 59,019 38,500 33,200 2,377,773 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11140:24198 1 148 42 17 1.5 AG CTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 10 119 CCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctCCTTGAGCCCTGGAAATCCC AAGCTTGGTCCAAGAGTTAGCT 10 25 118 20 236 22 60,396 59,626 38,500 33,200 2,769,780 F 239 ACTACACCCTGAGATCTCTGCTCTGCTCCTATTCCGGCCTCTTGAGCATTCCCGATTTCCATCCATCCCTcccccACTGGCGGCCATGTCAGTGGCCATGCCTGCAGTTTGCCTGGGCCTTGAGCCCTGGAAATccccccTCTTAACctctctGCctctctctctctctctctctctctctctctctctCATCTCCTTTAAGAAGCTGCTGAAAAGCTAACTCTTGGACCAAGCTTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 31 188 tcCACCCACCACCTTACCTCCGccccccccAcccccTCTC TCCACCCACCACCTTACCTC GGCGTGAATGGGTTGAATGT 31 83 33 20 220 20 60,839 59,112 38,500 27,100 1,726,919 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 31 189 tcCACCCACCACCTTACCTCCGccccccccAcccccTCTC TCCACCCACCACCTTACCTC AGGCGTGAATGGGTTGAATG 31 84 33 20 221 20 60,839 58,823 38,500 26,700 2,015,514 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 38 199 CTTtctctcCACCCACCACCTTACCTCCGccccccccAccc CTTTCTCTCCACCCACCACC TGAAGGCGTGAATGGGTTGA 38 87 26 20 224 20 59,963 59,890 46,100 31,800 0.146407 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 38 201 CTTtctctcCACCCACCACCTTACCTCCGccccccccAccc CTTTCTCTCCACCCACCACC ACTGAAGGCGTGAATGGGTT 38 89 26 20 226 20 59,963 59,890 46,100 41,100 0.147361 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 38 203 CTTtctctcCACCCACCACCTTACCTCCGccccccccAccc CTTTCTCTCCACCCACCACC TCACTGAAGGCGTGAATGGG 38 91 26 20 228 20 59,963 60,322 46,100 40,000 0.358438 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:11515:62892 1 84 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 32 189 ctcCACCCACCACCTTACCTCCGccccccccAcccccTCT CTCCACCCACCACCTTACCT GGCGTGAATGGGTTGAATGT 32 83 32 20 220 20 60,841 59,112 30,800 27,100 1,728,655 F 234 CTCACTGAACGTCTTCTCTTTATCGCTTtctctcCACCCACCACCTTACCTCCGccccccccAcccccTCTCTTtctctcTGCctctctctctctctctctctctctctctctctctGAGAGTCCCTTATTTATTATCTAATAACACTCTTTGAAGAAAATCttttttttAGTAATTTCCCTTCATTTCTCCCAATGATAACATTCAACCCATTCACGCCTTCAGTGATTGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 28 141 TGAGTGCAGCTCCAACACAAGAAGCTGAACACCAT TGAGTGCAGCTCCAACACAA ACTTCGAGAACCAAATTTCTGATT 35 28 26 20 166 24 60,107 57,116 33,300 25,700 6,991,544 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 28 142 ATGAGTGCAGCTCCAACACAAGAAGCTGAACACCA ATGAGTGCAGCTCCAACACA ACTTCGAGAACCAAATTTCTGATT 36 28 25 20 166 24 59,891 57,116 37,200 25,700 6,993,433 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 28 146 CTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACCTGGATGAGTGCAGCTCCAA ACTTCGAGAACCAAATTTCTGATT 40 28 21 20 166 24 60,036 57,116 35,300 25,700 6,920,005 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 110 GCAGCTCCAACACAAGAAGCTGAACACCATCCAGG GCAGCTCCAACACAAGAAGC AGTCAAGAACTAGTAACCAGTACGT 30 1 31 20 140 25 60,040 59,233 38,600 35,700 5,806,875 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 115 TGAGTGCAGCTCCAACACAAGAAGCTGAACACCAT TGAGTGCAGCTCCAACACAA AGTCAAGAACTAGTAACCAGTACGT 35 1 26 20 140 25 60,107 59,233 33,300 35,700 5,874,431 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:23632:58321 1 81 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 120 CTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACCTGGATGAGTGCAGCTCCAA AGTCAAGAACTAGTAACCAGTACGT 40 1 21 20 140 25 60,036 59,233 35,300 35,700 5,802,893 A 215 ATGGAATACTCTCCACTTGCCTGGATGAGTGCAGCTCCAACACAAGAAGCTGAACACCATCCAGGATAAAGCAAACCATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGTACTGGTTACTAGTTCTTGACTTTAATCAGAAATTTGGTTCTCGAAGTATTGTTTACATATCAGCATAAGTTTAAATTTCTTTTACATGTCGAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 66 17 2 AC ACACACACACACACACACACACACACACACACACATNA 1 1 15 1 116 TACAAGCATacacacGCAGAAacacacacacacacacaca TACAAGCATACACACGCAGA CATGTTTGCATGTATGTGTGTGT 1 6 22 20 137 23 57,266 58,452 42,600 37,200 7,282,771 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 66 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 15 0 115 ACAAGCATacacacGCAGAAacacacacacacacacacac ACAAGCATACACACGCAGAA CATGTTTGCATGTATGTGTGTGT 0 6 23 20 137 23 58,122 58,452 30,200 37,200 6,426,131 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 66 17 2 AC ACACACACACACACACACACACACACACACACACATNA 0 0 16 0 114 ACAAGCATacacacGCAGAAacacacacacacacacacac ACAAGCATACACACGCAGAA ATGTTTGCATGTATGTGTGTGT 0 6 23 20 136 22 58,122 57,148 30,200 37,200 6,729,771 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 105 17 3 AC ACACACACACACACACACACACACACACACACACATNA 0 1 16 1 159 TACAAGCATacacacGCAGAAacacacacacacacacaca TACAAGCATACACACGCAGA GTGCTTATTTCTGTGTGTAATTGTTT 1 7 22 20 180 26 57,266 57,426 42,600 28,300 11,308,472 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 105 17 3 AC ACACACACACACACACACACACACACACACACACATNA 0 0 16 0 158 ACAAGCATacacacGCAGAAacacacacacacacacacac ACAAGCATACACACGCAGAA GTGCTTATTTCTGTGTGTAATTGTTT 0 7 23 20 180 26 58,122 57,426 30,200 28,300 10,451,833 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:31832:15285 1 43 105 17 3 AC ACACACACACACACACACACACACACACACACACATNA 0 0 16 0 159 TACAAGCATacacacGCAGAAacacacacacacacacaca TACAAGCATACACACGCAGAA GTGCTTATTTCTGTGTGTAATTGTTT 0 7 22 21 180 26 57,967 57,426 30,200 28,300 11,607,564 G 180 AAATacacacacacacAGAAATACAAGCATacacacGCAGAAacacacacacacacacacacacacacacacacacATACAAACACAGAAATGCAAacacacacacacAGAAATacacacacATACATGCAAACATGcacacacacaGTAATGAAAACAATTacacacAGAAATAAGCAC

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 54 129 17 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTANA 0 1 13 28 244 tGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCC TGCGTGTGTGTGGGTGTTT TGACCAGGCACTCATACAGA 28 48 7 19 250 20 60,676 58,063 28,300 34,100 3,613,163 G 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 54 129 17 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTANA 0 0 13 28 244 tGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCC TGCGTGTGTGTGGGTGTTT TGACCAGGCACTCATACAGAA 28 47 7 19 250 21 60,676 58,744 28,300 30,200 3,932,278 G 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:32025:10697 1 54 129 17 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTANA 0 0 14 28 245 gtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTC GTGCGTGTGTGTGGGTGTTT TGACCAGGCACTCATACAGA 28 48 6 20 250 20 61,929 58,063 28,300 34,100 3,865,898 G 279 CgtgtgtGCgtgtgtgtGGGTGTTTTGCATGAACCTATGTGTCCGAGTTTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTTGTGTTAAAGAGAAAGTtatatatatatatatatatatagagagagagagagagagagaGGGTgagagagaGCgagagagagagaAGATGATGTTTGTGCCTGGGTGCCACGATCAGTGCTAGTCAGCTTGTTTCTGTATGAGTGCCTGGTCATTATATGTCTAATGACttttttGTCCGTG

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 19 170 GAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtg GAGCATTGGTGTGCCTTTGT AGAAACGAACACCCAAAGAAGC 75 19 60 20 229 22 59,324 59,642 28,300 38,600 3,033,585 B 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 171 TGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgt TGAGCATTGGTGTGCCTTTG AGAAACGAACACCCAAAGAAGC 76 19 59 20 229 22 59,325 59,642 27,700 38,600 3,033,035 B 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 19 172 GTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgGTGAGCATTGGTGTGCCTTT AGAAACGAACACCCAAAGAAGC 77 19 58 20 229 22 59,324 59,642 31,100 38,600 3,033,585 B 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 99 gTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAt GTAAATGCGCCTGTGTGTGG CAAAGAAGCACACACCCAGC 17 8 118 20 216 20 60,110 59,969 41,700 48,500 0.140959 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 8 140 TGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgt TGTTGGGCTCTGAGTGTGTG CAAAGAAGCACACACCCAGC 58 8 77 20 216 20 60,179 59,969 38,200 48,500 0.210227 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 142 TTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTTGGGCTCTGAGTGTGTGTG CACCCAAAGAAGCACACACC 56 12 79 20 220 20 60,179 59,615 38,200 41,600 0.564438 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 12 143 GTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtg GTTGGGCTCTGAGTGTGTGT CACCCAAAGAAGCACACACC 57 12 78 20 220 20 60,179 59,615 37,200 41,600 0.564435 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 8 138 TTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTTGGGCTCTGAGTGTGTGTG CAAAGAAGCACACACCCAGC 56 8 79 20 216 20 60,179 59,969 38,200 48,500 0.210227 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:3407:7568 1 155 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 8 139 GTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtg GTTGGGCTCTGAGTGTGTGT CAAAGAAGCACACACCCAGC 57 8 78 20 216 20 60,179 59,969 37,200 48,500 0.210224 F 233 TGGGTTTGGGTAtgtgtgtgtgtgtgtgtgtgCACACGcacacaTGCGTGTGGGCACGTGAGCATTGGTGTGCCTTTGTTGGGCTCTGAgtgtgtgtGATTGTGAGATTTTAtgtgtgTAAATGCGCCtgtgtgtgGCAGTGTTTAAGTATAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTTGTGCTGCTGGgtgtgtGCTTCTTTGGGTGTTCGTTTCTGTTC

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 1 1 12 11 117 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT GTTCACAAAGCAGGTGCCAT 11 12 12 20 128 20 59,893 59,324 40,000 44,000 0.782341 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 119 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT GTGTTCACAAAGCAGGTGCC 11 14 12 20 130 20 59,893 60,249 40,000 50,100 0.355739 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 120 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT TGTGTTCACAAAGCAGGTGC 11 15 12 20 131 20 59,893 59,545 40,000 50,100 0.562118 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 141 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT CCTGGTGTCGTATGCACAGT 11 36 12 20 152 20 59,893 60,037 40,000 35,500 0.144033 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 142 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT ACCTGGTGTCGTATGCACAG 11 37 12 20 153 20 59,893 60,037 40,000 36,600 0.144033 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 214 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT CACATTCTGCCTGTGTGTCAA 11 108 12 20 225 21 59,893 59,051 40,000 31,800 2,055,542 F 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 214 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT CACATTCTGCCTGTGTGTCA 11 109 12 20 225 20 59,893 58,403 40,000 35,800 1,703,311 F 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 225 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT GGTGCTGTATACACATTCTGCC 11 118 12 20 236 22 59,893 59,386 40,000 48,500 2,720,765 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 12 11 226 CTGTGTACAGTGCACCAGGTTTAGAACACAAacaca CTGTGTACAGTGCACCAGGT TGGTGCTGTATACACATTCTGC 11 119 12 20 237 22 59,893 58,730 40,000 42,600 3,376,735 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 14 10 140 TGTGTACAGTGCACCAGGTTTAGAACACAAacacacaTGTGTACAGTGCACCAGGTT CCTGGTGTCGTATGCACAGT 10 36 13 20 152 20 59,456 60,037 35,000 35,500 0.581548 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 14 10 213 TGTGTACAGTGCACCAGGTTTAGAACACAAacacacaTGTGTACAGTGCACCAGGTT CACATTCTGCCTGTGTGTCA 10 109 13 20 225 20 59,456 58,403 35,000 35,800 2,140,826 F 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8268:16445 1 43 54 17 1.5 AC ACACACACACAGACACACAGACACACACACACACA NA 0 0 14 10 224 TGTGTACAGTGCACCAGGTTTAGAACACAAacacacaTGTGTACAGTGCACCAGGTT GGTGCTGTATACACATTCTGCC 10 118 13 20 236 22 59,456 59,386 35,000 48,500 3,158,280 B 247 ACATACACAGACTGTGTACAGTGCACCAGGTTTAGAACACAAacacacacacAGacacacAGacacacacacacacacacacacacacacacacacAGGACTGTGTAAATGGCACCTGCTTTGTGAACACAGACTGTGCATACGACACCAGGTATCTTTATATGAACACAAACACAGACAGACTGTGCATACTGCACAAGTTAATTGacacacAGGCAGAATGTGTATACAGCACCAGGTTTCTGAA

ST‐E00142:460:H2K7HCCXY:6:2221:8704:47158 1 88 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 12 8 100 tgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtgtgtgtgt TGTGTGTGAGTGCGTGTTCT GCGCAGAAACTCAGACACAG 8 18 60 20 159 20 60,108 59,490 30,100 36,600 0.618736 F 182 TGTGAgtgtgtgtgtgtgtgtgtgtgtgtTTATTTGAGTTtgtgtgtgTAgtgtgtGCAtgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGTGCTAGTGTGACTGTGTCTGAGTTTCTGCGCTTGtttttCTCTGCATGCGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:8704:47158 1 88 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 8 101 tgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtgtgtgtgt TGTGTGTGAGTGCGTGTTCT AGCGCAGAAACTCAGACACA 8 19 60 20 160 20 60,108 59,895 30,100 37,200 0.213232 F 182 TGTGAgtgtgtgtgtgtgtgtgtgtgtgtTTATTTGAGTTtgtgtgtgTAgtgtgtGCAtgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGTGCTAGTGTGACTGTGTCTGAGTTTCTGCGCTTGtttttCTCTGCATGCGCATG

ST‐E00142:460:H2K7HCCXY:6:2221:8704:47158 1 88 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 15 108 gtgtGCAtgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtGTGTGCATGTGTGTGAGTGC AGCGCAGAAACTCAGACACA 15 19 53 20 160 20 60,317 59,895 44,000 37,200 0.422124 F 182 TGTGAgtgtgtgtgtgtgtgtgtgtgtgtTTATTTGAGTTtgtgtgtgTAgtgtgtGCAtgtgtgtgAGTGCGTGTTCTTTGTTAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGTGCTAGTGTGACTGTGTCTGAGTTTCTGCGCTTGtttttCTCTGCATGCGCATG

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 187 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 12 8 92 AAACAGTGTTGAGCGACCGCACTGTTTtatatatatataAAACAGTGTTGAGCGACCG ATCAGGACTGAGTGTGCCAG 8 11 160 19 251 20 58,693 59,388 47,900 48,500 2,919,592 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 187 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 12 7 91 AACAGTGTTGAGCGACCGCACTGTTTtatatatatatat AACAGTGTTGAGCGACCGC ATCAGGACTGAGTGTGCCAG 7 11 161 19 251 20 61,245 59,388 56,800 48,500 2,856,880 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 187 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 12 7 92 AAACAGTGTTGAGCGACCGCACTGTTTtatatatatataAAACAGTGTTGAGCGACCGC ATCAGGACTGAGTGTGCCAG 7 11 160 20 251 20 61,772 59,388 56,800 48,500 2,384,292 A 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 1 12 11 164 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT ATCAGGACTGAGTGTGCCAG 38 11 88 20 251 20 60,108 59,388 18,900 48,500 0.720366 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 194 ACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCAACACCGAACAAATCTGCACAA ATCAGGACTGAGTGTGCCAG 67 11 58 21 251 20 58,979 59,388 33,300 48,500 2,632,949 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 194 ACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCAACACCGAACAAATCTGCACA ATCAGGACTGAGTGTGCCAG 68 11 58 20 251 20 58,326 59,388 45,700 48,500 2,286,588 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 195 AACACCGAACAAATCTGCACAAGTCTGTGCTGCGC AACACCGAACAAATCTGCACA ATCAGGACTGAGTGTGCCAG 68 11 57 21 251 20 58,979 59,388 45,700 48,500 2,632,949 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 240 TCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATC TCCGAGGCTGAATAAAGAAGGA ATCAGGACTGAGTGTGCCAG 112 11 12 22 251 20 58,895 59,388 33,600 48,500 3,716,740 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 246 GCATCATCCGAGGCTGAATAAAGAAGGAAAGGAG GCATCATCCGAGGCTGAATAA ATCAGGACTGAGTGTGCCAG 119 11 6 21 251 20 58,229 59,388 14,000 48,500 3,383,318 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 12 11 246 GCATCATCCGAGGCTGAATAAAGAAGGAAAGGAG GCATCATCCGAGGCTGAATA ATCAGGACTGAGTGTGCCAG 120 11 6 20 251 20 57,538 59,388 17,500 48,500 3,074,685 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 13 2 154 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT AGTGTGCCAGCACTGACTG 38 2 88 20 241 19 60,108 60,228 18,900 35,100 1,335,901 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 13 1 153 GCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGGCGCCACTCAGTCCTGTTAT GTGTGCCAGCACTGACTGT 38 1 88 20 240 19 60,108 60,525 18,900 35,500 1,632,758 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 14 10 136 AGTCAGTGCTGGGACATACAGCCCTATTATacacacaAGTCAGTGCTGGGACATACA ATCAGGACTGAGTGTGCCAG 10 11 116 20 251 20 58,355 59,388 22,900 48,500 2,256,738 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 15 10 137 CAGTCAGTGCTGGGACATACAGCCCTATTATacacacCAGTCAGTGCTGGGACATACA ATCAGGACTGAGTGTGCCAG 10 11 115 21 251 20 59,724 59,388 22,900 48,500 1,888,367 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:10379:68377 1 146 75 17 2 AT ACACACACACACACAAACAGTGTTGAGCGACCGCA NA 0 0 15 9 136 AGTCAGTGCTGGGACATACAGCCCTATTATacacacaAGTCAGTGCTGGGACATACAG ATCAGGACTGAGTGTGCCAG 9 11 116 21 251 20 59,448 59,388 27,400 48,500 2,164,566 D 261 AGGAAGCATCATCCGAGGCTGAATAAAGAAGGAAAGGAGAGTATCAAATTGAAAGAAACACCGAACAAATCTGCACAAGTCTGTGCTGCGCCACTCAGTCCTGTTATACACATGCAGTCAGTGCTGGGACATACAGCCCTATTATacacacacacacacAAACAGTGTTGAGCGACCGCACTGTTTtatatatatatatatatatatatatatatatataCACAGTCAGTGCTGGCACACTCAGTCCTGATATacacacAT

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 1 1 4 26 170 TCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCA TCATGTTTCTTCATTTCTGCTGGA AAAGAGGGCAAGGGAAAGGG 58 26 59 24 228 20 58,928 59,885 38,600 39,500 5,187,207 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 26 170 TCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCA TCATGTTTCTTCATTTCTGCTGG AAAGAGGGCAAGGGAAAGGG 59 26 59 23 228 20 57,619 59,885 48,500 39,500 5,496,326 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 26 214 ACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaa ACTCTTTATACCGAGCCAGTCAT AAAGAGGGCAAGGGAAAGGG 103 26 15 23 228 20 59,039 59,885 30,600 39,500 4,076,560 F 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 26 214 ACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaa ACTCTTTATACCGAGCCAGTCA AAAGAGGGCAAGGGAAAGGG 104 26 15 22 228 20 58,637 59,885 34,100 39,500 3,477,858 F 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 25 213 ACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaa ACTCTTTATACCGAGCCAGTCA AAGAGGGCAAGGGAAAGGGA 104 25 15 22 227 20 58,637 60,776 34,100 42,000 4,138,786 F 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 1 111 TCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtg TCCCATTCTATTGGCTGTAGCA AAAGAGGGCAAGGGAAAGGG 1 26 118 22 228 20 59,223 59,885 34,900 39,500 2,892,266 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 1 112 TTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgt TTCCCATTCTATTGGCTGTAGCA AAAGAGGGCAAGGGAAAGGG 1 26 117 23 228 20 59,798 59,885 34,900 39,500 3,317,081 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 4 0 110 CCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgCCCATTCTATTGGCTGTAGCAC AAAGAGGGCAAGGGAAAGGG 0 26 119 22 228 20 59,119 59,885 44,000 39,500 2,996,042 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:11119:32250 1 141 42 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGA NA 0 0 5 26 169 CATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCATGTTTCTTCATTTCTGCTGGA AAAGAGGGCAAGGGAAAGGG 58 26 60 23 228 20 57,619 59,885 38,600 39,500 5,496,326 B 261 TATAGTTTTACAATACTCTTTATACCGAGCCAGTCATTATTTaaaaaaaaaaCACGAATCATGTTTCTTCATTTCTGCTGGAATTATAAACTCCAGCAGTAAATGACTGGATTTGATTCCCATTCTATTGGCTGTAGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAGATCGAGGCTGCCTCTCCACCCCTCCCTTTCCCTTGCCCTCTTTTACAGTGGTAAGATTTTAGCAAGTGCAAATACG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 4 93 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC ATGTGCATGAGCCCTGAGTC 4 15 22 20 114 20 59,046 60,107 40,100 33,600 1,061,040 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 10 249 AGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgt AGGTTTCTGTGTGTTCCTGCA CTCACCACAAAGTCATGGAGGA 10 162 15 21 263 22 60,065 59,961 44,100 37,100 3,103,710 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 241 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC TCACCACAAAGTCATGGAGGA 4 162 22 20 262 21 59,046 58,946 40,100 37,100 3,007,748 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 242 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC CTCACCACAAAGTCATGGAGGA 4 162 22 20 263 22 59,046 59,961 40,100 37,100 2,992,679 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 10 210 AGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgt AGGTTTCTGTGTGTTCCTGCA GAGTGAGTGTGCATGTGAGC 10 125 15 21 224 20 60,065 59,205 44,100 42,600 1,859,843 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 172 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC GGAGAGCGTGTGTTTGTGTG 4 94 22 20 193 20 59,046 59,695 40,100 38,200 1,258,432 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 203 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC GAGTGAGTGTGCATGTGAGC 4 125 22 20 224 20 59,046 59,205 40,100 42,600 1,748,812 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 204 CtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgt CTGTGTGTTCCTGCATCAAGC GAGTGAGTGTGCATGTGAGC 4 125 21 21 224 20 60,069 59,205 40,100 42,600 1,863,833 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 145 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC GAGTGAGCGTGTGTGAGTGT 4 67 22 20 166 20 59,046 60,249 40,100 35,500 1,202,800 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 158 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC TGTGTGTGAGAGCGAGTGAG 4 80 22 20 179 20 59,046 59,688 40,100 35,100 1,265,830 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 10 121 AGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgt AGGTTTCTGTGTGTTCCTGCA AGTGTGTGTGAGCGTGAGAG 10 36 15 21 135 20 60,065 59,969 44,100 32,000 1,096,072 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:16904:16041 1 46 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 4 114 tgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtTGTGTGTTCCTGCATCAAGC AGTGTGTGTGAGCGTGAGAG 4 36 22 20 135 20 59,046 59,969 40,100 32,000 0.985041 F 263 TGGAGGAgggggAGAGGTTTCtgtgtgTTCCTGCATCAAGCACGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCCGCTCACTCCCAGACTCAGGGCTCATGCACATACTCTCACGCTcacacacaCTGACTTGCTCTTACACTcacacaCGCTCACTCGCTCTcacacacaAacacacGCTCTCCcacacacaCGCGCTCACATGCACACTCACTCAATAGCAGCTGTGATTTTCCTCCATGACTTTGTGGTGAG

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 1 1 Mar‐75 65 212 GTTGGGCTGAGGACACTACCCTGAGGAATGTCTGC GTTGGGCTGAGGACACTACC CGGCATTTGACTGTGTGTGG 73 65 48 20 259 20 60,036 60,040 31,800 41,700 0.076451 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 Mar‐75 65 213 GGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGGGTTGGGCTGAGGACACTAC CGGCATTTGACTGTGTGTGG 74 65 47 20 259 20 60,036 60,040 27,300 41,700 0.076451 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 74 243 TGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGG TGAGGTGAAGCAGCTGAAGA ACATCAAGGCGGCATTTGAC 95 74 26 20 268 20 58,949 59,472 28,700 31,800 1,578,573 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 4 71 240 TGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGG TGAGGTGAAGCAGCTGAAGA TCAAGGCGGCATTTGACTGT 95 71 26 20 265 20 58,949 60,537 28,700 35,500 1,588,150 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 12 139 GGCCTCTAACAACCACAACCATCTTCCttttttatatata GGCCTCTAACAACCACAACC GTGTGTGGCATCAAGGTGC 12 54 109 20 247 19 58,755 59,713 37,700 50,100 2,531,697 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 11 138 GCCTCTAACAACCACAACCATCTTCCttttttatatatata GCCTCTAACAACCACAACCA GTGTGTGGCATCAAGGTGC 11 54 110 20 247 19 58,024 59,713 36,700 50,100 3,262,540 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 5 11 139 GGCCTCTAACAACCACAACCATCTTCCttttttatatata GGCCTCTAACAACCACAACCA GTGTGTGGCATCAAGGTGC 11 54 109 21 247 19 60,478 59,713 36,700 50,100 2,764,803 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 6 76 245 TGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGG TGAGGTGAAGCAGCTGAAGA TGACATCAAGGCGGCATTTG 95 76 26 20 270 20 58,949 59,473 28,700 23,200 1,578,121 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 8 56 186 ACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGACCCTGAGGAATGTCTGCAG ACTGTGTGTGGCATCAAGGT 56 56 65 20 250 20 59,383 59,817 44,100 35,000 0.800904 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 8 56 203 GTTGGGCTGAGGACACTACCCTGAGGAATGTCTGC GTTGGGCTGAGGACACTACC ACTGTGTGTGGCATCAAGGT 73 56 48 20 250 20 60,036 59,817 31,800 35,000 0.219785 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 8 55 184 CCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGACCCTGAGGAATGTCTGCAGT CTGTGTGTGGCATCAAGGTG 55 55 66 20 249 20 59,383 59,405 44,000 40,000 1,212,015 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:1955:44890 1 141 34 17 1 AT TATATATATATATATATATATATATATATATATA NA 0 0 8 55 185 CCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGACCCTGAGGAATGTCTGCAGT ACTGTGTGTGGCATCAAGGT 55 56 66 20 250 20 59,383 59,817 44,000 35,000 0.800904 F 290 CCAGCATTTGTTGCCCATCCTTAAATGAGGTGAAGCAGCTGAAGATGGTTGGGCTGAGGACACTACCCTGAGGAATGTCTGCAGTGATATCCTAGAACTGAGATGATTGGCCTCTAACAACCACAACCATCTTCCttttttatatatatatatatatatatatatatatatataTCCAACCAGAGGAGACTTTTATCACCTGATTCCCATTGACTTCAAttttttAGGGCACCTTGATGCcacacacaGTCAAATGCCGCCTTGATGTCAAGGATAGTCACTCACACCGN

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 43 182 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA TGATGATCCATGAGAGGAGGA 64 43 14 20 195 21 59,604 57,375 30,700 37,100 4,021,687 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 43 184 TGACAGAACCCAACGAGCATGAAAGTATTGGATTC TGACAGAACCCAACGAGCAT TGATGATCCATGAGAGGAGGA 66 43 12 20 195 21 59,604 57,375 37,900 37,100 4,021,687 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 3 1 138 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA TGTGTGGGAGCGACATGTG 64 1 14 20 151 19 59,604 60,302 30,700 32,100 1,698,072 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 67 211 ATGACAGAACCCAACGAGCATGAAAGTATTGGATT ATGACAGAACCCAACGAGCA GCCCTCACTACACCTTGCTT 67 70 11 20 221 20 59,604 59,963 42,600 39,100 0.433310 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 67 245 ATGACAGAACCCAACGAGCATGAAAGTATTGGATT ATGACAGAACCCAACGAGCA TCTCTGCAGCAGGTTTCTCT 67 104 11 20 255 20 59,604 58,654 42,600 31,000 1,742,497 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 66 210 TGACAGAACCCAACGAGCATGAAAGTATTGGATTC TGACAGAACCCAACGAGCAT GCCCTCACTACACCTTGCTT 66 70 12 20 221 20 59,604 59,963 37,900 39,100 0.433310 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 66 244 TGACAGAACCCAACGAGCATGAAAGTATTGGATTC TGACAGAACCCAACGAGCAT TCTCTGCAGCAGGTTTCTCT 66 104 12 20 255 20 59,604 58,654 37,900 31,000 1,742,497 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 64 208 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA GCCCTCACTACACCTTGCTT 64 70 14 20 221 20 59,604 59,963 30,700 39,100 0.433310 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 64 242 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA TCTCTGCAGCAGGTTTCTCT 64 104 14 20 255 20 59,604 58,654 30,700 31,000 1,742,497 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 43 185 ATGACAGAACCCAACGAGCATGAAAGTATTGGATT ATGACAGAACCCAACGAGCA TGATGATCCATGAGAGGAGGA 67 43 11 20 195 21 59,604 57,375 42,600 37,100 4,021,687 B 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 2 140 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA TATGTGTGGGAGCGACATGT 64 2 14 20 153 20 59,604 59,098 30,700 32,100 1,298,262 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 139 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGA ATGTGTGGGAGCGACATGTG 64 1 14 20 152 20 59,604 60,675 30,700 32,100 1,071,017 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 139 ACAGAACCCAACGAGCATGAAAGTATTGGATTCCT ACAGAACCCAACGAGCATGAA ATGTGTGGGAGCGACATGTG 63 1 14 21 152 20 60,203 60,675 25,700 32,100 1,877,340 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 141 TGACAGAACCCAACGAGCATGAAAGTATTGGATTC TGACAGAACCCAACGAGCAT ATGTGTGGGAGCGACATGTG 66 1 12 20 152 20 59,604 60,675 37,900 32,100 1,071,017 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2222:25712:37629 1 98 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 1 142 ATGACAGAACCCAACGAGCATGAAAGTATTGGATT ATGACAGAACCCAACGAGCA ATGTGTGGGAGCGACATGTG 67 1 11 20 152 20 59,604 60,675 42,600 32,100 1,071,017 F 279 GTTTATTTCCATGACAGAACCCAACGAGCATGAAAGTATTGGATTCCTGAGTTCTGAAATACAAGTCAAAATACCCGTCTAATGAAAATTGTTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACATGTCGCTCCcacacaTATAATTGTCTAAACAGAGGAAATCCTCCTCTCATGGATCATCAAACTATAAGCAAGGTGTAGTGAGGGCAAGAGTTACTCATAAGAGAAACCTGCTGCAGAGATCTGTTGTGTAATTCTCCAATGGG

ST‐E00142:460:H2K7HCCXY:6:2223:18609:62487 1 39 70 17 2 AC CACACACACATACGCACACACACTGTAACAGGCACGNA 1 1 12 1 128 CACACTAGCAGGCACGCACGCGcacacacaCGCAGTACACACTAGCAGGCACGCA CGTGCACATGTGTCTGCTG 20 1 1 18 128 19 60,357 59,794 52,400 44,100 3,563,216 D 130 CACACTAGCAGGCACGCACGCGcacacacaCGCAGTAGcacacacacaTACGcacacacaCTGTAACAGGCACGcacacacacacacacacacacacacacacacacaGCAGCAGACACATGTGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:18609:62487 1 39 70 17 2 AC CACACACACATACGCACACACACTGTAACAGGCACGNA 0 0 12 0 126 ACACTAGCAGGCACGCACGCGcacacacaCGCAGTA ACACTAGCAGGCACGCAC GTGCACATGTGTCTGCTGC 19 0 2 18 127 19 60,358 60,082 53,400 52,500 3,439,158 D 130 CACACTAGCAGGCACGCACGCGcacacacaCGCAGTAGcacacacacaTACGcacacacaCTGTAACAGGCACGcacacacacacacacacacacacacacacacacaGCAGCAGACACATGTGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:18609:62487 1 39 70 17 2 AC CACACACACATACGCACACACACTGTAACAGGCACGNA 0 0 12 0 127 CACACTAGCAGGCACGCACGCGcacacacaCGCAGTACACACTAGCAGGCACGCA GTGCACATGTGTCTGCTGC 20 0 1 18 127 19 60,357 60,082 52,400 52,500 3,439,037 D 130 CACACTAGCAGGCACGCACGCGcacacacaCGCAGTAGcacacacacaTACGcacacacaCTGTAACAGGCACGcacacacacacacacacacacacacacacacacaGCAGCAGACACATGTGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 1 1 Feb‐75 4 121 ATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTA ATTGCGGCTACATCCCAGAG ACTGATGTCCTTCACATGACTGT 20 4 130 20 250 23 59,893 59,674 33,500 35,500 3,433,462 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 Feb‐75 4 122 GATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGT GATTGCGGCTACATCCCAGA ACTGATGTCCTTCACATGACTGT 21 4 129 20 250 23 59,893 59,674 38,600 35,500 3,432,714 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 Feb‐75 4 123 AGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATG AGATTGCGGCTACATCCCAG ACTGATGTCCTTCACATGACTGT 22 4 128 20 250 23 59,893 59,674 44,500 35,500 3,433,462 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 Feb‐75 4 176 CCAATGGTCACAAACAGTCCACTTTAATCACTGAGCCCAATGGTCACAAACAGTCCAC ACTGATGTCCTTCACATGACTGT 73 4 75 22 250 23 59,965 59,674 40,200 35,500 5,360,564 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 Feb‐75 4 191 AGTTGAATTCTACAACCAATGGTCACAAACAGTCCAAGTTGAATTCTACAACCAATGGTCAC ACTGATGTCCTTCACATGACTGT 84 4 60 26 250 23 60,016 59,674 36,700 35,500 9,342,282 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 3 4 149 TCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTCACTGAGCAGTATGTCCACA ACTGATGTCCTTCACATGACTGT 47 4 102 21 250 23 58,753 59,674 41,700 35,500 5,573,364 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 3 4 176 CCAATGGTCACAAACAGTCCACTTTAATCACTGAGCCCAATGGTCACAAACAGTCCA ACTGATGTCCTTCACATGACTGT 74 4 75 21 250 23 58,694 59,674 40,200 35,500 5,631,934 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 3 4 190 GTTGAATTCTACAACCAATGGTCACAAACAGTCCACGTTGAATTCTACAACCAATGGTCAC ACTGATGTCCTTCACATGACTGT 84 4 61 25 250 23 58,850 59,674 36,700 35,500 9,475,639 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:1884:17834 1 170 54 17 1.5 AT TATATATATATATATATATCTATATATATATATATAT NA 0 0 3 4 191 AGTTGAATTCTACAACCAATGGTCACAAACAGTCCAAGTTGAATTCTACAACCAATGGTCA ACTGATGTCCTTCACATGACTGT 85 4 60 25 250 23 58,932 59,674 40,200 35,500 9,394,016 B 251 TAATTTGATTAAGATTTTCTATCTCTTTATGCTGTTGAATTAGTTTAAGAATATTTATTAGTTGAATTCTACAACCAATGGTCACAAACAGTCCACTTTAATCACTGAGCAGTATGTCCACATTTAAAGATTGCGGCTACATCCCAGAGTGCTGCgtgtgtATGTATATtatatatatatatatataTCtatatatatatatatatatatatatatatatataGGTCACAGTCATGTGAAGGACATCAGTN

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 18 172 TTGAGTGTGGGTCTGAGGgagagaTAGACAGACaga TTGAGTGTGGGTCTGAGGGA AACTCCGGAATGTTCACCCA 65 18 64 20 235 20 60,105 59,231 42,000 45,100 0.873816 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 18 190 AATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGAATTTGGAAGTGGAGTGATTGAGT AACTCCGGAATGTTCACCCA 79 18 46 24 235 20 58,611 59,231 34,100 45,100 6,157,276 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 18 190 AATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGAATTTGGAAGTGGAGTGATTGAGTG AACTCCGGAATGTTCACCCA 78 18 46 25 235 20 59,758 59,231 35,100 45,100 6,011,015 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 18 195 AGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGG AGAGAAATTTGGAAGTGGAGTGA AACTCCGGAATGTTCACCCA 85 18 41 23 235 20 57,690 59,231 34,100 45,100 6,079,031 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 18 168 GTGTGGGTCTGAGGgagagaTAGACAGACagagagG GTGTGGGTCTGAGGGAGAGA AACTCCGGAATGTTCACCCA 61 18 68 20 235 20 60,252 59,231 31,000 45,100 1,020,454 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 18 170 GAGTGTGGGTCTGAGGgagagaTAGACAGACagaga GAGTGTGGGTCTGAGGGAGA AACTCCGGAATGTTCACCCA 63 18 66 20 235 20 60,252 59,231 37,100 45,100 1,020,454 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 6 110 AGACagagagagCGAGAgggggAGGGgagagagagaga AGACAGAGAGAGCGAGAGGG TCCGGAATGTTCACCCATCA 6 15 123 20 232 20 60,107 59,012 43,000 30,700 1,095,277 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 6 112 AGACagagagagCGAGAgggggAGGGgagagagagaga AGACAGAGAGAGCGAGAGGG ACTCCGGAATGTTCACCCAT 6 17 123 20 234 20 60,107 59,008 43,000 40,000 1,099,134 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:19350:47773 1 149 49 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 6 113 AGACagagagagCGAGAgggggAGGGgagagagagaga AGACAGAGAGAGCGAGAGGG AACTCCGGAATGTTCACCCA 6 18 123 20 235 20 60,107 59,231 43,000 45,100 0.875836 G 250 agagagGTAAGGCAGAAGAAAATTACCTTTTGCTATTGTAAGAGAAATTTGGAAGTGGAGTGATTGAGTGTGGGTCTGAGGgagagaTAGACAGACagagagGCgggggAGACgggggAAAGAGACagagagagCGAGAgggggAGGGgagagagagagagagagagagagagagagagagaGTCAGgagagagagaAAGAGTGTggggggATGATGGGTGAACATTCCGGAGTTATAAGTATAAGTACT

ST‐E00142:460:H2K7HCCXY:6:2223:29163:13263 1 42 64 17 2 AC CACACACACACACACACACACACACACACACACATANA 1 1 10 0 120 ACGCAGACAAAGTcacacaAACTGGTGGAAAATcacaACGCAGACAAAGTCACACAA GTGTTCTAATGCATGAGTGTCTT 13 0 9 20 128 23 58,267 57,130 33,300 30,100 7,602,693 G 128 CATATAAAACGCAGACAAAGTcacacaAACTGGTGGAAAATcacacacacacacacacacacacacacacacacaTACACAGACGcacacacacacacacacacaAAGACACTCATGCATTAGAACAC

ST‐E00142:460:H2K7HCCXY:6:2223:29163:13263 1 42 64 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 10 0 121 AACGCAGACAAAGTcacacaAACTGGTGGAAAATca AACGCAGACAAAGTCACACA GTGTTCTAATGCATGAGTGTCTT 14 0 8 20 128 23 58,267 57,130 37,200 30,100 7,602,693 G 128 CATATAAAACGCAGACAAAGTcacacaAACTGGTGGAAAATcacacacacacacacacacacacacacacacacaTACACAGACGcacacacacacacacacacaAAGACACTCATGCATTAGAACAC

ST‐E00142:460:H2K7HCCXY:6:2223:29163:13263 1 42 64 17 2 AC CACACACACACACACACACACACACACACACACATANA 0 0 11 0 120 ACGCAGACAAAGTcacacaAACTGGTGGAAAATcacaACGCAGACAAAGTCACACAAA GTGTTCTAATGCATGAGTGTCTT 12 0 9 21 128 23 58,919 57,130 28,300 30,100 7,950,446 G 128 CATATAAAACGCAGACAAAGTcacacaAACTGGTGGAAAATcacacacacacacacacacacacacacacacacaTACACAGACGcacacacacacacacacacaAAGACACTCATGCATTAGAACAC

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 3 7 132 ACATCAGTGACATGGGCAGGTCTTCAGACAGCCTA ACATCAGTGACATGGGCAGG CAGGGAACATAACCAGTCTCACA 48 7 119 20 250 23 60,035 59,992 48,500 35,800 3,042,707 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 8 210 AGAACACCGATTACCATTCCGAATATGAAATTCATT AGAACACCGATTACCATTCCGA ACAGGGAACATAACCAGTCTCAC 123 8 42 22 251 23 59,502 59,992 45,500 35,100 5,506,530 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 8 249 AGCTGCCTGATGACAATTACCAACTGAACTGGCTTAAGCTGCCTGATGACAATTACCA ACAGGGAACATAACCAGTCTCAC 162 8 3 22 251 23 60,026 59,992 32,500 35,100 5,034,030 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 7 131 CATCAGTGACATGGGCAGGTCTTCAGACAGCCTAC CATCAGTGACATGGGCAGGT CAGGGAACATAACCAGTCTCACA 47 7 120 20 250 23 60,035 59,992 40,000 35,800 3,042,707 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 7 209 AGAACACCGATTACCATTCCGAATATGAAATTCATT AGAACACCGATTACCATTCCGA CAGGGAACATAACCAGTCTCACA 123 7 42 22 250 23 59,502 59,992 45,500 35,800 5,506,421 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 7 248 AGCTGCCTGATGACAATTACCAACTGAACTGGCTTAAGCTGCCTGATGACAATTACCA CAGGGAACATAACCAGTCTCACA 162 7 3 22 250 23 60,026 59,992 32,500 35,800 5,033,921 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 6 130 CATCAGTGACATGGGCAGGTCTTCAGACAGCCTAC CATCAGTGACATGGGCAGGT AGGGAACATAACCAGTCTCACAC 47 6 120 20 249 23 60,035 59,992 40,000 38,200 3,042,815 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 6 208 AGAACACCGATTACCATTCCGAATATGAAATTCATT AGAACACCGATTACCATTCCGA AGGGAACATAACCAGTCTCACAC 123 6 42 22 249 23 59,502 59,992 45,500 38,200 5,506,530 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 6 247 AGCTGCCTGATGACAATTACCAACTGAACTGGCTTAAGCTGCCTGATGACAATTACCA AGGGAACATAACCAGTCTCACAC 162 6 3 22 249 23 60,026 59,992 32,500 38,200 5,034,030 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 8 156 CTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATCTTGGGAGGTCAGTTGCGAT ACAGGGAACATAACCAGTCTCAC 71 8 96 20 251 23 60,036 59,992 45,800 35,100 3,044,059 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 7 155 CTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATCTTGGGAGGTCAGTTGCGAT CAGGGAACATAACCAGTCTCACA 71 7 96 20 250 23 60,036 59,992 45,800 35,800 3,043,950 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:7151:63630 1 187 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 6 154 CTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATCTTGGGAGGTCAGTTGCGAT AGGGAACATAACCAGTCTCACAC 71 6 96 20 249 23 60,036 59,992 45,800 38,200 3,044,059 F 252 ACAGCTGCCTGATGACAATTACCAACTGAACTGGCTTACTAAGAACACCGATTACCATTCCGAATATGAAATTCATTACAAGAAGGCTGAAGACTCTTGGGAGGTCAGTTGCGATCTTACATCAGTGACATGGGCAGGTCTTCAGACAGCCTACCCtgtgtgCATATGTGTCTGTTCCTCTGTGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATATCtgtgtgAGACTGGTTATGTTCCCTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 70 229 TCACATCAAACCCAGGGAGCGTGAGGTTGCATCGC TCACATCAAACCCAGGGAGC CCTCCCACACGATCAGTCAG 85 70 12 20 240 20 59,962 59,826 47,000 35,100 0.212555 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 70 231 GGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGGTCACATCAAACCCAGGGA CCTCCCACACGATCAGTCAG 87 70 10 20 240 20 59,596 59,826 42,000 35,100 0.578430 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 56 215 TCACATCAAACCCAGGGAGCGTGAGGTTGCATCGC TCACATCAAACCCAGGGAGC AGTCAGTCTTGAACTCGGCC 85 56 12 20 226 20 59,962 59,681 47,000 61,300 0.356927 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 176 TCACATCAAACCCAGGGAGCGTGAGGTTGCATCGC TCACATCAAACCCAGGGAGC AGCCTCACATCACAACACCC 85 17 12 20 187 20 59,962 60,251 47,000 46,100 0.289067 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 70 240 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTG GGAGAGCAAGGTCACATCAA CCTCCCACACGATCAGTCAG 96 70 1 20 240 20 57,520 59,826 25,700 35,100 2,653,955 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 70 240 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTG GGAGAGCAAGGTCACATCAAAC CCTCCCACACGATCAGTCAG 94 70 1 22 240 20 59,514 59,826 29,300 35,100 2,660,203 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 73 240 GAGCAAGGTCACATCAAACCCAGGGAGCGTGAGG GAGCAAGGTCACATCAAACCC CTCCCTCCCACACGATCAGT 92 73 4 21 243 20 59,458 60,973 41,100 34,100 2,514,572 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 13 104 GACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgGACGGTGCCATGGTGAGTAT AGCCTCACATCACAACACCC 13 17 84 20 187 20 59,822 60,251 21,200 46,100 0.428970 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 12 103 ACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgACGGTGCCATGGTGAGTATG AGCCTCACATCACAACACCC 12 17 85 20 187 20 60,108 60,251 23,900 46,100 0.358604 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 12 156 ACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgACGGTGCCATGGTGAGTATG CCTCCCACACGATCAGTCAG 12 70 85 20 240 20 60,108 59,826 23,900 35,100 0.282092 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 11 102 CGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgt CGGTGCCATGGTGAGTATGT AGCCTCACATCACAACACCC 11 17 86 20 187 20 60,108 60,251 22,900 46,100 0.358604 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 11 155 CGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgt CGGTGCCATGGTGAGTATGT CCTCCCACACGATCAGTCAG 11 70 86 20 240 20 60,108 59,826 22,900 35,100 0.282092 B 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 90 CGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgt CGGTGCCATGGTGAGTATGT CAACACCCGCACACATTCTC 11 5 86 20 175 20 60,108 59,762 22,900 28,700 0.345992 F 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 91 ACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgACGGTGCCATGGTGAGTATG CAACACCCGCACACATTCTC 12 5 85 20 175 20 60,108 59,762 23,900 28,700 0.345992 F 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 164 TCACATCAAACCCAGGGAGCGTGAGGTTGCATCGC TCACATCAAACCCAGGGAGC CAACACCCGCACACATTCTC 85 5 12 20 175 20 59,962 59,762 47,000 28,700 0.276454 F 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 90 ACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgACGGTGCCATGGTGAGTATG AACACCCGCACACATTCTCA 12 4 85 20 174 20 60,108 60,179 23,900 32,700 0.286735 F 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9080:51219 1 117 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 163 TCACATCAAACCCAGGGAGCGTGAGGTTGCATCGC TCACATCAAACCCAGGGAGC AACACCCGCACACATTCTCA 85 4 12 20 174 20 59,962 60,179 47,000 32,700 0.217197 F 249 GGAGAGCAAGGTCACATCAAACCCAGGGAGCGTGAGGTTGCATCGCGCCTGGGGTGGGCGAGGTTTTGGCAGCACAGGGAGGAGACGGTGCCATGGTGAGTATGTGGGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGTGAGAAtgtgtgCGGGTGTTGTGATGTGAGGCTGAATGTAGGAGTTTGGCGGGGCCGAGTTCAAGACTGACTGATCGTGTGGGAGGGAGCGTGAG

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 1 1 3 51 191 ATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCT ATCCAGTGTGTCGAGGAAGC GTCTGAAGCGACGTCCCAT 51 53 32 20 222 19 59,752 59,784 38,600 40,000 1,463,383 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 4 51 191 ATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCT ATCCAGTGTGTCGAGGAAGC GTCTGAAGCGACGTCCCATT 51 52 32 20 222 20 59,752 60,390 38,600 31,600 0.637683 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 4 49 189 CCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCG CCAGTGTGTCGAGGAAGCAA GTCTGAAGCGACGTCCCATT 49 52 34 20 222 20 60,250 60,390 39,100 31,600 0.639816 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 6 51 190 ATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCT ATCCAGTGTGTCGAGGAAGC TCTGAAGCGACGTCCCATTC 51 51 32 20 221 20 59,752 60,109 38,600 26,700 0.356540 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 6 49 188 CCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCG CCAGTGTGTCGAGGAAGCAA TCTGAAGCGACGTCCCATTC 49 51 34 20 221 20 60,250 60,109 39,100 26,700 0.358672 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2223:9902:27960 1 103 48 17 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCNA 0 0 6 47 186 AgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCT AGTGTGTCGAGGAAGCAACA TCTGAAGCGACGTCCCATTC 47 51 36 20 221 20 59,536 60,109 33,300 26,700 0.572840 F 246 CAGTTTTATTTGCTTTTATCTCCATGTTATCATCCAgtgtgtCGAGGAAGCAACAAGAAAGGATGCTCGCTTTTGAGGTCAACCCAGTAAATTTTAACGGGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgGGGTTTGGTTggggggggggggggggggggggggggggggggTGGTTTGGGGAATGGGACGTCGCTTCAGACGAATGAATGCTAAAGTCAAATCTA

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 42 192 GGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGACA ATCTCCATCTCAATCTTTCGCT 65 42 2 21 193 22 59,379 57,314 34,100 49,300 6,307,011 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 41 191 GGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGACA TCTCCATCTCAATCTTTCGCTT 65 41 2 21 192 22 59,379 57,522 34,100 46,800 6,099,025 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 41 192 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGAC TCTCCATCTCAATCTTTCGCTT 66 41 1 21 192 22 59,101 57,522 33,600 46,800 6,377,348 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 7 155 GGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGACA CTCCCTCTCTCCCTCTCTCC 65 7 2 21 156 20 59,379 59,521 34,100 37,100 2,099,326 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 4 152 GGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGACA CCTCTCTCCCTCTCTCCCTC 65 4 2 21 153 20 59,379 59,521 34,100 43,000 2,099,326 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 2 91 ACAAAGCGgagagaTGCAGTATgagagagagagagagagACAAAGCGGAGAGATGCAGT CTCCCTCTCTCCCTCTCTCC 2 7 66 20 156 20 59,677 59,521 44,000 37,100 0.801481 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 18 1 149 GGAGGCACAAagagagagACAGAGGGAAAAGGGGAGGAGGCACAAAGAGAGAGACA CTCTCCCTCTCTCCCTCTCC 65 1 2 21 150 20 59,379 59,521 34,100 37,100 2,099,326 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 ‐7 99 ACAAAGCGgagagaTGCAGTATgagagagagagagagagACAAAGCGGAGAGATGCAGT CTCTCCCTCTCCCTCTCTCC 2 ‐7 66 20 142 20 59,677 59,521 44,000 37,100 0.801481 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:11880:65810 1 88 42 17 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 20 ‐12 94 ACAAAGCGgagagaTGCAGTATgagagagagagagagagACAAAGCGGAGAGATGCAGT CCTCTCCCTCTCTCCCTCTC 2 ‐12 66 20 137 20 59,677 59,521 44,000 32,000 0.801481 F 197 AGGAGGCACAAagagagagACAGAGGGAAAAGGGGAGACAACGAGTGGGGTGGCGATATaaaaaGACAAAGCGgagagaTGCAGTATgagagagagagagagagagagagagagagagagaGGgagagaGGGAGAGGgagagaGGgagagaGGGAGAGGgagagagaATTAAGCGAAAGATTGAGATGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 1 1 3 21 166 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT TCTTTGGAATGTCCTGTTCCCA 21 62 13 21 178 22 60,134 59,555 31,600 43,700 3,578,968 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 21 193 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT TGCCTACATCCTTTGTCTCTTT 21 89 13 21 205 22 60,134 57,359 31,600 25,200 5,774,594 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 21 194 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT TTGCCTACATCCTTTGTCTCTT 21 90 13 21 206 22 60,134 57,359 31,600 28,500 5,774,594 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 20 192 GGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGGGCAGGATGTGACAACTTGTG TGCCTACATCCTTTGTCTCTTT 20 89 14 21 205 22 59,732 57,359 33,300 25,200 5,908,577 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 16 119 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT AGTGTCATCTGCAACCTTGGA 21 16 13 21 131 21 60,134 59,579 31,600 35,300 2,555,090 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 5 21 162 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT TGGAATGTCCTGTTCCCATCT 21 59 13 21 174 21 60,134 58,722 31,600 29,000 3,412,067 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 5 20 161 GGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGGGCAGGATGTGACAACTTGTG TGGAATGTCCTGTTCCCATCT 20 59 14 21 174 21 59,732 58,722 33,300 29,000 3,546,051 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 5 14 116 GGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGGGCAGGATGTGACAACTTGTG TGTCATCTGCAACCTTGGACA 20 14 14 21 129 21 59,732 59,857 33,300 40,200 2,410,473 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:12591:65459 1 55 40 17 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 5 14 117 TGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTTGGCAGGATGTGACAACTTGT TGTCATCTGCAACCTTGGACA 21 14 13 21 129 21 60,134 59,857 31,600 40,200 2,276,490 B 223 GGGAACATTATTTGGCAGGATGTGACAACTTGTGTTTTCTAGGAATCTGTACTCatatattatatatatatatatatatatatatatatatataAATGGATGGTTATATGTCCAAGGTTGCAGATGACACTAAATAAGGTTGTACAGTAGTGTAGATGGGAACAGGACATTCCAAAGAGACATAAAGAGACAAAGGATGTAGGCAATATTATGCAAATGGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 47 207 ATCGCTTCAGGAACTTGCCTGGGAAGAACCATGAT ATCGCTTCAGGAACTTGCCT AGTGTCCATCTCCCAATACGT 47 85 20 20 226 21 59,674 58,532 47,500 35,700 2,794,144 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 52 190 TTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACTTTACCCATCGCTTCAGGAACT ATGGGCATATGGCGTGACTG 52 62 13 22 202 20 59,695 60,536 30,100 35,100 2,840,540 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 51 190 ACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCA ACCCATCGCTTCAGGAACTT TTTATGGGCATATGGCGTGACT 51 63 16 20 205 22 59,307 60,159 26,600 34,100 2,851,730 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 49 183 CCATCGCTTCAGGAACTTGCCTGGGAAGAACCATG CCATCGCTTCAGGAACTTGC GGGCATATGGCGTGACTGTA 49 60 18 20 200 20 59,551 59,894 40,100 27,400 0.555352 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 49 262 CCATCGCTTCAGGAACTTGCCTGGGAAGAACCATG CCATCGCTTCAGGAACTTGC TCATTTGACTTCCTGGAGCTCA 49 137 18 20 279 22 59,551 59,361 40,100 42,600 3,088,734 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 48 182 CATCGCTTCAGGAACTTGCCTGGGAAGAACCATGA CATCGCTTCAGGAACTTGCC GGGCATATGGCGTGACTGTA 48 60 19 20 200 20 59,551 59,894 45,200 27,400 0.555352 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 48 261 CATCGCTTCAGGAACTTGCCTGGGAAGAACCATGA CATCGCTTCAGGAACTTGCC TCATTTGACTTCCTGGAGCTCA 48 137 19 20 279 22 59,551 59,361 45,200 42,600 3,088,734 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 47 181 ATCGCTTCAGGAACTTGCCTGGGAAGAACCATGAT ATCGCTTCAGGAACTTGCCT GGGCATATGGCGTGACTGTA 47 60 20 20 200 20 59,674 59,894 47,500 27,400 0.432228 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 47 260 ATCGCTTCAGGAACTTGCCTGGGAAGAACCATGAT ATCGCTTCAGGAACTTGCCT TCATTTGACTTCCTGGAGCTCA 47 137 20 20 279 22 59,674 59,361 47,500 42,600 2,965,610 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 3 137 tcCTCTGCcacacaTACACATTGtctctctctctctctctctctcTCCTCTGCCACACATACACA GGGCATATGGCGTGACTGTA 3 60 64 20 200 20 58,653 59,894 37,200 27,400 1,453,026 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 4 139 tctcCTCTGCcacacaTACACATTGtctctctctctctctctctcTCTCCTCTGCCACACATACAC GGGCATATGGCGTGACTGTA 4 60 62 21 200 20 59,449 59,894 29,000 27,400 1,656,488 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:14478:48582 1 87 34 17 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 3 138 ctcCTCTGCcacacaTACACATTGtctctctctctctctctctctCTCCTCTGCCACACATACACA GGGCATATGGCGTGACTGTA 3 60 63 21 200 20 59,724 59,894 37,200 27,400 1,382,102 F 285 TGCTCGACTGGTTTTACCCATCGCTTCAGGAACTTGCCTGGGAAGAACCATGATCAAGGtctctcCTCTGCcacacaTACACATTGtctctctctctctctctctctctctctctctctctttttCTCTTTCTAtctctctcAAAACCAATTGTCAACTCAATTCCTTTTGGACACTTATTACAGTCACGCCATATGCCCATAAAACGTATTGGGAGATGGACACTTTTAAAATATGGACACAGTACTTTCACAAAATGAGCTCCAGGAAGTCAAATGATTTATT

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 38 201 GGCAGCTGCTAAACCAAACAGTGATCCAGGATTTA GGCAGCTGCTAAACCAAACA CACACCTACCGACATTTCCC 71 38 10 20 210 20 59,327 58,266 28,300 39,700 2,407,599 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 38 202 GGCAGCTGCTAAACCAAACAGTGATCCAGGATTTA GGCAGCTGCTAAACCAAACA TCACACCTACCGACATTTCCC 71 38 10 20 211 21 59,327 59,723 28,300 39,700 1,950,425 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 38 203 aGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTAAGGCAGCTGCTAAACCAAAC TCACACCTACCGACATTTCCC 72 38 9 20 211 21 59,038 59,723 29,300 39,700 2,238,742 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 164 GGCAGCTGCTAAACCAAACAGTGATCCAGGATTTA GGCAGCTGCTAAACCAAACA ACGCCATATCCTTTCTCGCT 71 1 10 20 173 20 59,327 59,247 28,300 49,300 1,426,698 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 130 GGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTGGCAGAAAGAGGATGTAGGCT TCTCAATCACACACACGCCA 22 15 58 21 187 20 59,512 59,894 45,800 56,900 1,594,172 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 130 GGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTGGCAGAAAGAGGATGTAGGC TCTCAATCACACACACGCCA 23 15 58 20 187 20 58,040 59,894 39,300 56,900 2,066,195 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 131 AGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCAGGCAGAAAGAGGATGTAGGC TCTCAATCACACACACGCCA 23 15 57 21 187 20 59,512 59,894 39,300 56,900 1,594,172 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 178 GGCAGCTGCTAAACCAAACAGTGATCCAGGATTTA GGCAGCTGCTAAACCAAACA TCTCAATCACACACACGCCA 71 15 10 20 187 20 59,327 59,894 28,300 56,900 0.779215 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:1641:69203 1 101 52 17 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 15 179 aGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTAAGGCAGCTGCTAAACCAAAC TCTCAATCACACACACGCCA 72 15 9 20 187 20 59,038 59,894 29,300 56,900 1,067,532 F 239 NGAGaaaaaGGCAGCTGCTAAACCAAACAGTGATCCAGGATTTATTCAGAGATCGTAGGCAGAAAGAGGATGTAGGCTGTgagagagaAATCTTTATACCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgagagaTAGCGAGAAAGGATATGGCgtgtgtgtGATTgagagaGGGGAAATGTCGGTAGGTGTgagagaatatatTCTGCCAGTTTAGCCTCN

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 1 1 15 12 194 CCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtCCCAGTCATTCTCTCTCTGCC GGGCAGAGAGAGTAAGAGAAGA 41 12 3 21 196 22 59,861 58,373 48,500 28,700 4,765,591 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 15 12 196 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACA CGCCCAGTCATTCTCTCTCTG GGGCAGAGAGAGTAAGAGAAGA 43 12 1 21 196 22 60,202 58,373 33,500 28,700 4,829,323 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 16 12 196 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACA CGCCCAGTCATTCTCTCTCT GGGCAGAGAGAGTAAGAGAAGA 44 12 1 20 196 22 58,890 58,373 31,000 28,700 4,737,372 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 17 0 139 tctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctc TCTCCCTGCCCAGTGTCTT AAGAGAAGAAGACACTGGGCA 1 0 45 19 183 21 60,152 58,950 30,100 53,600 3,202,175 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 17 0 143 TAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctct TATCTCTCCCTGCCCAGTGT AAGAGAAGAAGACACTGGGCA 4 0 41 20 183 21 59,660 58,950 35,500 53,600 2,390,003 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 138 tctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctc TCTCCCTGCCCAGTGTCTT AGAGAAGAAGACACTGGGCA 1 0 45 19 182 20 60,152 58,278 30,100 53,600 2,874,064 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 139 ctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctct CTCTCCCTGCCCAGTGTCTT AGAGAAGAAGACACTGGGCA 1 0 44 20 182 20 61,197 58,278 30,100 53,600 2,919,463 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 142 TAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctct TATCTCTCCCTGCCCAGTGT AGAGAAGAAGACACTGGGCA 4 0 41 20 182 20 59,660 58,278 35,500 53,600 2,061,893 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 98 17 4 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 169 tctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCTCTCTCTGCCTGGTCTCTCG AGAGAAGAAGACACTGGGCA 31 0 14 20 182 20 60,394 58,278 40,400 53,600 2,115,706 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 1 16 0 192 TAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctct TATCTCTCCCTGCCCAGTGT AGAAAGAGAGAGACTGGGCA 4 0 41 20 232 20 59,660 57,683 35,500 53,600 2,657,230 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 16 0 214 cTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGT CTGCCTGGTCTCTCGCTCTA AGAAAGAGAGAGACTGGGCA 26 0 19 20 232 20 60,750 57,683 24,300 53,600 3,067,189 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 16 0 219 tctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCTCTCTCTGCCTGGTCTCTCG AGAAAGAGAGAGACTGGGCA 31 0 14 20 232 20 60,394 57,683 40,400 53,600 2,711,044 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 17 0 188 tctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctc TCTCCCTGCCCAGTGTCTT AGAAAGAGAGAGACTGGGCA 1 0 45 19 232 20 60,152 57,683 30,100 53,600 3,469,402 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 188 tctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctc TCTCCCTGCCCAGTGTCTTC AGAAAGAGAGAGACTGGGCA 0 0 45 20 232 20 61,195 57,683 28,700 53,600 3,512,152 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:20892:25130 1 65 148 17 5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCNA 0 0 18 0 189 ctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctct CTCTCCCTGCCCAGTGTCTT AGAAAGAGAGAGACTGGGCA 1 0 44 20 232 20 61,197 57,683 30,100 53,600 3,514,801 G 232 CGCCCAGTCATtctctctcTGCCTGGtctctcGCTCTACATAtctctcCCTGCCCAGTGTCTTCctctctctctctctctctctctctctctctctctcccccGtctctctctcCCTGCCCAGTCActctctctctctCCCTtctctctctctctctctctcTGCCCAGTGtcttcttctCTTActctctctGCCCCATTtctctctctctcTGCCCAGtctctctcTTTCT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 3 4 198 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCA TGTCAAATGCTGTCTGTACCT 4 117 62 22 259 21 59,378 57,230 42,600 30,800 6,391,736 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 4 201 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCA ACATGTCAAATGCTGTCTGTACC 4 118 62 22 262 23 59,378 59,247 42,600 33,400 6,375,269 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 90 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTC TGCTGTAAATGAATGTCTTGCTGG 5 6 62 21 151 24 57,714 60,083 40,900 48,500 7,368,442 A 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 4 90 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCA TGCTGTAAATGAATGTCTTGCTGG 4 6 62 22 151 24 59,378 60,083 42,600 48,500 6,704,623 A 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 3 90 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCAT TGCTGTAAATGAATGTCTTGCTGG 3 6 62 23 151 24 59,744 60,083 29,000 48,500 7,338,761 A 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 187 TAGTACCGAAGCAGCTCATGCCagagagagagagagagTAGTACCGAAGCAGCTCATG TGCTGTCTGTACCTTTATTAACCT 2 107 66 20 252 24 57,129 57,631 30,700 35,000 9,239,961 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 197 TAGTACCGAAGCAGCTCATGCCagagagagagagagagTAGTACCGAAGCAGCTCATG ACATGTCAAATGCTGTCTGTACC 2 118 66 20 262 23 57,129 59,247 30,700 33,400 6,624,453 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 4 171 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCA ACCTTGTATCTGAATGACTAGGTT 4 87 62 22 232 24 59,378 57,124 42,600 35,000 9,497,970 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:23531:45241 1 88 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 4 172 GGTATAGTACCGAAGCAGCTCATGCCagagagagagaGGTATAGTACCGAAGCAGCTCA AACCTTGTATCTGAATGACTAGGT 4 88 62 22 233 24 59,378 57,124 42,600 30,800 9,497,970 F 273 CCAACATATAAAATCatatatatGAACatatatatatCCACATAATACATTAGAAGCAAAGGGTATAGTACCGAAGCAGCTCATGCCagagagagagagagagagagagagagagagagagGCAGTCCCAGCAAGACATTCATTTACAGCAtttttttaaaaaaaaaaTCAGATAtttttCTTCAGTTGAACTATTCTGTTCTACTCTAACCTAGTCATTCAGATACAAGGTTAATAAAGGTACAGACAGCATTTGACATGTTTCTATCTGGT

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 1 1 2 12 164 GTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACGTCACTAAGAAAGTATGACTTGCTGT TGAGGGCTGTGACAAACTCG 72 12 103 26 266 20 59,353 60,250 44,000 41,800 6,896,935 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 3 12 107 AGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAG AGGGAGTGTCTCTTGAACGT TGAGGGCTGTGACAAACTCG 21 12 160 20 266 20 58,294 60,250 39,900 41,800 1,955,741 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 28 180 GTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACGTCACTAAGAAAGTATGACTTGCTGT CCAACGGACTCCCTTCTGAG 72 28 103 26 282 20 59,353 59,752 44,000 33,500 6,894,803 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 4 21 123 AGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAG AGGGAGTGTCTCTTGAACGT CCAACGGACTCCCTTCTGAG 21 28 160 20 282 20 58,294 59,752 39,900 33,500 1,953,609 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 28 243 CCTTATGTGACTCGCTGTCCAATATTGTCAGATGAC CCTTATGTGACTCGCTGTCCA CCAACGGACTCCCTTCTGAG 140 28 40 21 282 20 59,795 59,752 40,200 33,500 1,452,440 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 27 179 GTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACGTCACTAAGAAAGTATGACTTGCTGT CAACGGACTCCCTTCTGAGG 72 27 103 26 281 20 59,353 59,752 44,000 38,600 6,894,803 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 27 242 CCTTATGTGACTCGCTGTCCAATATTGTCAGATGAC CCTTATGTGACTCGCTGTCCA CAACGGACTCCCTTCTGAGG 140 27 40 21 281 20 59,795 59,752 40,200 38,600 1,452,440 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 27 243 TCCTTATGTGACTCGCTGTCCAATATTGTCAGATGA TCCTTATGTGACTCGCTGTCC CAACGGACTCCCTTCTGAGG 141 27 39 21 281 20 59,523 59,752 40,200 38,600 1,724,627 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 21 122 AGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAG AGGGAGTGTCTCTTGAACGT CAACGGACTCCCTTCTGAGG 21 27 160 20 281 20 58,294 59,752 39,900 38,600 1,953,609 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 17 232 CCTTATGTGACTCGCTGTCCAATATTGTCAGATGAC CCTTATGTGACTCGCTGTCCA CCTTCTGAGGGCTGTGACAA 140 17 40 21 271 20 59,795 59,602 40,200 31,800 1,602,645 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 12 227 CCTTATGTGACTCGCTGTCCAATATTGTCAGATGAC CCTTATGTGACTCGCTGTCCA TGAGGGCTGTGACAAACTCG 140 12 40 21 266 20 59,795 60,250 40,200 41,800 1,454,572 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:2798:48670 1 201 34 17 1 AC ACACACACACACACACACACACACACACACACAC NA 0 0 5 11 226 CCTTATGTGACTCGCTGTCCAATATTGTCAGATGAC CCTTATGTGACTCGCTGTCCA GAGGGCTGTGACAAACTCGT 140 11 40 21 265 20 59,795 60,250 40,200 41,800 1,454,615 B 283 TCCTCTTTGTCCAATCTTTTGACGTATATCCAGATATCTCCTTATGTGACTCGCTGTCCAATATTGTCAGATGACACTTCAGTGAAGCTTTACTACATTAAAGTCACTAAGAAAGTATGACTTGCTGTTGTTTAAAACATTTTAAAATGTTTAAAGTGAAGGGAGTGTCTCTTGAACGTTCAAtgtgtgtgAAAAGTCAGacacacacacacacacacacacacacacacacacCATAAGAAGCTACGAGTTTGTCACAGCCCTCAGAAGGGAGTCCGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 9 135 TTGGACTCACATTCGCTGGATTAACgagagagaTGGATTGGACTCACATTCGCTGGA TGACTGACAGACACACACGC 52 9 11 20 145 20 59,315 60,528 38,600 53,400 1,212,135 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 140 GGGATTTGGACTCACATTCGCTGGATTAACgagagagGGGATTTGGACTCACATTCGC TGACTGACAGACACACACGC 56 9 6 21 145 20 59,598 60,528 47,000 53,400 1,929,505 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 145 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgACTGTGGGATTTGGACTCACA TGACTGACAGACACACACGC 61 9 1 21 145 20 59,226 60,528 35,800 53,400 2,301,855 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 8 133 TGGACTCACATTCGCTGGATTAACgagagagaTGGAGTGGACTCACATTCGCTGGAT GACTGACAGACACACACGCA 51 8 12 20 144 20 59,095 60,528 34,100 52,400 1,432,250 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 8 134 TTGGACTCACATTCGCTGGATTAACgagagagaTGGATTGGACTCACATTCGCTGGA GACTGACAGACACACACGCA 52 8 11 20 144 20 59,315 60,528 38,600 52,400 1,212,135 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:5558:33164 1 83 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 8 144 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgACTGTGGGATTTGGACTCACA GACTGACAGACACACACGCA 61 8 1 21 144 20 59,226 60,528 35,800 52,400 2,301,855 F 266 ACTGTGGGATTTGGACTCACATTCGCTGGATTAACgagagagaTGGAGGGAAAGACCTAGATTCCCTCTGTATCCaaaaaTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACgtgtgtGCgtgtgtgtCTGTCAGTCAtgtgtgtgtgTTtgtgtgGTAtgtgtgTCTGTCTGTCgtgtgtgtgtgtgtGGTATGTGTAtgtgtgtgtgtgGTAtgtgtgtgtgTATGTGCGCACGCACgtgtgtgtgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 1 1 2 0 132 AGCGGTATATCGTTGGGAAGACAGTTATATGCTAA AGCGGTATATCGTTGGGAAGAC TGTAGTCACTGTTTGGCAACG 40 0 121 22 252 21 59,964 59,063 30,100 41,000 3,972,799 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 2 0 227 ACTGAGGGATGAACGTATGGATATGgagagagaGTGACTGAGGGATGAACGTATGGAT TGTAGTCACTGTTTGGCAACG 135 0 26 22 252 21 58,691 59,063 34,100 41,000 5,246,519 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 3 0 132 AGCGGTATATCGTTGGGAAGACAGTTATATGCTAA AGCGGTATATCGTTGGGAAGA TGTAGTCACTGTTTGGCAACG 41 0 121 21 252 21 58,687 59,063 28,700 41,000 4,250,540 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 3 0 226 ACTGAGGGATGAACGTATGGATATGgagagagaGTGACTGAGGGATGAACGTATGGA GTAGTCACTGTTTGGCAACG 136 0 26 21 251 20 58,253 57,337 34,100 41,000 5,410,456 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 3 0 227 ACTGAGGGATGAACGTATGGATATGgagagagaGTGACTGAGGGATGAACGTATGGA TGTAGTCACTGTTTGGCAACG 136 0 26 21 252 21 58,253 59,063 34,100 41,000 4,684,400 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 3 0 240 ACCATATTTAGATACTGAGGGATGAACGTATGGAT ACCATATTTAGATACTGAGGGATGAAC TGTAGTCACTGTTTGGCAACG 143 0 13 27 252 21 58,402 59,063 31,800 41,000 10,535,264 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 4 0 131 GCGGTATATCGTTGGGAAGACAGTTATATGCTAAG GCGGTATATCGTTGGGAAGACA TGTAGTCACTGTTTGGCAACG 39 0 122 22 252 21 60,224 59,063 34,100 41,000 4,161,099 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 4 0 240 ACCATATTTAGATACTGAGGGATGAACGTATGGAT ACCATATTTAGATACTGAGGGATGAA TGTAGTCACTGTTTGGCAACG 144 0 13 26 252 21 57,258 59,063 25,700 41,000 10,679,348 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 4 0 241 AACCATATTTAGATACTGAGGGATGAACGTATGGA AACCATATTTAGATACTGAGGGATGA TGTAGTCACTGTTTGGCAACG 145 0 12 26 252 21 57,258 59,063 29,200 41,000 10,679,348 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 6 0 145 AATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAATGGAGTGTCAAAGCGGTA TGTAGTCACTGTTTGGCAACG 55 0 108 20 252 21 57,149 59,063 40,200 41,000 4,788,486 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 6 0 145 AAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGAAAATGGAGTGTCAAAGCGGT GTAGTCACTGTTTGGCAACG 56 0 107 20 251 20 58,019 57,337 56,800 41,000 4,644,535 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

ST‐E00142:460:H2K7HCCXY:6:2224:7425:55737 1 183 49 17 1.5 AG GAGAGACAGAGAGGTAGAGAGAGAGAGAGAGAG NA 0 0 6 0 146 AAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGAAAATGGAGTGTCAAAGCGGT TGTAGTCACTGTTTGGCAACG 56 0 107 20 252 21 58,019 59,063 56,800 41,000 3,918,479 B 252 GTGACAGACAAAACCATATTTAGATACTGAGGGATGAACGTATGGATATGgagagagaGTGACTCAGCAATAGAAATTGAGTgagagaGGGAAATAGTGTGACACAAAATGGAGTGTCAAAGCGGTATATCGTTGGGAAGACAGTTATATGCTAAGGGGatatatAGAATCGGAGTCAGAGTgagagaCagagagGTagagagagagagagagagagagagagagagagagCGTTGCCAAACAGTGACTACA

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 1 1 4 58 212 TGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGATGCAGATGCGTTATCAAGAACT CCCAACCCATCTCACACTATCT 76 58 95 22 306 22 58,401 59,226 30,100 19,800 6,373,577 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 58 218 TCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTT TCTGTTTGCAGATGCGTTATCA CCCAACCCATCTCACACTATCT 82 58 89 22 306 22 58,666 59,226 21,500 19,800 6,108,039 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG
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cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 58 280 ttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTCAGATGGAGTCTATTACAACCA CCCAACCCATCTCACACTATCT 142 58 27 24 306 22 57,132 59,226 36,700 19,800 9,641,753 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 58 281 tttCAGATGGAGTCTATTACAACCATTTAATCTACAG TTTCAGATGGAGTCTATTACAACCA CCCAACCCATCTCACACTATCT 142 58 26 25 306 22 57,747 59,226 36,700 19,800 10,026,847 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 56 217 TCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTT TCTGTTTGCAGATGCGTTATCA CCAACCCATCTCACACTATCTCC 82 56 89 22 305 23 58,666 60,181 21,500 37,100 6,515,265 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 56 279 ttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTCAGATGGAGTCTATTACAACCA CCAACCCATCTCACACTATCTCC 142 56 27 24 305 23 57,132 60,181 36,700 37,100 10,048,980 F 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 22 157 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT CCAACCCATCTCACACTATCTCC 22 56 149 22 305 23 59,020 60,181 38,500 37,100 6,161,139 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 22 158 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT CCCAACCCATCTCACACTATCT 22 58 149 22 306 22 59,020 59,226 38,500 19,800 5,753,912 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 20 124 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT ACACTGTTACATTACCAGATGTATGC 22 20 149 22 272 26 59,020 59,461 38,500 31,400 9,518,420 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 19 122 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT ACTGTTACATTACCAGATGTATGCA 22 19 149 22 270 25 59,020 58,351 38,500 39,600 9,628,834 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 4 19 123 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT CACTGTTACATTACCAGATGTATGCA 22 19 149 22 271 26 59,020 59,462 38,500 39,600 9,518,059 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1021_4 4 193 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_193_226 0 0 5 22 158 ACCCTGTACAATGAACTGGAGTAATTCTGTTGATACACCCTGTACAATGAACTGGAGT CCCAACCCATCTCACACTATCTC 22 57 149 22 306 23 59,020 60,181 38,500 27,500 6,161,139 A 306 AATTTCAAGACAAAAGTGTAAGGtttttCAGATGGAGTCTATTACAACCATTTAATCTACAGATTATACATATTGCTGGAAGAGAAAATCTGTTTGCAGATGCGTTATCAAGAACTTGAAGCTTAACAGAAAATTGGAGAtttttAAAACCCTGTACAATGAACTGGAGTAATTCTGTTGATACCAAGGACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATAACATAGTTATGTTAATGCATACATCTGGTAATGTAACAGTGTAGTAAGTATAGGAGATAGTGTGAGATGGGTTGGG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 3 34 192 TCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTCCTTTCCATAATTGCTGAAGGA CCTAACAGGTCATTCTTTGTTTCA 77 34 29 23 220 24 57,808 57,367 33,600 26,900 11,825,227 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 3 34 193 CTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTCCTTTCCATAATTGCTGAAGGA CCTAACAGGTCATTCTTTGTTTCA 77 34 28 24 220 24 58,804 57,367 33,600 26,900 11,829,439 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 3 34 194 TCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTTCTCCTTTCCATAATTGCTGAAGGA CCTAACAGGTCATTCTTTGTTTCA 77 34 27 25 220 24 60,045 57,367 33,600 26,900 11,678,419 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 2 147 ATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCATTGCTGAAGGAACTGGGCA TGGGAGAGGAACAGATAAGGTT 69 2 40 20 186 22 59,887 58,197 53,600 35,000 3,916,335 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 3 126 GTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAGTCCTGGAATAAGCTGGGCC TGGGAGAGGAACAGATAAGGT 48 3 61 20 186 21 60,466 57,508 58,000 35,000 3,958,138 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 3 127 GGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAGGTCCTGGAATAAGCTGGGC TGGGAGAGGAACAGATAAGGT 49 3 60 20 186 21 60,466 57,508 53,600 35,000 3,958,138 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 3 135 ACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTG ACTGGGCAGGTCCTGGAATA TGGGAGAGGAACAGATAAGGT 57 3 52 20 186 21 60,253 57,508 17,500 35,000 3,744,926 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 5 3 147 ATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCATTGCTGAAGGAACTGGGCA TGGGAGAGGAACAGATAAGGT 69 3 40 20 186 21 59,887 57,508 53,600 35,000 3,604,761 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 6 3 143 CTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCTGAAGGAACTGGGCAGGTC TGGGAGAGGAACAGATAAGGT 65 3 44 20 186 21 60,322 57,508 38,500 35,000 3,813,774 A 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 4 190 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAAGTTCTGATGTCAGTTCCCTCTC TGTTTGGGAGAGGAACAGATAAGG 105 4 1 23 190 24 59,486 60,019 32,000 26,900 7,532,837 F 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 4 190 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAAGTTCTGATGTCAGTTCCCTC TGTTTGGGAGAGGAACAGATAAGG 107 4 1 21 190 24 57,029 60,019 43,000 26,900 7,990,567 F 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1024_2 2 129 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 4 190 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAAGTTCTGATGTCAGTTCCCTCT TGTTTGGGAGAGGAACAGATAAGG 106 4 1 22 190 24 58,484 60,019 36,900 26,900 7,534,883 F 222 AGTTCTGATGTCAGTTCCctctctGATCTCCTTTCCATAATTGCTGAAGGAACTGGGCAGGTCCTGGAATAAGCTGGGCCCCTCTGTTCTTGCCAAAAGGGGATTGGTTTTATGTTCTTTCGGTGGAGctctctctctctctctctctctctctctctctctCAAACCTTATCTGTTCCTCTCCCAAACAATAAAATGAAACAAAGAATGACCTGTTAGGTG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 1 1 3 4 155 TCTCCAATAATAAAGACCGGCAGTTAATtatatatatatTCTCCAATAATAAAGACCGGCAGT AACTTGGCGCTGGTACACAA 4 54 67 24 221 20 59,837 60,465 44,000 33,300 4,628,193 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 3 4 156 TCTCCAATAATAAAGACCGGCAGTTAATtatatatatatTCTCCAATAATAAAGACCGGCAGT TAACTTGGCGCTGGTACACA 4 55 67 24 222 20 59,837 59,607 44,000 37,200 4,556,906 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 4 4 132 TCCAATAATAAAGACCGGCAGTTAATtatatatatatat TCCAATAATAAAGACCGGCAGT GGGTGATAGTGGCCCAATGT 4 33 69 22 200 20 57,503 59,741 44,000 27,100 4,756,065 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 4 4 133 CTCCAATAATAAAGACCGGCAGTTAATtatatatatataCTCCAATAATAAAGACCGGCAGT GGGTGATAGTGGCCCAATGT 4 33 68 23 200 20 58,548 59,741 44,000 27,100 4,710,674 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 4 4 134 TCTCCAATAATAAAGACCGGCAGTTAATtatatatatatTCTCCAATAATAAAGACCGGCAGT GGGTGATAGTGGCCCAATGT 4 33 67 24 200 20 59,837 59,741 44,000 27,100 4,422,232 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 4 4 161 TCTCCAATAATAAAGACCGGCAGTTAATtatatatatatTCTCCAATAATAAAGACCGGCAGT ATCAGTAACTTGGCGCTGGT 4 60 67 24 227 20 59,837 59,675 44,000 40,000 4,488,401 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 5 57 213 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA ATCAGTAACTTGGCGCTGGT 57 60 15 23 227 20 58,412 59,675 34,900 40,000 4,912,834 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 5 57 240 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA GGGCTGCATAATTCATTTATCTGGG 57 82 15 23 254 25 58,412 60,337 34,900 44,500 9,924,900 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 5 57 241 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA AGGGCTGCATAATTCATTTATCTGG 57 83 15 23 255 25 58,412 59,521 34,900 38,600 10,067,266 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 5 55 208 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA TAACTTGGCGCTGGTACACA 57 55 15 23 222 20 58,412 59,607 34,900 37,200 4,981,339 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 5 54 207 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA AACTTGGCGCTGGTACACAA 57 54 15 23 221 20 58,412 60,465 34,900 33,300 5,052,626 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1047_2 2 95 53 17 2 AT TATATATATATATATATATATATATATATATATACAT NO 0 0 6 57 244 TGTGATCCAACATTCACATAGCATAATATAAACAGT TGTGATCCAACATTCACATAGCA CAGAGGGCTGCATAATTCATTT 57 89 15 23 258 22 58,412 57,068 34,900 23,200 9,519,552 D 267 AGTGAAAGATACAGTGTGATCCAACATTCACATAGCATAATATAAACAGTGCAGATGAAATACATTTCTCCAATAATAAAGACCGGCAGTTAATtatatatatatatatatatatatatatatatataCATacacacacacacacacTGGCACAGTCACCTGCAATCTGATCATGATATAACATTGGGCCACTATCACCCCTTGTGTACCAGCGCCAAGTTACTGATTCCCCAGATAAATGAATTATGCAGCCCTCTGCTTCGAATG

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 1 1 10 45 208 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TTGGACTCTGGATTGCTGCA 81 45 26 20 233 20 59,686 59,599 42,600 44,100 0.715028 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 10 44 207 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TGGACTCTGGATTGCTGCAT 81 44 26 20 232 20 59,686 59,378 42,600 39,600 0.935808 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 10 44 208 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TTGGACTCTGGATTGCTGCAT 81 44 26 20 233 21 59,686 59,995 42,600 39,600 1,318,769 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 14 25 151 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT TGGACTCTGGATTGCTGCAT 25 44 82 20 232 20 59,226 59,378 31,600 39,600 1,395,781 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 14 25 152 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT TTGGACTCTGGATTGCTGCAT 25 44 82 20 233 21 59,226 59,995 31,600 39,600 1,778,741 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 14 25 152 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT TTGGACTCTGGATTGCTGCA 25 45 82 20 233 20 59,226 59,599 31,600 44,100 1,175,001 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 14.75 3 112 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT CGTCCTCTATTTGCACAGTGGA 25 3 82 20 193 22 59,226 60,354 31,600 40,200 3,127,348 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 15 71 241 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TTCTCTAATTCACTAATTGCATTCCTC 81 71 26 20 266 27 59,686 57,886 42,600 37,100 9,427,510 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 15.75 4 112 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT CGTCCTCTATTTGCACAGTGG 25 4 82 20 193 21 59,226 58,997 31,600 40,000 2,776,231 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 16 71 240 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TCTCTAATTCACTAATTGCATTCCTC 81 71 26 20 265 26 59,686 57,331 42,600 37,100 8,982,182 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 16.75 4 113 AGACAACCCAGTCTGCCAATAGAGAAGGAATGTTA AGACAACCCAGTCTGCCAAT TCGTCCTCTATTTGCACAGTGG 25 4 82 20 194 22 59,226 60,354 31,600 40,000 3,127,348 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 17 70 240 CGATagagagCCCAGTCTGCAAATAGAGGANGAATGCGATAGAGAGCCCAGTCTGC TCTCTAATTCACTAATTGCATTCCTCC 81 70 26 20 265 27 59,686 59,283 42,600 43,000 8,030,670 F 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 17 35 193 CGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATCGTTTAAAGATAGATTAGACAACCCA TTCACTAATTGCATTCCTCCTCT 35 67 66 26 258 23 57,288 57,558 45,100 36,900 14,154,003 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 17 35 194 TCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATCGTTTAAAGATAGATTAGACAACCCA TTCACTAATTGCATTCCTCCTCT 35 67 65 27 258 23 58,466 57,558 45,100 36,900 13,975,375 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1048_5 5 127 42 17 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_127_160 0 0 17 34 193 CGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATCGTTTAAAGATAGATTAGACAACCCAG TTCACTAATTGCATTCCTCCTCT 34 67 66 27 258 23 58,182 57,558 44,500 36,900 14,259,775 B 266 AGAgggggTATCTAATAAATCAATTCGATagagagCCCAGTCTGCAAATAGAGGANGAATGTANTCGTTTAAAGATAGATTAGACAACCCAGTCTGCCAATAGAGAAGGAATGTTANTAATAAATTagagagagagagagagagagagagagagagagagANagagagCAATCCACTGTGCAAATAGAGGACGAATGTAATTAATGAATTAGATGCAGCAATCCAGAGTCCAAATAGAGGAGGAATGCAATTAGTGAATTAGAGAA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 1 1 4 40 202 TCCCAATTGCAGTAATTCAGCAAATTCCACCATAGC TCCCAATTGCAGTAATTCAGCA CCCTTCTCCAGTCTCTTCCT 40 86 8 22 209 20 58,571 57,754 44,100 33,600 5,675,583 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 40 252 TCCCAATTGCAGTAATTCAGCAAATTCCACCATAGC TCCCAATTGCAGTAATTCAGCA CCTGTCCCACTGAATTTATTTCTTCC 40 130 8 22 259 26 58,571 60,128 44,100 34,600 9,557,111 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 40 253 TCCCAATTGCAGTAATTCAGCAAATTCCACCATAGC TCCCAATTGCAGTAATTCAGCA TCCTGTCCCACTGAATTTATTTCT 40 133 8 22 260 24 58,571 57,860 44,100 25,200 9,569,170 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 25 186 TCAGCAAATTCCACCATAGCATGGACTTTCCTGTCC TCAGCAAATTCCACCATAGCA CCCTTCTCCAGTCTCTTCCT 25 86 24 21 209 20 57,915 57,754 34,900 33,600 5,330,628 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 25 187 TTCAGCAAATTCCACCATAGCATGGACTTTCCTGTC TTCAGCAAATTCCACCATAGCA CCCTTCTCCAGTCTCTTCCT 25 86 23 22 209 20 58,571 57,754 34,900 33,600 5,675,583 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 1 162 ACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgt ACTTTCCTGTCCTTGTGTGCA CCCTTCTCCAGTCTCTTCCT 1 86 48 21 209 20 60,065 57,754 45,700 33,600 3,310,850 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 4 0 161 CTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtg CTTTCCTGTCCTTGTGTGCAC CCCTTCTCCAGTCTCTTCCT 0 86 49 21 209 20 59,665 57,754 45,700 33,600 3,580,960 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 Apr‐25 0 160 TTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCTGTCCTTGTGTGCAC CCCTTCTCCAGTCTCTTCCT 0 86 50 20 209 20 58,611 57,754 45,700 33,600 3,634,638 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 5 40 201 CCCAATTGCAGTAATTCAGCAAATTCCACCATAGCA CCCAATTGCAGTAATTCAGCA CCCTTCTCCAGTCTCTTCCT 40 86 9 21 209 20 57,127 57,754 44,100 33,600 6,118,602 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 5 40 203 TTCCCAATTGCAGTAATTCAGCAAATTCCACCATAG TTCCCAATTGCAGTAATTCAGCA CCCTTCTCCAGTCTCTTCCT 40 86 7 23 209 20 59,169 57,754 44,100 33,600 6,077,424 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 5 40 253 TTCCCAATTGCAGTAATTCAGCAAATTCCACCATAG TTCCCAATTGCAGTAATTCAGCA CCTGTCCCACTGAATTTATTTCTTCC 40 130 7 23 259 26 59,169 60,128 44,100 34,600 9,958,951 F 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1123_4 4 70 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_70_103 0 0 5 23 186 TCAGCAAATTCCACCATAGCATGGACTTTCCTGTCC TCAGCAAATTCCACCATAGCATG CCCTTCTCCAGTCTCTTCCT 23 86 24 23 209 20 59,618 57,754 40,600 33,600 5,628,318 B 260 GAGATTTTCCCAATTGCAGTAATTCAGCAAATTCCACCATAGCATGGACTTTCCTGTCCTtgtgtgCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTNNctctctATATGTACATACTAACAAAATAAGATATAAATAGAAAATGTAACACTAAGGCATCAAAAGAGTCACGGATGTAAGTAGGAAGAGACTGGAGAAGGGGAGaaaaaaaaTAGAGTCAAGATAGGAAGAAATAAATTCAGTGGGACAGGA

cons_gr1139_2 2 48 173 17 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTCAGGGGAGGGNO 1 1 17‐May 0 216 GGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgtgt GGGAAGGGTTGATTACTGCA ACACTGTAATCAACCCTCTCCC 0 1 28 20 243 22 57,493 59,428 44,100 43,000 5,079,511 G 247 TGGGTTGATTACAgtgtgtgtgtgtTAGGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgTCAGGGGAGGGTTGATTTCAgtgtgtgtgtgtgtgtgtgtGCGTNGGGGNGGGTTGATTACAgtgtgtgtgtgtGGAGAGGGTTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAAGGGTTGCTTACGgtgtgtgtgtgtGGGGAGAGGGTTGATTACAgtgtgtgt

cons_gr1139_2 2 48 173 17 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTCAGGGGAGGGNO 0 0 17‐May 0 217 AGGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgt AGGGAAGGGTTGATTACTGCA ACACTGTAATCAACCCTCTCCC 0 1 27 21 243 22 59,007 59,428 44,100 43,000 4,564,661 G 247 TGGGTTGATTACAgtgtgtgtgtgtTAGGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgTCAGGGGAGGGTTGATTTCAgtgtgtgtgtgtgtgtgtgtGCGTNGGGGNGGGTTGATTACAgtgtgtgtgtgtGGAGAGGGTTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAAGGGTTGCTTACGgtgtgtgtgtgtGGGGAGAGGGTTGATTACAgtgtgtgt

cons_gr1139_2 2 48 173 17 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTCAGGGGAGGGNO 0 0 19.75 0 219 AGGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgt AGGGAAGGGTTGATTACTGCA ACACACTGTAATCAACCCTCTCC 0 2 27 21 245 23 59,007 59,992 44,100 37,100 5,000,605 G 247 TGGGTTGATTACAgtgtgtgtgtgtTAGGGAAGGGTTGATTACTGCAtgtgtgtgtgtgtgtgtgtgtgtgTCAGGGGAGGGTTGATTTCAgtgtgtgtgtgtgtgtgtgtGCGTNGGGGNGGGTTGATTACAgtgtgtgtgtgtGGAGAGGGTTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAAGGGTTGCTTACGgtgtgtgtgtgtGGGGAGAGGGTTGATTACAgtgtgtgt

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 1 1 3 38 172 GAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAGAAATGCAGCTGCCATAATCA TGGTTCTTTCTTGGTTGCTGC 58 38 2 21 173 21 57,279 59,591 25,700 52,500 5,129,652 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 38 173 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAGAAATGCAGCTGCCATAATCA TGGTTCTTTCTTGGTTGCTGC 58 38 1 22 173 21 58,707 59,591 25,700 52,500 4,702,039 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 37 172 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAGAAATGCAGCTGCCATAATCA GGTTCTTTCTTGGTTGCTGCT 58 37 1 22 172 21 58,707 59,317 25,700 42,400 4,976,722 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 6 18 135 AACAATCACAATGAAACAGTACCAAATTCaaaaaTAAAACAATCACAATGAAACAGTACCA TGGTTCTTTCTTGGTTGCTGC 18 38 39 24 173 21 57,293 59,591 32,500 52,500 8,116,142 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 17 133 ACAATCACAATGAAACAGTACCAAATTCaaaaaTAA ACAATCACAATGAAACAGTACCAA GGTTCTTTCTTGGTTGCTGCT 17 37 40 24 172 21 57,293 59,317 36,700 42,400 8,390,825 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1164_2 2 81 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 17 134 ACAATCACAATGAAACAGTACCAAATTCaaaaaTAA ACAATCACAATGAAACAGTACCAA TGGTTCTTTCTTGGTTGCTGC 17 38 40 24 173 21 57,293 59,591 36,700 52,500 8,116,142 F 211 AGAAATGCAGCTGCCATAATCATTTAGaaaaaTTACAAAACAATCACAATGAAACAGTACCAAATTCaaaaaTAAGACGTcacacacacacacacacacacacacacacacacaATGAGTATAGTGAAATTGGATCAAAATGATTGAAATGAGCAGCAACCAAGAAAGAACCAAATCACTTACAGaaaaaTGGTCAGCAAAACCCAACCCA

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 5 17 179 CATTATGAACACAACATAAAGATTcccccTTGTCTGT CATTATGAACACAACATAAAGATTCCC ACAGCGTGATTAGCCATGGT 17 81 12 27 190 20 57,480 59,747 39,700 35,500 9,773,248 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 28 138 TGTATTAGTGACATTATGAACACAACATAAAGATTc TGTATTAGTGACATTATGAACACAACA GAATGGCCTACTCCTGCTCC 28 29 1 27 138 20 57,504 59,892 33,300 47,000 9,603,215 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 28 190 TGTATTAGTGACATTATGAACACAACATAAAGATTc TGTATTAGTGACATTATGAACACAACA ACAGCGTGATTAGCCATGGT 28 81 1 27 190 20 57,504 59,747 33,300 35,500 9,748,615 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 28 239 TGTATTAGTGACATTATGAACACAACATAAAGATTc TGTATTAGTGACATTATGAACACAACA GGGAGTCAAGGGTTATCGGG 28 130 1 27 239 20 57,504 59,531 33,300 51,400 9,964,219 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 28 240 TGTATTAGTGACATTATGAACACAACATAAAGATTc TGTATTAGTGACATTATGAACACAACA AGGGAGTCAAGGGTTATCGG 28 131 1 27 240 20 57,504 58,503 33,300 41,800 10,992,733 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 28 240 TGTATTAGTGACATTATGAACACAACATAAAGATTc TGTATTAGTGACATTATGAACACAACA AGGGAGTCAAGGGTTATCGGG 28 130 1 27 240 21 57,504 60,970 33,300 51,400 11,465,798 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 22 131 AGTGACATTATGAACACAACATAAAGATTcccccTTGAGTGACATTATGAACACAACATAAAGA AATGGCCTACTCCTGCTCCT 22 28 7 27 137 20 57,716 60,327 25,200 36,900 9,610,767 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 22 132 AGTGACATTATGAACACAACATAAAGATTcccccTTGAGTGACATTATGAACACAACATAAAGA GAATGGCCTACTCCTGCTCC 22 29 7 27 138 20 57,716 59,892 25,200 47,000 9,391,411 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 22 146 AGTGACATTATGAACACAACATAAAGATTcccccTTGAGTGACATTATGAACACAACATAAAGA AGGCTCAAAGGGCTGAATGG 22 43 7 27 152 20 57,716 60,324 25,200 31,600 9,607,859 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 22 184 AGTGACATTATGAACACAACATAAAGATTcccccTTGAGTGACATTATGAACACAACATAAAGA ACAGCGTGATTAGCCATGGT 22 81 7 27 190 20 57,716 59,747 25,200 35,500 9,536,812 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr1180_2 2 56 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 9 22 233 AGTGACATTATGAACACAACATAAAGATTcccccTTGAGTGACATTATGAACACAACATAAAGA GGGAGTCAAGGGTTATCGGG 22 130 7 27 239 20 57,716 59,531 25,200 51,400 9,752,416 F 240 TGTATTAGTGACATTATGAACACAACATAAAGATTcccccTTGTCTGTGCGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCAACATTATAAGAACATAAGAAATAGGAGCAGGAGTAGGCCATTCAGCCCTTTGAGCCTGCTCCGCCATTCAATAAGACCATGGCTAATCACGCTGTGACTCTAAATCTACTTTCCTGTCTGcccccccGATAACCCTTGACTCCCT

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 1 1 12 1 176 TAGGGAGGAGAAGGAGGTGGGgagagagagaGGTA TAGGGAGGAGAAGGAGGTGG CTCTGTACCTCTCACGCCTG 1 8 22 20 197 20 59,363 59,546 46,100 48,500 1,090,988 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 0 0 12 1 177 TAGGGAGGAGAAGGAGGTGGGgagagagagaGGTA TAGGGAGGAGAAGGAGGTGG ACTCTGTACCTCTCACGCCT 1 9 22 20 198 20 59,363 59,962 46,100 55,200 0.675650 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 0 0 12 1 178 TAGGGAGGAGAAGGAGGTGGGgagagagagaGGTA TAGGGAGGAGAAGGAGGTGG CACTCTGTACCTCTCACGCC 1 10 22 20 199 20 59,363 59,829 46,100 56,800 0.808650 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 0 0 13 10 190 GGGAGACAGATAGGGAGGAGAAGGAGGTGGGga GGGAGACAGATAGGGAGGAGA CTCACTCTGTACCTCTCACGC 10 11 12 21 201 21 59,216 59,868 37,100 53,400 2,915,483 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 0 0 14 11 190 GGGAGACAGATAGGGAGGAGAAGGAGGTGGGga GGGAGACAGATAGGGAGGAG CTCACTCTGTACCTCTCACGC 11 11 12 20 201 21 57,697 59,868 36,900 53,400 3,434,092 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr126_2 2 43 127 17 4 AG GAGAGAGAGAGGTAGGAGGACGAGGGGAGAGAGGA_136_169 0 0 14 9 190 GGGAGACAGATAGGGAGGAGAAGGAGGTGGGga GGGAGACAGATAGGGAGGAGAA CTCACTCTGTACCTCTCACGC 9 11 12 22 201 21 59,822 59,868 28,700 53,400 3,309,610 G 205 AGAGGGAGGAGGGGAGACAGATAGGGAGGAGAAGGAGGTGGGgagagagagaGGTAGGAGGACGAGGGgagagagagagagaGggaggaggaggaGCAGGAGGAagagagagagagagagGGAGGNGGAgggggggagagagagagagagagagagagagagagagagaNNNNNNNNCAGGCGTGAGAGGTACAGAGTGAGACAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 1 1 Nov‐75 10 196 gagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagag GAGAAAGAAAGAGCGAGAGGC TGTCCTTCTCTCTCCCTCTGT 10 76 30 21 225 21 58,733 59,286 47,000 34,100 3,981,073 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 10 179 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC TGTCACTCTGTGTCATGCCT 10 59 29 22 207 20 60,094 58,949 47,000 47,500 3,145,242 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 10 180 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC CTGTCACTCTGTGTCATGCCT 10 59 29 22 208 21 60,094 59,998 47,000 47,500 3,095,981 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 10 181 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC TCTGTCACTCTGTGTCATGCC 10 60 29 22 209 21 60,094 59,999 47,000 44,000 3,095,528 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 10 197 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC TGTCCTTCTCTCTCCCTCTGT 10 76 29 22 225 21 60,094 59,286 47,000 34,100 3,807,881 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 9 134 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC GCTCTCTTTAACTCAGTTTCCAACC 10 9 29 22 162 25 60,094 60,049 47,000 37,700 7,143,571 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 6 130 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC TCTTTAACTCAGTTTCCAACCCAC 10 6 29 22 158 24 60,094 59,115 47,000 46,100 6,979,559 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 Dec‐75 6 131 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC CTCTTTAACTCAGTTTCCAACCCAC 10 6 29 22 159 25 60,094 59,991 47,000 46,100 7,102,946 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr18_2 2 61 68 17 1.5 AG AGAGAGGAGAGAGTGAGAGAGAGAGAGAGAGAGGA_111_128 0 0 13 10 195 agagAAAGAAAGAGCGAGAGGCTGAAAGGCCTaga AGAGAAAGAAAGAGCGAGAGGC TCCTTCTCTCTCCCTCTGTCA 10 74 29 22 223 21 60,094 59,004 47,000 35,800 4,090,525 F 230 agagagagagagagagagagagATGTagagagAAAGAAAGAGCGAGAGGCTGAAAGGCCTagagaggagagaGTgagagagagagagagagagagagagagagagagaGNgagagagagagagagagaGNGNNNGTGGGTTGGAAACTGAGTTAAagagagCNNGAAGTTTTATGACAGTgagagaAAGGCATGACACAGAGTGACAGAGGgagagagaAGGACAGAAAG

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 1 1 3 31 140 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC CAACAACTTCCCAGTCCACCT 31 34 39 20 178 21 59,755 60,134 44,000 40,000 1,378,513 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 3 31 141 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC TCAACAACTTCCCAGTCCACC 31 35 39 20 179 21 59,755 60,134 44,000 46,100 1,378,636 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 3 31 192 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC ACAAATCCCTTTGCAGCTTTAAG 31 84 39 20 230 23 59,755 58,113 44,000 18,500 5,131,301 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 3 31 192 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC ACAAATCCCTTTGCAGCTTTAAGA 31 83 39 20 230 24 59,755 59,411 44,000 21,000 4,833,250 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 3 27 133 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC TTCCCAGTCCACCTTAACTGC 31 27 39 20 171 21 59,755 59,927 44,000 44,000 1,318,005 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 53 290 TGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATC TGGGTTATGCTGTTAAGAAAGTCA CCTTGAACCTGGTCTCTTGACT 53 157 13 24 302 22 58,374 59,630 34,100 34,100 7,996,332 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 31 140 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC CAACAACTTCCCAGTCCACC 31 35 39 20 178 20 59,755 58,681 44,000 46,100 1,563,298 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 31 190 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC AAATCCCTTTGCAGCTTTAAGACT 31 81 39 20 228 24 59,755 59,165 44,000 32,400 5,079,777 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 31 257 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC CCTGGTCTCTTGACTCTCAACA 31 150 39 20 295 22 59,755 59,370 44,000 33,300 2,874,820 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 31 264 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC CCTTGAACCTGGTCTCTTGACT 31 157 39 20 302 22 59,755 59,630 44,000 34,100 2,614,911 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 27 132 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC TCCCAGTCCACCTTAACTGC 31 27 39 20 170 20 59,755 59,309 44,000 44,000 0.935483 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 4 26 131 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC CCCAGTCCACCTTAACTGCT 31 26 39 20 169 20 59,755 59,307 44,000 42,400 0.937770 A 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 5 53 291 TGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATC TGGGTTATGCTGTTAAGAAAGTCA TCCTTGAACCTGGTCTCTTGAC 53 158 13 24 303 22 58,374 59,631 34,100 31,800 7,995,017 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 5 31 265 GTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTA GTTGGCATCCCTTTCAGTGC TCCTTGAACCTGGTCTCTTGAC 31 158 39 20 303 22 59,755 59,631 44,000 31,800 2,613,597 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr223_3 3 90 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_90_123 0 0 6 53 291 TGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATC TGGGTTATGCTGTTAAGAAAGTCA TCCTTGAACCTGGTCTCTTGA 53 159 13 24 303 21 58,374 58,310 34,100 30,200 8,315,800 F 308 ATTCATGAATTTTGGGTTATGCTGTTAAGAAAGTCAAAGTTGGCATCCCTTTCAGTGCCAAATACTGTAACGTAGCCTTAAGAAAGAAAagagagagagagagagagagagagagagagagagAATTCAGCTGTGAAATGTGTAGTTTCAGCAGTTAAGGTGGACTGGGAAGTTGTTGATTGaaaaaGAATTCACTAGAGTTGAAGTCTTAAAGCTGCAAAGGGATTTGtatataTGTTAGAGTTAAGTTTGTTAAGCTAAAATCTTGANGGATGTTGAGAGTCAAGAGACCAGGTTCAAGGAACCAA

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 1 1 4 56 213 TGCATACTCCCGATGGATGCTTCCTGCATGCTTCAT TGCATACTCCCGATGGATGC GGCTCCTTACCGCCTAGATT 56 58 152 20 364 20 59,965 58,951 39,100 24,000 1,084,719 G 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 56 214 TGCATACTCCCGATGGATGCTTCCTGCATGCTTCAT TGCATACTCCCGATGGATGC CGGCTCCTTACCGCCTAGAT 56 59 152 20 365 20 59,965 61,180 39,100 19,800 1,215,131 G 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 120 TGGCGTCCATGATAACTCCAACAGAAGCCTATGTAt TGGCGTCCATGATAACTCCA CTGGAGCCCAAGGTGCATAT 15 6 193 20 312 20 58,800 59,816 38,600 17,800 1,384,067 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 120 TGGCGTCCATGATAACTCCAACAGAAGCCTATGTAt TGGCGTCCATGATAACTCCAA CTGGAGCCCAAGGTGCATAT 14 6 193 21 312 20 59,443 59,816 35,300 17,800 1,741,823 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 121 ATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAATGGCGTCCATGATAACTCCA CTGGAGCCCAAGGTGCATAT 15 6 192 21 312 20 59,232 59,816 38,600 17,800 1,952,727 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 160 GCATACTCCCGATGGATGCTTCCTGCATGCTTCATC GCATACTCCCGATGGATGCT CTGGAGCCCAAGGTGCATAT 55 6 153 20 312 20 59,677 59,816 37,900 17,800 0.507426 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 161 TGCATACTCCCGATGGATGCTTCCTGCATGCTTCAT TGCATACTCCCGATGGATGC CTGGAGCCCAAGGTGCATAT 56 6 152 20 312 20 59,965 59,816 39,100 17,800 0.219768 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 206 CACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCACAGTGCTGGCGACAAA CTGGAGCCCAAGGTGCATAT 103 6 107 18 312 20 58,580 59,816 28,300 17,800 3,604,279 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 207 GCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCACAGTGCTGGCGACAA CTGGAGCCCAAGGTGCATAT 104 6 106 18 312 20 61,279 59,816 31,800 17,800 3,463,567 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 207 GCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCACAGTGCTGGCGACAAA CTGGAGCCCAAGGTGCATAT 103 6 106 19 312 20 61,834 59,816 28,300 17,800 3,017,984 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 284 GGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGT GGTGCTTCCTGCTGTTGAAC CTGGAGCCCAAGGTGCATAT 179 6 29 20 312 20 59,688 59,816 31,800 17,800 0.496554 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 4 6 285 GGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGGGGTGCTTCCTGCTGTTGAA CTGGAGCCCAAGGTGCATAT 180 6 28 20 312 20 60,823 59,816 26,900 17,800 1,007,807 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 5 13 290 GGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGT GGTGCTTCCTGCTGTTGAAC TCCAAACTGGAGCCCAAGG 179 13 29 20 318 19 59,688 59,540 31,800 36,100 1,772,358 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 5 6 253 TATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGT TATGTGCGCTTAAGGGAGGG CTGGAGCCCAAGGTGCATAT 148 6 60 20 312 20 59,532 59,816 43,000 17,800 0.652677 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 6 50 207 CTCCCGATGGATGCTTCCTGCATGCTTCATCAAAAT CTCCCGATGGATGCTTCCTG GGCTCCTTACCGCCTAGATT 50 58 158 20 364 20 60,250 58,951 38,600 24,000 1,299,611 G 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 6 12 290 GGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGT GGTGCTTCCTGCTGTTGAAC TCCAAACTGGAGCCCAAGGT 179 12 29 20 318 20 59,688 61,360 31,800 35,000 1,672,495 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 6 6 155 CTCCCGATGGATGCTTCCTGCATGCTTCATCAAAAT CTCCCGATGGATGCTTCCTG CTGGAGCCCAAGGTGCATAT 50 6 158 20 312 20 60,250 59,816 38,600 17,800 0.434661 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr229_2 2 228 59 17 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGN TG_228_261 0 0 7 12 290 GGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGGGGTGCTTCCTGCTGTTGAA CCAAACTGGAGCCCAAGGT 180 12 28 20 317 19 60,823 59,846 26,900 35,000 1,977,112 D 368 GGGGTGGGTGGTGGGATGGCAGAGGTGGGGTGCTTCCTGCTGTTGAACATATGTTCAGCTATGTGCGCTTAAGGGAGGGCATTAGCTGCAGCGTTGAGCTCCAAAGCACAGTGCTGGCGACAAAACAGTNTGGCACAATCGCTCACGTTTCTGCATACTCCCGATGGATGCTTCCTGCATGCTTCATCAAAATGGCGTCCATGATAACTCCAACAGAAGCCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGNGNGNGNGNGTgcgcgcgcgcgcCTGTCTATATGCACCTTGGGCTCCAGTTTGGAGATAAAACAGCACTCCTAATGCCaaaaaTCTAGGCGGTAAGGAGCCGAAT

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 1 1 Feb‐75 55 242 GTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCGTCGAGGCCTCACAATCCC CAGGTCGTGAAATTCTGCCC 114 55 17 19 258 20 60,153 59,195 38,500 53,600 1,958,338 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 3‐May 55 195 ACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAACAAGCACCTACCAAACCCA CAGGTCGTGAAATTCTGCCC 66 55 64 20 258 20 59,446 59,195 45,100 53,600 1,358,808 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 4 55 185 ACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAA ACCAAACCCACAGCCTCAAC CAGGTCGTGAAATTCTGCCC 56 55 74 20 258 20 60,755 59,195 31,800 53,600 1,560,316 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 4 55 240 CGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTA CGAGGCCTCACAATCCCAAA CAGGTCGTGAAATTCTGCCC 111 55 19 20 258 20 60,322 59,195 32,800 53,600 1,127,445 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 4 55 241 CGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTA CGAGGCCTCACAATCCCAAA TCAGGTCGTGAAATTCTGCCC 111 55 19 20 259 21 60,322 60,611 32,800 53,600 1,933,080 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 Apr‐75 55 192 AGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGAGCACCTACCAAACCCACAG CAGGTCGTGAAATTCTGCCC 63 55 67 20 258 20 59,890 59,195 36,600 53,600 0.915475 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 Apr‐75 55 193 AAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAAAGCACCTACCAAACCCACA CAGGTCGTGAAATTCTGCCC 64 55 66 20 258 20 59,446 59,195 41,700 53,600 1,358,808 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 6 55 187 CTACCAAACCCACAGCCTCAAcccccGAAAAGGGGC CTACCAAACCCACAGCCTCA CAGGTCGTGAAATTCTGCCC 58 55 72 20 258 20 59,600 59,195 38,600 53,600 1,205,202 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 6 55 188 CCTACCAAACCCACAGCCTCAAcccccGAAAAGGGG CCTACCAAACCCACAGCCTC CAGGTCGTGAAATTCTGCCC 59 55 71 20 258 20 60,323 59,195 47,000 53,600 1,127,535 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 6 8 138 CTACCAAACCCACAGCCTCAAcccccGAAAAGGGGC CTACCAAACCCACAGCCTCA TGCGTTTCCGAGCTGCAA 58 8 72 20 209 18 59,600 60,590 38,600 40,800 2,990,504 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 6 8 139 CCTACCAAACCCACAGCCTCAAcccccGAAAAGGGG CCTACCAAACCCACAGCCTC TGCGTTTCCGAGCTGCAA 59 8 71 20 209 18 60,323 60,590 47,000 40,800 2,912,837 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr240_2 2 150 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_150_183 0 0 6 8 139 CTACCAAACCCACAGCCTCAAcccccGAAAAGGGGC CTACCAAACCCACAGCCTCA GTGCGTTTCCGAGCTGCAA 58 8 72 20 210 19 59,600 61,892 38,600 40,800 3,292,547 F 265 TCATGTTTACATCCCCGTCGAGGCCTCACAATCCCAAAACATTCTCCGGTCCTACAGTCCNGAACAAGCACCTACCAAACCCACAGCCTCAAcccccGAAAAGGGGCAAGGGCAGCAGGTGCATNGGGAACGCCGCCATCTNCAAGCAGacacacacacacacacacacacacacacacacacNCACTCCNTTGCAGCTCGGAAACGCACCACTGCCCCTTCACCGGGAACTCCCTgggggCAGAATTTCACGACCTGATTGGAC

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 1 1 5‐May 34 183 GctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACGCTCTCTTCGTGTGCAGACT TTCATGGGCTCATTCCCTGG 75 34 44 20 226 20 60,039 59,740 32,400 44,500 0.298356 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 6 75 248 GctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACGCTCTCTTCGTGTGCAGACT CAAGGGCCAGTGGGAAGTTT 75 99 44 20 291 20 60,039 60,470 32,400 26,600 0.508602 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 6 44 217 CTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCTCACACTGGTCTGTGTCCC CAAGGGCCAGTGGGAAGTTT 44 99 75 20 291 20 59,966 60,470 44,600 26,600 0.503951 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 6 42 215 CACACTGGTCTGTGTCCCACAGGCTGTATgagagaCACACACTGGTCTGTGTCCCAC CAAGGGCCAGTGGGAAGTTT 42 99 77 20 291 20 60,533 60,470 46,100 26,600 1,002,754 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 6 34 152 CTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCTCACACTGGTCTGTGTCCC TTCATGGGCTCATTCCCTGG 44 34 75 20 226 20 59,966 59,740 44,600 44,500 0.293706 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 7‐May 73 246 tctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGTCTCTTCGTGTGCAGACTGC CAAGGGCCAGTGGGAAGTTT 73 99 46 20 291 20 60,319 60,470 44,000 26,600 0.788932 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 8 45 218 CCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagCCTCACACTGGTCTGTGTCC CAAGGGCCAGTGGGAAGTTT 45 99 74 20 291 20 59,966 60,470 40,200 26,600 0.503951 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 8 34 153 CCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagCCTCACACTGGTCTGTGTCC TTCATGGGCTCATTCCCTGG 45 34 74 20 226 20 59,966 59,740 40,200 44,500 0.293706 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 8 27 145 CTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCTCACACTGGTCTGTGTCCC GCTCATTCCCTGGACCAGTG 44 27 75 20 219 20 59,966 60,394 44,600 36,600 0.427596 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 8 23 139 CACACTGGTCTGTGTCCCACAGGCTGTATgagagaCACACACTGGTCTGTGTCCCAC ATTCCCTGGACCAGTGTGAG 42 23 77 20 215 20 60,533 59,013 46,100 35,100 1,520,156 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 12 20 136 CACACTGGTCTGTGTCCCACAGGCTGTATgagagaCACACACTGGTCTGTGTCCCAC CCCTGGACCAGTGTGAGGAT 42 20 77 20 212 20 60,533 60,912 46,100 32,400 1,444,387 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 12 20 138 CTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCTCACACTGGTCTGTGTCCC CCCTGGACCAGTGTGAGGAT 44 20 75 20 212 20 59,966 60,912 44,600 32,400 0.945584 B 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 13 32 138 TGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCT TGTGTCCCACAGGCTGTATG CATGGGCTCATTCCCTGGAC 32 32 87 20 224 20 59,675 60,467 23,900 40,200 0.791536 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 13 27 133 TGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCT TGTGTCCCACAGGCTGTATG GCTCATTCCCTGGACCAGTG 32 27 87 20 219 20 59,675 60,394 23,900 36,600 0.718151 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 14 31 139 GTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGTGTCCCACAGGCTGTATGA TTCATGGGCTCATTCCCTGG 31 34 88 20 226 20 59,387 59,740 21,500 44,500 0.872907 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 16 93 266 CCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTG CCAGTCTGGACTTCTCTCGC CAAGGGCCAGTGGGAAGTTT 93 99 26 20 291 20 59,828 60,470 50,300 26,600 0.642245 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 16 34 201 CCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTG CCAGTCTGGACTTCTCTCGC TTCATGGGCTCATTCCCTGG 93 34 26 20 226 20 59,828 59,740 50,300 44,500 0.431999 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 17 99 291 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGAC CCCACAGGCTGTAAGAGAGAA CAAGGGCCAGTGGGAAGTTT 117 99 1 21 291 20 59,097 60,470 28,700 26,600 2,372,400 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 18 100 291 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGAC CCCACAGGCTGTAAGAGAGA CAAGGGCCAGTGGGAAGTT 118 100 1 20 291 19 58,438 59,846 31,000 26,600 2,715,399 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr251_2 2 139 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_139_172 0 0 18 99 291 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGAC CCCACAGGCTGTAAGAGAGA CAAGGGCCAGTGGGAAGTTT 118 99 1 20 291 20 58,438 60,470 31,000 26,600 2,031,535 F 295 CCCACAGGCTGTAagagagAAATGTCCAGTCTGGACTtctctcGctctctTCGTGTGCAGACTGCTGCTCTATCCTCACACTGGTCTGTGTCCCACAGGCTGTATgagagaCATGTCCAGTCTCGACTtctctcACACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNCATGCAGActgctgctgTATCCTCACACTGGTCCAGGGAATGAGCCCATGAATCAGGGGAGAGTTGCTGCAAAGCCACACTGTTGCCTNGCAGTTTAAAACTTCCCACTGGCCCTTGCAAT

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 1 1 Feb‐75 16 117 AAAGTGCAGGCTGTGGGAATGCGACATGAGATAAAAAAGTGCAGGCTGTGGGAAT ACTGGATGTGATTCTGCGCT 27 16 119 20 235 20 60,179 59,749 30,100 59,200 0.430306 A 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 55 241 ACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAAACATATCCGATGGCTAAGTGGC GCAGGGCTTCAGTGACTCC 111 55 33 22 273 19 60,290 60,377 50,100 38,500 3,666,247 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 53 222 TGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGC TGGCCTGCCCAGACTAAATG CAGGGCTTCAGTGACTCCTG 95 53 51 20 272 20 60,034 60,037 23,200 38,600 0.070763 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 53 223 GTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCG GTGGCCTGCCCAGACTAAAT CAGGGCTTCAGTGACTCCTG 96 53 50 20 272 20 60,034 60,037 14,000 38,600 0.070666 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 53 240 ACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAAACATATCCGATGGCTAAGTGGC CAGGGCTTCAGTGACTCCTG 111 53 33 22 272 20 60,290 60,037 50,100 38,600 2,326,270 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 53 240 ACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAAACATATCCGATGGCTAAGTGG CAGGGCTTCAGTGACTCCTG 112 53 33 21 272 20 57,315 60,037 40,000 38,600 3,721,716 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 9 110 AAAGTGCAGGCTGTGGGAATGCGACATGAGATAAAAAAGTGCAGGCTGTGGGAAT GTGATTCTGCGCTGGCTTTC 27 9 119 20 228 20 60,179 60,179 30,100 26,200 0.358131 A 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 9 179 GTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCG GTGGCCTGCCCAGACTAAAT GTGATTCTGCGCTGGCTTTC 96 9 50 20 228 20 60,034 60,179 14,000 26,200 0.213268 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 1 102 AAAGTGCAGGCTGTGGGAATGCGACATGAGATAAAAAAGTGCAGGCTGTGGGAAT GCGCTGGCTTTCTATGATGC 27 1 119 20 220 20 60,179 60,041 30,100 39,100 0.219556 A 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 1 170 TGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGC TGGCCTGCCCAGACTAAATG GCGCTGGCTTTCTATGATGC 95 1 51 20 220 20 60,034 60,041 23,200 39,100 0.074789 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 4 1 171 GTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCG GTGGCCTGCCCAGACTAAAT GCGCTGGCTTTCTATGATGC 96 1 50 20 220 20 60,034 60,041 14,000 39,100 0.074692 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 Apr‐75 27 134 AAAGTGCAGGCTGTGGGAATGCGACATGAGATAAAAAAGTGCAGGCTGTGGGAAT AATCCCTCCCTCTCTGCACT 27 33 119 20 252 20 60,179 59,956 30,100 44,000 0.222892 F 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 6 52 222 GTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCG GTGGCCTGCCCAGACTAAAT AGGGCTTCAGTGACTCCTGA 96 52 50 20 271 20 60,034 60,179 14,000 38,600 0.213009 B 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 Jun‐75 35 205 GTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCG GTGGCCTGCCCAGACTAAAT TGAATCCCTCCCTCTCTGCA 96 35 50 20 254 20 60,034 59,957 14,000 44,100 0.077272 F 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr25_2 2 166 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 Jun‐75 27 136 AAAGTGCAGGCTGTGGGAATGCGACATGAGATAAAAAAGTGCAGGCTGTGGGAAT TGAATCCCTCCCTCTCTGCA 27 35 119 20 254 20 60,179 59,957 30,100 44,100 0.222135 F 274 NATAAAGTAACTGTTAAATCTTTCTAAGTGTAACATATCCGATGGCTAAGTGGCCTGCCCAGACTAAATGGAAAAGCTCTGTCGCTTTAAATGCTGACAGATGtatataCTTGCTGATAAAGTGCAGGCTGTGGGAATGCGACATGAGATAAACACATGATAAACcacacacacacacacacacacacacacacacacaTGCATCATAGAAAGCCAGCGCAGAATCACATCCAGTGCagagagGGAGGGATTCAGGAGTCACTGAAGCCCTGCN

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 1 1 10 23 137 AAGAATCAGACAGTCACAACCATacacacGCACCCATAAGAATCAGACAGTCACAACCA CAGTGTCCAGCAGAGGGTG 23 31 35 22 171 19 57,578 60,004 36,700 46,100 5,426,152 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 10 14 138 GTTCTCTGCTGGACACGGTAAGAATCAGACAGTCA GTTCTCTGCTGGACACGGTA GCATTGGCAAAGGTGAGC 44 14 16 20 153 18 59,398 57,415 40,200 42,600 5,186,246 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 14 11 127 CACAACCATacacacGCACCCATACACATATacacaca CACAACCATACACACGCACC CTGACAGTGTCCAGCAGAGG 11 34 49 20 175 20 59,763 60,038 50,100 36,900 0.274747 F 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 14 8 124 AACCATacacacGCACCCATACACATATacacacacaca AACCATACACACGCACCCAT CTGACAGTGTCCAGCAGAGG 8 34 52 20 175 20 59,962 60,038 40,000 36,900 0.075102 F 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 14 2 118 acacacGCACCCATACACATATacacacacacacacacac ACACACGCACCCATACACAT CTGACAGTGTCCAGCAGAGG 2 34 58 20 175 20 59,964 60,038 32,100 36,900 0.073675 F 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 16 35 163 TTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCTTGTTCTCTGCTGGACACGG TCTGACAGTGTCCAGCAGAG 46 35 14 20 176 20 60,250 59,035 49,400 33,500 1,214,569 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 16 34 156 TCTGCTGGACACGGTAAGAATCAGACAGTCACAAC TCTGCTGGACACGGTAAGAA CTGACAGTGTCCAGCAGAGG 40 34 20 20 175 20 58,666 60,038 25,200 36,900 1,371,672 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 16 14 135 CTCTGCTGGACACGGTAAGAATCAGACAGTCACAA CTCTGCTGGACACGGTAAGA GCATTGGCAAAGGTGAGC 41 14 19 20 153 18 59,111 57,415 21,000 42,600 5,473,307 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr280_2 2 80 42 17 1.5 AC ACACACACACACACACACACACACACACACACACTCNO 0 0 17 35 164 TTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCTTGTTCTCTGCTGGACACGG TTCTGACAGTGTCCAGCAGAG 46 35 14 20 177 21 60,250 59,658 49,400 33,500 1,592,364 B 205 TTTCTACtttttCTTGTTCTCTGCTGGACACGGTAAGAATCAGACAGTCACAACCATacacacGCACCCATACACATATacacacacacacacacacacacacacacacacactctctctcACCCTTacacacAGGCTCACCTTTGCCAATGCACCCTCTGCTGGACACTGTCAGAATcacacacacacacacaTacacacCCCC

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 1 1 2 80 235 TGGACTGCAGGAGACACATGAAAACATTAACAGTT TGGACTGCAGGAGACACATG CCTTCACTGGACCTCCTTCG 80 81 120 20 354 20 59,677 59,752 32,100 37,900 0.570384 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 2 80 238 TGGACTGCAGGAGACACATGAAAACATTAACAGTT TGGACTGCAGGAGACACATG TGACCTTCACTGGACCTCCT 80 84 120 20 357 20 59,677 59,809 32,100 36,900 0.513712 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 3 85 278 CCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCACCTCCGTGTATCCCAACTGG GTGACCTTCACTGGACCTCC 119 85 81 20 358 20 59,822 59,678 40,000 43,000 0.500064 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 3 84 277 CCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCACCTCCGTGTATCCCAACTGG TGACCTTCACTGGACCTCCT 119 84 81 20 357 20 59,822 59,809 40,000 36,900 0.369132 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 3 81 274 CCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCACCTCCGTGTATCCCAACTGG CCTTCACTGGACCTCCTTCG 119 81 81 20 354 20 59,822 59,752 40,000 37,900 0.425804 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 3 80 239 TGGACTGCAGGAGACACATGAAAACATTAACAGTT TGGACTGCAGGAGACACATG GTGACCTTCACTGGACCTCC 80 85 120 20 358 20 59,677 59,678 32,100 43,000 0.644644 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 6 35 241 ACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTACAATTCCCTTCCTCCGTGTA CCAAAGAAAGCTGGGATTGTGG 129 35 70 21 310 22 58,737 60,029 29,000 41,700 4,291,385 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 6 35 241 ACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTACAATTCCCTTCCTCCGTGT CCAAAGAAAGCTGGGATTGTGG 130 35 70 20 310 22 58,935 60,029 44,900 41,700 3,093,573 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 8 34 240 ACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTACAATTCCCTTCCTCCGTGT CAAAGAAAGCTGGGATTGTGGA 130 34 70 20 309 22 58,935 59,107 44,900 40,200 3,957,676 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 8 5 108 ACCAGAAAGGAGCCTTTACCAAGAGCagagagagagaACCAGAAAGGAGCCTTTACCA GCTGGGATTGTGGACAAACA 5 28 194 21 301 20 58,937 58,673 32,500 28,300 3,389,939 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 28 183 TGGACTGCAGGAGACACATGAAAACATTAACAGTT TGGACTGCAGGAGACACATG AGCTGGGATTGTGGACAAACA 80 28 120 20 302 21 59,677 60,134 32,100 28,300 1,456,161 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 28 222 CCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCACCTCCGTGTATCCCAACTGG AGCTGGGATTGTGGACAAACA 119 28 81 20 302 21 59,822 60,134 40,000 28,300 1,311,581 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 28 295 GGCTCACTGATCTCCCACTGCAGTCGCTGGGGTggg GGCTCACTGATCTCCCACTG AGCTGGGATTGTGGACAAACA 192 28 8 20 302 21 59,822 60,134 36,600 28,300 1,311,117 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 181 GGACTGCAGGAGACACATGAAAACATTAACAGTTC GGACTGCAGGAGACACATGA GCTGGGATTGTGGACAAACAC 79 27 121 20 301 21 59,390 60,000 30,700 33,200 1,610,448 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 182 TGGACTGCAGGAGACACATGAAAACATTAACAGTT TGGACTGCAGGAGACACATG GCTGGGATTGTGGACAAACAC 80 27 120 20 301 21 59,677 60,000 32,100 33,200 1,322,922 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 221 CCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCACCTCCGTGTATCCCAACTGG GCTGGGATTGTGGACAAACAC 119 27 81 20 301 21 59,822 60,000 40,000 33,200 1,178,342 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 227 TCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTTCCCTTCCTCCGTGTATCCC GCTGGGATTGTGGACAAACAC 125 27 75 20 301 21 60,398 60,000 38,500 33,200 1,398,372 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 294 GGCTCACTGATCTCCCACTGCAGTCGCTGGGGTggg GGCTCACTGATCTCCCACTG GCTGGGATTGTGGACAAACAC 192 27 8 20 301 21 59,822 60,000 36,600 33,200 1,177,878 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 27 300 CTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGCTCACCGGCTCACTGATCTC GCTGGGATTGTGGACAAACAC 198 27 2 20 301 21 59,898 60,000 27,500 33,200 1,102,394 F 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 5 108 ACCAGAAAGGAGCCTTTACCAAGAGCagagagagagaACCAGAAAGGAGCCTTTACCA GCTGGGATTGTGGACAAACAC 5 27 194 21 301 21 58,937 60,000 32,500 33,200 3,062,910 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr281_2 2 220 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_220_253 0 0 9 5 109 ACCAGAAAGGAGCCTTTACCAAGAGCagagagagagaACCAGAAAGGAGCCTTTACCA AGCTGGGATTGTGGACAAACA 5 28 194 21 302 21 58,937 60,134 32,500 28,300 3,196,149 B 389 ACTCACCGGCTCACTGATCTCCCACTGCAGTCGCTGGGGTgggggAATCCCAGAACTGGGTTCTCCTTTACAATTCCCTTCCTCCGTGTATCCCAACTGGAACACTTCAGTGGCCAAGATGGACTGCAGGAGACACATGAAAACATTAACAGTTCATCACACCNGCCTCAAACTCTGACTCCCCAGCGAGAAAACCAGAAAGGAGCCTTTACCAAGAGCagagagagagagagagagagagagagagagagagANNCTGGTTAAAACAAAGAagagagCTGTGTTTGTCCACAATCCCAGCTTTCTTTGGGGTGATTCaaaaaGGTACACTATACGAAGGAGGTCCAGTGAAGGTCACTTAGGGATgggggggTGGTgggggACCCACT

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 1 1 7 11 102 AGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCA AGTACCCTGCCATGAGACCT GGGACATGATGTGCGGGC 19 11 182 20 283 18 59,957 61,212 38,500 61,300 3,255,297 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 7 9 189 CCATTGAATGCATGGCAAACATACaaaaaTAACAGG CCATTGAATGCATGGCAAACAT GACATGATGTGCGGGCGG 106 9 93 22 281 18 58,725 61,576 27,100 61,300 6,851,499 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 7 9 189 CCATTGAATGCATGGCAAACATACaaaaaTAACAGG CCATTGAATGCATGGCAAACA GACATGATGTGCGGGCGG 107 9 93 21 281 18 58,299 61,576 28,300 61,300 6,277,462 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 13 104 AGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCA AGTACCCTGCCATGAGACCT CCGGGACATGATGTGCGG 19 13 182 20 285 18 59,957 60,897 38,500 56,900 2,940,188 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 13 238 TTCCTCTGCATCACAACCCATTTCTACTGCTCTACAA TTCCTCTGCATCACAACCCA CCGGGACATGATGTGCGG 153 13 48 20 285 18 59,230 60,897 45,100 56,900 3,667,353 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 13 275 TGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTT TGCTTCTGCTCTTTCGTTCCT CCGGGACATGATGTGCGG 189 13 11 21 285 18 59,929 60,897 33,600 56,900 3,967,612 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 103 AGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCA AGTACCCTGCCATGAGACCT CGGGACATGATGTGCGGG 19 12 182 20 284 18 59,957 60,897 38,500 61,300 2,940,188 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 188 TGAATGCATGGCAAACATACaaaaaTAACAGGCGGGTGAATGCATGGCAAACATACAA CGGGACATGATGTGCGGG 102 12 97 22 284 18 57,468 60,897 24,100 61,300 7,429,168 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 236 TCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGTCCTCTGCATCACAACCCAT CGGGACATGATGTGCGGG 152 12 49 20 284 18 59,006 60,897 40,000 61,300 3,891,101 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 237 TTCCTCTGCATCACAACCCATTTCTACTGCTCTACAA TTCCTCTGCATCACAACCCA CGGGACATGATGTGCGGG 153 12 48 20 284 18 59,230 60,897 45,100 61,300 3,667,353 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 274 TGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTT TGCTTCTGCTCTTTCGTTCCT CGGGACATGATGTGCGGG 189 12 11 21 284 18 59,929 60,897 33,600 61,300 3,967,612 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr282_2 2 221 34 17 1 AC CACACACACACACACACACACACACACACACACA NO 0 0 8 12 278 ACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGAACTCTGCTTCTGCTCTTTCGT CGGGACATGATGTGCGGG 193 12 7 21 284 18 59,657 60,897 38,500 61,300 4,239,673 F 285 CTAATTACTCTGCTTCTGCTCTTTCGTTCCTACAtttttGACTGATTTTCCTCTGCATCACAACCCATTTCTACTGCTCTACAAGCCTGTATCCATTGAATGCATGGCAAACATACaaaaaTAACAGGCGGGAAAAGTCCAGCTGNTCCATTAAGCCTGCCCCACCCTCGCCATCGCTGGGAGTACCCTGCCATGAGACCTCCTGTAGGAGGTGCAGCCCcacacacacacacacacacacacacacacacacaGccccccccccGCCCGCACATCATGTCCCGG

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 1 1 11‐May 38 243 CAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCT CAGCCCTTTCACTTCCTGGA TGGTGAGAAAGAGAGATGCTGA 46 38 22 20 264 22 59,598 58,832 38,600 42,600 3,570,030 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 11‐May 38 244 TCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACC TCAGCCCTTTCACTTCCTGG TGGTGAGAAAGAGAGATGCTGA 47 38 21 20 264 22 59,598 58,832 44,500 42,600 3,570,030 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 12‐May 37 243 CAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCT CAGCCCTTTCACTTCCTGGA TGGTGAGAAAGAGAGATGCTGAG 46 37 22 20 264 23 59,598 59,805 38,600 33,500 3,596,920 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 14 4 185 AGCCCTGGACCTATTAACCATAAATATCACAGAGCCAGCCCTGGACCTATTAACCA TGGTGAGAATGACAGAGAGCAA 22 4 46 20 230 22 57,720 59,366 36,700 39,100 4,914,761 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 15 5 185 AGCCCTGGACCTATTAACCATAAATATCACAGAGCCAGCCCTGGACCTATTAACCAT TGGTGAGAATGACAGAGAGCA 21 5 46 21 230 21 58,211 58,749 35,500 42,600 5,040,143 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 15 5 185 AGCCCTGGACCTATTAACCATAAATATCACAGAGCCAGCCCTGGACCTATTAACCA TGGTGAGAATGACAGAGAGCA 22 5 46 20 230 21 57,720 58,749 36,700 42,600 4,531,232 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 15 5 209 CAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCT CAGCCCTTTCACTTCCTGGA TGGTGAGAATGACAGAGAGCA 46 5 22 20 230 21 59,598 58,749 38,600 42,600 2,652,662 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 15 5 210 TCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACC TCAGCCCTTTCACTTCCTGG TGGTGAGAATGACAGAGAGCA 47 5 21 20 230 21 59,598 58,749 44,500 42,600 2,652,662 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr327_2 2 88 117 17 4 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNTTCNNO 0 0 15 5 226 CTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGACTGCTGTCGCTGTGATTCAG TGGTGAGAATGACAGAGAGCA 63 5 5 20 230 21 59,280 58,749 30,200 42,600 2,970,951 G 268 CTTGCTGCTGTCGCTGTGATTCAGCCCTTTCACTTCCTGGATAATAGCCCTGGACCTATTAACCATAAATATCACAGAGCCCGTGATtctctctctctctctctctctctctctctctctcNTTCNCACCAtctctctctctctctcTTGTTCTCAGctctctctctTTCTCACCATCTCCCTCtttttCACGAtctctctctcACCATTGctctctGTCATTCTCACCATTtctctcTTTCTCAGCAtctctcTTTCTCACCATATT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 1 1 4 1 189 AGACGCGcacacaATGTAAAAacacacacacacacacacaAGACGCGCACACAATGTAAA GGGTCAGCACTCTGTGAAAG 1 47 40 20 228 20 58,778 58,483 20,100 26,200 2,739,542 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 0 0 4 1 189 AGACGCGcacacaATGTAAAAacacacacacacacacacaAGACGCGCACACAATGTAAA GGGTCAGCACTCTGTGAAAGT 1 46 40 20 228 21 58,778 60,203 20,100 26,600 2,424,999 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 0 0 6 2 189 CAGACGCGcacacaATGTAAAAacacacacacacacacacCAGACGCGCACACAATGTAA GGTCAGCACTCTGTGAAAGT 2 46 39 20 227 20 59,489 57,753 24,100 26,600 2,757,508 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 0 0 6 2 194 CAGACGCGcacacaATGTAAAAacacacacacacacacacCAGACGCGCACACAATGTAA ACAAGGGTCAGCACTCTGTG 2 51 39 20 232 20 59,489 59,893 24,100 36,600 0.618245 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 0 0 6‐May 3 195 ACAGACGCGcacacaATGTAAAAacacacacacacacac ACAGACGCGCACACAATGTA ACAAGGGTCAGCACTCTGTG 3 51 38 20 232 20 60,599 59,893 22,900 36,600 0.706398 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr345_2 2 61 101 17 3 AC ACACACACACACACACACACACATTCACGCACACACNO 0 0 8 5 197 AAACAGACGCGcacacaATGTAAAAacacacacacacacAAACAGACGCGCACACAATG ACAAGGGTCAGCACTCTGTG 5 51 36 20 232 20 60,317 59,893 28,200 36,600 0.424393 G 235 AATGCAGATacacacacacacacacacacacacacAAACAGACGCGcacacaATGTAAAAacacacacacacacacacacacATTCACGcacacacacacacacacacacacacacacacacaCNCACANNNNNNNNNNNNNNNNNNTGcacacacacacaATCACACTCaaaaaaacacacacaGAAACACTTGtttttATGTTATACTTTCACAGAGTGCTGACCCTTGTTCT

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 1 1 4 20 200 CGTCTCATCAAGTTGGCACCCGGCCCAACACTACTC CGTCTCATCAAGTTGGCACC CAGGTCAGACTGTCCTCGTG 20 86 53 20 252 20 59,201 59,758 50,100 43,500 1,041,062 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 4 18 198 TCTCATCAAGTTGGCACCCGGCCCAACACTACTCAT TCTCATCAAGTTGGCACCCG CAGGTCAGACTGTCCTCGTG 18 86 55 20 252 20 60,322 59,758 52,800 43,500 0.563850 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 4 1 181 CCGGCCCAACACTACTCATGActctctctctctctctctctc CCGGCCCAACACTACTCATG CAGGTCAGACTGTCCTCGTG 1 86 72 20 252 20 60,744 59,758 30,700 43,500 0.986700 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 4 0 165 CGGCCCAACACTACTCATGActctctctctctctctctctctc CGGCCCAACACTACTCATGA TCGTGCGACTGGCTCATTT 0 72 73 20 237 19 59,751 60,005 30,700 23,200 1,254,157 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 4 0 180 CGGCCCAACACTACTCATGActctctctctctctctctctctc CGGCCCAACACTACTCATGA CAGGTCAGACTGTCCTCGTG 0 86 73 20 252 20 59,751 59,758 30,700 43,500 0.491406 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 5 69 250 TCATCCTGTCTGCAACTAGGATACagagagGAGGGTATCATCCTGTCTGCAACTAGGA CAGGTCAGACTGTCCTCGTG 69 86 3 21 252 20 58,180 59,758 29,400 43,500 3,062,464 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 5 69 252 GTTCATCCTGTCTGCAACTAGGATACagagagGAGG GTTCATCCTGTCTGCAACTAGGA CAGGTCAGACTGTCCTCGTG 69 86 1 23 252 20 60,056 59,758 29,400 43,500 3,298,105 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 6 69 251 TTCATCCTGTCTGCAACTAGGATACagagagGAGGGTTTCATCCTGTCTGCAACTAGGA CAGGTCAGACTGTCCTCGTG 69 86 2 22 252 20 58,827 59,758 29,400 43,500 3,415,438 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr348_2 2 93 54 17 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCTCCT_93_126 0 0 8 46 226 agagagGAGGGTACAACGGAGCCCCTCGTCTCATCA AGAGAGGAGGGTACAACGGA CAGGTCAGACTGTCCTCGTG 46 86 27 20 252 20 59,297 59,758 46,900 43,500 0.945188 F 262 GTTCATCCTGTCTGCAACTAGGATACagagagGAGGGTACAACGGAGCCCCTCGTCTCATCAAGTTGGCACCCGGCCCAACACTACTCATGActctctctctctctctctctctctctctctctctCNctctctctctCNctctctCNCCCNCTCNCTCNCCCTCNCNCTNNNNCNCNCNNNCNCAACCCCAAACACAGACgggggAACTAAGGACCAAAATGAGCCAGTCGCACGAGGACAGTCTGACCTGCGCCGCGTGG

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 1 1 4 80 273 TGCGAGAACTGGTCAATGCACAATTTGTAATCCGGATGCGAGAACTGGTCAATGCA GGGAGTGCCAGATGAACAGT 80 90 17 20 289 20 60,250 59,674 39,600 35,500 0.576516 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 4 79 272 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC GGGAGTGCCAGATGAACAGT 79 90 18 20 289 20 59,833 59,674 45,700 35,500 0.493078 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 4 6 189 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC CCCTGTTTGTCTGTCCTTTGT 79 6 18 20 206 21 59,833 58,345 45,700 28,300 2,821,678 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 4 6 189 CGAGAACTGGTCAATGCACAATTTGTAATCCGGACACGAGAACTGGTCAATGCACAA ACCCTGTTTGTCTGTCCTTTGT 77 6 19 21 207 22 59,127 60,025 33,300 28,300 3,898,273 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 4 6 189 CGAGAACTGGTCAATGCACAATTTGTAATCCGGACACGAGAACTGGTCAATGCACA ACCCTGTTTGTCTGTCCTTTGT 78 6 19 20 207 22 58,488 60,025 45,700 28,300 3,537,172 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 5 17 200 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC CTCTGCAGAGACCCTGTTTGT 79 17 18 20 217 21 59,833 59,929 45,700 28,300 1,238,199 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 6 86 279 GCAAGTTGCGAGAACTGGTCAATGCACAATTTGTA GCAAGTTGCGAGAACTGGTC GGGAGTGCCAGATGAACAGT 86 90 11 20 289 20 59,764 59,674 40,200 35,500 0.562190 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 6 16 199 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC TCTGCAGAGACCCTGTTTGTC 79 16 18 20 216 21 59,833 59,929 45,700 31,800 1,237,572 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 117 63 17 2 AC CACACACACACACCCACACANACCCACATACACACAAC_146_179 0 0 7 15 198 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC CTGCAGAGACCCTGTTTGTCT 79 15 18 20 215 21 59,833 59,929 45,700 34,100 1,238,199 D 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 1 3‐May 61 278 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC ACACAAGGGAGTGCCAGATG 61 96 18 20 295 20 59,833 59,963 45,700 29,000 0.204118 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 0 Apr‐25 61 279 GCGAGAACTGGTCAATGCACAATTTGTAATCCGGA GCGAGAACTGGTCAATGCAC CACACAAGGGAGTGCCAGAT 61 97 18 20 296 20 59,833 59,963 45,700 29,000 0.204118 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 0 6 68 285 GCAAGTTGCGAGAACTGGTCAATGCACAATTTGTA GCAAGTTGCGAGAACTGGTC ACACAAGGGAGTGCCAGATG 68 96 11 20 295 20 59,764 59,963 40,200 29,000 0.273229 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 0 6 68 290 GCAAGTTGCGAGAACTGGTCAATGCACAATTTGTA GCAAGTTGCGAGAACTGGTC TCTTCACACAAGGGAGTGCC 68 101 11 20 300 20 59,764 59,891 40,200 50,100 0.344511 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 0 6 68 291 GCAAGTTGCGAGAACTGGTCAATGCACAATTTGTA GCAAGTTGCGAGAACTGGTC ATCTTCACACAAGGGAGTGCC 68 101 11 20 301 21 59,764 60,272 40,200 50,100 1,507,523 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr370_2 2 99 81 17 3 AC CACACACACACCCACGCCCACACACACACACCCACAAC_146_179 0 0 6 68 292 GCAAGTTGCGAGAACTGGTCAATGCACAATTTGTA GCAAGTTGCGAGAACTGGTC CATCTTCACACAAGGGAGTGC 68 102 11 20 302 21 59,764 59,191 40,200 44,000 2,044,871 G 365 CttttttAAAGCAAGTTGCGAGAACTGGTCAATGCACAATTTGTAATCCGGACATGTAACTATCTATCCCTTTTAAAATACCCCAGCACATGTGCGCGcacacacacaCCCACGCCcacacacacacaCCcacacaNACCCACATacacacacacacacacacacacacacacacacacNNNNNNACAAAGGACAGACAAACAGGGTCTCTGCAGAGATTGGCAGTTAAAGAAAATCTTTATGAAAATAATGAAGTTTTCAGGGTTTTGACTGTTCATCTGGCACTCCCTtgtgtgAAGATGGATGTCTgggggTTCTTACCAATGGAGCTTTTGCATGGAGCAGAATAGAGACAGATCGGTTCT

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 1 1 Apr‐75 7 146 TCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAATCCCAACAGCAAATCCTCCC CCACTGCTGCTCCACCTC 67 7 48 20 193 18 59,960 60,047 43,000 38,500 2,086,125 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 Apr‐75 7 193 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTCCGATAAATTGGGCGACTGTG CCACTGCTGCTCCACCTC 113 7 1 21 193 18 59,669 60,047 36,600 38,500 3,377,028 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 5 5 132 TCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAATCCTCCCATTCTAACACTCTGT CACTGCTGCTCCACCTCTT 52 5 61 22 192 19 58,209 59,626 34,100 28,500 5,165,510 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 5 5 144 CCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAACCCAACAGCAAATCCTCCCA CACTGCTGCTCCACCTCTT 66 5 49 20 192 19 60,252 59,626 43,700 28,500 1,625,932 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 5 5 145 TCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAATCCCAACAGCAAATCCTCCC CACTGCTGCTCCACCTCTT 67 5 48 20 192 19 59,960 59,626 43,000 28,500 1,413,808 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 5 5 192 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTCCGATAAATTGGGCGACTGT CACTGCTGCTCCACCTCTT 114 5 1 20 192 19 58,336 59,626 35,500 28,500 3,037,885 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 5 5 192 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTCCGATAAATTGGGCGACTGTG CACTGCTGCTCCACCTCTT 113 5 1 21 192 19 59,669 59,626 36,600 28,500 2,704,711 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 7 7 90 aaaGACAGTgagagaACCCACaaaaaCACAAagagagagAAAGACAGTGAGAGAACCCACA CCACTGCTGCTCCACCTC 9 7 104 22 193 18 59,228 60,047 41,700 38,500 4,818,450 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr406_2 2 135 34 17 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_135_168 0 0 7 5 90 aaaGACAGTgagagaACCCACaaaaaCACAAagagagagAAAGACAGTGAGAGAACCCACA CCACTGCTGCTCCACCTCTT 9 5 104 22 193 20 59,228 62,122 41,700 28,500 4,893,935 F 250 CCGATAAATTGGGCGACTGTGTCAAAACCTGACATTTGGTTTGAGTTTCCCAACAGCAAATCCTCCCATTCTAACACTCTGTAAAATTGATTTAAAACAGaaaaaaGACAGTgagagaACCCACaaaaaCACAAagagagagagagagagagagagagagagagagagANNNNAAGAGGTGGAGCAGCAGTGGGGTAAGGAgggggATTTtatataTCAACAACTCAACCAGAATTTTGACAGAATCTGC

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 1 1 3 0 136 AGCATTCAAAGATGGGTGTCGacacacacacacacaca AGCATTCAAAGATGGGTGTCG AGACATTTATCCTGCTCAACTGC 0 58 140 21 275 23 58,913 59,056 43,500 44,000 6,030,884 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 58 243 TTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGTTACAGATGTGTCGGGACCG AGACATTTATCCTGCTCAACTGC 108 58 33 20 275 23 59,471 59,056 47,900 44,000 4,472,939 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 57 192 AGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAAAGGAGAGACTTCTGGTGCCA ACATTTATCCTGCTCAACTGCA 59 57 82 20 273 22 60,179 58,311 49,200 44,100 3,868,268 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 57 193 CAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGACAGGAGAGACTTCTGGTGCC ACATTTATCCTGCTCAACTGCA 60 57 81 20 273 22 59,751 58,311 50,100 44,100 3,938,190 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 57 241 TTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGTTACAGATGTGTCGGGACCG ACATTTATCCTGCTCAACTGCA 108 57 33 20 273 22 59,471 58,311 47,900 44,100 4,218,271 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 55 189 agagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATAGAGACTTCTGGTGCCAACAG ACATTTATCCTGCTCAACTGCA 55 57 85 21 273 22 59,929 58,311 31,600 44,100 4,760,732 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 54 187 agaCTTCTGGTGCCAACAGTAAATGTCCTGAACATG AGACTTCTGGTGCCAACAGT ACATTTATCCTGCTCAACTGCA 54 57 87 20 273 22 59,160 58,311 35,500 44,100 4,529,294 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 4 0 134 AGCATTCAAAGATGGGTGTCGacacacacacacacaca AGCATTCAAAGATGGGTGTCG ACATTTATCCTGCTCAACTGCA 0 57 140 21 273 22 58,913 58,311 43,500 44,100 5,776,216 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 5 57 193 AGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAAAGGAGAGACTTCTGGTGCCA GACATTTATCCTGCTCAACTGCA 59 57 82 20 274 23 60,179 59,309 49,200 44,100 3,870,039 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 5 57 242 TTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGTTACAGATGTGTCGGGACCG GACATTTATCCTGCTCAACTGCA 108 57 33 20 274 23 59,471 59,309 47,900 44,100 4,220,042 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 5 54 188 agaCTTCTGGTGCCAACAGTAAATGTCCTGAACATG AGACTTCTGGTGCCAACAGT GACATTTATCCTGCTCAACTGCA 54 57 87 20 274 23 59,160 59,309 35,500 44,100 4,531,065 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr476_2 2 161 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_161_194 0 0 5 0 135 AGCATTCAAAGATGGGTGTCGacacacacacacacaca AGCATTCAAAGATGGGTGTCG GACATTTATCCTGCTCAACTGCA 0 57 140 21 274 23 58,913 59,309 43,500 44,100 5,777,988 F 285 AGccccccAACAGCCAAGGAAGAACATCTTGCTTACAGATGTGTCGGGACCGCAAATACTTCAAAGTGCTTCAATCAAACCAGgagagaCTTCTGGTGCCAACAGTAAATGTCCTGAACATGTAGAGTGGAAAATGTTAAGCATTCAAAGATGGGTGTCGacacacacacacacacacacacacacacacacacNNTCAAacacacAGAAGACATTTTATAGAAatatatTTTAAGaaaaaaaTGATATTTTGCAGTTGAGCAGGATAAATGTCTTATTTTATTG

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 1 1 3 22 211 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT CCATTGGCTTTGGGAGGTCT 22 113 51 22 261 20 59,564 59,960 35,500 38,500 2,476,009 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 22 212 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT TCCATTGGCTTTGGGAGGTC 22 114 51 22 262 20 59,564 59,960 35,500 38,500 2,475,423 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 22 213 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT CTCCATTGGCTTTGGGAGGT 22 115 51 22 263 20 59,564 59,960 35,500 38,500 2,476,009 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 136 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG TGTAACTTAGAAGAAACTGCTTCACA 0 49 68 27 203 26 58,323 58,955 48,500 35,800 15,722,715 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 137 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG GTGTAACTTAGAAGAAACTGCTTCAC 0 50 68 27 204 26 58,323 58,654 48,500 31,800 16,023,243 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 137 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG GTGTAACTTAGAAGAAACTGCTTCACA 0 49 68 27 204 27 58,323 59,989 48,500 35,800 15,688,409 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 185 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG TTGGGAGGTCTTGAGATCGT 0 104 68 27 252 20 58,323 58,061 48,500 37,300 10,615,885 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 189 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG GGCTTTGGGAGGTCTTGAGAT 0 107 68 27 256 21 58,323 59,717 48,500 27,500 9,960,621 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 3 0 189 ACAGTCTTGTATTGTTTAATATGCAGGtatatatatata ACAGTCTTGTATTGTTTAATATGCAGG GGCTTTGGGAGGTCTTGAGA 0 108 68 27 256 20 58,323 59,307 48,500 32,700 9,370,348 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 45 236 TGTGCATGTTTGTGTCATTAAGCTAACAGACCTCAT TGTGCATGTTTGTGTCATTAAGCT CCATTGGCTTTGGGAGGTCT 45 113 26 24 261 20 59,962 59,960 37,400 38,500 4,078,008 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 45 237 TGTGCATGTTTGTGTCATTAAGCTAACAGACCTCAT TGTGCATGTTTGTGTCATTAAGCT TCCATTGGCTTTGGGAGGTC 45 114 26 24 262 20 59,962 59,960 37,400 38,500 4,077,421 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 45 238 TGTGCATGTTTGTGTCATTAAGCTAACAGACCTCAT TGTGCATGTTTGTGTCATTAAGCT CTCCATTGGCTTTGGGAGGT 45 115 26 24 263 20 59,962 59,960 37,400 38,500 4,078,008 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 17 140 TGTGCATGTTTGTGTCATTAAGCTAACAGACCTCAT TGTGCATGTTTGTGTCATTAAGCT AAAGCACACAGATGGATGCC 45 17 26 24 165 20 59,962 58,820 37,400 44,000 5,217,832 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 16 114 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT AAGCACACAGATGGATGCCT 22 16 51 22 164 20 59,564 59,669 35,500 47,500 2,766,409 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 16 140 ATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCA ATGTGCATGTTTGTGTCATTAAGC AAGCACACAGATGGATGCCT 46 16 25 24 164 20 59,075 59,669 30,900 47,500 5,255,658 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 4 15 113 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT AGCACACAGATGGATGCCTC 22 15 51 22 163 20 59,564 60,107 35,500 47,000 2,543,117 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 5 63 255 TGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTGAGCCACTTTACATTTAATGTGCA CCATTGGCTTTGGGAGGTCT 63 113 7 25 261 20 59,757 59,960 45,700 38,500 5,282,820 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 5 63 256 TGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTGAGCCACTTTACATTTAATGTGCA TCCATTGGCTTTGGGAGGTC 63 114 7 25 262 20 59,757 59,960 45,700 38,500 5,282,233 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 5 63 257 TGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTGAGCCACTTTACATTTAATGTGCA CTCCATTGGCTTTGGGAGGT 63 115 7 25 263 20 59,757 59,960 45,700 38,500 5,282,820 B 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 5 16 140 TGTGCATGTTTGTGTCATTAAGCTAACAGACCTCAT TGTGCATGTTTGTGTCATTAAGCT AAAGCACACAGATGGATGCCT 45 16 26 24 165 21 59,962 60,272 37,400 47,500 5,310,117 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr514_3 3 95 34 17 1 AT TATATATATATATATATATATATATATATATATA TA_95_128 0 0 6 14 112 ACAGACCTCATcacacaACAGTCTTGTATTGTTTAATAACAGACCTCATCACACAACAGT GCACACAGATGGATGCCTCT 22 14 51 22 162 20 59,564 60,107 35,500 36,900 2,543,117 F 281 CaaaaaTGAGCCACTTTACATTTAATGTGCATGTTTGTGTCATTAAGCTAACAGACCTCATcacacaACAGTCTTGTATTGTTTAATATGCAGGtatatatatatatatatatatatatatatatataCACAAAAGGAAAagagagGCATCCATCtgtgtgCTTTAGTTACTAACTCTGTGAAGCAGTTTCTTCTAAGTTACACTATCAAAACTCTTAGATAAGAGCCTTTTACGATCTCAAGACCTCCCAAAGCCAATGGAGTACTTTTGAAGTGTCGTC

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 1 1 3 19 241 TAGGGATTCTCACAGGCAGTGACAGGGACATTgagaTAGGGATTCTCACAGGCAGT CCACCCATCCTGTCTTTACTGG 91 19 16 20 256 22 57,746 60,356 44,000 40,000 4,610,276 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 3 1 150 GGGACGGGCAAGGTGTAACGgagagagagaCAAATAGGGACGGGCAAGGTGTAAC CCACCCATCCTGTCTTTACTGG 1 19 107 19 256 22 60,673 60,356 25,000 40,000 4,029,461 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 4 18 228 CAGGCAGTGACAGGGACATTgagagaGGACagagagaCAGGCAGTGACAGGGACATT CACCCATCCTGTCTTTACTGGT 79 18 28 20 255 22 59,963 59,694 27,100 40,000 2,343,230 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 4 18 240 TAGGGATTCTCACAGGCAGTGACAGGGACATTgagaTAGGGATTCTCACAGGCAGT CACCCATCCTGTCTTTACTGGT 91 18 16 20 255 22 57,746 59,694 44,000 40,000 4,560,078 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 4 18 242 CATAGGGATTCTCACAGGCAGTGACAGGGACATTg CATAGGGATTCTCACAGGCAGT CACCCATCCTGTCTTTACTGGT 91 18 14 22 255 22 59,563 59,694 44,000 40,000 4,743,207 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 4 2 151 GAGGGACGGGCAAGGTGTAACGgagagagagaCAAAGAGGGACGGGCAAGGTGTAA CACCCATCCTGTCTTTACTGGT 2 18 105 20 255 22 61,834 59,694 24,100 40,000 4,139,713 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 4 1 149 GGGACGGGCAAGGTGTAACGgagagagagaCAAATAGGGACGGGCAAGGTGTAAC CACCCATCCTGTCTTTACTGGT 1 18 107 19 255 22 60,673 59,694 25,000 40,000 3,979,263 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 6 18 226 GGCAGTGACAGGGACATTgagagaGGACagagagagAGGCAGTGACAGGGACATTGA CACCCATCCTGTCTTTACTGGT 77 18 30 20 255 22 59,963 59,694 25,700 40,000 2,342,659 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 6 18 227 AGGCAGTGACAGGGACATTgagagaGGACagagagagAGGCAGTGACAGGGACATTG CACCCATCCTGTCTTTACTGGT 78 18 29 20 255 22 59,963 59,694 28,200 40,000 2,343,230 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 6 1 139 GGGACGGGCAAGGTGTAACGgagagagagaCAAATAGGGACGGGCAAGGTGTAAC GTCTTTACTGGTCTCTATCTCTACCC 1 4 107 19 245 26 60,673 59,512 25,000 36,900 8,161,005 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 7 2 139 AGGGACGGGCAAGGTGTAACGgagagagagaCAAATAGGGACGGGCAAGGTGTAA TCTTTACTGGTCTCTATCTCTACCC 2 4 106 19 244 25 60,844 58,397 24,100 36,900 8,447,513 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr521_2 2 127 89 17 2 AG GAGAGAGAGACAAATAATAAGACCGAANGAAAGANO 0 0 7 1 138 GGGACGGGCAAGGTGTAACGgagagagagaCAAATAGGGACGGGCAAGGTGTAAC TCTTTACTGGTCTCTATCTCTACCC 1 4 107 19 244 25 60,673 58,397 25,000 36,900 8,276,561 G 260 TGGTGATGTAGAACATAGGGATTCTCACAGGCAGTGACAGGGACATTgagagaGGACagagagagAAAGAAAGAGGGAATGCAAAGAAGGGAGATAGaaaaaaaGAGGGACGGGCAAGGTGTAACGgagagagagaCAAATAATAAGACCGAANGAAagatagatagatACACAGAAAGGAagagagagagagagagagagagagagagagagagACgggggTAGAGATAGAGACCAGTAAAGACAGGATGGGTGGATAG

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 3 0 137 GCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtg GCTGAGCTGAAGATTCTGACC TCGCAGCAAGCTCTCTTAGG 0 62 123 21 259 20 58,721 59,826 40,200 26,900 2,453,243 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 68 217 AGTGACGTCAGGATGCATGCCCGACATCACCACGT AGTGACGTCAGGATGCATGC AGTGATTCGCAGCAAGCTCT 75 68 49 20 265 20 60,742 60,037 40,600 40,900 0.778858 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 67 298 AGGATGCATGCCCGACATCACCACGTGCCATTTTACAGGATGCATGCCCGACATC CCTGTCCGTAAGCAGAGGTG 67 158 58 19 355 20 60,228 60,109 30,600 40,000 1,336,678 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 62 211 AGTGACGTCAGGATGCATGCCCGACATCACCACGT AGTGACGTCAGGATGCATGC TCGCAGCAAGCTCTCTTAGG 75 62 49 20 259 20 60,742 59,826 40,600 26,900 0.916670 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 61 210 AGTGACGTCAGGATGCATGCCCGACATCACCACGT AGTGACGTCAGGATGCATGC CGCAGCAAGCTCTCTTAGGA 75 61 49 20 258 20 60,742 59,826 40,600 29,400 0.916670 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 0 136 GCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtg GCTGAGCTGAAGATTCTGACC CGCAGCAAGCTCTCTTAGGA 0 61 123 21 258 20 58,721 59,826 40,200 29,400 2,453,243 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 0 137 TGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgt TGCTGAGCTGAAGATTCTGACC CGCAGCAAGCTCTCTTAGGA 0 61 122 22 258 20 60,355 59,826 40,200 29,400 2,528,892 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 54 189 CGACATCACCACGTGCCATTTTACGCGTCGATGAGCCGACATCACCACGTGCCATT CGCAGCAAGCTCTCTTAGGA 54 61 70 20 258 20 61,298 59,826 31,600 29,400 1,472,546 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 54 286 CGACATCACCACGTGCCATTTTACGCGTCGATGAGCCGACATCACCACGTGCCATT CCTGTCCGTAAGCAGAGGTG 54 158 70 20 355 20 61,298 60,109 31,600 40,000 1,406,772 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 54 296 CGACATCACCACGTGCCATTTTACGCGTCGATGAGCCGACATCACCACGTGCCATT TCTCTCACTGCCTGTCCGTA 54 168 70 20 365 20 61,298 59,962 31,600 40,200 1,335,891 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 53 188 GACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACATCACCACGTGCCATTT CGCAGCAAGCTCTCTTAGGA 53 61 71 20 258 20 59,119 59,826 23,200 29,400 1,055,507 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 53 189 GACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACATCACCACGTGCCATTT TCGCAGCAAGCTCTCTTAGG 53 62 71 20 259 20 59,119 59,826 23,200 26,900 1,055,507 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 53 284 GACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACATCACCACGTGCCATTT CTGTCCGTAAGCAGAGGTGT 53 157 71 20 354 20 59,119 59,396 23,200 41,600 1,484,687 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 53 285 GACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACATCACCACGTGCCATTT CCTGTCCGTAAGCAGAGGTG 53 158 71 20 355 20 59,119 60,109 23,200 40,000 0.989733 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr554_2 2 144 34 17 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 10 53 295 GACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACATCACCACGTGCCATTT TCTCTCACTGCCTGTCCGTA 53 168 71 20 365 20 59,119 59,962 23,200 40,200 0.918852 F 367 AGCCGACTCCAGTGCTTGCCCGCCGAACTGAAAATCGGAATGACACATAGTGACGTCAGGATGCATGCCCGACATCACCACGTGCCATTTTACGCGTCGATGAGCGGACCCCGcccccGCTTGCTGAGCTGAAGATTCTGACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAAGTTACATTCATCCCTTCCCCTGGGTTTGAAtgtgtgAATAAACAAAACTTCTGATTTAATCCTAagagagCTTGCTGCGAATCACTTTaaaaaTTGACTacacacGCAAAGGGCTTTTGAGATAAGTGCAGCAGCCTAtttttAAACCaaaaaaaaCACCTCTGCTTACGGACAGGCAGTgagagaAT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 1 1 6 17 237 TCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTCTGCATGAGTGTTTCCGCA ACACAACACAGAATCAGAAAGAGG 70 17 37 20 273 24 60,250 59,181 56,900 36,900 5,068,798 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 8 17 227 TGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATG TGTTTCCGCATTGGTGTGTG ACACAACACAGAATCAGAAAGAGG 60 17 47 20 273 24 59,616 59,181 38,200 36,900 5,202,136 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 9 17 245 TGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtg TGTCCACTTCTGCATGAGTGT ACACAACACAGAATCAGAAAGAGG 77 17 29 21 273 24 59,582 59,181 35,500 36,900 6,236,063 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 9 17 269 TGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGTGAGCGTGACTATGTGTGT ACACAACACAGAATCAGAAAGAGG 101 17 5 21 273 24 59,660 59,181 37,200 36,900 6,158,475 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 10 17 191 AATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGAATGCCTGTGTGATTGCGTG ACACAACACAGAATCAGAAAGAGG 24 17 83 20 273 24 59,758 59,181 53,400 36,900 5,060,295 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 10 10 177 TGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgATGCGTGATTGTGTGTGCTTG ACACAACACAGAATCAGAAAGAGG 10 17 97 20 273 24 59,971 59,181 40,100 36,900 4,847,713 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 10 6 164 TGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgATGCGTGATTGTGTGTGCTTG TCAGAAAGAGGAACAGACACAT 10 6 97 20 260 22 59,971 57,037 40,100 32,100 4,992,485 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 11 17 247 TGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgTGTGTCCACTTCTGCATGAGT ACACAACACAGAATCAGAAAGAGG 79 17 27 21 273 24 59,582 59,181 34,100 36,900 6,236,063 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr559_3 3 127 106 17 4 AG TGTGTGTGTGAGTGAGAGAGAGAGAGAGAGAGAGAG_213_232 0 0 12 9 176 GCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGGCGTGATTGTGTGTGCTTGT ACACAACACAGAATCAGAAAGAGG 9 17 98 20 273 24 59,971 59,181 31,600 36,900 4,847,846 G 274 TACATGTGAGCGTGACTAtgtgtgTATGTGTCCACTTCTGCATGAGTGTTTCCGCATTGgtgtgtgtTCATTTGCTtgtgtgAATGCCtgtgtgATTGCGTGATtgtgtgtgCTTGTGCATGTGTTtgtgtgtgtgAGTgagagagagagagagagagagagagagagagagaTTGATagagagagagagTGAGCgagagagagagagagaTagagagagagagagagagagAtttttATGTGTCTGTTCCTCTTTCTGATTCTGTGTTGTGTT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 1 1 4 13 185 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA CGGCAGAGGAAGGAGATGTT 13 84 50 20 234 20 60,323 59,461 30,700 27,100 0.862410 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 186 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA GCGGCAGAGGAAGGAGATG 13 86 50 20 235 19 60,323 60,227 30,700 29,000 1,550,857 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT
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cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 193 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA GTACAGAGCGGCAGAGGAAG 13 92 50 20 242 20 60,323 60,179 30,700 34,600 0.502484 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 203 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA CAGTCGTCAGGTACAGAGCG 13 102 50 20 252 20 60,323 60,179 30,700 50,300 0.502546 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 229 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA TTGCTTAGCAGGGTTGGACC 13 128 50 20 278 20 60,323 60,251 30,700 44,600 0.574524 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 256 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA TCAGCGACCACAGCTCATTT 13 155 50 20 305 20 60,323 59,965 30,700 23,200 0.358677 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 13 257 gCAGGTGCCTAAACCCATGATGCTCTGACTCAGgag GCAGGTGCCTAAACCCATGA CTCAGCGACCACAGCTCATT 13 156 50 20 306 20 60,323 60,391 30,700 25,700 0.714226 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 10 182 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC CGGCAGAGGAAGGAGATGTT 10 84 53 20 234 20 59,253 59,461 39,100 27,100 1,285,710 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 10 190 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC GTACAGAGCGGCAGAGGAAG 10 92 53 20 242 20 59,253 60,179 39,100 34,600 0.925783 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 10 200 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC CAGTCGTCAGGTACAGAGCG 10 102 53 20 252 20 59,253 60,179 39,100 50,300 0.925846 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 10 226 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC TTGCTTAGCAGGGTTGGACC 10 128 53 20 278 20 59,253 60,251 39,100 44,600 0.997824 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 10 253 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC TCAGCGACCACAGCTCATTT 10 155 53 20 305 20 59,253 59,965 39,100 23,200 0.781976 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 4 7 188 TGCCTAAACCCATGATGCTCTGACTCAGgagagagag TGCCTAAACCCATGATGCTCT GTACAGAGCGGCAGAGGAAG 7 92 55 21 242 20 59,434 60,179 40,900 34,600 1,744,883 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 5 10 139 GGTGCCTAAACCCATGATGCTCTGACTCAGgagagagGGTGCCTAAACCCATGATGC TCAGGTAGATAGAGAAGATCTCACG 10 36 53 20 191 25 59,253 58,772 39,100 43,500 6,974,181 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 1 139 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCA TCTGTCCTCTCAGGTAGATAGAGA 1 46 62 20 200 24 58,423 58,779 34,100 31,000 6,797,097 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 1 296 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCA ACAGCGAACATGTTTCGTGTG 1 206 62 20 357 21 58,423 60,004 34,100 38,200 2,580,549 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 0 139 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCAG TCTGTCCTCTCAGGTAGATAGAGA 0 46 62 21 200 24 59,515 58,779 33,500 31,000 6,706,001 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 0 181 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCAG GTACAGAGCGGCAGAGGAAG 0 92 62 21 242 20 59,515 60,179 33,500 34,600 1,664,604 D 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 0 295 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCAG CAGCGAACATGTTTCGTGTGA 0 205 62 21 356 21 59,515 59,740 33,500 35,800 2,745,777 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr569_2 2 83 48 17 2 AG GAGAGAGAGAAAGCGAGAGAGAGAGAGAGAGAGGA_97_130 0 0 Aug‐75 0 296 ACCCATGATGCTCTGACTCAGgagagagagaAAGCga ACCCATGATGCTCTGACTCAG ACAGCGAACATGTTTCGTGTG 0 206 62 21 357 21 59,515 60,004 33,500 38,200 2,489,453 G 357 NGTCGGAGGATCAAGGTTCGATTTCGATTTTCCATTCTTGGATTTgggggCAGGTGCCTAAACCCATGATGCTCTGACTCAGgagagagagaAAGCgagagagagagagagagagagagagagagagagaNNNNGATTCACTGAGACTCGATGNAAACCTCCTGGNCGTGAGATCTTCTCTATCTACCTGAGAGGACAGAGAATCCCTCAGTTTAACATCTCCTTCCTCTGCCGCTCTGTACCTGACGACTGAATGAGGGTCCAACCCTGCTAAGCAATGTTTaaaaaTGAGCTGTGGTCGCTGAGTTTAATCTTCTGTCCCAGTCAGCTGTGTATCACACGAAACATGTTCGCTGT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 1 1 8 8 139 TTCATGATGATCAAATCCCTTTACAAGGAGATATac TTCATGATGATCAAATCCCTTTACAA GGGAAGGGATTCACTCAGTCG 8 50 76 26 214 21 57,407 60,135 24,100 41,800 9,727,199 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 8 7 138 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG GGGAAGGGATTCACTCAGTCG 7 50 77 26 214 21 57,771 60,135 31,600 41,800 9,363,922 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 9 9 139 TTTCATGATGATCAAATCCCTTTACAAGGAGATATa TTTCATGATGATCAAATCCCTTTACA GGAAGGGATTCACTCAGTCGT 9 49 75 26 213 21 57,407 59,449 24,100 43,400 10,143,505 A 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 9 8 138 TTCATGATGATCAAATCCCTTTACAAGGAGATATac TTCATGATGATCAAATCCCTTTACAA GGAAGGGATTCACTCAGTCGT 8 49 76 26 213 21 57,407 59,449 24,100 43,400 10,143,505 A 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 9 7 137 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG GGAAGGGATTCACTCAGTCGT 7 49 77 26 213 21 57,771 59,449 31,600 43,400 9,780,229 A 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 10 7 179 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG GAGTTCACACTGGGCTGAGG 7 92 77 26 255 20 57,771 60,321 31,600 38,600 8,550,375 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 72 238 CCAGACAGGAAGCAGGTGAATAGCCTCATTCCACT CCAGACAGGAAGCAGGTGAA GAGTTCACACTGGGCTGAGG 72 92 18 20 255 20 59,602 60,321 31,800 38,600 0.719063 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 72 246 CCAGACAGGAAGCAGGTGAATAGCCTCATTCCACT CCAGACAGGAAGCAGGTGAA AGAGCAGCGAGTTCACACTG 72 100 18 20 263 20 59,602 60,319 31,800 36,600 0.717323 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 72 247 CCAGACAGGAAGCAGGTGAATAGCCTCATTCCACT CCAGACAGGAAGCAGGTGAA CAGAGCAGCGAGTTCACACT 72 101 18 20 264 20 59,602 60,319 31,800 35,500 0.717323 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 72 249 CCAGACAGGAAGCAGGTGAATAGCCTCATTCCACT CCAGACAGGAAGCAGGTGAA GACAGAGCAGCGAGTTCACA 72 103 18 20 266 20 59,602 60,319 31,800 35,800 0.716981 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 69 215 CCAGACAGGAAGCAGGTGAATAGCCTCATTCCACT CCAGACAGGAAGCAGGTGAA TTCACCTGCTCTGTGTGTGG 72 69 18 20 232 20 59,602 60,179 31,800 41,700 0.576989 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 69 216 TCCAGACAGGAAGCAGGTGAATAGCCTCATTCCAC TCCAGACAGGAAGCAGGTGA TTCACCTGCTCTGTGTGTGG 73 69 17 20 232 20 60,472 60,179 40,200 41,700 0.650829 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 9 192 TTTCATGATGATCAAATCCCTTTACAAGGAGATATa TTTCATGATGATCAAATCCCTTTACA GACAGAGCAGCGAGTTCACA 9 103 75 26 266 20 57,407 60,319 24,100 35,800 8,911,569 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 8 191 TTCATGATGATCAAATCCCTTTACAAGGAGATATac TTCATGATGATCAAATCCCTTTACAA GACAGAGCAGCGAGTTCACA 8 103 76 26 266 20 57,407 60,319 24,100 35,800 8,911,569 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 7 187 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG AGAGCAGCGAGTTCACACTG 7 100 77 26 263 20 57,771 60,319 31,600 36,600 8,548,635 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 7 188 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG CAGAGCAGCGAGTTCACACT 7 101 77 26 264 20 57,771 60,319 31,600 35,500 8,548,635 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 12 7 190 TCATGATGATCAAATCCCTTTACAAGGAGATATacacTCATGATGATCAAATCCCTTTACAAG GACAGAGCAGCGAGTTCACA 7 103 77 26 266 20 57,771 60,319 31,600 35,800 8,548,293 B 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 13 49 189 GGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGGAAGCAGGTGAATAGCCTCA GGAAGGGATTCACTCAGTCGT 64 49 25 21 213 21 59,790 59,449 38,600 43,400 2,761,455 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 13 48 189 GGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGGAAGCAGGTGAATAGCCTCA GGAAGGGATTCACTCAGTCGTT 64 48 25 21 213 22 59,790 60,028 38,600 38,500 3,238,498 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr600_4 4 110 34 17 1 AC ACACACACACACACACACACACACACACACACAC AC_110_143 0 0 16 50 187 AGCAGGTGAATAGCCTCATTCCACTTTGTCATTGAC AGCAGGTGAATAGCCTCATTCC GGGAAGGGATTCACTCAGTCG 60 50 28 22 214 21 60,159 60,135 30,100 41,800 3,293,366 F 297 TATCAGGAAATGTGTTTCCAGACAGGAAGCAGGTGAATAGCCTCATTCCACTTTGTCATTGACAtttttACAGTTTTCATGATGATCAAATCCCTTTACAAGGAGATATacacacacacacacacacacacacacacacacacAGAAACATCCACTATTCAGTGTGAACTCACTGATGAGTCAGAAGTTTAAACGACTGAGTGAATCCCTTCCcacacacaGAGCAGGTGAACAGCCTCAGCCCAGTGTGAACTCGCTGCTCTGTCCAGAGATTGGACGAATTAATGAATCCAATCT

cons_gr627_2 2 31 80 17 2 AC TGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTGTGT TG_31_48 1 1 15.25 6 135 GGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgtg GGAGGTGAGTCTGGTGTGTG ACACATACACTCACACTCCCA 8 6 3 20 137 21 59,966 58,675 38,200 43,700 2,359,542 G 137 CAGGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTNTGNGNgtgtgtgtgtNtgtgtgTATGTTTGGGAGTGTGAGTGTATGTGT

cons_gr627_2 2 31 80 17 2 AC TGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTGTGT TG_31_48 0 0 15.25 6 136 AGGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgt AGGAGGTGAGTCTGGTGTGT ACACATACACTCACACTCCCA 9 6 2 20 137 21 60,105 58,675 37,200 43,700 2,430,936 G 137 CAGGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTNTGNGNgtgtgtgtgtNtgtgtgTATGTTTGGGAGTGTGAGTGTATGTGT

cons_gr627_2 2 31 80 17 2 AC TGTGTGTGTGTGTGTGTGNGTGTGTGTGTGTGTGT TG_31_48 0 0 15.25 6 137 CAGGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgCAGGAGGTGAGTCTGGTGTG ACACATACACTCACACTCCCA 10 6 1 20 137 21 59,680 58,675 38,200 43,700 2,645,211 G 137 CAGGAGGTGAGTCTGgtgtgtgtCTGTGNAtgtgtgtgtgtgtgtgtgNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNTGTNTGNGNgtgtgtgtgtNtgtgtgTATGTTTGGGAGTGTGAGTGTATGTGT

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 1 1 Sep‐75 8 120 CCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctcCCTCTCCGTCTCGCATTTCT AGTGGGACATAGAGAGAGGCA 8 37 5 20 124 21 59,542 59,711 25,200 47,500 1,747,082 F 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 12 9 132 CCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctc CCCTCTCCGTCTCGCATTTC GACAGGGAGAAAGTGGGACA 9 49 4 20 135 20 60,529 58,943 21,700 40,200 1,585,343 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 12 8 131 CCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctcCCTCTCCGTCTCGCATTTCT GACAGGGAGAAAGTGGGACA 8 49 5 20 135 20 59,542 58,943 25,200 40,200 1,514,511 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 12 8 132 CCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctcCCTCTCCGTCTCGCATTTCT AGACAGGGAGAAAGTGGGAC 8 50 5 20 136 20 59,542 58,647 25,200 44,600 1,810,942 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 12‐May 11 140 TCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctct TCCCTCTCCGTCTCGCATT ACAGAAAGACAGGGAGAAAGTGG 11 53 3 19 142 23 60,380 60,181 35,600 40,000 4,561,427 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 12‐May 10 140 TCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctct TCCCTCTCCGTCTCGCATTT ACAGAAAGACAGGGAGAAAGTGG 10 53 3 20 142 23 60,971 60,181 23,200 40,000 4,152,386 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr657_2 2 33 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT CT_33_66 0 0 Dec‐75 14 140 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctc TCTCCCTCTCCGTCTCGC AGAAAGACAGGGAGAAAGTGGG 14 52 1 18 140 22 60,125 59,626 50,300 46,100 4,498,156 B 179 TCTCCCTCTCCGTCTCGCATTTCTNNNNNNNNctctctctctctctctctctctctctctctctctCCCTGTCTCTNTNTCTGTTtgtgtgtgTCTCTNTTTATGCctctctctATGTCCCACTTTCTCCCTGTCTTTCTGTAtctctctcTTAGtctctcTGTTAAAATATCTCCCTC

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 1 1 6 65 248 TCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATCCTTCACCCTCACCCACTA GGGTGAAGAGACTCGCTTCT 83 65 34 20 281 20 59,510 59,108 27,400 28,500 1,382,080 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 8 65 251 TACTCCTTCACCCTCACCCACTATGAGAGTGGGTTA TACTCCTTCACCCTCACCCA GGGTGAAGAGACTCGCTTCT 86 65 31 20 281 20 59,510 59,108 45,100 28,500 1,382,080 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 8 29 212 TCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATCCTTCACCCTCACCCACTA TGAGGGAGAAAGCGTATGGA 83 29 34 20 245 20 59,510 58,139 27,400 34,100 2,350,658 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 8 29 215 TACTCCTTCACCCTCACCCACTATGAGAGTGGGTTA TACTCCTTCACCCTCACCCA TGAGGGAGAAAGCGTATGGA 86 29 31 20 245 20 59,510 58,139 45,100 34,100 2,350,658 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 12 29 236 CACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCA CACTCCCAGTCTCAGCTTGT TGAGGGAGAAAGCGTATGGA 107 29 10 20 245 20 59,316 58,139 31,600 34,100 2,544,614 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 135 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT TGAGGGAGAAAGCGTATGGAA 6 28 111 20 245 21 59,958 58,815 29,000 35,300 2,226,964 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 135 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT TGAGGGAGAAAGCGTATGGAAC 6 27 111 20 245 22 59,958 60,094 29,000 36,200 2,136,089 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 135 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT TGAGGGAGAAAGCGTATGGA 6 29 111 20 245 20 59,958 58,139 29,000 34,100 1,903,072 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 169 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT GTGAAGAGACTCGCTTCTGC 6 63 111 20 279 20 59,958 58,655 29,000 42,600 1,387,841 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 171 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT GGGTGAAGAGACTCGCTTCTG 6 64 111 20 281 21 59,958 60,404 29,000 30,200 1,445,945 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 14 6 171 AGACTGGGAGTGAGCCAGATACCCATacacacacact AGACTGGGAGTGAGCCAGAT GGGTGAAGAGACTCGCTTCT 6 65 111 20 281 20 59,958 59,108 29,000 28,500 0.934494 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr661_2 2 137 60 17 2 AC ACACACACACTCTCTCTCTCNNNNANACACACACACAC_163_196 0 0 16 65 276 GGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCGGTTCACTCCCAGTCTCAGC GGGTGAAGAGACTCGCTTCT 111 65 6 20 281 20 60,037 59,108 42,600 28,500 0.928922 D 367 TGCCTGGTTCACTCCCAGTCTCAGCTTGTTTACTCCTTCACCCTCACCCACTATGAGAGTGGGTTAGAATATGTGTTAGGGTATGGGGATGACGGTAACTGAGAATCCTGAGACTGGGAGTGAGCCAGATACCCATacacacacactctctctctcNNNNANacacacacacacacacacacacacacacacacacAAAGACACTNNctctctctctCCCTCTGTTCCATACGCTTTCTCCCTCAATCTTTCTCACATCGCAGAAGCGAGTCTCTTCACCCCTCCCAACTGGGCCCTGCGGCctctctcccccACCTCCCCAGCCTGGCAGCctctctctctCCCAGACCCCACAGCctctctctct

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 1 1 8 50 189 GAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGA GAGAAGGAATCGCCCTCCAT CCCTTCAGCTTCACATCCAA 50 57 46 20 234 20 59,238 57,795 34,100 35,300 2,966,824 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 9 49 189 GAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGA GAGAAGGAATCGCCCTCCATT CCCTTCAGCTTCACATCCAA 49 57 46 21 234 20 59,858 57,795 31,600 35,300 3,346,880 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 10 55 194 AGATCGAGAAGGAATCGCCCTCCATTTTAAAGATG AGATCGAGAAGGAATCGCCC CCCTTCAGCTTCACATCCAA 55 57 41 20 234 20 59,323 57,795 61,300 35,300 2,881,758 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 10 54 193 GATCGAGAAGGAATCGCCCTCCATTTTAAAGATGG GATCGAGAAGGAATCGCCCT CCCTTCAGCTTCACATCCAA 54 57 42 20 234 20 59,323 57,795 51,900 35,300 2,881,758 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 10 53 192 ATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAATCGAGAAGGAATCGCCCTC CCCTTCAGCTTCACATCCAA 53 57 43 20 234 20 59,323 57,795 43,000 35,300 2,881,758 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 10 49 188 AGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAA AGAAGGAATCGCCCTCCATT CCCTTCAGCTTCACATCCAA 49 57 47 20 234 20 58,783 57,795 31,600 35,300 3,422,012 B 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 14 14 119 GGCAGAAGTGATCTACGTCCATTTTATAGATGGAG GGCAGAAGTGATCTACGTCCA GGGAGAGAGAGGGAGAGATAGG 20 14 75 21 193 22 59,523 59,691 40,200 25,700 3,785,757 F 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 14 14 151 ATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAATCGAGAAGGAATCGCCCTC GGGAGAGAGAGGGAGAGATAGG 53 14 43 20 193 22 59,323 59,691 43,000 25,700 2,985,602 F 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 14 13 118 GGCAGAAGTGATCTACGTCCATTTTATAGATGGAG GGCAGAAGTGATCTACGTCCA GGAGAGAGAGGGAGAGATAGGG 20 13 75 21 192 22 59,523 59,691 40,200 35,300 3,785,757 F 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 14 13 119 TGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGTGGCAGAAGTGATCTACGTCC GGAGAGAGAGGGAGAGATAGGG 21 13 74 21 192 22 59,523 59,691 47,900 35,300 3,785,757 F 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr764_2 2 116 42 17 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNTCTTC_116_149 0 0 14 13 150 ATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAATCGAGAAGGAATCGCCCTC GGAGAGAGAGGGAGAGATAGGG 53 13 43 20 192 22 59,323 59,691 43,000 35,300 2,985,602 F 261 TACATAATGACGATTGAGTAGGGACCTTCGTCCATATTGAAGATCGAGAAGGAATCGCCCTCCATTTTAAAGATGGCAGAAGTGATCTACGTCCATTTTATAGATGGAGAAGAGAtctctctctctctctctctctctctctctctctcTNtctctcTNNNNCTCACTACCCCTAtctctcCctctctctCCCCAAGTCACTTTAAAGACAAAATTGGATGTGAAGCTGAAGGGNAAATATTTTCAGGGTTATGGGGAATG

cons_gr794_2 2 34 92 17 3 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 1 13 0 148 TCACACTCACGCAGATGCATTCTCTTGTTcacacacac TCACACTCACGCAGATGCAT GAGAATATATCTGTGTGTGAGATTGTT 9 0 5 20 152 27 60,037 57,460 39,600 28,300 9,576,870 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 92 17 3 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 15 1 149 TCACACTCACGCAGATGCATTCTCTTGTTcacacacac TCACACTCACGCAGATGCAT AGAGAATATATCTGTGTGTGAGATTGT 9 1 5 20 153 27 60,037 58,078 39,600 27,100 8,959,283 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 92 17 3 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 15 1 151 AGTCACACTCACGCAGATGCATTCTCTTGTTcacaca AGTCACACTCACGCAGATGC AGAGAATATATCTGTGTGTGAGATTGT 11 1 3 20 153 27 60,669 58,078 39,100 27,100 9,590,943 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 167 17 6 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 1 10 9 226 TCACACTCACGCAGATGCATTCTCTTGTTcacacacac TCACACTCACGCAGATGCAT ATGTGTGTGCGAGGGTGTC 9 11 5 20 230 19 60,037 60,302 39,600 36,700 1,338,761 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 167 17 6 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 16 13 240 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcaca ACAGTCACACTCACGCAGAT GAGAATGTGCATGTGTGTGC 13 20 1 20 240 20 59,324 58,027 29,000 45,700 2,649,323 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 167 17 6 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 17 13 241 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcaca ACAGTCACACTCACGCAGAT AGAGAATGTGCATGTGTGTGC 13 20 1 20 241 21 59,324 59,461 29,000 45,700 2,214,697 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 167 17 6 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 17 12 240 CAGTCACACTCACGCAGATGCATTCTCTTGTTcacac CAGTCACACTCACGCAGATG AGAGAATGTGCATGTGTGTGC 12 20 2 20 241 21 58,934 59,461 29,000 45,700 2,604,648 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr794_2 2 34 167 17 6 AC CACACACACACACGCACATTCTCTCTCTCACACTGATNO 0 0 17 9 237 TCACACTCACGCAGATGCATTCTCTTGTTcacacacac TCACACTCACGCAGATGCAT AGAGAATGTGCATGTGTGTGC 9 20 5 20 241 21 60,037 59,461 39,600 45,700 1,575,558 G 252 ACAGTCACACTCACGCAGATGCATTCTCTTGTTcacacacacacaCGCACATtctctctctcACACTGatatatTATTTCTCATATGCACGcacacacacacacacacacacacacacacacacaAACAATCTcacacacaGatatatTCTCTcacacacacacaGATtctctctctcACAGACACCAATtctctctctcCCACAGGCACAGACACCCTCGcacacacaTGCACATtctctctcACACAGAT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 1 1 5 5 124 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCT AGAACAAGTTTATTAGCCACTAAACCT 5 33 9 25 132 27 58,991 59,057 28,500 35,000 13,951,854 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 5 159 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCT AGGAGCCAATCACGAGGTTT 5 75 9 25 167 20 58,991 59,307 28,500 32,700 6,702,008 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 5 160 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCT AAGGAGCCAATCACGAGGTT 5 76 9 25 168 20 58,991 59,307 28,500 35,000 6,702,008 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 5 198 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCT TCCGAATCCAAATGTATTTCACTCT 5 109 9 25 206 25 58,991 58,585 28,500 32,400 12,423,692 F 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 4 124 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCTG AGAACAAGTTTATTAGCCACTAAACCT 4 33 9 26 132 27 60,072 59,057 30,200 35,000 14,014,957 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 4 198 TCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtg TCGGACTCTAACTTTCCTTACTTCTG TCCGAATCCAAATGTATTTCACTCT 4 109 9 26 206 25 60,072 58,585 30,200 32,400 12,486,795 F 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 3 123 CGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgCGGACTCTAACTTTCCTTACTTCTGA AGAACAAGTTTATTAGCCACTAAACCT 3 33 10 26 132 27 60,072 59,057 32,700 35,000 14,014,957 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 3 158 CGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgCGGACTCTAACTTTCCTTACTTCTGA AGGAGCCAATCACGAGGTTT 3 75 10 26 167 20 60,072 59,307 32,700 32,700 6,765,112 A 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr811_2 2 39 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NO 0 0 5 3 197 CGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgCGGACTCTAACTTTCCTTACTTCTGA TCCGAATCCAAATGTATTTCACTCT 3 109 10 26 206 25 60,072 58,585 32,700 32,400 12,486,795 F 256 TCATTTATTCGGACTCTAACTTTCCTTACTTCTGATACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTGACATCACGTCTTTTATTATTTTCCTTAGGTTTAGTGGCTAATAAACTTGTTCTTTCTTTAACTCATTAAAACCTCGTGATTGGCTCCTTATTCACTGCATagagagTGAAATACATTTGGATTCGGAAAAGGCACCACATGGAAAATAAAATTTaaaaaCCTTTATTGTAATCAACT

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 1 1 3 38 243 ACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACTGAAGTTTGTGGAGGGTCC GCCACAGCTGACACCTATCT 38 130 68 21 310 20 59,857 59,461 44,600 19,800 1,682,124 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 37 241 TGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAA TGAAGTTTGTGGAGGGTCCA GCCACAGCTGACACCTATCT 37 130 70 20 310 20 58,782 59,461 40,200 19,800 1,756,967 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 37 242 CTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACTGAAGTTTGTGGAGGGTCCA GCCACAGCTGACACCTATCT 37 130 69 21 310 20 59,857 59,461 40,200 19,800 1,681,921 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 27 231 GGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCGGAGGGTCCAGGATAGGAGG GCCACAGCTGACACCTATCT 27 130 80 20 310 20 60,179 59,461 43,000 19,800 0.717968 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 Mar‐75 96 299 CGGGCAACTGGAACCTGATACTGGTTAGGATTTGA CGGGCAACTGGAACCTGAT GCCACAGCTGACACCTATCT 96 130 12 19 310 20 60,002 59,461 29,000 19,800 1,541,184 F 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 95 299 CGGGCAACTGGAACCTGATACTGGTTAGGATTTGA CGGGCAACTGGAACCTGATA GCCACAGCTGACACCTATCT 95 130 12 20 310 20 59,748 59,461 21,500 19,800 0.790966 F 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 27 169 GGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCGGAGGGTCCAGGATAGGAGG ATTTCTGGCCCAACACCTCT 27 68 80 20 248 20 60,179 59,220 43,000 36,900 0.958915 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 22 191 CGGGCAACTGGAACCTGATACTGGTTAGGATTTGA CGGGCAACTGGAACCTGATA AGGCTGGGTCAGAAGTTTCC 95 22 12 20 202 20 59,748 59,598 21,500 31,300 0.654036 F 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 21 190 CGGGCAACTGGAACCTGATACTGGTTAGGATTTGA CGGGCAACTGGAACCTGATA GGCTGGGTCAGAAGTTTCCT 95 21 12 20 201 20 59,748 59,598 21,500 33,600 0.654036 F 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 5 93 298 GGGCAACTGGAACCTGATACTGGTTAGGATTTGAA GGGCAACTGGAACCTGATACT GCCACAGCTGACACCTATCT 93 130 13 21 310 20 59,718 59,461 21,200 19,800 1,821,207 F 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 6 21 116 TCCAGGATAGGAGGCCAACAGGAAAAGCANTGGA TCCAGGATAGGAGGCCAACA GGCTGGGTCAGAAGTTTCCT 21 21 86 20 201 20 59,956 59,598 33,300 33,600 0.446213 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 6 21 117 TCCAGGATAGGAGGCCAACAGGAAAAGCANTGGA TCCAGGATAGGAGGCCAACA AGGCTGGGTCAGAAGTTTCC 21 22 86 20 202 20 59,956 59,598 33,300 31,300 0.446213 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 6 21 125 TCCAGGATAGGAGGCCAACAGGAAAAGCANTGGA TCCAGGATAGGAGGCCAACA CCCTCAATAGGCTGGGTCAG 21 30 86 20 210 20 59,956 59,528 33,300 35,100 0.515709 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 6 21 163 TCCAGGATAGGAGGCCAACAGGAAAAGCANTGGA TCCAGGATAGGAGGCCAACA ATTTCTGGCCCAACACCTCT 21 68 86 20 248 20 59,956 59,220 33,300 36,900 0.824089 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 6 21 225 TCCAGGATAGGAGGCCAACAGGAAAAGCANTGGA TCCAGGATAGGAGGCCAACA GCCACAGCTGACACCTATCT 21 130 86 20 310 20 59,956 59,461 33,300 19,800 0.583143 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 Aug‐75 18 160 AGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAAGGATAGGAGGCCAACAGGA ATTTCTGGCCCAACACCTCT 18 68 89 20 248 20 59,657 59,220 38,600 36,900 1,123,369 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr819_2 2 127 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 Aug‐75 18 222 AGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAAGGATAGGAGGCCAACAGGA GCCACAGCTGACACCTATCT 18 130 89 20 310 20 59,657 59,461 38,600 19,800 0.882422 A 340 AGCAGAAGCAACGGGCAACTGGAACCTGATACTGGTTAGGATTTGAACAGGAGAtttttGCATGTGAACTGAAGTTTGTGGAGGGTCCAGGATAGGAGGCCAACAGGAAAAGCANTGGAGTAATCGacacacacacacacacacacacacacacacacacATATGAGGGTAGNAGCAGCACAGGAAACTTCTGACCCAGCCTATTGAGGGTAGGTTGAAGGACAGATTAGAGGTGTTGGGCCAGAAATAGATTNATCTTGCCATCTGTTTCAGTTCATCGCTTATCTGTCAGATAGGTGTCAGCTGTGGCTCAGTGGTAATGATCCTTACTTTGAGTCTG

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 1 1 6 36 256 ACGGTACAGCACAATGGAAAGAAAATGATGTTGCTACGGTACAGCACAATGGAAA AGACTTGTCACACTGCTCCC 36 109 7 20 262 20 57,736 59,605 31,300 43,000 2,658,570 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 7 35 256 ACGGTACAGCACAATGGAAAGAAAATGATGTTGCTACGGTACAGCACAATGGAAAG AGACTTGTCACACTGCTCCC 35 109 7 21 262 20 58,849 59,605 26,200 43,000 2,545,767 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 7 15 162 ACGGTACAGCACAATGGAAAGAAAATGATGTTGCTACGGTACAGCACAATGGAAAG AACTGTCCCGGCCTTTAACA 35 15 7 21 168 20 58,849 59,525 26,200 24,100 2,626,246 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 7 7 143 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCAA AGTTGCTTGAACTGTCCCGG 7 24 35 21 177 20 58,970 60,535 40,800 57,300 2,565,473 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 7 7 228 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCAA AGACTTGTCACACTGCTCCC 7 109 35 21 262 20 58,970 59,605 40,800 43,000 2,424,936 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 34 256 ACGGTACAGCACAATGGAAAGAAAATGATGTTGCTACGGTACAGCACAATGGAAAGA AGACTTGTCACACTGCTCCC 34 109 7 22 262 20 60,224 59,605 25,200 43,000 2,618,991 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 133 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCA ACTGTCCCGGCCTTTAACAT 8 14 35 20 167 20 58,310 59,303 45,700 27,100 2,386,485 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 134 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCA AACTGTCCCGGCCTTTAACA 8 15 35 20 168 20 58,310 59,525 45,700 24,100 2,165,028 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 138 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCA CTTGAACTGTCCCGGCCTTT 8 19 35 20 172 20 58,310 60,537 45,700 31,100 2,227,355 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 143 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCA AGTTGCTTGAACTGTCCCGG 8 24 35 20 177 20 58,310 60,535 45,700 57,300 2,225,086 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 228 TGTTGCTGGAGAATTGTGCAATACAATCgagagagag TGTTGCTGGAGAATTGTGCA AGACTTGTCACACTGCTCCC 8 109 35 20 262 20 58,310 59,605 45,700 43,000 2,084,548 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr828_2 2 63 71 17 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 8 8 230 GATGTTGCTGGAGAATTGTGCAATACAATCgagaga GATGTTGCTGGAGAATTGTGCA AGACTTGTCACACTGCTCCC 8 109 33 22 262 20 59,770 59,605 45,700 43,000 2,624,108 D 274 TGAATAACGGTACAGCACAATGGAAAGAAAATGATGTTGCTGGAGAATTGTGCAATACAATCgagagagagagagagagagagagagagagagagaGGGTTGTGGGGNGGGGAGGGGNGAGGAagagagagagAATGCTGCTGGACAATGTTAAAGGCCGGGACAGTTCAAGCAACTTTGGGGCTGTGCAGGCTGGACCGTGAAATTAGTATGGAATTCATACTGGGAAACGGGGATGGGCGGGGAGCAGTGTGACAAGTCTTAAATTGATACA

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 1 1 4 80 297 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT CCATAGTTGCTGCCAGACCT 142 80 26 21 322 20 59,029 59,746 37,300 38,500 2,225,535 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 80 298 AACACTTTGTCTCCTCCATCGTAATACACCACAAACAAACACTTTGTCTCCTCCATCGT CCATAGTTGCTGCCAGACCT 142 80 25 22 322 20 59,631 59,746 37,300 38,500 2,623,053 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 78 295 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT ATAGTTGCTGCCAGACCTGC 142 78 26 21 320 20 59,029 60,394 37,300 48,500 2,364,894 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 66 283 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT AGACCTGCTGAGCATTTCCA 142 66 26 21 308 20 59,029 59,305 37,300 35,300 2,666,129 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 66 284 AACACTTTGTCTCCTCCATCGTAATACACCACAAACAAACACTTTGTCTCCTCCATCGT AGACCTGCTGAGCATTTCCA 142 66 25 22 308 20 59,631 59,305 37,300 35,300 3,063,647 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 95 TGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcac TGTCCTAATATTCACCTTTCCCTG GTGAAGTATGTGTCTGTTAACTCG 13 0 152 24 246 24 57,999 57,623 44,500 41,800 12,378,855 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 96 TGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcac TGTCCTAATATTCACCTTTCCCTG TGTGAAGTATGTGTCTGTTAACTCG 13 0 152 24 247 25 57,999 59,081 44,500 41,800 11,920,024 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 97 TGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcac TGTCCTAATATTCACCTTTCCCTG TTGTGAAGTATGTGTCTGTTAACTCG 13 0 152 24 248 26 57,999 59,580 44,500 41,800 12,421,159 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 221 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT GTGAAGTATGTGTCTGTTAACTCG 142 0 26 21 246 24 59,029 57,623 37,300 41,800 8,348,763 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 222 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT TGTGAAGTATGTGTCTGTTAACTCG 142 0 26 21 247 25 59,029 59,081 37,300 41,800 7,889,933 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 4 0 223 AACACTTTGTCTCCTCCATCGTAATACACCACAAACAAACACTTTGTCTCCTCCATCGT TGTGAAGTATGTGTCTGTTAACTCG 142 0 25 22 247 25 59,631 59,081 37,300 41,800 8,287,451 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 6 65 282 ACACTTTGTCTCCTCCATCGTAATACACCACAAACATACACTTTGTCTCCTCCATCGT GACCTGCTGAGCATTTCCAG 142 65 26 21 307 20 59,029 58,907 37,300 38,600 3,064,516 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 6 0 155 AAGAAAGTGCAGAGTTTACATCCTATGAAATAGTA AAGAAAGTGCAGAGTTTACATCCT TGTGAAGTATGTGTCTGTTAACTCG 72 0 93 24 247 25 58,375 59,081 32,400 41,800 11,543,726 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 7 0 153 AGAAAGTGCAGAGTTTACATCCTATGAAATAGTAA AGAAAGTGCAGAGTTTACATCCT GTGAAGTATGTGTCTGTTAACTCG 72 0 94 23 246 24 57,766 57,623 32,400 41,800 11,611,872 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 7 0 154 AGAAAGTGCAGAGTTTACATCCTATGAAATAGTAA AGAAAGTGCAGAGTTTACATCCT TGTGAAGTATGTGTCTGTTAACTCG 72 0 94 23 247 25 57,766 59,081 32,400 41,800 11,153,042 B 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 42 181 AAACGAacacacCCATGCACAGATATGTCCTAATATT AAACGAACACACCCATGCAC GACCTGCTGAGCATTTCCAG 42 65 127 20 307 20 59,616 58,907 45,700 38,600 1,477,108 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 42 182 AAACGAacacacCCATGCACAGATATGTCCTAATATT AAACGAACACACCCATGCAC AGACCTGCTGAGCATTTCCA 42 66 127 20 308 20 59,616 59,305 45,700 35,300 1,078,720 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 42 194 AAACGAacacacCCATGCACAGATATGTCCTAATATT AAACGAACACACCCATGCAC ATAGTTGCTGCCAGACCTGC 42 78 127 20 320 20 59,616 60,394 45,700 48,500 0.777486 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 42 196 AAACGAacacacCCATGCACAGATATGTCCTAATATT AAACGAACACACCCATGCAC CCATAGTTGCTGCCAGACCT 42 80 127 20 322 20 59,616 59,746 45,700 38,500 0.638127 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 42 216 AAACGAacacacCCATGCACAGATATGTCCTAATATT AAACGAACACACCCATGCAC TGTGCACTCTGTGTCTCACC 42 100 127 20 342 20 59,616 59,895 45,700 40,200 0.488804 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 8 41 181 AACGAacacacCCATGCACAGATATGTCCTAATATTC AACGAACACACCCATGCACA AGACCTGCTGAGCATTTCCA 41 66 128 20 308 20 60,750 59,305 45,700 35,300 1,444,589 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 Aug‐75 4 137 TCACCTTTCCCTGtctctctcTNTCTcacacacacacacaca TCACCTTTCCCTGTCTCTCTCT GAGCATTTCCAGCACTTTCAGT 4 55 163 22 299 22 59,889 59,444 31,000 34,100 4,666,655 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 Aug‐75 4 138 TCACCTTTCCCTGtctctctcTNTCTcacacacacacacaca TCACCTTTCCCTGTCTCTCTCT TGAGCATTTCCAGCACTTTCAG 4 56 163 22 300 22 59,889 59,445 31,000 30,200 4,666,223 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr82_2 2 189 34 17 1 AC CACACACACACACACACACACACACACACACACA CA_189_222 0 0 Aug‐75 4 139 TCACCTTTCCCTGtctctctcTNTCTcacacacacacacaca TCACCTTTCCCTGTCTCTCTCT CTGAGCATTTCCAGCACTTTCA 4 57 163 22 301 22 59,889 59,445 31,000 26,900 4,666,223 F 359 AGATGTTTCCTGTATTGTTTTATTAACACTTTGTCTCCTCCATCGTAATACACCACAAACATTCTGTGACTTAGTTCTTACAACAATCTACAAAGAAAGTGCAGAGTTTACATCCTATGAAATAGTAAACGAacacacCCATGCACAGATATGTCCTAATATTCACCTTTCCCTGtctctctcTNTCTcacacacacacacacacacacacacacacacacaCGAGTTAACAGACACATACTTCACAAAATCAAAATGCTGAAAATCTGAAATaaaaaCTGAAAGTGCTGGAAATGCTCAGCAGGTCTGGCAGCAACTATGGGGTGAGACACAGAGTGCACATTTCAGATCTGTGACCT

cons_gr839_2 2 38 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 1 1 10 1 90 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCT GGGAGTGTAGAGGGAGCTCT CCCAGTGTCAGCACCGAG 17 1 1 20 90 18 59,739 60,048 40,900 46,300 2,308,367 A 100 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCTCTgagagagagagagagagagagagagagagagagaGCTCGGTGCTGACACTGGGGAGTGGAGAG

cons_gr839_2 2 38 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 10 1 90 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCT GGGAGTGTAGAGGGAGCTC CCCAGTGTCAGCACCGAG 18 1 1 19 90 18 58,185 60,048 40,900 46,300 4,863,228 A 100 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCTCTgagagagagagagagagagagagagagagagagaGCTCGGTGCTGACACTGGGGAGTGGAGAG

cons_gr839_2 2 38 34 17 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 10 1 90 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCT GGGAGTGTAGAGGGAGCTCTG CCCAGTGTCAGCACCGAG 16 1 1 21 90 18 61,027 60,048 33,500 46,300 4,074,749 A 100 GGGAGTGTAGAGGGAGCTCTGTATTGTACCTGTCTCTgagagagagagagagagagagagagagagagagaGCTCGGTGCTGACACTGGGGAGTGGAGAG

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 1 1 4 49 220 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC AGCGAGCAATGAGGATCCAA 49 69 18 20 237 20 60,250 59,457 25,900 35,300 0.793615 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 4 49 221 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC CAGCGAGCAATGAGGATCCA 49 70 18 20 238 20 60,250 60,179 25,900 34,100 0.429402 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 4 49 240 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC ATGTATTTAATTATTTAAGCAGCGAGC 49 82 18 20 257 27 60,250 57,387 25,900 50,300 9,862,958 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 Apr‐75 32 189 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC TTTCTTGAGTCAAAGGAAGAGTAAAT 49 32 18 20 206 26 60,250 57,020 25,900 14,000 9,230,819 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 Apr‐75 31 188 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC TTCTTGAGTCAAAGGAAGAGTAAATT 49 31 18 20 205 26 60,250 57,020 25,900 18,200 9,230,819 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 Apr‐75 30 187 GATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCC GATTGGGTCCGTGCCTATCC TCTTGAGTCAAAGGAAGAGTAAATTT 49 30 18 20 204 26 60,250 57,020 25,900 18,200 9,230,819 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 5 50 222 CGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCC CGATTGGGTCCGTGCCTATC CAGCGAGCAATGAGGATCCA 50 70 17 20 238 20 60,600 60,179 20,800 34,100 0.779319 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 5 50 241 CGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCC CGATTGGGTCCGTGCCTATC ATGTATTTAATTATTTAAGCAGCGAGC 50 82 17 20 257 27 60,600 57,387 20,800 50,300 10,212,874 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr91_2 2 87 62 17 1.5 AC GTGTGTGTGTGGTGTGTGTGTGTGTGTGGTGTGTG GT_115_148 0 0 7 66 256 CCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATC CCTAATGGCGAGTGGCGAT ATGTATTTAATTATTTAAGCAGCGAGC 66 82 2 19 257 27 59,930 57,387 45,800 50,300 10,682,385 B 277 ACCTAATGGCGAGTGGCGATTGGGTCCGTGCCTATCCTGCCCGCTCCGTCCCCTTGCCAGCCAGAAAATTCTGCCCtatataGAGAgtgtgtgtgtGgtgtgtgtgtgtgtgtGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNATTATCTTTCTCAGGTTTAGTGGTNAATAAATTTACTCTTCCTTTGACTCAAGAAAACCTTGTTTAATTGGATCCTCATTGCTCGCTGCTTAAATAATTAAATACATTCTGATCTGGAAAAGGGCAT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 1 1 2 50 201 AACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATA AACTCTTGCGGTCCAGTTCC GCAAGCTACGTCACAAACCC 50 77 65 20 265 20 60,250 59,763 36,200 41,100 0.487836 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 3 77 250 GGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTGGCTAGACCCAGGAGCTCTA GCAAGCTACGTCACAAACCC 99 77 16 20 265 20 59,814 59,763 24,300 41,100 0.423884 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 3 19 135 GGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGGGTCCAGTTCCAGGCTTCTG ACAATACTCACCACGTGGCAT 41 19 74 20 208 21 60,322 59,997 30,200 44,000 1,325,127 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 3 17 132 GGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGGGTCCAGTTCCAGGCTTCTG ATACTCACCACGTGGCATGC 41 17 74 20 205 20 60,322 60,744 30,200 40,600 1,066,422 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 85 258 GGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTGGCTAGACCCAGGAGCTCTA TACAGGCAGCAAGCTACGTC 99 85 16 20 273 20 59,814 60,109 24,300 43,400 0.295190 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 85 272 GAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTA GAGAAGGCAAGCGAGGCTAG TACAGGCAGCAAGCTACGTC 113 85 2 20 273 20 60,530 60,109 34,200 43,400 0.638359 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 50 209 AACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATA AACTCTTGCGGTCCAGTTCC TACAGGCAGCAAGCTACGTC 50 85 65 20 273 20 60,250 60,109 36,200 43,400 0.359142 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 41 200 GGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGGGTCCAGTTCCAGGCTTCTG TACAGGCAGCAAGCTACGTC 41 85 74 20 273 20 60,322 60,109 30,200 43,400 0.430812 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 20 135 GGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGGGTCCAGTTCCAGGCTTCTG ACAATACTCACCACGTGGCA 41 20 74 20 208 20 60,322 59,605 30,200 49,200 0.716946 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 4 20 144 AACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATA AACTCTTGCGGTCCAGTTCC ACAATACTCACCACGTGGCA 50 20 65 20 208 20 60,250 59,605 36,200 49,200 0.645276 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 5 42 166 AACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATA AACTCTTGCGGTCCAGTTCC CCCTTCTCAGAGGCCAAGAG 50 42 65 20 230 20 60,250 59,459 36,200 28,500 0.791261 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr922_3 3 135 34 17 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT GT_135_168 0 0 6 41 165 AACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATA AACTCTTGCGGTCCAGTTCC CCTTCTCAGAGGCCAAGAGG 50 41 65 20 229 20 60,250 59,459 36,200 36,900 0.791261 B 286 CGAGAAGGCAAGCGAGGCTAGACCCAGGAGCTCTACTACTTCTTACAACGTTTGAGATATGAGAAACTCTTGCGGTCCAGTTCCAGGCTTCTGGCCTATATGTGATCTGTATCAAAGTGGAAGGGCGTTTCTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgTTTTGTAGGCATGCCACGTGGTGAGTATTGTACCTCTTGGCCTCTGAGAAGGGGTTTGTAATTGTGTAGGGTTTGTGACGTAGCTTGCTGCCTGTANCTATAGTGCTTT

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 9‐May 3 102 CACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCACTGCTTTCTCCCTCTCTC TGGAGACAGGGTGAGAGAGG 25 3 75 20 176 20 57,329 59,960 32,000 36,900 2,711,481 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 9‐May 3 103 TCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTC TCACTGCTTTCTCCCTCTCTC TGGAGACAGGGTGAGAGAGG 25 3 74 21 176 20 58,825 59,960 32,000 36,900 2,215,553 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 9‐May 3 103 TCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTC TCACTGCTTTCTCCCTCTCT TGGAGACAGGGTGAGAGAGG 26 3 74 20 176 20 57,683 59,960 31,000 36,900 2,357,723 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 9‐May 3 159 CCTGCCTACCTGTCATCCAATCTATCTATTTATCTAT CCTGCCTACCTGTCATCCAA TGGAGACAGGGTGAGAGAGG 82 3 18 20 176 20 59,088 59,960 35,300 36,900 0.952121 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 10 41 202 CTGCCTGCCTACCTGTCATCCAATCTATCTATTTATC CTGCCTGCCTACCTGTCATC GACAGCGAGAACCATAGAGTGA 85 41 15 20 216 22 60,179 59,576 29,200 34,100 2,602,954 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 10 40 201 CTGCCTGCCTACCTGTCATCCAATCTATCTATTTATC CTGCCTGCCTACCTGTCATC ACAGCGAGAACCATAGAGTGAG 85 40 15 20 215 22 60,179 59,575 29,200 35,100 2,604,374 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 10 37 198 CTGCCTGCCTACCTGTCATCCAATCTATCTATTTATC CTGCCTGCCTACCTGTCATC GCGAGAACCATAGAGTGAGAGG 85 37 15 20 212 22 60,179 59,966 29,200 36,900 2,213,115 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 10 29 189 CCTGCCTACCTGTCATCCAATCTATCTATTTATCTAT CCTGCCTACCTGTCATCCAA ACCATAGAGTGAGAGGGAAAGAGT 82 29 18 20 206 24 59,088 60,265 35,300 32,400 5,176,392 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 10 3 162 CTGCCTGCCTACCTGTCATCCAATCTATCTATTTATC CTGCCTGCCTACCTGTCATC TGGAGACAGGGTGAGAGAGG 85 3 15 20 176 20 60,179 59,960 29,200 36,900 0.219413 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 11 30 189 CCTGCCTACCTGTCATCCAATCTATCTATTTATCTAT CCTGCCTACCTGTCATCCAA ACCATAGAGTGAGAGGGAAAGAG 82 30 18 20 206 23 59,088 58,714 35,300 28,500 5,197,632 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 11 29 188 CCTGCCTACCTGTCATCCAATCTATCTATTTATCTAT CCTGCCTACCTGTCATCCAA CCATAGAGTGAGAGGGAAAGAGT 82 29 18 20 205 23 59,088 58,714 35,300 32,400 5,197,632 B 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr950_2 2 120 34 17 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 11‐May 1 160 CTGCCTGCCTACCTGTCATCCAATCTATCTATTTATC CTGCCTGCCTACCTGTCATC GAGACAGGGTGAGAGAGGCA 85 1 15 20 174 20 60,179 60,613 29,200 47,500 0.792354 F 224 GTCCATCTGCCTTCCTGCCTGCCTACCTGTCATCCAATCTATCTATTTATCTATCTATGTTTATCTTTATGTATCACTGCTTTCTCCctctctCNCTCTNCctctctctNTCTCNCCCActctctctctctctctctctctctctctctctctGTGCctctctCACCCTGTCTCCAtctctcACTCTTTCCCTCTCACTCTATGGTTCTCGCTGTCTCTTAGTC

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 1 1 3 26 129 TCAAGACATATCCAACATGGCCAANTGCGCCCATCCTCAAGACATATCCAACATGGCCA TGATGATCCCTTGCATCGCT 26 26 132 23 260 20 60,054 59,529 53,600 49,300 3,524,959 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 26 234 GCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGCCTTGTCAACGACAACCAC TGATGATCCCTTGCATCGCT 134 26 27 20 260 20 59,971 59,529 41,600 49,300 0.500093 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 21 124 TCAAGACATATCCAACATGGCCAANTGCGCCCATCCTCAAGACATATCCAACATGGCCA ATCCCTTGCATCGCTTTCCT 26 21 132 23 255 20 60,054 59,743 53,600 33,600 3,310,807 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 3 21 229 GCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGCCTTGTCAACGACAACCAC ATCCCTTGCATCGCTTTCCT 134 21 27 20 255 20 59,971 59,743 41,600 33,600 0.285942 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 Mar‐75 21 189 AGCTACAACAATGGCATCTACACATCAATGTGGAAAAGCTACAACAATGGCATCTACAC ATCCCTTGCATCGCTTTCCT 91 21 67 23 255 20 59,059 59,743 29,000 33,600 4,198,523 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 26 258 TGTCAGTGTGGATGGGCATCGAATGCCTTGTCAAC TGTCAGTGTGGATGGGCATC TGATGATCCCTTGCATCGCT 158 26 3 20 260 20 60,035 59,529 39,100 49,300 0.506343 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 21 123 CAAGACATATCCAACATGGCCAANTGCGCCCATCCACAAGACATATCCAACATGGCCA ATCCCTTGCATCGCTTTCCT 26 21 133 22 255 20 58,710 59,743 53,600 33,600 3,546,876 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 21 224 GTCAACGACAACCACATCGCTTGAATAAGCTGGAA GTCAACGACAACCACATCGC ATCCCTTGCATCGCTTTCCT 129 21 32 20 255 20 60,111 59,743 45,800 33,600 0.367862 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 21 250 CAGTGTGGATGGGCATCGAATGCCTTGTCAACGAC CAGTGTGGATGGGCATCGAA ATCCCTTGCATCGCTTTCCT 155 21 6 20 255 20 60,393 59,743 37,100 33,600 0.649903 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 4 21 253 TGTCAGTGTGGATGGGCATCGAATGCCTTGTCAAC TGTCAGTGTGGATGGGCATC ATCCCTTGCATCGCTTTCCT 158 21 3 20 255 20 60,035 59,743 39,100 33,600 0.292191 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 5 22 189 GCTACAACAATGGCATCTACACATCAATGTGGAAAAGCTACAACAATGGCATCTACACA GATCCCTTGCATCGCTTTCC 90 22 68 23 256 20 59,311 59,335 37,200 31,300 4,354,458 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

cons_gr978_3 3 181 34 17 1 AC ACACACACACACACACACACACACACACACACAC NO 0 0 5 21 188 GCTACAACAATGGCATCTACACATCAATGTGGAAAAGCTACAACAATGGCATCTACACA ATCCCTTGCATCGCTTTCCT 90 21 68 23 255 20 59,311 59,743 37,200 33,600 3,946,200 F 266 ATTGTCAGTGTGGATGGGCATCGAATGCCTTGTCAACGACAACCACATCGCTTGAATAAGCTGGAAAGCTACAACAATGGCATCTACACATCAATGTGGAAAACTATCCAGCTATATTCTGAACAGAAAAGTCAAGACATATCCAACATGGCCAANTGCGCCCATCCAACCCCGcccccTacacacacacacacacacacacacacacacacacATCAGTTAACTCCtcatcatcaGGAAAGCGATGCAAGGGATCATCAACGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 20 190 TTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTATTGGTGAAGAGTCTGCGGTT AGTAGCTCTGACAGGGTTGTG 93 20 33 20 222 21 59,532 59,379 44,400 33,300 2,089,045 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 19 190 ATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATT ATTTGGTGAAGAGTCTGCGGT TAGCTCTGACAGGGTTGTGG 94 19 31 21 220 20 59,928 59,023 56,800 41,700 2,048,971 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 190 TTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTTTTGGTGAAGAGTCTGCGGT GTAGCTCTGACAGGGTTGTGG 94 19 32 20 221 21 59,532 60,338 56,800 41,700 1,806,426 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 185 TGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTA TGGTGAAGAGTCTGCGGTTT GCTCTGACAGGGTTGTGGAA 92 17 34 20 218 20 59,532 59,891 32,700 35,300 0.576811 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 186 TTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTATTGGTGAAGAGTCTGCGGTT GCTCTGACAGGGTTGTGGAA 93 17 33 20 218 20 59,532 59,891 44,400 35,300 0.576811 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 187 TTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTTTTGGTGAAGAGTCTGCGGT GCTCTGACAGGGTTGTGGAA 94 17 32 20 218 20 59,532 59,891 56,800 35,300 0.576811 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 17 131 TTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTTTGTGGGCTGAAGTCCTTGT GCTCTGACAGGGTTGTGGAA 37 17 88 21 218 20 60,064 59,891 31,600 35,300 1,172,601 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 18 131 TTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTTTGTGGGCTGAAGTCCTTGT AGCTCTGACAGGGTTGTGGA 37 18 89 20 219 20 59,449 60,764 31,600 40,200 1,315,282 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2116:28361:54313 1 146 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 17 130 TTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTTTGTGGGCTGAAGTCCTTGT GCTCTGACAGGGTTGTGGAA 37 17 89 20 218 20 59,449 59,891 31,600 35,300 0.659498 A 261 GTTAATGCTTTGGTGaaaaaTGGAACTGAAATTTGGTGAAGAGTCTGCGGTTTTCCTGAATTTATTTTAAGGAACATTCTGATATAATTTGTGGGCTGAAGTCCTTGTAGAATGCAATAGTTTTCAAATGAACTCTGCTCATATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTTAATATGGATCTTATTCCACAACCCTGTCAGAGCTACTTTAAGAATTTAATTTTAATTGCTTTATTTTCCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 7 120 ACAATCTCGCTAACCCACGGAAACTATcacacacacac ACAATCTCGCTAACCCACGG TCTGCAGATGTGTTCGTGCT 7 9 85 20 204 20 60,108 59,966 49,400 44,000 0.142249 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 115 CTCGCTAACCCACGGAAACTATcacacacacacacacac CTCGCTAACCCACGGAAACT TCTGCAGATGTGTTCGTGCT 2 9 90 20 204 20 60,038 59,966 26,600 44,000 0.071524 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 140 GCATTCACAATCTCGCTAACCCACGGAAACTATcacaGCATTCACAATCTCGCTAACCC TCTGTGTCTGCTTGTCTGCA 11 23 79 22 218 20 59,968 59,535 41,100 44,100 2,497,465 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 3 116 TCTCGCTAACCCACGGAAACTATcacacacacacacacaTCTCGCTAACCCACGGAAAC TCTGCAGATGTGTTCGTGCT 3 9 89 20 204 20 60,038 59,966 27,800 44,000 0.071894 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 7 144 ACAATCTCGCTAACCCACGGAAACTATcacacacacac ACAATCTCGCTAACCCACGG AGTGCATCTATCTGTGTCTGCT 7 31 85 20 228 22 60,108 59,235 49,400 42,400 2,873,464 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 3 140 TCTCGCTAACCCACGGAAACTATcacacacacacacacaTCTCGCTAACCCACGGAAAC AGTGCATCTATCTGTGTCTGCT 3 31 89 20 228 22 60,038 59,235 27,800 42,400 2,803,110 B 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 61 256 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAA CGCACTTCTCAAGAACAAATAGG CGCTCGGATGTGTGTTTGTG 88 61 1 23 256 20 58,037 60,111 25,700 33,300 5,073,382 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 61 256 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAA CGCACTTCTCAAGAACAAATAGGA CGCTCGGATGTGTGTTTGTG 87 61 1 24 256 20 59,309 60,111 29,400 33,300 4,801,436 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 57 252 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAA CGCACTTCTCAAGAACAAATAGGA CGGATGTGTGTTTGTGTGCA 87 57 1 24 252 20 59,309 59,620 29,400 45,700 5,070,771 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 48 209 ATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATAGCCAGTGAAACCCGCAT CGGATGTGTGTTTGTGTGCA 48 57 44 20 252 20 59,744 59,620 47,300 45,700 0.635914 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 48 213 ATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATAGCCAGTGAAACCCGCAT CGCTCGGATGTGTGTTTGTG 48 61 44 20 256 20 59,744 60,111 47,300 33,300 0.366579 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 47 212 TAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATAGCCAGTGAAACCCGCATC CGCTCGGATGTGTGTTTGTG 47 61 45 20 256 20 60,392 60,111 39,100 33,300 0.503149 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 7 172 ACAATCTCGCTAACCCACGGAAACTATcacacacacac ACAATCTCGCTAACCCACGG CGCTCGGATGTGTGTTTGTG 7 61 85 20 256 20 60,108 60,111 49,400 33,300 0.219017 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 3 168 TCTCGCTAACCCACGGAAACTATcacacacacacacacaTCTCGCTAACCCACGGAAAC CGCTCGGATGTGTGTTTGTG 3 61 89 20 256 20 60,038 60,111 27,800 33,300 0.148663 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:10125:18959 1 112 64 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 167 CTCGCTAACCCACGGAAACTATcacacacacacacacac CTCGCTAACCCACGGAAACT CGCTCGGATGTGTGTTTGTG 2 61 90 20 256 20 60,038 60,111 26,600 33,300 0.148293 F 268 CGCACTTCTCAAGAACAAATAGGATTGGGAAATAAATTCCTGCATAGCCAGTGAAACCCGCATCCATaaaaaaTATTTGCATTCACAATCTCGCTAACCCACGGAAACTATcacacacacacacacacacacacacacacacacacaAAacacacacacacacATacacacacacAAGTGCACCAGCACGAACACATCTGCAGACAAGCAGACACAGATAGATGCACTCAAATGcacacaAacacacATCCGAGCGcacacaGACACA

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 11 0 141 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGAT CTGCCTGCATGTGTGAGAGA TTCACTCTCTTTCAGTCACTCAC 27 0 1 20 141 23 60,037 58,062 31,000 35,100 4,974,751 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 138 GCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGA GCCTGCATGTGTGAGAGAGA TCACTCTCTTTCAGTCACTCAC 25 0 3 20 140 22 59,751 57,424 31,000 35,100 4,824,781 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 139 GCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGA GCCTGCATGTGTGAGAGAGA TTCACTCTCTTTCAGTCACTCAC 25 0 3 20 141 23 59,751 58,062 31,000 35,100 5,186,646 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 139 TGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATG TGCCTGCATGTGTGAGAGAG TCACTCTCTTTCAGTCACTCAC 26 0 2 20 140 22 60,037 57,424 32,000 35,100 4,612,886 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 140 TGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATG TGCCTGCATGTGTGAGAGAG TTCACTCTCTTTCAGTCACTCAC 26 0 2 20 141 23 60,037 58,062 32,000 35,100 4,974,751 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:13677:49865 1 48 71 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 140 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGAT CTGCCTGCATGTGTGAGAGA TCACTCTCTTTCAGTCACTCAC 27 0 1 20 140 22 60,037 57,424 31,000 35,100 4,612,886 G 170 CTGCCTGCAtgtgtgagagagAATGTGTTCATGTGGATGAAGCAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCgtgtgtgtgtgtgtgagagagagagagaGTGAGTGACTGAAagagagTGAAtgtgtgtgtgtgtgagagagAatatatCG

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 0 139 TCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAA TCTGCATAATTACCCTGTATTTGTC AGGGATGGTCGTCGCAACTA 58 0 45 25 183 20 57,198 60,969 31,800 22,400 8,770,617 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 60 240 CTCCAACGTGAAGGAACCCTCACTGGACGCTGACA CTCCAACGTGAAGGAACCCT TGACTTGCAGTAAACTCTGTTTAGA 99 60 9 20 248 25 59,603 58,421 43,400 21,000 6,975,755 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 138 CTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGCTGCATAATTACCCTGTATTTGTCT AGGGATGGTCGTCGCAACTA 57 0 46 25 183 20 57,192 60,969 34,100 22,400 8,776,878 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 139 TCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAA TCTGCATAATTACCCTGTATTTGTCT AGGGATGGTCGTCGCAACTA 57 0 45 26 183 20 58,426 60,969 34,100 22,400 8,542,611 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 61 241 ACTCCAACGTGAAGGAACCCTCACTGGACGCTGAC ACTCCAACGTGAAGGAACCC TGACTTGCAGTAAACTCTGTTTAG 100 61 8 20 248 24 59,892 57,155 41,100 18,500 6,952,715 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 60 241 ACTCCAACGTGAAGGAACCCTCACTGGACGCTGAC ACTCCAACGTGAAGGAACCC TGACTTGCAGTAAACTCTGTTTAGA 100 60 8 20 248 25 59,892 58,421 41,100 21,000 6,686,963 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 160 TGGACGCTGACATTCTGCATAATTACCCTGTATTTG TGGACGCTGACATTCTGCAT CAAACCTGAGGGATGGTCGT 76 8 32 20 191 20 60,036 59,675 39,600 43,400 0.361048 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 166 CCTCACTGGACGCTGACATTCTGCATAATTACCCTG CCTCACTGGACGCTGACATT CAAACCTGAGGGATGGTCGT 82 8 26 20 191 20 60,037 59,675 27,100 43,400 0.361895 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 174 GAAGGAACCCTCACTGGACGCTGACATTCTGCATAAGAAGGAACCCTCACTGGACG CAAACCTGAGGGATGGTCGT 90 8 18 20 191 20 60,037 59,675 47,900 43,400 0.362175 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 190 AACTCCAACGTGAAGGAACCCTCACTGGACGCTGA AACTCCAACGTGAAGGAACCC ACATTCAAACCTGAGGGATGGT 100 11 7 21 196 22 60,476 59,620 41,100 35,500 3,856,198 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 191 ACTCCAACGTGAAGGAACCCTCACTGGACGCTGAC ACTCCAACGTGAAGGAACCC ATACATTCAAACCTGAGGGATGGT 100 11 8 20 198 24 59,892 59,769 41,100 35,500 4,338,521 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:14915:26308 1 128 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 11 190 ACTCCAACGTGAAGGAACCCTCACTGGACGCTGAC ACTCCAACGTGAAGGAACCC TACATTCAAACCTGAGGGATGGT 100 11 8 20 197 23 59,892 59,408 41,100 35,500 3,699,547 F 248 GACTTTAACTCCAACGTGAAGGAACCCTCACTGGACGCTGACATTCTGCATAATTACCCTGTATTTGTCttttttttGTTTTAAGTTATTCCTGGTTATAAAACTCTTTtctctcCTATCTCCTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGTTGCGACGACCATCCCTCAGGTTTGAATGTATGAATAAACAATACTTCTGATTTCACTCTAAACAGAGTTTACTGCAAGTCA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 1 189 CACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTCACTATCATATTCTGCTCCACCC CCCTCTTCTGCCTCTTCACAG 108 1 32 23 220 21 58,426 60,066 46,100 36,600 5,640,186 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 103 TGTATTTCAAAGTGGACCGGGGTTTTggggggggggg TGTATTTCAAAGTGGACCGGG CAGCCCTCTTCTGCCTCTTC 21 5 121 21 223 20 58,214 60,108 57,300 28,700 2,893,313 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 104 CTGTATTTCAAAGTGGACCGGGGTTTTgggggggggg CTGTATTTCAAAGTGGACCGGG CAGCCCTCTTCTGCCTCTTC 21 5 120 22 223 20 59,253 60,108 57,300 28,700 2,855,197 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 210 tgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACTGTTGTCCTGCATTTGTTCACT CAGCCCTCTTCTGCCTCTTC 127 5 14 22 223 20 58,977 60,108 34,100 28,700 3,130,870 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 218 AGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTAGATCTGTTGTTGTCCTGCA CAGCCCTCTTCTGCCTCTTC 137 5 6 20 223 20 57,063 60,108 44,100 28,700 3,044,671 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 102 CTGTATTTCAAAGTGGACCGGGGTTTTgggggggggg CTGTATTTCAAAGTGGACCGGG GCCCTCTTCTGCCTCTTCAC 21 3 120 22 221 20 59,253 60,392 57,300 31,800 3,139,773 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 189 ACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTAACTATCATATTCTGCTCCACCC GCCCTCTTCTGCCTCTTCAC 108 3 33 22 221 20 57,101 60,392 46,100 31,800 5,291,679 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 2 189 CACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTCACTATCATATTCTGCTCCACCC CCCTCTTCTGCCTCTTCACA 108 2 32 23 220 20 58,426 59,020 46,100 35,800 5,553,564 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 21 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATTCTCTAGATCTGTTGTTGTCCTGC TTCCTTCCTAGCCTCACCAGC 138 21 1 24 240 21 60,082 61,518 48,500 48,500 6,599,781 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 22 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATTCTCTAGATCTGTTGTTGTCCTGC TTCCTTCCTAGCCTCACCAG 138 22 1 24 240 20 60,082 58,427 48,500 40,000 5,655,080 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 22 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATTCTCTAGATCTGTTGTTGTCCTG TTCCTTCCTAGCCTCACCAG 139 22 1 23 240 20 57,349 58,427 38,600 40,000 7,224,495 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:22495:15602 1 163 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 5 215 TCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCT TCTGTTGTTGTCCTGCATTTGT CAGCCCTCTTCTGCCTCTTC 132 5 9 22 223 20 58,977 60,108 28,300 28,700 3,130,870 F 240 TCTCTAGATCtgttgttgtCCTGCATTTGTTCACTATCATATTCTGCTCCACCCCAACTCTTCCTTTCTATTTTCATCTTTTACTTTTCAATGTCTTTTCCCTTGtttttCTCCCACTTCTGTATTTCAAAGTGGACCGGGGTTTTggggggggggggggTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCTGTGAAGAGGCAGAAGAGGGCTGGTGAGGCTAGGAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 1 1 8 0 109 CCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctc CCCTCTACCTGTCTCTACCC AAGTGCGAGAAACGTAGGCA 9 0 33 20 141 20 57,632 59,967 36,900 47,500 2,401,263 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 9 160 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC GACGGGATGAATGCGAGAGA 9 50 32 21 191 20 59,148 59,614 36,900 31,000 2,237,404 G 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 9 173 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC GCGTGAACAATAGGACGGGA 9 63 32 21 204 20 59,148 60,109 36,900 51,400 1,960,173 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 9 174 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC AGCGTGAACAATAGGACGGG 9 64 32 21 205 20 59,148 60,108 36,900 52,800 1,959,982 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 9 202 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC GCCGCTGCTTGAAATAGCAC 9 92 32 21 233 20 59,148 60,524 36,900 44,000 2,375,833 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 9 204 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC TTGCCGCTGCTTGAAATAGC 9 94 32 21 235 20 59,148 59,829 36,900 29,700 2,022,660 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 9 0 110 TCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctTCCCTCTACCTGTCTCTACCC AAGTGCGAGAAACGTAGGCA 9 0 32 21 141 20 59,148 59,967 36,900 47,500 1,884,605 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 10 9 175 CTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctct CTCCCTCTACCTGTCTCTACCC AGCGTGAACAATAGGACGGG 9 64 31 22 205 20 60,159 60,108 36,900 52,800 2,266,908 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 10 9 205 CTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctct CTCCCTCTACCTGTCTCTACCC TTGCCGCTGCTTGAAATAGC 9 94 31 22 235 20 60,159 59,829 36,900 29,700 2,329,586 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:23490:62048 1 62 60 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATNA 0 0 10 0 111 CTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctct CTCCCTCTACCTGTCTCTACCC AAGTGCGAGAAACGTAGGCA 9 0 31 22 141 20 60,159 59,967 36,900 47,500 2,191,531 D 265 TTGTTCCTGGtttttCATCTCTTTATGTTTCTCCCTCTACCTGTCTCTACCCCTCTCATTAtctctctctctctctctctctctctctctctctctcTATCTGTGTAtctctctctctctcTGCCTACGTTTCTCGCACTTTATCTGTCTTTCTCTATACAGTTTCACCActctctCGCATTCATCCCGTCCTATTGTTCACGCTCACTTCTTGTGCTATTTCAAGCAGCGGCAAAATTAACACCCCTATCTTTTCACAGTCGGT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 1 1 9 14 248 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGC CACATAGCTGCACTTCAAGAGT TGCAGATAGCCACACAGACAG 104 14 1 22 248 21 58,667 60,067 32,400 35,100 4,399,563 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 10 15 214 CTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACCTTCTTCACCAGGCTTGCAC TGCAGATAGCCACACAGACA 72 15 35 20 248 20 59,405 59,024 45,700 34,100 1,570,982 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 10 15 248 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGC CACATAGCTGCACTTCAAGAGT TGCAGATAGCCACACAGACA 104 15 1 22 248 20 58,667 59,024 32,400 34,100 4,308,806 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 188 CCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCCCGAGACAAGTCAATACGTGTT AGCCACACAGACAGACACAT 51 8 54 22 241 20 58,685 59,239 33,200 32,100 4,075,740 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 189 ACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCACCGAGACAAGTCAATACGTGTT AGCCACACAGACAGACACAT 51 8 53 23 241 20 60,244 59,239 33,200 32,100 4,004,823 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 189 ACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCACCGAGACAAGTCAATACGTG AGCCACACAGACAGACACAT 53 8 53 21 241 20 58,057 59,239 44,900 32,100 3,703,896 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 206 TTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTTCTTCACCAGGCTTGCACC AGCCACACAGACAGACACAT 71 8 36 20 241 20 60,823 59,239 50,100 32,100 1,584,543 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 207 CTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACCTTCTTCACCAGGCTTGCAC AGCCACACAGACAGACACAT 72 8 35 20 241 20 59,405 59,239 45,700 32,100 1,356,282 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:25814:45400 1 127 87 18 3 AC TGTGTGTGTGTGTGTTTGCATGTGTGTGTGTGTGTGNA 0 0 12 8 241 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGC CACATAGCTGCACTTCAAGAGT AGCCACACAGACAGACACAT 104 8 1 22 241 20 58,667 59,239 32,400 32,100 4,094,105 G 263 CACATAGCTGCACTTCAAGAGTGGAAAAGAAATGCTTCTTCACCAGGCTTGCACCGAGACAAGTCAATACGTGTTTTAAGGACCATTCCTTTGTAACTTGTAAAAGTGCACTATtgtgtgtgTATAtgtgtgtgtgtgtgTTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCtgtgtgtgGGTGGgtgtgtgtgtGCATGTGTATGTGTCTGTCtgtgtgGCTATCTGCATTACATTCAGGGGTT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 11 134 GTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgt GTTTCCGTGTTCGAGTGCAC TCATAGAAGCACAGACGGGC 11 11 64 20 197 20 60,042 59,824 45,700 61,300 0.218208 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 10 133 GTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgt GTTTCCGTGTTCGAGTGCAC CATAGAAGCACAGACGGGCA 11 10 64 20 196 20 60,042 60,108 45,700 53,600 0.150634 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 9 132 GTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgt GTTTCCGTGTTCGAGTGCAC ATAGAAGCACAGACGGGCAC 11 9 64 20 195 20 60,042 60,108 45,700 50,100 0.150586 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 193 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT TCATAGAAGCACAGACGGGC 70 11 5 20 197 20 59,958 59,824 33,600 61,300 0.217295 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 10 192 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT CATAGAAGCACAGACGGGCA 70 10 5 20 196 20 59,958 60,108 33,600 53,600 0.149721 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 9 191 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT ATAGAAGCACAGACGGGCAC 70 9 5 20 195 20 59,958 60,108 33,600 50,100 0.149673 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 6 188 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT GAAGCACAGACGGGCACATA 70 6 5 20 192 20 59,958 60,391 33,600 22,900 0.432665 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 5 187 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT AAGCACAGACGGGCACATAC 70 5 5 20 191 20 59,958 60,674 33,600 23,900 0.715179 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28178:20524 1 95 72 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 2 184 TGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGTGGGCCAGAATGCATTTCCT CACAGACGGGCACATACAGG 70 2 5 20 188 20 59,958 60,741 33,600 40,000 0.782403 B 213 TGGCTGGGCCAGAATGCATTTCCTTTGACTTATTGTCCCTGAGAAGTGtatataCTTTGTTATGTTTCCGTGTTCGAGTGCACGTTCGCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgCTtgtgtgtgtgtgtgtgtgtgtgtgtgTACCTGTATGTGCCCGTCTGTGCTTCTATGAATTGGACTGAATGCAT

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 50 195 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT TCATTGGAACCCTGCGAACT 50 65 22 24 216 20 57,476 59,600 35,500 30,100 6,924,314 F 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 50 198 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT AGATCATTGGAACCCTGCGA 50 68 22 24 219 20 57,476 59,088 35,500 51,000 7,435,870 F 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 19 149 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT CAACCACCGATCCCTGAAGA 50 19 22 24 170 20 57,476 59,387 35,500 28,700 7,137,361 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 17 147 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT ACCACCGATCCCTGAAGAGA 50 17 22 24 168 20 57,476 59,959 35,500 31,000 6,565,339 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 7 139 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT TCCCTGAAGAGATTCTATCCGT 50 7 22 24 160 22 57,476 57,814 35,500 46,900 10,710,178 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 6 138 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT CCCTGAAGAGATTCTATCCGTT 50 6 22 24 159 22 57,476 57,054 35,500 44,400 11,470,579 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 6 139 ACACAATTTGTAGTTTGGAAGTGTAACTATCTATCC ACACAATTTGTAGTTTGGAAGTGT TCCCTGAAGAGATTCTATCCGTT 50 6 22 24 160 23 57,476 58,452 35,500 44,400 11,071,772 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 50 196 AACACAATTTGTAGTTTGGAAGTGTAACTATCTATC AACACAATTTGTAGTTTGGAAGTGT TCATTGGAACCCTGCGAACT 50 65 21 25 216 20 58,069 59,600 35,500 30,100 7,330,944 F 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:28442:69537 1 96 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 17 148 AACACAATTTGTAGTTTGGAAGTGTAACTATCTATC AACACAATTTGTAGTTTGGAAGTGT ACCACCGATCCCTGAAGAGA 50 17 21 25 168 20 58,069 59,959 35,500 31,000 6,971,969 B 223 ACAAGTTGCAAGAACTGGAAAACACAATTTGTAGTTTGGAAGTGTAACTATCTATCCCTCTTAAAATgcgcgcgcACATGCAcgcgcgCAGACAGacacacacacacacacacacacacacacacacacacAGGACAAACGGATAGAATCTCTTCAGGGATCGGTGGTTGAAGAAAAGAATTTATaaaaaaGAATAAGTTCGCAGGGTTCCAATGATCTGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 200 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 11 6 92 ggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtg GGAGTGTGCGAGTGAGAGG CCGTCTCTGCCAGGTACATAC 6 10 175 19 266 21 59,786 59,933 36,900 23,900 2,281,274 F 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 200 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 5 91 gAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgGAGTGTGCGAGTGAGAGGC CCGTCTCTGCCAGGTACATAC 5 10 176 19 266 21 60,445 59,933 47,000 23,900 2,512,450 F 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 200 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 7 93 gggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgt GGGAGTGTGCGAGTGAGAG CCGTCTCTGCCAGGTACATAC 7 10 174 19 266 21 59,786 59,933 32,000 23,900 2,281,274 F 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 1 10 11 266 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC CCGTCTCTGCCAGGTACATA 93 11 1 19 266 20 59,656 58,600 36,700 22,900 2,743,535 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 10 8 182 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT CCGTCTCTGCCAGGTACATA 8 11 85 20 266 20 59,461 58,600 24,000 22,900 1,938,765 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 10 230 ATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgg ATGTCACCCTGCGGCATTT CCGTCTCTGCCAGGTACATAC 57 10 37 19 266 21 60,304 59,933 23,200 23,900 2,371,593 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 10 231 GATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgGATGTCACCCTGCGGCATTT CCGTCTCTGCCAGGTACATAC 57 10 36 20 266 21 61,315 59,933 23,200 23,900 2,382,469 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 10 266 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC CCGTCTCTGCCAGGTACATAC 93 10 1 19 266 21 59,656 59,933 36,700 23,900 2,411,033 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 11 8 182 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT CCGTCTCTGCCAGGTACATAC 8 10 85 20 266 21 59,461 59,933 24,000 23,900 1,606,263 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 12 231 ATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgg ATGTCACCCTGCGGCATTT CCCGTCTCTGCCAGGTACAT 57 12 37 19 267 20 60,304 61,331 23,200 22,900 2,635,037 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 12 267 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTG CTAAATGACGCGCGGTGAC CCCGTCTCTGCCAGGTACAT 93 12 1 19 267 20 59,656 61,331 36,700 22,900 2,674,477 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:3407:35449 1 113 123 18 3 AC AGAGAGAGAGGGGCATGTGTGTGTGTGTGTGTGT NA 0 0 12 8 183 cccTCACCGAGCTGAAGATTCAGCCCATagagagagagCCCTCACCGAGCTGAAGATT CCCGTCTCTGCCAGGTACAT 8 12 85 20 267 20 59,461 61,331 24,000 22,900 1,869,706 G 278 CTAAATGAcgcgcgGTGACGTTGGGACGCACGCCTGATGTCACCCTGCGGCATTTTACACCTTGGCGAGCgggggCCCCAcccccccTCACCGAGCTGAAGATTCAGCCCATagagagagagGGGCAtgtgtgtgtgtgtgtgtgtgtgtgtggggggACCGGGCAGAGACgggggAGTGTGCGAGTGAGAGGCAGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAtgtgtgtgTATGTACCTGGCAGAGACgggggAGTGTGCGA

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 2 186 TTTGCTGtctctctcTAACTCAATAtctctctctctctctctctc TTTGCTGTCTCTCTCTAACTCAA TGCGGAGAGGAATGCAGTTA 2 105 18 23 203 20 57,209 59,098 30,200 22,400 6,693,163 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 2 204 TTTGCTGtctctctcTAACTCAATAtctctctctctctctctctc TTTGCTGTCTCTCTCTAACTCAA CGCAGGTTTGACAGCAACTG 2 123 18 23 221 20 57,209 60,317 30,200 31,600 6,108,605 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 1 185 TTGCTGtctctctcTAACTCAATAtctctctctctctctctctct TTGCTGTCTCTCTCTAACTCAAT TGCGGAGAGGAATGCAGTTA 1 105 19 23 203 20 57,008 59,098 25,700 22,400 6,893,760 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 1 189 TTGCTGtctctctcTAACTCAATAtctctctctctctctctctct TTGCTGTCTCTCTCTAACTCAAT CAACTGCGGAGAGGAATGCA 1 109 19 23 207 20 57,008 60,675 25,700 39,600 6,666,515 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 9 210 TCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctc TCTCAAATTTGCTGTCTCTCTCT GCAGGTTTGACAGCAACTGC 9 122 11 23 220 20 57,519 60,596 31,000 44,000 6,076,467 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 9 211 TCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctc TCTCAAATTTGCTGTCTCTCTCT CGCAGGTTTGACAGCAACTG 9 123 11 23 221 20 57,519 60,317 31,000 31,600 5,797,912 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 9 127 TCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctc TCTCAAATTTGCTGTCTCTCTCT AAACAGAGAGCGAGAGAGCG 9 39 11 23 137 20 57,519 59,830 31,000 50,300 5,650,759 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 9 119 TCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctc TCTCAAATTTGCTGTCTCTCTCT AGCGAGAGAGCGAGAGAGAT 9 31 11 23 129 20 57,519 59,893 31,000 27,500 5,587,350 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:4076:47896 1 43 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 16 2 112 TTTGCTGtctctctcTAACTCAATAtctctctctctctctctctc TTTGCTGTCTCTCTCTAACTCAA AGCGAGAGAGCGAGAGAGAT 2 31 18 23 129 20 57,209 59,893 30,200 27,500 5,898,044 F 257 TCACACCTTTTCTCAAATTTGCTGtctctctcTAACTCAATAtctctctctctctctctctctctctctctctctctcCCTGACActctctctTTCTCTTTAtctctcTAtctctctcGctctctCGctctctGTTTCTCAGACATCCTTCAACTGATGAAGAGTCATACATACTCGAGATGGTAACTGCATTCCTCTCCGCAGTTGCTGTCAAACCTGCGGAGTTTATTCAGGTAttttttttATGAACATGCCTT

ST‐E00142:460:H2K7HCCXY:6:2117:6542:18520 1 52 107 18 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 1 158 TGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgTGAAACTGTGTGTGAGAGATAGAA ACCACATATACATACACACTCCG 1 3 27 24 184 23 57,595 57,804 21,000 46,300 11,601,619 G 193 AAtgtgtgtgtgtgtgtgagagagagTGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGAGAgtgtgtTAAAAtgtgtgtgTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtAtgtgtgtgtgTTTCGGAgtgtgtATGTATATGTGGTTTGGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:6542:18520 1 52 107 18 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 158 TGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgTGAAACTGTGTGTGAGAGATAGAA ACCACATATACATACACACTCCGA 1 2 27 24 184 24 57,595 59,109 21,000 45,500 11,296,447 G 193 AAtgtgtgtgtgtgtgtgagagagagTGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGAGAgtgtgtTAAAAtgtgtgtgTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtAtgtgtgtgtgTTTCGGAgtgtgtATGTATATGTGGTTTGGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:6542:18520 1 52 107 18 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 158 TGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgTGAAACTGTGTGTGAGAGATAGAAA ACCACATATACATACACACTCCGA 0 2 27 25 184 24 58,184 59,109 25,200 45,500 11,707,304 G 193 AAtgtgtgtgtgtgtgtgagagagagTGAAACtgtgtgtgAGAGATAGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGAGAgtgtgtTAAAAtgtgtgtgTTTTGGAGTGAgtgtgtgtgtTTTGGAgtgtgtAtgtgtgtgtgTTTCGGAgtgtgtATGTATATGTGGTTTGGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 1 1 5 11 240 TTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTATTCTTTACTTGTTAACTTAAGGAACCT CCTAATTTCCACACCCTTCTTGT 11 136 6 27 245 23 57,090 58,593 35,000 31,600 14,317,632 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 6 11 240 TTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTATTCTTTACTTGTTAACTTAAGGAACCT CCTAATTTCCACACCCTTCTTGTG 11 135 6 27 245 24 57,090 59,782 35,000 33,300 14,128,684 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 7 6 141 TGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtaTGTTAACTTAAGGAACCTGGCCA CTCCTCTCTTTGTCCCAGCC 6 49 15 23 155 20 59,861 59,748 53,600 48,500 3,390,288 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 7 4 220 AACTTAAGGAACCTGGCCAGTTTACatatatGtatatat AACTTAAGGAACCTGGCCAGT TCCACACCCTTCTTGTGTTGA 4 131 19 21 238 21 59,219 59,438 40,000 31,800 3,342,926 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 7 4 272 AACTTAAGGAACCTGGCCAGTTTACatatatGtatatat AACTTAAGGAACCTGGCCAGT TCAGGGAAGGAGTGACATTTAGA 4 181 19 21 290 23 59,219 58,574 40,000 21,000 6,206,691 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 11 240 TTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTATTCTTTACTTGTTAACTTAAGGAACCT CCTAATTTCCACACCCTTCTTGTGTT 11 133 6 27 245 26 57,090 61,643 35,000 33,200 17,553,154 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 131 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT CTCTTTGTCCCAGCCCTGTT 4 44 20 20 150 20 58,554 59,889 40,000 31,600 1,557,269 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 133 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT CTCTCTTTGTCCCAGCCCTG 4 46 20 20 152 20 58,554 60,036 40,000 44,500 1,481,645 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 136 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT CTCCTCTCTTTGTCCCAGCC 4 49 20 20 155 20 58,554 59,748 40,000 48,500 1,697,650 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 159 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT TCAGGTTAGCAGGGACAAACT 4 71 20 20 178 21 58,554 58,945 40,000 26,600 3,500,815 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 188 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT AGTGAAGAAAGGAGGGCAAACT 4 99 20 20 207 22 58,554 59,824 40,000 26,600 3,621,731 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 219 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT TCCACACCCTTCTTGTGTTGA 4 131 20 20 238 21 58,554 59,438 40,000 31,800 3,008,023 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 8 4 271 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT TCAGGGAAGGAGTGACATTTAGA 4 181 20 20 290 23 58,554 58,574 40,000 21,000 5,871,788 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 9 4 163 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGT ACAATCAGGTTAGCAGGGACA 4 75 20 20 182 21 58,554 59,015 40,000 40,200 3,431,175 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 9 3 219 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGTT TCCACACCCTTCTTGTGTTGA 3 131 20 21 238 21 59,219 59,438 31,600 31,800 3,342,926 B 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:7567:46419 1 44 43 18 1.5 AT ATATATGTATATATATATATATATATATATATATATA NA 0 0 9 3 271 ACTTAAGGAACCTGGCCAGTTTACatatatGtatatata ACTTAAGGAACCTGGCCAGTT TCAGGGAAGGAGTGACATTTAGA 3 181 20 21 290 23 59,219 58,574 31,600 21,000 6,206,691 F 290 ACTAATTCTTTACTTGTTAACTTAAGGAACCTGGCCAGTTTACatatatGtatatatatatatatatatatatatatatatatataGAACTGGTAATATCCTTTTAAAATTCAAATTCTGTTATAACCAAAACAGGGCTGGGACAAagagagGAGTTAGTTTGTCCCTGCTAACCTGATTGTAATAGTTTGCCCTCCTTTCTTCACTATATCTGTGTTCAACACAAGAAGGGTGTGGAAATTAGGaaaaaaaCAAGAGCaaaaaaCTTCTAAATGTCACTCCTTCCCTGA

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 32 189 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT CACTGTACAGTTGCACATTACTTGT 32 76 10 20 198 25 60,755 59,992 28,300 31,600 5,762,953 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 190 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT ACACTGTACAGTTGCACATTACT 32 79 10 20 199 23 60,755 58,296 28,300 22,400 5,459,225 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 195 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT TCAATACACTGTACAGTTGCACA 32 84 10 20 204 23 60,755 58,301 28,300 45,700 5,453,903 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 242 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT AGTCATGTTACCACAGCCTTT 32 133 10 20 251 21 60,755 57,491 28,300 31,100 4,264,173 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 243 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT AAGTCATGTTACCACAGCCTT 32 134 10 20 252 21 60,755 57,491 28,300 43,500 4,264,173 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 187 TCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCT TCCCACACAACCTGTTTCCT ACACTGTACAGTTGCACATTACT 29 79 13 20 199 23 59,077 58,296 33,600 22,400 5,627,255 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 239 TCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCT TCCCACACAACCTGTTTCCT AGTCATGTTACCACAGCCTTT 29 133 13 20 251 21 59,077 57,491 33,600 31,100 4,432,203 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 240 TCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCT TCCCACACAACCTGTTTCCT AAGTCATGTTACCACAGCCTT 29 134 13 20 252 21 59,077 57,491 33,600 43,500 4,432,203 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 114 TCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCT TCCCACACAACCTGTTTCCT GGGATATTGTGCTATTCTGTGGA 29 6 13 20 126 23 59,077 58,027 33,600 40,200 5,896,525 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 117 GCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTA GCCTCCCACACAACCTGTTT GGGATATTGTGCTATTCTGTGGA 32 6 10 20 126 23 60,755 58,027 28,300 40,200 5,728,495 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 29 188 CTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGC CTCCCACACAACCTGTTTCCT ACACTGTACAGTTGCACATTACT 29 79 12 21 199 23 60,134 58,296 33,600 22,400 5,837,689 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:10216:13703 1 62 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 6 115 CTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGC CTCCCACACAACCTGTTTCCT GGGATATTGTGCTATTCTGTGGA 29 6 12 21 126 23 60,134 58,027 33,600 40,200 6,106,960 F 255 ATGTTTTGTGCCTCCcacacaACCTGTTTCCTATTAATCTGTGTCTAGCTGAATTAAATCTcacacacacacacacacacacacacacacacacacaGCCTTTTCCACAGAATAGCACAATATcccccAAAATAttttttaaaaaaaaCCATCCACTTCTCACATTAATTAGCACAAGTAATGTGCAACTGTACAGTGTATTGAAatatatTGTTAAGTCATtatataaaaaaGGCTGTGGTAACATGACTTATT

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 1 1 11 23 196 ACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGACTCACTTTCTAACACTCACTGT TTAAGTGTGCGACTGACTGC 74 23 21 23 216 20 57,400 58,502 35,500 44,000 7,097,990 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 0 0 12 22 165 TTACAGGCACACCCAGTCAGTcacacacaTGCATATA TTACAGGCACACCCAGTCAG TAAGTGTGCGACTGACTGCG 47 22 51 20 215 20 59,604 60,663 35,100 51,800 1,059,704 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 0 0 12 22 166 CTTACAGGCACACCCAGTCAGTcacacacaTGCATAT CTTACAGGCACACCCAGTCA TAAGTGTGCGACTGACTGCG 48 22 50 20 215 20 59,604 60,663 34,100 51,800 1,059,704 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 0 0 12 22 172 AAGTCGCTTACAGGCACACCCAGTCAGTcacacacaT AAGTCGCTTACAGGCACACC TAAGTGTGCGACTGACTGCG 54 22 44 20 215 20 60,603 60,663 41,600 51,800 1,266,174 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 0 0 12 22 195 ACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGACTCACTTTCTAACACTCACTGT TAAGTGTGCGACTGACTGCG 74 22 21 23 215 20 57,400 60,663 35,500 51,800 6,263,268 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA
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ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 118 56 18 2 AC CACACACACACACAGTCAGTCACACACACACACACANA 0 0 12 22 196 AACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGAACTCACTTTCTAACACTCACTGT TAAGTGTGCGACTGACTGCG 74 22 20 24 215 20 58,021 60,663 35,500 51,800 6,642,082 D 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 98 98 18 4 AC CACACACACACACATTCAGCCACACACACACACAGTNA 0 1 13 0 207 acacacacTGTAACTCACTTTCTAACACTCACTGTAAGACACACACTGTAACTCACTTTCT TAAGTGTGCGACTGACTGCG 66 0 9 23 215 20 57,914 60,663 25,200 51,800 5,749,372 G 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 98 98 18 4 AC CACACACACACACATTCAGCCACACACACACACAGTNA 0 0 13 0 211 TCATacacacacTGTAACTCACTTTCTAACACTCACTG TCATACACACACTGTAACTCACT TAAGTGTGCGACTGACTGCG 70 0 5 23 215 20 57,215 60,663 34,100 51,800 6,447,846 G 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 98 98 18 4 AC CACACACACACACATTCAGCCACACACACACACAGTNA 0 0 18 0 156 CACCCAGTCAGTcacacacaTGCATATACACAGTTAG CACCCAGTCAGTCACACACA TAAGTGTGCGACTGACTGCG 18 0 60 20 215 20 59,822 60,663 37,200 51,800 0.841105 G 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 98 98 18 4 AC CACACACACACACATTCAGCCACACACACACACAGTNA 0 0 18 0 157 ACACCCAGTCAGTcacacacaTGCATATACACAGTTA ACACCCAGTCAGTCACACAC TAAGTGTGCGACTGACTGCG 19 0 59 20 215 20 59,822 60,663 38,200 51,800 0.841337 G 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:11992:72262 1 98 98 18 4 AC CACACACACACACATTCAGCCACACACACACACAGTNA 0 0 18 0 158 CACACCCAGTCAGTcacacacaTGCATATACACAGTTACACACCCAGTCAGTCACACA TAAGTGTGCGACTGACTGCG 20 0 58 20 215 20 59,822 60,663 37,200 51,800 0.841105 G 220 TCTTTCATacacacacTGTAACTCACTTTCTAACACTCACTGTAAGTCGCTTACAGGCACACCCAGTCAGTcacacacaTGCATATACACAGTTAGTcacacacacacacaTTCAGCcacacacacacacaGTCAGTcacacacacacacacacacacacacacacacacacaGTCAGTcacacacacacacacaCGCAGTCAGTCGCACACTTAAACCA

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 14 19 150 TTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATG TTGTGAGTGTGTGCCTGTGT TCACAGGTACACACACAAACAC 53 19 112 20 261 22 60,036 58,996 37,200 33,200 3,039,705 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 19 199 gtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTAGTGTTCCTGTATGTGTGCGC TCACAGGTACACACACAAACAC 102 19 63 20 261 22 59,834 58,996 60,900 33,200 3,170,115 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 19 261 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACGGTGTAAATGTGTTCCTGTGTGT TCACAGGTACACACACAAACAC 161 19 1 23 261 22 59,370 58,996 37,200 33,200 6,634,482 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 18 149 TTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATG TTGTGAGTGTGTGCCTGTGT CACAGGTACACACACAAACACT 53 18 112 20 260 22 60,036 58,993 37,200 35,500 3,042,475 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 18 198 gtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTAGTGTTCCTGTATGTGTGCGC CACAGGTACACACACAAACACT 102 18 63 20 260 22 59,834 58,993 60,900 35,500 3,172,885 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 18 260 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACGGTGTAAATGTGTTCCTGTGTGT CACAGGTACACACACAAACACT 161 18 1 23 260 22 59,370 58,993 37,200 35,500 6,637,252 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 14 145 TTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATG TTGTGAGTGTGTGCCTGTGT GGTACACACACAAACACTCACA 53 14 112 20 256 22 60,036 58,996 37,200 35,800 3,039,705 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 14 194 gtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTAGTGTTCCTGTATGTGTGCGC GGTACACACACAAACACTCACA 102 14 63 20 256 22 59,834 58,996 60,900 35,800 3,170,115 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 14 256 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACGGTGTAAATGTGTTCCTGTGTGT GGTACACACACAAACACTCACA 161 14 1 23 256 22 59,370 58,996 37,200 35,800 6,634,482 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 9 101 TGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtg TGGAGCAGAAACGTGTGAGT GGTACACACACAAACACTCACA 9 14 156 20 256 22 59,536 58,996 34,100 35,800 3,468,207 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 9 105 TGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtg TGGAGCAGAAACGTGTGAGT CACAGGTACACACACAAACACT 9 18 156 20 260 22 59,536 58,993 34,100 35,500 3,470,976 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:22242:49408 1 185 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 9 106 TGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtg TGGAGCAGAAACGTGTGAGT TCACAGGTACACACACAAACAC 9 19 156 20 261 22 59,536 58,996 34,100 33,200 3,468,207 F 266 GGTGTAAATGTGTTCCtgtgtgTTTTGCAGATGTTTACCTTTCTGTTtgtgtgtgCGTGCgtgtgtTCCTGTAtgtgtgCGCCTCTGCATCCTTGTTTGTTACATTTATAGTTGTGAgtgtgtGCCTGTGTAAgtgtgtTtgtgtgtgAATGAGATGGAGCAGAAACGTGTGAGTGTCTGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGTATAAGTATGTGAGTGTTtgtgtgtgTACCTGTGAATATG

ST‐E00142:460:H2K7HCCXY:6:2118:27986:18362 1 24 62 18 2 AC GTGTGTGCGTGTGTGTGTGTGATAGGGTGTGTGTGNA 1 1 7 0 112 AACTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgt AACTTCTGGGTGTATCATAGGGC CACACGCACAGGGTTTCCT 0 8 1 23 112 19 59,863 60,526 51,900 33,600 4,662,620 D 112 AACTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgtgtgtGATAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATAGGACAGGAAACCCTGTGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:27986:18362 1 24 62 18 2 AC GTGTGTGCGTGTGTGTGTGTGATAGGGTGTGTGTGNA 0 0 8 0 111 ACTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgtgtACTTCTGGGTGTATCATAGGGC CACACGCACAGGGTTTCCT 0 8 2 22 112 19 59,294 60,526 51,900 33,600 4,232,185 D 112 AACTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgtgtgtGATAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATAGGACAGGAAACCCTGTGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:27986:18362 1 24 62 18 2 AC GTGTGTGCGTGTGTGTGTGTGATAGGGTGTGTGTGNA 0 0 9 0 110 CTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgtgtg CTTCTGGGTGTATCATAGGGC CACACGCACAGGGTTTCCT 0 8 3 21 112 19 57,591 60,526 51,900 33,600 4,935,021 D 112 AACTTCTGGGTGTATCATAGGGCgtgtgtGCgtgtgtgtgtgtGATAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTATAGGACAGGAAACCCTGTGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 8 1 198 ATAGCGTGCACgagagaCagagagagGGAGACagagag ATAGCGTGCACGAGAGACAG GTCCCTCCAACTGTCTCTGC 110 1 11 20 208 20 59,900 60,037 35,100 42,600 0.136472 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 1 199 GATAGCGTGCACgagagaCagagagagGGAGACagagaGATAGCGTGCACGAGAGACA GTCCCTCCAACTGTCTCTGC 111 1 10 20 208 20 59,901 60,037 34,100 42,600 0.135763 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 1 202 ACAGATAGCGTGCACgagagaCagagagagGGAGACa ACAGATAGCGTGCACGAGAG GTCCCTCCAACTGTCTCTGC 114 1 7 20 208 20 59,900 60,037 32,000 42,600 0.136472 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 1 175 gagGGAGACagagagagCCagagagTgagagagaAAGAGGAGGGAGACAGAGAGAGCCA GTCCCTCCAACTGTCTCTGC 87 1 34 20 208 20 60,034 60,037 47,500 42,600 0.070459 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 1 95 GGGAGAGGCAAAGAGGGAGAGGCAGAAagagaga GGGAGAGGCAAAGAGGGAGA GTCCCTCCAACTGTCTCTGC 7 1 114 20 208 20 60,619 60,037 37,100 42,600 0.655826 B 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 1 96 AGGGAGAGGCAAAGAGGGAGAGGCAGAAagagag AGGGAGAGGCAAAGAGGGAG GTCCCTCCAACTGTCTCTGC 8 1 113 20 208 20 60,620 60,037 43,000 42,600 0.656979 B 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 1 97 GAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagaGAGGGAGAGGCAAAGAGGGA GTCCCTCCAACTGTCTCTGC 9 1 112 20 208 20 60,619 60,037 42,000 42,600 0.655826 B 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 1 173 gGGAGACagagagagCCagagagTgagagagaAAGAGA GGGAGACAGAGAGAGCCAGA GTCCCTCCAACTGTCTCTGC 85 1 36 20 208 20 60,034 60,037 38,600 42,600 0.070459 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:7141:60483 1 141 47 18 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 1 174 agGGAGACagagagagCCagagagTgagagagaAAGAGAAGGGAGACAGAGAGAGCCAG GTCCCTCCAACTGTCTCTGC 86 1 35 20 208 20 60,033 60,037 48,500 42,600 0.070066 F 221 AGATAAACAGATAGCGTGCACgagagaCagagagagGGAGACagagagagCCagagagTgagagagaAAGAGAAACagagagagACagagagACAGTGATGGAGTGCCTTAGAGGGAGAGGCAAAGAGGGAGAGGCAGAAagagagagagagagagagagagagagagagagagagTgagagagagaGGCAGAGACAGTTGGAGGGACAGAGACAGaaaaa

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 53 257 TGACAATGTAGTGATGATGCTCTGATATTGTTTTAG TGACAATGTAGTGATGATGCTCTGA GCCAACATGTGCCCGAAGAT 53 123 12 25 268 20 60,105 61,315 32,700 24,000 6,420,485 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 54 246 TGACAATGTAGTGATGATGCTCTGATATTGTTTTAG TGACAATGTAGTGATGATGCTCTG CCCGAAGATAGGGCATTGACA 54 111 12 24 257 21 58,886 59,859 33,500 35,800 6,254,934 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 53 246 TGACAATGTAGTGATGATGCTCTGATATTGTTTTAG TGACAATGTAGTGATGATGCTCTGA CCCGAAGATAGGGCATTGACA 53 111 12 25 257 21 60,105 59,859 32,700 35,800 6,246,081 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 113 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT TGCCACTGTTACTGCCTGAC 16 21 54 20 166 20 61,499 60,250 36,000 35,100 1,749,160 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 114 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT TTGCCACTGTTACTGCCTGA 16 22 54 20 167 20 61,499 59,528 36,000 38,600 1,970,909 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 179 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT TGGGCAGGGCAAGTTAAAGT 16 87 54 20 232 20 61,499 59,813 36,000 26,600 1,686,227 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 181 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT AGTGGGCAGGGCAAGTTAAA 16 89 54 20 234 20 61,499 59,813 36,000 15,200 1,686,227 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 182 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT GAGTGGGCAGGGCAAGTTAA 16 90 54 20 235 20 61,499 60,251 36,000 20,100 1,750,030 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 190 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT ATTGACATGAGTGGGCAGGG 16 98 54 20 243 20 61,499 60,034 36,000 44,500 1,532,662 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 195 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT AGGGCATTGACATGAGTGGG 16 103 54 20 248 20 61,499 60,034 36,000 46,100 1,532,662 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 16 192 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT GCATTGACATGAGTGGGCAG 16 100 54 20 245 20 61,499 59,545 36,000 48,500 1,953,466 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8044:65529 1 90 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 111 CGCCAGCTCAAGACACGTTTTAATGCAATAATTGTACGCCAGCTCAAGACACGTTT CCACTGTTACTGCCTGACCC 16 19 54 20 164 20 61,499 60,322 36,000 44,600 1,820,518 A 274 TGCAAGATTATTGACAATGTAGTGATGATGCTCTGATATTGTTTTAGCATCAGCGCCAGCTCAAGACACGTTTTAATGCAATAATTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGCTGGAAACACTGAGCGGGTCAGGCAGTAACAGTGGCAAGAACAGACAAGTTAACGTTTCAAGTGATGAAGGCTCTGATATAAAACTTTAACTTGCCCTGCCCACTCATGTCAATGCCCTATCTTCGGGCACATGTTGGCcacaca

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 1 1 2 18 243 ACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTACTGTAGTCATACTCTGGTATCTGC GGAACTCACTTCCTAACAGCAC 18 134 12 25 254 22 59,467 58,932 42,600 44,000 8,600,986 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 2 17 241 TGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATGTAGTCATACTCTGGTATCTGCT GGAACTCACTTCCTAACAGCAC 17 134 14 24 254 22 58,304 58,932 42,400 44,000 8,763,863 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 2 7 127 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT CCTAGCCAGCAAAGCCCATA 7 31 23 25 149 20 59,988 59,817 31,600 27,400 5,195,640 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 2 7 172 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT CCACCACATTCTCAAGGGCA 7 76 23 25 194 20 59,988 60,251 31,600 53,600 5,263,446 F 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 2 7 186 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT ACTGTTGCAGTTCACCACCA 7 90 23 25 208 20 59,988 60,035 31,600 41,700 5,046,722 F 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 3 18 243 ACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTACTGTAGTCATACTCTGGTATCTGC GGAACTCACTTCCTAACAGCACT 18 133 12 25 254 23 59,467 60,244 42,600 44,000 8,777,403 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 119 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT GCAAAGCCCATACCTCGTGA 7 23 23 25 141 20 59,988 60,392 31,600 43,500 5,404,609 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 125 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT TAGCCAGCAAAGCCCATACC 7 29 23 25 147 20 59,988 60,107 31,600 27,300 5,118,868 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 156 CTCTGGTATCTGCTTAACACTTGTTTATTACctctctct CTCTGGTATCTGCTTAACACTTGT GGGCAACTACGGATAGGCAA 7 61 24 24 179 20 58,517 59,821 31,600 45,200 5,662,375 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 157 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT GGGCAACTACGGATAGGCAA 7 61 23 25 179 20 59,988 59,821 31,600 45,200 5,191,616 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 159 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT AAGGGCAACTACGGATAGGC 7 63 23 25 181 20 59,988 59,531 31,600 39,300 5,480,796 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 196 CTCTGGTATCTGCTTAACACTTGTTTATTACctctctct CTCTGGTATCTGCTTAACACTTGT ACACCACAAGGACTGTTGCA 7 101 24 24 219 20 58,517 60,035 31,600 40,800 5,517,482 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 197 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT ACACCACAAGGACTGTTGCA 7 101 23 25 219 20 59,988 60,035 31,600 40,800 5,046,722 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2118:8623:30703 1 55 44 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACNA 0 0 4 7 222 ACTCTGGTATCTGCTTAACACTTGTTTATTACctctctc ACTCTGGTATCTGCTTAACACTTGT TCCTAACAGCACTGTGGGTG 7 126 23 25 244 20 59,988 59,604 31,600 46,100 5,408,584 B 274 TTAGTAGACAGACTGTAGTCATACTCTGGTATCTGCTTAACACTTGTTTATTACctctctctctctctctctctctctctctctctctctCActctctCACTGAGAGTTATTGTTATTCATTCACGAGGTATGGGCTTTGCTGGCTAGGCCAGCATTTATTGCCTATCCGTAGTTGCCCTTGAGAATgtggtggtgAACTGCAACAGTCCTTGTGGTGTAGGTACACCCACAGTGCTGTTAGGAAGTGAGTTCCAGGATTTTGATTCAGCAACG

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 1 1 3 12 151 CCCTTGCTCAGGTGATcacacaAACACAACACCCCAC CCCTTGCTCAGGTGATCACA CCCTGTCCTATGCAATGAGGA 22 12 108 20 258 21 59,674 59,229 35,800 37,100 2,096,591 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 3 12 215 GACGAGGATGGCTCTTCACCATTCCCCACTCCCCGT GACGAGGATGGCTCTTCACC CCCTGTCCTATGCAATGAGGA 86 12 44 20 258 21 60,179 59,229 40,200 37,100 1,949,755 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 3 12 216 GGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGGGACGAGGATGGCTCTTCAC CCCTGTCCTATGCAATGAGGA 87 12 43 20 258 21 60,179 59,229 31,800 37,100 1,949,755 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 13 151 CCCTTGCTCAGGTGATcacacaAACACAACACCCCAC CCCTTGCTCAGGTGATCACA CCCTGTCCTATGCAATGAGG 22 13 108 20 258 20 59,674 57,733 35,800 38,600 2,593,107 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 13 240 AATGACCTCTTCCCTGACCCCAGTGGACGAGGATG AATGACCTCTTCCCTGACCC CCCTGTCCTATGCAATGAGG 111 13 19 20 258 20 58,710 57,733 44,600 38,600 3,557,308 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 12 218 GTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCGTGGACGAGGATGGCTCTTC CCCTGTCCTATGCAATGAGGA 89 12 41 20 258 21 60,179 59,229 28,700 37,100 1,949,755 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 12 240 AATGACCTCTTCCCTGACCCCAGTGGACGAGGATG AATGACCTCTTCCCTGACCC CCCTGTCCTATGCAATGAGGA 111 12 19 20 258 21 58,710 59,229 44,600 37,100 3,060,792 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 11 151 CCCTTGCTCAGGTGATcacacaAACACAACACCCCAC CCCTTGCTCAGGTGATCACA CCCTGTCCTATGCAATGAGGAA 22 11 108 20 258 22 59,674 59,827 35,800 33,600 2,499,288 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 4 11 240 AATGACCTCTTCCCTGACCCCAGTGGACGAGGATG AATGACCTCTTCCCTGACCC CCCTGTCCTATGCAATGAGGAA 111 11 19 20 258 22 58,710 59,827 44,600 33,600 3,463,490 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 10 8 139 TGATcacacaAACACAACACCCCACCCACTcaccaccac TGATCACACAAACACAACACCC CCCTGTCCTATGCAATGAGGA 8 12 120 22 258 21 59,575 59,229 46,100 37,100 4,195,969 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 10 8 139 TGATcacacaAACACAACACCCCACCCACTcaccaccac TGATCACACAAACACAACACCC CCCTGTCCTATGCAATGAGGAA 8 11 120 22 258 22 59,575 59,827 46,100 33,600 4,598,667 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:12215:27890 1 150 76 18 2 AC CACCACCACACCACACACACACACACACCACACCCCNA 0 0 10 8 139 TGATcacacaAACACAACACCCCACCCACTcaccaccac TGATCACACAAACACAACACCC CCCTGTCCTATGCAATGAGG 8 13 120 22 258 20 59,575 57,733 46,100 38,600 4,692,486 G 276 TCTGCGAGTGGTCGAGGTAATGACCTCTTCCCTGACCCCAGTGGACGAGGATGGCTCTTCACCATTCCCCACTCCCCGTGCCATCGGGGTCTTAGCCTGTGCTGTGGCCCTTGCTCAGGTGATcacacaAACACAACACCCCACCCACTcaccaccacACcacacacacacacacaCCACAccccccACcacacacacacacacacacacacacacacacacacaGGCACAGGCATTTCCTCATTGCATAGGACAgggggAACTGCTTTCAACTAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 5 25 240 TTTCCAGAGATTGCCCACCATCAAAATGCATAATTA TTTCCAGAGATTGCCCACCAT ATTCTCTTTCCACTTCACTCAATCC 133 25 17 21 256 25 59,641 59,057 35,500 30,100 7,301,613 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 25 240 TTTCCAGAGATTGCCCACCATCAAAATGCATAATTA TTTCCAGAGATTGCCCACCA ATTCTCTTTCCACTTCACTCAATCC 134 25 17 20 256 25 59,223 59,057 41,700 30,100 6,719,636 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 24 240 TTTCCAGAGATTGCCCACCATCAAAATGCATAATTA TTTCCAGAGATTGCCCACCA ATTCTCTTTCCACTTCACTCAATCCA 134 24 17 20 256 26 59,223 60,466 41,700 34,100 7,243,137 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 9 165 TAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAAC TAACTGGAGGGAGGGTAGGG ATCCATCTCAGGTCAGCTGC 80 9 71 20 235 20 59,360 59,531 35,300 52,500 1,109,566 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 9 216 CCAGAGATTGCCCACCATCAAAATGCATAATTAAGCCCAGAGATTGCCCACCATCA ATCCATCTCAGGTCAGCTGC 131 9 20 20 235 20 59,743 59,531 30,700 52,500 0.725822 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 7 135 CCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGCCCAACTGAGAGGAAGCAGG CCATCTCAGGTCAGCTGCTG 52 7 99 20 233 20 60,036 60,462 48,500 44,100 0.497855 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 7 163 TAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAAC TAACTGGAGGGAGGGTAGGG CCATCTCAGGTCAGCTGCTG 80 7 71 20 233 20 59,360 60,462 35,300 44,100 1,102,720 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 7 214 CCAGAGATTGCCCACCATCAAAATGCATAATTAAGCCCAGAGATTGCCCACCATCA CCATCTCAGGTCAGCTGCTG 131 7 20 20 233 20 59,743 60,462 30,700 44,100 0.718976 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 127 GAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAGAGGAAGCAGGAGAAGCG CATCTCAGGTCAGCTGCTGT 45 6 106 20 232 20 60,179 59,750 46,800 44,000 0.428790 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 134 CCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGCCCAACTGAGAGGAAGCAGG CATCTCAGGTCAGCTGCTGT 52 6 99 20 232 20 60,036 59,750 48,500 44,000 0.285306 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 162 TAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAAC TAACTGGAGGGAGGGTAGGG CATCTCAGGTCAGCTGCTGT 80 6 71 20 232 20 59,360 59,750 35,300 44,000 0.890172 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:13453:21702 1 171 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 213 CCAGAGATTGCCCACCATCAAAATGCATAATTAAGCCCAGAGATTGCCCACCATCA CATCTCAGGTCAGCTGCTGT 131 6 20 20 232 20 59,743 59,750 30,700 44,000 0.506428 A 264 TGACTCAGCCCTTGATTTTCCAGAGATTGCCCACCATCAAAATGCATAATTAAGCAGCATGATGTATACTTAACTGGAGGGAGGGTAGGGAGCTGCTGCCCAACTGAGAGGAAGCAGGAGAAGCGTAAGAGGACAACATGAAGACAGGAAGCGAGTCAATCACCTATCTGgagagagagagagagagagagagagagagagagagaGTCATAACAGCAGCTGACCTGAGATGGATTGAGTGAAGTGGAAAGAGAATAAGTCAAT

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 73 240 TCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTTCATAAATCCTGGTTACCTGA TCCAGGTAGCAGTTTCAATGTGT 84 73 4 24 243 23 57,116 60,181 38,600 37,200 10,065,917 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 72 240 TTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTTCATAAATCCTGGTTACCTGA CCAGGTAGCAGTTTCAATGTGTG 84 72 3 25 242 23 57,734 60,058 38,600 38,200 10,323,614 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 74 240 TCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTTCATAAATCCTGGTTACCTGA TCCAGGTAGCAGTTTCAATGTG 84 74 4 24 243 22 57,116 58,589 38,600 32,100 10,295,918 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 47 185 TGTGACAACGGAGGTTTCCTTGTACTAAACTGCTAT TGTGACAACGGAGGTTTCCT TCAATGTGTGGACTTTCAGTCA 47 60 45 20 229 22 59,165 57,850 33,600 34,100 4,984,124 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 47 197 TGTGACAACGGAGGTTTCCTTGTACTAAACTGCTAT TGTGACAACGGAGGTTTCCT CAGGTAGCAGTTTCAATGTGTGG 47 71 45 20 241 23 59,165 60,058 33,600 41,700 3,892,628 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 47 198 TGTGACAACGGAGGTTTCCTTGTACTAAACTGCTAT TGTGACAACGGAGGTTTCCT CCAGGTAGCAGTTTCAATGTGTG 47 72 45 20 242 23 59,165 60,058 33,600 38,200 3,892,628 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 47 192 TGTGACAACGGAGGTTTCCTTGTACTAAACTGCTAT TGTGACAACGGAGGTTTCCT AGCAGTTTCAATGTGTGGACT 47 68 45 20 236 21 59,165 58,064 33,600 38,500 3,770,815 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 44 189 GACAACGGAGGTTTCCTTGTACTAAACTGCTATTTT GACAACGGAGGTTTCCTTGT AGCAGTTTCAATGTGTGGACT 44 68 48 20 236 21 58,037 58,064 31,600 38,500 4,899,374 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:16275:30457 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 44 189 TGACAACGGAGGTTTCCTTGTACTAAACTGCTATTT TGACAACGGAGGTTTCCTTGT GCAGTTTCAATGTGTGGACTT 44 67 47 21 235 21 59,789 57,284 31,600 30,100 4,926,595 F 245 CTTTCTTCATAAATCCTGGTTACCTGATTCCCCAGAAAATTCTATGTGACAACGGAGGTTTCCTTGTACTAAACTGCTATTTTAAATTTGCTCAGCTTAATAAAATATTATacacacacacacacacacacacacacacacacacacGTGATAAACAAGCAAATTAAAACCCATTGCGAGAAAtttttACATACTTTGACAAAAGTATGACTGAAAGTCcacacaTTGAAACTGCTACCTGGAAA

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 25 155 CGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGCGAGCGAGAAATCCTCACCT ACAATTTGTAAGCCGGAAGTGT 52 25 51 20 205 22 59,542 58,781 40,000 35,500 3,677,132 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 156 TCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTTCGAGCGAGAAATCCTCACC ACAATTTGTAAGCCGGAAGTGT 53 25 50 20 205 22 59,544 58,781 40,200 35,500 3,675,502 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 157 ATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCATCGAGCGAGAAATCCTCACC ACAATTTGTAAGCCGGAAGTGT 53 25 49 21 205 22 59,932 58,781 40,200 35,500 4,287,103 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 190 ATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATC ATGCCTTGTTTGAAATTCAGCA ACAATTTGTAAGCCGGAAGTGT 85 25 16 22 205 22 57,660 58,781 44,100 35,500 7,559,153 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 191 CATGCCTTGTTTGAAATTCAGCATAGTTATCAGTAT CATGCCTTGTTTGAAATTCAGC ACAATTTGTAAGCCGGAAGTGT 86 25 15 22 205 22 57,343 58,781 42,600 35,500 7,876,356 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 191 CATGCCTTGTTTGAAATTCAGCATAGTTATCAGTAT CATGCCTTGTTTGAAATTCAGCA ACAATTTGTAAGCCGGAAGTGT 85 25 15 23 205 22 58,940 58,781 44,100 35,500 7,278,792 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 202 CTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGT CTTGGTCTCTCCATGCCTTGT ACAATTTGTAAGCCGGAAGTGT 98 25 4 21 205 22 59,996 58,781 31,600 35,500 4,223,325 F 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 203 ACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGACTTGGTCTCTCCATGCCTTG ACAATTTGTAAGCCGGAAGTGT 99 25 3 21 205 22 59,996 58,781 36,100 35,500 4,223,325 F 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 107 TGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgt TGAGAACTTATTTGTCCTGTCCT ACAATTTGTAAGCCGGAAGTGT 1 25 99 23 205 22 57,174 58,781 38,500 35,500 9,044,874 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 108 TTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtg TTGAGAACTTATTTGTCCTGTCCT ACAATTTGTAAGCCGGAAGTGT 1 25 98 24 205 22 57,812 58,781 38,500 35,500 9,407,008 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 107 TGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgt TGAGAACTTATTTGTCCTGTCCTT ACAATTTGTAAGCCGGAAGTGT 0 25 99 24 205 22 57,812 58,781 33,600 35,500 9,407,008 B 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:1753:19047 1 123 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 25 205 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCAT CAACTTGGTCTCTCCATGCCT ACAATTTGTAAGCCGGAAGTGT 101 25 1 21 205 22 59,996 58,781 47,500 35,500 4,223,325 F 234 CAACTTGGtctctcCATGCCTTGTTTGAAATTCAGCATAGTTATCAGTATCGAGCGAGAAATCCTCACCTCAGTATAATTGGTCTGTATTTGGAAATTTGAGAACTTATTTGTCCTGTCCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAATTTAAAGGGGtatataGTTACACTTCCGGCTTACAAATTGTATGTTAACCAGTATTTTGCAATGTGCTTN

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 66 210 GCTGACAGACATTTGAGGCACTCTGAATTCTTTAACGCTGACAGACATTTGAGGCAC AGAGAGGTTTCCGCGTCTTG 67 66 11 21 220 20 59,801 60,038 50,100 30,200 1,236,796 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 66 211 AGCTGACAGACATTTGAGGCACTCTGAATTCTTTAAAGCTGACAGACATTTGAGGCA AGAGAGGTTTCCGCGTCTTG 68 66 10 21 220 20 59,927 60,038 47,500 30,200 1,110,966 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 64 209 AGCTGACAGACATTTGAGGCACTCTGAATTCTTTAAAGCTGACAGACATTTGAGGCA AGAGGTTTCCGCGTCTTGTT 68 64 10 21 218 20 59,927 59,894 47,500 28,300 1,178,956 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 56 200 GCTGACAGACATTTGAGGCACTCTGAATTCTTTAACGCTGACAGACATTTGAGGCA CCGCGTCTTGTTTATTGGGC 68 56 11 20 210 20 58,473 60,179 47,500 53,600 1,706,208 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 56 200 GCTGACAGACATTTGAGGCACTCTGAATTCTTTAACGCTGACAGACATTTGAGGCAC CCGCGTCTTGTTTATTGGGC 67 56 11 21 210 20 59,801 60,179 50,100 53,600 1,377,811 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 56 201 AGCTGACAGACATTTGAGGCACTCTGAATTCTTTAAAGCTGACAGACATTTGAGGCA CCGCGTCTTGTTTATTGGGC 68 56 10 21 210 20 59,927 60,179 47,500 53,600 1,251,980 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 21 140 ACACATGCCCAGACACTCACTcacacaCTCACGCAGGACACATGCCCAGACACTCAC ATTGGGCTGTGTTTGGAGCA 21 43 58 20 197 20 60,250 60,470 35,100 42,600 0.720172 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 21 153 ACACATGCCCAGACACTCACTcacacaCTCACGCAGGACACATGCCCAGACACTCAC CCGCGTCTTGTTTATTGGGC 21 56 58 20 210 20 60,250 60,179 35,100 53,600 0.429641 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 137 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT TGGGCTGTGTTTGGAGCATA 20 41 59 20 195 20 59,964 59,596 34,100 31,400 0.439536 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 138 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT TTGGGCTGTGTTTGGAGCAT 20 42 59 20 196 20 59,964 60,470 34,100 37,900 0.505586 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 139 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT ATTGGGCTGTGTTTGGAGCA 20 43 59 20 197 20 59,964 60,470 34,100 42,600 0.505586 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 152 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT CCGCGTCTTGTTTATTGGGC 20 56 59 20 210 20 59,964 60,179 34,100 53,600 0.215054 B 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 160 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT AGAGGTTTCCGCGTCTTGTT 20 64 59 20 218 20 59,964 59,894 34,100 28,300 0.142030 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 20 162 CACATGCCCAGACACTCACTcacacaCTCACGCAGGCCACATGCCCAGACACTCACT AGAGAGGTTTCCGCGTCTTG 20 66 59 20 220 20 59,964 60,038 34,100 30,200 0.074040 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 7 139 ACTCACTcacacaCTCACGCAGGCATTcacacacacaca ACTCACTCACACACTCACGC CCGCGTCTTGTTTATTGGGC 7 56 72 20 210 20 60,249 60,179 53,400 53,600 0.428246 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 6 138 CTCACTcacacaCTCACGCAGGCATTcacacacacacacaCTCACTCACACACTCACGCA CCGCGTCTTGTTTATTGGGC 6 56 73 20 210 20 60,249 60,179 52,400 53,600 0.428205 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:24464:14406 1 99 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 5 137 TCACTcacacaCTCACGCAGGCATTcacacacacacacac TCACTCACACACTCACGCAG CCGCGTCTTGTTTATTGGGC 5 56 74 20 210 20 60,249 60,179 51,800 53,600 0.428205 F 223 CTAAAGATTAGCTGACAGACATTTGAGGCACTCTGAATTCTTTAACTGCAGACACATACACATGCCCAGACACTCACTcacacaCTCACGCAGGCATTcacacacacacacacacacacacacacacacacacaCTGTTTCACACTGTTTCACACTGATGGTGGTGATAGAATTCTATGCTCCAAACACAGCCCAATAAACAAGACGCGGAAACctctctTAT

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 7 144 TCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtg TCACTGCAGACCATGATTGCT GCAAAGTAGCCAATTGTAATTGTAACC 7 53 44 21 187 27 59,996 59,937 39,100 28,500 8,066,884 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 6 143 CACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgCACTGCAGACCATGATTGCTG GCAAAGTAGCCAATTGTAATTGTAACC 6 53 45 21 187 27 59,868 59,937 44,100 28,500 8,195,409 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 5 142 ACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgt ACTGCAGACCATGATTGCTGA GCAAAGTAGCCAATTGTAATTGTAACC 5 53 46 21 187 27 59,996 59,937 42,600 28,500 8,066,884 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 7 95 TCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtg TCACTGCAGACCATGATTGCT AACAGTGCTCATCACCACCC 7 11 44 21 138 20 59,996 60,251 39,100 46,100 1,254,829 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 6 94 CACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgCACTGCAGACCATGATTGCTG AACAGTGCTCATCACCACCC 6 11 45 21 138 20 59,868 60,251 44,100 46,100 1,383,354 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:28889:60466 1 72 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 5 93 ACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgt ACTGCAGACCATGATTGCTGA AACAGTGCTCATCACCACCC 5 11 46 21 138 20 59,996 60,251 42,600 46,100 1,254,829 F 282 TATGAACTCCTGAAGAAGGAACAGGAAAACTTAGGTATAGTTTTCACTGCAGACCATGATTGCTGaaaaaCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGGGATgggggggTGGTGATGAGCACTGTTTGGGGATGGACAGATCAGTCTTGGTTACAATTACAATTGGCTACTTTGCCaaaaaTAATATTCTAATTGGTAGTATTTTATAATACTCCAAACTGTTTCACAGACTGAAATAACATGtttttCATTGGGTGCTACACCAACAAC

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 10 11 100 CCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgCCAACAATTTAGAGAGAGCTGTGT CACCACCACCCAACCACA 11 11 64 24 163 18 59,000 59,723 37,200 41,700 7,277,023 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 11 155 ACGATGTTCTATACTTTCCACTCATTCAAAAGGCAA ACGATGTTCTATACTTTCCACTCA CACCACCACCCAACCACA 66 11 9 24 163 18 57,474 59,723 34,100 41,700 8,802,650 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 10 154 ACGATGTTCTATACTTTCCACTCATTCAAAAGGCAA ACGATGTTCTATACTTTCCACTCA ACCACCACCCAACCACAC 66 10 9 24 162 18 57,474 59,723 34,100 38,200 8,802,982 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 10 100 CCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgCCAACAATTTAGAGAGAGCTGTGT CACCACCACCCAACCACAC 11 10 64 24 163 19 59,000 61,125 37,200 38,200 7,124,643 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 10 101 ACCAACAATTTagagagagCTGTGTTTAGAAATGAGg ACCAACAATTTAGAGAGAGCTGTG CACCACCACCCAACCACAC 12 10 63 24 163 19 59,000 61,125 36,600 38,200 7,124,643 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2119:5203:55614 1 99 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 10 155 ACGATGTTCTATACTTTCCACTCATTCAAAAGGCAA ACGATGTTCTATACTTTCCACTCA CACCACCACCCAACCACAC 66 10 9 24 163 19 57,474 61,125 34,100 38,200 8,650,271 F 254 CACTTTGAACGATGTTCTATACTTTCCACTCATTCAAAAGGCAAAATAtgtgtgACATTGTAACCAACAATTTagagagagCTGTGTTTAGAAATGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGTGTGGTTGggtggtggtggtgggggTGGGTGTggggggggggggggggggggTTGGGGTGGGTGTGGGgtgtgtgtgtGgtgtgtgtggggggTGTGTtgtgtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 20 2 121 GCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGGCTGGTGGTGAGGAAGTAGC ACCTGTCTGTGTGTTTAAGTCTGT 39 2 51 20 171 24 60,392 60,081 35,800 34,100 4,472,880 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 2 122 CGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGCGCTGGTGGTGAGGAAGTAG ACCTGTCTGTGTGTTTAAGTCTGT 40 2 50 20 171 24 60,109 60,081 25,700 34,100 4,189,701 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 2 141 ACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAACTCACACCACAGGGAAAGC ACCTGTCTGTGTGTTTAAGTCTGT 59 2 31 20 171 24 60,179 60,081 35,100 34,100 4,260,104 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 2 146 GGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGGGGTTACTCACACCACAGGG ACCTGTCTGTGTGTTTAAGTCTGT 64 2 26 20 171 24 59,964 60,081 44,500 34,100 4,117,392 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 1 121 CGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGCGCTGGTGGTGAGGAAGTAG CCTGTCTGTGTGTTTAAGTCTGTG 40 1 50 20 170 24 60,109 59,729 25,700 36,600 4,379,664 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 1 145 GGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGGGGTTACTCACACCACAGGG CCTGTCTGTGTGTTTAAGTCTGTG 64 1 26 20 170 24 59,964 59,729 44,500 36,600 4,307,355 F 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 21 3 128 GGCACAGCACACCACCTTAATGATATacacacacacacGGCACAGCACACCACCTTAA TCTGTGTTTAAGTCTGTGAGTCTGT 6 3 84 20 211 25 60,822 59,873 18,500 34,100 5,948,905 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 3 132 TAAAGGCACAGCACACCACCTTAATGATATacacaca TAAAGGCACAGCACACCACC TCTGTGTTTAAGTCTGTGAGTCTGT 10 3 80 20 211 25 60,822 59,873 46,100 34,100 5,948,905 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 3 162 CGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGCGCTGGTGGTGAGGAAGTAG TCTGTGTTTAAGTCTGTGAGTCTGT 40 3 50 20 211 25 60,109 59,873 25,700 34,100 5,235,808 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 3 186 GGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGGGGTTACTCACACCACAGGG TCTGTGTTTAAGTCTGTGAGTCTGT 64 3 26 20 211 25 59,964 59,873 44,500 34,100 5,163,499 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 8 190 GGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGGGGTTACTCACACCACAGGG TGTCTCTGTGTTTAAGTCTGTGAG 64 8 26 20 215 24 59,964 58,408 44,500 35,100 5,628,360 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 23 7 166 CGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGCGCTGGTGGTGAGGAAGTAG TGTCTCTGTGTTTAAGTCTGTGAGT 40 7 50 20 215 25 60,109 59,873 25,700 34,100 5,235,808 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 23 7 190 GGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGGGGTTACTCACACCACAGGG TGTCTCTGTGTTTAAGTCTGTGAGT 64 7 26 20 215 25 59,964 59,873 44,500 34,100 5,163,499 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 23 7 191 CGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTCGGGTTACTCACACCACAGG TGTCTCTGTGTTTAAGTCTGTGAGT 65 7 25 20 215 25 60,320 59,873 40,000 34,100 5,447,615 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:25225:44134 1 110 74 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 23 6 132 GGCACAGCACACCACCTTAATGATATacacacacacacGGCACAGCACACCACCTTAA TGTCTCTGTGTTTAAGTCTGTGAGT 6 7 84 20 215 25 60,822 59,873 18,500 34,100 5,948,905 D 216 GACGGAGTTTCTTACAAAATACTTCGGGTTACTCACACCACAGGGAAAGCGCTGGTGGTGAGGAAGTAGCTTCAGCATATAAAGGCACAGCACACCACCTTAATGATATacacacacacacacacacacacacacacacacacacTCACAGACTTAAacacacAGACAGGTacacacacacacATAACAGACTCACAGACTTAAACACAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 7 200 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGG CAATCCCGGCCAGTGTCTTA 7 93 5 23 204 20 57,097 59,748 31,600 21,000 6,154,528 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 178 TTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatTTGTTTCTAATGCTCTTGGATTGGT ACACAAGTTCTTCCAGAATGTTCA 6 66 4 25 181 24 59,225 58,807 36,700 31,800 10,967,617 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 201 TTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatTTGTTTCTAATGCTCTTGGATTGGT CAATCCCGGCCAGTGTCTTA 6 93 4 25 204 20 59,225 59,748 36,700 21,000 6,026,605 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 9 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAata AGTTTGTTTCTAATGCTCTTGGATT ATCTCTCGCGACGGGTCC 9 131 1 25 240 18 57,470 61,211 30,100 44,600 10,740,953 G 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAata AGTTTGTTTCTAATGCTCTTGGATTG ATCTCTCGCGACGGGTCC 8 131 1 26 240 18 58,627 61,211 26,700 44,600 10,584,020 G 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 7 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAata AGTTTGTTTCTAATGCTCTTGGATTGG ATCTCTCGCGACGGGTCC 7 131 1 27 240 18 60,524 61,211 31,600 44,600 10,734,895 G 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 130 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT TCTGTGATTAAAGTGTTCATGACAT 6 18 5 24 134 25 58,676 57,016 36,700 30,600 13,308,832 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 177 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT ACACAAGTTCTTCCAGAATGTTCA 6 66 5 24 181 24 58,676 58,807 36,700 31,800 10,517,337 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 178 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT AACACAAGTTCTTCCAGAATGTTCA 6 66 5 24 182 25 58,676 59,348 36,700 31,800 10,976,424 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 200 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT CAATCCCGGCCAGTGTCTTA 6 93 5 24 204 20 58,676 59,748 36,700 21,000 5,576,325 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 6 131 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT TTCTGTGATTAAAGTGTTCATGACA 6 19 5 24 135 25 58,676 57,200 36,700 35,800 13,124,565 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29122:53733 1 35 57 18 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 6 132 TGTTTCTAATGCTCTTGGATTGGTATATTAatatatataTGTTTCTAATGCTCTTGGATTGGT TTTCTGTGATTAAAGTGTTCATGACA 6 19 5 24 136 26 58,676 57,780 36,700 35,800 13,543,955 D 240 AGTTTGTTTCTAATGCTCTTGGATTGGTATATTAatatatatatatatatatatatatatatatatatatACATGTGatatatatatatatACATTTATGTATATTTTAATGTCATGAACACTTTAATCACAGAAAATGGTTCATTTTCAAGGATTATGAACATTCTGGAAGAACTTGTGTTTATAAGACACTGGCCGGGATTGTCCAGCCCCATTGTGGCAGGACCCGTCGCgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 2 101 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA TCTACAAGGAAAGGCAGCACA 15 2 41 27 141 21 57,432 59,580 30,200 45,700 10,987,538 A 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 98 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA ACAAGGAAAGGCAGCACACT 15 0 41 27 138 20 57,432 60,107 30,200 35,500 9,674,296 A 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 99 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA TACAAGGAAAGGCAGCACACT 15 0 41 27 139 21 57,432 59,857 30,200 35,500 10,710,647 A 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 137 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA CGCCACTGTGAGGGTGTATT 15 39 41 27 177 20 57,432 60,036 30,200 18,900 9,604,165 F 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 15 179 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA ATCTGGTGCTGTCCTGTTGT 15 81 41 27 219 20 57,432 59,233 30,200 33,200 10,335,151 F 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 15 203 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA CAGATTTATTATCTGTGCTTTGGCA 15 100 41 27 243 25 57,432 58,202 30,200 49,200 16,366,259 F 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 15 178 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA TCTGGTGCTGTCCTGTTGTG 15 80 41 27 218 20 57,432 60,179 30,200 33,300 9,746,825 F 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:29965:44573 1 83 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 15 173 TGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACTGTCCTTGTTTCAGTTTATATTCTTGA TGCTGTCCTGTTGTGCTGTG 15 75 41 27 213 20 57,432 61,097 30,200 36,600 10,664,743 F 243 CTCTGAAATCACTGTATTTTGCATTTATTTTGATATTATTTGTCCTTGTTTCAGTTTATATTCTTGAAAATGTCAACATGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGCTGCCTTTCCTTGTAGAACAGCTGGTTTGCATTAATACACCCTCACAGTGGCgggggCTCCTTTCACCCCACAGCACAACAGGACAGCACCAGATGCCAAAGCACAGATAATAAATCTG

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 10 3 93 tgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtg TGTGTGTCTGTGAGAGTGGC GCCACCGCACTTAGTCTCAT 3 14 17 20 109 20 59,895 60,108 50,100 29,000 0.212993 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 3 100 tgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtg TGTGTGTCTGTGAGAGTGGC AAATCCTGCCACCGCACTTA 3 21 17 20 116 20 59,895 59,962 50,100 22,400 0.142445 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 3 158 tgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtg TGTGTGTCTGTGAGAGTGGC TGATTCAGACCAATACGTGCCT 3 77 17 20 174 22 59,895 59,764 50,100 47,500 2,341,001 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 3 159 tgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtg TGTGTGTCTGTGAGAGTGGC GTGATTCAGACCAATACGTGCC 3 78 17 20 175 22 59,895 59,648 50,100 50,100 2,456,581 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 1 98 tgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtg TGTGTCTGTGAGAGTGGCTG AAATCCTGCCACCGCACTTA 1 21 19 20 116 20 59,610 59,962 48,500 22,400 0.428082 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:31385:59235 1 40 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 1 156 tgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtg TGTGTCTGTGAGAGTGGCTG TGATTCAGACCAATACGTGCCT 1 77 19 20 174 22 59,610 59,764 48,500 47,500 2,626,638 F 175 AGAGTAAGTGTGGGTAtgtgtgTCTGTGAGAGTGGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATTTTCCCTTCATGAGACTAAGTGCGGTGGCAGGAtttttGGATTCAGTGCTTGGAGGGTCATTAATTACGTAAAGGCACGTATTGGTCTGAATCAC

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 8 170 GTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTG GTCTGTCTGGGTGTCGTCTG AACACATAGGCACAGACGCA 78 8 29 20 198 20 60,039 59,965 35,100 52,400 0.073830 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 166 GTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTG GTCTGTCTGGGTGTCGTCTG CATAGGCACAGACGCACAGA 78 4 29 20 194 20 60,039 60,109 35,100 34,100 0.147736 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 165 GTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTG GTCTGTCTGGGTGTCGTCTG ATAGGCACAGACGCACAGAC 78 3 29 20 193 20 60,039 60,109 35,100 35,100 0.147689 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 8 191 AGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGAGTCTGTTCCTCTATGTGTTTGTCT AACACATAGGCACAGACGCA 94 8 8 25 198 20 59,694 59,965 34,100 52,400 5,340,400 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 8 190 GTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTGTCTGTTCCTCTATGTGTTTGTCT AACACATAGGCACAGACGCA 94 8 9 24 198 20 58,457 59,965 34,100 52,400 5,577,535 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 8 138 CATGTGTTCATGTGTATCCATGTATGTGtttttATGTG CATGTGTTCATGTGTATCCATGT AACACATAGGCACAGACGCA 43 8 61 23 198 20 57,177 59,965 32,100 52,400 5,857,965 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 8 190 GTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTGTCTGTTCCTCTATGTGTTTGTCTG AACACATAGGCACAGACGCA 93 8 9 25 198 20 59,593 59,965 35,100 52,400 5,441,536 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 139 CAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTG CATGTGTGTGCATGTGTTCAT GCACAGACGCACAGACAGA 55 0 51 21 189 19 57,708 60,300 25,700 34,100 4,591,965 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:4472:13000 1 127 44 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 139 CAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTG CATGTGTGTGCATGTGTTCA GCACAGACGCACAGACAGA 56 0 51 20 189 19 57,222 60,300 31,800 34,100 4,078,344 F 202 AAGTGTTAGTCTGTTCCTCTATGTGTTTGTCTGTCTGGGTGTCGTCTGCTCAtgtgtgtgCATGTGTTCATGTGTATCCATGTATGTGtttttATGTGTATGTTAgtgtgtgtCtttttGTCTGTAtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTCTGTGCGTCTGTGCCTATGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 1 1 12 3 213 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC GCCAAGAACTCTCTCCTGGG 3 60 5 20 217 20 59,242 59,748 53,600 44,500 1,009,757 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 3 215 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC CAGCCAAGAACTCTCTCCTGG 3 61 5 20 219 21 59,242 60,066 53,600 44,500 1,824,409 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 3 222 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC CCCACAACAGCCAAGAACTC 3 69 5 20 226 20 59,242 59,046 53,600 30,100 1,712,575 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 3 252 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC TTGGGCAGGTTGGAGCTATG 3 99 5 20 256 20 59,242 60,034 53,600 22,300 0.792309 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 3 262 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC GTAGCTGAACTTGGGCAGGT 3 109 5 20 266 20 59,242 59,963 53,600 40,000 0.794997 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 3 263 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC TGTAGCTGAACTTGGGCAGG 3 110 5 20 267 20 59,242 59,963 53,600 48,500 0.794855 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 12 0 151 CCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCCCTCCATCTCTCTCTTGCCC TTTCCTTGAGGAGCGGCG 3 0 5 20 155 18 59,242 60,047 53,600 64,600 2,805,397 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 13 0 153 CTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctct CTCCTCCATCTCTCTCTTGCC TTTCCTTGAGGAGCGGCG 4 0 3 21 155 18 59,312 60,047 45,200 64,600 3,735,471 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7243:38473 1 28 110 18 3 AG CTCTCTCTCTCTCTCTCTCTCTCGCCCCTCCTCTCTCT NA 0 0 13 0 154 CCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctc CCTCCTCCATCTCTCTCTTGC TTTCCTTGAGGAGCGGCG 5 0 2 21 155 18 59,312 60,047 40,100 64,600 3,735,471 G 272 CCCTCCTCCAtctctctcTTGCCCCTCctctctctctctctctctctctCGCCCCTCctctctctctctctctccccccctctctcTTtctctcCCCCTCCctctctctctctctctctctctctctctctctctctCGCCGCTCCTCAAGGAAAATCATTAATTGAAACAGAAGCAAAGTTTTGTTGTATTGGAAACCCAGgagagaGTTCTTGGCTGTTGTGGGCAGCCTGCAGCATAGCTCCAACCTGCCCAAGTTCAGCTACAGAGCT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 7 1 120 ACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaa ACTGGCACTTTGTCAATGCA TGAGGTAGCATGAGTTGGCA 43 1 111 20 230 20 58,598 59,017 39,600 49,200 2,385,228 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 1 121 CACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaa CACTGGCACTTTGTCAATGCA TGAGGTAGCATGAGTTGGCA 43 1 110 21 230 20 59,933 59,017 39,600 49,200 2,050,831 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 1 173 CAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGC CAGGAACAGTGCAGAGGCTG TGAGGTAGCATGAGTTGGCA 96 1 58 20 230 20 60,954 59,017 48,500 49,200 1,937,916 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 1 195 TAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCATAGGAGTCGTGGCAACCAAC TGAGGTAGCATGAGTTGGCA 118 1 36 20 230 20 59,966 59,017 37,700 49,200 1,017,804 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 1 196 CTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCCTAGGAGTCGTGGCAACCAA TGAGGTAGCATGAGTTGGCA 119 1 35 20 230 20 59,680 59,017 36,700 49,200 1,303,841 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 1 197 TCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGTCTAGGAGTCGTGGCAACCA TGAGGTAGCATGAGTTGGCA 120 1 34 20 230 20 60,541 59,017 36,700 49,200 1,524,530 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 1 153 CAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACCAGGGCACTAAGGCAGAAGG TGAGGTAGCATGAGTTGGCA 76 1 78 20 230 20 60,394 59,017 34,600 49,200 1,377,004 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 0 121 CACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaa CACTGGCACTTTGTCAATGCA TGAGGTAGCATGAGTTGGCAT 43 0 110 21 230 21 59,933 59,439 39,600 44,000 2,628,440 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2120:9871:9835 1 174 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 0 153 CAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACCAGGGCACTAAGGCAGAAGG TGAGGTAGCATGAGTTGGCAT 76 0 78 20 230 21 60,394 59,439 34,600 44,000 1,954,613 F 231 gggggTGGGTGggtggtggtggtggtGATGATTTCTAGGAGTCGTGGCAACCAACCCCAGGAACAGTGCAGAGGCTGCAGGGCACTAAGGCAGAAGGCCTGCCTCAGTGCACTGGCACTTTGTCAATGCAATGaaaaaGGCaaaaaaCAGccccccTcccccccccccccccccacacacacacacacacacacacacacacacacacaATGCCAACTCATGCTACCTCAT

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 18 137 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC GGTCTTTCTCCACTGACTGC 18 39 32 24 168 20 59,963 58,198 36,200 44,000 5,839,158 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 137 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC GGTCTTTCTCCACTGACTGCA 18 38 32 24 168 21 59,963 59,929 36,200 44,100 5,107,847 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 181 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC ACCTGGGAAATGCTGGTTCT 18 83 32 24 212 20 59,963 59,220 36,200 30,100 4,817,087 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 183 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC TGACCTGGGAAATGCTGGTT 18 85 32 24 214 20 59,963 59,518 36,200 36,700 4,519,536 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 184 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC TTGACCTGGGAAATGCTGGT 18 86 32 24 215 20 59,963 59,518 36,200 40,000 4,519,536 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 205 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC TCCTCATTGTGTCTCACCCT 18 107 32 24 236 20 59,963 57,970 36,200 43,400 6,067,117 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 206 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC CTCCTCATTGTGTCTCACCCT 18 107 32 24 237 21 59,963 59,095 36,200 43,400 5,942,305 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 18 207 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC TCTCCTCATTGTGTCTCACCC 18 108 32 24 238 21 59,963 59,097 36,200 46,100 5,939,597 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 18 124 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC TGACTGCAGTCTCTCTTGGC 18 26 32 24 155 20 59,963 59,680 36,200 45,200 4,356,817 F 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 18 138 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC AGGTCTTTCTCCACTGACTGC 18 39 32 24 169 21 59,963 59,654 36,200 44,000 5,383,157 B 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 18 123 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC GACTGCAGTCTCTCTTGGCA 18 25 32 24 154 20 59,963 59,680 36,200 49,200 4,356,817 F 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14549:37559 1 74 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 18 119 AAACGTTATTGTTGACAGGGAACCGGTGTTCCgaga AAACGTTATTGTTGACAGGGAACC GCAGTCTCTCTTGGCAGATGT 18 20 32 24 150 21 59,963 60,066 36,200 30,600 5,103,376 F 243 AAAGAATTTAAAGGAACAAAAGCAGAAAAGAAAACGTTATTGTTGACAGGGAACCGGTGTTCCgagagaCAGGcacacacacacacacacacacacacacacacacacaAGTTTGAGATCAAATTGAAGACATCTGCCAagagagACTGCAGTCAGTGGAGAAAGACCTACGgagagaTTAAATTTTCCAATAGAACCAGCATTTCCCAGGTCAAAAGGGTGAGACACAATGAGGAGAAGTTC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 1 1 5 19 140 GCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAG GCTTGTTCTCTCTCCTCTCCAC CAGCCGATGGTTCAGTTGGA 43 19 20 22 159 20 60,094 60,322 40,200 35,300 2,415,798 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 19 134 tctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAa TCTCTCTCCTCTCCACTCCG CAGCCGATGGTTCAGTTGGA 39 19 26 20 159 20 59,456 60,322 46,300 35,300 0.865787 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 18 133 tctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAa TCTCTCTCCTCTCCACTCCG AGCCGATGGTTCAGTTGGAG 39 18 26 20 158 20 59,456 60,036 46,300 38,600 0.580233 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 18 140 AGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCA AGCTTGTTCTCTCTCCTCTCCA AGCCGATGGTTCAGTTGGAG 44 18 19 22 158 20 60,225 60,036 38,600 38,600 2,261,252 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 18 140 AGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCA AGCTTGTTCTCTCTCCTCTCC AGCCGATGGTTCAGTTGGAG 45 18 19 21 158 20 58,543 60,036 37,100 38,600 2,492,587 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:14752:67656 1 85 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 16 131 tctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAa TCTCTCTCCTCTCCACTCCG CCGATGGTTCAGTTGGAGGT 39 16 26 20 156 20 59,456 59,675 46,300 38,500 0.869166 F 188 CGATTGTGAACAATCTGAAGCTTGTtctctctcCTCTCCACTCCGCCCTCCCTCCCAGCGTAAatatattttttaaaaaaaaaaatatatatatatatatatatatatatatatatatatTaaaaaaaaaGCTAAAACCTCCAACTGAACCATCGGCTGGGAGAATACTTTAACTCATTCACAGCTCC

ST‐E00142:460:H2K7HCCXY:6:2121:15645:46525 1 97 66 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 1 110 CTGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtg CTGTGCGTGTTTGTATCTGTGT AGACACTCACTTAAGGGCCC 1 1 74 22 183 20 59,456 59,015 37,200 58,000 3,528,843 D 183 TTtgtgtgtgtgtgGGAGTCTATCtgtgtgtgtgtgGCTATCtgtgtgtgtgTCTGTGTTTGTTTGTGTCTATCTGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGCGCTTCAGGAtgtgtgtgtgtgtgtgAGGGCCCTTAAGTGAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:15645:46525 1 97 66 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 109 CTGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtg CTGTGCGTGTTTGTATCTGTGT GACACTCACTTAAGGGCCCT 1 0 74 22 182 20 59,456 59,015 37,200 51,900 3,528,843 D 183 TTtgtgtgtgtgtgGGAGTCTATCtgtgtgtgtgtgGCTATCtgtgtgtgtgTCTGTGTTTGTTTGTGTCTATCTGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGCGCTTCAGGAtgtgtgtgtgtgtgtgAGGGCCCTTAAGTGAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:15645:46525 1 97 66 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 108 TGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtgt TGTGCGTGTTTGTATCTGTGT GACACTCACTTAAGGGCCCT 1 0 75 21 182 20 58,444 59,015 37,200 51,900 3,541,252 D 183 TTtgtgtgtgtgtgGGAGTCTATCtgtgtgtgtgtgGCTATCtgtgtgtgtgTCTGTGTTTGTTTGTGTCTATCTGTGCGTGTTTGTATCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGGCGCTTCAGGAtgtgtgtgtgtgtgtgAGGGCCCTTAAGTGAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 18 39 172 ACAAacacacacCcacacacacccccAGacacacAGATAAAACAAACACACACCCACACAC AGGGTACACCATCGTTTAATTACA 39 53 57 20 228 24 59,115 57,948 38,200 24,100 6,937,601 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 38 171 CAAacacacacCcacacacacccccAGacacacAGATAAACCAAACACACACCCACACACA AGGGTACACCATCGTTTAATTACA 38 53 58 20 228 24 59,115 57,948 37,200 24,100 6,936,919 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 3 117 CAAacacacacCcacacacacccccAGacacacAGATAAACCAAACACACACCCACACACA ACACAAATGTTACGTGTGCG 38 3 58 20 174 20 59,115 57,623 37,200 53,400 3,261,429 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 3 118 ACAAacacacacCcacacacacccccAGacacacAGATAAAACAAACACACACCCACACAC ACACAAATGTTACGTGTGCG 39 3 57 20 174 20 59,115 57,623 38,200 53,400 3,262,111 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 37 207 AAacacacacCcacacacacaCCCCAGacacacAGACAAa AAACACACACCCACACACAC AGGGTACACCATCGTTTAATTACA 37 53 59 20 228 24 59,115 57,948 38,200 24,100 6,937,601 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:20131:71805 1 116 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 3 153 AAacacacacCcacacacacaCCCCAGacacacAGACAAa AAACACACACCCACACACAC ACACAAATGTTACGTGTGCG 37 3 59 20 174 20 59,115 57,623 38,200 53,400 3,262,111 F 255 cacacaCCCAGATAAACAGATAAacacacacCcacacacacaCCCCAGacacacAGACAAacacacacCcacacacacccccAGacacacAGATAAACACATACACcacacaGATacacacacacacacacacacacacacacacacacacTCACGCACACGTAACATTTGTGTAGATGTTTtgtgtgAATGTAAAGTGttttttGTAATTAAACGATGGTGTACCCtttttATGCAAACAGATATAGCCTAATG

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 1 1 2 25 222 aGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATAGACACACAGCTTTCAGCCA ACTTAAGGAACCTGGCTGGC 121 25 38 20 259 20 59,819 59,962 47,500 48,500 0.219424 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 34 240 aaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCC AAAGACACACAGCTTTCAGCCA AACTCTTCACTTGTTAACTTAAGGAAC 121 34 36 22 275 27 60,945 58,109 47,500 36,200 11,836,158 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 34 240 aaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCC AAAGACACACAGCTTTCAGCC AACTCTTCACTTGTTAACTTAAGGAAC 122 34 36 21 275 27 59,322 58,109 48,500 36,200 10,568,819 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 34 240 aaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCC AAAGACACACAGCTTTCAGCCAG AACTCTTCACTTGTTAACTTAAGGAAC 120 34 36 23 275 27 61,795 58,109 48,500 36,200 13,685,798 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 25 218 acacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACACAGCTTTCAGCCAGACA ACTTAAGGAACCTGGCTGGC 117 25 42 20 259 20 59,819 59,962 34,100 48,500 0.219424 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 25 220 acacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGACACACAGCTTTCAGCCAGA ACTTAAGGAACCTGGCTGGC 119 25 40 20 259 20 59,819 59,962 38,600 48,500 0.219424 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 25 143 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGT ACTTAAGGAACCTGGCTGGC 42 25 117 20 259 20 58,504 59,962 36,700 48,500 1,534,370 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 24 142 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGT CTTAAGGAACCTGGCTGGCT 42 24 117 20 258 20 58,504 59,670 36,700 47,500 1,825,656 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 21 139 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGT AAGGAACCTGGCTGGCTTAT 42 21 117 20 255 20 58,504 58,997 36,700 17,300 2,498,917 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 20 138 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGT AGGAACCTGGCTGGCTTATT 42 20 117 20 254 20 58,504 58,997 36,700 14,000 2,498,917 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 7 25 143 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGTT ACTTAAGGAACCTGGCTGGC 41 25 117 21 259 20 59,163 59,962 36,700 48,500 1,875,749 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22171:16656 1 179 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 7 20 138 tGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTGTGTCACTCCTGACTTGGTT AGGAACCTGGCTGGCTTATT 41 20 117 21 254 20 59,163 58,997 36,700 14,000 2,840,296 F 290 TGTACATATTCTGGATAACATAACGATAGTAGaaaaaaGacacacAGCTTTCAGCCAGACaaaaaTATAATCCATTGTTACAACCAAGTTAGGAGGAGTGAACTGACTCCTCtttttGTGTCACTCCTGACTTGGTTATAGCATATCTTGAATTTaaaaaGATCATATTGAAAATAAAatatatatatatatatatatatatatatatatatatGTGTATAGCTCAGTGTAAGAAATAAGCCAGCCAGGTTCCTTAAGTTAACAAGTGAAGAGTTAATTTTATTGCTAAT

ST‐E00142:460:H2K7HCCXY:6:2121:27813:68764 1 75 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 12 9 110 CCAGGTGCTGACTCTGACTGGATTCACTTCTACAGT CCAGGTGCTGACTCTGACTG GTCCCAGTCAGAATCAGCTCC 24 9 31 20 140 21 60,038 60,135 35,100 47,000 1,172,062 F 140 CTTCctctctctctctctctctctctCCCTCCAGGTGCTGACTCTGACTGGATTCACTTCTACAGTCACTCTTTtctctctctctctctctctctctctctctctctctccccccTGAAGGAGCTGATTCTGACTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:27813:68764 1 75 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 9 108 CAGGTGCTGACTCTGACTGGATTCACTTCTACAGTC CAGGTGCTGACTCTGACTGG TCCCAGTCAGAATCAGCTCC 23 9 32 20 139 20 60,038 58,801 40,000 47,000 1,236,225 F 140 CTTCctctctctctctctctctctctCCCTCCAGGTGCTGACTCTGACTGGATTCACTTCTACAGTCACTCTTTtctctctctctctctctctctctctctctctctctccccccTGAAGGAGCTGATTCTGACTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:27813:68764 1 75 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 9 109 CAGGTGCTGACTCTGACTGGATTCACTTCTACAGTC CAGGTGCTGACTCTGACTGG GTCCCAGTCAGAATCAGCTCC 23 9 32 20 140 21 60,038 60,135 40,000 47,000 1,172,062 F 140 CTTCctctctctctctctctctctctCCCTCCAGGTGCTGACTCTGACTGGATTCACTTCTACAGTCACTCTTTtctctctctctctctctctctctctctctctctctccccccTGAAGGAGCTGATTCTGACTGGGAC

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 18 5 134 GTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCGTTGGATCGTGCAGTGTGTG CAGACTGCACAATCCAACCC 19 5 40 20 173 20 59,764 59,116 38,200 41,100 1,119,498 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 5 135 AGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGAGTTGGATCGTGCAGTGTGT CAGACTGCACAATCCAACCC 20 5 39 20 173 20 59,893 59,116 37,200 41,100 0.990541 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 5 139 CTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGA CTGGAGTTGGATCGTGCAGT CAGACTGCACAATCCAACCC 24 5 35 20 173 20 60,037 59,116 44,000 41,100 0.920786 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 10 145 CTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGA CTGGAGTTGGATCGTGCAGT CACACACAGACTGCACAATCC 24 10 35 20 179 21 60,037 59,735 44,000 30,100 1,302,047 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 9 140 AGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGAGTTGGATCGTGCAGTGTGT ACACACAGACTGCACAATCCA 20 9 39 20 178 21 59,893 60,134 37,200 34,100 1,240,836 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:7791:43571 1 79 70 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 9 144 CTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGA CTGGAGTTGGATCGTGCAGT ACACACAGACTGCACAATCCA 24 9 35 20 178 21 60,037 60,134 44,000 34,100 1,171,081 G 180 GGGTTGGATTGTGCAgtgtgtgtgtgtgtgggggCTGGAGTTGGATCGTGCAgtgtgtgggggAGGTTGGATTGTGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGATTGTGCAGTGTTtgtgtgtgtgtgtgtgtgGTggggggTTGGATTGTGCAGTCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 8 215 ATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgATTGGACTCTAACCTCCTTTATCTT ATGCTTGCAGACAGACCGAA 8 126 15 25 229 20 57,243 59,965 24,000 43,000 7,792,559 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 104 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT TGAGACGACGTCAGGCATTC 7 16 16 25 119 20 57,430 60,109 25,200 26,700 7,678,871 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 121 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT ATTGAGGGAAGCGCAAGTGA 7 33 16 25 136 20 57,430 59,963 25,200 34,100 7,606,331 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 162 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT TAGAGGAGACCGCATTGGGA 7 74 16 25 177 20 57,430 60,033 25,200 43,700 7,602,114 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 163 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT GTAGAGGAGACCGCATTGGG 7 75 16 25 178 20 57,430 59,895 25,200 41,200 7,674,638 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 185 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT CAAATCGGTCACCCAGTCCA 7 97 16 25 200 20 57,430 59,964 25,200 40,200 7,605,763 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 190 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT TTCTGCAAATCGGTCACCCA 7 102 16 25 205 20 57,430 59,890 25,200 45,100 7,679,131 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 214 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT ATGCTTGCAGACAGACCGAA 7 126 16 25 229 20 57,430 59,965 25,200 43,000 7,604,916 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2121:8948:42833 1 48 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 7 127 TTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgt TTGGACTCTAACCTCCTTTATCTTT GACCAAATTGAGGGAAGCGC 7 39 16 25 142 20 57,430 59,829 25,200 59,200 7,740,830 A 240 TTTTACCtttttttATTGGACTCTAACCTCCTTTATCTTTTGATATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACTGCCTGAGCGCCGAATGCCTGACGTCGTCTCACTTGCGCTTCCCTCAATTTGGTCTACTGCATTCGCTGCTCCCAATGCGGTCTCCTCTACATTGGACTGGGTGACCGATTTGCAGAACACCTTCGGTCTGTCTGCAAGCATGACCCAGACCT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 8 0 104 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC ATCCCGCCAGAATCATTCCC 0 28 1 20 104 20 59,901 59,889 45,700 39,700 0.209982 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 108 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC GCTCATCCCGCCAGAATCAT 0 32 1 20 108 20 59,901 60,251 45,700 24,500 0.349369 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 110 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC AAGCTCATCCCGCCAGAATC 0 34 1 20 110 20 59,901 60,179 45,700 25,200 0.277763 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 187 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC GCTCGATTGGCTGAATGGTC 0 111 1 20 187 20 59,901 59,340 45,700 40,200 0.758686 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 188 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC GGCTCGATTGGCTGAATGGT 0 112 1 20 188 20 59,901 60,749 45,700 35,500 0.848183 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 189 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC AGGCTCGATTGGCTGAATGG 0 113 1 20 189 20 59,901 60,465 45,700 31,600 0.563825 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 216 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC AGCCATGGTCCCGTTGAATG 0 140 1 20 216 20 59,901 60,681 45,700 26,700 0.779650 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 217 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC CAGCCATGGTCCCGTTGAAT 0 141 1 20 217 20 59,901 60,681 45,700 25,700 0.779650 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 224 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC ACAAGATCAGCCATGGTCCC 0 148 1 20 224 20 59,901 59,743 45,700 44,600 0.355768 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 244 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC GGGAATGTGGAAATCGAAACACA 0 165 1 20 244 23 59,901 59,745 45,700 37,200 3,353,385 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 245 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC TGGGAATGTGGAAATCGAAACAC 0 166 1 20 245 23 59,901 59,745 45,700 33,200 3,353,385 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:12215:64949 1 21 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 245 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgGTGTGAATGCGGGTATGTGC TGGGAATGTGGAAATCGAAACA 0 167 1 20 245 22 59,901 58,509 45,700 28,300 3,590,070 F 264 GTGTGAATGCGGGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATCCAAAGGTgggggggggTggggggggggAATGATTCTGGCGGGATGAGCTTATAATGCAGGTGTATTACAATGTTACATAAGAAACATAAGAAATAGGAGCAGGAGTAGACCATTCAGCCAATCGAGCCTGCTCCGCCATTCAACGGGACCATGGCTGATCTTGTGTTTCGATTTCCACATTCCCAATTAACCCCGATAACCTTT

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 14 122 TGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAa TGTCTTTAGCTCGTGGCAGA ACTCCGGATTGGTGCTGTTT 14 24 65 20 186 20 59,034 59,890 42,600 28,300 1,076,665 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 14 140 TGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAa TGTCTTTAGCTCGTGGCAGA CAACCCATTGAATTCTCTACTCCG 14 38 65 20 204 24 59,034 59,428 42,600 46,300 5,538,569 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 7 115 AGCTCGTGGCAGAAGAAAGAAATATGAacacacaca AGCTCGTGGCAGAAGAAAGA ACTCCGGATTGGTGCTGTTT 7 24 72 20 186 20 59,318 59,890 25,200 28,300 0.792219 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 6 115 AGCTCGTGGCAGAAGAAAGAAATATGAacacacaca AGCTCGTGGCAGAAGAAAGAA ACTCCGGATTGGTGCTGTTT 6 24 72 21 186 20 59,929 59,890 25,200 28,300 1,181,244 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 29 190 AACAGAATATGAGCAGCAGGTTTGTAAACTTAATA AACAGAATATGAGCAGCAGGT ATTCTCTACTCCGGATTGGTGC 74 29 4 21 193 22 57,359 59,897 40,000 50,100 5,744,697 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 24 174 TGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAA TGAGCAGCAGGTTTGTAAACTT ACTCCGGATTGGTGCTGTTT 64 24 13 22 186 20 58,713 59,890 26,600 28,300 3,397,708 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 24 174 TGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAA TGAGCAGCAGGTTTGTAAACT ACTCCGGATTGGTGCTGTTT 65 24 13 21 186 20 58,069 59,890 26,600 28,300 3,041,436 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 15 140 ATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATG ATTGTCTTTAGCTCGTGGCAG ACCCATTGAATTCTCTACTCCGG 15 37 63 21 202 23 58,649 59,865 48,500 51,400 5,485,326 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 14 140 ATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATG ATTGTCTTTAGCTCGTGGCAGA ACCCATTGAATTCTCTACTCCGG 14 37 63 22 202 23 60,028 59,865 42,600 51,400 5,162,916 B 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 26 176 TGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAA TGAGCAGCAGGTTTGTAAACT CTACTCCGGATTGGTGCTGT 65 26 13 21 188 20 58,069 59,463 26,600 44,000 3,468,138 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 29 191 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAAGTTAACAGAATATGAGCAGCAGGT TCTCTACTCCGGATTGGTGC 74 29 1 24 191 20 59,122 58,888 40,000 50,100 5,990,510 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:13991:56844 1 99 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 28 190 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAAGTTAACAGAATATGAGCAGCAGGT CTCTACTCCGGATTGGTGCT 74 28 1 24 190 20 59,122 58,885 40,000 44,000 5,993,863 F 213 GTTAACAGAATATGAGCAGCAGGTTTGTAAACTTAATAAGTAAATAAGtttttATTGAACAAATTGTCTTTAGCTCGTGGCAGAAGAAAGAAATATGAacacacacacacacacacacacacacacacacacacAGacacacAACATGGGTTTTAAGGGTGGGATAAAACAGCACCAATCCGGAGTAGAGAATTCAATGGGTTGATTTTGATC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 1 1 9 7 178 TCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctc TCCCTGTCCACACTGTTTCTC AGAGACAGAGATCCCGACAGA 7 83 9 21 186 21 59,584 59,438 28,700 34,100 2,978,409 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 0 0 11 7 174 TCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctc TCCCTGTCCACACTGTTTCTC ACAGAGATCCCGACAGAGAGA 7 79 9 21 182 21 59,584 59,438 28,700 31,000 2,978,409 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 0 0 11 7 176 TCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctc TCCCTGTCCACACTGTTTCTC AGACAGAGATCCCGACAGAGA 7 81 9 21 184 21 59,584 59,438 28,700 31,000 2,978,409 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 0 0 15 15 132 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCct TGTCTCTTTCCCTGTCCACAC ACGGAGAGACAGAGAGATGGA 15 29 1 21 132 21 59,584 59,438 38,200 34,100 2,978,409 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 0 0 15 7 124 TCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctc TCCCTGTCCACACTGTTTCTC ACGGAGAGACAGAGAGATGGA 7 29 9 21 132 21 59,584 59,438 28,700 34,100 2,978,409 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:56317 1 37 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCNA 0 0 15 6 123 CCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctct CCCTGTCCACACTGTTTCTCT ACGGAGAGACAGAGAGATGGA 6 29 10 21 132 21 59,582 59,438 31,000 34,100 2,979,898 F 186 TGTCTCTTTCCCTGTCCACACTGTTTCTCTTTGTGCctctctctctctctctctctctctctctctctctctCCctctctctGTCTCACTCTCCAtctctcTGTCTCACTCTCCAtctctcTGtctctcCGTCTTTCTGAATCTCAATCTATATTTCTCAGtctctcTGTCGGGATCTCTGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 5 1 174 TTGAGTGACAAGCAAGGAGGTagagagGAATAAACATTGAGTGACAAGCAAGGAGGT GCATATCTCTGTGTCTGTTGCC 94 1 2 21 175 22 59,510 59,389 38,500 45,200 4,101,781 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 1 173 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT GCATATCTCTGTGTCTGTTGCC 94 1 3 20 175 22 58,868 59,389 38,500 45,200 3,742,930 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 0 172 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT CATATCTCTGTGTCTGTTGCCC 94 0 3 20 174 22 58,868 58,799 38,500 53,600 4,332,927 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 134 GTGCGAGACTGAGAGTGAGATATAGGGAGAAATA GTGCGAGACTGAGAGTGAGA GCATATCTCTGTGTCTGTTGCC 55 1 42 20 175 22 58,839 59,389 32,700 45,200 3,772,281 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 136 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGA GCATATCTCTGTGTCTGTTGCC 57 1 40 20 175 22 58,839 59,389 34,100 45,200 3,772,281 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 1 136 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGAG GCATATCTCTGTGTCTGTTGCC 56 1 40 21 175 22 59,870 59,389 35,100 45,200 3,741,665 B 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 1 10 23 189 GTGCGAGACTGAGAGTGAGATATAGGGAGAAATA GTGCGAGACTGAGAGTGAGA GCTGCCTCTGTCACTCACTC 55 23 42 20 230 20 58,839 60,390 32,700 35,100 1,550,676 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 23 191 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGA GCTGCCTCTGTCACTCACTC 57 23 40 20 230 20 58,839 60,390 34,100 35,100 1,550,676 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 23 228 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT GCTGCCTCTGTCACTCACTC 94 23 3 20 230 20 58,868 60,390 38,500 35,100 1,521,324 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 20 186 GTGCGAGACTGAGAGTGAGATATAGGGAGAAATA GTGCGAGACTGAGAGTGAGA GCCTCTGTCACTCACTCTCC 55 20 42 20 227 20 58,839 59,470 32,700 37,100 1,691,277 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 23 191 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGAG GCTGCCTCTGTCACTCACTC 56 23 40 21 230 20 59,870 60,390 35,100 35,100 1,520,060 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 71 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 20 188 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGAG GCCTCTGTCACTCACTCTCC 56 20 40 21 227 20 59,870 59,470 35,100 37,100 1,660,661 D 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 1 6 20 241 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT GTCTCTCAACATCGCTGCCT 94 20 3 20 243 20 58,868 60,108 38,500 47,500 1,240,062 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 21 242 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT TGTCTCTCAACATCGCTGCC 94 21 3 20 244 20 58,868 60,390 38,500 48,500 1,521,978 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 19 240 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT TCTCTCAACATCGCTGCCTC 94 19 3 20 242 20 58,868 59,826 38,500 47,000 1,306,027 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 17 238 TGAGTGACAAGCAAGGAGGTagagagGAATAAACA TGAGTGACAAGCAAGGAGGT TCTCAACATCGCTGCCTCTG 94 17 3 20 240 20 58,868 60,108 38,500 33,500 1,240,110 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 137 GACAGAAGGATAGCgagagaCCTagagagagagagaga GACAGAAGGATAGCGAGAGACC GCTGCCTCTGTCACTCACTC 1 7 94 22 230 20 59,708 60,390 38,500 35,100 2,681,979 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 133 ACAGAAGGATAGCgagagaCCTagagagagagagagagaACAGAAGGATAGCGAGAGACCT GCCTCTGTCACTCACTCTCC 0 4 95 22 227 20 60,092 59,470 38,500 37,100 2,622,391 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 136 ACAGAAGGATAGCgagagaCCTagagagagagagagagaACAGAAGGATAGCGAGAGACCT GCTGCCTCTGTCACTCACTC 0 7 95 22 230 20 60,092 60,390 38,500 35,100 2,481,790 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 20 204 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGAG GTCTCTCAACATCGCTGCCT 56 20 40 21 243 20 59,870 60,108 35,100 47,500 1,238,798 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:14966:22669 1 117 87 18 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 17 201 GAGTGCGAGACTGAGAGTGAGATATAGGGAGAAAGAGTGCGAGACTGAGAGTGAG TCTCAACATCGCTGCCTCTG 56 17 40 21 240 20 59,870 60,108 35,100 33,500 1,238,845 G 253 ATTGAGTGACAAGCAAGGAGGTagagagGAATAAACAAAGAGTGCGAGACTGAGAGTGAGATATAGGGAGAAATAAAGAGACAGAGTGTGAAAGACAGAAGGATAGCgagagaCCTagagagagagagagagagagagagagagagagagagGGGCAACAGACACAGAGATATGCagagagagagagACGGTCagagagagagGGAAGGAGAGTGAGTGACAGAGGCAGCGATGTTgagagaCAGATGGAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:17127:48494 1 32 61 18 2 AC CACACACACACACATAGACACAAATCACACACACACNA 1 1 18 6 119 AGCACGACTGACTACCCTGACCCCACcacacacacacaAGCACGACTGACTACCCTGA ACTTGTGTCTATGTATGTGTGTGA 6 8 6 20 124 24 60,251 57,903 38,600 35,800 6,347,882 G 144 cccccAGCACGACTGACTACCCTGACCCCACcacacacacacacaTAGACACAAATcacacacacacacacacacacacacacacacacacaGACACAAATcacacacaTACATAGACACAAGTcacacacacaGacacacacA

ST‐E00142:460:H2K7HCCXY:6:2122:17127:48494 1 32 61 18 2 AC CACACACACACACATAGACACAAATCACACACACACNA 0 0 18 5 118 GCACGACTGACTACCCTGACCCCACcacacacacacac GCACGACTGACTACCCTGAC ACTTGTGTCTATGTATGTGTGTGA 5 8 7 20 124 24 60,109 57,903 35,100 35,800 6,205,899 G 144 cccccAGCACGACTGACTACCCTGACCCCACcacacacacacacaTAGACACAAATcacacacacacacacacacacacacacacacacacaGACACAAATcacacacaTACATAGACACAAGTcacacacacaGacacacacA

ST‐E00142:460:H2K7HCCXY:6:2122:17127:48494 1 32 61 18 2 AC CACACACACACACATAGACACAAATCACACACACACNA 0 0 18 4 117 CACGACTGACTACCCTGACCCCACcacacacacacacaTCACGACTGACTACCCTGACC ACTTGTGTCTATGTATGTGTGTGA 4 8 8 20 124 24 59,473 57,903 40,200 35,800 6,623,335 G 144 cccccAGCACGACTGACTACCCTGACCCCACcacacacacacacaTAGACACAAATcacacacacacacacacacacacacacacacacacaGACACAAATcacacacaTACATAGACACAAGTcacacacacaGacacacacA

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 1 1 6 23 159 GGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCT GGAACCTCAGCAGAGCTCAA GGACAGCGATTCAGCAAGAT 49 23 29 20 187 20 59,677 58,339 30,200 24,000 1,984,316 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 6 23 160 AGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCAGGAACCTCAGCAGAGCTCA GGACAGCGATTCAGCAAGAT 50 23 28 20 187 20 60,544 58,339 42,600 24,000 2,205,224 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 6 23 161 AAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCAAGGAACCTCAGCAGAGCTC GGACAGCGATTCAGCAAGAT 51 23 27 20 187 20 59,387 58,339 40,900 24,000 2,274,085 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 6 16 126 CCTACACATGCTCGCACTCTCACACTCTCACTCTCAc CCTACACATGCTCGCACTCT GGACAGCGATTCAGCAAGAT 16 23 62 20 187 20 59,826 58,339 32,400 24,000 1,835,730 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 8 7 110 CCTACACATGCTCGCACTCTCACACTCTCACTCTCAc CCTACACATGCTCGCACTCT AGATAGAGAGGCAGCAAGGC 16 7 62 20 171 20 59,826 59,242 32,400 43,500 0.932512 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 8 7 143 GGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCT GGAACCTCAGCAGAGCTCAA AGATAGAGAGGCAGCAAGGC 49 7 29 20 171 20 59,677 59,242 30,200 43,500 1,081,097 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 8 7 144 AGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCAGGAACCTCAGCAGAGCTCA AGATAGAGAGGCAGCAAGGC 50 7 28 20 171 20 60,544 59,242 42,600 43,500 1,302,005 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 8 7 145 AAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCAAGGAACCTCAGCAGAGCTC AGATAGAGAGGCAGCAAGGC 51 7 27 20 171 20 59,387 59,242 40,900 43,500 1,370,867 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 10 120 CATGCTCGCACTCTCACACTCTCACTCTCActctctctctCATGCTCGCACTCTCACACT GGACAGCGATTCAGCAAGAT 10 23 68 20 187 20 60,390 58,339 35,500 24,000 2,050,897 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 9 119 ATGCTCGCACTCTCACACTCTCACTCTCActctctctctc ATGCTCGCACTCTCACACTC GGACAGCGATTCAGCAAGAT 9 23 69 20 187 20 60,109 58,339 35,100 24,000 1,770,239 B 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 7 103 ATGCTCGCACTCTCACACTCTCACTCTCActctctctctc ATGCTCGCACTCTCACACTC AGATAGAGAGGCAGCAAGGC 9 7 69 20 171 20 60,109 59,242 35,100 43,500 0.867021 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:18436:8077 1 98 47 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 7 104 CATGCTCGCACTCTCACACTCTCACTCTCActctctctctCATGCTCGCACTCTCACACT AGATAGAGAGGCAGCAAGGC 10 7 68 20 171 20 60,390 59,242 35,500 43,500 1,147,679 F 221 AATGCTTGCAGGATATCCGACTATGTAAGGAACCTCAGCAGAGCTCAATCTTGTTCTTGACCCTACACATGCTCGCACTCTCACACTCTCACTCTCActctctctctctctctctctctctctctctctctctGtctctctctcGCTGTCTGCCTTGCTGCctctctATCTTGCTGAATCGCTGTCCctctctctctctctGTCCCCctctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 15 9 105 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA AGTGAGCGAGTGTGAGTGTG 15 9 2 25 106 20 59,931 59,969 37,200 38,200 5,100,433 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 8 104 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA GTGAGCGAGTGTGAGTGTGA 15 8 2 25 105 20 59,931 59,969 37,200 35,800 5,099,892 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 7 103 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA TGAGCGAGTGTGAGTGTGAG 15 7 2 25 104 20 59,931 59,688 37,200 35,100 5,381,221 F 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 14 3 139 acaCTCATActctctCAAACACatatatACACTCTCATacaACACTCATACTCTCTCAAACACAT TGTGTGAGAGTGTGAGTTCATAT 14 3 4 24 142 23 57,648 57,271 32,100 17,800 12,080,653 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 9 146 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA CAGTATGTGTGAGAGTGTGAGT 15 9 2 25 147 22 59,931 57,488 37,200 34,100 9,580,736 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 6 145 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA AGTATGTGTGAGAGTGTGAGTTCA 15 6 2 25 146 24 59,931 59,415 37,200 31,800 9,653,862 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 5 142 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA ATGTGTGAGAGTGTGAGTTCAT 15 5 2 25 143 22 59,931 57,386 37,200 25,700 9,683,044 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 3 139 acaCTCATActctctCAAACACatatatACACTCTCATacaACACTCATACTCTCTCAAACACA TGTGTGAGAGTGTGAGTTCATAT 15 3 4 23 142 23 57,209 57,271 37,200 17,800 11,519,973 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 75 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 2 139 acaCTCATActctctCAAACACatatatACACTCTCATacaACACTCATACTCTCTCAAACACA TGTGTGAGAGTGTGAGTTCATATA 15 2 4 23 142 24 57,209 57,166 37,200 0.8600 12,625,504 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 142 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 15 9 210 acacaCTCATActctctCAAACACatatatACACTCTCATaACACACTCATACTCTCTCAAACACA GGAACCCTGCACAGAAAGT 15 9 2 25 211 19 59,931 57,578 37,200 26,600 8,490,686 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 142 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 9 211 cacacaCTCATActctctCAAACACatatatACACTCTCATCACACACTCATACTCTCTCAAACAC GGAACCCTGCACAGAAAGT 16 9 1 25 211 19 59,596 57,578 33,200 26,600 8,825,333 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2108:60132 1 42 142 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 9 209 cacaCTCATActctctCAAACACatatatACACTCTCATacCACACTCATACTCTCTCAAACACA GGAACCCTGCACAGAAAGT 15 9 3 24 211 19 58,467 57,578 37,200 26,600 8,954,125 G 213 cacacaCTCATActctctCAAACACatatatACACTCTCATacacacacacacacacacacacacacacacacacacTCATTAACTCACACTCACACTCGCTCACTcacacacacaCTTATATGAACTCACACTCTcacacaTACTGTGGATTCTCAATtatataCATTCATTcacacacacaACATTTTCCACTTTCTGTGCAGGGTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 85 266 TGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGTGTACCTGTCGTGGATCCAA ACAGAGTTGACGTTTCCACT 85 105 2 20 267 20 58,365 57,018 35,300 40,000 4,616,819 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 91 CCCTCTCCCATTCACTTGCGCGctctctctctctctctctctc CCCTCTCCCATTCACTTGCG GCTGGAAATCAGGGAGTGCA 2 13 85 20 175 20 60,746 60,323 48,500 45,700 1,068,661 A 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 86 267 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA ACAGAGTTGACGTTTCCACT 86 105 1 20 267 20 58,817 57,018 34,100 40,000 4,164,526 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 85 267 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCAA ACAGAGTTGACGTTTCCACT 85 105 1 21 267 20 59,451 57,018 35,300 40,000 4,530,578 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG
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ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 28 190 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCAA TCTCCCTTTGAAGAGGCTGG 85 28 1 21 190 20 59,451 59,013 35,300 48,500 2,536,013 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 28 190 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA TCTCCCTTTGAAGAGGCTGG 86 28 1 20 190 20 58,817 59,013 34,100 48,500 2,169,961 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 28 191 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA TTCTCCCTTTGAAGAGGCTGG 86 28 1 20 191 21 58,817 59,648 34,100 48,500 2,535,019 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 13 175 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA GCTGGAAATCAGGGAGTGCA 86 13 1 20 175 20 58,817 60,323 34,100 45,700 1,505,483 B 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 4 166 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA CAGGGAGTGCAGTTGGCTTA 86 4 1 20 166 20 58,817 59,963 34,100 30,900 1,219,399 B 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 2 164 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTCTGTACCTGTCGTGGATCCA GGGAGTGCAGTTGGCTTAGT 86 2 1 20 164 20 58,817 59,963 34,100 22,400 1,219,542 B 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 3 92 TCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctTCCCTCTCCCATTCACTTGC GCTGGAAATCAGGGAGTGCA 3 13 84 20 175 20 59,379 60,323 40,100 45,700 0.943372 A 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 3 94 TCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctTCCCTCTCCCATTCACTTGC AGGCTGGAAATCAGGGAGTG 3 15 84 20 177 20 59,379 59,377 40,100 35,100 1,243,220 A 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 12 101 ctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctct CTCCCTTTCTCCCTCTCCCA GCTGGAAATCAGGGAGTGCA 12 13 75 20 175 20 59,957 60,323 43,700 45,700 0.366150 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 4 92 ctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctct CTCCCTTTCTCCCTCTCCCA CAGGGAGTGCAGTTGGCTTA 12 4 75 20 166 20 59,957 59,963 43,700 30,900 0.080066 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:2483:49847 1 107 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 2 90 ctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctct CTCCCTTTCTCCCTCTCCCA GGGAGTGCAGTTGGCTTAGT 12 2 75 20 164 20 59,957 59,963 43,700 22,400 0.080208 F 290 CTGTACCTGTCGTGGATCCAATTTTCCAACTATATGTGATGGCCAGGATTATGCTTGAagagagTTTCTTTtctctcCCTTTCTCCCTCTCCCATTCACTTGCGCGctctctctctctctctctctctctctctctctctctGTACTAAGCCAACTGCACTCCCTGATTTCCAGCCTCTTCAAAGGGAGaaaaaTAGCCATCAATGAAAAGCTTTCAAATTTGCAAAATGTCTGGATTAAAATAAATAGTGGAAACGTCAACTCTGTAAAACTGTGACAAACTGTAACAG

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 1 1 14 18 190 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCCACCTCTCAATCCTTGAAACTGC CATTACACTGACACACACTCACAC 73 18 1 23 190 24 59,810 60,026 44,000 38,200 7,215,848 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 19 190 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCCACCTCTCAATCCTTGAAACTGC CATTACACTGACACACACTCACA 73 19 1 23 190 23 59,810 58,881 44,000 35,800 7,309,254 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 17 153 GGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGGCACAGTCTCCTCAATCTCT ACACTGACACACACTCACACA 42 17 34 21 186 21 59,170 59,725 31,000 37,200 3,105,487 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 15 125 TAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGTAGAACAATCCCGCCTTCCC ACTGACACACACTCACACACA 17 15 60 20 184 21 59,455 59,725 39,700 37,200 1,819,706 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 15 151 GGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGGCACAGTCTCCTCAATCTCT ACTGACACACACTCACACACA 42 15 34 21 184 21 59,170 59,725 31,000 37,200 3,105,487 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 15 152 AGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCAGGCACAGTCTCCTCAATCTC ACTGACACACACTCACACACA 43 15 33 21 184 21 59,170 59,725 27,500 37,200 3,105,487 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 6 114 CGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtg CGCCTTCCCAGGAATCAGTC ACTGACACACACTCACACACA 6 15 71 20 184 21 60,463 59,725 35,100 37,200 1,737,769 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 15 6 116 CGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtg CGCCTTCCCAGGAATCAGTC ACACTGACACACACTCACACA 6 17 71 20 186 21 60,463 59,725 35,100 37,200 1,737,769 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:4919:15391 1 97 52 18 1.5 AG GTGTGTGTGTGTGTGTGAGAGAGAGAGAGAGAGANA 0 0 17 20 190 ACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCAACCTCTCAATCCTTGAAACTGCA ACATTACACTGACACACACTCAC 72 20 2 23 191 23 60,181 58,880 44,100 35,100 7,301,302 F 258 CACCTCTCAATCCTTGAAACTGCAGAGAATAAAGGCACAGTCTCCTCAAtctctcTGCATAGAACAATCCCGCCTTCCCAGGAATCAGTCTACAGAgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagagagagagaGTATAAgtgtgtgtAtgtgtgtgAgtgtgtgtCAGTGTAATGTTACtgtgtgtgtgtgAGTGTAATGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 0 128 CAGGTTGTCACAGACACGCACcacacacacacacacacaCAGGTTGTCACAGACACGCA ATGTGTATGTGAGAGAGATAGAGC 1 0 67 20 194 24 60,810 57,426 52,400 40,900 7,383,299 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 130 AGCAGGTTGTCACAGACACGCACcacacacacacacac AGCAGGTTGTCACAGACACG ATGTGTATGTGAGAGAGATAGAGC 3 0 65 20 194 24 60,531 57,426 44,900 40,900 7,104,314 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 134 CCTGAGCAGGTTGTCACAGACACGCACcacacacaca CCTGAGCAGGTTGTCACAGA ATGTGTATGTGAGAGAGATAGAGC 7 0 61 20 194 24 59,606 57,426 34,100 40,900 6,967,856 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 145 ACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACTTGCTTCAGCCTGAGCAG ATGTGTATGTGAGAGAGATAGAGC 18 0 50 20 194 24 60,606 57,426 42,400 40,900 7,179,523 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 146 GACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGGACTTGCTTCAGCCTGAGCA ATGTGTATGTGAGAGAGATAGAGC 19 0 49 20 194 24 60,605 57,426 42,600 40,900 7,178,444 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:5254:10556 1 88 83 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 147 AGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACA AGACTTGCTTCAGCCTGAGC ATGTGTATGTGAGAGAGATAGAGC 20 0 48 20 194 24 60,321 57,426 42,600 40,900 6,895,139 F 253 ACACTGCAGAATGCAAATCCAAATGTAATGTTCAGTTCAGATGACTTAGACTTGCTTCAGCCTGAGCAGGTTGTCACAGACACGCACcacacacacacacacacacacacacacacacacacaCGctctctctctcacacacacaAacacacacacacacacacacacacGCTCTAtctctctcACATACACATacacacacacactctctcTTTCTCacatacatacatacacacacacATacacacacacG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 20 190 CtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAACTGTGTGGTAGAGGATCGCG CTGGTTTAAATATGATTTGCCACCC 89 20 77 20 266 25 60,249 58,951 58,700 46,100 6,297,171 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 127 CATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATACATACCCTCCTGTTGCCGTT CCTGGTTTAAATATGATTTGCCACC 25 21 141 20 267 25 60,035 58,951 44,400 46,100 6,083,948 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 181 GAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGGAGGATCGCGGAGGTTTCAA CCTGGTTTAAATATGATTTGCCACC 79 21 87 20 267 25 60,108 58,951 26,900 46,100 6,156,838 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 191 CtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAACTGTGTGGTAGAGGATCGCG CCTGGTTTAAATATGATTTGCCACC 89 21 77 20 267 25 60,249 58,951 58,700 46,100 6,297,171 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 192 CtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAACTGTGTGGTAGAGGATCGCG TCCTGGTTTAAATATGATTTGCCACC 89 21 77 20 268 26 60,249 60,127 58,700 46,100 6,375,858 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 125 CATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATACATACCCTCCTGTTGCCGTT TGGTTTAAATATGATTTGCCACCC 25 20 141 20 265 24 60,035 58,016 44,400 46,100 6,018,979 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 126 CATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATACATACCCTCCTGTTGCCGTT CTGGTTTAAATATGATTTGCCACCC 25 20 141 20 266 25 60,035 58,951 44,400 46,100 6,083,948 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 179 GAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGGAGGATCGCGGAGGTTTCAA TGGTTTAAATATGATTTGCCACCC 79 20 87 20 265 24 60,108 58,016 26,900 46,100 6,091,869 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 180 GAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGGAGGATCGCGGAGGTTTCAA CTGGTTTAAATATGATTTGCCACCC 79 20 87 20 266 25 60,108 58,951 26,900 46,100 6,156,838 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 21 245 TCActctctctTTCACACTCTCAAACACATTGCCCATGATCACTCTCTCTTTCACACTCTCA CCTGGTTTAAATATGATTTGCCACC 140 21 23 23 267 25 58,535 58,951 32,700 46,100 10,513,456 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 20 243 TCActctctctTTCACACTCTCAAACACATTGCCCATGATCACTCTCTCTTTCACACTCTCA TGGTTTAAATATGATTTGCCACCC 140 20 23 23 265 24 58,535 58,016 32,700 46,100 10,448,486 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2122:8765:16815 1 186 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 20 244 TCActctctctTTCACACTCTCAAACACATTGCCCATGATCACTCTCTCTTTCACACTCTCA CTGGTTTAAATATGATTTGCCACCC 140 20 23 23 266 25 58,535 58,951 32,700 46,100 10,513,456 F 278 CCGATTtctctcACTTTGTCATTCActctctctTTCACACTCTCAAACACATTGCCCATGATACTAATcccccATTCtgtgtgGTAGAGGATCGCGGAGGTTTCAAACTTTAAAATCAGGGAATATGTGCCAacacacCACATACCCTCCTGTTGCCGtttttATAGTAGAAGGGATATTTAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCTGTTGTAggggggggggggggTGGCAAATCATATTTAAACCAGGACCCCGAGGTG

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 1 1 3 2 222 TCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgta TCAATAGCATGAGCCATGGCA TATTGGCTGTGCAGAACGGA 2 67 13 21 234 20 60,134 59,677 49,200 46,900 1,457,032 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 0 0 3 2 223 TCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgta TCAATAGCATGAGCCATGGCA GTATTGGCTGTGCAGAACGG 2 68 13 21 235 20 60,134 59,552 49,200 44,400 1,581,531 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 0 0 Mar‐75 7 227 TGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgt TGCCATCAATAGCATGAGCCA TATTGGCTGTGCAGAACGGA 7 67 8 21 234 20 60,134 59,677 47,500 46,900 1,457,032 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 0 0 4 7 258 TGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgt TGCCATCAATAGCATGAGCCA GTTCCCTGGCCTCCACAG 7 100 8 21 265 18 60,134 59,647 47,500 36,600 3,486,535 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 0 0 4 2 252 CAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtat CAATAGCATGAGCCATGGCA GTTCCCTGGCCTCCACAG 2 100 14 20 265 18 58,676 59,647 49,200 36,600 3,677,188 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:1286:53785 1 36 112 18 3 AT GTGTGTGTGTGTGTGTATATATTTACATATATATATANA 0 0 4 2 253 TCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgta TCAATAGCATGAGCCATGGCA GTTCCCTGGCCTCCACAG 2 100 13 21 265 18 60,134 59,647 49,200 36,600 3,486,535 G 287 NTCCCAATGCCATCAATAGCATGAGCCATGGCATGgtgtgtgtgtgtgtgtatatatTTACatatatatatatatatatatatatatatatatatatacacacacacacAAACACATACatatatatatatatatatatatatatatTAGACACATACGTACatatataaaaaTGTtatatataTTATGTATTTtatatataTTAAATGGGCACTCCGTTCTGCACAGCCAATACATGTTGCCACCCCTGTGGAGGCCAGGGAACCCCaaaaaTTATTTAGGTGACN

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 1 1 11 2 169 TGCACACTTCACCAAGAAacacacATACTTCAACCAG TGCACACTTCACCAAGAAACA TTTGGTCTGGGTTCCTGTGG 16 2 1 21 169 20 58,559 59,815 28,300 41,700 2,626,344 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 0 0 12 15 191 TGCACACTTCACCAAGAAacacacATACTTCAACCAG TGCACACTTCACCAAGAAACAC GGTTCGGTCGTTGTGTGGG 15 25 1 22 191 19 59,837 61,249 33,200 46,100 4,412,247 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 0 0 12 2 169 TGCACACTTCACCAAGAAacacacATACTTCAACCAG TGCACACTTCACCAAGAAACAC TTTGGTCTGGGTTCCTGTGG 15 2 1 22 169 20 59,837 59,815 33,200 41,700 2,348,345 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 0 0 14 14 190 GCACACTTCACCAAGAAacacacATACTTCAACCAGa GCACACTTCACCAAGAAACACA GGTTCGGTCGTTGTGTGGG 14 25 2 22 191 19 59,837 61,249 37,200 46,100 4,412,247 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 0 0 14 14 192 GCACACTTCACCAAGAAacacacATACTTCAACCAGa GCACACTTCACCAAGAAACACA CCGGTTCGGTCGTTGTGT 14 28 2 22 193 18 59,837 60,280 37,200 37,200 4,443,062 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:14783:31564 1 38 110 18 4 AC ACACACACACTCTTCAACCAGACACACACACACACCNA 0 0 14 2 168 GCACACTTCACCAAGAAacacacATACTTCAACCAGa GCACACTTCACCAAGAAACACA TTTGGTCTGGGTTCCTGTGG 14 2 2 22 169 20 59,837 59,815 37,200 41,700 2,348,345 G 232 TGCACACTTCACCAAGAAacacacATACTTCAACCAGacacacacacTCTTCAACCAGacacacacacacacCACCCAGacacacacacacacacacacacTTCACCCAGTcacacacacacacacacacacacacacacacacacaCCCCACAGGAACCCAGACCAAAAGCCCcacacaACGACCGAACCGGAGCTGCCACTGAGacacacacacacacacacacacGGAC

ST‐E00142:460:H2K7HCCXY:6:2123:23277:70152 1 23 78 18 3 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 0 131 ACACAGacacacTATCCTCCCTcacacacacacacacacacACACAGACACACTATCCTCCCT GAGAGGGAGAGGAGAGGGTG 0 11 1 22 131 20 60,225 60,106 42,000 46,100 2,331,612 G 134 ACACAGacacacTATCCTCCCTcacacacacacacacacacacacacacacacacacaccccccAAacacacacacTCCCCTCTcacacacacactctctCCTCTcacacacaCCCTCTCCTCTCCctctctCA

ST‐E00142:460:H2K7HCCXY:6:2123:23277:70152 1 23 78 18 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 131 ACACAGacacacTATCCTCCCTcacacacacacacacacacACACAGACACACTATCCTCCC GAGAGGGAGAGGAGAGGGTG 1 11 1 21 131 20 58,820 60,106 43,000 46,100 2,286,493 G 134 ACACAGacacacTATCCTCCCTcacacacacacacacacacacacacacacacacacaccccccAAacacacacacTCCCCTCTcacacacacactctctCCTCTcacacacaCCCTCTCCTCTCCctctctCA

ST‐E00142:460:H2K7HCCXY:6:2123:23277:70152 1 23 78 18 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 1 122 ACACAGacacacTATCCTCCCTcacacacacacacacacacACACAGACACACTATCCTCCC AGGAGAGGGTGTGTGTGAGA 1 2 1 21 122 20 58,820 59,811 43,000 32,700 2,368,863 G 134 ACACAGacacacTATCCTCCCTcacacacacacacacacacacacacacacacacacaccccccAAacacacacacTCCCCTCTcacacacacactctctCCTCTcacacacaCCCTCTCCTCTCCctctctCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 1 1 4 11 258 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT ACAGGCAGATAGGGAGTCAGA 11 96 3 22 260 21 59,107 59,711 25,200 32,700 4,182,719 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 0 0 5 11 255 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT GGCAGATAGGGAGTCAGACAC 11 93 3 22 257 21 59,107 59,589 25,200 36,700 4,304,370 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 0 0 5 11 256 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT AGGCAGATAGGGAGTCAGACA 11 94 3 22 258 21 59,107 59,711 25,200 34,100 4,182,719 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 0 0 9 11 233 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT CACAAAGATACAACAAGCAACCC 11 69 3 22 235 23 59,107 58,702 25,200 41,100 7,191,821 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 0 0 10 11 234 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT ACACAAAGATACAACAAGCAACCC 11 69 3 22 236 24 59,107 60,202 25,200 41,100 7,095,599 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:28584:67744 1 36 108 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTATAGCTGTGNA 0 0 14 11 238 GGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgt GGACTTGCCCTGAAATGTTTCT ACACACACAAAGATACAACAAGCA 11 73 3 22 240 24 59,107 59,602 25,200 39,100 7,291,219 G 279 GGGGACTTGCCCTGAAATGTTTCTATTTGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgTATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtGGgtgtgtgtgtAACtgtgtgtgtgtgtgtgtgGTgggggtggtggtggGGGGTggggggTggggggggggggggggggggggggggggggggggCgggggggggTTGCTTGTTGTATCTTtgtgtgtgTCTGACTCCCTATCTGCCTGTTTAGTTTAAtctctctcCA

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 42 225 CGCACTAAGGCAAACGAACCCACAAATacacacAGA CGCACTAAGGCAAACGAACC TTGAGAGAGCGCTTGAGCAT 42 97 36 20 260 20 60,110 59,751 36,200 37,900 0.358939 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 45 228 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA TTGAGAGAGCGCTTGAGCAT 45 97 33 20 260 20 59,967 59,751 38,500 37,900 0.281518 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 45 229 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA ATTGAGAGAGCGCTTGAGCA 45 98 33 20 261 20 59,967 59,751 38,500 42,600 0.281518 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 58 242 TCACACGGATATACACTCGCACTAAGGCAAACGAA TCACACGGATATACACTCGCA TTGAGAGAGCGCTTGAGCAT 58 97 19 21 260 20 58,981 59,751 51,000 37,900 2,267,080 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 58 243 TCACACGGATATACACTCGCACTAAGGCAAACGAA TCACACGGATATACACTCGCA ATTGAGAGAGCGCTTGAGCA 58 98 19 21 261 20 58,981 59,751 51,000 42,600 2,267,080 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 56 240 ACACGGATATACACTCGCACTAAGGCAAACGAACC ACACGGATATACACTCGCACT TTGAGAGAGCGCTTGAGCAT 56 97 21 21 260 20 58,978 59,751 44,000 37,900 2,270,761 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 71 241 ACAAACACAGAAGATCACACGGATATACACTCGCA ACAAACACAGAAGATCACACGG AGCATATGTGTCTGTCTGCGT 71 81 5 22 245 21 59,128 59,794 49,400 52,400 4,077,900 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 70 240 CAAACACAGAAGATCACACGGATATACACTCGCAC CAAACACAGAAGATCACACGGA AGCATATGTGTCTGTCTGCGT 70 81 6 22 245 21 58,869 59,794 46,900 52,400 4,336,288 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 45 213 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA AGCATATGTGTCTGTCTGCGT 45 81 33 20 245 21 59,967 59,794 38,500 52,400 1,238,607 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 42 210 CGCACTAAGGCAAACGAACCCACAAATacacacAGA CGCACTAAGGCAAACGAACC AGCATATGTGTCTGTCTGCGT 42 81 36 20 245 21 60,110 59,794 36,200 52,400 1,316,028 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 8 136 CGCACTAAGGCAAACGAACCCACAAATacacacAGA CGCACTAAGGCAAACGAACC TGCATTTGAGCGCATGTGTT 42 8 36 20 171 20 60,110 59,685 36,200 33,200 0.424992 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 8 139 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA TGCATTTGAGCGCATGTGTT 45 8 33 20 171 20 59,967 59,685 38,500 33,200 0.347571 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 8 140 CACTCGCACTAAGGCAAACGAACCCACAAATacaca CACTCGCACTAAGGCAAACG TGCATTTGAGCGCATGTGTT 46 8 32 20 171 20 59,836 59,685 36,000 33,200 0.478406 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 96 CGGCCAAACAGacacacATGCGcacacacacacacacacaCGGCCAAACAGACACACATG TGCATTTGAGCGCATGTGTT 2 8 76 20 171 20 60,040 59,685 32,100 33,200 0.354775 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 185 CGGCCAAACAGacacacATGCGcacacacacacacacacaCGGCCAAACAGACACACATG TTGAGAGAGCGCTTGAGCAT 2 97 76 20 260 20 60,040 59,751 32,100 37,900 0.288722 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 186 CGGCCAAACAGacacacATGCGcacacacacacacacacaCGGCCAAACAGACACACATG ATTGAGAGAGCGCTTGAGCA 2 98 76 20 261 20 60,040 59,751 32,100 42,600 0.288722 F 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 71 240 ACAAACACAGAAGATCACACGGATATACACTCGCA ACAAACACAGAAGATCACACGG GCATATGTGTCTGTCTGCGTG 71 80 5 22 244 21 59,128 59,674 49,400 53,400 4,197,886 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 45 212 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA GCATATGTGTCTGTCTGCGTG 45 80 33 20 244 21 59,967 59,674 38,500 53,400 1,358,593 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 137 CGCACTAAGGCAAACGAACCCACAAATacacacAGA CGCACTAAGGCAAACGAACC GTGCATTTGAGCGCATGTGT 42 9 36 20 172 20 60,110 60,388 36,200 37,200 0.497995 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 140 ACTCGCACTAAGGCAAACGAACCCACAAATacacacAACTCGCACTAAGGCAAACGA GTGCATTTGAGCGCATGTGT 45 9 33 20 172 20 59,967 60,388 38,500 37,200 0.420574 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:31517:21526 1 98 46 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 141 CACTCGCACTAAGGCAAACGAACCCACAAATacaca CACTCGCACTAAGGCAAACG GTGCATTTGAGCGCATGTGT 46 9 32 20 172 20 59,836 60,388 36,000 37,200 0.551410 B 280 AGACACAAACACAGAAGATCACACGGATATACACTCGCACTAAGGCAAACGAACCCACAAATacacacAGATGCACGGCCAAACAGacacacATGCGcacacacacacacacacacacacacacacacacacaTacaacaacaCATAGTGAAACACATGCGCTCAAATGCACTTTTACACATGCAGGAGCACATCCACAGGTGCACATACATAAacacacAATCACGCAGACAGACACATATGCTCAAGCGctctctCAATCTCCCTTATGTACTCACAC

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 1 1 4 22 216 AGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTAGAAGGTTGGGTTGCAAATTTGA GTGGCTTAATTGAAAGTATGCAGGA 22 110 32 23 247 25 59,546 59,875 26,900 38,600 8,579,499 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 22 218 AGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTAGAAGGTTGGGTTGCAAATTTGA AGGTGGCTTAATTGAAAGTATGCA 22 113 32 23 249 24 59,546 58,984 26,900 39,600 8,470,254 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 22 219 AGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTAGAAGGTTGGGTTGCAAATTTGA CAGGTGGCTTAATTGAAAGTATGCA 22 113 32 23 250 25 59,546 60,106 26,900 39,600 8,559,878 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 7 39 240 CATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCCATCAACAATACCTGAAATTTAGAAGG CAGGTGGCTTAATTGAAAGTATGCAG 39 112 11 27 250 26 57,207 60,899 34,600 44,100 16,691,801 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 7 39 240 CATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCCATCAACAATACCTGAAATTTAGAAGG CAGGTGGCTTAATTGAAAGTATGC 39 114 11 27 250 24 57,207 58,657 34,600 31,400 15,136,501 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2123:5386:42886 1 77 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 7 39 240 CATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCCATCAACAATACCTGAAATTTAGAAGG CAGGTGGCTTAATTGAAAGTATGCA 39 113 11 27 250 25 57,207 60,106 34,600 39,600 14,899,048 F 250 ATTAAACTAACATCAACAATACCTGAAATTTAGAAGGTTGGGTTGCAAATTTGATTTTACTGTAACTACAACCAAAatatatatatatatatatatatatatatatatatatAATTACCAGAGTAATCTACATGTaaaaaaaaaTCCTTAACACCAGTATGTGTTCAACaaaaaTATCAACATTTGACAAGAAATAATGAAAACAACTTATttcttcttcATTCCTGCATACTTTCAATTAAGCCACCTG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 1 1 6 3 179 GCCATACACTCATATTCACGCAATAtctctctcAAacac GCCATACACTCATATTCACGCA GACAGCCCTCAGTGATGACC 3 66 4 22 182 20 58,869 60,108 52,400 40,200 3,238,578 G 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 6 3 182 GCCATACACTCATATTCACGCAATAtctctctcAAacac GCCATACACTCATATTCACGCA GGTGACAGCCCTCAGTGATG 3 69 4 22 185 20 58,869 60,392 52,400 30,700 3,522,826 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 6 3 219 GCCATACACTCATATTCACGCAATAtctctctcAAacac GCCATACACTCATATTCACGCA CATTCCCTGGCTGGACACTC 3 106 4 22 222 20 58,869 60,394 52,400 35,100 3,524,170 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 6 3 244 GCCATACACTCATATTCACGCAATAtctctctcAAacac GCCATACACTCATATTCACGCA CTTGGCAACCACAGACAGT 3 132 4 22 247 19 58,869 57,899 52,400 35,500 6,231,178 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 6 1 114 GCCATACACTCATATTCACGCAATAtctctctcAAacac GCCATACACTCATATTCACGCA GTGGGTCGCGAATGAGTTTG 3 1 4 22 117 20 58,869 59,834 52,400 29,300 3,296,577 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 4 181 CAGCCATACACTCATATTCACGCAATAtctctctcAAacCAGCCATACACTCATATTCACGC GACAGCCCTCAGTGATGACC 4 66 2 23 182 20 59,815 60,108 53,400 40,200 3,293,133 G 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 4 184 CAGCCATACACTCATATTCACGCAATAtctctctcAAacCAGCCATACACTCATATTCACGC GGTGACAGCCCTCAGTGATG 4 69 2 23 185 20 59,815 60,392 53,400 30,700 3,577,382 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 4 221 CAGCCATACACTCATATTCACGCAATAtctctctcAAacCAGCCATACACTCATATTCACGC CATTCCCTGGCTGGACACTC 4 106 2 23 222 20 59,815 60,394 53,400 35,100 3,578,726 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 4 246 CAGCCATACACTCATATTCACGCAATAtctctctcAAacCAGCCATACACTCATATTCACGC CTTGGCAACCACAGACAGT 4 132 2 23 247 19 59,815 57,899 53,400 35,500 6,285,733 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 3 180 AGCCATACACTCATATTCACGCAATAtctctctcAAaca AGCCATACACTCATATTCACGCA GACAGCCCTCAGTGATGACC 3 66 3 23 182 20 60,181 60,108 52,400 40,200 3,289,411 G 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 3 183 AGCCATACACTCATATTCACGCAATAtctctctcAAaca AGCCATACACTCATATTCACGCA GGTGACAGCCCTCAGTGATG 3 69 3 23 185 20 60,181 60,392 52,400 30,700 3,573,659 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 3 220 AGCCATACACTCATATTCACGCAATAtctctctcAAaca AGCCATACACTCATATTCACGCA CATTCCCTGGCTGGACACTC 3 106 3 23 222 20 60,181 60,394 52,400 35,100 3,575,003 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 3 245 AGCCATACACTCATATTCACGCAATAtctctctcAAaca AGCCATACACTCATATTCACGCA CTTGGCAACCACAGACAGT 3 132 3 23 247 19 60,181 57,899 52,400 35,500 6,282,011 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 1 115 AGCCATACACTCATATTCACGCAATAtctctctcAAaca AGCCATACACTCATATTCACGCA GTGGGTCGCGAATGAGTTTG 3 1 3 23 117 20 60,181 59,834 52,400 29,300 3,347,410 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:10307:23987 1 29 68 18 2 AC TCTCTCTCAAACACACACACACACACACACACACAC NA 0 0 7 1 116 CAGCCATACACTCATATTCACGCAATAtctctctcAAacCAGCCATACACTCATATTCACGC GTGGGTCGCGAATGAGTTTG 4 1 2 23 117 20 59,815 59,834 53,400 29,300 3,351,133 D 247 CCAGCCATACACTCATATTCACGCAATAtctctctcAAacacacacacacacacacacacacacacacacacacAATCTCTGtctctctctctctcACAAACTCATTCGCGACCCACAGTTGGGAACACCTACTTAAAGCAATCGCATTTCACTAaggaggaggTCATCACTGAGGGCTGTCACCTGCTGTGGTTATAAATGGAGTGTCCAGCCAGGGAATGGAGAGCACTGTCTGTGGTTGCCAAG

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 1 1 9 0 156 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG CTGGACTGTGTGTCTGAGTGT 0 24 1 19 156 21 58,923 59,589 51,800 35,500 3,487,099 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 0 0 11 0 155 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG TGGACTGTGTGTCTGAGTGTG 0 23 1 19 155 21 58,923 59,863 51,800 38,200 3,213,472 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 0 0 12 0 131 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG TTCTGTGTGTCTGCGTCTGA 0 0 1 19 131 20 58,923 59,256 51,800 32,700 2,820,863 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 0 0 13 0 135 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG GTGTTTCTGTGTGTCTGCGTC 0 3 1 19 135 21 58,923 60,005 51,800 51,900 3,081,508 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 0 0 13 0 154 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG GGACTGTGTGTCTGAGTGTGT 0 22 1 19 154 21 58,923 59,863 51,800 37,200 3,213,668 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:14834:41040 1 20 92 18 3 AC ACACACACACACACACACTCTTTCACACACACTCAG NA 0 0 14 0 136 GACAGAGATGCACACGCTGacacacacacacacacacTCGACAGAGATGCACACGCTG TGTGTTTCTGTGTGTCTGCG 0 5 1 19 136 20 58,923 58,994 51,800 51,800 3,082,667 G 168 GACAGAGATGCACACGCTGacacacacacacacacacTCTTTcacacacaCTCAGATGcacacacacacacacacacacacacacacacacacaAATGCTAacacacacacTCAGACGCAGacacacAGAAacacacacTCAGacacacAGTCCAGAAATATAGGAAC

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 1 1 15 3 215 TGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGACAGTTTACCTTTATTGCTGGA CAGGGACAAAGAGAGACAGGG 77 3 12 24 226 21 58,374 59,722 38,600 44,500 6,903,699 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 0 0 15 2 177 TGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttt TGAGAAGGAGTGCTGGTGAA AGGGACAAAGAGAGACAGGGA 44 2 49 20 225 21 58,576 59,850 31,800 42,000 2,573,719 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 0 0 15 2 178 TTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCt TTGAGAAGGAGTGCTGGTGA AGGGACAAAGAGAGACAGGGA 45 2 48 20 225 21 58,576 59,850 40,200 42,000 2,573,719 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 0 0 15 2 214 TGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGACAGTTTACCTTTATTGCTGGA AGGGACAAAGAGAGACAGGGA 77 2 12 24 225 21 58,374 59,850 38,600 42,000 6,776,277 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 0 0 15 1 176 TGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttt TGAGAAGGAGTGCTGGTGAA GGGACAAAGAGAGACAGGGAC 44 1 49 20 224 21 58,576 59,723 31,800 44,600 2,700,289 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2124:22861:59376 1 113 90 18 2 AG TGTGTGTCTCTCTCTCTCTCTCTCTCTCTGTCCCTCTCNA 0 0 15 1 213 TGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGACAGTTTACCTTTATTGCTGGA GGGACAAAGAGAGACAGGGAC 77 1 12 24 224 21 58,374 59,723 38,600 44,600 6,902,847 G 252 ATATCAGTTTATGACAGTTTACCTTTATTGCTGGAAGCTTGTTCCTTTTGAGAAGGAGTGCTGGTGAAAATCTTTCCTTTCCttttttttGTGTGGGGTCTGAAGATGTCTCtgtgtgtctctctctctctctctctctcTGTCCctctctGtctctcCctctctGtctctctctctctctctctctctctctctctctctcTGTCCCTGtctctcTTTGTCCCTGtctctctctctctcTGTCTGtctctc

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 15 24 132 agagGCagagagTGACagagagAAACAACgagagaCAGAAGAGGCAGAGAGTGACAGAGA CTGTCTCTAACTCAGCCTACTTT 28 24 35 21 166 23 59,646 57,347 31,000 26,600 7,007,024 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 24 134 agagagGCagagagTGACagagagAAACAACgagagaCAAGAGAGGCAGAGAGTGACAGA CTGTCTCTAACTCAGCCTACTTT 30 24 33 21 166 23 59,646 57,347 34,100 26,600 7,007,024 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 24 142 agagACagagagagGCagagagTGACagagagAAACAACAGAGACAGAGAGAGGCAGAGA CTGTCTCTAACTCAGCCTACTTT 38 24 25 21 166 23 59,085 57,347 31,000 26,600 7,568,483 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 24 144 agagagACagagagagGCagagagTGACagagagAAACA AGAGAGACAGAGAGAGGCAGA CTGTCTCTAACTCAGCCTACTTT 40 24 23 21 166 23 59,085 57,347 42,600 26,600 7,568,483 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 17 24 130 agGCagagagTGACagagagAAACAACgagagaCAGAA AGGCAGAGAGTGACAGAGAGA CTGTCTCTAACTCAGCCTACTTT 26 24 37 21 166 23 59,646 57,347 31,000 26,600 7,007,024 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15534:50762 1 84 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 17 24 140 agACagagagagGCagagagTGACagagagAAACAACgaAGACAGAGAGAGGCAGAGAGT CTGTCTCTAACTCAGCCTACTTT 36 24 27 21 166 23 59,365 57,347 32,400 26,600 7,288,481 F 166 GCTGAAGAGTTTTGGTAGACagagagagACagagagagGCagagagTGACagagagAAACAACgagagaCAGAAAGAGACAGGgagagagagagagagagagagagagagagagagagaAAATgagagagaTagagagagaaaaaaGTAGGCTGAGTTAGAGACAG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 0 90 ATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCt ATGAAGACGACCACTTAGTGTG CGAGAGCGAGTGAGGACAAA 12 0 185 22 274 20 58,086 59,759 38,200 28,300 4,155,524 A 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 91 AATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCAATGAAGACGACCACTTAGTGT CGAGAGCGAGTGAGGACAAA 13 0 184 22 274 20 57,398 59,759 35,500 28,300 4,843,553 A 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 91 AATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCAATGAAGACGACCACTTAGTGTG CGAGAGCGAGTGAGGACAAA 12 0 184 23 274 20 58,693 59,759 38,200 28,300 4,548,645 A 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 149 TGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAA TGCTGAGGAAAGTAAACCACTGT CGAGAGCGAGTGAGGACAAA 70 0 126 23 274 20 60,118 59,759 35,500 28,300 3,359,251 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 156 aCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAG ACCAACTTGCTGAGGAAAGT CGAGAGCGAGTGAGGACAAA 80 0 119 20 274 20 57,263 59,759 26,600 28,300 2,977,883 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 157 aaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGAACCAACTTGCTGAGGAAAGT CGAGAGCGAGTGAGGACAAA 80 0 118 21 274 20 57,982 59,759 26,600 28,300 3,259,636 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 223 CTCGAGGGCAGATGAGCAAATTTCAGAAAGATACACTCGAGGGCAGATGAGCAAA CGAGAGCGAGTGAGGACAAA 147 0 52 20 274 20 60,108 59,759 36,800 28,300 0.349206 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 228 TCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAG TCTCACTCGAGGGCAGATGA CGAGAGCGAGTGAGGACAAA 152 0 47 20 274 20 60,034 59,759 29,200 28,300 0.275302 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:15574:38667 1 219 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 231 TCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAATCTTCTCACTCGAGGGCAGA CGAGAGCGAGTGAGGACAAA 155 0 44 20 274 20 59,962 59,759 42,600 28,300 0.279523 F 274 GCTTGTCCAACCtttttGCGTgggggAGCCCAGAGTTCTATTTTCTTCTCACTCGAGGGCAGATGAGCAAATTTCAGAAAGATACATGAAtttttttAAAAGTTGAGTATGaaaaaaaaCCAACTTGCTGAGGAAAGTAAACCACTGTCAAAGCAATAAATTGATATGaaaaaaGAGGTAATTAATGAAGACGACCACTTAGTGTGAGAGGGTCCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCCTCACTCGCTCTCG

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 1 169 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGAA GGCAGAGATGACTTGGGCAA 1 88 100 24 268 20 58,076 60,323 35,300 45,200 6,247,172 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 2 169 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGA GGCAGAGATGACTTGGGCAA 2 88 100 23 268 20 57,455 60,323 40,200 45,200 5,867,879 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 73 237 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCA GGCAGAGATGACTTGGGCAA 73 88 32 20 268 20 58,511 60,323 42,600 45,200 1,812,297 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 71 237 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCATT GGCAGAGATGACTTGGGCAA 71 88 32 22 268 20 59,563 60,323 25,700 45,200 2,760,097 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 157 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCA TCTGTAGTATTTCAGGCTGTGTGT 73 4 32 20 188 24 58,511 59,717 42,600 37,200 5,772,948 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 73 240 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCA ATGGGCAGAGATGACTTGGG 73 91 32 20 271 20 58,511 59,450 42,600 41,200 2,039,431 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 73 241 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCA AATGGGCAGAGATGACTTGGG 73 91 32 20 272 21 58,511 60,064 42,600 41,200 2,553,647 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 72 237 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCAT GGCAGAGATGACTTGGGCAA 72 88 32 21 268 20 58,954 60,323 29,000 45,200 2,368,341 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 72 240 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCAT ATGGGCAGAGATGACTTGGG 72 91 32 21 271 20 58,954 59,450 29,000 41,200 2,595,475 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 2 172 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGA ATGGGCAGAGATGACTTGGG 2 91 100 23 271 20 57,455 59,450 40,200 41,200 6,095,013 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 0 152 cccACCAGATGTAGAGCTCATTAATAATCTGCACTCCCCCACCAGATGTAGAGCTCA AGTATTTCAGGCTGTGTGTTTGA 73 0 32 20 183 23 58,511 58,540 42,600 26,900 5,949,744 F 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 2 137 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGA GCAATTGCAATGGCTGTATTGT 2 54 100 23 236 22 57,455 58,736 40,200 27,100 8,809,167 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 2 138 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGA AGCAATTGCAATGGCTGTATTGT 2 54 100 23 237 23 57,455 60,056 40,200 27,100 8,600,738 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:17117:63384 1 125 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 138 TCAGTGAGATTGTTTAGTGTGGAATcacacacacacac TCAGTGAGATTGTTTAGTGTGGAA AGCAATTGCAATGGCTGTATTGT 1 54 100 24 237 23 58,076 60,056 35,300 27,100 8,980,030 B 273 CAGATATCACATTGGTCCATAAATTGACTcccccACCAGATGTAGAGCTCATTAATAATCTGCACTCCAGTTTAAAAtttttACAGAAATTATCTATTTTCAGTGAGATTGTTTAGTGTGGAATcacacacacacacacacacacacacacacacacacaTCAAacacacAGCCTGAAATACTACAGAATTTGGGTATAAGCTATACCTCTAGTACAATACAGCCATTGCAATTGCTTATTAATAGCTTTGCCCAAGTCATCTCTGCCCATTA

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 31 148 aaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAAAGCTGTGCGGTTGGCTA TCTGTCCCTTCTAGGCTGCT 31 42 11 19 158 20 60,228 59,958 39,300 42,400 1,269,957 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 31 242 aaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAAAGCTGTGCGGTTGGCTA GGCAAAGGACTGCTCTCACT 31 136 11 19 252 20 60,228 59,964 39,300 34,100 1,264,146 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 31 243 aaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAAAGCTGTGCGGTTGGCTA TGGCAAAGGACTGCTCTCAC 31 137 11 19 253 20 60,228 60,250 39,300 35,100 1,478,591 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 31 244 aaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAAAGCTGTGCGGTTGGCTA GTGGCAAAGGACTGCTCTCA 31 138 11 19 254 20 60,228 60,250 39,300 32,700 1,478,591 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 140 TGGCTACCAACAGGAATCCAAAGATGCAGGCCCCA TGGCTACCAACAGGAATCCA GGCTATCTGTCCCTTCTAGGC 17 46 24 20 163 21 58,633 59,379 34,100 39,300 2,988,662 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 146 TGGCTACCAACAGGAATCCAAAGATGCAGGCCCCA TGGCTACCAACAGGAATCCA GGGATTGGCTATCTGTCCCT 17 53 24 20 169 20 58,633 58,560 34,100 42,000 2,806,888 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 147 TGGCTACCAACAGGAATCCAAAGATGCAGGCCCCA TGGCTACCAACAGGAATCCA TGGGATTGGCTATCTGTCCCT 17 53 24 20 170 21 58,633 60,345 34,100 42,000 2,712,768 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 240 GCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAT GCTGTGCGGTTGGCTACC TGGCAAAGGACTGCTCTCAC 29 137 14 18 253 20 61,432 60,250 31,800 35,100 3,682,192 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 240 GCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAT GCTGTGCGGTTGGCTACC TGGCAAAGGACTGCTCTCA 29 138 14 18 253 19 61,432 58,855 31,800 32,700 5,576,676 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 29 241 GCTGTGCGGTTGGCTACCAACAGGAATCCAAAGAT GCTGTGCGGTTGGCTACC GTGGCAAAGGACTGCTCTCA 29 138 14 18 254 20 61,432 60,250 31,800 32,700 3,682,192 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 5 104 GGAATCCAAAGATGCAGGCCCCACCcacacacacaca GGAATCCAAAGATGCAGGCC TTCTGCTAGCAACTGCCTCC 5 23 36 20 139 20 59,251 60,036 51,900 43,000 0.785059 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 5 188 GGAATCCAAAGATGCAGGCCCCACCcacacacacaca GGAATCCAAAGATGCAGGCC CCTCTCCCAGTGTCCAGTCT 5 107 36 20 223 20 59,251 60,252 51,900 32,400 1,001,061 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 5 189 GGAATCCAAAGATGCAGGCCCCACCcacacacacaca GGAATCCAAAGATGCAGGCC CCCTCTCCCAGTGTCCAGT 5 109 36 20 224 19 59,251 60,229 51,900 40,000 1,978,385 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 5 217 GGAATCCAAAGATGCAGGCCCCACCcacacacacaca GGAATCCAAAGATGCAGGCC GGCAAAGGACTGCTCTCACT 5 136 36 20 252 20 59,251 59,964 51,900 34,100 0.785071 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 103 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC TTCTGCTAGCAACTGCCTCC 4 23 37 20 139 20 59,251 60,036 58,000 43,000 0.785059 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 122 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC TCTGTCCCTTCTAGGCTGCT 4 42 37 20 158 20 59,251 59,958 58,000 42,400 0.790882 A 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 187 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC CCTCTCCCAGTGTCCAGTCT 4 107 37 20 223 20 59,251 60,252 58,000 32,400 1,001,061 F 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 188 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC CCCTCTCCCAGTGTCCAGT 4 109 37 20 224 19 59,251 60,229 58,000 40,000 1,978,385 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 189 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC TCCCTCTCCCAGTGTCCAG 4 110 37 20 225 19 59,251 59,921 58,000 38,600 1,828,305 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 200 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC CACTCTGCAGTTCCCTCTCC 4 120 37 20 236 20 59,251 59,751 58,000 37,100 0.997892 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:24789:68025 1 61 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 216 GAATCCAAAGATGCAGGCCCCACCcacacacacacacaGAATCCAAAGATGCAGGCCC GGCAAAGGACTGCTCTCACT 4 136 37 20 252 20 59,251 59,964 58,000 34,100 0.785071 B 254 AAGAGTAGaaaaaGCTGTGCGGTTGGCTACCAACAGGAATCCAAAGATGCAGGCCCCACCcacacacacacacacacacacacacacacacacacaAAACAGCAGTTTTGAGCGCAGTTGGAGGCAGTTGCTAGCAGAAGCAGCCTAGAAGGGACAGATAGCCAATCCCAATTCAAAGTTCAGTTGAACCCAAGACTCCagagagACTGGACACTGGGAGAGGGAACTGCAGAGTGAGAGCAGTCCTTTGCCAC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 81 243 TAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGC TAAGTGCTGCAGGGCTCTTC GCCACTATACCATCTGCATTTGA 83 81 14 20 256 23 60,036 58,863 28,700 26,900 4,172,806 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 81 244 CTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGG CTAAGTGCTGCAGGGCTCTT GCCACTATACCATCTGCATTTGA 84 81 13 20 256 23 60,036 58,863 28,500 26,900 4,172,426 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 79 243 CTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGG CTAAGTGCTGCAGGGCTCTT CCACTATACCATCTGCATTTGAGC 84 79 13 20 255 24 60,036 59,785 28,500 42,600 4,250,601 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 36 195 TAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGC TAAGTGCTGCAGGGCTCTTC CTACTGGGTGACAAGGGCTG 83 36 14 20 208 20 60,036 60,036 28,700 48,500 0.072020 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 36 196 CTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGG CTAAGTGCTGCAGGGCTCTT CTACTGGGTGACAAGGGCTG 84 36 13 20 208 20 60,036 60,036 28,500 48,500 0.071640 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 32 144 GCATTCCAGTAGCCTGCTCAATAACATTTCATGTGG GCATTCCAGTAGCCTGCTCA CTACTGGGTGACAAGGGCTG 32 36 65 20 208 20 60,108 60,036 42,600 48,500 0.143518 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 123 GCATTCCAGTAGCCTGCTCAATAACATTTCATGTGG GCATTCCAGTAGCCTGCTCA CCACTGACGACACAGCTCAT 32 15 65 20 187 20 60,108 60,038 42,600 29,000 0.145391 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 124 AGCATTCCAGTAGCCTGCTCAATAACATTTCATGTG AGCATTCCAGTAGCCTGCTC CCACTGACGACACAGCTCAT 33 15 64 20 187 20 59,820 60,038 42,600 29,000 0.217819 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 125 AAGCATTCCAGTAGCCTGCTCAATAACATTTCATGT AAGCATTCCAGTAGCCTGCT CCACTGACGACACAGCTCAT 34 15 63 20 187 20 59,377 60,038 42,400 29,000 0.660547 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 174 TAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGC TAAGTGCTGCAGGGCTCTTC CCACTGACGACACAGCTCAT 83 15 14 20 187 20 60,036 60,038 28,700 29,000 0.073892 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 175 CTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGG CTAAGTGCTGCAGGGCTCTT CCACTGACGACACAGCTCAT 84 15 13 20 187 20 60,036 60,038 28,500 29,000 0.073512 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2201:6796:39739 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 40 200 CTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGG CTAAGTGCTGCAGGGCTCTT GTGGCTACTGGGTGACAAGG 84 40 13 20 212 20 60,036 60,322 28,500 36,100 0.357282 A 256 ACATGCACTCTGCTAAGTGCTGCAGGGCTCTTCCAGAGCAGTCCGGGCAGTGAGCACTGTTTAAGCATTCCAGTAGCCTGCTCAATAACATTTCATGTGGCAACATGGCTATTCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTGCACCTGAGTTATGAGCTGTGTCGTCAGTGGACAGCCCTTGTCACCCAGTAGCCACCCTCTGGTTTGTAGTGGTTGCTCAAATGCAGATGGTATAGTGGC

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 58 261 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT TCCGGGATCTTTAGTATCCACC 113 58 2 20 262 22 59,812 58,763 43,400 46,100 3,425,238 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 57 260 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT CCGGGATCTTTAGTATCCACCA 113 57 2 20 261 22 59,812 59,030 43,400 41,700 3,158,292 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 57 261 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT TCCGGGATCTTTAGTATCCACCA 113 57 2 20 262 23 59,812 60,374 43,400 41,700 3,562,771 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 31 233 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT GCTGGATCTGACAGACAGGAC 113 31 2 20 234 21 59,812 60,135 43,400 38,500 1,323,189 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 29 231 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT TGGATCTGACAGACAGGACCT 113 29 2 20 232 21 59,812 59,922 43,400 38,500 1,266,170 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 145 GCTCAATGCCCATTACAAGACCTAACCTAGCTGATAGCTCAATGCCCATTACAAGACC TGGATCTGACAGACAGGACCT 25 29 88 22 232 21 59,900 59,922 38,500 38,500 3,177,585 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 147 GCTCAATGCCCATTACAAGACCTAACCTAGCTGATAGCTCAATGCCCATTACAAGACC GCTGGATCTGACAGACAGGAC 25 31 88 22 234 21 59,900 60,135 38,500 38,500 3,234,604 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 2 121 ACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgt ACCTAGCTGATACTCCACTGC TGGATCTGACAGACAGGACCT 2 29 112 21 232 21 58,964 59,922 44,000 38,500 3,113,460 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 120 CCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtg CCTAGCTGATACTCCACTGCA TGGATCTGACAGACAGGACCT 1 29 113 21 232 21 58,965 59,922 44,100 38,500 3,112,706 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 122 CCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtg CCTAGCTGATACTCCACTGCA GCTGGATCTGACAGACAGGAC 1 31 113 21 234 21 58,965 60,135 44,100 38,500 3,169,725 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 32 233 ACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGACACAAAGGCAATCCACCCT GCTGGATCTGACAGACAGGA 113 32 2 20 234 20 59,812 58,810 43,400 38,600 1,378,094 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:22090:40600 1 135 48 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 147 GCTCAATGCCCATTACAAGACCTAACCTAGCTGATAGCTCAATGCCCATTACAAGACC GCTGGATCTGACAGACAGGA 25 32 88 22 234 20 59,900 58,810 38,500 38,600 3,289,509 B 284 AACACAAAGGCAATCCACCCTCTCATTCTGATTGAGGTGAACACTTTTCCTTAAATATCAGCACTCTCATCAGTCAAAAGATTGAGGGCTCAATGCCCATTACAAGACCTAACCTAGCTGATACTCCACTGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGgagagagagaAAGTGCCAGGAAGGGGCAGTATTAAACTAAGGTCCTGTCTGTCAGATCCAGCTATTTTGGTGGATACTAAAGATCCCGGATCGTTATTTGAAGAACAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 18 186 TTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCA TTCAGCGCAACAAGGCAGTA ACCACCTCAAGAATCCAGGC 18 92 7 20 192 20 60,534 59,670 27,400 48,500 0.863574 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 114 TCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAG TCAGCGCAACAAGGCAGTAT TACATGATGCCACCCAACCA 17 21 8 20 121 20 60,322 59,299 21,200 36,700 1,022,711 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 185 TCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAG TCAGCGCAACAAGGCAGTAT ACCACCTCAAGAATCCAGGC 17 92 8 20 192 20 60,322 59,670 21,200 48,500 0.651160 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 184 CAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGC CAGCGCAACAAGGCAGTATT ACCACCTCAAGAATCCAGGC 16 92 9 20 192 20 59,477 59,670 18,900 48,500 0.852668 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 22 190 ATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAATTGTTCAGCGCAACAAGGC ACCACCTCAAGAATCCAGGC 22 92 3 20 192 20 60,319 59,670 43,500 48,500 0.648550 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 22 191 ATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAATTGTTCAGCGCAACAAGGC AACCACCTCAAGAATCCAGGC 22 92 3 20 193 21 60,319 60,272 43,500 48,500 1,591,102 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 119 ATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAATTGTTCAGCGCAACAAGGC TACATGATGCCACCCAACCA 22 21 3 20 121 20 60,319 59,299 43,500 36,700 1,020,102 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 20 118 ATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAATTGTTCAGCGCAACAAGGC ACATGATGCCACCCAACCAC 22 20 3 20 120 20 60,319 60,900 43,500 41,600 1,218,672 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:26453:38280 1 45 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 23 191 CATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTCATTGTTCAGCGCAACAAGG ACCACCTCAAGAATCCAGGC 23 92 2 20 192 20 58,589 59,670 36,100 48,500 1,740,990 F 231 CCATTGTTCAGCGCAACAAGGCAGTATTACAGGTTCTAGCAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGCgggggTGGTgggggAGGTGGTTGGGTGGCATCATGTAATATAACTCTCACTTCTTCCCCTTGGTTTGGACAAAGGAAGTATATTGCTAGCCTGGATTCTTGAGGTGGTTAATGTTTCATCCATTAATAAGTATAACAGAGATTACAG

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 1 1 3 34 191 GGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtc GGCAACTGTGTATCGCTCTC GTGATGAGCCACCTCCTTCG 34 35 3 20 193 20 58,718 60,461 32,000 37,900 1,742,886 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 3 33 191 GGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtc GGCAACTGTGTATCGCTCTCT GTGATGAGCCACCTCCTTCG 33 35 3 21 193 20 60,135 60,461 31,000 37,900 1,595,952 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 3 19 175 GGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtc GGCAACTGTGTATCGCTCTCT TTCGCCATCTGCAGCCTATC 33 19 3 21 177 20 60,135 60,250 31,000 20,800 1,385,004 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 3 3 159 GGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtc GGCAACTGTGTATCGCTCTCT TATCTGGTGTATGGGCGCAC 33 3 3 21 161 20 60,135 59,894 31,000 53,400 1,240,929 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 4 20 176 GGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtc GGCAACTGTGTATCGCTCTCT CTTCGCCATCTGCAGCCTAT 33 20 3 21 178 20 60,135 60,250 31,000 25,700 1,385,175 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 5 32 190 GCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctg GCAACTGTGTATCGCTCTCTG GTGATGAGCCACCTCCTTCG 32 35 4 21 193 20 59,077 60,461 33,500 37,900 2,384,191 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 20 2 129 tgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgTGTCTGTCTGTCTGTGTGTCTG TATCTGGTGTATGGGCGCAC 2 3 33 22 161 20 59,900 59,894 35,100 53,400 2,205,720 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 20 2 131 tgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgTGTCTGTCTGTCTGTGTGTCTG CCTATCTGGTGTATGGGCGC 2 5 33 22 163 20 59,900 60,321 35,100 65,300 2,420,527 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:32065:65898 1 57 82 18 1.5 AC TGTGTGTCTGTGTGTGTGTGTGTGTGTGTCTGTGTGNA 0 0 20 1 128 gtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtg GTCTGTCTGTCTGTGTGTCTGT TATCTGGTGTATGGGCGCAC 1 3 34 22 161 20 59,900 59,894 34,100 53,400 2,205,885 F 195 TAGGCAACTGTGTATCGctctctGCGTGtttttgtctgtctgtctgtgtgtCTGTCtgtgtgTCtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCTGTGCGCCCATACACCAGATAGGCTGCAGATGGCGAAGGAGGTGGCTCATCACCA

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 1 16 0 119 CAGgagagaATGGGAGAGGCagagagagagagagagag CAGGAGAGAATGGGAGAGGC CACCTCTCTCTCACTCTCCA 0 0 64 20 182 20 59,242 57,494 47,000 38,600 3,263,772 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 0 16 0 120 GCAGgagagaATGGGAGAGGCagagagagagagagagaGCAGGAGAGAATGGGAGAGG CACCTCTCTCTCACTCTCCA 1 0 63 20 182 20 59,242 57,494 36,900 38,600 3,263,772 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 0 16 0 121 CGCAGgagagaATGGGAGAGGCagagagagagagagagCGCAGGAGAGAATGGGAGAG CACCTCTCTCTCACTCTCCA 2 0 62 20 182 20 59,611 57,494 32,000 38,600 2,894,309 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 0 16 0 179 GAGGAGTGGTAGCCAGCAGGGgagagaGGggaggag GAGGAGTGGTAGCCAGCAGG CACCTCTCTCTCACTCTCCA 60 0 4 20 182 20 61,966 57,494 48,500 38,600 4,471,404 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 0 16 0 179 GAGGAGTGGTAGCCAGCAGGGgagagaGGggaggag GAGGAGTGGTAGCCAGCAG CACCTCTCTCTCACTCTCCA 61 0 4 19 182 20 59,480 57,494 42,400 38,600 4,025,369 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2202:4432:49215 1 84 79 18 2 AG AGAGAGAGAGAGAGAGAGAGAGATGGAGAGTGA NA 0 0 16 0 182 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGgga AGGGAGGAGTGGTAGCCAG CACCTCTCTCTCACTCTCCA 64 0 1 19 182 20 59,998 57,494 48,500 38,600 3,507,924 G 194 AGGGAGGAGTGGTAGCCAGCAGGGgagagaGGggaggaggaGTAGTGACAATTGGAATCACCGCAGgagagaATGGGAGAGGCagagagagagagagagagagagATGGAGAGTGAGAGCGAGGGGgagagagagagagagagagagagagagagagagagaTGGAGAGTgagagagaGGTGgagagagagaGC

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 102 18 3 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 15 8 183 ACGTATGCTAGGAGTCTCCATTTTCAATAATGCATT ACGTATGCTAGGAGTCTCCA ACACGTACACACACAGACACA 32 8 3 20 185 21 57,269 59,797 38,600 37,200 3,933,751 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 102 18 3 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 6 181 ACGTATGCTAGGAGTCTCCATTTTCAATAATGCATT ACGTATGCTAGGAGTCTCCA ACGTACACACACAGACACACA 32 6 3 20 183 21 57,269 59,797 38,600 37,200 3,933,751 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 102 18 3 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 6 182 AACGTATGCTAGGAGTCTCCATTTTCAATAATGCAT AACGTATGCTAGGAGTCTCCA ACGTACACACACAGACACACA 32 6 2 21 183 21 57,986 59,797 38,600 37,200 4,217,121 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 145 18 4 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 8 1 220 ACGTATGCTAGGAGTCTCCATTTTCAATAATGCATT ACGTATGCTAGGAGTCTCCA ACACACACTCTTCTCACACTCC 32 1 3 20 222 22 57,269 59,898 38,600 38,500 4,832,517 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 145 18 4 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 218 ACGTATGCTAGGAGTCTCCATTTTCAATAATGCATT ACGTATGCTAGGAGTCTCCA ACACACTCTTCTCACACTCCC 32 0 3 20 220 21 57,269 59,311 38,600 43,000 4,420,208 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:10307:29261 1 55 145 18 4 AC TGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 219 AACGTATGCTAGGAGTCTCCATTTTCAATAATGCAT AACGTATGCTAGGAGTCTCCA ACACACTCTTCTCACACTCCC 32 0 2 21 220 21 57,986 59,311 38,600 43,000 4,703,577 G 248 AAACGTATGCTAGGAGTCTCCATTTTCAATAATGCATTGGGTGCATAGCTAACAtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGTGTTTCTCAgtgtgtgtgtCTTTGAGTCTCAATTTGTGTCTATATCtgtgtgtgtgCGTGTAtgtgtgTCtgtgtgtgTACGTGTgagagagagagagaGGGAGTGTGAGAAGAgtgtgtgtGATAgtgtgtgtgtGAGAGGGAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 10 135 TGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgTGGCAATGTTCTCTCCAGATG TGCAAGTTCTTCCTTTCTTTATATACA 14 10 94 21 228 27 58,005 57,266 29,000 22,900 12,728,840 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 10 135 TGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgTGGCAATGTTCTCTCCAGATGA TGCAAGTTCTTCCTTTCTTTATATACA 13 10 94 22 228 27 59,427 57,266 29,200 22,900 12,306,565 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 10 136 TTGGCAATGTtctctcCAGATGATAGTATATGTGTTtg TTGGCAATGTTCTCTCCAGATGA TGCAAGTTCTTCCTTTCTTTATATACA 13 10 93 23 228 27 59,991 57,266 29,200 22,900 12,742,920 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 54 239 ACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGACCTCCGGATTGTATGTTGGA TGGGATGTCCTGAAGTTGTTGT 79 54 29 21 267 22 58,807 59,825 35,300 33,200 4,367,766 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 32 188 CACCCGCCTGGACATTGGCAATGTtctctcCAGATGA CACCCGCCTGGACATTGG GGGATGTCCTGAAGTTGTTGTG 32 53 79 18 266 22 60,751 59,446 31,600 33,300 5,305,468 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 32 189 CACCCGCCTGGACATTGGCAATGTtctctcCAGATGA CACCCGCCTGGACATTGG TGGGATGTCCTGAAGTTGTTGT 32 54 79 18 267 22 60,751 59,825 31,600 33,200 4,926,075 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 13 173 TGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgTGGCAATGTTCTCTCCAGATGA GGGATGTCCTGAAGTTGTTGTG 13 53 94 22 266 22 59,427 59,446 29,200 33,300 5,127,040 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 13 174 TGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgTGGCAATGTTCTCTCCAGATGA TGGGATGTCCTGAAGTTGTTGT 13 54 94 22 267 22 59,427 59,825 29,200 33,200 4,747,647 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 32 189 CACCCGCCTGGACATTGGCAATGTtctctcCAGATGA CACCCGCCTGGACATTGG TGGGATGTCCTGAAGTTGTTG 32 55 79 18 267 21 60,751 58,137 31,600 33,300 5,613,977 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 54 247 TCAGCACAACCTCCGGATTGTATGTTGGATTGCTCA TCAGCACAACCTCCGGATTG TGGGATGTCCTGAAGTTGTTGT 88 54 21 20 267 22 60,322 59,825 26,700 33,200 2,496,203 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 54 248 CTCAGCACAACCTCCGGATTGTATGTTGGATTGCTC CTCAGCACAACCTCCGGATT TGGGATGTCCTGAAGTTGTTGT 89 54 20 20 267 22 60,036 59,825 30,100 33,200 2,210,649 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 53 247 CTCAGCACAACCTCCGGATTGTATGTTGGATTGCTC CTCAGCACAACCTCCGGATT GGGATGTCCTGAAGTTGTTGTG 89 53 20 20 266 22 60,036 59,446 30,100 33,300 2,590,042 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 45 239 CAGCACAACCTCCGGATTGTATGTTGGATTGCTCAT CAGCACAACCTCCGGATTGT TCCTGAAGTTGTTGTGAAAGATGC 87 45 22 20 260 24 60,606 59,963 27,100 39,100 4,643,135 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 45 239 TCAGCACAACCTCCGGATTGTATGTTGGATTGCTCA TCAGCACAACCTCCGGATTG CCTGAAGTTGTTGTGAAAGATGC 88 45 21 20 259 23 60,322 58,707 26,700 39,100 4,614,979 D 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:12702:3137 1 129 63 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 44 239 TCAGCACAACCTCCGGATTGTATGTTGGATTGCTCA TCAGCACAACCTCCGGATTG CCTGAAGTTGTTGTGAAAGATGCT 88 44 21 20 259 24 60,322 59,963 26,700 37,900 4,358,772 G 271 TATCCTTCATTTCCACTATCTCAGCACAACCTCCGGATTGTATGTTGGATTGCTCATTATAGAGTGTTTTATCAAAAGCACCCGCCTGGACATTGGCAATGTtctctcCAGATGATAGTATATGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGCGCatatatatatatatatatatatTTATTTATCATGtatataAAGAAAGGAAGAACTTGCATTtatataGCATCTTTCACAACAACTTCAGGACATCCCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 1 1 2 17 138 CACCAAGTTGCGTGTCATCGGCAAACTTGGAAATG CACCAAGTTGCGTGTCATCG ACTGCAGGGATCAGTGCTTG 45 17 93 20 230 20 60,111 60,322 38,400 40,100 0.432965 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 21 132 CGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTCGTGTCATCGGCAAACTTGG GGGTACTGCAGGGATCAGTG 35 21 103 20 234 20 60,110 59,821 36,100 36,600 0.289237 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 21 148 CATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGCATTCCCACCAAGTTGCGTG GGGTACTGCAGGGATCAGTG 51 21 87 20 234 20 60,039 59,821 53,400 36,600 0.218256 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 21 150 CACATTCCCACCAAGTTGCGTGTCATCGGCAAACTT CACATTCCCACCAAGTTGCG GGGTACTGCAGGGATCAGTG 53 21 85 20 234 20 60,039 59,821 48,500 36,600 0.218256 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 21 159 CACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGCACCCTCCTCACATTCCCAC GGGTACTGCAGGGATCAGTG 62 21 76 20 234 20 60,035 59,821 46,100 36,600 0.214056 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 3 17 128 CGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTCGTGTCATCGGCAAACTTGG ACTGCAGGGATCAGTGCTTG 35 17 103 20 230 20 60,110 60,322 36,100 40,100 0.432514 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 39 190 TGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTGAAGCCTCTTAACACCCTCC GGCAGGTGGTAACTAGTGGG 74 39 63 21 252 20 59,371 59,748 43,000 46,100 1,881,044 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 39 191 TTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAATTGAAGCCTCTTAACACCCTCC GGCAGGTGGTAACTAGTGGG 74 39 62 22 252 20 59,960 59,748 43,000 46,100 2,292,076 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 39 194 GCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACGCCTTGAAGCCTCTTAACACC GGCAGGTGGTAACTAGTGGG 78 39 59 21 252 20 59,187 59,748 41,600 46,100 2,065,375 A 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 39 248 CATGTTACACTGCATCTGCCatatatTTGCCAACTCAC CATGTTACACTGCATCTGCCA GGCAGGTGGTAACTAGTGGG 132 39 5 21 252 20 58,914 59,748 49,200 46,100 2,338,291 F 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 39 249 CCATGTTACACTGCATCTGCCatatatTTGCCAACTCA CCATGTTACACTGCATCTGCC GGCAGGTGGTAACTAGTGGG 133 39 4 21 252 20 59,597 59,748 48,500 46,100 1,655,165 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 39 250 TCCATGTTACACTGCATCTGCCatatatTTGCCAACTC TCCATGTTACACTGCATCTGC GGCAGGTGGTAACTAGTGGG 134 39 3 21 252 20 58,641 59,748 42,600 46,100 2,611,154 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 21 231 CCATGTTACACTGCATCTGCCatatatTTGCCAACTCA CCATGTTACACTGCATCTGCC GGGTACTGCAGGGATCAGTG 133 21 4 21 234 20 59,597 59,821 48,500 36,600 1,581,968 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 20 230 CCATGTTACACTGCATCTGCCatatatTTGCCAACTCA CCATGTTACACTGCATCTGCC GGTACTGCAGGGATCAGTGC 133 20 4 21 233 20 59,597 60,463 48,500 44,000 1,865,727 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 5 17 227 CCATGTTACACTGCATCTGCCatatatTTGCCAACTCA CCATGTTACACTGCATCTGCC ACTGCAGGGATCAGTGCTTG 133 17 4 21 230 20 59,597 60,322 48,500 40,100 1,725,244 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:17097:63103 1 158 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 40 250 CCATGTTACACTGCATCTGCCatatatTTGCCAACTCA CCATGTTACACTGCATCTGCC TGGCAGGTGGTAACTAGTGG 133 40 4 21 253 20 59,597 59,019 48,500 40,000 2,384,150 B 253 TATCCATGTTACACTGCATCTGCCatatatTTGCCAACTCACTCAACCTATCTAAATTGCCTTGAAGCCTCTTAACACCCTCCTCACATTCCCACCAAGTTGCGTGTCATCGGCAAACTTGGAAATGTTACACTAGGTTCCCTCATCCAAATCATTGatatatatatatatatatatatatatatatatatatTGTGAATAGCTGGGGCCCAAGCACTGATCCCTGCAGTACCCCACTAGTTACCACCTGCCA

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 8 8 173 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgT CCCACATTCCTGCCTACTCC GCCAAACACACAGACAAGGG 89 8 1 20 173 20 59,819 59,615 38,500 39,500 0.566740 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 7 172 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgT CCCACATTCCTGCCTACTCC CCAAACACACAGACAAGGGC 89 7 1 20 172 20 59,819 59,615 38,500 51,900 0.566740 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 6 126 ACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgACGTGACTGTCTGCATGTGT CAAACACACAGACAAGGGCG 44 6 46 20 171 20 59,895 59,971 37,200 61,300 0.134155 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 6 128 GGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTGGACGTGACTGTCTGCATGT CAAACACACAGACAAGGGCG 46 6 44 20 171 20 60,320 59,971 32,100 61,300 0.349200 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 6 129 TGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTGGACGTGACTGTCTGCATG CAAACACACAGACAAGGGCG 47 6 43 20 171 20 60,320 59,971 40,600 61,300 0.349114 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:18335:63876 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 6 171 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgT CCCACATTCCTGCCTACTCC CAAACACACAGACAAGGGCG 89 6 1 20 171 20 59,819 59,971 38,500 61,300 0.210650 F 176 CCCACATTCCTGCCTACTCCTGATCACCTCtgtgtgtgTTTGTGGACGTGACTGTCTGCAtgtgtgCTTTTCTGTGCTTGTgcgcgcgtgtgtTTGTTtgtgtgACTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTGCACGCCCTTGTCtgtgtgTTTGGCACT

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 38 192 TGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTA TGTCCAAGCTGGGTACATTCT TGCAGCAAGTGTTTAGCCAAC 76 38 2 21 193 21 59,015 59,933 24,000 37,700 3,052,067 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 38 192 TGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTA TGTCCAAGCTGGGTACATTCTC TGCAGCAAGTGTTTAGCCAAC 75 38 2 22 193 21 60,027 59,933 28,700 37,700 3,094,101 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 38 193 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTT GTGTCCAAGCTGGGTACATTC TGCAGCAAGTGTTTAGCCAAC 77 38 1 21 193 21 58,915 59,933 26,700 37,700 3,151,454 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 34 149 CCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTCCAATCAACCAGAGTTCACCC GCAGCAAGTGTTTAGCCAACT 34 37 44 21 192 21 58,837 59,662 46,100 31,600 3,500,701 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 34 150 CCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTCCAATCAACCAGAGTTCACCC TGCAGCAAGTGTTTAGCCAAC 34 38 44 21 193 21 58,837 59,933 46,100 37,700 3,229,590 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 34 151 TCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTCCAATCAACCAGAGTTCACCC TGCAGCAAGTGTTTAGCCAAC 34 38 43 22 193 21 60,225 59,933 46,100 37,700 3,291,677 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 114 TTACCAAAGCTCCACACCTGacacacacacacacacacacTTACCAAAGCTCCACACCTG GCAGCAAGTGTTTAGCCAACT 0 37 79 20 192 21 57,730 59,662 40,000 31,600 3,608,372 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 115 TTACCAAAGCTCCACACCTGacacacacacacacacacacTTACCAAAGCTCCACACCTG TGCAGCAAGTGTTTAGCCAA 0 39 79 20 193 20 57,730 58,602 40,000 45,200 3,668,024 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:22800:26923 1 99 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 115 TTACCAAAGCTCCACACCTGacacacacacacacacacacTTACCAAAGCTCCACACCTG TGCAGCAAGTGTTTAGCCAAC 0 38 79 20 193 21 57,730 59,933 40,000 37,700 3,337,260 F 240 GTGTCCAAGCTGGGTACATTCTCTACCTTAAATGTTACAATCTCCAATCAACCAGAGTTCAcccccAAAGCTGCAAAATTACCAAAGCTCCACACCTGacacacacacacacacacacacacacacacacacacaaaaaTCCaaaaaaaaGATGTAATCACAATACaaaaaaGTTGGCTAAACACTTGCTGCAATGTAATTTAGTGGAATAGTGTAGAATTaaaaaaaaGACACTTTCAG

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 108 49 18 2 AC ACACACACACGCGCACACACACACACACACACACA NA 1 1 16 1 104 CACAGACACAAacacacacAGATacacacacacGCGcac CACAGACACAAACACACACAGA GTGACCCATCCCTCTCCTGA 1 12 85 22 188 20 59,258 60,326 34,100 38,600 3,067,188 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 108 49 18 2 AC ACACACACACGCGCACACACACACACACACACACA NA 0 0 16 1 107 CACAGACACAAacacacacAGATacacacacacGCGcac CACAGACACAAACACACACAGA TCAGTGACCCATCCCTCTCC 1 15 85 22 191 20 59,258 60,326 34,100 37,100 3,067,188 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 108 49 18 2 AC ACACACACACGCGCACACACACACACACACACACA NA 0 0 16 1 110 CACAGACACAAacacacacAGATacacacacacGCGcac CACAGACACAAACACACACAGA TCCTCAGTGACCCATCCCTC 1 18 85 22 194 20 59,258 60,326 34,100 43,000 3,067,188 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 1 15 13 186 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TCAGTGACCCATCCCTCTCC 13 15 6 21 191 20 58,222 60,326 35,500 37,100 3,103,970 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 15 13 189 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TCCTCAGTGACCCATCCCTC 13 18 6 21 194 20 58,222 60,326 35,500 43,000 3,103,970 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 15 13 190 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT CTCCTCAGTGACCCATCCCT 13 19 6 21 195 20 58,222 60,326 35,500 42,000 3,104,347 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 15 13 191 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TCTCCTCAGTGACCCATCCC 13 20 6 21 196 20 58,222 60,326 35,500 38,500 3,103,970 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 15 13 195 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT TTCCTCTCCTCAGTGACCCA 13 24 6 21 200 20 58,222 59,513 35,500 45,100 3,265,624 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:23094:54049 1 40 117 18 4 AC ACACACACACACATTCACACATACTTACACACACAC NA 0 0 15 12 183 ACACAAacacacAGACACAGTTATACATACTCAAaca ACACAAACACACAGACACAGT GTGACCCATCCCTCTCCTGA 13 12 6 21 188 20 58,222 60,326 35,500 38,600 3,103,970 G 204 CACATACACAAacacacAGACACAGTTATACATACTCAAacacacacacacATTcacacaTACTTacacacacacacacacacTCACAGACACAAacacacacAGATacacacacacGCGcacacacacacacacacacacacacacacacacacaTGGAGACAGTGATCAGGAGAGGGATGGGTCACTGAGGAGAGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 2 97 CCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTCCTGTCGTGCTTGTCTGAGT TTTACAACCGCTGTCAGCCG 19 2 159 20 255 20 59,967 61,225 34,100 55,200 1,258,053 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 98 ACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGC ACCTGTCGTGCTTGTCTGAG TTTACAACCGCTGTCAGCCG 20 2 158 20 255 20 59,967 61,225 33,500 55,200 1,258,053 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 171 TGGACTGAAACACTGAGGGCTCATTTTAAAACTGA TGGACTGAAACACTGAGGGC TTACAACCGCTGTCAGCCG 94 2 84 20 254 19 59,891 60,667 51,900 55,200 1,775,137 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 171 GGACTGAAACACTGAGGGCTCATTTTAAAACTGAC GGACTGAAACACTGAGGGCT TTTACAACCGCTGTCAGCCG 93 2 85 20 255 20 59,602 61,225 51,900 55,200 1,623,694 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 172 TGGACTGAAACACTGAGGGCTCATTTTAAAACTGA TGGACTGAAACACTGAGGGC TTTACAACCGCTGTCAGCCG 94 2 84 20 255 20 59,891 61,225 51,900 55,200 1,333,961 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 190 ACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGACTTCTGCCCTTGAGTACTGG TTTACAACCGCTGTCAGCCG 111 2 66 21 255 20 59,374 61,225 40,000 55,200 2,851,193 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 191 AACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGAACTTCTGCCCTTGAGTACTGG TTTACAACCGCTGTCAGCCG 111 2 65 22 255 20 59,961 61,225 40,000 55,200 3,264,460 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 2 195 AGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACAGTGAACTTCTGCCCTTGAGT TTTACAACCGCTGTCAGCCG 116 2 61 21 255 20 59,229 61,225 34,100 55,200 2,996,631 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 2 99 GACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCG GACCTGTCGTGCTTGTCTGA TTTACAACCGCTGTCAGCCG 21 2 157 20 255 20 59,968 61,225 32,700 55,200 1,257,506 A 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 9 2 255 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaa TCTGTGAGATCCTCGAGCATC TTTACAACCGCTGTCAGCCG 176 2 1 21 255 20 59,047 61,225 39,100 55,200 3,178,366 F 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 2 254 CTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaa CTGTGAGATCCTCGAGCATCT TTTACAACCGCTGTCAGCCG 175 2 2 21 255 20 59,044 61,225 29,000 55,200 3,181,154 F 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:26403:32707 1 198 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 13 2 253 TGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaa TGTGAGATCCTCGAGCATCTC TTTACAACCGCTGTCAGCCG 174 2 3 21 255 20 59,047 61,225 27,500 55,200 3,178,366 F 258 TCTGTGAGATCCTCGAGCAtctctcTATTTATaaaaaaaaaaTCTGTGGCAGTTTTATGTAGTGAACTTCTGCCCTTGAGTACTGGACTGAAACACTGAGGGCTCATTTTAAAACTGACCTTTTACAGTCATTAAAGAGAATTGGCCTTAATGCCTGACCTGTCGTGCTTGTCTGAGTTCAGTCTCTATCCGCCTGCctctctctctctctctctctctctctctctctctctTTCGGCTGACAGCGGTTGTAAAATG

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 50 190 AGGCCTAGTGATACAACGGGAAATTTACAATTAAA AGGCCTAGTGATACAACGGG TGACCTTATGAATTCCAAATGAGGT 50 59 18 20 207 25 58,879 58,507 52,800 38,500 7,613,696 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 50 191 AAGGCCTAGTGATACAACGGGAAATTTACAATTAA AAGGCCTAGTGATACAACGGG TGACCTTATGAATTCCAAATGAGGT 50 59 17 21 207 25 59,515 58,507 52,800 38,500 7,978,232 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 10 137 GGCCTAGTGATACAACGGGAAATTTACAATTAAAG GGCCTAGTGATACAACGGGA AGGCTGGTTAGGTCTTAGATGC 49 10 19 20 155 22 58,883 59,564 51,400 39,100 3,553,323 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 49 190 AGGCCTAGTGATACAACGGGAAATTTACAATTAAA AGGCCTAGTGATACAACGGGA TGACCTTATGAATTCCAAATGAGGT 49 59 18 21 207 25 60,343 58,507 51,400 38,500 7,835,839 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 30 155 GGCCTAGTGATACAACGGGAAATTTACAATTAAAG GGCCTAGTGATACAACGGGA AGTTGGTTGGAGGCGTACAG 49 30 19 20 173 20 58,883 59,965 51,400 27,400 1,152,046 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 30 156 AGGCCTAGTGATACAACGGGAAATTTACAATTAAA AGGCCTAGTGATACAACGGGA AGTTGGTTGGAGGCGTACAG 49 30 18 21 173 20 60,343 59,965 51,400 27,400 1,377,570 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 30 156 AGGCCTAGTGATACAACGGGAAATTTACAATTAAA AGGCCTAGTGATACAACGGG AGTTGGTTGGAGGCGTACAG 50 30 18 20 173 20 58,879 59,965 52,800 27,400 1,155,426 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 135 GGCCTAGTGATACAACGGGAAATTTACAATTAAAG GGCCTAGTGATACAACGGGA GCTGGTTAGGTCTTAGATGCCT 49 8 19 20 153 22 58,883 59,564 51,400 47,500 3,553,323 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:30208:63314 1 88 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 136 AGGCCTAGTGATACAACGGGAAATTTACAATTAAA AGGCCTAGTGATACAACGGG GCTGGTTAGGTCTTAGATGCCT 50 8 18 20 153 22 58,879 59,564 52,800 47,500 3,556,703 B 219 GAAGACTGATATTCAAAAGGCCTAGTGATACAACGGGAAATTTACAATTAAAGGGAAAGCTAGGtatataAAGAAAGAGTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGGGTAGAGGCATCTAAGACCTAACCAGCCTGTACGCCTCCAACCAACTTGCAAAGGAACCTCATTTGGAATTCATAAGGTCAAATATGCTTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 0 144 CTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCTTCTGCTGAGAGGACTGGC TGATGAACCTTGATACAGGAGC 66 0 96 20 239 22 60,108 57,857 48,500 47,000 4,250,842 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 145 CTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCTTCTGCTGAGAGGACTGGC ATGATGAACCTTGATACAGGAGC 66 0 96 20 240 23 60,108 58,288 48,500 47,000 4,820,709 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 123 CGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTAC CGGGTTTCTTTCTGGCCCTT TGATGAACCTTGATACAGGAGC 45 0 117 20 239 22 60,540 57,857 39,500 47,000 4,682,278 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 145 GCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCTTCTGCTGAGAGGACTGG TGATGAACCTTGATACAGGAGC 67 0 95 20 239 22 60,108 57,857 40,000 47,000 4,250,842 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 0 123 CGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTAC CGGGTTTCTTTCTGGCCCT TGATGAACCTTGATACAGGAGC 46 0 117 19 239 22 59,925 57,857 51,900 47,000 5,217,560 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 182 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 0 129 CTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgt CTGGCCCGGGTTTCTTTCT TGATGAACCTTGATACAGGAGC 52 0 111 19 239 22 59,925 57,857 25,200 47,000 5,217,560 B 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 1 4 0 208 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC TGATGAACCTTGATACAGGAGC 2 0 32 20 239 22 60,034 57,857 40,200 47,000 4,177,086 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 4 0 209 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC ATGATGAACCTTGATACAGGAGC 2 0 32 20 240 23 60,034 58,288 40,200 47,000 4,746,953 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 4 0 210 ATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGC ATGAATGGTCCCGGTTGTCC AATGATGAACCTTGATACAGGAGC 2 0 32 20 241 24 60,034 58,871 40,200 47,000 5,163,396 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 5 0 240 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAATG ATGATGAACCTTGATACAGGAGC 26 0 1 27 240 23 59,081 58,288 26,700 47,000 12,631,567 G 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 5 0 240 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA ATGATGAACCTTGATACAGGAGC 28 0 1 25 240 23 57,605 58,288 30,200 47,000 12,107,666 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 5 0 241 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA AATGATGAACCTTGATACAGGAGC 28 0 1 25 241 24 57,605 58,871 30,200 47,000 12,524,109 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 5 0 242 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGAGCTTGTTGATATAATTGTGCTGAA GAATGATGAACCTTGATACAGGAGC 28 0 1 25 242 25 57,605 59,762 30,200 47,000 12,633,404 D 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 6 0 214 tgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgAC TGTGTGATGAATGGTCCCGG TGATGAACCTTGATACAGGAGC 8 0 26 20 239 22 60,036 57,857 57,300 47,000 4,178,143 G 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:31801:41849 1 54 164 18 2 AC TGTGTGTGTGACGGGCCGGCGGCTTTCATGCATTTTNA 0 0 8 0 213 gtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGTGTGATGAATGGTCCCGGT TGATGAACCTTGATACAGGAGC 7 0 27 20 239 22 60,035 57,857 52,800 47,000 4,178,048 G 267 AGCTTGTTGATATAATTGTGCTGAAtgtgtgATGAATGGTCCCGGTTGTCCCTtgtgtgtgtgACGGGCCGGCGGCTTTCATGCATTTTAATCAGCTTCTGCTGAGAGGACTGGCCCGGGTTTCTTTCTGGCCCTTTCTTGTTtgtgtgtgGTACTcacacaATTGGATATCAATAAAGCTcacacacacacacacacacacacacacacacacacaGCTCCTGTATCAAGGTTCATCATTCTCCATCaaaaaCAATCGGATCCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 1 1 2 72 240 ttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTA TTCTCACACTGCCTTTGTTTCT AGTCCTTCATTAACTGCCAGCT 72 78 10 22 249 22 58,380 59,693 25,200 42,400 5,927,586 F 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 2 70 240 CTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAA CTCACACTGCCTTTGTTTCTTT GGAGTCCTTCATTAACTGCCA 70 81 12 22 251 21 57,624 57,650 25,200 49,200 7,726,560 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 2 16 139 CTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAA CTCGATCTTTCTGCCAATGAGA TCTGAGGGATCAGGACAGAGT 16 34 66 22 204 21 58,210 59,357 32,700 32,400 5,433,377 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 3 72 242 tCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAATCTCACACTGCCTTTGTTTCT GGGAGTCCTTCATTAACTGCC 72 82 11 21 252 21 57,718 58,355 25,200 48,500 5,926,403 F 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 3 70 240 CTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAA CTCACACTGCCTTTGTTTCTTT GGAGTCCTTCATTAACTGCCAG 70 80 12 22 251 22 57,624 58,726 25,200 48,500 7,650,628 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 3 70 241 CTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAA CTCACACTGCCTTTGTTTCTTT GGGAGTCCTTCATTAACTGCC 70 82 12 22 252 21 57,624 58,355 25,200 48,500 7,021,016 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 3 16 138 TCGATCTTTCTGCCAATGAGAACAATTCCTAGGAAC TCGATCTTTCTGCCAATGAGA TCTGAGGGATCAGGACAGAGT 16 34 67 21 204 21 57,107 59,357 32,700 32,400 5,536,612 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 3 13 137 CGATCTTTCTGCCAATGAGAACAATTCCTAGGAACT CGATCTTTCTGCCAATGAGAACA TCTGAGGGATCAGGACAGAGT 13 34 68 23 204 21 59,314 59,357 31,800 32,400 5,329,527 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 72 240 tCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAATCTCACACTGCCTTTGTTTCT GAGTCCTTCATTAACTGCCAGC 72 79 11 21 250 22 57,718 59,320 25,200 48,500 5,962,066 F 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 33 191 TGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGATGATGTCCTCTGGTTCTCGA ATTAACTGCCAGCTGGTGCA 33 72 51 20 241 20 57,784 60,251 40,400 45,700 2,467,239 F 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 33 192 TGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGATGATGTCCTCTGGTTCTCGA CATTAACTGCCAGCTGGTGC 33 73 51 20 242 20 57,784 59,828 40,400 50,100 2,387,845 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 33 193 TTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGTTGATGTCCTCTGGTTCTCGA CATTAACTGCCAGCTGGTGC 33 73 50 21 242 20 58,475 59,828 40,400 50,100 2,697,271 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 31 192 TGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGATGATGTCCTCTGGTTCTCGATC CATTAACTGCCAGCTGGTGC 31 73 51 22 242 20 59,310 59,828 36,900 50,100 2,862,400 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 23 184 TCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTCTGGTTCTCGATCTTTCTGCC CATTAACTGCCAGCTGGTGC 23 73 59 22 242 20 60,094 59,828 48,500 50,100 2,265,876 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 22 181 TGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTATGGTTCTCGATCTTTCTGCCA ATTAACTGCCAGCTGGTGCA 22 72 61 21 241 20 59,377 60,251 49,200 45,700 1,874,608 F 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 22 182 TGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTATGGTTCTCGATCTTTCTGCCA CATTAACTGCCAGCTGGTGC 22 73 61 21 242 20 59,377 59,828 49,200 50,100 1,795,214 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9414:31969 1 104 46 18 1.5 AT TATATATATATATATATATATATATATATATATATAA NA 0 0 4 21 182 TGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTATGGTTCTCGATCTTTCTGCCAA CATTAACTGCCAGCTGGTGC 21 73 61 22 242 20 59,962 59,828 45,200 50,100 2,210,329 B 255 AAAAGAtttttCTCACACTGCCTTTGTTTCTTTTGCTGATCACTTTAAATTGATGTCCTCTGGTTCTCGATCTTTCTGCCAATGAGAACAATTCCTAGGAACTtatatatatatatatatatatatatatatatatataAGatatatatACATACATTCTTATGTTCCAGTTTCTCCCTATCTACTCTGTCCTGATCCCTCAGAATTTTGCAGCAActctctGCACCAGCTGGCAGTTAATGAAGGACTCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 9 12 117 GAGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCTT GGGAAGGCGGTGAGAGGG 12 24 56 27 172 18 58,371 61,787 28,500 43,000 12,416,159 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 13 117 GAGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCT GGGAAGGCGGTGAGAGGG 13 24 56 26 172 18 57,835 61,787 31,000 43,000 11,952,240 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 13 155 GAGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCT TGCGTGTACGTGAAGGATGT 13 60 56 26 210 20 57,835 59,684 31,000 30,600 8,481,125 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 13 156 GAGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCT GTGCGTGTACGTGAAGGATG 13 61 56 26 211 20 57,835 59,286 31,000 35,100 8,879,123 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 12 116 AGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCTT GGGAAGGCGGTGAGAGGG 12 24 57 26 172 18 57,468 61,787 28,500 43,000 12,319,187 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 12 154 AGTCACACTCACAGatatatTCTCTTTCTACACAAACGAGTCACACTCACAGATATATTCTCTT TGCGTGTACGTGAAGGATGT 12 60 57 26 210 20 57,468 59,684 28,500 30,600 8,848,072 F 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 1 7 4 187 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCT CGTGAAGGATGTAGAAGGAAGGG 4 49 16 25 202 23 58,179 60,431 42,000 39,500 10,252,317 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 7 4 188 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCT ACGTGAAGGATGTAGAAGGAAGG 4 50 16 25 203 23 58,179 59,804 42,000 34,600 10,017,213 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 7 4 195 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCT TGCGTGTACGTGAAGGATGT 4 60 16 25 210 20 58,179 59,684 42,000 30,600 7,137,274 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 7 4 196 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCT GTGCGTGTACGTGAAGGATG 4 61 16 25 211 20 58,179 59,286 42,000 35,100 7,535,271 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 7 4 197 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCT CGTGCGTGTACGTGAAGGAT 4 62 16 25 212 20 58,179 60,732 42,000 32,400 7,552,902 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 8 3 188 GTCACACTTCACAGatatatTCCCTTTCTacacacacacA GTCACACTTCACAGATATATTCCCTT ACGTGAAGGATGTAGAAGGAAGG 3 50 16 26 203 23 58,724 59,804 39,500 34,600 10,471,745 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC
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ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 13 0 139 CACACTTCACAGatatatTCCCTTTCTacacacacacAGACACACTTCACAGATATATTCCCTTTCT GGGATGTAGGAATGAGGAAGAATG 0 2 18 27 156 24 59,010 58,688 25,200 26,700 13,301,821 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 13 0 139 CACACTTCACAGatatatTCCCTTTCTacacacacacAGACACACTTCACAGATATATTCCCTTTCT GGGATGTAGGAATGAGGAAGAATGT 0 1 18 27 156 25 59,010 60,163 25,200 27,100 13,152,894 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9790:21473 1 45 86 18 2 AC ACACACACACAGAGTCACACTCACAGATATATTCTC NA 0 0 14 0 138 ACACTTCACAGatatatTCCCTTTCTacacacacacAGAGACACTTCACAGATATATTCCCTTTCT GGGATGTAGGAATGAGGAAGAATGT 0 1 19 26 156 25 57,905 60,163 25,200 27,100 13,258,604 G 243 CCTCTcacacacacaGTCACACTTCACAGatatatTCCCTTTCTacacacacacAGAGTCACACTCACAGatatatTCTCTTTCTACACAAACGcacacacacacacacacacacacacacacacacacaTACATTCTTCCTCATTCCTACATCCCCTCTCACCGCCTTCCCCTCTCACCCCTTCCTTCTACATCCTTCACGTACACGCACGCCcacacacacacacaAacacacacAGTCAC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 1 1 15 2 166 agagagGGCGACagagagGGGgagagagagaTagagagGAGAGAGGGCGACAGAGAGG ACTCTCAGTGATAACAGAACATGT 2 46 11 19 176 24 60,077 57,648 36,900 32,100 7,429,084 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 0 0 16 4 131 GACagagagGGCGACagagagGGGgagagagagaTagagGACAGAGAGGGCGACAGAGA TGGTTATGCTTTATTTCCATCTCTCTC 4 5 8 20 138 27 60,678 59,283 31,000 32,000 8,395,364 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 0 0 16 4 131 GACagagagGGCGACagagagGGGgagagagagaTagagGACAGAGAGGGCGACAGAGA TGGTTATGCTTTATTTCCATCTCTCT 4 6 8 20 138 26 60,678 58,423 31,000 31,000 8,255,669 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 0 0 16 4 169 GACagagagGGCGACagagagGGGgagagagagaTagagGACAGAGAGGGCGACAGAGA ACTCTCAGTGATAACAGAACATGT 4 46 8 20 176 24 60,678 57,648 31,000 32,100 7,030,382 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 0 0 16 3 130 ACagagagGGCGACagagagGGGgagagagagaTagagaACAGAGAGGGCGACAGAGAG TGGTTATGCTTTATTTCCATCTCTCT 3 6 9 20 138 26 60,680 58,423 32,000 31,000 8,256,943 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:12895:21579 1 32 75 18 1.5 AG GAGAGAGAGATAGAGAGGGAGAGAGAGAGAGAGNA 0 0 16 3 168 ACagagagGGCGACagagagGGGgagagagagaTagagaACAGAGAGGGCGACAGAGAG ACTCTCAGTGATAACAGAACATGT 3 46 9 20 176 24 60,680 57,648 32,000 32,100 7,031,656 F 182 AGAGGACGACagagagGGCGACagagagGGGgagagagagaTagagagGgagagagagagagagagagaCagagagagagagagagagagagagagagagagagagaaaaagagagagaTGGAAATAAAGCATAACCAAGATAAAAGGAACAACATGTTCTGTTATCACTGAGAGTGATTCC

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 12 150 GTGTTCTAGACGTACCCGCCTCCACAACcacacaTGC GTGTTCTAGACGTACCCGCC TGTGGGTGTGTGTCTGTGTC 62 12 3 20 152 20 60,179 60,108 61,300 36,700 0.287050 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 10 148 GTGTTCTAGACGTACCCGCCTCCACAACcacacaTGC GTGTTCTAGACGTACCCGCC TGGGTGTGTGTCTGTGTCTG 62 10 3 20 150 20 60,179 59,822 61,300 35,100 0.356989 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 9 147 GTGTTCTAGACGTACCCGCCTCCACAACcacacaTGC GTGTTCTAGACGTACCCGCC GGGTGTGTGTCTGTGTCTGT 62 9 3 20 149 20 60,179 59,822 61,300 34,100 0.357221 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 116 CACAACcacacaTGCAGCTGcacacaCCcacacacaGacaCACAACCACACATGCAGCTG TCTGTGTCTGTGTGTGTCGG 40 0 25 20 140 20 60,318 59,898 42,400 47,900 0.420660 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 137 TGTTCTAGACGTACCCGCCTCCACAACcacacaTGCA TGTTCTAGACGTACCCGCCT TCTGTGTCTGTGTGTGTCGG 61 0 4 20 140 20 60,323 59,898 55,200 47,900 0.425116 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:14062:27679 1 85 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 138 GTGTTCTAGACGTACCCGCCTCCACAACcacacaTGC GTGTTCTAGACGTACCCGCC TCTGTGTCTGTGTGTGTCGG 62 0 3 20 140 20 60,179 59,898 61,300 47,900 0.281453 F 180 ATGTGTTCTAGACGTACCCGCCTCCACAACcacacaTGCAGCTGcacacaCCcacacacaGacacacacAGacacacATAGACCcacacacacacacacacacacacacacacacacacaCCGacacacacAGACACAGacacacacCCACACCGacacacacacacacAGTCTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 1 1 16 17 138 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT TCGGCAAGATTCTGCAGTCT 17 28 3 20 140 20 59,900 59,390 32,100 32,400 0.710499 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 0 0 16 17 138 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT TCGGCAAGATTCTGCAGTCTT 17 27 3 20 140 21 59,900 59,998 32,100 30,100 1,102,754 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 0 0 16 17 139 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT CTCGGCAAGATTCTGCAGTC 17 29 3 20 141 20 59,900 58,995 32,100 35,100 1,105,664 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 0 0 16 17 140 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT ACTCGGCAAGATTCTGCAGT 17 30 3 20 142 20 59,900 59,677 32,100 44,000 0.423299 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 0 0 16 17 142 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT TCACTCGGCAAGATTCTGCA 17 32 3 20 144 20 59,900 59,679 32,100 44,100 0.421671 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:15402:52608 1 40 53 18 1.5 AC TGTGTGCACACACACACCACACACACACACACACACNA 0 0 16 17 168 cacacaCCAAACACGCACATACCATACACCaaaaaCAt CACACACCAAACACGCACAT CCTCAGTGACAATCGCATGC 17 58 3 20 170 20 59,900 59,624 32,100 40,600 0.476477 F 199 cacacacaCCAAACACGCACATACCATACACCaaaaaCAtgtgtgcacacacacaCcacacacacacacacacacacacacacacacacacaCCAAGcacacacaTACAGTGAATaaaaaaGACTGCAGAATCTTGCCGAGTGATTTGATGCATGCGATTGTCACTGAGGAAAagagagCTGAAGCTTTAAGTCTGTCA

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 49 219 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT TCTGGTTGGATTGGCAAGGA 49 93 5 21 223 20 57,860 59,223 36,700 33,600 3,917,135 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 48 219 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTT TCTGGTTGGATTGGCAAGGA 48 93 5 22 223 20 58,514 59,223 36,700 33,600 4,263,193 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 18 144 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT AGTGCCACTTCTACACACCC 49 18 5 21 148 20 57,860 59,603 36,700 46,100 3,537,136 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 17 143 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT GTGCCACTTCTACACACCCT 49 17 5 21 147 20 57,860 59,603 36,700 43,400 3,537,136 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 3 129 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTT CACCCTCTTGTGACAGAGCA 48 3 5 22 133 20 58,514 59,606 36,700 42,600 3,880,575 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 3 129 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT CACCCTCTTGTGACAGAGCA 49 3 5 21 133 20 57,860 59,606 36,700 42,600 3,534,517 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 49 270 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT TGCTCAGAGTTCAAGCACACT 49 143 5 21 274 21 57,860 59,860 36,700 35,500 4,279,978 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 49 272 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT ACTGCTCAGAGTTCAAGCACA 49 145 5 21 276 21 57,860 59,860 36,700 45,700 4,279,978 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 48 270 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTT TGCTCAGAGTTCAAGCACACT 48 143 5 22 274 21 58,514 59,860 36,700 35,500 4,626,036 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 47 219 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTTC TCTGGTTGGATTGGCAAGGA 47 93 5 23 223 20 59,498 59,223 36,200 33,600 4,279,021 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 157 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTTC AGTGAATCCAACTAGTGCCACT 47 29 5 23 161 22 59,498 59,360 36,200 40,000 6,142,050 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 157 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT AGTGAATCCAACTAGTGCCACT 49 29 5 21 161 22 57,860 59,360 36,700 40,000 5,780,164 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 157 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGTT AGTGAATCCAACTAGTGCCACT 48 29 5 22 161 22 58,514 59,360 36,700 40,000 6,126,222 B 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 142 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT TGCCACTTCTACACACCCTC 49 16 5 21 146 20 57,860 59,315 36,700 43,000 3,825,422 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:2331:59288 1 75 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 4 130 CCCTTACTGACACATGTTGGTTCAATAAAATATAAT CCCTTACTGACACATGTTGGT ACACCCTCTTGTGACAGAGC 49 4 5 21 134 20 57,860 59,605 36,700 40,900 3,534,889 F 279 ATTCCCCTTACTGACACATGTTGGTTCAATAAAATATAATCCTCATTTAGGATTGTCTGTTTTATGTGGGGTATacacacacacacacacacacacacacacacacacacAGATGCTCTGTCACAAGAGGgtgtgtAGAAGTGGCACTAGTTGGATTCACTTCTGTGATTTATTGTCTGTCCCTTTGAGAAAACACTTTGCAATCCTTGCCAATCCAACCAGAAAATGCTAAACATTTCAGGTTCTTTCCTTCAGTGTGCTTGAACTCTGAGCAGTTAN

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 0 114 GGCAGCGAGATGAagagagGCAAACagagagTTTAGAGGCAGCGAGATGAAGAGAGG TTTCGGTCACTCACCCTGA 39 0 50 20 163 19 60,249 58,171 36,900 38,600 3,078,499 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 39 160 GGCAGCGAGATGAagagagGCAAACagagagTTTAGAGGCAGCGAGATGAAGAGAGG CTCTGTCTGTGCCACTCTCA 39 45 50 20 209 20 60,249 59,035 36,900 32,700 1,214,106 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 37 158 CAGCGAGATGAagagagGCAAACagagagTTTAGACACAGCGAGATGAAGAGAGGCA CTCTGTCTGTGCCACTCTCA 37 45 52 20 209 20 59,541 59,035 47,500 32,700 1,423,779 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 118 GCAGAGGCAGCGAGATGAagagagGCAAACagagag GCAGAGGCAGCGAGATGA TTCGGTCACTCACCCTGA 46 0 45 18 162 18 59,502 57,389 29,200 38,600 7,109,367 B 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 119 GCAGAGGCAGCGAGATGAagagagGCAAACagagag GCAGAGGCAGCGAGATGA TTTCGGTCACTCACCCTGA 46 0 45 18 163 19 59,502 58,171 29,200 38,600 5,327,342 B 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 19 137 GGCAGCGAGATGAagagagGCAAACagagagTTTAGAGGCAGCGAGATGAAGAGAGG TCTCTCGCTATCTCTTATCCCGT 39 19 50 20 186 23 60,249 59,992 36,900 52,800 3,257,563 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 45 174 GATagagagGCAGAGGCAGCGAGATGAagagagGCA GATAGAGAGGCAGAGGCAGC CTCTGTCTGTGCCACTCTCA 53 45 36 20 209 20 59,682 59,035 52,500 32,700 1,282,820 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 128 GATagagagGCAGAGGCAGCGAGATGAagagagGCA GATAGAGAGGCAGAGGCAGC TTTCGGTCACTCACCCTGA 53 0 36 20 163 19 59,682 58,171 52,500 38,600 3,147,214 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 48 191 ACAGAGATACATTGATagagagGCAGAGGCAGCGAGACAGAGATACATTGATAGAGAGGCA CTCTCTCTGTCTGTGCCACTC 61 48 23 25 213 21 58,926 59,798 47,500 35,100 7,276,095 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 49 192 ACAGAGATACATTGATagagagGCAGAGGCAGCGAGACAGAGATACATTGATAGAGAGGCA TCTCTCTCTGTCTGTGCCACT 61 49 23 25 214 21 58,926 60,203 47,500 40,000 7,276,969 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:24789:25165 1 109 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 47 190 ACAGAGATACATTGATagagagGCAGAGGCAGCGAGACAGAGATACATTGATAGAGAGGCA TCTCTCTGTCTGTGCCACTCT 61 47 23 25 212 21 58,926 60,203 47,500 32,400 7,276,969 F 231 AGATGGaaaaaaaaaGATGGTGACAGAGATACATTGATagagagGCAGAGGCAGCGAGATGAagagagGCAAACagagagTTTAGACATACAGGAGAGGAAGAGATACagagagagagagagagagagagagagagagagagagTCAGGGTGAGTGACCGAAAACGGGATAAGAGATAGCgagagaAATTGAGAGTGGCACAGACagagagagAAAACGTGACGTGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 2 100 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAA GTGAAGTGTGCATGTGGCTG 22 2 1 20 100 20 57,950 60,040 33,300 48,500 2,089,686 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 2 98 acacaTGAAGGcacacaAACTGATAGatatatGCAAAACACACATGAAGGCACACAAACTG GTGAAGTGTGCATGTGGCTG 18 2 3 22 100 20 59,900 60,040 31,600 48,500 2,139,389 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 2 100 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAAAC GTGAAGTGTGCATGTGGCTG 20 2 1 22 100 20 59,901 60,040 29,300 48,500 2,138,732 F 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 6 22 208 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAA GTGTGTTTCGGTGGTTGTCG 22 39 1 20 208 20 57,950 59,973 33,300 43,500 2,076,952 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 20 208 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAAAC GTGTGTTTCGGTGGTTGTCG 20 39 1 22 208 20 59,901 59,973 29,300 43,500 2,125,998 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 18 206 acacaTGAAGGcacacaAACTGATAGatatatGCAAAACACACATGAAGGCACACAAACTG GTGTGTTTCGGTGGTTGTCG 18 39 3 22 208 20 59,900 59,973 31,600 43,500 2,126,655 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 11 179 acacaTGAAGGcacacaAACTGATAGatatatGCAAAACACACATGAAGGCACACAAACTG TGTGCATGCATTTCCTTGTGT 18 11 3 22 181 21 59,900 59,312 31,600 37,200 3,787,251 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 11 181 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAA TGTGCATGCATTTCCTTGTGT 22 11 1 20 181 21 57,950 59,312 33,300 37,200 3,737,548 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:25784:39124 1 43 107 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 11 181 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAATCACACATGAAGGCACACAAAC TGTGCATGCATTTCCTTGTGT 20 11 1 22 181 21 59,901 59,312 29,300 37,200 3,786,594 G 217 TcacacaTGAAGGcacacaAACTGATAGatatatGCAAAACGcacacacacacacacacacacacacacacacacacaTACAGCCACATGCACACTTCACGTACACatatatGCAGACATGCACATCGGCGTGcacacacacacacacaGGCATGCATTTACACAAGGAAATGCATGCACATGTGCACCGACAACCACCGAAacacacacATTCACT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 8 5 94 TCTcacacaAGCTCACAGGCTCATTcacacacacacacac TCTCACACAAGCTCACAGGC TGAGCACCATGGGATTTGTGT 5 12 78 20 171 21 60,250 60,203 48,500 37,200 1,453,076 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 5 200 TCTcacacaAGCTCACAGGCTCATTcacacacacacacac TCTCACACAAGCTCACAGGC ATTCCCGAGTGAGTGAGTCA 5 119 78 20 277 20 60,250 58,075 48,500 34,100 2,174,769 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 93 CTcacacaAGCTCACAGGCTCATTcacacacacacacaca CTCACACAAGCTCACAGGCT TGAGCACCATGGGATTTGTGT 4 12 79 20 171 21 60,250 60,203 45,800 37,200 1,453,247 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 199 CTcacacaAGCTCACAGGCTCATTcacacacacacacaca CTCACACAAGCTCACAGGCT ATTCCCGAGTGAGTGAGTCA 4 119 79 20 277 20 60,250 58,075 45,800 34,100 2,174,940 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 3 92 TcacacaAGCTCACAGGCTCATTcacacacacacacacac TCACACAAGCTCACAGGCTC TGAGCACCATGGGATTTGTGT 3 12 80 20 171 21 60,250 60,203 47,000 37,200 1,453,076 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 3 198 TcacacaAGCTCACAGGCTCATTcacacacacacacacac TCACACAAGCTCACAGGCTC ATTCCCGAGTGAGTGAGTCA 3 119 80 20 277 20 60,250 58,075 47,000 34,100 2,174,769 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 26 141 CACACTcacacaAacacacacATTCTcacacaAGCTCACACACACTCACACAAACACACACA ATCTGACTGTTCTGACTCTGAAA 26 34 55 22 195 23 59,775 57,202 37,200 26,900 8,023,379 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 26 142 CACACTcacacaAacacacacATTCTcacacaAGCTCACACACACTCACACAAACACACACA AATCTGACTGTTCTGACTCTGAA 26 35 55 22 196 23 59,775 57,202 37,200 30,200 8,023,379 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:29548:48845 1 103 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 26 143 CACACTcacacaAacacacacATTCTcacacaAGCTCACACACACTCACACAAACACACACA AAATCTGACTGTTCTGACTCTGA 26 36 55 22 197 23 59,775 57,202 37,200 32,700 8,023,379 F 278 CACACTcacacacacacacaCTcacacacacaCTCTCACTcacacacacaCTCTCACACTcacacaAacacacacATTCTcacacaAGCTCACAGGCTCATTcacacacacacacacacacacacacacacacacacaAATCACTCGATAACACAAATCCCATGGTGCTCATTTTCAGAGTCAGAACAGTCAGATTTTCTATAAAATGAAGGAATTTTAAAGTGAAAAGATTAGAAAGTTGGTGTGACTTTTATTTGTGactcactcactcGGGAATT

ST‐E00142:460:H2K7HCCXY:6:2204:3011:53469 1 30 104 18 1.5 AC CACACACACACGCACACACACACACACACACACACANA 1 1 16 3 151 cacacaCCCACACCCACACGCACCcacacacacaCGcac CACACACCCACACCCACA TGTGAGTGAAGGTTCAGCCG 6 3 6 18 156 20 59,726 60,250 41,700 55,200 2,523,645 F 157 ACCcacacacaCCCACACCCACACGCACCcacacacacaCGcacacacacacacacacacacacacacacacacacaCCcacacacacacaCCcacacacacacacacaCCcacacacacacacacacacacaCCCCGGCTGAACCTTCACTCACAG

ST‐E00142:460:H2K7HCCXY:6:2204:3011:53469 1 30 104 18 1.5 AC CACACACACACGCACACACACACACACACACACACANA 0 0 17 3 151 cacacaCCCACACCCACACGCACCcacacacacaCGcac CACACACCCACACCCACAC TGTGAGTGAAGGTTCAGCCG 5 3 6 19 156 20 61,118 60,250 38,200 55,200 2,368,272 F 157 ACCcacacacaCCCACACCCACACGCACCcacacacacaCGcacacacacacacacacacacacacacacacacacaCCcacacacacacaCCcacacacacacacacaCCcacacacacacacacacacacaCCCCGGCTGAACCTTCACTCACAG

ST‐E00142:460:H2K7HCCXY:6:2204:3011:53469 1 30 104 18 1.5 AC CACACACACACGCACACACACACACACACACACACANA 0 0 17 3 153 cacacacaCCCACACCCACACGCACCcacacacacaCGc CACACACACCCACACCCAC TGTGAGTGAAGGTTCAGCCG 7 3 4 19 156 20 61,118 60,250 46,100 55,200 2,368,272 F 157 ACCcacacacaCCCACACCCACACGCACCcacacacacaCGcacacacacacacacacacacacacacacacacacaCCcacacacacacaCCcacacacacacacacaCCcacacacacacacacacacacaCCCCGGCTGAACCTTCACTCACAG

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 1 1 4 6 220 GAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACA GAAATGCCTTTGCTGCCTCC CCTCTCAATCAGTGCGCGT 123 6 14 20 233 19 60,108 60,447 43,000 60,100 1,555,264 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 220 GAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACA GAAATGCCTTTGCTGCCTCC CCTCTCAATCAGTGCGCGTG 123 5 14 20 233 20 60,108 61,690 43,000 53,400 1,798,755 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 183 GACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGACTCTGGCCCTCACTCATC CCTCTCAATCAGTGCGCGT 86 6 51 20 233 19 59,536 60,447 29,200 60,100 1,910,412 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 221 GGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCAC GGAAATGCCTTTGCTGCCTC CCTCTCAATCAGTGCGCGT 124 6 13 20 233 19 60,108 60,447 47,000 60,100 1,555,264 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 6 5 182 GACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGACTCTGGCCCTCACTCATC CTCTCAATCAGTGCGCGTG 86 5 51 20 232 19 59,536 59,294 29,200 53,400 2,169,921 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 6 5 183 GACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGACTCTGGCCCTCACTCATC CCTCTCAATCAGTGCGCGTG 86 5 51 20 233 20 59,536 61,690 29,200 53,400 2,153,903 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 10 6 122 CCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTCCAGTGGTTGTGAGTGAGGG CCTCTCAATCAGTGCGCGT 25 6 112 20 233 19 60,250 60,447 43,000 60,100 1,697,259 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 121 CCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTCCAGTGGTTGTGAGTGAGGG CTCTCAATCAGTGCGCGTG 25 5 112 20 232 19 60,250 59,294 43,000 53,400 1,956,768 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:24444:70275 1 157 52 18 2 AC GTGTGTGTGTGCGCACGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 122 CCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTCCAGTGGTTGTGAGTGAGGG CCTCTCAATCAGTGCGCGTG 25 5 112 20 233 20 60,250 61,690 43,000 53,400 1,940,750 D 234 GGGTATGTTGGTGGAAATGCCTTTGCTGCCTCCCTTGCTCTCAAGCACAGGACTCTGGCCCTCACTCATCCCCTGTAACACTGAGGGGACCCAGCCTGAGGAAGGGGATTTCCAGTGGTTGTGAGTGAGGGGCTGCTCCTTTATTCTGGTTTCCAGgtgtgtgtgtGCGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTGCACGCGCACTGATTGAGAGGC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 1 1 4 19 116 CCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCCTCATCGAGGCTATCTTTGC GGAGCTTGTCAGAAAGGCAC 19 20 126 21 241 20 58,588 59,122 36,800 50,100 3,289,647 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 5 21 190 GTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTGTATAGTCTGCTCTCTGATTGGCT TTGGAGCTTGTCAGAAAGGCA 88 21 54 24 243 21 59,719 60,134 47,500 47,500 5,414,500 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 5 21 191 AGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGAGTATAGTCTGCTCTCTGATTGGC TTGGAGCTTGTCAGAAAGGCA 89 21 53 24 243 21 59,719 60,134 45,200 47,500 5,414,500 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 5 21 241 TCATTCTGAGATCATCAATTACTCCCATCTCATTGTA TCATTCTGAGATCATCAATTACTCCCA TTGGAGCTTGTCAGAAAGGCA 136 21 3 27 243 21 59,928 60,134 43,700 47,500 8,205,395 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 170 TGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGTGGCTCCAGAACATGCTGTT TGGAGCTTGTCAGAAAGGCA 73 21 73 20 242 20 59,889 59,526 31,600 47,500 0.584816 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 171 TTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCT TTGGCTCCAGAACATGCTGT TGGAGCTTGTCAGAAAGGCA 74 21 72 20 242 20 59,889 59,526 44,000 47,500 0.584816 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 190 AGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGAGTATAGTCTGCTCTCTGATTGGC TGGAGCTTGTCAGAAAGGCA 89 21 53 24 242 20 59,719 59,526 45,200 47,500 4,754,432 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 234 TGAGATCATCAATTACTCCCATCTCATTGTACAATAATGAGATCATCAATTACTCCCATCTCA TGGAGCTTGTCAGAAAGGCA 131 21 9 26 242 20 59,444 59,526 32,700 47,500 7,029,871 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 236 TCTGAGATCATCAATTACTCCCATCTCATTGTACAATTCTGAGATCATCAATTACTCCCATCT TGGAGCTTGTCAGAAAGGCA 133 21 7 26 242 20 59,214 59,526 29,000 47,500 7,260,215 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 240 TCATTCTGAGATCATCAATTACTCCCATCTCATTGTA TCATTCTGAGATCATCAATTACTCCC TGGAGCTTGTCAGAAAGGCA 137 21 3 26 242 20 58,552 59,526 43,000 47,500 7,922,175 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 21 240 TCATTCTGAGATCATCAATTACTCCCATCTCATTGTA TCATTCTGAGATCATCAATTACTCCCA TGGAGCTTGTCAGAAAGGCA 136 21 3 27 242 20 59,928 59,526 43,700 47,500 7,545,327 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 19 115 CCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCCTCATCGAGGCTATCTTTGC GAGCTTGTCAGAAAGGCACG 19 19 126 21 240 20 58,588 59,485 36,800 53,400 2,926,594 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 19 117 CCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCCTCATCGAGGCTATCTTTGC TGGAGCTTGTCAGAAAGGCA 19 21 126 21 242 20 58,588 59,526 36,800 47,500 2,885,658 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 19 168 TGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGTGGCTCCAGAACATGCTGTT GAGCTTGTCAGAAAGGCACG 73 19 73 20 240 20 59,889 59,485 31,600 53,400 0.625752 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 19 232 TGAGATCATCAATTACTCCCATCTCATTGTACAATAATGAGATCATCAATTACTCCCATCTCA GAGCTTGTCAGAAAGGCACG 131 19 9 26 240 20 59,444 59,485 32,700 53,400 7,070,807 B 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 2 97 TGCCCAtctctcTTTCCCTCTCtatatatatatatatatatata TGCCCATCTCTCTTTCCCTC GAGCTTGTCAGAAAGGCACG 2 19 144 20 240 20 58,792 59,485 43,000 53,400 1,722,482 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 2 99 TGCCCAtctctcTTTCCCTCTCtatatatatatatatatatata TGCCCATCTCTCTTTCCCTC TGGAGCTTGTCAGAAAGGCA 2 21 144 20 242 20 58,792 59,526 43,000 47,500 1,681,546 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:30371:3507 1 166 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 6 1 99 TGCCCAtctctcTTTCCCTCTCtatatatatatatatatatata TGCCCATCTCTCTTTCCCTCT TGGAGCTTGTCAGAAAGGCA 1 21 144 21 242 20 60,274 59,526 36,900 47,500 1,747,823 F 267 CTTCATTCTGAGATCATCAATTACTCCCATCTCATTGTACAATAAAAGGTTTAGTATAGTCTGctctctGATTGGCTCCAGAACATGCTGTTCTAAGAAACTATCCTGAAAACATTCAATGTACTCCTCATCGAGGCTATCTTTGCCCAtctctcTTTCCCTCTCtatatatatatatatatatatatatatatatatataAATCTCCCATGATTATCCCCGTGCCTTTCTGACAAGCTCCAATTATTTCTTCCTTTATGCTCAACC

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 14 26 146 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA CCGCTGACTCTCTGTGTCTA 44 26 14 20 159 20 60,034 58,546 47,500 25,900 1,487,801 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 26 147 AGGgagagagaCagagagGCAGACAGAGAATGATAGAAGGGAGAGAGACAGAGAGGC CCGCTGACTCTCTGTGTCTA 45 26 13 20 159 20 59,741 58,546 47,000 25,900 1,712,975 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 25 146 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA CCGCTGACTCTCTGTGTCTAT 44 25 14 20 159 21 60,034 58,979 47,500 19,800 2,054,321 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 120 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA TCTTTCTCTCCCTCCTTCCC 44 0 14 20 133 20 60,034 57,744 47,500 39,700 2,289,371 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 121 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA CTCTTTCTCTCCCTCCTTCCC 44 0 14 20 134 21 60,034 58,885 47,500 39,700 2,149,027 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 0 122 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA TCTCTTTCTCTCCCTCCTTCCC 44 0 14 20 135 22 60,034 60,293 47,500 39,700 2,326,187 F 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 1 10 25 203 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG CCTAACGCTCTCACTCTGCC 25 32 31 22 233 20 57,744 60,179 43,000 48,500 4,434,957 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 22 193 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG TCACTCTGCCAGCCTCTTTG 25 22 31 22 223 20 57,744 59,964 43,000 27,700 4,291,714 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 7 173 GGGACAGGGTTagagagagATATAGACagagagagagaGGGACAGGGTTAGAGAGAGA TCACTCTGCCAGCCTCTTTG 7 22 51 20 223 20 57,169 59,964 31,000 27,700 2,866,532 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 44 240 ACAATCCAGGgagagagaCagagagGCAGACAGAGAAACAATCCAGGGAGAGAGACAG TCTCACTCTCTGCCTAACGC 51 44 6 21 245 20 58,534 59,188 35,100 48,400 3,277,728 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 44 240 ACAATCCAGGgagagagaCagagagGCAGACAGAGAAACAATCCAGGGAGAGAGACAGA TCTCACTCTCTGCCTAACGC 50 44 6 22 245 20 59,956 59,188 34,100 48,400 2,855,579 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 44 241 ACAATCCAGGgagagagaCagagagGCAGACAGAGAAACAATCCAGGGAGAGAGACAGA CTCTCACTCTCTGCCTAACGC 50 44 6 22 246 21 59,956 60,202 34,100 48,400 3,245,909 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 20 191 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG ACTCTGCCAGCCTCTTTGTC 25 20 31 22 221 20 57,744 59,964 43,000 31,800 4,291,856 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 18 189 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG TCTGCCAGCCTCTTTGTCTG 25 18 31 22 219 20 57,744 59,964 43,000 35,100 4,291,714 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 16 187 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG TGCCAGCCTCTTTGTCTGTC 25 16 31 22 217 20 57,744 60,250 43,000 35,100 4,506,300 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 15 186 GCAGACAGAGAATGATAGAGGGGACAGGGTTagagGCAGACAGAGAATGATAGAGGG GCCAGCCTCTTTGTCTGTCT 25 15 31 22 216 20 57,744 59,964 43,000 34,100 4,291,856 D 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 7 166 GGGACAGGGTTagagagagATATAGACagagagagagaGGGACAGGGTTAGAGAGAGA GCCAGCCTCTTTGTCTGTCT 7 15 51 20 216 20 57,169 59,964 31,000 34,100 2,866,673 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 7 169 GGGACAGGGTTagagagagATATAGACagagagagagaGGGACAGGGTTAGAGAGAGA TCTGCCAGCCTCTTTGTCTG 7 18 51 20 219 20 57,169 59,964 31,000 35,100 2,866,532 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 22 210 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA TCACTCTGCCAGCCTCTTTG 44 22 14 20 223 20 60,034 59,964 47,500 27,700 0.069481 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 18 206 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA TCTGCCAGCCTCTTTGTCTG 44 18 14 20 219 20 60,034 59,964 47,500 35,100 0.069481 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:31558:19803 1 78 104 18 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 15 203 GGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGAGAGAGACAGAGAGGCA GCCAGCCTCTTTGTCTGTCT 44 15 14 20 216 20 60,034 59,964 47,500 34,100 0.069623 G 283 AAGAAACAATCCAGGgagagagaCagagagGCAGACAGAGAATGATAGAGGGGACAGGGTTagagagagATATAGACagagagagagagagagagagagagagagagagagagGGGAAGGAGGgagagaAagagagagATAGACACagagagTCAGCGGgagagagagagagaTGgagagaTTCAGAGAAACAAGCAGACAGACAAAGAGGCTGGCAGAGTGAGAGCGTTAGGCagagagTgagagaAAACTAGTgagagagaCAGaaaaaGAGATCGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 18 2 126 TGTgagagaGGGATagagagGGATagagagagATagaga TGTGAGAGAGGGATAGAGAGGG ACCACTCACACTTCCCTTTACA 2 6 54 22 179 22 59,555 59,225 43,000 24,100 5,220,529 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 2 152 TGTgagagaGGGATagagagGGATagagagagATagaga TGTGAGAGAGGGATAGAGAGGG ACCTCTCACACTTCTCTTAACTGA 2 30 54 22 205 24 59,555 58,859 43,000 34,100 7,586,327 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 2 153 TGTgagagaGGGATagagagGGATagagagagATagaga TGTGAGAGAGGGATAGAGAGGG CACCTCTCACACTTCTCTTAACTGA 2 30 54 22 206 25 59,555 59,990 43,000 34,100 7,455,258 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 2 154 TGTgagagaGGGATagagagGGATagagagagATagaga TGTGAGAGAGGGATAGAGAGGG ACACCTCTCACACTTCTCTTAACT 2 32 54 22 207 24 59,555 59,104 43,000 22,400 7,341,627 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 1 121 TGTgagagaGGGATagagagGGATagagagagATagaga TGTGAGAGAGGGATAGAGAGGG TCACACTTCCCTTTACAGACCA 2 1 54 22 174 22 59,555 58,957 43,000 40,200 5,487,827 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2205:8958:28611 1 78 74 18 1.5 AG AGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 18 1 125 GTgagagaGGGATagagagGGATagagagagATagagag GTGAGAGAGGGATAGAGAGGGA ACCACTCACACTTCCCTTTACA 1 6 55 22 179 22 59,286 59,225 42,000 24,100 5,489,634 F 207 TagagagagATagagagagagATAGTGTgagagagagaTagagagagagATAGTGTgagagaGGGATagagagGGATagagagagATagagagagagagagagagagagagagagagagagagATagagagagagagagagagagagagagGTGGTCTGTAAAGGGAAGTGTGAGTGGTTTTCAGTTAAGAGAAGTGTGAGAGGTGT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 0 101 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC TGCAGACAGGGAAAGTCAGAC 0 23 17 21 117 21 58,779 59,929 33,200 35,100 3,291,927 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 182 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC TGTCTGTTCTGAGTTTCTATCCTGT 0 100 17 21 198 25 58,779 59,460 33,200 40,000 7,761,506 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 183 TTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgTTCAATCAGTGCACTGGAACAC TGTCTGTTCTGAGTTTCTATCCTGT 0 100 16 22 198 25 59,382 59,460 33,200 40,000 8,158,578 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 213 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC AGGAGAAAGAATATTCCACAGAAACT 0 130 17 21 229 26 58,779 58,306 33,200 26,600 9,915,262 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 217 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC TGAAAGGAGAAAGAATATTCCACAGA 0 134 17 21 233 26 58,779 58,311 33,200 34,100 9,910,468 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 217 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC TGAAAGGAGAAAGAATATTCCACAG 0 135 17 21 233 25 58,779 57,072 33,200 36,600 10,149,476 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 222 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC GGGAATGAAAGGAGAAAGAATATTCCA 0 138 17 21 238 27 58,779 59,439 33,200 35,300 9,782,526 F 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 1 182 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACA TGTCTGTTCTGAGTTTCTATCCTGT 1 100 17 20 198 25 57,363 59,460 31,800 40,000 8,176,983 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 0 100 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC GCAGACAGGGAAAGTCAGACA 0 22 17 21 116 21 58,779 59,929 33,200 34,100 3,291,927 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 268 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC AGCAGAGAGGGAGAAGAGTCT 0 190 17 21 284 21 58,779 59,359 33,200 32,400 3,861,839 F 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 270 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC TGAGCAGAGAGGGAGAAGAGT 0 192 17 21 286 21 58,779 59,643 33,200 32,400 3,578,589 F 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 271 TTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgTTCAATCAGTGCACTGGAACAC TGAGCAGAGAGGGAGAAGAGT 0 192 16 22 286 21 59,382 59,643 33,200 32,400 3,975,661 F 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:23794:15039 1 38 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 111 TCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgt TCAATCAGTGCACTGGAACAC GGAGAGGATTTGCAGACAGGG 0 33 17 21 127 21 58,779 60,408 33,200 44,500 3,629,158 A 287 TTGGTTAAAACTCTTTTCAATCAGTGCACTGGAACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCATTAAAATATGGCTGAGATTGTCTGACTTTCCCTGTCTGCAAATCCTCTCCTCCTAATCTCCTGTAAAAGGAGTTTACAAAAGTCATCACTGTAAGTACAGGATAGAAACTCAGAACAGACAATTTTAGTTTCTGTGGAATATTCTTTCTCCTTTCATTcccccAAATCTATAATTCTCTGTGCCTGAGACTCTTCTCCctctctGCTCAT

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 13 31 169 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC GCACCCTGGGCTGAATGATA 31 64 1 18 169 20 57,951 59,817 38,600 21,500 4,232,187 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 174 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC CTAATGCACCCTGGGCTGAA 31 69 1 18 174 20 57,951 60,034 38,600 30,200 4,082,882 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 180 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC ACTCTGCTAATGCACCCTGG 31 75 1 18 180 20 57,951 59,746 38,600 44,500 4,302,874 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 190 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC GAGATATTGAACTCTGCTAATGCACC 31 79 1 18 190 26 57,951 60,073 38,600 50,100 10,122,027 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 190 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC GAGATATTGAACTCTGCTAATGCAC 31 80 1 18 190 25 57,951 58,114 38,600 45,700 10,935,003 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 191 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC AGAGATATTGAACTCTGCTAATGCAC 31 80 1 18 191 26 57,951 59,295 38,600 45,700 10,754,077 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 242 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC AGCATTCATCAGCATTCGGC 31 137 1 18 242 20 57,951 59,333 38,600 55,400 4,715,609 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 243 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC GAGCATTCATCAGCATTCGGC 31 137 1 18 243 21 57,951 60,335 38,600 55,400 5,383,475 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 31 244 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC AGAGCATTCATCAGCATTCGG 31 138 1 18 244 21 57,951 58,781 38,600 43,000 6,268,153 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 11 117 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC AGTGCACAGCAAATCCTAAGC 31 11 1 18 117 21 57,951 59,185 38,600 30,900 5,863,699 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 10 115 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC TGCACAGCAAATCCTAAGCA 31 10 1 18 115 20 57,951 58,092 38,600 39,100 5,957,040 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:24779:48177 1 50 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 10 116 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATAGAGAGGGAGCAGGAAGC GTGCACAGCAAATCCTAAGCA 31 10 1 18 116 21 57,951 59,459 38,600 39,100 5,589,843 F 278 agagagGGAGCAGGAAGCAAGGATAAGAAAAGGATagagagagTGAGACagagagagagagagagagagagagagagagagagagAAAGCAGGGTTGCTTAGGATTTGCTGTGCACTTATGACAAAATTCACTTGGTGTTTTACGCCAATATCATTCAGCCCAGGGTGCATTAGCAGAGTTCAATATCTCTGTAAATTGCAGATAAATCATTTAATAACTTAGCCGAATGCTGATGAATGctctctctACCTCTTCCTTATCCTTGCTTCCTGCTCCC

ST‐E00142:460:H2K7HCCXY:6:2206:30137:8411 1 58 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 18 7 95 CCCAGGCTTTCACTcacacacaGTCCCGTCTcacacaca CCCAGGCTTTCACTCACACA TGGGAGTGTGGATGTGAAAGT 11 7 27 20 121 21 60,179 59,226 37,200 26,600 1,953,275 F 203 GTCCCAGGCTTTcacacacacacaGTCCCAGGCTTTCACTcacacacaGTCCCGTCTcacacacacacacacacacacacacacacacacacaGTCCCAGACTTTCACATCCACACTCCCActctctcacacacacacacaGTCCCAGTCTTTcacacacacacacacaGTCCAAGGCTTTcacacacacacaGTCCCAGACT

ST‐E00142:460:H2K7HCCXY:6:2206:30137:8411 1 58 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 7 96 TCCCAGGCTTTCACTcacacacaGTCCCGTCTcacacac TCCCAGGCTTTCACTCACAC TGGGAGTGTGGATGTGAAAGT 12 7 26 20 121 21 59,891 59,226 38,200 26,600 1,882,839 F 203 GTCCCAGGCTTTcacacacacacaGTCCCAGGCTTTCACTcacacacaGTCCCGTCTcacacacacacacacacacacacacacacacacacaGTCCCAGACTTTCACATCCACACTCCCActctctcacacacacacacaGTCCCAGTCTTTcacacacacacacacaGTCCAAGGCTTTcacacacacacaGTCCCAGACT

ST‐E00142:460:H2K7HCCXY:6:2206:30137:8411 1 58 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 7 97 GTCCCAGGCTTTCACTcacacacaGTCCCGTCTcacacaGTCCCAGGCTTTCACTCACA TGGGAGTGTGGATGTGAAAGT 13 7 25 20 121 21 59,891 59,226 35,800 26,600 1,882,839 F 203 GTCCCAGGCTTTcacacacacacaGTCCCAGGCTTTCACTcacacacaGTCCCGTCTcacacacacacacacacacacacacacacacacacaGTCCCAGACTTTCACATCCACACTCCCActctctcacacacacacacaGTCCCAGTCTTTcacacacacacacacaGTCCAAGGCTTTcacacacacacaGTCCCAGACT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 1 1 4 7 150 ACCATTCCAAACGTTCCACATGAACGGCGcacacaCCACCATTCCAAACGTTCCACA TTCCCTTTCTCTCCCTAACTCT 36 7 61 20 210 22 57,940 57,578 41,700 32,400 6,481,624 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 4 7 205 AAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGAAATTAACTGAGCTAGCATGTACTG TTCCCTTTCTCTCCCTAACTCT 86 7 6 25 210 22 57,455 57,578 27,400 32,400 11,966,936 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 4 6 149 ACCATTCCAAACGTTCCACATGAACGGCGcacacaCCACCATTCCAAACGTTCCACA TCCCTTTCTCTCCCTAACTCTT 36 6 61 20 209 22 57,940 57,578 41,700 28,500 6,481,624 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 4 6 149 ACCATTCCAAACGTTCCACATGAACGGCGcacacaCCACCATTCCAAACGTTCCACATG TCCCTTTCTCTCCCTAACTCTT 34 6 61 22 209 22 59,704 57,578 32,100 28,500 6,717,484 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 4 6 204 AAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGAAATTAACTGAGCTAGCATGTACTG TCCCTTTCTCTCCCTAACTCTT 86 6 6 25 209 22 57,455 57,578 27,400 28,500 11,966,936 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 5 6 205 AAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGAAATTAACTGAGCTAGCATGTACTG TTCCCTTTCTCTCCCTAACTCTT 86 6 6 25 210 23 57,455 58,236 27,400 28,500 12,309,853 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 8 7 122 GcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgGCACACACCAACTCCAACAG TTCCCTTTCTCTCCCTAACTCT 8 7 89 20 210 22 59,618 57,578 31,600 32,400 4,803,375 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 8 6 121 GcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgGCACACACCAACTCCAACAG TCCCTTTCTCTCCCTAACTCTT 8 6 89 20 209 22 59,618 57,578 31,600 28,500 4,803,375 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2206:5213:39106 1 117 65 18 2 AC TGTGTGCATGTGTGTGTGCATGTAAGAGAGTGTGT NA 0 0 8 6 122 GcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgGCACACACCAACTCCAACAG TTCCCTTTCTCTCCCTAACTCTT 8 6 89 20 210 23 59,618 58,236 31,600 28,500 5,146,292 G 229 ATTTAAAATTAACTGAGCTAGCATGTACTGCttttttGTGGAGGTGAACTCCACACTTCTACCATTCCAAACGTTCCACATGAACGGCGcacacaCCAACTCCAACAGTCTCAGTCtgtgtgCAtgtgtgtgtgCATGTAAGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATAAGTAAGAGTTAGGgagagaAAGGGaaaaaGCAATTAGAGAATGGT

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 17 118 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACAA TGCGTATCATCTAAAGCCTGCT 22 17 3 21 120 22 59,645 59,897 33,300 42,400 3,458,475 A 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 18 119 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA GTGCGTATCATCTAAAGCCTGC 23 18 3 20 121 22 59,006 59,778 45,700 48,500 3,216,227 A 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 17 118 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA TGCGTATCATCTAAAGCCTGCT 23 17 3 20 120 22 59,006 59,897 45,700 42,400 3,097,341 A 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 24 140 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCAC TTTGTGTGTAAGTCTGAATGTGC 24 36 1 21 140 23 59,253 57,831 50,100 45,700 6,915,882 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 25 140 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCA TTTGTGTGTAAGTCTGAATGTGCG 25 35 1 20 140 24 57,867 60,261 53,600 53,400 6,393,860 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 24 140 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCAC TTTGTGTGTAAGTCTGAATGTGCG 24 35 1 21 140 24 59,253 60,261 50,100 53,400 6,007,934 F 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 112 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 12 1 178 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA GCATGTGTGTATGTGTCTGTGA 23 1 3 20 180 22 59,006 58,934 45,700 35,800 4,060,627 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 112 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 3 179 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA TGCATGTGTGTATGTGTCTGT 23 3 3 20 181 21 59,006 57,875 45,700 34,100 4,118,825 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 112 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 2 179 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA TGCATGTGTGTATGTGTCTGTG 23 2 3 20 181 22 59,006 59,193 45,700 36,600 3,801,639 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 149 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 6 23 261 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA GGATTTCCCAGGAAGGCCAA 23 49 3 20 263 20 59,006 59,959 45,700 45,200 1,035,336 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 149 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 23 262 AAGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACA GGATTTCCCAGGAAGGCCAA 23 49 2 21 263 20 59,645 59,959 45,700 45,200 1,396,471 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:21663:46648 1 46 149 18 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 22 261 AGGATTCACAGATGGGCACAAACTTACACATATTCAAGGATTCACAGATGGGCACAA GGATTTCCCAGGAAGGCCAA 22 49 3 21 263 20 59,645 59,959 33,300 45,200 1,396,471 G 274 CAAGGATTCACAGATGGGCACAAACTTACACATATTCAAATACTGacacacacacacacacacacacacacacacacacacAGATATAAACTCACAATAGCAGGCTTTAGATGATACGCACATTCAGACTTacacacaaaaaaTGTGcacacacacaTTCACAGACACATacacacATGCAAacacacacacacGGAATAAAGACATTCTTCATAAAATCAATTAGGGATGGAAATTaaaaaTTTGGCCTTCCTGGGAAATCCACAAATCGTAA

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 1 1 19 3 190 tctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAt TCTCTCTGTCTGTGTCTCTGTCT GCGGAACTTAGCCACTGTGA 3 80 44 23 233 20 59,928 60,320 34,100 35,800 3,392,751 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 1 136 ctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctc CTCTGTCTGTGTCTCTGTCTGT TTAGCTAAGCCCTGTACCGC 1 29 47 22 182 20 59,116 59,537 34,100 56,800 3,346,801 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 1 187 ctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctc CTCTGTCTGTGTCTCTGTCTGT GCGGAACTTAGCCACTGTGA 1 80 47 22 233 20 59,116 60,320 34,100 35,800 3,204,433 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 1 194 ctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctc CTCTGTCTGTGTCTCTGTCTGT GAGAGGTGCGGAACTTAGCC 1 87 47 22 240 20 59,116 60,460 34,100 39,300 3,344,471 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 0 134 tcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctct TCTGTCTGTGTCTCTGTCTGTG TAGCTAAGCCCTGTACCGCA 0 28 48 22 181 20 59,379 60,685 36,600 56,900 3,305,716 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 0 135 tcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctct TCTGTCTGTGTCTCTGTCTGTG TTAGCTAAGCCCTGTACCGC 0 29 48 22 182 20 59,379 59,537 36,600 56,800 3,083,374 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 0 186 tcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctct TCTGTCTGTGTCTCTGTCTGTG GCGGAACTTAGCCACTGTGA 0 80 48 22 233 20 59,379 60,320 36,600 35,800 2,941,006 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 0 187 tcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctct TCTGTCTGTGTCTCTGTCTGTG TGCGGAACTTAGCCACTGTG 0 81 48 22 234 20 59,379 60,603 36,600 36,600 3,223,224 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25215:45136 1 70 64 18 2 AG TCTCTCTCTCTCTCTATCTCTCTTTCTTTCTCTCTCTCTNA 0 0 20 0 193 tcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctct TCTGTCTGTGTCTCTGTCTGTG GAGAGGTGCGGAACTTAGCC 0 87 48 22 240 20 59,379 60,460 36,600 39,300 3,081,045 G 249 CTCACTCACTCTGTCTGtctctctctctctcCctctctGTCTGtctctcTGTCTGTGTCTCTGTCTGTGtctctctctctctcTAtctctcTTTCTTtctctctctctctctctctctctctctctctctctcTATCTCTGtctctctcGAGCCAGCACGCTGCGGTACAGGGCTTAGCTAACTTGTGAACAGAGTTGTAACCGTCTCCTTGTTCACAGTGGCTAAGTTCCGCACCTCTCGGGCAAATG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 45 195 TGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATGCTAGTTCAGTGAGTATCTGAGA TCGGACAAACACTCTGAGCT 48 45 5 24 199 20 58,499 58,959 32,700 40,900 6,541,802 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 7 138 TCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtg TCAGTGTCTCTGTGCAAGCT TCTGAGCTTGGACCAACACA 7 33 50 20 187 20 59,245 59,163 37,400 37,200 1,591,685 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 5 136 AGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgt AGTGTCTCTGTGCAAGCTCA TCTGAGCTTGGACCAACACA 5 33 52 20 187 20 59,245 59,163 42,600 37,200 1,591,685 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 3 134 TGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgTGTCTCTGTGCAAGCTCAGT TCTGAGCTTGGACCAACACA 3 33 54 20 187 20 59,245 59,163 34,100 37,200 1,591,685 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 47 198 TGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATGCTAGTTCAGTGAGTATCTGAGA AGCTCGGACAAACACTCTGAG 48 47 5 24 202 21 58,499 60,000 32,700 33,500 6,501,438 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 45 196 TGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATGCTAGTTCAGTGAGTATCTGAGA CTCGGACAAACACTCTGAGCT 48 45 5 24 200 21 58,499 60,000 32,700 40,900 6,501,438 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 5 149 AGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgt AGTGTCTCTGTGCAAGCTCA CTCGGACAAACACTCTGAGCT 5 45 52 20 200 21 59,245 60,000 42,600 40,900 1,755,361 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 147 TGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgTGTCTCTGTGCAAGCTCAGT CTCGGACAAACACTCTGAGCT 3 45 54 20 200 21 59,245 60,000 34,100 40,900 1,755,361 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 149 TGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgTGTCTCTGTGCAAGCTCAGT AGCTCGGACAAACACTCTGAG 3 47 54 20 202 21 59,245 60,000 34,100 33,500 1,755,361 D 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 3 189 TGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgTGTCTCTGTGCAAGCTCAGT TGAGCTCGGACACACACATT 3 88 54 20 242 20 59,245 59,607 34,100 27,100 1,147,785 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 51 243 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgt TGTTTGCTAGTTCAGTGAGTATCTG CTGAGCTCGGACACACACAT 51 89 1 25 243 20 58,841 60,038 29,000 32,100 6,197,175 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 50 243 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgt TGTTTGCTAGTTCAGTGAGTATCTGA CTGAGCTCGGACACACACAT 50 89 1 26 243 20 60,015 60,038 32,700 32,100 6,053,317 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 48 240 TTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCTTGCTAGTTCAGTGAGTATCTGAGA CTGAGCTCGGACACACACAT 48 89 4 25 243 20 59,054 60,038 32,700 32,100 5,984,260 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 7 194 TCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtg TCAGTGTCTCTGTGCAAGCT CTGAGCTCGGACACACACAT 7 89 50 20 243 20 59,245 60,038 37,400 32,100 0.792961 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 5 192 AGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgt AGTGTCTCTGTGCAAGCTCA CTGAGCTCGGACACACACAT 5 89 52 20 243 20 59,245 60,038 42,600 32,100 0.792961 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 190 TGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgTGTCTCTGTGCAAGCTCAGT CTGAGCTCGGACACACACAT 3 89 54 20 243 20 59,245 60,038 34,100 32,100 0.792961 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 2 189 GTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgt GTCTCTGTGCAAGCTCAGTG CTGAGCTCGGACACACACAT 2 89 55 20 243 20 58,853 60,038 36,600 32,100 1,184,520 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:25702:37506 1 77 58 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 1 188 TCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtg TCTCTGTGCAAGCTCAGTGA CTGAGCTCGGACACACACAT 1 89 56 20 243 20 58,957 60,038 34,100 32,100 1,080,904 G 247 TGTTTGCTAGTTCAGTGAGTATCTGAGATTAATAtgtgtgCATCTGTGTTCAGTGTCTCTGTGCAAGCTCAGTGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCGAGCTCAgtgtgtgtgtgtCTGATTTCAGTCTGTGtctctcCGATCTCAGTATGTGTTGGTCCAAGCTCAGAGTGTTTGTCCGAGCTTAgtgtgtgtGAATGAGCTTAAtgtgtgtgTCCGAGCTCAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 0 97 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCACT AGAAGAATACAGAACAGCAACAAA 15 0 80 22 176 24 60,357 57,057 44,000 28,300 9,299,685 A 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 140 GCTTCATTGACTCGAACAGCATTTACTTCCCATTCCaGCTTCATTGACTCGAACAGCA AGAAGAATACAGAACAGCAACAAA 59 0 37 21 176 24 59,199 57,057 44,100 28,300 8,743,117 B 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 141 TGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCTGCTTCATTGACTCGAACAGC AGAAGAATACAGAACAGCAACAAA 60 0 36 21 176 24 59,199 57,057 44,000 28,300 8,743,117 B 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 142 GTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCGTGCTTCATTGACTCGAACAGC AGAAGAATACAGAACAGCAACAAA 60 0 35 22 176 24 60,412 57,057 44,000 28,300 9,354,596 B 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 16 153 GCTTCATTGACTCGAACAGCATTTACTTCCCATTCCaGCTTCATTGACTCGAACAGCA GGCACCCACACATAGAAGAAT 59 16 37 21 189 21 59,199 57,995 44,100 24,000 4,805,338 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 96 CCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTT CCCTTGAGAAGTTTGTGCACT AGAAGAATACAGAACAGCAACAAA 15 0 81 21 176 24 58,699 57,057 44,000 28,300 9,243,878 A 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 97 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCAC AGAAGAATACAGAACAGCAACAAA 16 0 80 21 176 24 58,976 57,057 45,700 28,300 8,966,946 A 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 17 153 GCTTCATTGACTCGAACAGCATTTACTTCCCATTCCaGCTTCATTGACTCGAACAGCA GGCACCCACACATAGAAGAA 59 17 37 21 189 20 59,199 57,510 44,100 25,200 4,290,524 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 17 154 TGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCTGCTTCATTGACTCGAACAGC GGCACCCACACATAGAAGAA 60 17 36 21 189 20 59,199 57,510 44,000 25,200 4,290,524 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 110 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCAC GGCACCCACACATAGAAGAA 16 17 80 21 189 20 58,976 57,510 45,700 25,200 4,514,352 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 96 TGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgTGTGCACTTTGTGAGTCAGTG GGCACCCACACATAGAAGAA 2 17 94 21 189 20 58,991 57,510 36,600 25,200 4,498,990 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 95 GTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgt GTGCACTTTGTGAGTCAGTGT GGCACCCACACATAGAAGAA 1 17 95 21 189 20 58,990 57,510 35,500 25,200 4,499,712 F 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 7 6 147 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCAC ACACAGGTGCACACACTGG 16 6 80 21 226 19 58,976 60,452 45,700 40,000 3,476,341 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 190 GCTTCATTGACTCGAACAGCATTTACTTCCCATTCCaGCTTCATTGACTCGAACAGCA ACACAGGTGCACACACTGG 59 6 37 21 226 19 59,199 60,452 44,100 40,000 3,252,513 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 191 TGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCTGCTTCATTGACTCGAACAGC ACACAGGTGCACACACTGG 60 6 36 21 226 19 59,199 60,452 44,000 40,000 3,252,513 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 2 133 TGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgTGTGCACTTTGTGAGTCAGTG ACACAGGTGCACACACTGG 2 6 94 21 226 19 58,991 60,452 36,600 40,000 3,460,978 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 1 132 GTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgt GTGCACTTTGTGAGTCAGTGT ACACAGGTGCACACACTGG 1 6 95 21 226 19 58,990 60,452 35,500 40,000 3,461,701 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 6 148 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCAC CACACAGGTGCACACACTGG 16 6 80 21 227 20 58,976 61,718 45,700 40,000 3,742,205 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 6 191 GCTTCATTGACTCGAACAGCATTTACTTCCCATTCCaGCTTCATTGACTCGAACAGCA CACACAGGTGCACACACTGG 59 6 37 21 227 20 59,199 61,718 44,100 40,000 3,518,377 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 2 134 TGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgTGTGCACTTTGTGAGTCAGTG CACACAGGTGCACACACTGG 2 6 94 21 227 20 58,991 61,718 36,600 40,000 3,726,842 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3336:60044 1 117 85 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 7 148 ACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTACCCTTGAGAAGTTTGTGCAC CACACAGGTGCACACACTG 16 7 80 21 227 19 58,976 59,277 45,700 36,600 3,747,687 G 240 GATATAGGGATTTAAATTCATTTATCCGAGATTTGTGCTTCATTGACTCGAACAGCATTTACTTCCCATTCCatatatTACCCTTGAGAAGTTTGTGCACTTTGTGAGTCAGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTGCTGTTCTGTATTCTTCTAtgtgtgGGTGCCCAtgtgtgtgtgGCTGGGCCAgtgtgtGCACCtgtgtgtgTTTCTATGCAT

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 41 178 CAGGcacacaACAACATGCACATGcacacaAacacacATCAGGCACACAACAACATGCA TTGGTGTGTGAGCGGTTAGT 41 61 10 20 187 20 59,897 59,533 39,600 22,400 0.569206 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 52 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacaACAGAAGCGCAGGCACAC CAGTTGGTGTGTGAGCGGTTA 52 63 1 18 190 21 60,975 60,809 38,200 28,500 4,783,210 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 52 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacaACAGAAGCGCAGGCACAC CAGTTGGTGTGTGAGCGGTT 52 64 1 18 190 20 60,975 61,095 38,200 44,400 4,069,926 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 52 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacaACAGAAGCGCAGGCACAC CAGTTGGTGTGTGAGCGGT 52 65 1 18 190 19 60,975 60,524 38,200 56,800 4,498,409 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 151 acaAacacacATGCCCATGCACACGGAAATATGAaca ACAAACACACATGCCCATGC TTGGTGTGTGAGCGGTTAGT 14 61 37 20 187 20 59,966 59,533 40,600 22,400 0.500324 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 153 acaAacacacATGCCCATGCACACGGAAATATGAaca ACAAACACACATGCCCATGC AGTTGGTGTGTGAGCGGTTA 14 63 37 20 189 20 59,966 59,533 40,600 28,500 0.500324 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 3 115 TGCCCATGCACACGGAAATATGAacacacacacacaca TGCCCATGCACACGGAAATA TAGTGCAGTGTCAGCGTGTG 3 36 48 20 162 20 60,323 60,597 14,000 38,200 0.920284 B 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 14 105 acaAacacacATGCCCATGCACACGGAAATATGAaca ACAAACACACATGCCCATGC ACGGTCAGTGTTGGTAGTGC 14 15 37 20 141 20 59,966 60,250 40,600 44,000 0.283522 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 3 94 TGCCCATGCACACGGAAATATGAacacacacacacaca TGCCCATGCACACGGAAATA ACGGTCAGTGTTGGTAGTGC 3 15 48 20 141 20 60,323 60,250 14,000 44,000 0.572648 B 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 14 104 acaAacacacATGCCCATGCACACGGAAATATGAaca ACAAACACACATGCCCATGC CGGTCAGTGTTGGTAGTGCA 14 14 37 20 140 20 59,966 60,250 40,600 45,700 0.283480 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 14 131 CAGGcacacaACAACATGCACATGcacacaAacacacATCAGGCACACAACAACATGCA CGGTCAGTGTTGGTAGTGCA 41 14 10 20 140 20 59,897 60,250 39,600 45,700 0.352362 F 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:5091:17975 1 71 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 3 93 TGCCCATGCACACGGAAATATGAacacacacacacaca TGCCCATGCACACGGAAATA CGGTCAGTGTTGGTAGTGCA 3 14 48 20 140 20 60,323 60,250 14,000 45,700 0.572606 B 190 ACAGAAGCGCAGGcacacaACAACATGCACATGcacacaAacacacATGCCCATGCACACGGAAATATGAacacacacacacacacacacacacacacacacacacATAGacacacacAATGCACTACCAACACTGACCGTGCACACGCTGACACTGCACTACCAATACTAACCGCTcacacaCCAACTG

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 20 145 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT CATGGAGGCAGTGGTCCCTA 48 20 24 21 168 20 59,569 60,983 34,100 35,300 2,414,094 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 9 134 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT TGGTCCCTACAGACTGCTGA 48 9 24 21 157 20 59,569 59,886 34,100 42,600 1,545,607 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 4 129 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT CCTACAGACTGCTGACGGTG 48 4 24 21 152 20 59,569 60,109 34,100 49,400 1,540,328 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 141 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT GAGGCAGTGGTCCCTACAGA 48 16 24 21 164 20 59,569 60,615 34,100 34,100 2,046,222 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 11 136 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT AGTGGTCCCTACAGACTGCT 48 11 24 21 159 20 59,569 59,885 34,100 42,400 1,546,592 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 50 190 TGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCAC TGATAGAGTCCCTCTTGTCCTCA GGAAGGTGCTTGGGATGGG 50 62 20 23 209 19 59,730 60,380 38,600 40,000 4,650,023 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 15 140 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT AGGCAGTGGTCCCTACAGAC 48 15 24 21 163 20 59,569 60,905 34,100 35,100 2,336,580 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 48 205 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT ACCGTCTGTGCTTGCGTG 48 82 24 21 228 18 59,569 60,967 34,100 53,400 4,398,319 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 48 206 AGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCAGAGTCCCTCTTGTCCTCACT CACCGTCTGTGCTTGCGT 48 83 24 21 229 18 59,569 60,967 34,100 52,400 4,398,319 B 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 9 94 TGCATTTAAAcacgcacgcacgCATGCAGacacacacaca TGCATTTAAACACGCACGCA TGGTCCCTACAGACTGCTGA 9 9 64 20 157 20 59,971 59,886 52,400 42,600 0.143797 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 9 96 TGCATTTAAAcacgcacgcacgCATGCAGacacacacaca TGCATTTAAACACGCACGCA AGTGGTCCCTACAGACTGCT 9 11 64 20 159 20 59,971 59,885 52,400 42,400 0.144783 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 9 146 TGCATTTAAAcacgcacgcacgCATGCAGacacacacaca TGCATTTAAACACGCACGCA GGAAGGTGCTTGGGATGGG 9 62 64 20 209 19 59,971 60,380 52,400 40,000 1,409,814 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 9 147 TGCATTTAAAcacgcacgcacgCATGCAGacacacacaca TGCATTTAAACACGCACGCA GGGAAGGTGCTTGGGATGG 9 63 64 20 210 19 59,971 60,380 52,400 35,100 1,409,814 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 7 92 TGCATTTAAAcacgcacgcacgCATGCAGacacacacaca TGCATTTAAACACGCACGCA GTCCCTACAGACTGCTGACG 9 7 64 20 155 20 59,971 59,829 52,400 43,500 0.200888 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2207:8704:10240 1 93 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 8 145 GCATTTAAAcacgcacgcacgCATGCAGacacacacacac GCATTTAAACACGCACGCAC GGAAGGTGCTTGGGATGGG 8 62 65 20 209 19 59,571 60,380 53,400 40,000 1,809,743 F 235 CCCCTCCCTTCCAAAACCATGATAGAGTCCCTCTTGTCCTCACTTCTTCACCCCACTAGCCTCTGCATTTAAAcacgcacgcacgCATGCAGacacacacacacacacacacacacacacacacacacATATCACCGTCAGCAGTCTGTAGGGACCACTGCCTCCATGGCACCCCGGTCCACTCCACATCCCCATCCCAAGCACCTTCCCCACGCAAGCACAGACGGTGCAACAC

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 0 124 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT TGTGCGTGAATGTGTGTCTG 0 48 23 20 146 20 59,969 59,063 35,500 35,100 0.967914 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 125 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT GTGTGCGTGAATGTGTGTCT 0 49 23 20 147 20 59,969 59,063 35,500 34,100 0.968617 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 126 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT TGTGTGCGTGAATGTGTGTC 0 50 23 20 148 20 59,969 59,345 35,500 36,700 0.686522 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 140 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT GCCATGGAGAGATTTGTGTGC 0 63 23 20 162 21 59,969 59,866 35,500 45,700 1,165,104 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 141 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT AGCCATGGAGAGATTTGTGTG 0 64 23 20 163 21 59,969 58,280 35,500 38,200 2,751,053 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:16356:66109 1 43 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 141 CTCGcacacaCTCAGACACTcacacacacacacacacacac CTCGCACACACTCAGACACT AGCCATGGAGAGATTTGTGTGC 0 63 23 20 163 22 59,969 61,204 35,500 45,700 3,234,931 F 163 CACTCTCACACTcacacacacaCTCGcacacaCTCAGACACTcacacacacacacacacacacacacacacacacacaCTCACACCCGCACAGacacacacTCACATTCACAAGCAGACTCACTCTCAGacacacATTCACGcacacaAAtctctcCATGGCT

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 1 1 6 1 230 gTtggtggtggtggGTGTATGcacacacacacacaGAGacacGTTGGTGGTGGTGGGTGTAT TCCGCCATGAAGGAAACACC 1 92 5 20 234 20 59,888 60,608 22,900 41,600 0.719674 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 6 1 240 gTtggtggtggtggGTGTATGcacacacacacacaGAGacacGTTGGTGGTGGTGGGTGTAT TGGACTGAATTCCGCCATGA 1 102 5 20 244 20 59,888 59,382 22,900 30,700 0.729574 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 6 1 270 gTtggtggtggtggGTGTATGcacacacacacacaGAGacacGTTGGTGGTGGTGGGTGTAT TGTGTTGCTGTCTCCAACCA 1 132 5 20 274 20 59,888 59,746 22,900 36,700 0.366101 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 7 0 189 tggtggtggtggGTGTATGcacacacacacacaGAGacacacTGGTGGTGGTGGGTGTATG GGACTCTGGAAATCACGTGAA 0 52 7 19 195 21 59,236 57,960 23,900 31,800 4,804,569 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 7 0 189 tggtggtggtggGTGTATGcacacacacacacaGAGacacacTGGTGGTGGTGGGTGTATG GGACTCTGGAAATCACGTGAAT 0 51 7 19 195 22 59,236 58,400 23,900 25,700 5,364,810 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 7 0 189 tggtggtggtggGTGTATGcacacacacacacaGAGacacacTGGTGGTGGTGGGTGTATG GGACTCTGGAAATCACGTGA 0 53 7 19 195 20 59,236 57,256 23,900 43,500 4,508,057 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 8 0 227 TtggtggtggtggGTGTATGcacacacacacacaGAGacacaTTGGTGGTGGTGGGTGTATG CGCCATGAAGGAAACACCCT 0 90 6 20 232 20 59,889 60,609 23,900 43,400 0.720577 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 8 0 229 TtggtggtggtggGTGTATGcacacacacacacaGAGacacaTTGGTGGTGGTGGGTGTATG TCCGCCATGAAGGAAACACC 0 92 6 20 234 20 59,889 60,608 23,900 41,600 0.719481 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:1884:31441 1 26 97 18 3 AC CACACACACACACAGAGACACACACACACACACAC NA 0 0 8 0 269 TtggtggtggtggGTGTATGcacacacacacacaGAGacacaTTGGTGGTGGTGGGTGTATG TGTGTTGCTGTCTCCAACCA 0 132 6 20 274 20 59,889 59,746 23,900 36,700 0.365908 G 283 gggggTtggtggtggtggGTGTATGcacacacacacacaGAGacacacacacacacacacAGacacacacacacacacacacAGAGacacacacacacacacacacacacacacacacacacAAATTATAACTATGGGAAACATCGGTAAAAGAACCTCAGAAATGAATATTAATTCACGTGATTTCCAGAGTCCAAGAAGTCCAAGTCAAGAGGGTGTTTCCTTCATGGCGGAATTCAGTCCAGATGCATTCTTGGTTGGAGACAGCAACACaaaaaTCCTN

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 1 1 4 1 179 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT GCAGCTTGCAGTTGTATCTTG 1 43 8 20 186 21 57,383 58,140 39,900 30,200 5,477,312 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 4 1 179 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT GCAGCTTGCAGTTGTATCTTGT 1 42 8 20 186 22 57,383 59,773 39,900 31,600 4,844,638 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 4 1 194 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT GGAGGCTTCTTGTTTGCAGC 1 59 8 20 201 20 57,383 60,039 39,900 52,500 2,656,051 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 4 0 135 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT TGATTCTGCCAACTGAGGAG 1 0 8 20 142 20 57,383 57,224 39,900 36,900 5,393,161 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 4 0 136 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT TTGATTCTGCCAACTGAGGAG 1 0 8 20 143 21 57,383 57,936 39,900 36,900 5,680,760 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 5 0 135 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTTT TGATTCTGCCAACTGAGGAG 0 0 8 21 142 20 58,068 57,224 36,000 36,900 5,708,409 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 5 0 179 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTTT GCAGCTTGCAGTTGTATCTTGT 0 42 8 21 186 22 58,068 59,773 36,000 31,600 5,159,885 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 5 0 194 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTTT GGAGGCTTCTTGTTTGCAGC 0 59 8 21 201 20 58,068 60,039 36,000 52,500 2,971,299 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:26098:53627 1 29 94 18 1.5 AC ACACACACACACAGACACACACACACAGACACACA NA 0 0 6 1 190 CAAGCATGCACATACACGTTTacacacacacacAGaca CAAGCATGCACATACACGTT GCTTCTTGTTTGCAGCTTGC 1 55 8 20 197 20 57,383 59,143 39,900 40,100 3,474,537 B 227 CATGTTGCAAGCATGCACATACACGTTTacacacacacacAGacacacacacacAGacacacacacacAGacacacacacacacacacacacacacacacacacaccacacacacacacacaCTCCTCAGTTGGCAGAATCAAAATCGGAGCCAAACAGTATAAACAAGATACAACTGCAAGCTGCAAACAAGAAGCCTCCATATCAAATCATTGCACATGTGATCC

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 10 184 ACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAAACAGTCTTTCTTGAGTTTAAACTTGT AAGCTCCTCTACTTTGTAACTTCT 88 10 86 26 269 24 57,663 57,326 31,600 28,500 15,010,640 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 185 GACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAGACAGTCTTTCTTGAGTTTAAACTTGT AAGCTCCTCTACTTTGTAACTTCT 88 10 85 27 269 24 58,548 57,326 31,600 28,500 15,125,587 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 186 AGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAGACAGTCTTTCTTGAGTTTAAACTTG AAGCTCCTCTACTTTGTAACTTCT 89 10 84 27 269 24 58,331 57,326 31,600 28,500 15,343,082 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 208 AGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTAGGTGCTGACTACAAAGAACTT AAGCTCCTCTACTTTGTAACTTCT 116 10 62 22 269 24 57,576 57,326 26,600 28,500 11,097,464 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 215 ACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTACTGTTTAGGTGCTGACTACAA AAGCTCCTCTACTTTGTAACTTCT 123 10 55 22 269 24 57,317 57,326 24,100 28,500 11,356,617 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 246 AGGATGTATGCCAATTCAGTGTACTTACATAACTGT AGGATGTATGCCAATTCAGTGT AAGCTCCTCTACTTTGTAACTTCT 154 10 24 22 269 24 57,759 57,326 35,500 28,500 10,914,720 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 246 AGGATGTATGCCAATTCAGTGTACTTACATAACTGT AGGATGTATGCCAATTCAGTGTACT AAGCTCCTCTACTTTGTAACTTCT 151 10 24 25 269 24 60,104 57,326 27,300 28,500 11,778,199 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 10 247 AAGGATGTATGCCAATTCAGTGTACTTACATAACTGAAGGATGTATGCCAATTCAGTGT AAGCTCCTCTACTTTGTAACTTCT 154 10 23 23 269 24 58,397 57,326 35,500 28,500 11,276,970 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 91 ACATACATCCCACCTATCGCAacacacacacacacacacaACATACATCCCACCTATCGCA AAGCTCCTCTACTTTGTAACTTCT 0 10 179 21 269 24 58,675 57,326 51,000 28,500 8,999,322 A 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 92 AACATACATCCCACCTATCGCAacacacacacacacaca AACATACATCCCACCTATCGCA AAGCTCCTCTACTTTGTAACTTCT 0 10 178 22 269 24 59,296 57,326 51,000 28,500 9,377,375 A 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 93 AAACATACATCCCACCTATCGCAacacacacacacacac AAACATACATCCCACCTATCGCA AAGCTCCTCTACTTTGTAACTTCT 0 10 177 23 269 24 59,864 57,326 51,000 28,500 9,809,551 A 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:31639:28347 1 200 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 10 216 AACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGAACTGTTTAGGTGCTGACTACA AAGCTCCTCTACTTTGTAACTTCT 124 10 54 22 269 24 57,317 57,326 27,400 28,500 11,356,617 F 290 AACAGGAttttttGAAATTTATAAGGATGTATGCCAATTCAGTGTACTTACATAACTGTTTAGGTGCTGACTACAAAGAACTTAGACAGTCTTTCTTGAGTTTAAACTTGTAAGGGGCTAATTTTATTGTGCTaaaaaCCCACTAAGGTAAatatatACAAAACATTTTaaaaaGTAAACATACATCCCACCTATCGCAacacacacacacacacacacacacacacacacacacATGCAATAATAGAAGTTACAAAGTAGAGGAGCTTAACTTTTGGCCAGGCTTTGGG

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 17 118 tctctcTTACACGcacacacaGTAATCAACCACTATATCCTCTCTCTTACACGCACACACA GTTCGCATGTGTTTGGTGGG 24 17 43 21 160 20 59,321 60,319 37,200 46,100 1,997,767 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 17 116 tctcTTACACGcacacacaGTAATCAACCACTATATCCATCTCTTACACGCACACACAGT GTTCGCATGTGTTTGGTGGG 22 17 45 21 160 20 59,592 60,319 35,500 46,100 1,726,233 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 17 147 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCTC GTTCGCATGTGTTTGGTGGG 51 17 14 23 160 20 58,602 60,319 27,500 46,100 4,716,933 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 18 117 tctcTTACACGcacacacaGTAATCAACCACTATATCCATCTCTTACACGCACACACAGT TGTTCGCATGTGTTTGGTGG 22 18 45 21 161 20 59,592 59,616 35,500 46,100 1,791,208 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 18 148 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCTCT TGTTCGCATGTGTTTGGTGG 50 18 14 24 161 20 59,895 59,616 31,000 46,100 4,488,328 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 17 147 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCTCT GTTCGCATGTGTTTGGTGGG 50 17 14 24 160 20 59,895 60,319 31,000 46,100 4,423,352 F 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 9 25 176 TGtctctcTTACACGcacacacaGTAATCAACCACTATATTGTCTCTCTTACACGCACACA GCATTTGTGTGTGAGGTGGG 26 25 41 21 216 20 59,321 59,685 37,200 46,100 1,994,088 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 24 174 tctctcTTACACGcacacacaGTAATCAACCACTATATCCTCTCTCTTACACGCACACACA GCATTTGTGTGTGAGGTGGG 24 25 43 21 216 20 59,321 59,685 37,200 46,100 1,994,088 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 25 203 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCT GCATTTGTGTGTGAGGTGGG 52 25 14 22 216 20 57,547 59,685 19,800 46,100 4,768,414 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 25 203 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCTC GCATTTGTGTGTGAGGTGGG 51 25 14 23 216 20 58,602 59,685 27,500 46,100 4,713,253 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 22 172 tctcTTACACGcacacacaGTAATCAACCACTATATCCATCTCTTACACGCACACACAGT GCATTTGTGTGTGAGGTGGG 22 25 45 21 216 20 59,592 59,685 35,500 46,100 1,722,553 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 25 203 CCctctctTCACctctctAtctctctcTGtctctcTTACACGcacCCCTCTCTTCACCTCTCTATCTCT GCATTTGTGTGTGAGGTGGG 50 25 14 24 216 20 59,895 59,685 31,000 46,100 4,419,673 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 0 138 CGcacacacaGTAATCAACCACTATATCCACCAAacac CGCACACACAGTAATCAACCA GAGCTGTTTACACCGTCTGC 13 0 54 21 191 20 59,130 59,209 36,700 42,600 2,661,217 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 0 139 ACGcacacacaGTAATCAACCACTATATCCACCAAacaACGCACACACAGTAATCAACC GAGCTGTTTACACCGTCTGC 14 0 53 21 191 20 59,129 59,209 37,700 42,600 2,661,853 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2208:5132:20753 1 88 84 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 0 138 CGcacacacaGTAATCAACCACTATATCCACCAAacac CGCACACACAGTAATCAACCAC GAGCTGTTTACACCGTCTGC 12 0 54 22 191 20 60,349 59,209 41,600 42,600 3,140,252 G 243 CACTGTAAGCAGCCCctctctTCACctctctAtctctctcTGtctctcTTACACGcacacacaGTAATCAACCACTATATCCACCAAacacacacacacacacacacacacacacacacacacAGTAATCAGCCACTTTCCCCACCAAACACATGCGAACAacacacacacGCAGACGGTGTAAACAGCTCCTCTCCCCACCTcacacacaAATGCTATAATGAGTCCCTCTCCCAACAAACA

ST‐E00142:460:H2K7HCCXY:6:2209:12997:31529 1 19 63 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 0 100 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtg TGTGAGACTGCGTGGCGG ACACCAGCCACACAGTCTC 0 0 1 18 100 19 62,663 59,552 61,300 33,600 6,110,603 G 101 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGGCTAGGgtgtgtgtgtgtGAGACtgtgtgGCTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:12997:31529 1 19 63 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 101 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtg TGTGAGACTGCGTGGCGG CACACCAGCCACACAGTCT 0 1 1 18 101 19 62,663 59,853 61,300 32,400 5,809,891 G 101 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGGCTAGGgtgtgtgtgtgtGAGACtgtgtgGCTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:12997:31529 1 19 63 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 101 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtg TGTGAGACTGCGTGGCGG CACACCAGCCACACAGTCTC 0 0 1 18 101 20 62,663 60,882 61,300 33,600 5,545,002 G 101 TGTGAGACTGCGTGGCGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtGGCTAGGgtgtgtgtgtgtGAGACtgtgtgGCTGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 13 10 183 TGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACC TGTCCACCAGTCCTCTGTGA AAGAGACAGGGATAGAGAGAGAA 50 10 12 20 194 23 60,106 57,274 35,800 28,700 5,831,260 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 10 191 TTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGTTTGAGCCTGTCCACCAGTC AAGAGACAGGGATAGAGAGAGAA 58 10 4 20 194 23 59,891 57,274 35,100 28,700 5,834,135 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 6 139 cccAACCTCACAACACCCTTCTAACAtctctctcTGtctct CCCAACCTCACAACACCCTT AAGAGACAGGGATAGAGAGAGAA 6 10 56 20 194 23 60,106 57,274 39,500 28,700 5,831,768 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 9 191 TTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGTTTGAGCCTGTCCACCAGTC AAGAGACAGGGATAGAGAGAGAAA 58 9 4 20 194 24 59,891 57,914 35,100 25,200 6,194,596 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 6 139 cccAACCTCACAACACCCTTCTAACAtctctctcTGtctct CCCAACCTCACAACACCCTT AAGAGACAGGGATAGAGAGAGAAA 6 9 56 20 194 24 60,106 57,914 39,500 25,200 6,192,229 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 9 182 TGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACC TGTCCACCAGTCCTCTGTGA AGAGACAGGGATAGAGAGAGAAA 50 9 12 20 193 23 60,106 57,274 35,800 25,200 5,831,260 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 9 183 CTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGAC CTGTCCACCAGTCCTCTGTG AGAGACAGGGATAGAGAGAGAAA 51 9 11 20 193 23 59,680 57,274 36,600 25,200 6,045,278 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 9 190 TTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGTTTGAGCCTGTCCACCAGTC AGAGACAGGGATAGAGAGAGAAA 58 9 4 20 193 23 59,891 57,274 35,100 25,200 5,834,135 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:15605:3841 1 82 80 18 2 AG TCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 6 138 cccAACCTCACAACACCCTTCTAACAtctctctcTGtctct CCCAACCTCACAACACCCTT AGAGACAGGGATAGAGAGAGAAA 6 9 56 20 193 23 60,106 57,274 39,500 25,200 5,831,768 G 231 GATTTTGAGCCTGTCCACCAGTCCTCTGTGATTTCTGTAGCTGGACCCCAccccccccAACCTCACAACACCCTTCTAACAtctctctcTGtctctctctctctctctctctctctctctctctctcCCTCCctctctctctGtctctctctcTGtctctcTGTCTAttttttctctctctATCCCTGTCTCTTtctctctctctctcCctctctGGctctctctGTCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 11 196 TGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctcTGACTGAGTACACCCTAGGCA CGAAGCACCAGTGTGGAGAT 11 108 67 21 262 20 59,923 60,037 47,500 27,500 1,113,466 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 11 198 TGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctcTGACTGAGTACACCCTAGGCA ATCGAAGCACCAGTGTGGAG 11 110 67 21 264 20 59,923 60,037 47,500 38,600 1,113,466 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 9 194 ACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctct ACTGAGTACACCCTAGGCACT CGAAGCACCAGTGTGGAGAT 9 108 69 21 262 20 59,923 60,037 44,000 27,500 1,114,286 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 1 138 ACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctc ACCCTAGGCACTTTCTGTCA CAGCCAGTTGAGCGTTCAAA 1 61 78 20 215 20 58,270 59,337 35,800 26,900 2,392,205 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 1 139 CACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctCACCCTAGGCACTTTCTGTCA CAGCCAGTTGAGCGTTCAAA 1 61 77 21 215 20 59,652 59,337 35,800 26,900 2,010,326 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 11 158 TGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctcTGACTGAGTACACCCTAGGCA AGCACTTCACAGCCAGTTGA 11 70 67 21 224 20 59,923 59,819 47,500 31,800 1,257,627 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 9 156 ACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctct ACTGAGTACACCCTAGGCACT AGCACTTCACAGCCAGTTGA 9 70 69 21 224 20 59,923 59,819 44,000 31,800 1,258,447 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 139 ACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctc ACCCTAGGCACTTTCTGTCA ACAGCCAGTTGAGCGTTCAA 1 62 78 20 216 20 58,270 60,464 35,800 26,900 2,193,240 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 50 241 AAGGTGCtatataAACACAAgttgttgttATGTCTGACTCAAGGTGCTATATAAACACAAGTTGT ATCGAAGCACCAGTGTGGAG 50 110 24 25 264 20 57,004 60,037 33,200 38,600 8,033,051 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 50 242 AAGGTGCtatataAACACAAgttgttgttATGTCTGACTCAAGGTGCTATATAAACACAAGTTGT CATCGAAGCACCAGTGTGGA 50 111 24 25 265 20 57,004 60,321 33,200 40,200 8,316,781 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 50 243 AAGGTGCtatataAACACAAgttgttgttATGTCTGACTCAAGGTGCTATATAAACACAAGTTGT TCATCGAAGCACCAGTGTGG 50 112 24 25 266 20 57,004 60,321 33,200 41,700 8,316,781 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:20933:65353 1 99 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 16 163 TCCACTGACTGAGTACACCCTAGGCACTTTCTGTCA TCCACTGACTGAGTACACCCT AGCACTTCACAGCCAGTTGA 16 70 62 21 224 20 59,853 59,819 43,400 31,800 1,328,304 F 266 CTTTGAGATACTTTACTATGTTAAAGGTGCtatataAACACAAgttgttgttATGTCTGACTCCACTGACTGAGTACACCCTAGGCACTTTCTGTCAAtctctctctctctctctctctctctctctctctctctttttCTCGAGATACTGGCATCCTGCACCAcccccAAGTTTcccccTTTTCTAAAATTGGATTTGAACGCTCAACTGGCTGTGAAGTGCTTGCTTGGCCTGGTGTAATATCTCCACACTGGTGCTTCGATGA

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 78 236 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGC CTCTGCGAGACCATAGACGG CCGCTTCGTTGCCATTCATT 78 82 1 20 236 20 59,691 59,829 47,900 25,700 0.480310 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 6 164 CTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctct CTAAGCTCTGGAGTTCCCGC CCGCTTCGTTGCCATTCATT 6 82 73 20 236 20 60,179 59,829 61,300 25,700 0.350104 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 37 152 ACCTCACACCATGCCTTCAACCCGCCACTTCCTAAG ACCTCACACCATGCCTTCAA CACTTCACACCAGATCAGCCT 37 38 42 20 193 21 59,522 59,997 26,900 45,800 1,480,960 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 37 195 ACCTCACACCATGCCTTCAACCCGCCACTTCCTAAG ACCTCACACCATGCCTTCAA CCGCTTCGTTGCCATTCATT 37 82 42 20 236 20 59,522 59,829 26,900 25,700 0.649079 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 34 149 TCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTTCACACCATGCCTTCAACCC CACTTCACACCAGATCAGCCT 34 38 45 20 193 21 60,539 59,997 41,100 45,800 1,542,326 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 34 192 TCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTTCACACCATGCCTTCAACCC CCGCTTCGTTGCCATTCATT 34 82 45 20 236 20 60,539 59,829 41,100 25,700 0.710446 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 31 145 ACCTCACACCATGCCTTCAACCCGCCACTTCCTAAG ACCTCACACCATGCCTTCAA CACCAGATCAGCCTAACTCCC 37 31 42 20 186 21 59,522 59,860 26,900 43,000 1,617,925 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 25 179 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGC CTCTGCGAGACCATAGACGG TCAGCCTAACTCCCATCCCA 78 25 1 20 179 20 59,691 59,956 47,900 43,700 0.353394 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 23 124 CTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCG CTTCAACCCGCCACTTCCTA TCAGCCTAACTCCCATCCCA 23 25 56 20 179 20 59,676 59,956 29,400 43,700 0.367721 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 21 122 TCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCC TCAACCCGCCACTTCCTAAG TCAGCCTAACTCCCATCCCA 21 25 58 20 179 20 59,676 59,956 21,800 43,700 0.367721 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 21 179 TCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCC TCAACCCGCCACTTCCTAAG CCGCTTCGTTGCCATTCATT 21 82 58 20 236 20 59,676 59,829 21,800 25,700 0.494636 F 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:23642:49513 1 99 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 6 107 CTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctct CTAAGCTCTGGAGTTCCCGC TCAGCCTAACTCCCATCCCA 6 25 73 20 179 20 60,179 59,956 61,300 43,700 0.223189 B 249 CTCTGCGAGACCATAGACGGGGcccccTCGAGATGCCTTTTACCTCACACCATGCCTTCAACCCGCCACTTCCTAAGCTCTGGAGTTCCCGCCTAAACctctctctctctctctctctctctctctctctctctGCTAAGgagagaAGGCATTCTGGCCTGGGATGGGAGTTAGGCTGATCTGGTGTGAAGTGGGAAAATGGGAGTGACAGAGGAAAATGAATGGCAACGAAGCgggggAGATGGTGGG

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 1 159 TGAACTCCGGGTAGTCAGGACcacacacacacacacac TGAACTCCGGGTAGTCAGGA GTCTGTGTGTGTCTTGTGTGTG 1 39 25 20 183 22 59,593 59,906 38,600 38,200 2,501,007 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 1 157 TGAACTCCGGGTAGTCAGGACcacacacacacacacac TGAACTCCGGGTAGTCAGGA CTGTGTGTGTCTTGTGTGTGT 1 38 25 20 181 21 59,593 58,924 38,600 37,200 2,482,850 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 1 126 TGAACTCCGGGTAGTCAGGACcacacacacacacacac TGAACTCCGGGTAGTCAGGA TTGTGTCTGTGTGCATGTGTG 1 7 25 20 150 21 59,593 59,599 38,600 38,200 1,807,948 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 18 191 ACATCACCAGATTGACAATAAGAATGAACTCCGGG ACATCACCAGATTGACAATAAGAATGA CTGTGTCTGTCTGTGTGTGTCT 18 47 1 27 191 22 59,169 60,159 25,700 34,100 9,989,881 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC
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ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 1 125 TGAACTCCGGGTAGTCAGGACcacacacacacacacac TGAACTCCGGGTAGTCAGGA TGTGTCTGTGTGCATGTGTG 1 7 25 20 149 20 59,593 58,984 38,600 38,200 1,422,617 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 124 GAACTCCGGGTAGTCAGGACcacacacacacacacacacGAACTCCGGGTAGTCAGGAC TGTGTCTGTGTGCATGTGTG 0 7 26 20 149 20 59,184 58,984 38,500 38,200 1,832,241 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 19 190 ACATCACCAGATTGACAATAAGAATGAACTCCGGG ACATCACCAGATTGACAATAAGAATG TGTGTCTGTCTGTGTGTGTCT 19 47 1 26 190 21 58,007 59,175 26,700 34,100 9,817,952 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 18 190 ACATCACCAGATTGACAATAAGAATGAACTCCGGG ACATCACCAGATTGACAATAAGAATGA TGTGTCTGTCTGTGTGTGTCT 18 47 1 27 190 21 59,169 59,175 25,700 34,100 9,655,548 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:24718:65054 1 46 77 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 166 TGAACTCCGGGTAGTCAGGACcacacacacacacacac TGAACTCCGGGTAGTCAGGA TGTGTCTGTCTGTGTGTGTCT 1 47 25 20 190 21 59,593 59,175 38,600 34,100 2,231,601 F 221 ACATCACCAGATTGACAATAAGAATGAACTCCGGGTAGTCAGGACcacacacacacacacacacacacacacacacacacaGacacacTGacacacacTcacacaGacacacTGacacacacAGAGACGcacacaTGcacacaGACACAAACACATACAAacacacacAAGacacacacAGACAGACACAGacacacacacacATacacacATACGCGCAC

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 44 245 TCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCATCCTGGTGTTTCAGATTGTATGAGT ACATTGGGCATAGGACTGTCC 44 119 8 25 252 21 59,987 59,787 34,100 40,200 6,226,014 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 6 203 CCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgt CCTTGTGCTGTTCGACAACTG ACATTGGGCATAGGACTGTCC 6 119 50 21 252 21 60,004 59,787 31,600 40,200 2,216,480 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 153 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA AGCTGCAAGAAGAAGGGTCG 0 77 57 20 209 20 59,412 60,321 39,600 47,900 0.908890 F 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 192 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA TGGGCATAGGACTGTCCATT 0 116 57 20 248 20 59,412 58,405 39,600 31,600 2,183,080 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 196 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA ACATTGGGCATAGGACTGTCC 0 119 57 20 252 21 59,412 59,787 39,600 40,200 1,800,703 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 10 147 CAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgt CAACCTTGTGCTGTTCGACA GTCGTCTTCCCTGGGATGTC 10 61 47 20 193 20 58,986 59,824 43,500 30,600 1,189,585 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 8 145 ACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgACCTTGTGCTGTTCGACAAC GTCGTCTTCCCTGGGATGTC 8 61 49 20 193 20 58,986 59,824 33,200 30,600 1,190,342 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 144 CCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgt CCTTGTGCTGTTCGACAACTG GTCGTCTTCCCTGGGATGTC 6 61 50 21 193 20 60,004 59,824 31,600 30,600 1,179,535 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 135 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA CGTCTTCCCTGGGATGTCAA 0 59 57 20 191 20 59,412 59,387 39,600 31,800 1,201,028 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 136 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA TCGTCTTCCCTGGGATGTCA 0 60 57 20 192 20 59,412 60,252 39,600 35,800 0.839826 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 137 CTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtCTGTTCGACAACTGCATGCA GTCGTCTTCCCTGGGATGTC 0 61 57 20 193 20 59,412 59,824 39,600 30,600 0.763758 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 50 251 TGGATATCCTGGTGTTTCAGATTGTATGAGTCACAATGGATATCCTGGTGTTTCAGATTGT ACATTGGGCATAGGACTGTCC 50 119 2 25 252 21 60,045 59,787 27,100 40,200 6,257,854 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:26575:36241 1 77 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 54 252 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACACTGGATATCCTGGTGTTTCAGA ACATTGGGCATAGGACTGTCC 54 119 1 22 252 21 57,239 59,787 32,700 40,200 5,973,465 B 260 CTGGATATCCTGGTGTTTCAGATTGTATGAGTCACAAACAGCACATCAACCTTGTGCTGTTCGACAACTGCATGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTCCCAGTGTGGGTGCTTCGgtgtgtCCTGGCgtgtgtTTTCTCTGTTTATATTCATTTGACATCCCAGGGAAGACGACCcttcttcttGCAGCTGCAGCACTCTGCCTTCACAAATGGACAGTCCTATGCCCAATGTTATAGAGT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 6 58 261 CCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTACCTTCGGAATTCTGGCCTGA TGTCCTCTATGCTTCTCAAATGCT 117 58 14 20 274 24 59,747 60,081 38,600 37,900 4,333,738 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 58 267 TGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGT TGCCACCCTTCGGAATTCTG TGTCCTCTATGCTTCTCAAATGCT 123 58 8 20 274 24 60,322 60,081 30,200 37,900 4,403,151 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 58 271 TGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTA TGAATGCCACCCTTCGGAAT TGTCCTCTATGCTTCTCAAATGCT 127 58 4 20 274 24 59,669 60,081 30,100 37,900 4,411,973 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 28 171 AGGAAGAACGAGGAGGGTCAAAATAAACAAAATT AGGAAGAACGAGGAGGGTCA GGCTTCTTAAGTGCCTTCAAAG 59 28 72 20 242 22 59,885 57,834 40,200 27,700 4,280,747 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 28 240 GTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTGTGAATGCCACCCTTCGGAA GGCTTCTTAAGTGCCTTCAAAG 128 28 3 20 242 22 60,608 57,834 43,000 27,700 4,774,222 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 26 171 AGGAAGAACGAGGAGGGTCAAAATAAACAAAATT AGGAAGAACGAGGAGGGTCA GGCTTCTTAAGTGCCTTCAAAGAT 59 26 72 20 242 24 59,885 59,539 40,200 24,000 4,575,292 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 18 135 ACAACTTTAAAGGGTATATGGGAACagagagACCTG ACAACTTTAAAGGGTATATGGGAAC GGCTTCTTAAGTGCCTTCAAAGAT 18 26 108 25 242 24 57,050 59,539 36,200 24,000 12,410,421 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 18 135 ACAACTTTAAAGGGTATATGGGAACagagagACCTG ACAACTTTAAAGGGTATATGGGAAC GGCTTCTTAAGTGCCTTCAAAG 18 28 108 25 242 22 57,050 57,834 36,200 27,700 12,115,877 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 171 AGGAAGAACGAGGAGGGTCAAAATAAACAAAATT AGGAAGAACGAGGAGGGTCA GGCTTCTTAAGTGCCTTCAAAGA 59 27 72 20 242 23 59,885 59,179 40,200 25,200 3,935,594 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 229 CCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTACCTTCGGAATTCTGGCCTGA GGCTTCTTAAGTGCCTTCAAAGA 117 27 14 20 242 23 59,747 59,179 38,600 25,200 4,074,077 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 235 TGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGT TGCCACCCTTCGGAATTCTG GGCTTCTTAAGTGCCTTCAAAGA 123 27 8 20 242 23 60,322 59,179 30,200 25,200 4,143,489 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 239 TGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTA TGAATGCCACCCTTCGGAAT GGCTTCTTAAGTGCCTTCAAAGA 127 27 4 20 242 23 59,669 59,179 30,100 25,200 4,152,312 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 240 GTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTGTGAATGCCACCCTTCGGAA GGCTTCTTAAGTGCCTTCAAAGA 128 27 3 20 242 23 60,608 59,179 43,000 25,200 4,429,068 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 27 240 GTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTGTGAATGCCACCCTTCGGA GGCTTCTTAAGTGCCTTCAAAGA 129 27 3 19 242 23 60,003 59,179 45,500 25,200 4,823,658 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 18 135 ACAACTTTAAAGGGTATATGGGAACagagagACCTG ACAACTTTAAAGGGTATATGGGAAC GGCTTCTTAAGTGCCTTCAAAGA 18 27 108 25 242 23 57,050 59,179 36,200 25,200 11,770,723 B 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 5 117 TGGGAACagagagACCTGGGTGTAAatatatatatatataTGGGAACAGAGAGACCTGGG GGCTTCTTAAGTGCCTTCAAAGA 5 27 126 20 242 23 60,545 59,179 44,500 25,200 4,366,343 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 4 116 GGGAACagagagACCTGGGTGTAAatatatatatatatat GGGAACAGAGAGACCTGGGT GGCTTCTTAAGTGCCTTCAAAGA 4 27 127 20 242 23 60,546 59,179 45,100 25,200 4,366,582 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27762:14705 1 151 42 18 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 9 3 115 GGAACagagagACCTGGGTGTAAatatatatatatatatatGGAACAGAGAGACCTGGGTG GGCTTCTTAAGTGCCTTCAAAGA 3 27 128 20 242 23 59,389 59,179 46,100 25,200 4,431,720 F 287 CTGTGAATGCCACCCTTCGGAATTCTGGCCTGAAATTTAATGTGGAGTAGGGTAAAGTGGTATATTTTGGTAGGAAGAACGAGGAGGGTCAAAATAAACAAAATTATACAACTTTAAAGGGTATATGGGAACagagagACCTGGGTGTAAatatatatatatatatatatatatatatatatatatacacacATATAAATATTtatataCatatatACATCTTTGAAGGCACTTAAGAAGCCTATTaaaaaGCATTTGAGAAGCATAGAGGACAAAAGCAAGGAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:5122:65564 1 56 58 18 2 AC ACACACACACACAAACACATAGACACACACACACA NA 1 1 12 2 104 CAGTcacacacaCCTGGACACTGacacacacacacAAAC CAGTCACACACACCTGGACA TGCGCGATAGTTTCTATGCCT 3 2 33 20 136 21 59,822 59,931 40,200 47,500 1,246,424 G 139 GACACTGACATacacacacacCCAGACACTGACAGTcacacacaCCTGGACACTGacacacacacacAAACACATAGacacacacacacacacacacacacacacacacacacCGAGGCATAGAAACTATCGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:5122:65564 1 56 58 18 2 AC ACACACACACACAAACACATAGACACACACACACA NA 0 0 12 2 107 TGACAGTcacacacaCCTGGACACTGacacacacacacA TGACAGTCACACACACCTGG TGCGCGATAGTTTCTATGCCT 6 2 30 20 136 21 59,822 59,931 44,500 47,500 1,246,424 G 139 GACACTGACATacacacacacCCAGACACTGACAGTcacacacaCCTGGACACTGacacacacacacAAACACATAGacacacacacacacacacacacacacacacacacacCGAGGCATAGAAACTATCGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2209:5122:65564 1 56 58 18 2 AC ACACACACACACAAACACATAGACACACACACACA NA 0 0 14 0 101 TcacacacaCCTGGACACTGacacacacacacAAACACA TCACACACACCTGGACACTG TGCGCGATAGTTTCTATGCCT 0 2 36 20 136 21 59,822 59,931 36,600 47,500 1,246,424 G 139 GACACTGACATacacacacacCCAGACACTGACAGTcacacacaCCTGGACACTGacacacacacacAAACACATAGacacacacacacacacacacacacacacacacacacCGAGGCATAGAAACTATCGCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 32 193 TGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAG TGTACATGCTCCTGCCAATGA GCACTCTCACATCAACGCAT 38 32 76 21 268 20 59,718 58,918 25,700 47,300 2,363,468 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 238 GTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGGTATGTCCGTCTGCCTCTGC GCACTCTCACATCAACGCAT 84 32 31 20 268 20 60,529 58,918 42,600 47,300 1,610,575 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 239 TGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTAT TGTATGTCCGTCTGCCTCTG GCACTCTCACATCAACGCAT 85 32 30 20 268 20 59,182 58,918 33,500 47,300 1,899,546 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 256 gagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTG GAGAGAGCGCTTCACTGTGT GCACTCTCACATCAACGCAT 102 32 13 20 268 20 60,039 58,918 37,200 47,300 1,120,601 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 257 TgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCT TGAGAGAGCGCTTCACTGTG GCACTCTCACATCAACGCAT 103 32 12 20 268 20 60,039 58,918 36,600 47,300 1,120,692 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 32 263 GGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGGAGGATGAGAGAGCGCTTC GCACTCTCACATCAACGCAT 109 32 6 20 268 20 59,968 58,918 38,600 47,300 1,113,885 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 157 TGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtg TGCAGGTCTTTCACTTTGCG GCACTCTCACATCAACGCAT 3 32 112 20 268 20 59,337 58,918 48,500 47,300 1,744,511 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 156 GCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgt GCAGGTCTTTCACTTTGCGT GCACTCTCACATCAACGCAT 2 32 113 20 268 20 59,337 58,918 52,400 47,300 1,745,045 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 156 GCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgt GCAGGTCTTTCACTTTGCGTT GCACTCTCACATCAACGCAT 1 32 113 21 268 20 59,934 58,918 48,400 47,300 2,147,443 G 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 3 157 TGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtg TGCAGGTCTTTCACTTTGCG GCACTCTCACATCAACGCA 3 33 112 20 268 19 59,337 58,468 48,500 52,400 3,194,805 D 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 2 156 GCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgt GCAGGTCTTTCACTTTGCGT GCACTCTCACATCAACGCA 2 33 113 20 268 19 59,337 58,468 52,400 52,400 3,195,339 D 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15240:12420 1 135 82 18 2 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 156 GCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgt GCAGGTCTTTCACTTTGCGTT GCACTCTCACATCAACGCA 1 33 113 21 268 19 59,934 58,468 48,400 52,400 3,597,737 D 268 ATAACGGAGGATgagagaGCGCTTCACTGTGTATGTCCGTCTGCCTCTGCATCTGTGTCTATTTATGCATGCATATGTACATGCTCCTGCCAATGaaaaaGTGAATCTGAGTGCAGGTCTTTCACTTTGCGTTGgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTTTTACTTTGTGTTTAGTtgtatgtatgtaTGCGTTGATGTGAGAGTGC

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 5 108 CCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTC CCATAGGCTGTGCTGAGTGA AGTGTGTGCAACTTGAGGGA 27 5 180 20 287 20 59,461 59,454 34,100 42,000 1,084,706 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 187 AGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGC AGTCCCTTGGTCAGCCAGAG AGTGTGTGCAACTTGAGGGA 106 5 101 20 287 20 61,197 59,454 33,500 42,000 1,743,552 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 187 AGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGC AGTCCCTTGGTCAGCCAGA AGTGTGTGCAACTTGAGGGA 107 5 101 19 287 20 60,152 59,454 38,600 42,000 1,698,152 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 188 GAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGGAGTCCCTTGGTCAGCCAGA AGTGTGTGCAACTTGAGGGA 107 5 100 20 287 20 61,195 59,454 38,600 42,000 1,740,903 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 283 GCGATGGAAGGTGTGCTCATAATGTGACCAATTAG GCGATGGAAGGTGTGCTCAT AGTGTGTGCAACTTGAGGGA 202 5 5 20 287 20 60,746 59,454 29,000 42,000 1,291,967 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 7 110 CCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTC CCATAGGCTGTGCTGAGTGA CCAGTGTGTGCAACTTGAGG 27 7 180 20 289 20 59,461 59,335 34,100 38,600 1,203,345 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 7 208 AGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGC AGGCAGTAAGAGTGGGAGGA CCAGTGTGTGCAACTTGAGG 125 7 82 20 289 20 59,586 59,335 37,100 38,600 1,078,593 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 7 285 GCGATGGAAGGTGTGCTCATAATGTGACCAATTAG GCGATGGAAGGTGTGCTCAT CCAGTGTGTGCAACTTGAGG 202 7 5 20 289 20 60,746 59,335 29,000 38,600 1,410,605 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 6 109 CCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTC CCATAGGCTGTGCTGAGTGA CAGTGTGTGCAACTTGAGGG 27 6 180 20 288 20 59,461 59,335 34,100 43,000 1,203,345 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 6 207 AGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGC AGGCAGTAAGAGTGGGAGGA CAGTGTGTGCAACTTGAGGG 125 6 82 20 288 20 59,586 59,335 37,100 43,000 1,078,593 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 6 284 GCGATGGAAGGTGTGCTCATAATGTGACCAATTAG GCGATGGAAGGTGTGCTCAT CAGTGTGTGCAACTTGAGGG 202 6 5 20 288 20 60,746 59,335 29,000 43,000 1,410,605 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:15402:40864 1 227 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 5 206 AGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGC AGGCAGTAAGAGTGGGAGGA AGTGTGTGCAACTTGAGGGA 125 5 82 20 287 20 59,586 59,454 37,100 42,000 0.959954 F 289 GATGGCGATGGAAGGTGTGCTCATAATGTGACCAATTAGGTTGATTAGCAAACCTGAAAATCCTTCCAATACACCCACAGAAGGCAGTAAGAGTGGGAGGAGTCCCTTGGTCAGCCAGAGCTGTGCGGCAGCTGCAGCGCAACTGCCTCCCCATGTTAAACACTATGTGCAGGTTCATGCCATAGGCTGTGCTGAGTGATAAGCATTCTTGCTTCGAGGGACTAACagagagagagagagagagagagagagagagagagagAAATTTCCCTCAAGTTGcacacaCTGG

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 0 136 CTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtg CTGGCCGATTACGTATGTGC CATTGGCCCAGCAACATGC 0 61 118 20 253 19 59,141 60,449 45,700 40,600 2,308,125 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 63 246 GGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCGGGCCCTTAACCAAGCAGTT CATCATTGGCCCAGCAACAT 107 63 11 20 256 20 60,542 59,172 31,600 27,100 1,370,020 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 30 169 CCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGGA CATCATTGGCCCAGCAACAT 30 63 88 20 256 20 59,602 59,172 38,600 27,100 1,225,963 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 0 139 CTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtg CTGGCCGATTACGTATGTGC CATCATTGGCCCAGCAACAT 0 63 118 20 256 20 59,141 59,172 45,700 27,100 1,687,255 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 63 236 CCAAGCAGTTCCAGTACAGCTTTATCATATGCATTT CCAAGCAGTTCCAGTACAGC CATCATTGGCCCAGCAACAT 97 63 21 20 256 20 58,840 59,172 44,000 27,100 1,988,159 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 235 CCAAGCAGTTCCAGTACAGCTTTATCATATGCATTT CCAAGCAGTTCCAGTACAGC ATCATTGGCCCAGCAACATG 97 62 21 20 255 20 58,840 59,172 44,000 32,100 1,988,159 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 235 CCAAGCAGTTCCAGTACAGCTTTATCATATGCATTT CCAAGCAGTTCCAGTACAGCT ATCATTGGCCCAGCAACATG 96 62 21 21 255 20 60,271 59,172 42,400 32,100 2,099,077 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 243 GCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCAT GCCCTTAACCAAGCAGTTCC ATCATTGGCCCAGCAACATG 105 62 13 20 255 20 59,111 59,172 36,200 32,100 1,716,641 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 245 GGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCGGGCCCTTAACCAAGCAGTT ATCATTGGCCCAGCAACATG 107 62 11 20 255 20 60,542 59,172 31,600 32,100 1,370,020 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 41 222 GCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCAT GCCCTTAACCAAGCAGTTCC CCTGGCACACACCCTAACAT 105 41 13 20 234 20 59,111 59,962 36,200 27,100 0.926784 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 41 224 GGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCGGGCCCTTAACCAAGCAGTT CCTGGCACACACCCTAACAT 107 41 11 20 234 20 60,542 59,962 31,600 27,100 0.580164 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 34 151 ATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTATGCCCTCTCCACAAACAGC CCTGGCACACACCCTAACAT 34 41 84 20 234 20 60,610 59,962 44,000 27,100 0.648398 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 31 148 CCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGG CCTGGCACACACCCTAACAT 31 41 87 20 234 20 60,607 59,962 48,500 27,100 0.645655 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 31 169 CCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGG ATCATTGGCCCAGCAACATG 31 62 87 20 255 20 60,607 59,172 48,500 32,100 1,435,511 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 30 147 CCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGGA CCTGGCACACACCCTAACAT 30 41 88 20 234 20 59,602 59,962 38,600 27,100 0.436106 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 30 168 CCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGGA ATCATTGGCCCAGCAACATG 30 62 88 20 255 20 59,602 59,172 38,600 32,100 1,225,963 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 138 CTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtg CTGGCCGATTACGTATGTGC ATCATTGGCCCAGCAACATG 0 62 118 20 255 20 59,141 59,172 45,700 32,100 1,687,255 B 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 14 120 CCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGGA CTACACTGCAACACACACGC 30 14 88 20 207 20 59,602 60,042 38,600 53,400 0.440128 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 14 121 CCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCCCTCTCCACAAACAGCAGG CTACACTGCAACACACACGC 31 14 87 20 207 20 60,607 60,042 48,500 53,400 0.649676 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 14 124 ATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTATGCCCTCTCCACAAACAGC CTACACTGCAACACACACGC 34 14 84 20 207 20 60,610 60,042 44,000 53,400 0.652420 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:21105:53276 1 138 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 14 197 GGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCGGGCCCTTAACCAAGCAGTT CTACACTGCAACACACACGC 107 14 11 20 207 20 60,542 60,042 31,600 53,400 0.584185 F 278 AGAACTGGCTGGGCCCTTAACCAAGCAGTTCCAGTACAGCTTTATCATATGCATTTACCTGACAATTGGAAAATTGTGCAGGTATGCCCTCTCCACAAACAGCAGGACAAATCTAACCTGGCCGATTACGTATGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCGTGTgcgcgcgtgtgtgtTGCAGTGTAGTATAGGAATGTTAGGgtgtgtGCCAGGGCATGTTGCTGGGCCAATGATGGGGTACATTGATCATTGTTTCA

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 21 190 TCAATCAACGACAAACTCTCGCACGCAGTAAAGCG TCAATCAACGACAAACTCTCGC ATAAGATTATGGGAGGGTTTATGTGC 85 21 5 22 194 26 59,525 59,052 50,300 45,700 9,423,420 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 20 190 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAATGAATCAATCAACGACAAACTCTCG GATTATGGGAGGGTTTATGTGCG 86 20 1 25 190 23 60,107 59,498 40,400 53,400 8,609,702 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 21 190 CAATCAACGACAAACTCTCGCACGCAGTAAAGCGC CAATCAACGACAAACTCTCGCA GATAAGATTATGGGAGGGTTTATGTGC 84 21 6 22 195 27 59,779 59,879 51,000 45,700 9,342,139 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 17 170 ACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCA ACAAACTCTCGCACGCAGTA GGGAGGGTTTATGTGCGTGT 77 17 15 20 184 20 59,968 60,322 27,400 44,900 0.353772 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 18 117 ACACCCAGCAGcacacaTATGCACACTCAGACAGAA ACACCCAGCAGCACACATAT TGGGAGGGTTTATGTGCGTG 23 18 69 20 185 20 59,671 60,322 17,800 53,400 0.651358 F 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 18 171 ACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCA ACAAACTCTCGCACGCAGTA TGGGAGGGTTTATGTGCGTG 77 18 15 20 185 20 59,968 60,322 27,400 53,400 0.353683 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 18 176 CAACGACAAACTCTCGCACGCAGTAAAGCGCTGAT CAACGACAAACTCTCGCACG TGGGAGGGTTTATGTGCGTG 82 18 10 20 185 20 60,112 60,322 53,400 53,400 0.433802 B 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 3 96 GCACACTCAGACAGAAACGCACGcacacacacacacacGCACACTCAGACAGAAACGC GGGAGGGTTTATGTGCGTGT 3 17 89 20 184 20 59,767 60,322 48,400 44,900 0.555519 A 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 3 97 GCACACTCAGACAGAAACGCACGcacacacacacacacGCACACTCAGACAGAAACGC TGGGAGGGTTTATGTGCGTG 3 18 89 20 185 20 59,767 60,322 48,400 53,400 0.555429 A 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:28239:71401 1 112 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 94 CACTCAGACAGAAACGCACGcacacacacacacacacacCACTCAGACAGAAACGCACG TGGGAGGGTTTATGTGCGTG 0 18 92 20 185 20 59,496 60,322 53,400 53,400 0.826481 A 198 TGAATCAATCAACGACAAACTCTCGCACGCAGTAAAGCGCTGATAGCCACAGAAacacacATACACATACACCCAGCAGcacacaTATGCACACTCAGACAGAAACGCACGcacacacacacacacacacacacacacacacacacaGACACGCACTCATGCTTACACGCACATAAACCCTCCCATAATCTTATCAAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 62 242 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC TGGCCATCCGCATCTAAAGG 62 104 5 20 246 20 60,108 60,179 30,900 31,100 0.286675 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 62 214 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC TTGGATCCCAGCAACCATCC 62 76 5 20 218 20 60,108 60,033 30,900 35,100 0.140862 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 62 241 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC GGCCATCCGCATCTAAAGGA 62 103 5 20 245 20 60,108 59,891 30,900 33,600 0.216239 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 62 250 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC TTAGACAATGGCCATCCGCA 62 112 5 20 254 20 60,108 59,746 30,900 56,900 0.362117 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 59 211 CGGAAGACACCCTTAGCTGGCTACAAGATACATTCACGGAAGACACCCTTAGCTGG TTGGATCCCAGCAACCATCC 59 76 8 20 218 20 60,108 60,033 48,500 35,100 0.141345 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 59 238 CGGAAGACACCCTTAGCTGGCTACAAGATACATTCACGGAAGACACCCTTAGCTGG GGCCATCCGCATCTAAAGGA 59 103 8 20 245 20 60,108 59,891 48,500 33,600 0.216722 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 166 CGGAAGACACCCTTAGCTGGCTACAAGATACATTCACGGAAGACACCCTTAGCTGG AGAACCAAAGAGAAGCACACGA 59 29 8 20 173 22 60,108 60,159 48,500 43,500 2,267,095 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 169 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC AGAACCAAAGAGAAGCACACGA 62 29 5 20 173 22 60,108 60,159 30,900 43,500 2,266,611 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 133 TCATGGCACTTTCATATGGCTAATGTAACCACTTTACTCATGGCACTTTCATATGGCT AGAACCAAAGAGAAGCACACGA 25 29 41 21 173 22 57,698 60,159 47,500 43,500 5,460,751 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 29 168 ATGCGGAAGACACCCTTAGCTGGCTACAAGATACA ATGCGGAAGACACCCTTAGC GAACCAAAGAGAAGCACACGA 62 29 5 20 172 21 60,108 58,790 30,900 43,500 2,317,771 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 25 132 TCATGGCACTTTCATATGGCTAATGTAACCACTTTACTCATGGCACTTTCATATGGCT GAACCAAAGAGAAGCACACGA 25 29 41 21 172 21 57,698 58,790 47,500 43,500 5,511,911 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:32289:51764 1 87 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 25 133 TCATGGCACTTTCATATGGCTAATGTAACCACTTTACTCATGGCACTTTCATATGGCT AGAACCAAAGAGAAGCACACG 25 30 41 21 173 21 57,698 58,787 47,500 44,900 5,515,293 A 257 GGTGATGCGGAAGACACCCTTAGCTGGCTACAAGATACATTCATGGCACTTTCATATGGCTAATGTAACCACTTTACATCTTCTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCAACTATCTGATTGTGCATTCTTTAATCGTGTGCTTCTCTTTGGTTCTATCTGATTGGCAAGAATAGCAGGATGGATGGTTGCTGGGATCCAATACAAGTTCCTTTAGATGCGGATGGCCATTGTCTAACAG

ST‐E00142:460:H2K7HCCXY:6:2210:4503:67164 1 46 70 18 2 AC TGTGTGTGTGTGTTTGTTTTTTTCTGTCTGTGTCTGT NA 1 1 9 0 111 tgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGttttt TGTGTGTACATCCGTGTTGC ACCCACACGCACACATGAA 2 0 24 20 134 19 58,778 60,153 41,700 25,700 2,375,366 G 168 ATGTTTTCAGAAATCCAGGTATCtgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGtttttttCTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAtgtgtgCGTGTGGGTGTCTGCgtgtgtgtgtgtgtAtttttctctctct

ST‐E00142:460:H2K7HCCXY:6:2210:4503:67164 1 46 70 18 2 AC TGTGTGTGTGTGTTTGTTTTTTTCTGTCTGTGTCTGT NA 0 0 9 0 111 tgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGttttt TGTGTGTACATCCGTGTTGCT ACCCACACGCACACATGAA 1 0 24 21 134 19 60,203 60,153 39,100 25,700 2,355,658 G 168 ATGTTTTCAGAAATCCAGGTATCtgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGtttttttCTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAtgtgtgCGTGTGGGTGTCTGCgtgtgtgtgtgtgtAtttttctctctct

ST‐E00142:460:H2K7HCCXY:6:2210:4503:67164 1 46 70 18 2 AC TGTGTGTGTGTGTTTGTTTTTTTCTGTCTGTGTCTGT NA 0 0 9 0 112 CtgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGttttCTGTGTGTACATCCGTGTTGC ACCCACACGCACACATGAA 2 0 23 21 134 19 59,805 60,153 41,700 25,700 2,347,613 G 168 ATGTTTTCAGAAATCCAGGTATCtgtgtgTACATCCGTGTTGCTAtgtgtgtgtgtgTTTGtttttttCTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAtgtgtgCGTGTGGGTGTCTGCgtgtgtgtgtgtgtAtttttctctctct

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 1 1 2 10 191 AGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctc AGAGCCTGAGTACATTCCTTCC GGAGACAGCAGTGTTGGGTT 10 90 4 22 194 20 59,231 60,179 34,600 41,100 2,948,112 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 2 9 185 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC ACAGCAGTGTTGGGTTGACT 9 86 6 21 190 20 59,159 59,744 39,700 34,100 2,096,525 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 2 9 189 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC GGAGACAGCAGTGTTGGGTT 9 90 6 21 194 20 59,159 60,179 39,700 41,100 2,019,653 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 2 9 190 GAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctcGAGCCTGAGTACATTCCTTCCC GGAGACAGCAGTGTTGGGTT 9 90 5 22 194 20 60,159 60,179 39,700 41,100 2,337,903 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 3 9 190 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC TGGAGACAGCAGTGTTGGGT 9 91 6 21 195 20 59,159 61,345 39,700 45,100 3,185,588 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 3 9 245 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC TGTTTCCGGCATTGAGGTGA 9 146 6 21 250 20 59,159 59,890 39,700 40,200 1,950,167 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 4 9 121 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC AGCAGACAGGGTTCAAGCAC 9 22 6 21 126 20 59,159 60,536 39,700 44,000 2,376,641 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 4 9 123 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC ACAGCAGACAGGGTTCAAGC 9 24 6 21 128 20 59,159 60,536 39,700 40,100 2,376,641 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 6 9 122 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC CAGCAGACAGGGTTCAAGCA 9 23 6 21 127 20 59,159 60,536 39,700 39,100 2,376,415 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 6 9 261 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC CACTCGGTGGTCCTGATGTT 9 162 6 21 266 20 59,159 59,678 39,700 27,100 2,162,306 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 7 9 258 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC TCGGTGGTCCTGATGTTTCC 9 159 6 21 263 20 59,159 59,676 39,700 31,300 2,164,264 F 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 8 9 152 GCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctct GCCTGAGTACATTCCTTCCC CTCTGTCTGCTGCACCTGAA 9 54 7 20 158 20 57,666 59,966 39,700 30,200 2,368,165 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 8 9 153 AGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctct AGCCTGAGTACATTCCTTCCC CTCTGTCTGCTGCACCTGAA 9 54 6 21 158 20 59,159 59,966 39,700 30,200 1,875,111 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2210:8572:45593 1 36 49 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTNA 0 0 8 9 154 GAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctcGAGCCTGAGTACATTCCTTCCC CTCTGTCTGCTGCACCTGAA 9 54 5 22 158 20 60,159 59,966 39,700 30,200 2,193,362 B 280 ACAAGAGCCTGAGTACATTCCTTCCCCTCTGTCTGtctctctctctctctctctctctctctctctctctcCctctctctctctTTCTTCACCCAACTTGCAATTTGTGCTTGAACCCTGTCTGCTGTTTGTGACTAATTCAGGTGCAGCAGACAGAGCtttttGAAATAAGTCAACCCAACACTGCTGTCTCCAGAAGCACAGATAAACCATCCATCTGCATCGTTAAATCACCTCAATGCCGGAAACATCAGGACCACCGAGTGAATGCAGCAGGACC

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 18 184 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG CCCAGTCCTCTGCACCATTA 76 18 5 20 188 20 59,177 59,088 32,800 19,000 1,735,229 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 17 184 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG CCCAGTCCTCTGCACCATTAG 76 17 5 20 188 21 59,177 60,134 32,800 17,300 1,957,740 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 31 196 CTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATA CTTGCAGTTGGGTGTTTGGG CCCAGGACATTAGCCCAGTC 75 31 6 20 201 20 59,895 59,819 41,200 35,100 0.286021 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 31 197 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG CCCAGGACATTAGCCCAGTC 76 31 5 20 201 20 59,177 59,819 32,800 35,100 1,004,810 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 25 191 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG ACATTAGCCCAGTCCTCTGC 76 25 5 20 195 20 59,177 59,456 32,800 42,600 1,367,209 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 24 190 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG CATTAGCCCAGTCCTCTGCA 76 24 5 20 194 20 59,177 59,457 32,800 44,100 1,366,737 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 23 189 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG ATTAGCCCAGTCCTCTGCAC 76 23 5 20 193 20 59,177 59,456 32,800 45,700 1,367,209 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 13 129 AGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAGTGGTGAACTTTGATTGGAAGA ATTAGCCCAGTCCTCTGCAC 13 23 65 23 193 20 58,208 59,456 28,700 45,700 5,335,818 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 13 130 AGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAGTGGTGAACTTTGATTGGAAGA CATTAGCCCAGTCCTCTGCA 13 24 65 23 194 20 58,208 59,457 28,700 44,100 5,335,345 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 13 137 AGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAGTGGTGAACTTTGATTGGAAGA CCCAGGACATTAGCCCAGTC 13 31 65 23 201 20 58,208 59,819 28,700 35,100 4,973,418 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Apr‐75 76 278 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG GCTTATTGCTGAGATACGCTTC 76 110 5 20 282 22 59,177 57,618 32,800 38,600 5,205,766 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Apr‐75 76 278 ACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAAT ACTTGCAGTTGGGTGTTTGG GCTTATTGCTGAGATACGCTTCT 76 109 5 20 282 23 59,177 58,945 32,800 28,500 4,878,131 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Apr‐75 76 279 AACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAA AACTTGCAGTTGGGTGTTTGG GCTTATTGCTGAGATACGCTTCT 76 109 4 21 282 23 59,793 58,945 32,800 28,500 5,261,521 B 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Apr‐75 75 277 CTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATA CTTGCAGTTGGGTGTTTGGG GCTTATTGCTGAGATACGCTTCT 75 109 6 20 282 23 59,895 58,945 41,200 28,500 4,159,342 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 70 272 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT GCTTATTGCTGAGATACGCTTC 70 110 11 20 282 22 59,960 57,618 37,200 38,600 4,422,805 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 70 272 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT GCTTATTGCTGAGATACGCTTCT 70 109 11 20 282 23 59,960 58,945 37,200 28,500 4,095,170 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 31 191 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT CCCAGGACATTAGCCCAGTC 70 31 11 20 201 20 59,960 59,819 37,200 35,100 0.221849 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 31 192 CAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATT CAGTTGGGTGTTTGGGTGTG CCCAGGACATTAGCCCAGTC 71 31 10 20 201 20 59,541 59,819 38,200 35,100 0.640839 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 25 185 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT ACATTAGCCCAGTCCTCTGC 70 25 11 20 195 20 59,960 59,456 37,200 42,600 0.584248 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 24 184 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT CATTAGCCCAGTCCTCTGCA 70 24 11 20 194 20 59,960 59,457 37,200 44,100 0.583776 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:1377:40126 1 101 50 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 23 183 AGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTT AGTTGGGTGTTTGGGTGTGT ATTAGCCCAGTCCTCTGCAC 70 23 11 20 193 20 59,960 59,456 37,200 45,700 0.584248 F 283 NGTAACTTGCAGTTGGGTGTTTGGgtgtgtAATTAGTAAATAAATTTCAATATAGATAGTGTGAAGTGGTGAACTTTGATTGGAAGAATATGGAAGTCGAacacacacacacacacacacacacacacacacacacGcacacaTacacacTCGCTAATGTCACTGGACTAATGGTGCAGAGGACTGGGCTAATGTCCTGGGGACAAATGCCGCCATTGCAGTGGACGAACTTCAAATTCAATTAATTAAATCTTGAATTAGAAGCGTATCTCAGCAATAAGCN

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 46 191 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG TGTGTCGAAACCCTGTGAACT 46 62 21 18 211 21 61,357 59,791 31,600 30,100 4,565,614 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 193 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG ACTGTGTCGAAACCCTGTGA 46 65 21 18 213 20 61,357 59,172 31,600 35,800 4,185,101 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 194 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG GACTGTGTCGAAACCCTGTGA 46 65 21 18 214 21 61,357 60,202 31,600 35,800 4,559,565 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 143 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG CTCCAAAGCCCATCTCTGCA 46 15 21 18 163 20 61,357 60,035 31,600 44,100 3,391,846 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 14 142 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG TCCAAAGCCCATCTCTGCAG 46 14 21 18 162 20 61,357 60,035 31,600 44,100 3,391,846 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 141 GGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACGGCACTGGTGGCGAAGTG CCAAAGCCCATCTCTGCAGA 46 13 21 18 161 20 61,357 60,035 31,600 42,600 3,391,846 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 127 TGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGT TGCAACTTTCCCTTTCTAACTTTGT CTCCAAAGCCCATCTCTGCA 23 15 37 25 163 20 59,579 60,035 28,300 44,100 5,455,506 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 14 126 TGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGT TGCAACTTTCCCTTTCTAACTTTGT TCCAAAGCCCATCTCTGCAG 23 14 37 25 162 20 59,579 60,035 28,300 44,100 5,455,506 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:13809:51887 1 85 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 13 125 TGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGT TGCAACTTTCCCTTTCTAACTTTGT CCAAAGCCCATCTCTGCAGA 23 13 37 25 161 20 59,579 60,035 28,300 42,600 5,455,506 B 214 GTTGTTTAtttttAGATTTAGGCACTGGTGGCGAAGTGCAACTTTCCCTTTCTAACTTTGTATTGTTAATAGTCTGTACACAGGcacacacacacacacacacacacacacacacacacaTGcacacaAAGGACAGGGGTCTCTGCAGAGATGGGCTTTGGAGAATAGACTTCATAAAGAGAAAGGATAAAGTTCACAGGGTTTCGACACAGTC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 1 1 3 20 196 GCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGGCAATACCATCCTTCAGTTACCC TGCTGCTATTAAGTTGGGTGAGA 20 86 34 23 229 23 59,117 59,737 36,900 32,700 7,146,659 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 26 164 GGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAAT GGCCAGTGTGTGATAGTGACA CTGTTCCTGCTTGCTGCTTG 53 26 3 21 166 20 59,998 60,039 35,800 40,100 1,041,410 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 26 165 AGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAA AGGCCAGTGTGTGATAGTGAC CTGTTCCTGCTTGCTGCTTG 54 26 2 21 166 20 59,724 60,039 36,700 40,100 1,315,858 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 12 150 GGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAAT GGCCAGTGTGTGATAGTGACA TGCTTGCCTGCTAGACAACT 53 12 3 21 152 20 59,998 59,602 35,800 31,600 1,399,914 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 0 94 GCAGAGACTGGCAGGCAAtctctctctctctctctctctctc GCAGAGACTGGCAGGCAA TGCTTGCCTGCTAGACAACT 0 12 59 18 152 20 59,967 59,602 45,200 31,600 2,431,081 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 0 99 GCAGAGACTGGCAGGCAAtctctctctctctctctctctctc GCAGAGACTGGCAGGCAA CTTGCTGCTTGCCTGCTAGA 0 17 59 18 157 20 59,967 60,676 45,200 24,300 2,708,977 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 4 0 108 GCAGAGACTGGCAGGCAAtctctctctctctctctctctctc GCAGAGACTGGCAGGCAA CTGTTCCTGCTTGCTGCTTG 0 26 59 18 166 20 59,967 60,039 45,200 40,100 2,072,578 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 5 34 198 GTGACAGAAACAAGAAGCAATACCATCCTTCAGTTAGTGACAGAAACAAGAAGCAATACCA TGGGTGAGATAACCTGGTTGT 34 74 18 25 215 21 59,991 58,655 32,500 33,200 7,353,204 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 6 53 203 GGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAAT GGCCAGTGTGTGATAGTGACA AACCTGGTTGTCTCGGTAGG 53 65 3 21 205 20 59,998 59,026 35,800 31,800 1,976,357 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 6 34 198 GTGACAGAAACAAGAAGCAATACCATCCTTCAGTTAGTGACAGAAACAAGAAGCAATACCA TGGGTGAGATAACCTGGTTGTC 34 73 18 25 215 22 59,991 59,695 32,500 31,800 7,313,373 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 6 0 147 GCAGAGACTGGCAGGCAAtctctctctctctctctctctctc GCAGAGACTGGCAGGCAA AACCTGGTTGTCTCGGTAGG 0 65 59 18 205 20 59,967 59,026 45,200 31,800 3,007,524 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 8 54 203 AGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAA AGGCCAGTGTGTGATAGTGAC ACCTGGTTGTCTCGGTAGGG 54 64 2 21 204 20 59,724 60,903 36,700 35,300 2,179,875 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 8 53 202 GGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAAT GGCCAGTGTGTGATAGTGACA ACCTGGTTGTCTCGGTAGGG 53 64 3 21 204 20 59,998 60,903 35,800 35,300 1,905,427 F 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 8 0 146 GCAGAGACTGGCAGGCAAtctctctctctctctctctctctc GCAGAGACTGGCAGGCAA ACCTGGTTGTCTCGGTAGGG 0 64 59 18 204 20 59,967 60,903 45,200 35,300 2,936,595 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:16508:33744 1 77 44 18 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTNA 0 0 8 0 147 TGCAGAGACTGGCAGGCAAtctctctctctctctctctctct TGCAGAGACTGGCAGGCAA ACCTGGTTGTCTCGGTAGGG 0 64 58 19 204 20 61,822 60,903 45,200 35,300 3,724,971 B 235 AAGGCCAgtgtgtGATAGTGACAGAAACAAGAAGCAATACCATCCTTCAGTTACCCCTGCAGAGACTGGCAGGCAAtctctctctctctctctctctctctctctctctctcGTtctctcTTGCTGGACACAAGTTGTCTAGCAGGCAAGCAGCAAGCAGGAACAGGATAGCTTCTTCAGTTACCCCTACCGAGACAACCAGGTTATCTCACCCAACTTAATAGCAGCAATGTAC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 1 1 7 0 134 TTCTTacacacacGCCGTCACATAAAGACATGCTCTGTTTCTTACACACACGCCGTCA GCGTTGTTTGTCTGAGTGAGC 33 0 6 20 139 21 59,897 60,333 43,500 42,600 1,435,920 G 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 9 3 140 CTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTCTTTCTTACACACACGCCG GAGCGTTGTTTGTCTGAGTG 36 3 2 21 141 20 59,544 57,347 64,600 35,100 4,108,448 G 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 9 2 140 CTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTCTTTCTTACACACACGCCG GAGCGTTGTTTGTCTGAGTGA 36 2 2 21 141 21 59,544 58,798 64,600 34,100 3,657,518 G 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 9 1 140 CTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTCTTTCTTACACACACGCCG GAGCGTTGTTTGTCTGAGTGAG 36 1 2 21 141 22 59,544 59,780 64,600 35,100 3,675,460 G 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 10 0 101 TCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacac TCTGTCTCCCTCTCGCTCTT GCGTTGTTTGTCTGAGTGAGC 0 0 39 20 139 21 59,670 60,333 28,500 42,600 1,663,189 D 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 10 0 106 CATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTc CATGCTCTGTCTCCCTCTCG GCGTTGTTTGTCTGAGTGAGC 5 0 34 20 139 21 59,615 60,333 40,400 42,600 1,718,287 D 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 10 0 129 acacacacGCCGTCACATAAAGACATGCTCTGTCTCC ACACACACGCCGTCACATAA GCGTTGTTTGTCTGAGTGAGC 28 0 11 20 139 21 60,250 60,333 19,000 42,600 1,582,789 G 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:21805:59657 1 59 60 18 2 AC TCTCTCTCTCTCACTCACACACACACACACACACACANA 0 0 12 0 102 CTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacaca CTCTGTCTCCCTCTCGCTCT GCGTTGTTTGTCTGAGTGAGC 1 0 38 20 139 21 60,107 60,333 40,900 42,600 1,440,472 D 141 TCTCTTTCTTacacacacGCCGTCACATAAAGACATGCTCTGTCTCCCTCTCGCTCTTtctctctctctcACTcacacacacacacacacacacacacacacacacacaTacacacacGCTCACTCAGACAAACAACGCTC

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 1 1 2 9 133 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC CGAAGCCCACATCTCATAAATGAA 9 13 34 25 166 24 60,047 59,424 39,700 25,700 9,623,003 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 2 9 133 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC CGAAGCCCACATCTCATAAATGA 9 14 34 25 166 23 60,047 58,871 39,700 25,700 9,176,330 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 3 43 223 CACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCACACCTGATTGCCATATCCTACCA CAGCTCAGCACCTTCTGACA 43 75 2 23 224 20 59,927 59,966 32,500 35,800 3,107,391 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 3 43 224 CACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCACACCTGATTGCCATATCCTACCA ACAGCTCAGCACCTTCTGAC 43 76 2 23 225 20 59,927 59,965 32,500 35,100 3,107,531 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 3 9 133 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC CGAAGCCCACATCTCATAAATG 9 15 34 25 166 22 60,047 57,521 39,700 23,200 9,525,793 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 4 43 203 CACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCACACCTGATTGCCATATCCTACCA GGCAACTAGGGATGGGCAAT 43 55 2 23 204 20 59,927 60,106 32,500 35,600 3,178,930 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 4 9 171 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC GGCAACTAGGGATGGGCAAT 9 55 34 25 204 20 60,047 60,106 39,700 35,600 5,152,965 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 4 9 185 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC AGCACCTTCTGACAGGCAAC 9 69 34 25 218 20 60,047 60,536 39,700 41,700 5,582,956 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:23500:7849 1 68 62 18 1.5 AT ATATATATATATATATATACACACACATATATATATANA 0 0 4 9 186 CCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatat CCCTCATGTACTTATCTAGCTTCCC CAGCACCTTCTGACAGGCAA 9 70 34 25 219 20 60,047 60,536 39,700 45,200 5,582,729 F 225 TCACCTGATTGCCATATCCTACCATTCTTTTCTCCCTCATGTACTTATCTAGCTTCCCCTTAAATGCatatatatatatatatatacacacacatatatatatatatatatatatatatatatatatatAAttttttaaaaaTTCATTTATGAGATGTGGGCTTCGCTGGCTGGGCCAGCATTTATTGCCCATCCCTAGTTGCCTGTCAGAAGGTGCTGAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:24221:7620 1 105 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 14 6 101 tCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCGCCctct TCCCTGTCTCCCTCTGTCTC GCACACTGGATAAGAATGAGGC 17 6 68 20 168 22 59,667 59,384 33,600 47,000 2,949,223 F 175 CTGtctctctctctctcCCTCTGATtctctctctcTGtctctctctctcTGtctctctcTGCctctctCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCGCCctctctctctctctctctctctctctctctctctctCCGAGTGCCTCATTCTTATCCAGTGTGCTCACTGT

ST‐E00142:460:H2K7HCCXY:6:2211:24221:7620 1 105 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 6 103 tctCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCGCCct TCTCCCTGTCTCCCTCTGTC GCACACTGGATAAGAATGAGGC 19 6 66 20 168 22 59,667 59,384 35,100 47,000 2,949,223 F 175 CTGtctctctctctctcCCTCTGATtctctctctcTGtctctctctctcTGtctctctcTGCctctctCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCGCCctctctctctctctctctctctctctctctctctctCCGAGTGCCTCATTCTTATCCAGTGTGCTCACTGT

ST‐E00142:460:H2K7HCCXY:6:2211:24221:7620 1 105 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 6 107 CctctctCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCG CCTCTCTCCCTGTCTCCCTC GCACACTGGATAAGAATGAGGC 23 6 62 20 168 22 60,106 59,384 43,000 47,000 2,722,129 F 175 CTGtctctctctctctcCCTCTGATtctctctctcTGtctctctctctcTGtctctctcTGCctctctCCCTGTCTCCCTCTGtctctctcTGTCCCTCTCGCCctctctctctctctctctctctctctctctctctctCCGAGTGCCTCATTCTTATCCAGTGTGCTCACTGT

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 31 155 ACCCTcacacacaTGCACATACAGAAATATGCACTGA ACCCTCACACACATGCACAT CGTGTGCATGTGAGAGGGAG 48 31 101 20 255 20 59,889 60,739 32,100 43,000 0.849823 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 31 206 TCGCATTCAGACACAGAAGCTCAATTATGTCACGCTTCGCATTCAGACACAGAAGCT CGTGTGCATGTGAGAGGGAG 98 31 50 21 255 20 59,999 60,739 37,400 43,000 1,740,055 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 154 ACCCTcacacacaTGCACATACAGAAATATGCACTGA ACCCTCACACACATGCACAT GTGTGCATGTGAGAGGGAGA 48 30 101 20 254 20 59,889 59,390 32,100 37,100 0.721235 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 205 TCGCATTCAGACACAGAAGCTCAATTATGTCACGCTTCGCATTCAGACACAGAAGCT GTGTGCATGTGAGAGGGAGA 98 30 50 21 254 20 59,999 59,390 37,400 37,100 1,611,468 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 245 GGCAATGTCCATATGCACGCTGATATACACATACACGGCAATGTCCATATGCACGC GTGTGCATGTGAGAGGGAGA 139 30 10 20 254 20 60,318 59,390 53,400 37,100 0.928281 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 246 GGGCAATGTCCATATGCACGCTGATATACACATACAGGGCAATGTCCATATGCACG GTGTGCATGTGAGAGGGAGA 140 30 9 20 254 20 59,688 59,390 53,400 37,100 0.921964 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 30 254 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACTCACAGGGCAATGTCCA GTGTGCATGTGAGAGGGAGA 148 30 1 20 254 20 60,251 59,390 40,200 37,100 0.861032 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 19 125 TGCACTGATCATcacacacaAATTGCCAAACAAAATCTTGCACTGATCATCACACACA GTGTGCATGTGAGAGGGAGA 19 30 130 20 254 20 57,453 59,390 37,200 37,100 3,157,473 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 19 126 TGCACTGATCATcacacacaAATTGCCAAACAAAATCTTGCACTGATCATCACACACA CGTGTGCATGTGAGAGGGAG 19 31 130 20 255 20 57,453 60,739 37,200 43,000 3,286,061 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 29 153 ACCCTcacacacaTGCACATACAGAAATATGCACTGA ACCCTCACACACATGCACAT TGTGCATGTGAGAGGGAGAG 48 29 101 20 253 20 59,889 59,100 32,100 32,000 1,011,482 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 29 204 TCGCATTCAGACACAGAAGCTCAATTATGTCACGCTTCGCATTCAGACACAGAAGCT TGTGCATGTGAGAGGGAGAG 98 29 50 21 253 20 59,999 59,100 37,400 32,000 1,901,715 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:30289:33217 1 169 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 19 124 TGCACTGATCATcacacacaAATTGCCAAACAAAATCTTGCACTGATCATCACACACA TGTGCATGTGAGAGGGAGAG 19 29 130 20 253 20 57,453 59,100 37,200 32,000 3,447,720 F 288 CACTCACAGGGCAATGTCCATATGCACGCTGATATACACATACACTGTCTCGCATTCAGACACAGAAGCTCAATTATGTCACGCTCATtctctcTTATGCACCCTcacacacaTGCACATACAGAAATATGCACTGATCATcacacacaAATTGCCAAACAAAATCTTtctctctctctctctctctctctctctctctctctcCCTCCCTcccccTCTCAAtctctctcTTtctctcCCTCTCACATGCACACGCAAacacacAAATCCAAACGATATGTGCACATA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 68 240 TAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggC TAACAGTGGTGCCATCTGCT TGCATGTGGTGATATAACCTGAGT 92 68 2 20 241 24 59,308 59,836 42,400 34,100 4,856,506 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 68 240 TAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggC TAACAGTGGTGCCATCTGCTT TGCATGTGGTGATATAACCTGAGT 91 68 2 21 241 24 59,926 59,836 39,100 34,100 5,237,793 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 45 194 GAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAGAGCCTGATCTTATCCTGCCC TGCATGTGGTGATATAACCTGAGT 45 68 48 21 241 24 59,997 59,836 53,600 34,100 5,167,033 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 68 241 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTggggg TTAACAGTGGTGCCATCTGCT TGCATGTGGTGATATAACCTGAGT 92 68 1 21 241 24 59,926 59,836 42,400 34,100 5,237,793 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 45 193 AGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAAAGCCTGATCTTATCCTGCCC TGCATGTGGTGATATAACCTGAGT 45 68 49 20 241 24 58,937 59,836 53,600 34,100 5,227,213 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 44 192 GCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACGCCTGATCTTATCCTGCCCT TGCATGTGGTGATATAACCTGAGT 44 68 50 20 241 24 58,937 59,836 51,900 34,100 5,227,213 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 140 CCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACA CCTGCCCTGGCTTCTGTTTA AGCCTGGATTCCTGCTCCTA 32 32 62 20 201 20 59,962 60,031 20,100 29,400 0.068871 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 143 TATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAG TATCCTGCCCTGGCTTCTGT AGCCTGGATTCCTGCTCCTA 35 32 59 20 201 20 60,622 60,031 34,100 29,400 0.652276 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 144 TTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGTTATCCTGCCCTGGCTTCTG AGCCTGGATTCCTGCTCCTA 36 32 58 20 201 20 59,452 60,031 30,200 29,400 0.578736 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 198 ACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCAT ACAGTGGTGCCATCTGCTTA AGCCTGGATTCCTGCTCCTA 90 32 4 20 201 20 59,308 60,031 30,900 29,400 0.723181 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 199 AACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCAAACAGTGGTGCCATCTGCTT AGCCTGGATTCCTGCTCCTA 91 32 3 20 201 20 60,179 60,031 39,100 29,400 0.209686 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 200 TAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggC TAACAGTGGTGCCATCTGCT AGCCTGGATTCCTGCTCCTA 92 32 2 20 201 20 59,308 60,031 42,400 29,400 0.723181 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 31 139 CCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACA CCTGCCCTGGCTTCTGTTTA GCCTGGATTCCTGCTCCTAA 32 31 62 20 200 20 59,962 59,160 20,100 26,900 0.878112 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 139 CCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACA CCTGCCCTGGCTTCTGTTTA GCCTGGATTCCTGCTCCTAAT 32 30 62 20 200 21 59,962 59,577 20,100 17,300 1,461,327 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 29 138 TGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATT TGCCCTGGCTTCTGTTTATGA AGCCTGGATTCCTGCTCCTA 29 32 64 21 201 20 59,646 60,031 21,500 29,400 1,384,736 B 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2211:4594:31494 1 114 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 32 165 gCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGC GCATCACAGCTGAGCCTGAT AGCCTGGATTCCTGCTCCTA 57 32 37 20 201 20 60,464 60,031 29,000 29,400 0.494718 F 252 TTAACAGTGGTGCCATCTGCTTATTTAGTTGTgggggCATCACAGCTGAGCCTGATCTTATCCTGCCCTGGCTTCTGTTTATGAACAGGTCTAGACATTcacacaGACACATGcacacacacacacacacacacacacacacacacacaAATACTTTCATTAGGTGTTTCTAGATAGTTATTAGGAGCAGGAATCCAGGCTTATTCCCTCCTCCCTAACTCAGGTTATATCACCACATGCATGAAAACGGTA

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 19 165 CTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGCTGGAGGGCATGCAAGAGAA GGACTTACCGGGAAGCATCC 64 19 106 20 270 20 60,035 60,179 28,700 35,100 0.213821 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 19 169 ATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATG ATGTCTGGAGGGCATGCAAG GGACTTACCGGGAAGCATCC 68 19 102 20 270 20 60,395 60,179 40,100 35,100 0.574364 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 19 217 TAGGCCAGTGGTTCCCAAACTGTGATACGCAAACC TAGGCCAGTGGTTCCCAAAC GGACTTACCGGGAAGCATCC 116 19 54 20 270 20 59,888 60,179 29,300 35,100 0.290692 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 19 219 CTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCTTAGGCCAGTGGTTCCCAA GGACTTACCGGGAAGCATCC 118 19 52 20 270 20 59,596 60,179 41,200 35,100 0.583094 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 19 221 AACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAAACTTAGGCCAGTGGTTCCC GGACTTACCGGGAAGCATCC 120 19 50 20 270 20 59,596 60,179 39,700 35,100 0.583480 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 19 264 AGTCACCATTTATTTCCCACACCTTACTgggggTAATTAGTCACCATTTATTTCCCACACCT GGACTTACCGGGAAGCATCC 159 19 7 24 270 20 60,203 60,179 40,000 35,100 4,381,727 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 263 GTCACCATTTATTTCCCACACCTTACTgggggTAATTC GTCACCATTTATTTCCCACACCT GGACTTACCGGGAAGCATCC 159 19 8 23 270 20 58,914 60,179 40,000 35,100 4,265,510 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 264 AGTCACCATTTATTTCCCACACCTTACTgggggTAATTAGTCACCATTTATTTCCCACACC GGACTTACCGGGAAGCATCC 160 19 7 23 270 20 58,914 60,179 41,600 35,100 4,265,510 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:10947:22634 1 190 42 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 19 173 ACACATGTCTGGAGGGCATGCAAGAGAAATTGTCT ACACATGTCTGGAGGGCATG GGACTTACCGGGAAGCATCC 72 19 98 20 270 20 60,035 60,179 40,600 35,100 0.213821 F 290 ATTAAAAGTCACCATTTATTTCCCACACCTTACTgggggTAATTCATTCAACTTAGGCCAGTGGTTCCCAAACTGTGATACGCAAACCCCTGGGAGTACACATGTCTGGAGGGCATGCAAGAGAAATTGTCTAATGGAGGAtttttttCCCCTCtttttttAATTCAttttttttCCATtgtgtgTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataAAGAGGGGaaaaaaaGTTAGGATGCTTCCCGGTAAGTCCAGGGGCATATGGTGTGGTCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 18 114 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG ACTCAGAGAAACGCTGCTGG 18 20 60 20 173 20 59,964 60,320 33,500 48,500 0.356128 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 18 189 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG GTGCAGTTGTCTCCTCAGGA 18 95 60 20 248 20 59,964 59,318 33,500 38,600 0.717614 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 18 193 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG TTGGGTGCAGTTGTCTCCTC 18 99 60 20 252 20 59,964 59,891 33,500 37,100 0.144465 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 18 194 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG GTTGGGTGCAGTTGTCTCCT 18 100 60 20 253 20 59,964 60,179 33,500 36,900 0.214898 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 18 195 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG AGTTGGGTGCAGTTGTCTCC 18 101 60 20 254 20 59,964 60,179 33,500 37,100 0.214898 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 17 188 cacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGaCACACATGCCCACTCTGAGA GTGCAGTTGTCTCCTCAGGA 17 95 61 20 248 20 59,677 59,318 32,700 38,600 1,004,381 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 17 189 cacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGaCACACATGCCCACTCTGAGA GGTGCAGTTGTCTCCTCAGG 17 96 61 20 249 20 59,677 60,321 32,700 38,600 0.643770 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 16 110 acacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGACACACATGCCCACTCTGAG AGAGAAACGCTGCTGGGAAT 18 16 60 20 169 20 59,964 59,674 33,500 30,100 0.362144 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 19 115 cacacacaTGCCCACTCTGAGAAAGTAacacacGCAAA CACACACATGCCCACTCTGA ACTCAGAGAAACGCTGCTGG 19 20 59 20 173 20 60,250 60,320 32,700 48,500 0.570671 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 61 240 TGCTTAAacacacacAGacacacacATACAAAGACaaaa TGCTTAAACACACACAGACACA AGTTGGGTGCAGTTGTCTCC 61 101 15 22 254 20 58,661 60,179 37,200 37,100 3,518,158 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 60 240 TGCTTAAacacacacAGacacacacATACAAAGACaaaa TGCTTAAACACACACAGACACAC AGTTGGGTGCAGTTGTCTCC 60 101 15 23 254 20 59,874 60,179 38,200 37,100 3,305,189 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:11221:21491 1 98 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 57 240 AAacacacacAGacacacacATACAAAGACaaaaaCATGAAACACACACAGACACACACA CCATCAGTTGGGTGCAGTTG 57 106 20 21 259 20 58,501 59,400 37,200 31,600 3,098,755 F 272 CATGTACACAGACATGCTTAAacacacacAGacacacacATACAAAGACaaaaaCATGcacacacaTGCCCACTCTGAGAAAGTAacacacGCAAAGacacacacacacacacacacacacacacacacacacATACACGTCCGTGAATATTCCCAGCAGCGTTTCTCTGAGtttttATGAttgttgttgGATGTTCTTTTCCAAGTTAAACTGAATGTTTTGTGCATTCCTGAGGAGACAACTGCACCCAACTGATGGTAGCTATTGTGCC

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 1 99 GGCACAAACCCTCCAACTGACATACATGTCCTATTT GGCACAAACCCTCCAACTGA GACAGAAGGGCACTGACAGG 22 1 32 20 130 20 60,467 60,321 34,100 40,000 0.788412 A 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 1 103 ATGTGGCACAAACCCTCCAACTGACATACATGTCCT ATGTGGCACAAACCCTCCAA GACAGAAGGGCACTGACAGG 26 1 28 20 130 20 60,106 60,321 35,300 40,000 0.426882 A 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 1 107 TCTGATGTGGCACAAACCCTCCAACTGACATACATGTCTGATGTGGCACAAACCCT GACAGAAGGGCACTGACAGG 30 1 24 20 130 20 59,522 60,321 43,400 40,000 0.799194 A 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 3 105 ATGTGGCACAAACCCTCCAACTGACATACATGTCCT ATGTGGCACAAACCCTCCAA GAGACAGAAGGGCACTGACA 26 3 28 20 132 20 60,106 59,318 35,300 35,800 0.787494 F 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 18 141 AGATGATACAATTTCTGATGTGGCACAAACCCTCCAAGATGATACAATTTCTGATGTGGCAC TGAGAGTCAGAGAGAAGAAGAGAC 37 18 11 26 151 24 59,961 58,754 50,100 33,600 11,284,578 F 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 17 141 AGATGATACAATTTCTGATGTGGCACAAACCCTCCAAGATGATACAATTTCTGATGTGGCAC TGAGAGTCAGAGAGAAGAAGAGACA 37 17 11 26 151 25 59,961 60,222 50,100 34,100 11,260,871 F 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:12834:39370 1 74 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 17 140 AGATGATACAATTTCTGATGTGGCACAAACCCTCCAAGATGATACAATTTCTGATGTGGCAC GAGAGTCAGAGAGAAGAAGAGACA 37 17 11 26 150 24 59,961 58,754 50,100 34,100 11,284,578 F 290 GTGCTTCAAAAGATGATACAATTTCTGATGTGGCACAAACCCTCCAACTGACATACATGTCCTATTTCTTTCCctctctctctctctctctctctctctctctctctctCCCTGTCAGTGCCCTTCTGTCtcttcttctCTCTGACTCTCAtttttACCTGAATCTCACTTTTCTTGTTCTTTCTAGCTTAGTAtgtgtgCgtgtgtgtgtgtCTTTCCTTATCTAtttttCTCGAtttttGTCTGTCTTTTATTTTGTGTCTGAtttttttttCTTTGTTTCTTTCTAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 11 102 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC CGAGCTCTGGAATTCCCTCC 11 15 37 20 138 20 59,759 59,894 22,400 43,000 0.347259 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 11 162 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC TTTGAATCGCTTCGCCGTG 11 76 37 20 198 19 59,759 59,504 22,400 49,400 1,736,990 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 47 198 ATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGATACCAGGTCAGGTGGCCA ATTTGAATCGCTTCGCCGTG 47 76 2 19 199 20 60,230 59,903 53,600 49,400 1,326,796 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 46 198 ATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGATACCAGGTCAGGTGGCCAA ATTTGAATCGCTTCGCCGTG 46 76 2 20 199 20 60,845 59,903 45,200 49,400 0.941637 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 45 197 TACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCTACCAGGTCAGGTGGCCAAA ATTTGAATCGCTTCGCCGTG 45 76 3 20 199 20 61,063 59,903 32,800 49,400 1,160,046 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 11 99 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC GCTCTGGAATTCCCTCCCTG 11 12 37 20 135 20 59,759 59,818 22,400 44,500 0.423779 A 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 11 103 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC CCGAGCTCTGGAATTCCCTC 11 16 37 20 139 20 59,759 59,894 22,400 43,000 0.347259 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 11 163 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC ATTTGAATCGCTTCGCCGTG 11 76 37 20 199 20 59,759 59,903 22,400 49,400 0.338457 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 10 162 GGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagag GGAGGCGCTAAGGAGTATCT ATTTGAATCGCTTCGCCGTG 10 76 38 20 199 20 58,377 59,903 19,800 49,400 1,720,139 F 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 3 90 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC TTCCCTCCCTGAACCTCTCC 11 3 37 20 126 20 59,759 60,253 22,400 37,100 0.494223 A 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:14651:40653 1 68 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 11 100 CGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgaga CGGAGGCGCTAAGGAGTATC AGCTCTGGAATTCCCTCCCT 11 13 37 20 136 20 59,759 59,955 22,400 42,000 0.286950 A 199 GATACCAGGTCAGGTGGCCAAAGGCTTGGTTAAAGGCGGAGGCGCTAAGGAGTATCTAAAAGCGGGTgagagagagagagagagagagagagagagagagagaGGTGGAGAGGTTCAGGGAGGGAATTCCAGAGCTCgggggggggAGTGCGACCCAGGCAGCTGAAGGCATGGCCGCCCACGGCGAAGCGATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 11 15 242 TCCAAACctttctttctttACTtctctcACCCCTTCTTTCATt TCCAAACCTTTCTTTCTTTACTTCTCT CCAATACGGAGGGAGAAGGTG 15 143 2 27 243 21 58,947 59,861 31,000 40,000 9,192,413 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 11 240 AACctttctttctttACTtctctcACCCCTTCTTTCATtctctct AACCTTTCTTTCTTTACTTCTCTCACC GACCAATACGGAGGGAGAAGG 11 145 6 27 245 21 59,500 59,587 40,200 34,600 8,912,640 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 10 229 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC GGAGGGAGAAGGTGTGAGCT 10 137 8 26 236 20 59,572 60,907 46,100 40,900 7,335,694 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 10 231 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC ACGGAGGGAGAAGGTGTGAG 10 139 8 26 238 20 59,572 60,901 46,100 35,100 7,329,112 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 10 232 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC TACGGAGGGAGAAGGTGTGA 10 140 8 26 239 20 59,572 59,593 46,100 35,800 6,835,214 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 10 240 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC AAGACCAATACGGAGGGAGA 10 148 8 26 247 20 59,572 57,455 46,100 37,100 8,973,309 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 1 93 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC TGAGCTCAAGAGAGACACGA 10 1 8 26 100 20 59,572 58,102 46,100 43,500 8,326,025 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 0 93 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC TGAGCTCAAGAGAGACACGAG 10 0 8 26 100 21 59,572 59,190 46,100 41,800 8,238,012 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 0 94 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC TTGAGCTCAAGAGAGACACGAG 10 0 8 26 101 22 59,572 59,772 46,100 41,800 8,656,091 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 10 188 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC GAGAGAGCGAAAGGGAGAGA 10 96 8 26 195 20 59,572 58,242 46,100 31,000 8,186,147 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 14 10 189 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC AGAGAGAGCGAAAGGGAGAG 10 97 8 26 196 20 59,572 58,237 46,100 32,000 8,191,172 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:21014:47492 1 44 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 15 10 189 CctttctttctttACTtctctcACCCCTTCTTTCATtctctctctc CCTTTCTTTCTTTACTTCTCTCACCC AGAGAGAGCGAAAGGGAGAGA 10 96 8 26 196 21 59,572 59,716 46,100 31,000 7,712,078 F 247 CTCCAAACctttctttctttACTtctctcACCCCTTCTTTCATtctctctctctctctctctctctctctctctctctcCTCGTGtctctcTTGAGCTCAAAAtctctctcCCCATCTCTACGCTCAATGTCTCTGTCtttttCTCCCACCTTTCTACACGTTtctctcCATCTTtctctcCCTTTCGctctctctATGTCTCCTTCTCCctctctAGCTCACACCTTCTCCCTCCGTATTGGTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 0 131 TGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAATGCCAGGGACTTGACTGAAA CCCATCTGCTTATATGTCGAACTG 51 0 10 20 140 24 59,157 59,312 26,900 31,600 5,531,256 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 53 187 ATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGT ATTGCCAGGGACTTGACTGA TGCCAAGTAAGCACATGCCA 53 58 8 20 194 20 58,933 60,539 34,100 49,200 1,606,503 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 52 186 TTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTA TTGCCAGGGACTTGACTGAA TGCCAAGTAAGCACATGCCA 52 58 9 20 194 20 59,157 60,539 30,200 49,200 1,382,516 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 51 185 TGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAATGCCAGGGACTTGACTGAAA TGCCAAGTAAGCACATGCCA 51 58 10 20 194 20 59,157 60,539 26,900 49,200 1,382,516 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 59 243 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT GCAATAATATTCATGAACCTGTAGCCT 59 101 2 20 244 27 60,179 59,824 30,100 45,800 7,354,565 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 59 243 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT GCAATAATATTCATGAACCTGTAGCC 59 102 2 20 244 26 60,179 58,692 30,100 39,300 7,487,359 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 59 244 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT TGCAATAATATTCATGAACCTGTAGCC 59 102 2 20 245 27 60,179 60,040 30,100 39,300 7,219,402 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 58 193 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT TGCCAAGTAAGCACATGCCA 59 58 2 20 194 20 60,179 60,539 30,100 49,200 0.718131 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 57 192 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT GCCAAGTAAGCACATGCCAT 59 57 2 20 193 20 60,179 59,180 30,100 44,000 0.998505 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 56 192 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT GCCAAGTAAGCACATGCCATT 59 56 2 20 193 21 60,179 59,795 30,100 31,600 1,384,340 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 139 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT CCCATCTGCTTATATGTCGAACT 59 1 2 20 140 23 60,179 58,112 30,100 30,100 5,066,671 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:22475:46050 1 81 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 139 AAGCCAATTGCCAGGGACTTGACTGAAAGACTTGG AAGCCAATTGCCAGGGACTT CCCATCTGCTTATATGTCGAACTG 59 0 2 20 140 24 60,179 59,312 30,100 31,600 4,866,871 A 289 CAAGCCAATTGCCAGGGACTTGACTGAAAGACTTGGTGAAGTAACTCCATCGACAAAGACAAGATCATATGGGAGAAAATacacacacacacacacacacacacacacacacacacCAGTTCGACATATAAGCAGATGGGGTAGGGATTCCCAATATCATAAAACCTGACAAAATGGCATGTGCTTACTTGGCACTTGGAAAAGCCTAGAAACCTAAAGGCTACAGGTTCATGAATATTATTGCATCATTAAAGATTTTCACTGGTGGTTGGAattattattTGTAATA

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 20 ‐3 186 GAACGCAACTGATCTGCACCGTAACTCCTTCTCCAC GAACGCAACTGATCTGCACC GGGAGAGAGGGAAAGGGAGA 22 ‐3 83 20 212 20 59,833 59,660 50,100 37,100 0.507022 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐3 186 GAACGCAACTGATCTGCACCGTAACTCCTTCTCCAC GAACGCAACTGATCTGCACC GGGAGAGAGGGAAAGGGAGA 22 ‐3 83 20 212 20 59,833 59,660 50,100 37,100 0.507022 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐3 268 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GGGAGAGAGGGAAAGGGAGA 104 ‐3 1 20 212 20 59,961 59,660 40,200 37,100 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐3 268 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GGGAGAGAGGGAAAGGGAGA 104 ‐3 1 20 212 20 59,961 59,660 40,200 37,100 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐3 268 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GGGAGAGAGGGAAAGGGAGA 104 ‐3 1 20 212 20 59,961 59,660 40,200 37,100 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐8 181 GAACGCAACTGATCTGCACCGTAACTCCTTCTCCAC GAACGCAACTGATCTGCACC AGAGGGAAAGGGAGAGAGGG 22 ‐8 83 20 207 20 59,833 59,658 50,100 43,000 0.508424 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 180 GAACGCAACTGATCTGCACCGTAACTCCTTCTCCAC GAACGCAACTGATCTGCACC GAGGGAAAGGGAGAGAGGGA 22 ‐9 83 20 206 20 59,833 59,660 50,100 42,000 0.507022 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 181 CGAACGCAACTGATCTGCACCGTAACTCCTTCTCCA CGAACGCAACTGATCTGCAC GAGGGAAAGGGAGAGAGGGA 23 ‐9 82 20 206 20 60,179 59,660 45,700 42,000 0.519448 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 180 GAACGCAACTGATCTGCACCGTAACTCCTTCTCCAC GAACGCAACTGATCTGCACC GAGGGAAAGGGAGAGAGGGA 22 ‐9 83 20 206 20 59,833 59,660 50,100 42,000 0.507022 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 262 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GAGGGAAAGGGAGAGAGGGA 104 ‐9 1 20 206 20 59,961 59,660 40,200 42,000 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 262 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GAGGGAAAGGGAGAGAGGGA 104 ‐9 1 20 206 20 59,961 59,660 40,200 42,000 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:23307:30052 1 125 71 18 2 AG TCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 ‐9 262 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGA TGGCTAAGGAGAGACGGACA GAGGGAAAGGGAGAGAGGGA 104 ‐9 1 20 206 20 59,961 59,660 40,200 42,000 0.379388 G 269 TGGCTAAGgagagaCGGACATGGACAGTGTGGGGAGCAAGGAGGCTATTCAGCCCCTTGGACCCTGCGCTCCCATTAAGTTCGAACGCAACTGATCTGCACCGTAACTCCTTCTCCACACCTTGtctctctctctcTTtctctctctctctctctctctctctctctctctctcCCGctctctctctCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCTTTCCctctctCCCT

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 2 115 CAGGTCCCACGATGAACACAGGGctctctGAATacacaCAGGTCCCACGATGAACACA GGGTGTGTGTGCATGTGC 13 2 124 20 238 18 59,965 59,664 37,200 45,700 2,370,844 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 117 CACAGGTCCCACGATGAACACAGGGctctctGAATac CACAGGTCCCACGATGAACA GGGTGTGTGTGCATGTGC 15 2 122 20 238 18 59,965 59,664 31,800 45,700 2,370,844 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 121 TGAACACAGGTCCCACGATGAACACAGGGctctctGATGAACACAGGTCCCACGATG GGGTGTGTGTGCATGTGC 19 2 118 20 238 18 59,965 59,664 38,400 45,700 2,370,844 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 147 CCTCACACTGAACACGGTCTACACTTTGAACACAGGCCTCACACTGAACACGGTCT GGGTGTGTGTGCATGTGC 45 2 92 20 238 18 59,611 59,664 38,500 45,700 2,725,479 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 148 CCCTCACACTGAACACGGTCTACACTTTGAACACAGCCCTCACACTGAACACGGTC GGGTGTGTGTGCATGTGC 46 2 91 20 238 18 60,600 59,664 47,900 45,700 2,936,343 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 152 TCTGCCCTCACACTGAACACGGTCTACACTTTGAAC TCTGCCCTCACACTGAACAC GGGTGTGTGTGCATGTGC 50 2 87 20 238 18 59,893 59,664 33,200 45,700 2,442,796 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 232 AACACTACATTCAGCATTGAGCCCTGTTAGAAAAGAAACACTACATTCAGCATTGAGC GGGTGTGTGTGCATGTGC 128 2 7 22 238 18 57,308 59,664 42,600 45,700 7,027,948 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 233 AAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGAAACACTACATTCAGCATTGAGC GGGTGTGTGTGCATGTGC 128 2 6 23 238 18 57,948 59,664 42,600 45,700 7,387,979 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:2666:30509 1 157 62 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 234 CAAACACTACATTCAGCATTGAGCCCTGTTAGAAAACAAACACTACATTCAGCATTGAGC GGGTGTGTGTGCATGTGC 128 2 5 24 238 18 59,145 59,664 42,600 45,700 7,191,476 F 252 TTGACAAACACTACATTCAGCATTGAGCCCTGTTAGAAAAGATACATCACAACAAGcccccTCTGAGCACAGATTTCACTCTGTAATCTGCCCTCACACTGAACACGGTCTACACTTTGAACACAGGTCCCACGATGAACACAGGGctctctGAATacacacacacacacacacacacacacacacacacacATacacacAGacacacacATacacacATGCACATGcacacacaCCCCTTTCCAAACGCAN

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 13 39 168 TcacacacaAACAAACACGcacacaTGcacacacaTacacaTCACACACAAACAAACACGCA GTTGGTGCTTGTTTGCATGC 39 52 24 21 191 20 59,733 59,417 52,400 40,600 1,849,949 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 39 219 TcacacacaAACAAACACGcacacaTGcacacacaTacacaTCACACACAAACAAACACGCA TGCATTTGTTACTGGTTGCATGT 39 100 24 21 242 23 59,733 59,931 52,400 32,100 4,336,290 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 2 118 TcacacacaAACAAACACGcacacaTGcacacacaTacacaTCACACACAAACAAACACGCA TAGAAAGCTTGTGTGCGTGC 39 2 24 21 141 20 59,733 59,414 52,400 53,400 1,853,309 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 37 166 acacacaAACAAACACGcacacaTGcacacacaTacacacAACACACAAACAAACACGCACA GTTGGTGCTTGTTTGCATGC 37 52 26 21 191 20 60,001 59,417 45,700 40,600 1,584,228 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 37 217 acacacaAACAAACACGcacacaTGcacacacaTacacacAACACACAAACAAACACGCACA TGCATTTGTTACTGGTTGCATGT 37 100 26 21 242 23 60,001 59,931 45,700 32,100 4,070,568 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 35 164 acacaAACAAACACGcacacaTGcacacacaTacacacAG ACACAAACAAACACGCACACA GTTGGTGCTTGTTTGCATGC 35 52 28 21 191 20 60,001 59,417 37,200 40,600 1,584,228 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 35 215 acacaAACAAACACGcacacaTGcacacacaTacacacAG ACACAAACAAACACGCACACA TGCATTTGTTACTGGTTGCATGT 35 100 28 21 242 23 60,001 59,931 37,200 32,100 4,070,568 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 2 114 acacaAACAAACACGcacacaTGcacacacaTacacacAG ACACAAACAAACACGCACACA TAGAAAGCTTGTGTGCGTGC 35 2 28 21 141 20 60,001 59,414 37,200 53,400 1,587,587 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:31345:6249 1 84 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 2 116 acacacaAACAAACACGcacacaTGcacacacaTacacacAACACACAAACAAACACGCACA TAGAAAGCTTGTGTGCGTGC 37 2 26 21 141 20 60,001 59,414 45,700 53,400 1,587,587 F 243 TTTAATAATGAATTGaaaaaTAGTcacacacaAACAAACACGcacacaTGcacacacaTacacacAGacacacATACCTATATacacacacacacacacacacacacacacacacacacAGGCACGcacacaAGCTTTCTATCGCAGaaaaaaTCAGGCACGAActctctTGCATGCAAACAAGCACCAACATCCaaaaaTACGCAAACGGATCTATTTACATGCAACCAGTAACAAATGCAG

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 1 1 10 0 210 CAGGATGTAGAACGCGAAGActctctctctctctctctctc CAGGATGTAGAACGCGAAGA AGAGGCGAGAGTGTGTGAGA 0 2 64 20 273 20 57,438 60,251 28,700 32,700 2,812,678 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 3 272 CACGGCAATCAAATTGTTAGGGTACATTCTTCTCAG CACGGCAATCAAATTGTTAGGGT GAGAGGCGAGAGTGTGTGAG 58 3 3 23 274 20 60,057 59,830 43,400 35,100 3,227,008 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 1 270 CACGGCAATCAAATTGTTAGGGTACATTCTTCTCAG CACGGCAATCAAATTGTTAGGGT GAGGCGAGAGTGTGTGAGAG 58 1 3 23 272 20 60,057 59,830 43,400 32,000 3,227,008 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 1 271 ACACGGCAATCAAATTGTTAGGGTACATTCTTCTCA ACACGGCAATCAAATTGTTAGGG GAGGCGAGAGTGTGTGAGAG 59 1 2 23 272 20 60,057 59,830 35,300 32,000 3,227,008 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 0 209 CAGGATGTAGAACGCGAAGActctctctctctctctctctc CAGGATGTAGAACGCGAAGA GAGGCGAGAGTGTGTGAGAG 0 1 64 20 272 20 57,438 59,830 28,700 32,000 2,731,850 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2212:5426:13738 1 84 168 18 5 AC CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACACACA NA 0 0 12 0 211 CAGGATGTAGAACGCGAAGActctctctctctctctctctc CAGGATGTAGAACGCGAAGA GAGAGGCGAGAGTGTGTGAG 0 3 64 20 274 20 57,438 59,830 28,700 35,100 2,731,850 G 275 AACACGGCAATCAAATTGTTAGGGTACATTCTTCTCAGTTAATTGGTACTGACTATACCTTTACAGGATGTAGAACGCGAAGActctctctctctctctctctctctctctctcacacacacacacacacacacacacacacacacacactctctctctctCCTCTCACACCctctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctctCCTCTcacacactctctctctCCTCTcacacaCTCTCGCCTCTCC

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 113 57 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 14 0 128 GGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtg GGTGTGAGTGTGTGTGCA GCAGATCACAGAGTCTGTTAGAGA 0 29 95 18 222 24 57,783 59,602 45,700 31,000 8,614,765 F 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 113 57 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 0 129 GGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtg GGTGTGAGTGTGTGTGCA AGCAGATCACAGAGTCTGTTAGA 0 31 95 18 223 23 57,783 58,660 45,700 21,000 8,556,782 F 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 113 57 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 14 0 129 GGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtg GGTGTGAGTGTGTGTGCA AGCAGATCACAGAGTCTGTTAGAG 0 30 95 18 223 24 57,783 59,601 45,700 24,300 8,616,022 F 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 1 13 3 190 AGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGC AGAGTGTGTGTGAGTGTGATT AGCAGATCACAGAGTCTGTTAGA 3 31 34 21 223 23 57,173 58,660 25,700 21,000 8,166,755 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 0 14 2 190 AGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGC AGAGTGTGTGTGAGTGTGATTG AGCAGATCACAGAGTCTGTTAGAG 2 30 34 22 223 24 58,539 59,601 26,700 24,300 7,860,049 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 0 14 2 190 AGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGC AGAGTGTGTGTGAGTGTGATTG AGCAGATCACAGAGTCTGTTAGA 2 31 34 22 223 23 58,539 58,660 26,700 21,000 7,800,809 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 0 15 0 186 gtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtg GTGTGTGTGAGTGTGATTGCA GCAGATCACAGAGTCTGTTAGAGA 0 29 37 21 222 24 59,330 59,602 40,800 31,000 6,068,025 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 0 15 0 187 gtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtg GTGTGTGTGAGTGTGATTGCA AGCAGATCACAGAGTCTGTTAGAG 0 30 37 21 223 24 59,330 59,601 40,800 24,300 6,069,282 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:11221:46525 1 58 112 18 2 AC TGTGTGAGTGTGTGTGCTGTGTGTTTGTGTGTGTGTNA 0 0 15 0 187 gtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtg GTGTGTGTGAGTGTGATTGCA AGCAGATCACAGAGTCTGTTAGA 0 31 37 21 223 23 59,330 58,660 40,800 21,000 6,010,042 G 223 GAgtgtgtgtgtgtGAgtgtgtgtgtAtgtgtgAGAgtgtgtgtGAGTGTGATTGCAtgtgtgAgtgtgtgtGCtgtgtgTTtgtgtgtgtgtgGGTGTGAgtgtgtgtGCAtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtATCACTTACAGTGGATTAAAGCCTCATATTCTCTAACAGACTCTGTGATCTGCT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 1 1 15 1 132 TGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTt TGTTAGTGTGCGTGTTAGTGT ATCTCAGCACCACACACACT 1 7 31 21 162 20 57,832 59,239 35,500 35,500 3,929,108 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 0 0 16 3 140 GAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGT GAGTGTTAGTGTGCGTGTTAGT CATAAATCTCAGCACCACACACA 3 9 28 22 167 23 58,622 59,247 22,400 37,200 7,131,085 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 0 0 16 2 134 AGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTG AGTGTTAGTGTGCGTGTTAGTG ATCTCAGCACCACACACACT 2 7 29 22 162 20 58,879 59,239 27,400 35,500 3,881,979 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 0 0 16 1 133 GTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTGTGTTAGTGTGCGTGTTAGTGT ATCTCAGCACCACACACACT 1 7 30 22 162 20 59,138 59,239 35,500 35,500 3,623,122 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 0 0 17 2 140 GAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGT GAGTGTTAGTGTGCGTGTTAGTG CATAAATCTCAGCACCACACACA 2 9 28 23 167 23 59,818 59,247 27,400 37,200 6,934,521 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15097:25148 1 53 83 18 3 AC TGTGTGTGTGAGTGTTTGTGTGTGTGTGTGTTAGTGNA 0 0 17 2 140 GAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGT GAGTGTTAGTGTGCGTGTTAGTG CATAAATCTCAGCACCACACAC 2 10 28 23 167 22 59,818 57,653 27,400 38,200 7,528,508 G 212 TGTGAGTGTTAgtgtgtgtgtgtgtgtGAGTGTTAGTGTGCGTGTTAGTGTTtgtgtgtgtgAGTGTTtgtgtgtgtgtgtgTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAgtgtgtgtgtgtGAGTGTTAgtgtgtgtGGTGCTGAGATTTATGttattattaTtgtgtgtgtgtgtgGtatataGATGTATGCATATT

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 1 4 27 150 GGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTGGCAGTCTGTTTCGTTACACG TCTCGCAGAAGGGACTGAGA 39 27 30 21 179 20 59,808 59,962 44,900 32,700 1,229,957 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 25 148 GGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTGGCAGTCTGTTTCGTTACACG TCGCAGAAGGGACTGAGAGA 39 25 30 21 177 20 59,808 59,962 44,900 31,000 1,229,957 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 4 24 147 GGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTGGCAGTCTGTTTCGTTACACG CGCAGAAGGGACTGAGAGAC 39 24 30 21 176 20 59,808 59,828 44,900 33,600 1,363,999 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 110 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC CGCAGAAGGGACTGAGAGAC 3 24 67 20 176 20 60,318 59,828 48,500 33,600 0.490797 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 111 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC TCGCAGAAGGGACTGAGAGA 3 25 67 20 177 20 60,318 59,962 48,500 31,000 0.356755 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 43 18 1.5 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 113 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC TCTCGCAGAAGGGACTGAGA 3 27 67 20 179 20 60,318 59,962 48,500 32,700 0.356755 F 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 1 6 29 213 TCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTCGTTACACGAGTGCCTGAA TTCGGACATGCATGCAGAGA 29 43 41 20 253 20 59,330 59,750 30,200 31,000 0.919574 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG
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ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 28 212 CGTTACACGAGTGCCTGAACATTTTCTTTGCAACTC CGTTACACGAGTGCCTGAAC TTCGGACATGCATGCAGAGA 28 43 42 20 253 20 59,218 59,750 31,800 31,000 1,032,339 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 50 257 TCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTG TCCGTTTATGTGGCAGTCTGT CGCACGCAGGCACAGATATA 50 65 19 21 275 20 59,654 60,597 34,100 0.8600 1,943,772 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 39 245 GGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTGGCAGTCTGTTTCGTTACACG GCACGCAGGCACAGATATAC 39 64 30 21 274 20 59,808 59,138 44,900 14,700 2,053,484 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 39 246 GGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTGGCAGTCTGTTTCGTTACACG CGCACGCAGGCACAGATATA 39 65 30 21 275 20 59,808 60,597 44,900 0.8600 1,789,024 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 185 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC CGGACATGCATGCAGAGACA 3 41 67 20 251 20 60,318 60,742 48,500 34,100 1,060,372 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 186 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC TCGGACATGCATGCAGAGAC 3 42 67 20 252 20 60,318 60,461 48,500 33,600 0.779255 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 187 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC TTCGGACATGCATGCAGAGA 3 43 67 20 253 20 60,318 59,750 48,500 31,000 0.568400 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 3 209 CTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgCTTTGCAACTCTGTGCCTGC CGCACGCAGGCACAGATATA 3 65 67 20 275 20 60,318 60,597 48,500 0.8600 0.915822 D 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 9 0 139 GCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgt GCAACTCTGTGCCTGCCTC ACCGCCGCACACAAAGTAA 0 0 71 19 209 19 61,331 60,524 47,000 22,400 3,855,297 G 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 1 139 GCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgt GCAACTCTGTGCCTGCCT ACCGCCGCACACAAAGTA 1 1 71 18 209 18 60,282 59,891 47,500 22,400 4,391,427 G 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:15250:25763 1 90 101 18 2 AC TGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 10 0 139 GCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgt GCAACTCTGTGCCTGCCT ACCGCCGCACACAAAGTAA 1 0 71 18 209 19 60,282 60,524 47,500 22,400 3,806,205 G 275 CTTAACTGTCTGGCAATTTCCGTTTATGTGGCAGTCTGTTTCGTTACACGAGTGCCTGAACATTTTCTTTGCAACTCTGTGCCTGCCTCtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTGGGTGCCAGCAtgtgtgTCTGtctctcAGTCCCTTCTGCGAGAAtgtgtgtgtgTTACTTtgtgtgCGGCGgtgtgtGCTTCTTGGGTGCGAGCTTGTCTCTGCATGCATGTCCGAATGTATATCTGTGCCTGCGTGCG

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 0 131 CAATCAGTcacacacaGCCCCTCCAACACATAGTcaca CAATCAGTCACACACAGCCC GACTGTGTGTCGGAGGAGC 56 0 19 20 149 19 59,123 60,080 51,900 47,000 1,957,504 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 8 141 CAATCAGTcacacacaGCCCCTCCAACACATAGTcaca CAATCAGTCACACACAGCCC GGTTGTGTGTGACTGTGTGTC 56 8 19 20 159 21 59,123 59,603 51,900 36,700 2,274,066 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 10 143 ACAATCAGTcacacacaGCCCCTCCAACACATAGTcac ACAATCAGTCACACACAGCC GGGTTGTGTGTGACTGTGTG 57 10 18 20 160 20 58,402 59,267 48,500 38,200 2,330,313 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 9 141 CAATCAGTcacacacaGCCCCTCCAACACATAGTcaca CAATCAGTCACACACAGCCC GGTTGTGTGTGACTGTGTGT 56 9 19 20 159 20 59,123 58,551 51,900 37,200 2,326,055 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 5 91 ACACATTGTGacacacAGCCCCTCCcacacacacacacacACACATTGTGACACACAGCC GGGTTGTGTGTGACTGTGTG 5 10 70 20 160 20 58,976 59,267 48,500 38,200 1,756,843 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:21125:6794 1 95 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 4 90 CACATTGTGacacacAGCCCCTCCcacacacacacacaca CACATTGTGACACACAGCCC GGGTTGTGTGTGACTGTGTG 4 10 71 20 160 20 59,688 59,267 51,900 38,200 1,044,361 F 168 CACAAAAGGtctctcCAACAATCAGTcacacacaGCCCCTCCAACACATAGTcacacacaGCCCCTCCAACACATTGTGacacacAGCCCCTCCcacacacacacacacacacacacacacacacacacaGCTCCTCCGacacacAGTcacacacaACCCCTCCGACA

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 1 1 10 4 190 CCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCCCTCACCCACTCTATCTGCC TACGGAGAGAGGGTGAGAGG 27 4 15 20 204 20 59,244 59,453 48,500 36,900 1,302,761 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 0 0 10 4 191 cCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCCCTCACCCACTCTATCTGC TACGGAGAGAGGGTGAGAGG 28 4 14 20 204 20 59,244 59,453 42,600 36,900 1,302,761 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 0 0 12 1 162 CCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCA CCCAAGCCCAGCAACTCTAT GGAGAGAGGGTGAGAGGGAA 2 1 40 20 201 20 59,743 59,663 19,800 39,700 0.593776 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 0 0 12 1 165 TATCCCAAGCCCAGCAACTCTATCCctctctctctAtctct TATCCCAAGCCCAGCAACTC GGAGAGAGGGTGAGAGGGAA 5 1 37 20 201 20 59,744 59,663 30,100 39,700 0.592627 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 0 0 12 1 167 TCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtc TCTATCCCAAGCCCAGCAAC GGAGAGAGGGTGAGAGGGAA 7 1 35 20 201 20 59,744 59,663 41,700 39,700 0.592627 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:23845:64281 1 62 119 18 3 AG CTCTCTCTCTATCTCTCCATCTATCTCCCTGTCTTTCA NA 0 0 12 1 194 TtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCTTCTCTCCCTCACCCACTCT GGAGAGAGGGTGAGAGGGAA 34 1 8 20 201 20 59,213 59,663 32,400 39,700 1,123,821 G 239 ACTCTCATtctctcCCTCACCCACTCTATCTGCCTCTATCCCAAGCCCAGCAACTCTATCCctctctctctAtctctcCATCTATCTCCCTGTCTTTcacacacacaGAAACGCCTACACTCCCActctctctctctctctctctctctctctctctctctTtctctctctctctctctcTTTCCCTCTCACCctctctCCGTAACTGtctctcTGCCTGAAAGATACTCTAGGGTTTT

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 2 53 198 aTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTC ATCCAGTCATGCCTGCTAGT TCCAATTTCCAGCAGATGCAG 53 68 43 20 240 21 58,495 58,903 25,700 44,100 3,601,948 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 52 197 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTA TCCAATTTCCAGCAGATGCAG 52 68 44 20 240 21 57,841 58,903 18,200 44,100 4,256,215 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 26 155 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTA TCACATCACAGTTGTGCTCGA 52 26 44 20 198 21 57,841 59,932 18,200 40,400 3,227,613 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 26 156 aTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTC ATCCAGTCATGCCTGCTAGT TCACATCACAGTTGTGCTCGA 53 26 43 20 198 21 58,495 59,932 25,700 40,400 2,573,346 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 13 141 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTAA TGCTCGATTCTGTCTACGCA 51 13 44 21 184 20 58,533 59,191 22,400 52,400 3,275,601 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 13 141 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTA TGCTCGATTCTGTCTACGCA 52 13 44 20 184 20 57,841 59,191 18,200 52,400 2,967,934 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 13 142 aTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTC ATCCAGTCATGCCTGCTAGT TGCTCGATTCTGTCTACGCA 53 13 43 20 184 20 58,495 59,191 25,700 52,400 2,313,667 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 13 143 aaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTT AATCCAGTCATGCCTGCTAGT TGCTCGATTCTGTCTACGCA 53 13 42 21 184 20 59,157 59,191 25,700 52,400 2,651,317 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 53 197 aTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTC ATCCAGTCATGCCTGCTAGT CCAATTTCCAGCAGATGCAGT 53 67 43 20 239 21 58,495 59,177 25,700 44,000 3,327,902 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 53 198 aaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTT AATCCAGTCATGCCTGCTAGT CCAATTTCCAGCAGATGCAGT 53 67 42 21 239 21 59,157 59,177 25,700 44,000 3,665,553 F 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 52 196 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTA CCAATTTCCAGCAGATGCAGT 52 67 44 20 239 21 57,841 59,177 18,200 44,000 3,982,169 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 51 196 TCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCC TCCAGTCATGCCTGCTAGTAA CCAATTTCCAGCAGATGCAGT 51 67 44 21 239 21 58,533 59,177 22,400 44,000 4,289,836 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 26 131 CCTGGAACTTCCCATGTAAACCATTACAATTTGTTTACCTGGAACTTCCCATGTAAACC TCACATCACAGTTGTGCTCGA 26 26 68 22 198 21 58,911 59,932 32,700 40,400 4,157,718 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 13 117 CCTGGAACTTCCCATGTAAACCATTACAATTTGTTTACCTGGAACTTCCCATGTAAACC TGCTCGATTCTGTCTACGCA 26 13 68 22 184 20 58,911 59,191 32,700 52,400 3,898,039 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:31253:64070 1 116 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 13 118 TCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTTCCTGGAACTTCCCATGTAAACC TGCTCGATTCTGTCTACGCA 26 13 67 23 184 20 60,245 59,191 32,700 52,400 4,053,877 A 270 TTCATTTACCaaaaaGAAAATgagagagaCACCTTCAGaaaaaTCCAGTCATGCCTGCTAGTAAAATCCTGGAACTTCCCATGTAAACCATTACAATTTGTTTATGTGCATGCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACAGATGTTTATATGCGTAGACAGAATCGAGCACAACTGTGATGTGACACAAACAGAAAAGTGAAATACTGCATCTGCTGGAAATTGGAAATaaaaaCAAAATGCTGGGAATACTCAGC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 129 51 18 1.5 AC GTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 1 6 10 113 CATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCt CATCTGAGCGTGTGTCTGCT TCTCTCTCTTGCTTTCACCCA 11 10 98 20 210 21 60,390 58,671 42,400 45,100 2,718,823 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 129 51 18 1.5 AC GTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 10 112 ATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtATCTGAGCGTGTGTCTGCTT TCTCTCTCTTGCTTTCACCCA 10 10 99 20 210 21 59,680 58,671 39,100 45,100 2,648,994 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 129 51 18 1.5 AC GTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 9 111 TCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtg TCTGAGCGTGTGTCTGCTTC TCTCTCTCTTGCTTTCACCCA 9 10 100 20 210 21 60,319 58,671 38,600 45,100 2,648,307 F 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 1 8 10 172 GTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTT GTGTACCTACGCATGTGCCT TCTCTCTCTTGCTTTCACCCA 29 10 39 20 210 21 60,108 58,671 47,500 45,100 2,437,596 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 8 10 173 TGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTT TGTGTACCTACGCATGTGCC TCTCTCTCTTGCTTTCACCCA 30 10 38 20 210 21 60,391 58,671 50,100 45,100 2,719,870 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 8 0 163 GTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTT GTGTACCTACGCATGTGCCT TGCTTTCACCCAAACAAACACT 29 0 39 20 201 22 60,108 59,435 47,500 35,500 2,673,276 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 10 197 tgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGC TGTGCATGTGCTTGTTTGCT TCTCTCTCTTGCTTTCACCCA 54 10 14 20 210 21 59,539 58,671 39,100 45,100 2,789,989 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 10 202 CAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTCAGTGTGTGCATGTGCTTGT TCTCTCTCTTGCTTTCACCCA 59 10 9 20 210 21 59,617 58,671 31,600 45,100 2,712,140 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 10 206 TTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGT TTGTCAGTGTGTGCATGTGC TCTCTCTCTTGCTTTCACCCA 63 10 5 20 210 21 59,619 58,671 45,700 45,100 2,710,711 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 0 133 CACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCCACGTGTTTCTGTGCGTGTA GCTTTCACCCAAACAAACACT 0 0 68 20 200 21 59,075 57,754 29,000 35,500 4,170,296 D 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 0 134 CACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCCACGTGTTTCTGTGCGTGTA TGCTTTCACCCAAACAAACAC 0 1 68 20 201 21 59,075 58,034 29,000 33,200 3,890,828 D 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 0 134 CACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCCACGTGTTTCTGTGCGTGTA TGCTTTCACCCAAACAAACACT 0 0 68 20 201 22 59,075 59,435 29,000 35,500 3,489,725 D 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:34272 1 88 92 18 2 AC TGTGTGTGTGCATCTGAGCGTGTGTCTGCTTCAGGGNA 0 0 10 0 135 CACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCCACGTGTTTCTGTGCGTGTA TTGCTTTCACCCAAACAAACACT 0 0 68 20 202 23 59,075 59,993 29,000 35,500 3,932,175 G 235 GTGATTGTCAgtgtgtGCATGTGCTTGTTTGCTTGACTGTGTACCTACGCATGTGCCtttttCTGTGCACGTGTTTCTGTGCGTGTAtgtgtgtgtgCATCTGAGCgtgtgtCTGCTTCAGGGCATGCgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgAGTGTTTGTTTGGGTGAAAGCAagagagagATTGTGATTTTATGTTtgtgtgTTTC

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 41 188 CCGACTGCAAGAGACTGTGTTTGCATGTATGCGAA CCGACTGCAAGAGACTGTGT ACTCACAAAGTAATCAAGGTTCACTG 65 41 39 20 226 26 59,967 59,739 37,200 36,600 6,293,614 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 40 186 CCGACTGCAAGAGACTGTGTTTGCATGTATGCGAA CCGACTGCAAGAGACTGTGT TCACAAAGTAATCAAGGTTCACTGA 65 40 39 20 224 25 59,967 58,647 37,200 34,100 6,386,000 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 135 GCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgGCCGTTTGCTTGTGCGTTTA TCACAAAGTAATCAAGGTTCACTGA 14 40 90 20 224 25 60,593 58,647 20,100 34,100 6,946,077 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 137 GCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgGCCGTTTGCTTGTGCGTTTA ACTCACAAAGTAATCAAGGTTCACTG 14 41 90 20 226 26 60,593 59,739 20,100 36,600 6,853,690 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 14 137 GCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgGCCGTTTGCTTGTGCGTTTA ACTCACAAAGTAATCAAGGTTCACT 14 42 90 20 226 25 60,593 58,643 20,100 34,100 6,950,121 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 51 197 CCGACTGCAAGAGACTGTGTTTGCATGTATGCGAA CCGACTGCAAGAGACTGTGT GGCTCAGAAACTCACAAAGTAATCA 65 51 39 20 235 25 59,967 59,530 37,200 25,700 5,502,776 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 51 198 TCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAATCCGACTGCAAGAGACTGTG GGCTCAGAAACTCACAAAGTAATCA 66 51 38 20 235 25 59,685 59,530 36,600 25,700 5,785,350 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 51 200 TGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGTGTCCGACTGCAAGAGACTG GGCTCAGAAACTCACAAAGTAATCA 68 51 36 20 235 25 59,685 59,530 35,100 25,700 5,785,350 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 14 146 GCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgGCCGTTTGCTTGTGCGTTTA GGCTCAGAAACTCACAAAGTAATCA 14 51 90 20 235 25 60,593 59,530 20,100 25,700 6,062,853 B 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 74 243 GGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAGGATGAGACAATGATTGAGTGTGT CACAAACAGAGGCACACAGG 89 74 11 24 253 20 59,060 59,335 37,200 40,000 5,604,807 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 74 245 CAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAGGATGAGACAATGATTGAGTGTG CACAAACAGAGGCACACAGG 90 74 9 25 253 20 59,935 59,335 38,200 40,000 5,729,595 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 74 246 TCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACT TCAGGATGAGACAATGATTGAGTGT CACAAACAGAGGCACACAGG 91 74 8 25 253 20 60,046 59,335 35,500 40,000 5,710,847 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 65 215 CCGACTGCAAGAGACTGTGTTTGCATGTATGCGAA CCGACTGCAAGAGACTGTGT CACAAACAGAGGCACACAGG 65 74 39 20 253 20 59,967 59,335 37,200 40,000 0.697438 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 64 205 CCGACTGCAAGAGACTGTGTTTGCATGTATGCGAA CCGACTGCAAGAGACTGTGT GGCACACAGGCTCAGAAACT 65 64 39 20 243 20 59,967 60,536 37,200 26,600 0.568684 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 64 216 AgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCAT AGTGTGTTTGTCCGACTGCA GGCACACAGGCTCAGAAACT 76 64 28 20 243 20 60,108 60,536 44,100 26,600 0.643903 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 36 176 TGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTGCGAACATTTGGGTGTGTG GGCACACAGGCTCAGAAACT 36 64 68 20 243 20 59,616 60,536 38,200 26,600 0.919596 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 35 175 GCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTGCGAACATTTGGGTGTGTGT GGCACACAGGCTCAGAAACT 35 64 69 20 243 20 59,616 60,536 37,200 26,600 0.919955 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:5264:68517 1 124 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 32 172 AACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTA AACATTTGGGTGTGTGTGGC GGCACACAGGCTCAGAAACT 32 64 72 20 243 20 59,536 60,536 50,100 26,600 0.999626 F 255 ATATACGTCAGGATGAGACAATGATTGAgtgtgtTTGTCCGACTGCAAGAGACTGTGTTTGCATGTATGCGAACATTTGGgtgtgtgtGGCCGTTTGCTTGTGCGTTTAtgtgtgTATGTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCTCTTGCACGTAAATATTTATGtgtttgtttgttTTTTCAGTGAACCTTGATTACTTTGTGAGTTTCTGAGCCtgtgtgCCTCTGTTTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 1 1 12 8 126 CTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctct CTTTGGCACCTCCCTCTGAC ACGGTGAGAGACAGAGAGGG 8 8 42 20 167 20 60,322 60,323 35,100 43,000 0.645005 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 12 8 136 TTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTTTCTTCCCACCTTTGGCACC ACGGTGAGAGACAGAGAGGG 18 8 32 20 167 20 60,469 60,323 50,100 43,000 0.792141 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 12 8 140 TCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACT TCTCTTCTTCCCACCTTTGGC ACGGTGAGAGACAGAGAGGG 21 8 28 21 167 20 59,926 60,323 45,200 43,000 1,396,920 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 12 8 142 TGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACA TGTCTCTTCTTCCCACCTTTGG ACGGTGAGAGACAGAGAGGG 22 8 26 22 167 20 59,893 60,323 32,800 43,000 2,429,508 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 12 3 121 GCACCTCCCTCTGACACTTTCTTtctctctctctctctctcC GCACCTCCCTCTGACACTTT ACGGTGAGAGACAGAGAGGG 3 8 47 20 167 20 59,602 60,323 26,600 43,000 0.721315 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2213:8734:37893 1 70 70 18 2 AG TCTCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTNA 0 0 14 9 141 TCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACT TCTCTTCTTCCCACCTTTGGC AACGGTGAGAGACAGAGAGG 21 9 28 21 168 20 59,926 58,460 45,200 36,900 2,614,191 G 235 CTCTGtctctctctctctctctctcTGTCTCTTCTTCCCACCTTTGGCACCTCCCTCTGACACTTTCTTtctctctctctctctctcCctctctctctctctctctctctctctctctctctctCCAtctctctctctcCATCTccccccTCTCTGtctctcACCGTTTCTGtctctctctctctctcACTCTGTCCCACACTTCAtctctctctctctcACCATTCCTGCTTCT

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 1 1 3 16 139 GTGATTGAtgtgtgACTGTGACAAATGTAAACTATCC GTGATTGATGTGTGACTGTGACA AGGCATTGGAGGAAGATGGT 16 16 48 23 186 20 59,191 58,697 35,800 35,500 5,112,186 G 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 3 15 139 GTGATTGAtgtgtgACTGTGACAAATGTAAACTATCC GTGATTGATGTGTGACTGTGACA AGGCATTGGAGGAAGATGGTG 16 15 48 23 186 21 59,191 60,064 35,800 41,700 4,873,445 G 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 4 34 183 AGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgAGACTGACTCCTATAGGGTGCA AGTTGGGCAATGGTGGAGAG 43 34 22 22 204 20 59,755 59,961 45,700 32,000 2,283,772 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 4 0 136 AGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAAAGGGTGCAAGTTGTGATTGA ATGGTGTGATCAAAGGAGAGG 31 0 36 20 171 21 57,637 57,359 25,700 36,900 6,004,741 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 5 11 139 TGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctct TGATGTGTGACTGTGACAAATGT TGGAGAGGCATTGGAGGAAG 11 21 53 23 191 20 58,801 59,085 27,100 34,600 5,113,173 G 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 5 0 137 AGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAAAGGGTGCAAGTTGTGATTGA GATGGTGTGATCAAAGGAGAGG 31 0 36 20 172 22 57,637 58,460 25,700 36,900 5,902,910 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 5 0 138 AGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAAAGGGTGCAAGTTGTGATTGA AGATGGTGTGATCAAAGGAGAGG 31 0 36 20 173 23 57,637 59,800 25,700 36,900 5,562,814 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 11 54 221 TGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCTCTTGCCACAAGATCAGA AGGCAAGTGCAGTCTCATCC 62 54 4 21 224 20 59,651 60,036 32,700 35,100 1,384,325 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 11 54 223 TCTGCTCTTGCCACAAGATCAGACTGACTCCTATAG TCTGCTCTTGCCACAAGATCA AGGCAAGTGCAGTCTCATCC 64 54 2 21 224 20 59,651 60,036 29,200 35,100 1,384,325 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 11 34 201 TGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCTCTTGCCACAAGATCAGA AGTTGGGCAATGGTGGAGAG 62 34 4 21 204 20 59,651 59,961 32,700 32,000 1,387,440 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 11 22 189 TGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCTCTTGCCACAAGATCAGA GTGGAGAGGCATTGGAGGAA 62 22 4 21 192 20 59,651 59,379 32,700 33,600 1,969,251 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:19715:51184 1 87 64 18 2 AG TCTCTCTCTCTCTCTGTCTCTGTCTCTGTCTCTCTCTC NA 0 0 11 21 188 TGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCTCTTGCCACAAGATCAGA TGGAGAGGCATTGGAGGAAG 62 21 4 21 191 20 59,651 59,085 32,700 34,600 2,263,339 D 234 TTCTGCTCTTGCCACAAGATCAGACTGACTCCTATAGGGTGCAAGTTGTGATTGAtgtgtgACTGTGACAAATGTAAACTATCCCTtctctctctctctcTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctcCCTCTCCTTTGATCACACCATCTTCCTCCAATGCCTCTCCACCATTGCCCAACTGGATGAGACTGCACTTGCCTGTCCCCATTG

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 1 7 7 144 ACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgt ACGTGTCTGCATGTGCCC TGGAGACAAAGACACACATATCT 7 27 10 18 153 23 60,670 57,255 53,600 19,800 8,414,881 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 7 6 143 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCA TGGAGACAAAGACACACATATCT 6 27 11 18 153 23 60,669 57,255 53,600 19,800 8,414,541 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 7 5 143 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT TGGAGACAAAGACACACATATCT 5 27 11 19 153 23 61,042 57,255 40,000 19,800 7,787,571 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 8 5 118 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT TCACTGACAGACACACACCA 5 5 11 19 128 20 61,042 58,809 40,000 41,700 3,232,902 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 9 5 119 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT ATCACTGACAGACACACACCA 5 5 11 19 129 21 61,042 59,238 40,000 41,700 3,804,629 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 69 18 2 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 9 4 118 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT TCACTGACAGACACACACCAA 5 4 11 19 128 21 61,042 59,447 40,000 36,700 3,595,051 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 1 9 5 183 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT ATCACACACACGCACAGTAGA 5 7 11 19 193 21 61,042 59,660 40,000 25,900 3,382,187 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 10 7 191 GAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgt GAGGGTGCACGTGTCTGC TCACACACACGCACAGTAGA 15 7 2 18 192 20 61,044 59,258 42,600 25,900 3,786,220 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 10 7 192 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtg AGAGGGTGCACGTGTCTG TCACACACACGCACAGTAGA 16 7 1 18 192 20 59,263 59,258 35,100 25,900 3,479,095 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 10 5 182 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT TCACACACACGCACAGTAGA 5 7 11 19 192 20 61,042 59,258 40,000 25,900 2,784,174 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 11 6 192 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtg AGAGGGTGCACGTGTCTG TCACACACACGCACAGTAGAA 16 6 1 18 192 21 59,263 59,865 35,100 21,000 3,872,513 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:21136:66302 1 35 131 18 3 AC TGTGTGTGTGTGTGTGAAGCTTCACGTGTGTGTGTGNA 0 0 11 5 182 CGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgACGTGTCTGCATGTGCCCAT TCACACACACGCACAGTAGAA 5 6 11 19 192 21 61,042 59,865 40,000 21,000 3,177,591 G 210 AGAGGGTGCACGTGTCTGCATGTGCCCATGTCTCtgtgtgtgtgtgtgtgAAGCTTCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCctctctGTGTTTGgtgtgtgtCTGTCAGTGATTAGATAtgtgtgTCTTTGTCTCCATCtgtgtgtgtgTCTGTTTTCTACTGTGCgtgtgtgtGATTATACATAAGCACCTAT

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 7 152 CAGTCATTAGGGCCCAGACGCACGCATacacacacac CAGTCATTAGGGCCCAGACG CGCAAGGACACTTAACTGTATATTCT 7 50 60 20 211 26 60,179 59,243 41,800 24,000 6,936,082 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 7 152 CAGTCATTAGGGCCCAGACGCACGCATacacacacac CAGTCATTAGGGCCCAGACG CGCAAGGACACTTAACTGTATATT 7 52 60 20 211 24 60,179 57,096 41,800 12,800 7,082,956 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 7 152 CAGTCATTAGGGCCCAGACGCACGCATacacacacac CAGTCATTAGGGCCCAGACG CGCAAGGACACTTAACTGTATATTC 7 51 60 20 211 25 60,179 58,066 41,800 17,500 7,113,283 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 52 205 AGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGGCTCAATGGGCTGAATGA CGCAAGGACACTTAACTGTATATT 60 52 7 20 211 24 59,373 57,096 25,700 12,800 7,531,334 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 51 205 AGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGGCTCAATGGGCTGAATGA CGCAAGGACACTTAACTGTATATTC 60 51 7 20 211 25 59,373 58,066 25,700 17,500 7,561,661 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5274:20084 1 87 49 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 50 205 AGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGGCTCAATGGGCTGAATGA CGCAAGGACACTTAACTGTATATTCT 60 50 7 20 211 26 59,373 59,243 25,700 24,000 7,384,460 G 232 TGGAACAGGCTCAATGGGCTGAATGATCTATATCTGCTCCTAAGTCTCATGGTCTTATACAGTCATTAGGGCCCAGACGCACGCATacacacacacacacacacacacacacacacacacacGCGcacacacacaTGCATAGGTATCAGAAATAAGGGGAATTAGAGTTCAACaaaaaaaaCAAAAGAATATACAGTTAAGTGTCCTTGCGGTGTAGATTTTAAACGTTGTG

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 8 163 CCATTTCCCAATTCAGCCGCACTTATGGCTGAATTG CCATTTCCCAATTCAGCCGC CACATACACACATGCACGCA 29 8 4 20 166 20 60,179 59,484 65,300 52,400 0.695541 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 161 CCATTTCCCAATTCAGCCGCACTTATGGCTGAATTG CCATTTCCCAATTCAGCCGC CATACACACATGCACGCACA 29 6 4 20 164 20 60,179 59,484 65,300 45,700 0.695541 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 5 160 CCATTTCCCAATTCAGCCGCACTTATGGCTGAATTG CCATTTCCCAATTCAGCCGC ATACACACATGCACGCACAC 29 5 4 20 163 20 60,179 59,483 65,300 38,200 0.695980 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 133 GCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgt GCTGAATTGTCCCAGATTTGCA ATACACACATGCACGCACAC 0 5 31 22 163 20 59,768 59,483 40,800 38,200 2,748,841 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 134 GCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgt GCTGAATTGTCCCAGATTTGCA CATACACACATGCACGCACA 0 6 31 22 164 20 59,768 59,484 40,800 45,700 2,748,403 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2214:5741:22792 1 53 86 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 136 GCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgt GCTGAATTGTCCCAGATTTGCA CACATACACACATGCACGCA 0 8 31 22 166 20 59,768 59,484 40,800 52,400 2,748,403 F 204 CAACCATTTCCCAATTCAGCCGCACTTATGGCTGAATTGTCCCAGATTTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtAtgtgtgtgtgTATGCGTGTGCGTGCAtgtgtgTATGTGCgtgtgtgtgtgtgtgtGCAGAAAACTAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 5 2 109 AGCCATAATCAGCAACCCTCAGACAATGAGAATGT AGCCATAATCAGCAACCCTCA AAAGAAACACAACTTAAGCTCATCT 25 2 129 21 237 25 59,434 57,426 38,600 29,000 9,139,727 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 2 175 TGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCT TGTGGCTTCAATCCCTGTACC AAAGAAACACAACTTAAGCTCATCT 91 2 63 21 237 25 59,996 57,426 33,400 29,000 8,578,245 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 2 235 AGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGAGGTTGGTTATCTTTGCCAGT AAAGAAACACAACTTAAGCTCATCT 149 2 3 23 237 25 59,925 57,426 40,000 29,000 10,648,506 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 1 108 AGCCATAATCAGCAACCCTCAGACAATGAGAATGT AGCCATAATCAGCAACCCTCA AAGAAACACAACTTAAGCTCATCTT 25 1 129 21 236 25 59,434 57,426 38,600 24,000 9,139,727 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 1 174 TGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCT TGTGGCTTCAATCCCTGTACC AAGAAACACAACTTAAGCTCATCTT 91 1 63 21 236 25 59,996 57,426 33,400 24,000 8,578,245 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 1 234 AGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGAGGTTGGTTATCTTTGCCAGT AAGAAACACAACTTAAGCTCATCTT 149 1 3 23 236 25 59,925 57,426 40,000 24,000 10,648,506 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 107 AGCCATAATCAGCAACCCTCAGACAATGAGAATGT AGCCATAATCAGCAACCCTCA AGAAACACAACTTAAGCTCATCTTT 25 0 129 21 235 25 59,434 57,426 38,600 25,200 9,139,727 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 173 TGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCT TGTGGCTTCAATCCCTGTACC AGAAACACAACTTAAGCTCATCTTT 91 0 63 21 235 25 59,996 57,426 33,400 25,200 8,578,245 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:10297:18766 1 175 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 0 233 AGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGAGGTTGGTTATCTTTGCCAGT AGAAACACAACTTAAGCTCATCTTT 149 0 3 23 235 25 59,925 57,426 40,000 25,200 10,648,506 A 271 AAAGAGGTTGGTTATCTTTGCCAGTTAGATGGCTAGAAAGTGGTGTAGAATAACACCAACAATGTGGCTTCAATCCCTGTACCTGATGAAGTAGTTCTTGTCTTATCCCATGGTGATATCAAGTCATAAGCCATAATCAGCAACCCTCAGACAATGAGAATGTTGCATGCGGAAagagagagagagagagagagagagagagagagagagAAAGATGAGCTTAAGTTGTGTTTCTTTTATCTTTCCCTATCCTTTACTATCTTTTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 1 1 17 17 223 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTG CCCTCTCTGTCTCTCTCTGTC GGAGAGTAGTGGTGGATGGG 44 17 1 21 223 20 58,356 58,876 35,100 40,000 3,767,479 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 0 0 18 17 223 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTG CCCTCTCTGTCTCTCTCTGTCT GGAGAGTAGTGGTGGATGGG 43 17 1 22 223 20 59,760 58,876 34,100 40,000 3,363,582 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 0 0 18 17 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTG CCCTCTCTGTCTCTCTCTGTCT AGGAGAGTAGTGGTGGATGGG 43 17 1 22 224 21 59,760 60,343 34,100 40,000 3,583,133 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 0 0 22 3 197 CTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtct CTGTCTGTCTCTCTCTGTCTGT GGAGAGTAGTGGTGGATGGG 3 17 41 22 223 20 58,589 58,876 34,100 40,000 4,535,374 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 0 0 23 3 198 TCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtc TCTGTCTGTCTCTCTCTGTCTGT GGAGAGTAGTGGTGGATGGG 3 17 40 23 223 20 59,928 58,876 34,100 40,000 4,196,258 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:12885:42833 1 66 121 18 3 AC TCTCTCCCTCTCTCTCTCTCTCTCTTTCTGTCTGTCTCTNA 0 0 23 3 199 TCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtc TCTGTCTGTCTCTCTCTGTCTGT AGGAGAGTAGTGGTGGATGGG 3 17 40 23 224 21 59,928 60,343 34,100 40,000 4,415,808 G 224 CCctctctGtctctctcTGTCTGTCTCTGTCTGtctctctcTGTCTGtctctctcTGTCTGTATGtctctcCctctctctctctctctctTTCTGTCTGTCTCTTTCTGtctctctctctctctctctctctctcACTCActctctctctcacacacacacacacacacacacacacacacacacaGTAGTGCCCGAACAATCCCCATCCACCACTACTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 1 1 7 10 128 TGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttt TGTCTGCTTCTCACGCACTT AGACTGATAGCAGGAGAGGCA 26 10 35 20 162 21 59,895 60,063 31,600 47,500 1,168,196 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 0 0 7 10 141 TTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTG TTCTGTCTATCGCTGTCTGCT AGACTGATAGCAGGAGAGGCA 38 10 22 21 162 21 58,905 60,063 42,400 47,500 3,158,802 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 0 0 8 10 140 TCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGC TCTGTCTATCGCTGTCTGCT AGACTGATAGCAGGAGAGGCA 38 10 23 20 162 21 58,244 60,063 42,400 47,500 2,819,771 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 0 0 9 10 140 TCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGC TCTGTCTATCGCTGTCTGCTT AGACTGATAGCAGGAGAGGCA 37 10 23 21 162 21 58,905 60,063 39,100 47,500 3,158,802 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 0 0 9 8 126 TGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttt TGTCTGCTTCTCACGCACTT ACTGATAGCAGGAGAGGCAGA 26 8 35 20 160 21 59,895 60,063 31,600 42,600 1,168,196 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:16772:25341 1 81 51 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCNA 0 0 9 6 124 TGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttt TGTCTGCTTCTCACGCACTT TGATAGCAGGAGAGGCAGAGA 26 6 35 20 158 21 59,895 59,784 31,600 31,000 1,321,282 F 230 TCTCTGTGTTTTGATCTATGTTTCTGTCTATCGCTGTCTGCTTCTCACGCACTTCTTGCTCTTTGTCTCtttttCTATTCctctctctctctctctctctctctctctctctctctTtctctctctctctcCCtttttCTCTGCCTCTCCTGCTATCAGTCTATCTGTGTTAAACTCActctctctctctGTGTCTAGCTTCGtctctctctctctctcCCTCTGCCTCT

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 1 1 4 20 150 TACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCC TACCTCCATTTCGGTTGCCC GAGACACGTGAGAGAAAGTGA 20 30 15 20 164 21 60,035 57,372 53,600 34,100 3,662,595 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 5 20 151 TACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCC TACCTCCATTTCGGTTGCCC AGAGACACGTGAGAGAAAGTGA 20 30 15 20 165 22 60,035 58,785 53,600 34,100 3,250,014 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 6 17 148 CTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACC CTCCATTTCGGTTGCCCTCT AGAGACACGTGAGAGAAAGTGA 17 30 18 20 165 22 60,035 58,785 36,900 34,100 3,250,207 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 20 165 TACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCC TACCTCCATTTCGGTTGCCC ACACAGAGATTGAAAGAGACACGT 20 42 15 20 179 24 60,035 60,202 53,600 44,900 4,237,025 B 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 17 162 CTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACC CTCCATTTCGGTTGCCCTCT ACACAGAGATTGAAAGAGACACGT 17 42 18 20 179 24 60,035 60,202 36,900 44,900 4,237,217 B 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 8 124 CTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACC CTCCATTTCGGTTGCCCTCT AGGAAACACCAGCACACACA 17 8 18 20 141 20 60,035 60,035 36,900 37,200 0.069629 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 8 127 TACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCC TACCTCCATTTCGGTTGCCC AGGAAACACCAGCACACACA 20 8 15 20 141 20 60,035 60,035 53,600 37,200 0.069437 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 6 113 TTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgTTGCCCTCTATCTCCCAGCT AGGAAACACCAGCACACACA 6 8 29 20 141 20 60,031 60,035 42,400 37,200 0.065279 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 8 6 151 TTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgTTGCCCTCTATCTCCCAGCT ACACAGAGATTGAAAGAGACACGT 6 42 29 20 179 24 60,031 60,202 42,400 44,900 4,232,867 B 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 32 193 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCT TGCAAATGTCTCTTTACCTCCA ACACACAGAGATGAACACAGAG 32 58 1 22 193 22 57,634 58,012 38,600 33,500 8,353,061 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 12 32 194 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCT TGCAAATGTCTCTTTACCTCCA AACACACAGAGATGAACACAGAGA 32 57 1 22 194 24 57,634 59,900 38,600 31,000 8,465,549 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2215:5771:42394 1 55 59 18 1.5 AC CTCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGT NA 0 0 13 32 193 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCT TGCAAATGTCTCTTTACCTCCA ACACACAGAGATGAACACAGAGA 32 57 1 22 193 23 57,634 59,361 38,600 31,000 8,004,141 F 206 TGCAAATGTCTCTTTACCTCCATTTCGGTTGCCCTCTATCTCCCAGCTCCCACCctctctCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgCATGTGCgtgtgtgtGCTGGTGTTTCCTTTTCACTTtctctcACGTGTCTCTTTCAATCTCTGTGTTCATCTCtgtgtgtttttCTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 27 180 AAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTG AAGTGTGCTTCGCCATTGTG CTAGCCAGCGTGTCCCAC 27 53 31 20 210 18 59,688 60,126 33,300 46,100 2,437,302 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 172 TTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGT TTCGCCATTGTGTGTCTGGT CTAGCCAGCGTGTCCCAC 19 53 39 20 210 18 60,179 60,126 40,000 46,100 2,304,544 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 174 GCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCT GCTTCGCCATTGTGTGTCTG CTAGCCAGCGTGTCCCAC 21 53 37 20 210 18 60,110 60,126 35,100 46,100 2,235,568 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 8 132 TTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGT TTCGCCATTGTGTGTCTGGT AGGCTCACACAAATTGATGAACA 19 8 39 20 170 23 60,179 59,109 40,000 31,800 4,069,788 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 8 134 GCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCT GCTTCGCCATTGTGTGTCTG AGGCTCACACAAATTGATGAACA 21 8 37 20 170 23 60,110 59,109 35,100 31,800 4,000,812 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:18365:68922 1 78 62 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 7 133 GCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCT GCTTCGCCATTGTGTGTCTG GGCTCACACAAATTGATGAACAC 21 7 37 20 169 23 60,110 59,017 35,100 33,200 4,093,400 G 224 ATTAAgtgtgtgtgtgtTgagagaGTGAGTAAGTGTGCTTCGCCATtgtgtgTCTGGTGAATGCCTGTATTTCTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtATTTCtgtgtgtgtgTTCCtgtgtgTTCATCAATTtgtgtgAGCCTTTTAAATTCAtttttATGGGGTGTGGGACACGCTGGCTAGGCCAGCATTCATTT

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 16 163 GGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGGACGCAGGAGGTAAGGATG ACTCCGACTCAGTCCTGACT 71 16 122 20 284 20 59,895 59,597 35,100 34,100 0.507543 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 213 GTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCT GTCATGTTGCTCCTCTGCCT ACTCCGACTCAGTCCTGACT 121 16 72 20 284 20 60,036 59,597 47,500 34,100 0.438133 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 16 281 TCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCATCCGACTGGAAGGTGTCTCT ACTCCGACTCAGTCCTGACT 189 16 4 20 284 20 59,887 59,597 31,000 34,100 0.515110 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 106 GGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgGGGAGTTCGAAATGTTGCTGG ACTCCGACTCAGTCCTGACT 13 16 179 21 284 20 59,800 59,597 48,500 34,100 1,602,524 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 18 165 GGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGGACGCAGGAGGTAAGGATG TGACTCCGACTCAGTCCTGA 71 18 122 20 286 20 59,895 59,599 35,100 38,600 0.505633 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 18 168 GATGGACGCAGGAGGTAAGGATGTAAAATGTGGA GATGGACGCAGGAGGTAAGG TGACTCCGACTCAGTCCTGA 74 18 119 20 286 20 59,895 59,599 26,900 38,600 0.505633 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 18 210 GTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATT GTTGCTCCTCTGCCTCCTTT TGACTCCGACTCAGTCCTGA 116 18 77 20 286 20 59,963 59,599 31,100 38,600 0.438040 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 18 215 GTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCT GTCATGTTGCTCCTCTGCCT TGACTCCGACTCAGTCCTGA 121 18 72 20 286 20 60,036 59,599 47,500 38,600 0.436223 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 18 283 TCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCATCCGACTGGAAGGTGTCTCT TGACTCCGACTCAGTCCTGA 189 18 4 20 286 20 59,887 59,599 31,000 38,600 0.513200 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Jul‐75 13 108 GGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgGGGAGTTCGAAATGTTGCTGG TGACTCCGACTCAGTCCTGA 13 18 179 21 286 20 59,800 59,599 48,500 38,600 1,600,614 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 18 243 TGTGGATAAACTGGGAGCGGGATTTACTGTCATGT TGTGGATAAACTGGGAGCGG TGACTCCGACTCAGTCCTGA 149 18 44 20 286 20 59,748 59,599 55,200 38,600 0.652509 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:2128:22370 1 213 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 13 104 GGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgGGGAGTTCGAAATGTTGCTGG TCCGACTCAGTCCTGACTCG 13 14 179 21 282 20 59,800 60,674 48,500 41,800 1,873,977 A 290 CGCTCCGACTGGAAGGTGTCTCTATGTATGAGCGCTGCAGATTTGTGGATAAACTGGGAGCGGGATTTACTGTCATGTTGCTCCTCTGCCTCCTTTACCTCAGCCTCTCCATTGGGCTGATGGACGCAGGAGGTAAGGATGTAAAATGTGGATGGGAAGCCCAGGCTCCCCGGTGCCGGGGAGTTCGAAATGTTGCTGGAGTTAATTGAGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAAACTGTCGGAGCCGAGTCAGGACTGAGTCGGAGTCAATCN

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 25 139 TGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaT TGCTCCATACAAGTTAATGGCCT TCCCTGCTTTCAATCCCAGC 25 27 29 23 167 20 60,054 60,324 51,900 48,500 3,377,418 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 56 259 TGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATAC TGCAACTCAGCTCCAGTTT CCTTAATAGGAGGGCAGTCCC 56 119 2 19 260 21 57,193 59,300 26,600 44,600 5,507,127 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 56 237 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT CGGCAGCACCACTTATTTGG 56 97 1 20 237 20 57,943 59,829 26,600 32,800 2,228,145 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 56 238 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT GCGGCAGCACCACTTATTTG 56 98 1 20 238 20 57,943 60,457 26,600 23,200 2,513,790 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 56 260 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT CCTTAATAGGAGGGCAGTCCC 56 119 1 20 260 21 57,943 59,300 26,600 44,600 3,757,323 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 56 261 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT CCCTTAATAGGAGGGCAGTCC 56 120 1 20 261 21 57,943 59,300 26,600 38,500 3,757,323 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 27 167 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT TCCCTGCTTTCAATCCCAGC 56 27 1 20 167 20 57,943 60,324 26,600 48,500 2,380,862 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 25 209 TGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaT TGCTCCATACAAGTTAATGGCCT CGGCAGCACCACTTATTTGG 25 97 29 23 237 20 60,054 59,829 51,900 32,800 3,224,701 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 23 163 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT TGCTTTCAATCCCAGCAGCA 56 23 1 20 163 20 57,943 60,540 26,600 44,100 2,597,270 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 22 134 TGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaT TGCTCCATACAAGTTAATGGCCT GCTTTCAATCCCAGCAGCAG 25 22 29 23 162 20 60,054 59,827 51,900 42,400 3,226,496 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 22 134 TGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaT TGCTCCATACAAGTTAATGGCC GCTTTCAATCCCAGCAGCAG 26 22 29 22 162 20 58,713 59,827 53,600 42,400 3,460,025 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:21714:9220 1 77 44 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 22 162 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATA TTGCAACTCAGCTCCAGTTT GCTTTCAATCCCAGCAGCAG 56 22 1 20 162 20 57,943 59,827 26,600 42,400 2,229,940 F 289 TTGCAACTCAGCTCCAGTTTTCCATCTTTGCTCCATACAAGTTAATGGCCTTACTTAACaaaaaTGGGACAGGTGTacacacacacacacacacacacacacacacacacacATacacacATACACGGCTGGATTTTATGCTctgctgctgGGATTGAAAGCAGGGAATGACCCCACTTGGACAGTGGGGCCTGAGTCCATATTTTGTCTACGGCAACCAAATAAGTGGTGCTGCCGCTGGGACTGCCCTCCTATTAAGGGTGGTACCCAACCCCATcagcagcagcag

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 1 1 4 18 138 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA CTCCCAGTTCACCGCTTTCT 18 41 8 23 145 20 59,439 59,965 52,400 25,200 3,596,353 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 18 145 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA GTACACCCTCCCAGTTCACC 18 48 8 23 152 20 59,439 59,676 52,400 40,200 3,884,852 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 18 151 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA CCGAATGTACACCCTCCCAG 18 54 8 23 158 20 59,439 59,822 52,400 44,500 3,738,964 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 18 243 GTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGGTAGTACTGTATATCGCACGCA GGCTTCGAAGGAACAATCTTTCA 18 144 9 22 251 23 57,862 59,498 52,400 26,900 7,640,060 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 18 244 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA GGCTTCGAAGGAACAATCTTTCA 18 144 8 23 251 23 59,439 59,498 52,400 26,900 7,063,107 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 4 17 241 AGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAAGTACTGTATATCGCACGCAT GGCTTCGAAGGAACAATCTTTCA 17 144 11 21 251 23 57,083 59,498 47,300 26,900 7,419,540 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 6 18 126 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA CGCTTTCTGACCTGGACACA 18 29 8 23 133 20 59,439 60,250 52,400 37,200 3,810,764 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 8 22 190 ACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCACCAATGTAGTACTGTATATCGCA CCACACACACTCCCTCCATT 22 88 3 24 192 20 57,356 59,598 51,000 31,600 7,045,986 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 190 ACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCACCAATGTAGTACTGTATATCGCAC CCACACACACTCCCTCCATT 21 88 3 25 192 20 58,555 59,598 53,400 31,600 6,846,371 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 8 20 190 CCAATGTAGTACTGTATATCGCACGCAtttttAGTCCACCAATGTAGTACTGTATATCGCACG CCCACACACACTCCCTCCAT 20 89 4 25 193 20 59,432 61,492 53,400 34,100 7,060,048 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 8 18 131 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA TTCACCGCTTTCTGACCTGG 18 34 8 23 138 20 59,439 60,250 52,400 44,500 3,811,190 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:23531:11558 1 49 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NA 0 0 8 18 185 TGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATTGTAGTACTGTATATCGCACGCA CCACACACACTCCCTCCATT 18 88 8 23 192 20 59,439 59,598 52,400 31,600 3,962,634 F 251 CAACCAATGTAGTACTGTATATCGCACGCAtttttAGTCCAGTATGAAatatatatatatatatatatatatatatatatatatTGCGAACAGCCTGAAGATTTTCATATCTTTGTGTCCAGGTCAGAAAGCGGTGAACTGGGAGGGTGTACATTCGGTAGAACAGAGTGAGAATGGAGGGAgtgtgtgtggggggCTGGAGATTTACAGCTTCAGGGGAACgagagaTGAAAGATTGTTCCTTCGAAGCC

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 54 244 AGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGAGCAGTATAAACTTGAGAGGCCC GCAGAGATGGAACCACAATGC 54 110 16 23 259 21 60,118 59,866 58,000 35,600 4,252,014 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 12 174 CTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgCTCTGCTGACTGCGTAGGAT AAAGTGTCTGCAGCAGCTCA 12 86 61 20 234 20 59,256 60,179 32,400 42,600 0.922726 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 190 TTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGA TTCATCTGTGCCCATCGCTC AAGTGTCTGCAGCAGCTCAT 29 85 44 20 233 20 60,463 59,964 50,300 29,000 0.499028 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 173 CTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgCTCTGCTGACTGCGTAGGAT AAGTGTCTGCAGCAGCTCAT 12 85 61 20 233 20 59,256 59,964 32,400 29,000 0.780136 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 10 115 TTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGA TTCATCTGTGCCCATCGCTC ACAGTTAACAGGCATGTGCG 29 10 44 20 158 20 60,463 59,126 50,300 53,400 1,336,970 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 188 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT TGTCTGCAGCAGCTCATAGC 30 82 43 20 230 20 60,035 60,462 49,300 29,700 0.496668 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 191 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT AAGTGTCTGCAGCAGCTCAT 30 85 43 20 233 20 60,035 59,964 49,300 29,000 0.071599 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 192 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT AAAGTGTCTGCAGCAGCTCA 30 86 43 20 234 20 60,035 60,179 49,300 42,600 0.214189 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 10 116 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT ACAGTTAACAGGCATGTGCG 30 10 43 20 158 20 60,035 59,126 49,300 53,400 0.909541 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 10 117 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT AACAGTTAACAGGCATGTGCG 30 10 43 20 159 21 60,035 59,733 49,300 53,400 1,301,869 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 9 115 TTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGG TTTCATCTGTGCCCATCGCT CAGTTAACAGGCATGTGCGT 30 9 43 20 157 20 60,035 59,126 49,300 52,400 0.909541 F 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 71 259 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGACAGCAGTAAACAACAGCAGT GCAGAGATGGAACCACAATGC 71 110 1 21 259 21 58,356 59,866 44,000 35,600 3,777,341 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:26159:68394 1 93 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 71 263 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGACAGCAGTAAACAACAGCAGT ACTTGCAGAGATGGAACCACA 71 114 1 21 263 21 58,356 59,579 44,000 41,700 4,064,819 B 272 ACAGCAGTAAACAACAGCAGTATAAACTTGAGAGGCCCCAATTTTCATCTGTGCCCATCGCTCTGCTGACTGCGTAGGATTCAATTGTTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCACGcacacaCGCACATGCCTGTTAACTGTTCTCtgtgtgCTGTTAGTCAAGCTTGGTTGTGATTACTGACACTATAAATAAGCTATGAGCTGCTGCAGACACTTTAAAAGCATTGTGGTTCCATCTCTGCAAGTCTCATGAGA

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 1 1 10 0 135 TCTCTATTTCTGACCAGTTATCAAGGtctctctctctctct TCTCTATTTCTGACCAGTTATCAAGG AGTGATAGTGAGGGAGGGCA 0 11 27 26 161 20 58,214 59,660 36,100 53,600 8,125,889 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 0 0 13 5 135 TCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctct TCTCTTTCTCTATTTCTGACCAGTT AGTGAGGGAGGGCAAGAATG 7 5 21 25 155 20 57,454 59,377 31,600 26,700 8,168,914 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 0 0 13 5 136 TTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctc TTCTCTTTCTCTATTTCTGACCAGT AGTGAGGGAGGGCAAGAATG 8 5 20 25 155 20 57,454 59,377 40,000 26,700 8,168,914 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 0 0 14 8 161 TTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctc TTCTCTTTCTCTATTTCTGACCAGT CAGGGCAAGAAAGCTGGAGA 8 30 20 25 180 20 57,454 59,963 40,000 37,100 7,583,553 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 0 0 14 7 158 TCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctct TCTCTTTCTCTATTTCTGACCAGTT GGGCAAGAAAGCTGGAGAGT 7 28 21 25 178 20 57,454 59,963 31,600 32,400 7,583,696 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2216:27316:3208 1 53 78 18 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCNA 0 0 14 7 160 TCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctct TCTCTTTCTCTATTTCTGACCAGTT CAGGGCAAGAAAGCTGGAGA 7 30 21 25 180 20 57,454 59,963 31,600 37,100 7,583,553 D 190 TGCCAtctctctctctctcTTCTCTTTCTCTATTTCTGACCAGTTATCAAGGtctctctctctctctctctctctctctctctctctcGTCCTCTTCCCACCCCTCTTTTtctctctctctctctctctcACCAGCATTCTTGCCCTCCCTCACTATCACTCTCCAGCTTTCTTGCCCTGTCTCTATCTT

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 22 177 AACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCAACTCGTAACAGTGCATTGTTT ACAATTTGAATAGCCAGCAGC 22 76 34 22 210 21 57,107 57,485 28,300 52,500 8,408,754 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 22 178 AACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCAACTCGTAACAGTGCATTGTTT GACAATTTGAATAGCCAGCAGC 22 76 34 22 211 22 57,107 58,558 28,300 52,500 8,335,524 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 11 111 AACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCAACTCGTAACAGTGCATTGTTT CCCAGAAATCTCACCCACCC 22 11 34 22 144 20 57,107 60,034 28,300 46,100 4,927,513 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 22 179 TAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTT TAACTCGTAACAGTGCATTGTTT GACAATTTGAATAGCCAGCAGC 22 76 33 23 211 22 57,005 58,558 28,300 52,500 9,436,986 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 103 AACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCAACTCGTAACAGTGCATTGTTT TCTCACCCACCCAGTCACAT 22 3 34 22 136 20 57,107 60,474 28,300 32,100 5,367,118 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2217:20902:49373 1 78 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 2 102 AACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCAACTCGTAACAGTGCATTGTTT CTCACCCACCCAGTCACATG 22 2 34 22 135 20 57,107 60,322 28,300 32,100 5,215,344 A 239 ATCACTTGAATTACAAATTATTCtttttCTTATAACTCGTAACAGTGCATTGTTTTCTTTAACTGCTTTCTCAGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATGTGACTGGGTGGGTGAGATTTCTGGGGTGAATGCATGAATAAACAATCGTTATTTAAACCCACAAAAGCTTGCTGCTGGCTATTCAAATTGTCcacacacacaGGTATTAAGaaaaaCACA

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 1 1 4 9 183 ACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTC ACACCTGCCTGTAACTCAACT GTCAACGACGGTGGGAGAAT 47 9 18 21 200 20 59,231 60,038 31,600 24,000 1,806,474 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 4 9 200 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAA TCCACCTAAAGCAGTCTACACC GTCAACGACGGTGGGAGAAT 63 9 1 22 200 20 59,434 60,038 41,600 24,000 2,603,439 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 4 6 180 ACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTC ACACCTGCCTGTAACTCAACT AACGACGGTGGGAGAATTGG 47 6 18 21 197 20 59,231 60,321 31,600 31,600 2,090,168 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 4 4 178 ACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTC ACACCTGCCTGTAACTCAACT CGACGGTGGGAGAATTGGAA 47 4 18 21 195 20 59,231 60,037 31,600 35,300 1,805,634 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 4 4 195 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAA TCCACCTAAAGCAGTCTACACC CGACGGTGGGAGAATTGGAA 63 4 1 22 195 20 59,434 60,037 41,600 35,300 2,602,599 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 5 4 194 CCACCTAAAGCAGTCTACACCTGCCTGTAACTCAAC CCACCTAAAGCAGTCTACACCT CGACGGTGGGAGAATTGGAA 62 4 2 22 195 20 59,432 60,037 40,000 35,300 2,604,380 D 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 13 4 139 TGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCT TGTCTCTCTCTGTTGTCCTCTCT CGACGGTGGGAGAATTGGAA 6 4 57 23 195 20 59,926 60,037 31,000 35,300 3,110,563 G 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 17 2 135 tctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTA TCTCTCTGTTGTCCTCTCTCTGT CGACGGTGGGAGAATTGGAA 2 4 61 23 195 20 59,926 60,037 34,100 35,300 3,110,563 G 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:10906:72666 1 86 86 18 2 AG CTCTCTCTCTCTCCCTGTATCTGTGTCGCTCTCTCTGCNA 0 0 17 2 137 tctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTA TCTCTCTGTTGTCCTCTCTCTGT AACGACGGTGGGAGAATTGG 2 6 61 23 197 20 59,926 60,321 34,100 31,600 3,395,096 G 203 TCCACCTAAAGCAGTCTACACCTGCCTGTAACTCAACTTCTGTCTCCTTCTGTCTGTGtctctctcTGTTGTCctctctctGTTGctctctctctctCCCTGTATCTGTGTCGctctctctGCctctctctctCGctctctctctctctctctctctctctctctctctctCCCTTTCCAATTCTCCCACCGTCGTTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 1 1 8 4 127 TGAGGTAAATCGCAACCACCATTTATACAGTCAGATTGAGGTAAATCGCAACCACCA TTGGCGTATATGTGTGCGTG 30 4 136 21 262 20 59,928 58,997 41,700 53,400 2,075,597 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 8 4 172 ACGAACATGATAAGTTTGTTGAAACTATTTCTGAAC ACGAACATGATAAGTTTGTTGAAAC TTGGCGTATATGTGTGCGTG 71 4 91 25 262 20 57,092 58,997 27,800 53,400 8,911,301 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 8 4 243 TGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAA TGTAAGAGTCCCACTGTTTATGCT TTGGCGTATATGTGTGCGTG 143 4 20 24 262 20 59,714 58,997 37,900 53,400 5,289,140 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 123 TGAGGTAAATCGCAACCACCATTTATACAGTCAGATTGAGGTAAATCGCAACCACCA CGTATATGTGTGCGTGCGAG 30 0 136 21 258 20 59,928 59,501 41,700 50,300 1,571,000 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 168 ACGAACATGATAAGTTTGTTGAAACTATTTCTGAAC ACGAACATGATAAGTTTGTTGAAAC CGTATATGTGTGCGTGCGAG 71 0 91 25 258 20 57,092 59,501 27,800 50,300 8,406,704 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 169 AACGAACATGATAAGTTTGTTGAAACTATTTCTGAAAACGAACATGATAAGTTTGTTGAAAC CGTATATGTGTGCGTGCGAG 71 0 90 26 258 20 57,665 59,501 27,800 50,300 8,833,767 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 235 AGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAA AGAGTCCCACTGTTTATGCTTT CGTATATGTGTGCGTGCGAG 141 0 24 22 258 20 57,627 59,501 35,100 50,300 4,871,666 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 236 AAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATA AAGAGTCCCACTGTTTATGCTT CGTATATGTGTGCGTGCGAG 142 0 23 22 258 20 57,627 59,501 39,100 50,300 4,871,666 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 239 TGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAA TGTAAGAGTCCCACTGTTTATGCT CGTATATGTGTGCGTGCGAG 143 0 20 24 258 20 59,714 59,501 37,900 50,300 4,784,543 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 10 0 240 CTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAACTGTAAGAGTCCCACTGTTTATGC CGTATATGTGTGCGTGCGAG 144 0 19 24 258 20 59,368 59,501 31,400 50,300 5,130,324 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 11 2 124 TGAGGTAAATCGCAACCACCATTTATACAGTCAGATTGAGGTAAATCGCAACCACCA GCGTATATGTGTGCGTGCG 30 2 136 21 259 19 59,928 60,084 41,700 53,400 2,156,779 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23246:13879 1 187 52 18 2 AC CACACACACACTCGCGCACACACACACACACACACANA 0 0 11 2 240 TGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAA TGTAAGAGTCCCACTGTTTATGCT GCGTATATGTGTGCGTGCG 143 2 20 24 259 19 59,714 60,084 37,900 53,400 5,370,322 G 280 GGTTGTGCTTCCCCAGTTCTGTAAGAGTCCCACTGTTTATGCTTTTAAGTTGTAAATAATTAATCTGACAGGTTTTCTTTAGACTAAACAACGAACATGATAAGTTTGTTGAAACTATTTCTGAACTaaaaaaaaTGAGGTAAATCGCAACCACCATTTATACAGTCAGATGCATTCATCTGGGCCcacacacacaCTCGCGcacacacacacacacacacacacacacacacacacaCTCGCACGcacacaTATACGCCAATATAGTTGGCAGAGTAAG

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 9 117 cgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtg CGCTTGTGAGTGCATGAGTG TGCAAGCTCACCGATCTCAT 9 24 42 20 158 20 59,835 59,461 35,100 29,000 0.703879 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 9 118 cgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtg CGCTTGTGAGTGCATGAGTG GTGCAAGCTCACCGATCTCA 9 25 42 20 159 20 59,835 60,390 35,100 32,700 0.555635 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 9 119 cgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtg CGCTTGTGAGTGCATGAGTG TGTGCAAGCTCACCGATCTC 9 26 42 20 160 20 59,835 60,390 35,100 27,500 0.555635 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 26 140 GTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGA GTGTATGTATGCGTGTGTGCG TGTGCAAGCTCACCGATCTC 29 26 21 21 160 20 60,267 60,390 53,400 27,500 1,657,182 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 26 141 CGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGACGTGTATGTATGCGTGTGTGC TGTGCAAGCTCACCGATCTC 30 26 20 21 160 20 60,267 60,390 45,700 27,500 1,657,182 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:23378:73176 1 71 44 18 1.5 AC GAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 25 140 CGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGACGTGTATGTATGCGTGTGTGC GTGCAAGCTCACCGATCTCA 30 25 20 21 159 20 60,267 60,390 45,700 32,700 1,657,182 F 196 GTGAGTCtgtgtgtgtgtgCGTGTATGTATGCgtgtgtgcgcgcTTGTGAGTGCATGAgtgtgtgtGAGTgagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGAGTGTGAGTGTTTGTAAATGAGATCGGTGAGCTTGCACACGAGCAGGGgagagaCCTAATCCTGAGTGAGACACA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 18 139 AGAAACATCTTAAAGGAGTTTGAAggggggggATggg AGAAACATCTTAAAGGAGTTTGAAGGG CCCGTATTCTGGAATTCTCACA 18 23 57 27 195 22 59,768 57,863 39,500 35,800 11,368,635 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 49 207 AATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGT TTCATTGCTGCACCATTGGC 49 69 33 20 239 20 59,226 60,037 40,000 45,200 0.810784 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 49 246 AATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGT TGCACTCCTCTGATTCTGGC 49 108 33 20 278 20 59,226 59,749 40,000 48,500 1,024,998 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 48 206 ATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTT TTCATTGCTGCACCATTGGC 48 69 34 20 239 20 59,226 60,037 35,000 45,200 0.810784 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 48 245 ATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTT TGCACTCCTCTGATTCTGGC 48 108 34 20 278 20 59,226 59,749 35,000 48,500 1,024,998 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 18 136 AACATCTTAAAGGAGTTTGAAggggggggATgggggggAACATCTTAAAGGAGTTTGAAGGG CCCGTATTCTGGAATTCTCACA 18 23 60 24 195 22 57,099 57,863 39,500 35,800 11,038,197 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 18 137 AAACATCTTAAAGGAGTTTGAAggggggggATggggggAAACATCTTAAAGGAGTTTGAAGGG CCCGTATTCTGGAATTCTCACA 18 23 59 25 195 22 57,710 57,863 39,500 35,800 11,427,225 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 47 185 TCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTTT AGCCATGCCTTCAGCTGG 47 51 35 20 219 18 59,449 60,044 32,700 48,500 2,595,166 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 47 205 TCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTTT TTCATTGCTGCACCATTGGC 47 69 35 20 239 20 59,449 60,037 32,700 45,200 0.588053 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 47 244 TCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTTT TGCACTCCTCTGATTCTGGC 47 108 35 20 278 20 59,449 59,749 32,700 48,500 0.802267 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 44 178 TCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTTT CCTTCAGCTGGCTGGACC 47 44 35 20 212 18 59,449 60,046 32,700 44,600 2,596,449 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:31639:58831 1 102 49 18 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 43 177 TCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAATCTTGGTCACAGGCAGGTTT CTTCAGCTGGCTGGACCC 47 43 35 20 211 18 59,449 60,046 32,700 44,600 2,596,449 F 285 AGTCACATAAGGAGATGTTAGGTCATGGCCAAAATCTTGGTCACAGGCAGGTTTAAAGAAACATCTTAAAGGAGTTTGAAggggggggATggggggggAGGgagagagagagagagagagagagagagagagagagaAagagagagagagGGTagagagAAGGGGAGGTTTAATGTGAGAATTCCAGAATACGGGGTCCAGCCAGCTGAAGGCATGGCTGCCAATGGTGCAGCAATGAAAACTGGGCCTGTGCAAGAAGCCAGAATCAGAGGAGTGCAGAGATCA

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 11 187 CATAGCCAGGGCAGCAGAAGGCACTATATCATTGC CATAGCCAGGGCAGCAGAAG AGCCCATATTCTCATTCTTCCAGA 96 11 26 20 212 24 60,818 59,338 28,500 38,600 5,480,625 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 11 189 ATCATAGCCAGGGCAGCAGAAGGCACTATATCATT ATCATAGCCAGGGCAGCAGA AGCCCATATTCTCATTCTTCCAGA 98 11 24 20 212 24 61,058 59,338 42,600 38,600 5,720,607 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 12 192 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC AGCCCATATTCTCATTCTTCCAG 101 12 21 20 212 23 60,179 58,017 52,500 38,600 5,162,062 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 11 189 GATCATAGCCAGGGCAGCAGAAGGCACTATATCAT GATCATAGCCAGGGCAGCAG GCCCATATTCTCATTCTTCCAGA 99 11 23 20 211 23 60,606 58,022 42,400 38,600 5,583,959 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 11 191 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC GCCCATATTCTCATTCTTCCAGA 101 11 21 20 211 23 60,179 58,022 52,500 38,600 5,157,108 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 11 192 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC AGCCCATATTCTCATTCTTCCAGA 101 11 21 20 212 24 60,179 59,338 52,500 38,600 4,841,188 B 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 3 135 ACCTGAGCGGAagagagagTAAACCAGCCACTCCCCAACCTGAGCGGAAGAGAGAGT TCTCATTCTTCCAGATGCACACA 53 3 69 20 203 23 59,961 59,992 32,400 37,200 3,047,301 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 3 183 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC TCTCATTCTTCCAGATGCACACA 101 3 21 20 203 23 60,179 59,992 52,500 37,200 3,187,276 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 1 133 ACCTGAGCGGAagagagagTAAACCAGCCACTCCCCAACCTGAGCGGAAGAGAGAGT TCATTCTTCCAGATGCACACAGA 53 1 69 20 201 23 59,961 59,992 32,400 34,100 3,047,301 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 1 181 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC TCATTCTTCCAGATGCACACAGA 101 1 21 20 201 23 60,179 59,992 52,500 34,100 3,187,276 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 1 132 ACCTGAGCGGAagagagagTAAACCAGCCACTCCCCAACCTGAGCGGAAGAGAGAGT CATTCTTCCAGATGCACACAGA 53 1 69 20 200 22 59,961 58,659 32,400 34,100 3,379,963 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2218:4432:46964 1 142 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 1 180 TTGATCATAGCCAGGGCAGCAGAAGGCACTATATC TTGATCATAGCCAGGGCAGC CATTCTTCCAGATGCACACAGA 101 1 21 20 200 22 60,179 58,659 52,500 34,100 3,519,937 F 265 ATAGGATCACATTTTGTGCATTGATCATAGCCAGGGCAGCAGAAGGCACTATATCATTGCCTCAGAGAACCTGAGCGGAagagagagTAAACCAGCCACTCCCCATCAATATCgagtgagtgagtGTGAGTGTGAGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCtgtgtgCATCTGGAAGAATGAGAATATGGGCTATCCTGATTTCATATCtttttttATACTTTTCAACTTCCAAAAGTGCATTTAT

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 1 1 Nov‐75 47 190 AGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTAAGAACACTCTGCATCTCAACTGA AGAGTGAGCGAGTGTGAGAGA 53 47 2 23 191 21 59,677 60,271 34,100 31,000 4,594,223 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 48 190 AGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTAAGAACACTCTGCATCTCAACTGA AGAGTGAGCGAGTGTGAGAG 53 48 2 23 191 20 59,677 58,836 34,100 32,000 4,487,526 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 44 186 AGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTAAGAACACTCTGCATCTCAACTGA TGAGCGAGTGTGAGAGAGTG 53 44 2 23 187 20 59,677 59,122 34,100 35,100 4,200,858 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 11 139 AACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctAACTGAGGTGTTCACCCATTT GCGAGTGTGAGAGAGTGAGT 11 41 46 21 184 20 57,687 59,122 23,200 34,100 4,191,152 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 11 142 AACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctAACTGAGGTGTTCACCCATTT TGAGCGAGTGTGAGAGAGTG 11 44 46 21 187 20 57,687 59,122 23,200 35,100 4,190,479 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 11 143 AACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctAACTGAGGTGTTCACCCATTT GTGAGCGAGTGTGAGAGAGT 11 45 46 21 188 20 57,687 59,122 23,200 32,400 4,191,152 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 12 10 139 AACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctAACTGAGGTGTTCACCCATTTA GCGAGTGTGAGAGAGTGAGT 10 41 46 22 184 20 57,553 59,122 14,000 34,100 5,325,554 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 13 53 196 AGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTAAGAACACTCTGCATCTCAACTGA TGTGAAAGAGTGAGCGAGTGT 53 53 2 23 197 21 59,677 59,591 34,100 35,500 4,732,179 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:26595:24778 1 78 46 18 1.5 AC CTCTCTCTCTCACACACACACACACACACACACACA NA 0 0 13 11 139 AACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctAACTGAGGTGTTCACCCATTT GCGAGTGTGAGAGAGTGAGTG 11 40 46 21 184 21 57,687 60,401 23,200 35,100 4,713,624 F 243 AAGAACACTCTGCATCTCAACTGAAATTCCTCTCCCTACTATTTTAACTGAGGTGTTCACCCATTTATTTTGAAAAGctctctctctcacacacacacacacacacacacacacacacacacaCTCGctctctCACATACTCACTcacacaTNCACACTCATTCACTCActctctCACACTCGCTCACTCTTTcacacaAACGctctctCNcacacacacacaCTCCTTCGCACAGACTATTC

ST‐E00142:460:H2K7HCCXY:6:2219:2666:71928 1 32 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 0 92 CAGGgagagaGGGAAGACACagagagagagagagagag CAGGGAGAGAGGGAAGACAC CACCCTGCACTGATCCATGT 0 16 12 20 103 20 58,809 60,035 36,700 32,100 1,225,410 F 118 GGTAGGTTACACAGGgagagaGGGAAGACACagagagagagagagagagagagagagagagagagagAACgagagagaGCGGAACATGGATCAGTGCAGGGTGCTGGGCGGGTTACAC

ST‐E00142:460:H2K7HCCXY:6:2219:2666:71928 1 32 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 1 93 ACAGGgagagaGGGAAGACACagagagagagagagaga ACAGGGAGAGAGGGAAGACA CACCCTGCACTGATCCATGT 1 16 11 20 103 20 59,213 60,035 34,100 32,100 0.821851 F 118 GGTAGGTTACACAGGgagagaGGGAAGACACagagagagagagagagagagagagagagagagagagAACgagagagaGCGGAACATGGATCAGTGCAGGGTGCTGGGCGGGTTACAC

ST‐E00142:460:H2K7HCCXY:6:2219:2666:71928 1 32 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 3 95 ACACAGGgagagaGGGAAGACACagagagagagagagaACACAGGGAGAGAGGGAAGA CACCCTGCACTGATCCATGT 3 16 9 20 103 20 59,213 60,035 28,700 32,100 0.821851 F 118 GGTAGGTTACACAGGgagagaGGGAAGACACagagagagagagagagagagagagagagagagagagAACgagagagaGCGGAACATGGATCAGTGCAGGGTGCTGGGCGGGTTACAC

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 12 140 AATGCAACACCTCCAGCATCCTTtctctcCCCctctctctcAATGCAACACCTCCAGCATC GTAGTGAGACAGACACATGCAA 12 50 86 20 225 22 58,820 58,347 39,100 40,800 4,833,372 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 12 140 AATGCAACACCTCCAGCATCCTTtctctcCCCctctctctcAATGCAACACCTCCAGCATC GTAGTGAGACAGACACATGCA 12 51 86 20 225 21 58,820 57,696 39,100 39,600 4,483,910 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 12 141 AAATGCAACACCTCCAGCATCCTTtctctcCCCctctctc AAATGCAACACCTCCAGCATC GTAGTGAGACAGACACATGCA 12 51 85 21 225 21 59,453 57,696 39,100 39,600 4,851,252 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 11 131 ATGCAACACCTCCAGCATCCTTtctctcCCCctctctctct ATGCAACACCTCCAGCATCC ACAGACACATGCAAGCAGAGA 11 43 87 20 217 21 60,682 59,929 35,100 31,000 1,753,437 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 9 129 GCAACACCTCCAGCATCCTTtctctcCCCctctctctctctc GCAACACCTCCAGCATCCTT ACAGACACATGCAAGCAGAGA 9 43 89 20 217 21 60,610 59,929 33,600 31,000 1,681,460 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 9 131 GCAACACCTCCAGCATCCTTtctctcCCCctctctctctctc GCAACACCTCCAGCATCCTT AGACAGACACATGCAAGCAGA 9 45 89 20 219 21 60,610 59,929 33,600 42,600 1,681,460 B 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 43 175 GTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctGTCCCACTCTGCCTCTCTGA ACAGACACATGCAAGCAGAGA 55 43 43 20 217 21 60,613 59,929 32,700 31,000 1,684,519 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 54 220 TCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctc TCCCACTCTGCCTCTCTGAC GACAGAACGGCAGAGGGAG 54 91 44 20 263 19 60,613 59,783 35,100 43,000 1,830,002 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 54 222 TCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctc TCCCACTCTGCCTCTCTGAC GAGACAGAACGGCAGAGGG 54 93 44 20 265 19 60,613 59,783 35,100 43,000 1,830,002 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 54 223 TCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctc TCCCACTCTGCCTCTCTGAC GGAGACAGAACGGCAGAGG 54 94 44 20 266 19 60,613 59,783 35,100 36,900 1,830,002 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 45 176 TCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctc TCCCACTCTGCCTCTCTGAC AGACAGACACATGCAAGCAGA 54 45 44 20 219 21 60,613 59,929 35,100 42,600 1,684,519 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 118 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 10 43 174 TCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctc TCCCACTCTGCCTCTCTGAC ACAGACACATGCAAGCAGAGA 54 43 44 20 217 21 60,613 59,929 35,100 31,000 1,684,519 F 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 1 8 4 211 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT ACAGACACATGCAAGCAGAGA 4 43 7 22 217 21 59,426 59,929 36,900 31,000 3,645,597 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 8 4 213 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT AGACAGACACATGCAAGCAGA 4 45 7 22 219 21 59,426 59,929 36,900 42,600 3,645,597 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 8 4 216 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT GTGAGACAGACACATGCAAGC 4 48 7 22 222 21 59,426 59,804 36,900 40,100 3,770,723 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 8 4 260 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT GGAGACAGAACGGCAGAGG 4 94 7 22 266 19 59,426 59,783 36,900 36,900 3,791,079 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 9 4 257 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT GACAGAACGGCAGAGGGAG 4 91 7 22 263 19 59,426 59,783 36,900 43,000 3,791,079 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 9 4 259 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT GAGACAGAACGGCAGAGGG 4 93 7 22 265 19 59,426 59,783 36,900 43,000 3,791,079 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 Oct‐75 1 169 ctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACT CTCTCGTCTCTCTTTCCCTCT GACAGACAGATAAAGAGACCGT 4 1 8 21 176 22 58,001 57,295 36,900 48,300 7,704,668 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 Oct‐75 1 170 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTC GACAGACAGATAAAGAGACCGT 5 1 7 21 176 22 58,006 57,295 43,000 48,300 7,699,274 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:2727:49461 1 33 121 18 2 AG CTCTCTCTCTGTCCCACTCTGCCTCTCTGACCGTCTC NA 0 0 Oct‐75 1 170 tctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTTCTCTCGTCTCTCTTTCCCTCT GACAGACAGATAAAGAGACCGT 4 1 7 22 176 22 59,426 57,295 36,900 48,300 7,279,706 G 267 CTCCAAtctctcGtctctcTTTCCCTCTTTCActctctctctGTCCCACTCTGCctctctGACCGTCTCTGTTTCTCCctctctAAATGCAACACCTCCAGCATCCTTtctctcCCCctctctctctctctctctctctctctctctctctctTACGGTCTCTTTATCTGTCTGTCNATTTCACTGTCTGTCTCTTTCTCTGCTTGCATGTGTCTGTCTCACTACtttttCTGTNTCACCCGCTCTCCCTCTGCCGTTCTGTCTCCT

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 35 192 ctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTT CTCTCTCCACAGATGCTGAGT TCCCATTCAAACCCAGGAATG 79 35 8 21 199 21 58,898 58,181 34,100 26,700 4,920,704 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 35 193 tctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGT TCTCTCTCCACAGATGCTGAGT TCCCATTCAAACCCAGGAATG 79 35 7 22 199 21 60,291 58,181 34,100 26,700 5,110,396 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 35 191 tctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTCTCTCCACAGATGCTGAGT TCCCATTCAAACCCAGGAATG 79 35 9 20 199 21 57,771 58,181 34,100 26,700 5,047,466 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 114 ACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACAGTTGTTGTAAATCTTCCTCTTT TCACAACCTCACAAACATGTACA 30 0 53 25 166 23 57,118 58,482 25,200 29,000 12,400,024 A 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 115 TACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTTACAGTTGTTGTAAATCTTCCTCTTT TCACAACCTCACAAACATGTACA 30 0 52 26 166 23 57,026 58,482 25,200 29,000 13,492,308 A 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 158 tctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTCTCTCCACAGATGCTGAGT TCACAACCTCACAAACATGTACA 79 0 9 20 166 23 57,771 58,482 34,100 29,000 6,746,794 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 159 ctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTT CTCTCTCCACAGATGCTGAGT TCACAACCTCACAAACATGTACA 79 0 8 21 166 23 58,898 58,482 34,100 29,000 6,620,032 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 160 tctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGT TCTCTCTCCACAGATGCTGAGT TCACAACCTCACAAACATGTACA 79 0 7 22 166 23 60,291 58,482 34,100 29,000 6,809,724 F 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:29264:32285 1 108 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 113 ACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACAGTTGTTGTAAATCTTCCTCTTT CACAACCTCACAAACATGTACA 30 0 53 25 165 22 57,118 57,108 25,200 29,000 12,773,402 A 199 TCTATTtctctctcCACAGATGCTGAGtttttCCAGCATTTTCTGTTCTTTTACAGTTGTTGTAAATCTTCCTCTTTTCCATTTCCCCTCACTATGTGAGTGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGTACATGTTTGTGAGGTTGTGANCATTCAccccccATTCCTGGGTTTGAATGGGA

ST‐E00142:460:H2K7HCCXY:6:2219:3965:63419 1 50 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 13 9 108 cttccttccttcctctctccccccctctctcTGTCTGACCCCTTtc CTTCCTTCCTTCCTCTCTCCC GAAAGAGGGAGGCCAGGGA 23 9 6 21 113 19 58,885 60,617 43,000 42,000 3,732,055 F 117 CTCTTcttccttccttcctctctccccccctctctcTGTCTGACCCCTTtctctctctctctctctctctctctctctctctctcGCCTCTTTCTCCCTGGCCTCCCTCTTTccccc

ST‐E00142:460:H2K7HCCXY:6:2219:3965:63419 1 50 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 5 104 cttccttccttcctctctccccccctctctcTGTCTGACCCCTTtc CTTCCTTCCTTCCTCTCTCCC GAGGGAGGCCAGGGAGAAA 23 5 6 21 109 19 58,885 60,617 43,000 25,200 3,732,055 F 117 CTCTTcttccttccttcctctctccccccctctctcTGTCTGACCCCTTtctctctctctctctctctctctctctctctctctcGCCTCTTTCTCCCTGGCCTCCCTCTTTccccc

ST‐E00142:460:H2K7HCCXY:6:2219:3965:63419 1 50 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 13 3 102 cttccttccttcctctctccccccctctctcTGTCTGACCCCTTtc CTTCCTTCCTTCCTCTCTCCC GGGAGGCCAGGGAGAAAGA 23 3 6 21 107 19 58,885 60,617 43,000 25,200 3,732,055 F 117 CTCTTcttccttccttcctctctccccccctctctcTGTCTGACCCCTTtctctctctctctctctctctctctctctctctctcGCCTCTTTCTCCCTGGCCTCCCTCTTTccccc

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 1 0 132 TCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAG TCCACCCAGTGTTTCAGGTC CTGGATGCTGGAAAGCTTGG 56 0 6 20 137 20 59,528 59,184 38,500 36,100 1,288,204 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 40 171 CCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGA CCACCCAGTGTTTCAGGTCA AGGAGACACCACATAGTGCA 55 40 7 20 177 20 59,817 58,355 40,200 45,700 1,827,046 B 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 39 171 CCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGA CCACCCAGTGTTTCAGGTCA AGGAGACACCACATAGTGCAC 55 39 7 20 177 21 59,817 59,724 40,200 45,700 1,458,958 B 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 39 172 TCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAG TCCACCCAGTGTTTCAGGTC AGGAGACACCACATAGTGCAC 56 39 6 20 177 21 59,528 59,724 38,500 45,700 1,748,892 B 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 4 140 TTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGTTCCACCCAGTGTTTCAGGT AAATACTCTGGATGCTGGAAAGC 57 4 5 20 144 23 59,077 59,050 40,000 35,100 4,873,753 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 3 134 CCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGA CCACCCAGTGTTTCAGGTCA ACTCTGGATGCTGGAAAGCT 55 3 7 20 140 20 59,817 59,010 40,200 37,400 1,172,911 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 3 140 AATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAATTCCACCCAGTGTTTCAGGT ATACTCTGGATGCTGGAAAGCT 57 3 3 22 142 22 60,091 59,223 40,000 37,400 4,867,870 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 2 0 131 CCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGA CCACCCAGTGTTTCAGGTCA CTGGATGCTGGAAAGCTTGG 55 0 7 20 137 20 59,817 59,184 40,200 36,100 0.998270 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 38 170 CCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGA CCACCCAGTGTTTCAGGTCA GGAGACACCACATAGTGCACT 55 38 7 20 176 21 59,817 59,724 40,200 44,000 1,458,958 F 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 38 171 TCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAG TCCACCCAGTGTTTCAGGTC GGAGACACCACATAGTGCACT 56 38 6 20 176 21 59,528 59,724 38,500 44,000 1,748,892 F 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13068:70539 1 82 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 3 140 ATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAATTCCACCCAGTGTTTCAGGT AATACTCTGGATGCTGGAAAGCT 57 3 4 21 143 23 59,501 59,798 40,000 37,400 4,700,715 A 234 AAAATTCCACCCAGTGTTTCAGGTCAATGATCTTTCGTCAGAACTTCTGATGAAAGATTATCGACCTGCATGAAACGTTAActctctctctctctctctctctctctctctctctctCCAAGCTTTCCAGCATCCAGAGTATTTTGCTCTtatataGTGCACTATGTGGTGTCTCCTTTTGATTTGGTCTATTGtttttAATAGTTTAGAAAATGGTTTCTTAGAATTGCCATT

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 21 13 184 CAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTGT TGTGTGAGAGTGTGTGTGAGT 23 13 37 22 196 21 58,786 59,175 41,600 34,100 5,039,180 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 11 182 CAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTGT TGTGAGAGTGTGTGTGAGTGT 23 11 37 22 194 21 58,786 59,175 41,600 35,500 5,039,180 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 11 182 CAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTGT TGTGAGAGTGTGTGTGAGTGT 23 11 37 22 194 21 58,786 59,175 41,600 35,500 5,039,180 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 ‐6 190 CAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTGT AGTGTTTGTGTGAGAGTGTGTG 23 ‐6 37 22 178 22 58,786 58,997 41,600 38,200 6,217,119 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 ‐7 190 ACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTGT GTGTTTGTGTGAGAGTGTGTGT 23 ‐7 36 23 177 22 60,372 59,258 41,600 37,200 6,113,647 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:13991:51078 1 82 81 18 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 ‐7 190 ACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAACAAAGCAGGACAGTAAAGGTG GTGTTTGTGTGAGAGTGTGTGT 24 ‐7 36 22 177 22 58,786 59,258 40,000 37,200 5,956,381 G 227 TAAAAGAACAAAATAAATGCAATTTCCTGTTTATTACAAAGCAGGACAGTAAAGGTGTAtttttaaaaaaaTAAACTATATacacacacacacacacacacacacacacacacacacTcacacacacacacacacacacacacacaCTCTcacacacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTcacacacaCTCTcacacaAACACTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 4 13 139 ACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctc ACGTCTTTCCCGTCTCCCT AACATGACGTGGCAAAGTGC 13 51 85 19 223 20 60,229 59,969 42,000 44,000 1,259,438 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 51 181 TCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGC TCTCCTGTTCTCCCTCCAGC AACATGACGTGGCAAAGTGC 54 51 43 20 223 20 60,616 59,969 48,500 44,000 0.646749 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 0 90 CCACGTCTTTCCCGTCTCCCTcccccccccccccctctctct CCACGTCTTTCCCGTCTCC CCAAGGGTAGGTCTTGAGCG 15 0 83 19 172 20 60,080 60,108 37,100 50,300 1,188,162 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 11 0 130 TCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGC TCTCCTGTTCTCCCTCCAGC CCAAGGGTAGGTCTTGAGCG 54 0 43 20 172 20 60,616 60,108 48,500 50,300 0.724249 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 80 252 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT AGCAAGCCTAACCAAATGGA 96 80 1 20 252 20 59,881 57,397 36,700 34,100 2,722,229 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 80 253 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT AAGCAAGCCTAACCAAATGGA 96 80 1 20 253 21 59,881 58,112 36,700 34,100 3,007,367 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 79 252 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT AGCAAGCCTAACCAAATGGAA 96 79 1 20 252 21 59,881 58,112 36,700 35,300 3,007,367 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 59 231 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT TAGGCCTCAACATGACGTGG 96 59 1 20 231 20 59,881 59,751 36,700 49,400 0.368275 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 51 223 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT AACATGACGTGGCAAAGTGC 96 51 1 20 223 20 59,881 59,969 36,700 44,000 0.149793 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 19 191 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT ACTGTGTTCTGCAGGGAGAC 96 19 1 20 191 20 59,881 59,605 36,700 33,600 0.513719 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 0 172 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCATCTCCAGACCCATCCTTGGT CCAAGGGTAGGTCTTGAGCG 96 0 1 20 172 20 59,881 60,108 36,700 50,300 0.227292 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:14702:44292 1 117 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 14 0 163 CCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCCATCCTTGGTCTCCCTCCA CCAAGGGTAGGTCTTGAGCG 87 0 10 20 172 20 60,622 60,108 38,600 50,300 0.729708 F 255 TCTCCAGACCCATCCTTGGTCTCCCTCCAAAACTCCAGACTATCTCCTGTTCTCCCTCCAGCCCTTcccccGCCCTGCGCCGCCACGTCTTTCCCGTCTCCCTcccccccccccccctctctctctctctctctctctctctctctctctctCGCTCAAGACCTACCCTTGGTCTCCCTGCAGAACACAGTTGTATGTTGCTTGCACTTTGCCACGTCATGTTGAGGCCTATTCCATTTGGTTAGGCTTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 5 190 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT AACACTAGCTCCAGGATTTCTACA 5 98 2 27 191 24 57,986 59,222 30,800 27,400 13,792,193 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN
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ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 5 235 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT TCAAATGGGTCAGCAGAGCG 5 147 2 27 236 20 57,986 60,675 30,800 50,300 9,688,879 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 3 233 TTCTAAACTTCTTCCATGTTTACCTACTTAacacacaca TTCTAAACTTCTTCCATGTTTACCTAC TCAAATGGGTCAGCAGAGCG 3 147 4 27 236 20 57,502 60,675 31,800 50,300 10,172,757 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 5 191 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT AAACACTAGCTCCAGGATTTCT 5 101 2 27 192 22 57,986 57,082 30,800 25,200 13,932,203 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 5 192 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT CAAACACTAGCTCCAGGATTTCT 5 101 2 27 193 23 57,986 58,416 30,800 25,200 13,598,168 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 2 131 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT GCCCAAGGATTGTCTATCACTCA 2 43 5 27 135 23 58,123 60,118 25,700 34,100 11,995,456 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 2 132 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT AGCCCAAGGATTGTCTATCACTC 2 44 5 27 136 23 58,123 59,864 25,700 35,100 12,012,726 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 2 132 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT AGCCCAAGGATTGTCTATCACT 2 45 5 27 136 22 58,123 58,881 25,700 34,100 11,995,727 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 2 232 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT TCAAATGGGTCAGCAGAGCG 2 147 5 27 236 20 58,123 60,675 25,700 50,300 9,551,777 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 5 152 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT TGAAGGCTGGGAGATCAAGC 5 64 2 27 153 20 57,986 59,746 30,800 40,100 9,268,475 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 5 263 CATTCTAAACTTCTTCCATGTTTACCTACTTAacacac CATTCTAAACTTCTTCCATGTTTACCT CCTGGTCTCCCTTGCTTAGG 5 175 2 27 264 20 57,986 59,456 30,800 26,900 9,558,047 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 148 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT GAAGGCTGGGAGATCAAGCC 2 63 5 27 152 20 58,123 60,465 25,700 43,500 9,342,474 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 149 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT TGAAGGCTGGGAGATCAAGC 2 64 5 27 153 20 58,123 59,746 25,700 40,100 9,131,373 A 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 260 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT CCTGGTCTCCCTTGCTTAGG 2 175 5 27 264 20 58,123 59,456 25,700 26,900 9,420,945 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:1519:10767 1 34 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 263 TCTAAACTTCTTCCATGTTTACCTACTTAacacacacac TCTAAACTTCTTCCATGTTTACCTACT AAACCTGGTCTCCCTTGCTT 2 178 5 27 267 20 58,123 59,146 25,700 39,100 9,730,725 F 286 NCATTCTAAACTTCTTCCATGTTTACCTACTTAacacacacacacacacacacacacacacacacacacTTCCCTTCTGTTCTTATAATACTTATCCAAATAACTTGTCATCTGAGTGATAGACAATCCTTGGGCTTGATCTCCCAGCCTTCATATTGGAAGCTTAGTGTAGAAATCCTGGAGCTAGTGTTTGaaaaaCtatataCAGAGCAAAGCCGCTCTGCTGACCCATTTGATATTTTCCCCTAAGCAAGGGAGACCAGGttttttACaaaaaaGCCTGTCN

ST‐E00142:460:H2K7HCCXY:6:2220:19502:46736 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 11 1 94 AtgtgtgCTTGCATCTGAGCGTGTTTGTGATTCAgtgtg ATGTGTGCTTGCATCTGAGC ACAAACATACACATGTCCATGCA 14 1 76 20 169 23 59,191 59,174 42,600 39,600 4,634,970 F 170 TATGTACATGTGCTTGATtgtgtgtgtgtgtgCCTATGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATGCAtgtgtgCTTGCATCTGAGCGTGTTTGTGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGGACATGTGTATGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:19502:46736 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 2 134 TGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATTGCATGTGCCTGTTTCTGTG CACAAACATACACATGTCCATGC 53 2 37 20 170 23 59,330 58,832 36,600 40,600 4,837,633 B 170 TATGTACATGTGCTTGATtgtgtgtgtgtgtgCCTATGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATGCAtgtgtgCTTGCATCTGAGCGTGTTTGTGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGGACATGTGTATGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:19502:46736 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 1 132 GCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATGGCATGTGCCTGTTTCTGTGT ACAAACATACACATGTCCATGCA 52 1 38 20 169 23 59,330 59,174 37,200 39,600 4,495,747 B 170 TATGTACATGTGCTTGATtgtgtgtgtgtgtgCCTATGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATGCAtgtgtgCTTGCATCTGAGCGTGTTTGTGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGGACATGTGTATGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:19502:46736 1 110 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 1 133 TGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATTGCATGTGCCTGTTTCTGTG ACAAACATACACATGTCCATGCA 53 1 37 20 169 23 59,330 59,174 36,600 39,600 4,495,204 B 170 TATGTACATGTGCTTGATtgtgtgtgtgtgtgCCTATGCATGTGCCTGTTTCTGTGTATGTGTTTCTGTGCATGCAtgtgtgCTTGCATCTGAGCGTGTTTGTGATTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGGACATGTGTATGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 30 151 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCA AGCTGGACTTGTGGTGTTCC 43 30 8 22 158 20 58,837 60,179 45,700 36,200 3,342,484 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 29 150 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCA GCTGGACTTGTGGTGTTCCT 43 29 8 22 157 20 58,837 60,179 45,700 33,600 3,342,484 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 27 148 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCA TGGACTTGTGGTGTTCCTGG 43 27 8 22 155 20 58,837 59,817 45,700 44,500 3,346,003 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 16 139 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCA GGTGTTCCTGGTCTATCTGCTT 43 16 8 22 146 22 58,837 59,763 45,700 39,100 5,400,859 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 17 139 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCA GGTGTTCCTGGTCTATCTGCT 43 17 8 22 146 21 58,837 59,166 45,700 42,400 4,997,729 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:20882:52467 1 73 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 17 139 TGGATGGAAATGTCAATGTGCAAAATGGACttttttA TGGATGGAAATGTCAATGTGCAA GGTGTTCCTGGTCTATCTGCT 42 17 8 23 146 21 59,423 59,166 40,800 42,400 5,411,678 F 231 GAAGGGATGGATGGAAATGTCAATGTGCAAAATGGACttttttAACATGAAGGATATCAAACTGTATTTAATtctctctctctctctctctctctctctctctctctcGTGTTCCAGTTGAACAAAGCAGATAGACCAGGAACACCACAAGTCCAGCTTTTATTGCCGTCGATTGTTGACAGCCCCAAGTGTGAACTGCACCATTTTACATTGATGTGCATTCATCAGCAT

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 15 39 207 tgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgt TGTGTGCATGTCTATGTGCCT GGGTCTGGAAATGGAAGACA 39 59 24 21 230 20 59,997 57,121 47,500 34,100 3,882,567 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 27 177 tgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgt TGTGTGCATGTCTATGTGCCT ACCAACCAACCTGTACTGTTGT 39 27 24 21 200 22 59,997 60,026 47,500 33,200 3,029,163 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 26 163 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC ACCAACCAACCTGTACTGTTGT 26 27 38 20 200 22 59,042 60,026 50,100 33,200 2,983,790 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 26 193 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC GGGTCTGGAAATGGAAGACAA 26 58 38 20 230 21 59,042 57,845 50,100 31,800 4,112,918 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 26 193 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC GGGTCTGGAAATGGAAGACA 26 59 38 20 230 20 59,042 57,121 50,100 34,100 3,837,194 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 25 162 GTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCGTGCCTTTATGTGTGTGCCT ACCAACCAACCTGTACTGTTGT 25 27 39 20 200 22 58,752 60,026 47,500 33,200 3,273,266 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 139 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC ACTCAACAGGGAAGATGATTTGC 26 2 38 20 176 23 59,042 59,239 50,100 36,800 4,718,775 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 137 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC TCAACAGGGAAGATGATTTGCA 26 1 38 20 174 22 59,042 58,235 50,100 40,800 4,723,472 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:21663:18168 1 84 68 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 138 TGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGC TGTGCCTTTATGTGTGTGCC CTCAACAGGGAAGATGATTTGCA 26 1 38 20 175 23 59,042 59,240 50,100 40,800 4,718,242 F 233 GCCTGTAtgtgtgtgTATATCTTtgtgtgCATGTCTATGTGCCTTTAtgtgtgtgCCTATAtgtgtgtgTCTATGTGCCTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgTTGCAAATCATCTTCCCTGTTGAGTGTACAACAGTACAggttggttggttACCATGATTTGTCTTCCATTTCCAGACCCCTC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 1 1 18 6 142 CACCcacacacaGTCActctctCGCTcacacacaCcacacac CACCCACACACAGTCACTCT TGGCCCATTGATCAACCCTC 6 17 9 20 150 20 59,534 60,033 32,400 43,000 0.498913 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 0 0 18 6 143 CACCcacacacaGTCActctctCGCTcacacacaCcacacac CACCCACACACAGTCACTCT CTGGCCCATTGATCAACCCT 6 18 9 20 151 20 59,534 60,033 32,400 43,400 0.498518 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 0 0 18 1 137 acacacaGTCActctctCGCTcacacacaCcacacacacacacACACACAGTCACTCTCTCGC TGGCCCATTGATCAACCCTC 1 17 14 20 150 20 59,688 60,033 50,300 43,000 0.345623 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 0 0 18 1 138 acacacaGTCActctctCGCTcacacacaCcacacacacacacACACACAGTCACTCTCTCGC CTGGCCCATTGATCAACCCT 1 18 14 20 151 20 59,688 60,033 50,300 43,400 0.345228 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 0 0 18 1 140 acacacaGTCActctctCGCTcacacacaCcacacacacacacACACACAGTCACTCTCTCGC TCCTGGCCCATTGATCAACC 1 20 14 20 153 20 59,688 60,033 50,300 37,700 0.345623 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:23673:37014 1 35 79 18 2 AC CACACACACCACACACACACACACACAGTCACTCTC NA 0 0 18 0 137 cacacaGTCActctctCGCTcacacacaCcacacacacacaca CACACAGTCACTCTCTCGCT CTGGCCCATTGATCAACCCT 0 18 15 20 151 20 59,404 60,033 49,300 43,400 0.628401 G 159 ACACCCACCACCcacacacaGTCActctctCGCTcacacacaCcacacacacacacacacaGTCActctctCACTCCcacacacacacacacacacacacacacacacacacaAGTAAGTTACaaaaaGGGAGGGTTGATCAATGGGCCAGGATTTTGC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 18 145 CACGCAAAGACACAGGCAAATGGACAGacacacacG CACGCAAAGACACAGGCAAA GTGCGTGTCCATTTGTCTGT 18 18 6 20 150 20 59,900 59,056 36,800 34,100 1,044,710 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 17 144 CACGCAAAGACACAGGCAAATGGACAGacacacacG CACGCAAAGACACAGGCAAA TGCGTGTCCATTTGTCTGTG 18 17 6 20 149 20 59,900 59,056 36,800 36,600 1,043,998 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 16 143 CACGCAAAGACACAGGCAAATGGACAGacacacacG CACGCAAAGACACAGGCAAA GCGTGTCCATTTGTCTGTGT 18 16 6 20 148 20 59,900 59,056 36,800 37,200 1,044,710 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 127 AAATGGACAGacacacacGCGcacacacacacacacacac AAATGGACAGACACACACGC TGCGTGTCCATTTGTCTGTG 1 17 23 20 149 20 59,056 59,056 53,400 36,600 1,888,059 G 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 11 138 AAGACACAGGCAAATGGACAGacacacacGCGcacac AAGACACAGGCAAATGGACAG TGCGTGTCCATTTGTCTGTG 11 17 12 21 149 20 58,767 59,056 35,100 36,600 3,176,944 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 137 AGACACAGGCAAATGGACAGacacacacGCGcacaca AGACACAGGCAAATGGACAG TGCGTGTCCATTTGTCTGTG 11 17 13 20 149 20 58,098 59,056 35,100 36,600 2,845,264 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 138 AGACACAGGCAAATGGACAGacacacacGCGcacaca AGACACAGGCAAATGGACAG GTGCGTGTCCATTTGTCTGT 11 18 13 20 150 20 58,098 59,056 35,100 34,100 2,845,976 D 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 127 CACGCAAAGACACAGGCAAATGGACAGacacacacG CACGCAAAGACACAGGCAAA GTGTCTGTGTGTGTCTGTCC 18 0 6 20 132 20 59,900 58,428 36,800 40,200 1,672,243 G 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:26606:24374 1 44 69 18 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 128 CACGCAAAGACACAGGCAAATGGACAGacacacacG CACGCAAAGACACAGGCAAA TGTGTCTGTGTGTGTCTGTCC 18 0 6 20 133 21 59,900 60,135 36,800 40,200 1,235,143 G 150 ACACGCACGCAAAGACACAGGCAAATGGACAGacacacacGCGcacacacacacacacacacacacacacacacacacaTACATacacacAGacacacacacacAGacacacGGACAGacacacacAGACACAGACAAATGGACACGCAC

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 16 207 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC CTCCCTTCTAACCCAGTATGCA 16 113 33 20 239 22 60,108 59,228 33,600 39,600 2,880,368 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 16 208 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC TCTCCCTTCTAACCCAGTATGC 16 114 33 20 240 22 60,108 58,961 33,600 31,400 3,147,436 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 16 129 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC CAATGACTCTGCCACTAACGC 16 36 33 20 161 21 60,108 59,605 33,600 48,400 1,503,341 B 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 16 206 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC TCCCTTCTAACCCAGTATGCA 16 113 33 20 238 21 60,108 58,159 33,600 39,600 2,948,935 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 21 144 AGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAG AGAATAGAATTGGGTTCACCGT AACGCTCTCTCAGGAGGAGT 45 21 2 22 145 20 57,430 59,961 48,300 38,500 4,608,754 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 130 AAGCAGCATCCGAAGTGAGACGGAGATAAGGAGA AAGCAGCATCCGAAGTGAGA CAATGACTCTGCCACTAACGC 17 36 32 20 161 21 59,390 59,605 32,700 48,400 2,005,091 B 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 113 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC AACGCTCTCTCAGGAGGAGT 16 21 33 20 145 20 60,108 59,961 33,600 38,500 0.147459 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 119 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC GCCACTAACGCTCTCTCAGG 16 27 33 20 151 20 60,108 60,179 33,600 38,600 0.287548 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 126 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC TGACTCTGCCACTAACGCTC 16 34 33 20 158 20 60,108 59,756 33,600 50,300 0.352331 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 128 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC AATGACTCTGCCACTAACGC 16 36 33 20 160 20 60,108 58,273 33,600 48,400 1,835,278 B 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 183 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC TTGGCTCCCTTGTCAATAAAGA 16 89 33 20 215 22 60,108 57,619 33,600 25,200 4,489,267 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 16 255 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC CGCCATTCAGTGAGTCGATG 16 163 33 20 287 20 60,108 59,074 33,600 38,400 1,034,580 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 16 182 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC TGGCTCCCTTGTCAATAAAGAA 16 88 33 20 214 22 60,108 57,619 33,600 25,200 4,489,267 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 16 253 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC CCATTCAGTGAGTCGATGGCT 16 160 33 20 285 21 60,108 60,135 33,600 47,500 1,243,005 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 16 253 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC CCATTCAGTGAGTCGATGGC 16 161 33 20 285 20 60,108 58,706 33,600 44,000 1,402,349 F 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 6 100 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC GAGGAGTGTCACAGATTCACCA 16 6 33 20 132 22 60,108 59,700 33,600 41,700 2,408,576 A 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 5 99 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC AGGAGTGTCACAGATTCACCAC 16 5 33 20 131 22 60,108 59,962 33,600 41,600 2,146,196 A 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:28016:34764 1 69 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 4 98 AGCAGCATCCGAAGTGAGACGGAGATAAGGAGAT AGCAGCATCCGAAGTGAGAC GGAGTGTCACAGATTCACCACT 16 4 33 20 130 22 60,108 59,962 33,600 40,000 2,146,196 A 287 AAGAATAGAATTGGGTTCACCGTTTaaaaaTAAGCAGCATCCGAAGTGAGACGGAGATAAGGAGATTTtctctctctctctctctctctctctctctctctctcGGAAAGTGGTGAATCTGTGACACTCCTCCTgagagaGCGTTAGTGGCAGAGTCATTGAAtttttttttttAAGAATGAGTTAGACAGATTCTTTATTGACAAGGGAGCCAAAATGCATACTGGGTTAGAAGGGAGATGTAGTTGATGTCACACTCATAAAAGCCATCGACTCACTGAATGGCG

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 0 97 AATGCTCCATACCTTCCTCCCcacacacacacacacacac AATGCTCCATACCTTCCTCCC GGAAGTTGGCGATGAGAGCT 0 20 11 21 107 20 59,223 60,108 43,000 40,900 1,885,217 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 0 185 AATGCTCCATACCTTCCTCCCcacacacacacacacacac AATGCTCCATACCTTCCTCCC CAACAGGGCCAGAGGTGATT 0 108 11 21 195 20 59,223 59,961 43,000 25,700 1,816,016 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 96 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC GGAAGTTGGCGATGAGAGCT 0 20 12 20 107 20 58,560 60,108 43,000 40,900 1,547,488 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 97 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC AGGAAGTTGGCGATGAGAGC 0 21 12 20 108 20 58,560 60,108 43,000 40,900 1,547,488 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 184 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC CAACAGGGCCAGAGGTGATT 0 108 12 20 195 20 58,560 59,961 43,000 25,700 1,478,287 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 194 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC AGGACTATTTCAACAGGGCCA 0 117 12 20 205 21 58,560 59,007 43,000 53,600 3,432,099 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 191 TGAAATGCTCCATACCTTCCTCCCcacacacacacacac TGAAATGCTCCATACCTTCCTCC TTTCAACAGGGCCAGAGGTG 1 111 8 23 198 20 60,118 60,179 43,000 40,000 3,296,881 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 187 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC TTTCAACAGGGCCAGAGGTG 0 111 12 20 198 20 58,560 60,179 43,000 40,000 1,618,535 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 190 AAATGCTCCATACCTTCCTCCCcacacacacacacacacaAAATGCTCCATACCTTCCTCCC ATTTCAACAGGGCCAGAGGT 0 112 10 22 199 20 59,824 59,220 43,000 38,500 2,955,713 A 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 0 259 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC AGCACACAATATAAATGATGCCAGG 0 178 12 20 270 25 58,560 59,990 43,000 44,500 6,449,857 F 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 0 260 AATGCTCCATACCTTCCTCCCcacacacacacacacacac AATGCTCCATACCTTCCTCCC AGCACACAATATAAATGATGCCAGG 0 178 11 21 270 25 59,223 59,990 43,000 44,500 6,787,586 F 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:30086:22212 1 32 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 0 258 ATGCTCCATACCTTCCTCCCcacacacacacacacacaca ATGCTCCATACCTTCCTCCC GCACACAATATAAATGATGCCAGG 0 178 12 20 269 24 58,560 58,775 43,000 44,500 6,664,431 F 274 CATGTAATGAAATGCTCCATACCTTCCTCCCcacacacacacacacacacacacacacacacacacaGAGTCATAACTAAATTGATGAGCTCTCATCGCCAACTTCCTATTTATAGGATAGAGTCCTTCTCTATTCACACCATTGGAATCCCCATAATTTGTAAAGCCTCTATTAAATCACCTCTGGCCCTGTTGAAATAGTCCTATTGTAAGCCATTCTTTCAACATAAATATAGTTTCCAATCCCTGGCATCATTTATATtgtgtgCTTTCT

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 159 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 1 90 GCACAAGcacacaTACAGATGATcacacacacacacacacGCACAAGCACACATACAGATGA ATGTTCGTTCACGTGTGTCTG 1 10 136 22 225 21 59,256 59,142 29,200 35,100 4,602,122 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 159 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 90 GCACAAGcacacaTACAGATGATcacacacacacacacacGCACAAGCACACATACAGATGA ATGTTCGTTCACGTGTGTCT 1 11 136 22 225 20 59,256 57,781 29,200 34,100 4,962,617 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 159 36 18 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 94 GCACAAGcacacaTACAGATGATcacacacacacacacacGCACAAGCACACATACAGATGA GTGAATGTTCGTTCACGTGTGT 1 13 136 22 229 22 59,256 59,970 29,200 37,200 4,773,634 F 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 1 10 7 192 ACAAGAGCACAAAGacacacAGACACAAATTACACA ACAAGAGCACAAAGACACACAG TCGTTCACGTGTGTCTGTGT 49 7 30 22 221 20 59,320 59,828 36,600 37,200 2,851,516 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 11 7 192 ACAAGAGCACAAAGacacacAGACACAAATTACACA ACAAGAGCACAAAGACACACA TCGTTCACGTGTGTCTGTGT 50 7 30 21 221 20 58,290 59,828 37,200 37,200 2,882,055 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 12 6 191 ACAAGAGCACAAAGacacacAGACACAAATTACACA ACAAGAGCACAAAGACACACAG CGTTCACGTGTGTCTGTGTG 49 6 30 22 220 20 59,320 59,702 36,600 38,200 2,977,362 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 14 0 138 TCACATAAACACTTtctctcCCTGacacacacacacacacT TCACATAAACACTTTCTCTCCCTG CGTGTGTCTGTGTGTGTTCG 0 0 77 24 214 20 58,449 59,702 44,500 39,500 5,848,758 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 14 0 139 GTCACATAAACACTTtctctcCCTGacacacacacacacacGTCACATAAACACTTTCTCTCCCT CGTGTGTCTGTGTGTGTTCG 1 0 76 24 214 20 58,448 59,702 42,000 39,500 5,849,703 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 14 0 139 GTCACATAAACACTTtctctcCCTGacacacacacacacacGTCACATAAACACTTTCTCTCCCTG CGTGTGTCTGTGTGTGTTCG 0 0 76 25 214 20 59,590 59,702 44,500 39,500 5,707,351 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 15 7 186 GCACAAAGacacacAGACACAAATTACACATACAAC GCACAAAGACACACAGACACA TCGTTCACGTGTGTCTGTGT 44 7 36 21 221 20 59,263 59,828 37,200 37,200 1,908,915 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 15 3 182 GCACAAAGacacacAGACACAAATTACACATACAAC GCACAAAGACACACAGACACA TCACGTGTGTCTGTGTGTGT 44 3 36 21 217 20 59,263 59,755 37,200 37,200 1,982,503 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2220:5436:22229 1 101 94 18 2 AC ACACACACACACACACTCACACAAACACTCAAAATGNA 0 0 15 0 179 GCACAAAGacacacAGACACAAATTACACATACAAC GCACAAAGACACACAGACACA CGTGTGTCTGTGTGTGTTCG 44 0 36 21 214 20 59,263 59,702 37,200 39,500 2,034,761 G 237 TACACATATGGacacacATATGCATGAAAACAAGAGCACAAAGacacacAGACACAAATTACACATACAACCATTGTCACATAAACACTTtctctcCCTGacacacacacacacacTcacacaAACACTCAAAATGCACAAGcacacaTACAGATGATcacacacacacacacacacacacacacacacacacaCGAacacacacAGacacacGTGAACGAACATTcacacaAGGAA

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 6 168 CCTTACCCTTTAACGTGATCCCAATAGACATTGGGGCCTTACCCTTTAACGTGATCCCA GGGTATTCTACAGGCCTCCC 83 6 99 23 266 20 60,055 58,943 43,700 43,000 4,112,419 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 6 172 CCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGCCCTCCTTACCCTTTAACGTGA GGGTATTCTACAGGCCTCCC 88 6 95 22 266 20 59,431 58,943 43,500 43,000 3,625,980 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 6 172 CCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGCCCTCCTTACCCTTTAACGTG GGGTATTCTACAGGCCTCCC 89 6 95 21 266 20 58,018 58,943 44,900 43,000 4,039,369 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 6 103 GCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGGCTTCTTGCACTGCTCTGTAA GGGTATTCTACAGGCCTCCC 20 6 164 21 266 20 58,854 58,943 24,100 43,000 3,203,814 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 6 235 TCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAG TCCTAGTCAGACCGAGAGCAT GGGTATTCTACAGGCCTCCC 152 6 32 21 266 20 59,787 58,943 37,900 43,000 2,270,654 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 6 236 TTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAA TTCCTAGTCAGACCGAGAGCA GGGTATTCTACAGGCCTCCC 153 6 31 21 266 20 59,996 58,943 42,600 43,000 2,061,865 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 103 GCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGGCTTCTTGCACTGCTCTGTA GGGTATTCTACAGGCCTCCC 21 6 164 20 266 20 58,199 58,943 27,400 43,000 2,858,277 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 114 ATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCT ATCACCCATCTGCTTCTTGC GGGTATTCTACAGGCCTCCC 32 6 153 20 266 20 58,240 58,943 40,100 43,000 2,817,663 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 235 TCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAG TCCTAGTCAGACCGAGAGCA GGGTATTCTACAGGCCTCCC 153 6 32 20 266 20 59,381 58,943 42,600 43,000 1,676,453 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 251 TCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATCCAGTAACGCCTCCTTCCT GGGTATTCTACAGGCCTCCC 169 6 16 20 266 20 60,252 58,943 33,600 43,000 1,309,574 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 6 252 CTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCCTCCAGTAACGCCTCCTTCC GGGTATTCTACAGGCCTCCC 170 6 15 20 266 20 59,824 58,943 34,600 43,000 1,233,461 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 0 109 ATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCT ATCACCCATCTGCTTCTTGC TTCTACAGGCCTCCCAATAGT 32 0 153 20 261 21 58,240 57,869 40,100 21,200 4,890,925 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 0 167 CCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGCCCTCCTTACCCTTTAACGTGA TTCTACAGGCCTCCCAATAGT 88 0 95 22 261 21 59,431 57,869 43,500 21,200 5,699,242 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 0 239 ACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTACGCCTCCTTCCTAGTCAGA TTCTACAGGCCTCCCAATAGT 162 0 23 20 261 21 59,668 57,869 32,700 21,200 3,462,688 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 6 258 CATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACC CATCAGCTCCAGTAACGCCT GGGTATTCTACAGGCCTCCC 176 6 9 20 266 20 59,823 58,943 55,200 43,000 1,234,151 F 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 97 GCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGGCTTCTTGCACTGCTCTGTA TCTACAGGCCTCCCAATAGT 21 0 164 20 260 20 58,199 57,131 27,400 21,200 4,669,769 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 108 ATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCT ATCACCCATCTGCTTCTTGC TCTACAGGCCTCCCAATAGT 32 0 153 20 260 20 58,240 57,131 40,100 21,200 4,629,155 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 166 CCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGCCCTCCTTACCCTTTAACGTGA TCTACAGGCCTCCCAATAGT 88 0 95 22 260 20 59,431 57,131 43,500 21,200 5,437,472 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 166 CCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGCCCTCCTTACCCTTTAACGTG TCTACAGGCCTCCCAATAGT 89 0 95 21 260 20 58,018 57,131 44,900 21,200 5,850,861 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 229 TCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAG TCCTAGTCAGACCGAGAGCA TCTACAGGCCTCCCAATAGT 153 0 32 20 260 20 59,381 57,131 42,600 21,200 3,487,945 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 238 ACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTACGCCTCCTTCCTAGTCAGA TCTACAGGCCTCCCAATAGT 162 0 23 20 260 20 59,668 57,131 32,700 21,200 3,200,918 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 245 TCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATCCAGTAACGCCTCCTTCCT TCTACAGGCCTCCCAATAGT 169 0 16 20 260 20 60,252 57,131 33,600 21,200 3,121,066 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 246 CTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCCTCCAGTAACGCCTCCTTCC TCTACAGGCCTCCCAATAGT 170 0 15 20 260 20 59,824 57,131 34,600 21,200 3,044,953 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:18172:56176 1 205 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 0 252 CATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACC CATCAGCTCCAGTAACGCCT TCTACAGGCCTCCCAATAGT 176 0 9 20 260 20 59,823 57,131 55,200 21,200 3,045,643 A 271 ATCTCCAGCATCAGCTCCAGTAACGCCTCCTTCCTAGTCAGACCGAGAGCATATTGGTCAAGGAAGTTCTCCTGAACACATTTAGAAATTCCTCCCCTCCTTACCCTTTAACGTGATCCCAATAGACATTGGGGTAATTAAGGTCTCACACTATCACCCATCTGCTTCTTGCACTGCTCTGTAATTTCTCTGTAGATTTGCTCTtctctctctctctctctctctctctctctctctctcACTATTGGGAGGCCTGTAGAATAcccccAGT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 24 187 GAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActct GAATCTCACTCCCTCTCCGC AGACACAGTAAGTTAGAGACAGAG 65 24 25 20 211 24 59,612 57,189 55,400 33,500 7,198,819 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 24 193 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT AGACACAGTAAGTTAGAGACAGAG 69 24 19 22 211 24 59,685 57,189 36,900 33,500 9,125,803 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 23 186 GAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActct GAATCTCACTCCCTCTCCGC GACACAGTAAGTTAGAGACAGAGA 65 23 25 20 210 24 59,612 57,195 55,400 31,000 7,192,335 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 23 192 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT GACACAGTAAGTTAGAGACAGAGA 69 23 19 22 210 24 59,685 57,195 36,900 31,000 9,119,320 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 23 187 GAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActct GAATCTCACTCCCTCTCCGC AGACACAGTAAGTTAGAGACAGAGA 65 23 25 20 211 25 59,612 58,464 55,400 31,000 6,923,105 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 110 54 18 2 AG TCTCTCTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 23 193 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT AGACACAGTAAGTTAGAGACAGAGA 69 23 19 22 211 25 59,685 58,464 36,900 31,000 8,850,090 D 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 1 8 12 156 CGCCTCCCTATCCCAAActctctCACTCTGTCActctctC CGCCTCCCTATCCCAAACTC AGAGACAGAGAGTGTGTGTAGA 30 12 42 20 197 22 59,893 57,641 30,100 25,900 4,466,328 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 8 12 173 GAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActct GAATCTCACTCCCTCTCCGC AGAGACAGAGAGTGTGTGTAGA 47 12 25 20 197 22 59,612 57,641 55,400 25,900 4,746,999 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 9 15 160 CGCCTCCCTATCCCAAActctctCACTCTGTCActctctC CGCCTCCCTATCCCAAACTC AGTTAGAGACAGAGAGTGTGTGT 30 15 42 20 201 23 59,893 58,534 30,100 37,200 4,572,781 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 10 21 191 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT ACACAGTAAGTTAGAGACAGAGAGT 51 21 19 22 209 25 59,685 58,699 36,900 32,400 8,615,253 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 10 20 191 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT ACACAGTAAGTTAGAGACAGAGAGTG 51 20 19 22 209 26 59,685 59,794 36,900 35,100 8,520,403 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 10 19 190 ACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCC ACCTCTGAATCTCACTCCCTCT CACAGTAAGTTAGAGACAGAGAGTGT 51 19 19 22 208 26 59,685 59,794 36,900 35,500 8,520,403 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 14 8 136 tctCACTCTGTCActctctCACTATATGTGtctctctctctcT TCTCACTCTGTCACTCTCTCAC AGAGACAGAGAGTGTGTGTAGA 8 12 62 22 197 22 58,592 57,641 35,100 25,900 7,767,132 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 15 7 136 tctCACTCTGTCActctctCACTATATGTGtctctctctctcT TCTCACTCTGTCACTCTCTCACT AGAGACAGAGAGTGTGTGTAGA 7 12 62 23 197 22 59,928 57,641 34,100 25,900 7,431,764 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:20892:64228 1 92 72 18 3 AG TCTCTCTCTCTCTGTATATCTCTCTCTCTCTGTCTGTC NA 0 0 17 9 138 tctctCACTCTGTCActctctCACTATATGTGtctctctctct TCTCTCACTCTGTCACTCTCTCA AGAGACAGAGAGTGTGTGTAGA 9 12 60 23 197 22 59,674 57,641 32,700 25,900 7,685,731 G 211 CTCTATCTCTTtctctcTACCTCTGAATCTCACTCCCTCTCCGCCTCCCTATCCCAAActctctCACTCTGTCActctctCACTATATGTGtctctctctctcTGTATAtctctctctctcTGTCTGtctctctctctctctctctctctctctctctctctcAATCACGCAAAATCTacacacacTCTCTGTCTCTAACTTACTGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 8 48 185 TAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgg TAGGTTGAGAGGAGAGCCGG ACTCCCTCTCATCCTGTCCC 61 48 72 20 256 20 60,396 60,032 61,300 44,600 0.427478 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 48 191 ggCGGTTAGGTTGAGAGGAGAGCcggcggcggggggg GGCGGTTAGGTTGAGAGGAG ACTCCCTCTCATCCTGTCCC 67 48 66 20 256 20 59,824 60,032 36,900 44,600 0.207605 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 48 243 CCAGTTCCACACCGACTTGTAACTgagagaAAGATATCCAGTTCCACACCGACTTGT ACTCCCTCTCATCCTGTCCC 119 48 14 20 256 20 60,179 60,032 31,600 44,600 0.210672 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 48 244 TCCAGTTCCACACCGACTTGTAACTgagagaAAGATATCCAGTTCCACACCGACTTG ACTCCCTCTCATCCTGTCCC 120 48 13 20 256 20 59,894 60,032 31,600 44,600 0.137580 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 47 190 ggCGGTTAGGTTGAGAGGAGAGCcggcggcggggggg GGCGGTTAGGTTGAGAGGAG CTCCCTCTCATCCTGTCCCT 67 47 66 20 255 20 59,824 59,736 36,900 42,000 0.440349 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 46 183 TAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgg TAGGTTGAGAGGAGAGCCGG TCCCTCTCATCCTGTCCCTG 61 46 72 20 254 20 60,396 60,032 61,300 44,500 0.427579 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 46 189 ggCGGTTAGGTTGAGAGGAGAGCcggcggcggggggg GGCGGTTAGGTTGAGAGGAG TCCCTCTCATCCTGTCCCTG 67 46 66 20 254 20 59,824 60,032 36,900 44,500 0.207706 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 46 242 TCCAGTTCCACACCGACTTGTAACTgagagaAAGATATCCAGTTCCACACCGACTTG TCCCTCTCATCCTGTCCCTG 120 46 13 20 254 20 59,894 60,032 31,600 44,500 0.137680 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 37 233 TCCAGTTCCACACCGACTTGTAACTgagagaAAGATATCCAGTTCCACACCGACTTG TCCTGTCCCTGTCTGTCTCA 120 37 13 20 245 20 59,894 59,517 31,600 32,700 0.588851 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 10 133 ggagagagACagagagGAGGGGAAGGGAGAGgagaga GGAGAGAGACAGAGAGGAGGG TCCCTCTCATCCTGTCCCTG 10 46 122 21 254 20 60,134 60,032 43,000 44,500 1,165,508 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 10 135 ggagagagACagagagGAGGGGAAGGGAGAGgagaga GGAGAGAGACAGAGAGGAGGG ACTCCCTCTCATCCTGTCCC 10 48 122 21 256 20 60,134 60,032 43,000 44,600 1,165,407 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:2849:58954 1 153 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 11 136 gggagagagACagagagGAGGGGAAGGGAGAGgagag GGGAGAGAGACAGAGAGGAGG ACTCCCTCTCATCCTGTCCC 11 48 121 21 256 20 60,134 60,032 43,000 44,600 1,165,407 F 256 CGGAAACTGGCTTCCAGTTCCACACCGACTTGTAACTgagagaAAGATATAGAGTTagagaggggggCGGTTAGGTTGAGAGGAGAGCcggcggcgggggggAGCCgggggTAggggggggggagagagACagagagGAGGGGAAGGGAGAGgagagagagagagagagagagagagagagagagagaGGGAATGGAGGGAAAAGGgagagagaGGTGTAGGAAATGAGACAGACAGGGACAGGATGAGAGGGAGT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 2 152 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGAA TGGATCTGCTGTGGTGTTCC 2 57 1 27 152 20 57,568 59,963 21,000 36,200 9,468,619 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 128 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA GGTAACTTGGAGGTATGCTGCT 3 31 1 26 128 22 57,002 60,093 21,000 42,400 11,090,535 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 128 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA GGTAACTTGGAGGTATGCTGC 3 32 1 26 128 21 57,002 58,710 21,000 52,500 11,287,186 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 129 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA TGGTAACTTGGAGGTATGCTGC 3 32 1 26 129 22 57,002 60,356 21,000 52,500 11,353,338 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 152 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA TGGATCTGCTGTGGTGTTCC 3 57 1 26 152 20 57,002 59,963 21,000 36,200 9,034,353 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 156 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA TTCGTGGATCTGCTGTGGTG 3 61 1 26 156 20 57,002 60,321 21,000 41,700 9,318,304 B 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 225 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA CGCCAAATATTCCAGCAGCTT 3 129 1 26 225 21 57,002 59,593 21,000 37,400 10,404,160 F 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 225 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA CGCCAAATATTCCAGCAGCT 3 130 1 26 225 20 57,002 58,973 21,000 42,400 10,024,978 F 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:29904:6882 1 30 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 226 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgt GTTGTAAGAGTTGGATGTATGTTAGA TCGCCAAATATTCCAGCAGC 3 131 1 26 226 20 57,002 58,976 21,000 52,500 10,021,892 F 246 GTTGTAAGAGTTGGATGTATGTTAGAATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgCGATACATAATTTAACGCTTTGGCAATATAAAGCAGCATACCTCCAAGTTACCATGGGGAACACCACAGCAGATCCACGAATCTAAAAGATTTCTGAtttttttATtatataAAAGTGGAATAAATGAAAAGCTGCTGGAATATTTGGCGATACAAATTTAAAATTTGATT

ST‐E00142:460:H2K7HCCXY:6:2221:31050:51623 1 45 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 16 5 91 TCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtgt TCAGTGTCAGCTCCTGCAC GGACCATACAGGAGCTGACA 5 11 21 19 111 20 59,631 58,805 45,700 35,800 2,564,064 A 111 tgtgtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGTCTCAGTGTCAGCTCCTGTATGGTCC

ST‐E00142:460:H2K7HCCXY:6:2221:31050:51623 1 45 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 5 92 CTCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtgCTCAGTGTCAGCTCCTGCAC GGACCATACAGGAGCTGACA 5 11 20 20 111 20 60,670 58,805 45,700 35,800 1,865,046 A 111 tgtgtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGTCTCAGTGTCAGCTCCTGTATGGTCC

ST‐E00142:460:H2K7HCCXY:6:2221:31050:51623 1 45 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 18 6 93 TCTCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtTCTCAGTGTCAGCTCCTGCA GGACCATACAGGAGCTGACA 6 11 19 20 111 20 60,829 58,805 44,100 35,800 2,024,296 A 111 tgtgtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCTGCACGGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGTCTCAGTGTCAGCTCCTGTATGGTCC

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 1 13 136 TGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGa TGAGGGAGGAACATCAAGTGC AGAAGGGATCGAGGGATGGG 13 39 87 21 222 20 59,996 60,473 44,000 40,000 1,476,314 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 53 240 GATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGT GATGTCAAACGGGTTGTGCA TGGATAGATCTGTGTACGTAGAAGG 99 53 2 20 241 25 59,334 59,236 45,700 34,600 6,429,533 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 52 240 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGG AGATGTCAAACGGGTTGTGC GGATAGATCTGTGTACGTAGAAGGG 100 52 1 20 240 25 59,048 59,818 45,700 39,500 6,133,180 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 39 198 CGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCGTAGTTCAGGTGGTGAGCA AGAAGGGATCGAGGGATGGG 76 39 25 20 222 20 59,683 60,473 42,600 40,000 0.789894 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 11 134 AGGGAGGAACATCAAGTGCTGTCGATGTGTTGaca AGGGAGGAACATCAAGTGCTG AGAAGGGATCGAGGGATGGG 11 39 89 21 222 20 59,996 60,473 44,100 40,000 1,476,778 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 11 138 AGGGAGGAACATCAAGTGCTGTCGATGTGTTGaca AGGGAGGAACATCAAGTGCTG ACGTAGAAGGGATCGAGGGA 11 43 89 21 226 20 59,996 59,450 44,100 42,000 1,553,994 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 63 244 AACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCAACGGGTTGTGCATGTCGTA TGACAGAATGATGGATAGATCTGTGT 92 63 9 20 252 26 60,250 59,674 34,300 37,200 6,575,758 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 43 218 AACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCAACGGGTTGTGCATGTCGTA ACGTAGAAGGGATCGAGGGA 92 43 9 20 226 20 60,250 59,450 34,300 42,000 0.799903 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 42 168 CTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGA CTCACAGGCTGCCAGGATTT ACGTAGAAGGGATCGAGGGA 42 43 59 20 226 20 60,323 59,450 21,700 42,000 0.873128 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 39 164 CTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGA CTCACAGGCTGCCAGGATTT AGAAGGGATCGAGGGATGGG 42 39 59 20 222 20 60,323 60,473 21,700 40,000 0.795912 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 39 214 AACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCAACGGGTTGTGCATGTCGTA AGAAGGGATCGAGGGATGGG 92 39 9 20 222 20 60,250 60,473 34,300 40,000 0.722687 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 23 145 TTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGTTGCGAGTCTGAGGGAGGAA AGAAGGGATCGAGGGATGGG 23 39 78 20 222 20 60,542 60,473 33,600 40,000 1,014,732 B 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 75 252 AACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCAACGGGTTGTGCATGTCGTA ACACACGTTGACAGAATGATGG 92 75 9 20 260 22 60,250 59,192 34,300 35,100 3,057,920 F 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 75 256 GTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGT GTCAAACGGGTTGTGCATGT ACACACGTTGACAGAATGATGG 96 75 5 20 260 22 59,616 59,192 32,100 35,100 3,191,916 F 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:10825:8991 1 121 43 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 75 257 TGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGG TGTCAAACGGGTTGTGCATG ACACACGTTGACAGAATGATGG 97 75 4 20 260 22 59,616 59,192 40,600 35,100 3,191,557 F 261 AGATGTCAAACGGGTTGTGCATGTCGTAGTTCAGGTGGTGAGCATCAGTTGGCGTTTTCTCACAGGCTGCCAGGATTTTGCGAGTCTGAGGGAGGAACATCAAGTGCTGTCGATGTGTTGacacacacacacacacacacacacacacacacacacTcacacaGAGGCAGGCGCACACGTGCATAAACAGacacacacATGCCCCATCCCTCGATCCCTTCTACGTACACAGATCTATCCATCATTCTGTCAACgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 11 118 GTGCAAATCTGGGATGATTCCGATCACAGACATacaGTGCAAATCTGGGATGATTCCG ACCCGTCTCCATACCTTTATGA 11 11 33 22 150 22 59,966 58,350 43,000 21,500 5,683,644 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 11 124 GTGCAAATCTGGGATGATTCCGATCACAGACATacaGTGCAAATCTGGGATGATTCCG TGAAATACCCGTCTCCATACCT 11 17 33 22 156 22 59,966 58,350 43,000 30,800 5,683,644 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 17 144 CCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGCCCGTCTGTTAGCACACTTAGT TGAAATACCCGTCTCCATACCT 31 17 13 22 156 22 60,029 58,350 22,400 30,800 5,679,133 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 17 145 CCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGCCCGTCTGTTAGCACACTTAGT TTGAAATACCCGTCTCCATACCT 31 17 13 22 157 23 60,029 58,965 22,400 30,800 6,064,402 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 17 146 ttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATTTCCCGTCTGTTAGCACACT TGAAATACCCGTCTCCATACCT 35 17 11 20 156 22 58,955 58,350 35,500 30,800 4,695,250 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 144 CCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGCCCGTCTGTTAGCACACTTAGT TGAAATACCCGTCTCCATACCTT 31 16 13 22 156 23 60,029 58,965 22,400 35,000 6,064,402 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 11 138 CCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGCCCGTCTGTTAGCACACTTAGT ACCCGTCTCCATACCTTTATGA 31 11 13 22 150 22 60,029 58,350 22,400 21,500 5,679,133 B 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 11 140 ttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATTTCCCGTCTGTTAGCACACT ACCCGTCTCCATACCTTTATGA 35 11 11 20 150 22 58,955 58,350 35,500 21,500 4,695,250 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 17 145 tCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGAT TCCCGTCTGTTAGCACACTT TGAAATACCCGTCTCCATACCT 34 17 12 20 156 22 58,955 58,350 31,600 30,800 4,695,250 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 11 139 tCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGAT TCCCGTCTGTTAGCACACTT ACCCGTCTCCATACCTTTATGA 34 11 12 20 150 22 58,955 58,350 31,600 21,500 4,695,250 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 10 139 tCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGAT TCCCGTCTGTTAGCACACTT ACCCGTCTCCATACCTTTATGAT 34 10 12 20 150 23 58,955 58,768 31,600 24,500 5,277,497 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:16163:43976 1 66 52 18 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 9 139 tCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGAT TCCCGTCTGTTAGCACACTT ACCCGTCTCCATACCTTTATGATC 34 9 12 20 150 24 58,955 59,716 31,600 29,200 5,329,129 F 237 GCCTATGtttttCCCGTCTGTTAGCACACTTAGTGCAAATCTGGGATGATTCCGATCACAGACATacacacacacacacacacacacacacacacacacacagagagacacacacacAATGCTTCAGATCATAAAGGTATGGAGACGGGTATTTCAAATCTTAGTATGCCGACTACTCGTAAGATTGCTTACATACATAATTGTTATATCaaaaaaCttttttGTTCAAAACTTTCG

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 8 17 138 ATTGTCCGCTCACACCACCGAATGCGCCCAACACTGATTGTCCGCTCACACCACC GCCAGGACATACACACTCCC 40 17 58 19 195 20 60,303 60,108 46,100 43,000 1,410,165 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 17 139 TATTGTCCGCTCACACCACCGAATGCGCCCAACACT TATTGTCCGCTCACACCACC GCCAGGACATACACACTCCC 40 17 57 20 195 20 60,037 60,108 46,100 43,000 0.144419 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 17 146 CTCGCCATATTGTCCGCTCACACCACCGAATGCGCC CTCGCCATATTGTCCGCTCA GCCAGGACATACACACTCCC 47 17 50 20 195 20 60,249 60,108 42,600 43,000 0.357101 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 17 147 TCTCGCCATATTGTCCGCTCACACCACCGAATGCGC TCTCGCCATATTGTCCGCTC GCCAGGACATACACACTCCC 48 17 49 20 195 20 59,968 60,108 50,300 43,000 0.139784 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 17 148 TTCTCGCCATATTGTCCGCTCACACCACCGAATGCG TTCTCGCCATATTGTCCGCT GCCAGGACATACACACTCCC 49 17 48 20 195 20 59,536 60,108 55,200 43,000 0.571690 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 7 105 CTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgt CTGGCGGGCACAGAGAATC GCCAGGACATACACACTCCC 7 17 91 19 195 20 60,817 60,108 25,200 43,000 1,924,753 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Aug‐75 78 240 TCACAACAACGTGAAACCGATATTTGGCCTTCTCGC TCACAACAACGTGAAACCGA ACTGTGAGAGTGCGTGAGAG 78 80 19 20 258 20 58,277 59,404 46,900 32,000 2,318,808 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Sep‐75 78 241 TCACAACAACGTGAAACCGATATTTGGCCTTCTCGC TCACAACAACGTGAAACCGA CACTGTGAGAGTGCGTGAGA 78 81 19 20 259 20 58,277 59,688 46,900 32,700 2,035,322 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Sep‐75 77 241 TCACAACAACGTGAAACCGATATTTGGCCTTCTCGC TCACAACAACGTGAAACCGAT CACTGTGAGAGTGCGTGAGA 77 81 19 21 259 20 58,718 59,688 41,800 32,700 2,593,619 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Sep‐75 48 211 TCTCGCCATATTGTCCGCTCACACCACCGAATGCGC TCTCGCCATATTGTCCGCTC CACTGTGAGAGTGCGTGAGA 48 81 49 20 259 20 59,968 59,688 50,300 32,700 0.344232 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Sep‐75 47 210 CTCGCCATATTGTCCGCTCACACCACCGAATGCGCC CTCGCCATATTGTCCGCTCA CACTGTGAGAGTGCGTGAGA 47 81 50 20 259 20 60,249 59,688 42,600 32,700 0.561550 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:2118:22669 1 117 42 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Sep‐75 40 203 TATTGTCCGCTCACACCACCGAATGCGCCCAACACT TATTGTCCGCTCACACCACC CACTGTGAGAGTGCGTGAGA 40 81 57 20 259 20 60,037 59,688 46,100 32,700 0.348867 F 265 GACAATCGCAAATTGGTTTCACAACAACGTGAAACCGATATTTGGCCTTCTCGCCATATTGTCCGCTCACACCACCGAATGCGCCCAACACTGGCGGGCACAGAGAATCCCGGGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcATGCAGCGGGAGGGCgggggAgtgtgtATGTCCTGGCTCACTCACATTATCAGTCCTCAccccccacacacCAACATATACTCTCACGCACTCTCACAGTGGGTGAN

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 1 1 16 0 193 GCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGGCATGTGTGTTTGAGAGAGAGG ATCTGTCCCACACACAATCC 26 0 6 22 198 20 59,259 57,503 36,900 30,100 5,237,880 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 0 0 18 0 190 tgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAATGTGTGTTTGAGAGAGAGGAGT ATCTGTCCCACACACAATCC 23 0 9 22 198 20 58,700 57,503 38,500 30,100 5,797,286 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 0 0 19 0 187 gtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGTGTTTGAGAGAGAGGAGTGTGT ATCTGTCCCACACACAATCC 19 0 12 23 198 20 59,931 57,503 37,200 30,100 5,565,772 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 0 0 19 0 188 tgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAG TGTGTTTGAGAGAGAGGAGTGTG ATCTGTCCCACACACAATCC 20 0 11 23 198 20 59,931 57,503 38,200 30,100 5,565,630 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 0 0 19 0 189 gtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGGTGTGTTTGAGAGAGAGGAGTGT ATCTGTCCCACACACAATCC 21 0 10 23 198 20 59,931 57,503 35,500 30,100 5,565,772 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:23642:45435 1 54 125 18 4 AC GTGTGTGTGTGTGACAGAGAGGAGTGTGTGTGTGTNA 0 0 19 0 190 tgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAATGTGTGTTTGAGAGAGAGGAGTG ATCTGTCCCACACACAATCC 22 0 9 23 198 20 59,931 57,503 35,100 30,100 5,565,630 G 203 GAAGAGCAtgtgtgTTTgagagagaGGAgtgtgtATGTATGTGAGAAAGAGGAgtgtgtgtgtgtGACagagagGAgtgtgtgtgtgtgtgagagagaGgtgtgtGGGTGCGTGAggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgAGTgagagagagaGGATtgtgtgtgGGACAGATAGAAG

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 1 1 3 12 167 GTTGGGTCACAGATCAGCCATTATCTCATTGAATGGGTTGGGTCACAGATCAGCCA GTCCCAGTCTGCTAAGTTGCT 60 12 35 20 201 21 59,963 59,997 47,500 39,100 1,039,276 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 0 0 3 11 166 GTTGGGTCACAGATCAGCCATTATCTCATTGAATGGGTTGGGTCACAGATCAGCCA TCCCAGTCTGCTAAGTTGCTG 60 11 35 20 200 21 59,963 59,998 47,500 44,100 1,039,162 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 0 0 3 10 165 GTTGGGTCACAGATCAGCCATTATCTCATTGAATGGGTTGGGTCACAGATCAGCCA CCCAGTCTGCTAAGTTGCTGA 60 10 35 20 199 21 59,963 59,998 47,500 42,600 1,039,162 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 0 0 6 12 136 AATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCAATGGCAGAAGGCTTCAGGC GTCCCAGTCTGCTAAGTTGCT 29 12 66 20 201 21 60,969 59,997 48,500 39,100 1,971,953 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 0 0 6 11 135 AATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCAATGGCAGAAGGCTTCAGGC TCCCAGTCTGCTAAGTTGCTG 29 11 66 20 200 21 60,969 59,998 48,500 44,100 1,971,838 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:27823:7497 1 115 54 18 2 AC CACACACACACACACGTGCACACACACACACACACANA 0 0 6 10 134 AATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCAATGGCAGAAGGCTTCAGGC CCCAGTCTGCTAAGTTGCTGA 29 10 66 20 199 21 60,969 59,998 48,500 42,600 1,971,838 D 206 ATTAAGGAATAGGGGACaaaaaCAGGAACGTTGAGTTGGGTCACAGATCAGCCATTATCTCATTGAATGGCAGAAGGCTTCAGGCTTAAATGCCCTTCTCCTGTTCCTATGTTCcacacacacacacaCGTGcacacacacacacacacacacacacacacacacacaATCATGCCTATCAGCAACTTAGCAGACTGGGACTTGTA

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 1 1 5 37 222 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TGGATTTGTTGATCTAGCCTTGA 37 68 2 20 223 23 60,323 57,822 21,700 30,200 5,500,642 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 5 37 223 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT CTGGATTTGTTGATCTAGCCTTGA 37 68 2 20 224 24 60,323 58,812 21,700 30,200 5,510,979 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 5 37 224 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TCTGGATTTGTTGATCTAGCCTTGA 37 68 2 20 225 25 60,323 60,046 21,700 30,200 5,368,197 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 5 33 187 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TGCTCTCATTCTTTCAATCTGCA 37 33 2 20 188 23 60,323 58,671 21,700 44,100 4,651,938 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 6 32 187 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TGCTCTCATTCTTTCAATCTGCAG 37 32 2 20 188 24 60,323 59,605 21,700 44,100 4,717,777 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 7 30 184 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TCTCATTCTTTCAATCTGCAGCT 37 30 2 20 185 23 60,323 58,413 21,700 42,400 4,909,430 D 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 7 16 168 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT TGCAGCTTTCTCTCTCAGACA 37 16 2 20 169 21 60,323 59,034 21,700 34,100 2,288,900 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 7 2 136 CTCAGGCTTGGTGTAGGAAGATTgagagaAATGACA CTCAGGCTTGGTGTAGGAAGA TCTCAGACACTTTCTCTGCTTGT 16 2 22 21 157 23 59,097 59,614 28,700 31,600 5,288,586 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 7 2 137 TCTCAGGCTTGGTGTAGGAAGATTgagagaAATGAC TCTCAGGCTTGGTGTAGGAAG TCTCAGACACTTTCTCTGCTTGT 17 2 21 21 157 23 59,097 59,614 34,600 31,600 5,288,586 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 8 16 169 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT CTGCAGCTTTCTCTCTCAGACA 37 16 2 20 170 22 60,323 60,029 21,700 34,100 2,351,746 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 8 14 167 GGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGGCCACTCCCTCAACGAAAT GCAGCTTTCTCTCTCAGACACT 37 14 2 20 168 22 60,323 60,029 21,700 35,500 2,351,656 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:31923:16182 1 59 74 18 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAAA NA 0 0 8 5 138 CTCAGGCTTGGTGTAGGAAGATTgagagaAATGACA CTCAGGCTTGGTGTAGGAAGA TCTCTCAGACACTTTCTCTGCT 16 5 22 21 159 22 59,097 58,505 28,700 42,400 5,397,838 G 262 TGGCCACTCCCTCAACGAAATCTCAGGCTTGGTGTAGGAAGATTgagagaAATGACACagagagagagagATagagagagagagagagAAAGAGATagagagagagagagagagagagagagagagagagagAAACAAGCAGAGAAAGTGTCTgagagagaAAGCTGCAGATTGAAAGAATGAGAGCAAGGAAACTATAATCAAGGCTAGATCAACAAATCCAGAAATGAACAGATAATATGTTAGGGAATAATAACGATGG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 0 95 CGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtg CGTGAGTATGATTGTGTGGGC ATATCCACACACGCTGACCC 0 8 5 21 99 20 59,334 59,822 53,600 44,600 1,843,747 F 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 4 99 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT ATATCCACACACGCTGACCC 4 8 1 21 99 20 59,722 59,822 37,200 44,600 1,455,910 F 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 96 GCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtg GCGTGAGTATGATTGTGTGGG ATATCCACACACGCTGACCC 1 8 4 21 99 20 59,334 59,822 46,100 44,600 1,843,747 F 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 10 4 184 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT CAGACACACTTTCACTCAAGCA 4 14 1 21 184 22 59,722 59,062 37,200 39,100 4,216,293 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 4 185 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT ACAGACACACTTTCACTCAAGC 4 15 1 21 185 22 59,722 59,061 37,200 40,100 4,216,945 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 172 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT CACTCAAGCATACACTCAAGCA 4 2 1 21 172 22 59,722 58,931 37,200 39,100 4,347,131 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 210 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT AACACACACTGACAAACACACA 4 40 1 21 210 22 59,722 59,118 37,200 37,200 4,159,355 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 4 209 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtg TGGGCGTGAGTATGATTGTGT ACACACACTGACAAACACACA 4 40 1 21 209 21 59,722 58,501 37,200 37,200 3,777,039 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:4868:8130 1 26 123 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 0 205 CGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtg CGTGAGTATGATTGTGTGGGC ACACACACTGACAAACACACA 0 40 5 21 209 21 59,334 58,501 53,600 37,200 4,164,876 G 237 TGGGCGTGAGTATGATtgtgtgGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCgtgtgtgtGGGGTggggggTCAGCgtgtgtGGATATCAgtgtgtgtgtGCTTATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGCTTGAGTGTATGCTTGAGTGAAAgtgtgtCTGTGAAtgtgtgTTTGTCAgtgtgtgtTAGTGTTTGAGTATGATGTACAGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 28 145 CTGAGTAGACTCGCGAGCAGGGTGTATTGgagagag CTGAGTAGACTCGCGAGCAG GCACATTCGCTCTCTCCCTC 31 28 139 20 283 20 59,973 60,530 42,400 43,000 0.557010 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 23 140 CTGAGTAGACTCGCGAGCAGGGTGTATTGgagagag CTGAGTAGACTCGCGAGCAG TTCGCTCTCTCCCTCTCTCA 31 23 139 20 278 20 59,973 59,379 42,400 32,700 0.648537 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 139 CTGAGTAGACTCGCGAGCAGGGTGTATTGgagagag CTGAGTAGACTCGCGAGCAG TCGCTCTCTCCCTCTCTCAC 31 22 139 20 277 20 59,973 60,107 42,400 35,100 0.134865 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 145 GTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGGTAGGGCTGAGTAGACTCGC TCGCTCTCTCCCTCTCTCAC 37 22 133 20 277 20 59,336 60,107 50,300 35,100 0.771635 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 196 gagagATGCTGCCAGGCTAGGGAggggggggagagagGGAGAGATGCTGCCAGGCTAG TCGCTCTCTCCCTCTCTCAC 88 22 82 20 277 20 59,966 60,107 34,200 35,100 0.141191 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 209 GCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAGCGGCCAGTGAAAGAGAGAT TCGCTCTCTCCCTCTCTCAC 101 22 69 20 277 20 60,108 60,107 27,500 35,100 0.215355 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 252 TGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaA TGGGCTTAGAAGGTGCTGTG TCGCTCTCTCCCTCTCTCAC 144 22 26 20 277 20 59,963 60,107 36,600 35,100 0.144143 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 22 255 GCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgaga GCTTGGGCTTAGAAGGTGCT TCGCTCTCTCCCTCTCTCAC 147 22 23 20 277 20 60,323 60,107 44,000 35,100 0.430317 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 138 CTGAGTAGACTCGCGAGCAGGGTGTATTGgagagag CTGAGTAGACTCGCGAGCAG CGCTCTCTCCCTCTCTCACA 31 21 139 20 276 20 59,973 60,394 42,400 35,800 0.421127 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 195 gagagATGCTGCCAGGCTAGGGAggggggggagagagGGAGAGATGCTGCCAGGCTAG CGCTCTCTCCCTCTCTCACA 88 21 82 20 276 20 59,966 60,394 34,200 35,800 0.427454 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 251 TGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaA TGGGCTTAGAAGGTGCTGTG CGCTCTCTCCCTCTCTCACA 144 21 26 20 276 20 59,963 60,394 36,600 35,800 0.430405 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:6888:48230 1 190 46 18 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 19 127 GCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCGCGAGCAGGGTGTATTGGAG TCGCTCTCTCCCTCTCTCAC 19 22 151 20 277 20 60,812 60,107 38,600 35,100 0.919027 F 284 GGTTAGAGTGAGAGGCTGAGAGGCTTGGGCTTAGAAGGTGCTGTGAGGCAGGGgagagaAGGTGCAGTGCGGCCAGTGAAagagagATGCTGCCAGGCTAGGGAggggggggagagagGCCAAGAGGCCCAGGTAGGGCTGAGTAGACTCGCGAGCAGGGTGTATTGgagagagaGGgagagaGTGCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaAGGAGGGAGTGAGTATGCAtgtgtgagagagGgagagaGCGAATGTGCG

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 0 116 ACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTACCTGGGTTGACTCGAGTGA CACAAACACACCCTCACACC 40 0 38 20 153 20 60,469 59,262 34,100 41,600 1,207,720 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 149 TCAACTCTGCTTACGTTATTCTTCTAATAACTTACCT TCAACTCTGCTTACGTTATTCTTCT CACAAACACACCCTCACACC 68 0 5 25 153 20 58,311 59,262 28,500 41,600 7,426,967 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 153 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTATGTTTCAACTCTGCTTACGTTATTCT CACAAACACACCCTCACACC 71 0 1 26 153 20 59,296 59,262 24,000 41,600 7,442,882 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 153 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTATGTTTCAACTCTGCTTACGTTATT CACAAACACACCCTCACACC 73 0 1 24 153 20 57,146 59,262 14,000 41,600 7,592,885 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 2 90 TAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgTAACCCTCCCTGCTCTCAGT TCACACAAACACACCCTCACA 11 2 67 20 156 21 59,586 59,996 34,100 35,800 1,417,528 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 2 119 ACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTACCTGGGTTGACTCGAGTGA TCACACAAACACACCCTCACA 40 2 38 20 156 21 60,469 59,996 34,100 35,800 1,473,027 F 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 7 22 190 ATAACTTACCTGGGTTGACTCGAGTGAGATTGACATATAACTTACCTGGGTTGACTCGAG AGTCATAAACACACACATTCTTGCA 43 22 31 24 220 25 59,840 59,701 40,400 40,800 9,458,907 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 22 190 ATAACTTACCTGGGTTGACTCGAGTGAGATTGACATATAACTTACCTGGGTTGACTCGA AGTCATAAACACACACATTCTTGCA 44 22 31 23 220 25 58,908 59,701 40,400 40,800 9,390,577 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 22 190 ATAACTTACCTGGGTTGACTCGAGTGAGATTGACATATAACTTACCTGGGTTGACTCG AGTCATAAACACACACATTCTTGCA 45 22 31 22 220 25 57,533 59,701 41,800 40,800 9,766,226 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 5 140 TCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgTCCCTGCTCTCAGTCTGTCT ACACACACATTCTTGCATAACTCA 5 15 73 20 212 24 59,592 59,179 34,100 34,100 5,228,789 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 11 142 TAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgTAACCCTCCCTGCTCTCAGT ACACATTCTTGCATAACTCACACA 11 11 67 20 208 24 59,586 59,179 34,100 37,200 5,235,092 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 165 ACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTACCTGGGTTGACTCGAGTGA TCTTGCATAACTCACACAAACACA 40 5 38 20 202 24 60,469 59,362 34,100 37,200 5,107,308 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 128 CCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtg CCTGCTCTCAGTCTGTCTGC TCTTGCATAACTCACACAAACACA 3 5 75 20 202 24 60,109 59,362 42,600 37,200 4,746,686 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 134 CCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtg CCTGCTCTCAGTCTGTCTGC ACACATTCTTGCATAACTCACACA 3 11 75 20 208 24 60,109 59,179 42,600 37,200 4,929,970 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:7649:64245 1 98 76 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 136 CCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtg CCTGCTCTCAGTCTGTCTGC ACACACATTCTTGCATAACTCACA 3 13 75 20 210 24 60,109 59,179 42,600 35,800 4,929,970 G 220 TGTTTCAACTCTGCTTACGTTATTCTTCTAATAACTTACCTGGGTTGACTCGAGTGAGATTGACATTAACCCTCCCTGCTCTCAGTCTGTCTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGAGGgtgtgtTtgtgtgAATGTGCCtgtgtgtgtgATGTATGTGTTtgtgtgAGTTATGCAAGAAtgtgtgtgTTTATGACT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 1 1 12 0 138 GCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctcGCCTCTTTCTCTCCCTCTCC GCAGCGAGAAAGAGGAATGT 0 23 2 20 139 20 58,880 58,268 37,100 27,100 2,851,404 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 0 139 GCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctcGCCTCTTTCTCTCCCTCTCC TGCAGCGAGAAAGAGGAATG 0 24 2 20 140 20 58,880 58,269 37,100 26,700 2,850,185 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 12 0 139 GCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctcGCCTCTTTCTCTCCCTCTCC TGCAGCGAGAAAGAGGAATGT 0 23 2 20 140 21 58,880 59,998 37,100 27,100 2,122,113 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 13 0 140 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctc TGCCTCTTTCTCTCCCTCTCC TGCAGCGAGAAAGAGGAATGT 0 23 1 21 140 21 60,621 59,998 37,100 27,100 2,623,502 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 13 0 140 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctc TGCCTCTTTCTCTCCCTCTCC TGCAGCGAGAAAGAGGAATG 0 24 1 21 140 20 60,621 58,269 37,100 26,700 3,351,573 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2222:8765:29332 1 22 75 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCNA 0 0 14 1 140 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctc TGCCTCTTTCTCTCCCTCTC TGCAGCGAGAAAGAGGAATGT 1 23 1 20 140 21 58,141 59,998 32,000 27,100 2,861,732 G 155 TGCCTCTTtctctcCCTCTCCctctctctctctctctctctctctctctctctctctGtctctcCCGGtctctctcTGTAtctctctctctctctcATTCTGCCTCTTGTATtctctcTACATTCCTCTTTCTCGCTGCATTTAtttttATCCGT

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 133 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 18 3 94 GAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtg GAGACCGAGGGAGAGACTGT TCCACCCACACACAAACAGT 3 15 110 20 203 20 60,035 59,670 35,500 35,500 0.364795 F 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 133 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 99 GAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtg GAGACCGAGGGAGAGACTGT CACTCTCCACCCACACACAA 3 20 110 20 208 20 60,035 59,820 35,500 33,300 0.215034 F 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 133 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 101 GAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtg GAGACCGAGGGAGAGACTGT CTCACTCTCCACCCACACAC 3 22 110 20 210 20 60,035 59,966 35,500 38,200 0.068922 F 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 1 16 8 188 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA CACTCTCCACCCACACACAA 8 20 21 20 208 20 59,891 59,820 40,200 33,300 0.288756 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 16 4 172 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA ACAAACAGTCTCTGCCTCGG 8 4 21 20 192 20 59,891 59,966 40,200 46,300 0.142643 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 16 3 171 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA CAAACAGTCTCTGCCTCGGT 8 3 21 20 191 20 59,891 59,966 40,200 46,900 0.142643 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 15 197 GATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGg GATTGCGGGAGAGCCTGTTT CTCACTCTCCACCCACACAC 15 22 14 20 210 20 60,678 59,966 28,300 38,200 0.712107 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 8 190 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA CTCACTCTCCACCCACACAC 8 22 21 20 210 20 59,891 59,966 40,200 38,200 0.142643 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 8 197 GGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgt GGAGAGCCTGTTTGTGTGGA TCTCTCCCTCACTCTCCACC 8 29 21 20 217 20 59,891 59,667 40,200 46,100 0.441897 G 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 1 176 GATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGg GATTGCGGGAGAGCCTGTT AACAGTCTCTGCCTCGGTCT 16 1 14 19 189 20 60,078 60,541 31,600 38,500 1,618,973 D 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 1 178 CAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAG CAGATTGCGGGAGAGCCTG AACAGTCTCTGCCTCGGTCT 18 1 12 19 189 20 60,523 60,541 48,500 38,500 2,064,088 D 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:12449:57337 1 49 120 18 3 AC GAGAGACTGTGTGTGTGTGTGGAGAGTGAGGTAG NA 0 0 18 0 175 GATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGg GATTGCGGGAGAGCCTGTT ACAGTCTCTGCCTCGGTCTC 16 0 14 19 188 20 60,078 60,963 31,600 33,600 2,041,499 D 224 GATTGCCTGTGCAGATTGCGGGAGAGCCTGTTtgtgtgGAGAGTGAGGgagagaCtgtgtgtgtgtgtgGAGAGTGAGGTAGGACtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGgagagaCTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGACCGAGGCAGAGACTGTTtgtgtgtgGGTGGAGAGTGAGGgagagaCtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 1 1 20 0 139 ACagagagagACAGAGACAGACagagagagagACagag ACAGAGAGAGACAGAGACAGAC GTTGGCAGGTCCCTGAATGT 0 5 36 22 174 20 58,325 60,251 35,100 27,100 3,926,338 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 15 216 ACAGAGACAGAGACAGACagagagagACAGAGACAGACAGAGACAGAGACAGACAGAGA CCTGCCCGATCTCTCAATGG 15 66 20 23 235 20 59,928 60,250 31,000 31,600 3,322,539 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 9 210 ACAGAGACAGACagagagagACAGAGACAGACagag ACAGAGACAGACAGAGAGAGACA CCTGCCCGATCTCTCAATGG 9 66 26 23 235 20 59,928 60,250 34,100 31,600 3,322,539 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 7 151 ACAGAGACAGACagagagagACAGAGACAGACagag ACAGAGACAGACAGAGAGAGACA CTGTTGGCAGGTCCCTGAAT 9 7 26 23 176 20 59,928 59,961 34,100 25,700 3,111,074 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 7 157 ACAGAGACAGAGACAGACagagagagACAGAGACAGACAGAGACAGAGACAGACAGAGA CTGTTGGCAGGTCCCTGAAT 15 7 20 23 176 20 59,928 59,961 31,000 25,700 3,111,074 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 3 145 ACAGACagagagagACAGAGACAGACagagagagagACACAGACAGAGAGAGACAGAGACA CTGTTGGCAGGTCCCTGAAT 3 7 32 23 176 20 59,928 59,961 34,100 25,700 3,111,074 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 3 204 ACAGACagagagagACAGAGACAGACagagagagagACACAGACAGAGAGAGACAGAGACA CCTGCCCGATCTCTCAATGG 3 66 32 23 235 20 59,928 60,250 34,100 31,600 3,322,539 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 21 1 139 ACAGACagagagagACAGAGACAGACagagagagagACACAGACAGAGAGAGACAGAGACA GCAGGTCCCTGAATGTTTGG 3 1 32 23 170 20 59,928 59,109 34,100 32,800 3,963,013 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:19197:26202 1 58 92 18 1.5 AG AGAGAGAGAGACAGAGAGAGAGACAGAGAGAGA NA 0 0 23 1 165 agaCagagagagACAGAGACAGAGACAGACagagaga AGACAGAGAGAGACAGAGACAGA TGGCAGGTCCCTGAATGTTT 1 3 34 23 172 20 59,417 59,518 34,100 28,300 4,065,093 F 245 gagagagagaCagagagagACAGAGACAGAGACAGACagagagagACAGAGACAGACagagagagagACagagagagagACagagagagagagACagagagagagagagagagagagagagagagagagagACagagagACagagagagACCAAACATTCAGGGACCTGCCAACAGCCGCTGAGAGTCAACAAACTGCTCGAGGGGTCAGCACAACCATTgagagaTCGGGCAGGACCCACAGAG

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 1 1 3 6 106 TCTAACTTCCTAACCTTTAGTGATTCTAATTATtatataTCTAACTTCCTAACCTTTAGTGATTCT AGGATCTCTGTTTGCAGGCT 6 17 67 27 172 20 57,677 59,010 24,000 45,800 10,313,143 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 3 6 106 TCTAACTTCCTAACCTTTAGTGATTCTAATTATtatataTCTAACTTCCTAACCTTTAGTGATTCT AGGATCTCTGTTTGCAGGCTT 6 16 67 27 172 21 57,677 59,646 24,000 43,500 10,676,463 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 3 6 107 TCTAACTTCCTAACCTTTAGTGATTCTAATTATtatataTCTAACTTCCTAACCTTTAGTGATTCT AAGGATCTCTGTTTGCAGGCT 6 17 67 27 173 21 57,677 59,646 24,000 45,800 10,676,463 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 7 51 190 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATATT ATCTGACCTATGCGAGCTATTGG 51 55 24 25 213 23 57,835 60,056 12,800 31,600 10,221,710 F 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 8 52 190 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATAT ATCTGACCTATGCGAGCTATTGG 52 55 24 24 213 23 57,231 60,056 12,800 31,600 9,825,384 F 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 8 52 195 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATAT TCAATATCTGACCTATGCGAGCT 52 60 24 24 218 23 57,231 59,171 12,800 40,900 10,598,160 F 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 8 17 149 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATAT AGGATCTCTGTTTGCAGGCT 52 17 24 24 172 20 57,231 59,010 12,800 45,800 7,759,508 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 8 17 150 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATAT AAGGATCTCTGTTTGCAGGCT 52 17 24 24 173 21 57,231 59,646 12,800 45,800 8,122,828 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:24728:56422 1 100 36 18 1 AT TATATATATATATATATATATATATATATATATATA NA 0 0 8 16 149 GGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGGGTACTTTGGTACTTTGCAATAT AGGATCTCTGTTTGCAGGCTT 52 16 24 24 172 21 57,231 59,646 12,800 43,500 8,122,828 A 245 GTAAATTCTACTAAAGTCTTCTGGGGTACTTTGGTACTTTGCAATATTTTGGCTGGCAGGAAAATTTCTAACTTCCTAACCTTTAGTGATTCTAATTATtatatatatatatatatatatatatatatatatataTTAAAGTATTAAAGTAAAGCCTGCAAACAGAGATCCTTCTTAAtttttGTTTCTTCCAATAGCTCGCATAGGTCAGATATTGAGAATGTTGAGAACTTTGTTATTTAATT

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 1 1 4 18 196 TGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTG TGTGGGCGACTATGTACACC GCTCATGCACATTATCGCATAT 18 41 16 20 211 22 59,467 57,389 41,600 17,800 5,144,802 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 16 194 TGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTC TGGGCGACTATGTACACCTG GCTCATGCACATTATCGCATAT 16 41 18 20 211 22 59,178 57,389 40,000 17,800 5,432,828 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 15 193 GGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgGGGCGACTATGTACACCTGT GCTCATGCACATTATCGCATAT 15 41 19 20 211 22 59,178 57,389 40,000 17,800 5,433,474 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 4 154 GGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgGGGCGACTATGTACACCTGT GCTCTGCGAAATGGTACCTG 15 4 19 20 172 20 59,178 58,990 40,000 40,000 1,831,993 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 4 155 TGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTC TGGGCGACTATGTACACCTG GCTCTGCGAAATGGTACCTG 16 4 18 20 172 20 59,178 58,990 40,000 40,000 1,831,346 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:2747:65248 1 54 95 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGNA 0 0 4 4 157 TGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTG TGTGGGCGACTATGTACACC GCTCTGCGAAATGGTACCTG 18 4 16 20 172 20 59,467 58,990 41,600 40,000 1,543,320 D 211 GCGGGTGGATCTATTTGTGGGCGACTATGTACACCTGTGCTTTTGTTTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTCTTTGTGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACAGGTACCATTTCGCAGAGCGAGATATGAAAATAAGAATATGCGATAATGTGCATGAGC

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 1 1 4 22 247 AAGGCGGTTGGAACTGAGTTGGAACTTAacacacTG AAGGCGGTTGGAACTGAGTT TCTGCTTCAAGACTAGTTGATTCT 102 22 5 20 251 24 59,817 57,648 30,100 24,000 6,534,791 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 4 22 248 AAGGCGGTTGGAACTGAGTTGGAACTTAacacacTG AAGGCGGTTGGAACTGAGTT GTCTGCTTCAAGACTAGTTGATTCT 102 22 5 20 252 25 59,817 58,837 30,100 24,000 6,345,552 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 4 3 140 CTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACTGAGTTCAGGGCTGTGCTG TCTTATTTCGGAGAGGAGTGGG 16 3 91 20 230 22 60,954 58,968 44,100 46,100 3,986,184 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 4 0 134 TGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACTGAGTTCAGGGCTGTGCTG TTTCGGAGAGGAGTGGGTAC 16 0 92 19 225 20 59,928 58,446 44,100 33,400 2,625,693 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 4 0 135 CTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACTGAGTTCAGGGCTGTGCTG TTTCGGAGAGGAGTGGGTAC 16 0 91 20 225 20 60,954 58,446 44,100 33,400 2,508,155 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 4 0 221 AAGGCGGTTGGAACTGAGTTGGAACTTAacacacTG AAGGCGGTTGGAACTGAGTT TTTCGGAGAGGAGTGGGTAC 102 0 5 20 225 20 59,817 58,446 30,100 33,400 1,736,481 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 6 22 249 GAAGGCGGTTGGAACTGAGTTGGAACTTAacacacT GAAGGCGGTTGGAACTGAGT GTCTGCTTCAAGACTAGTTGATTCT 103 22 4 20 252 25 60,250 58,837 34,100 24,000 6,413,115 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 6 0 133 GAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcGAGTTCAGGGCTGTGCTGAG TTTCGGAGAGGAGTGGGTAC 14 0 93 20 225 20 60,673 58,446 33,500 33,400 2,226,728 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 6 0 218 GCGGTTGGAACTGAGTTGGAACTTAacacacTGTGC GCGGTTGGAACTGAGTTGGA TTTCGGAGAGGAGTGGGTAC 99 0 8 20 225 20 60,534 58,446 35,300 33,400 2,087,909 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 6 0 222 GAAGGCGGTTGGAACTGAGTTGGAACTTAacacacT GAAGGCGGTTGGAACTGAGT TTTCGGAGAGGAGTGGGTAC 103 0 4 20 225 20 60,250 58,446 34,100 33,400 1,804,044 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 9 0 187 TGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGC TGTGCTTAACTACGCTGGAAG TTTCGGAGAGGAGTGGGTAC 67 0 39 21 225 20 58,316 58,446 34,600 33,400 4,237,674 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 10 0 187 TGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGC TGTGCTTAACTACGCTGGAA TTTCGGAGAGGAGTGGGTAC 68 0 39 20 225 20 57,176 58,446 35,300 33,400 4,377,631 D 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 10 0 189 acTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGACTGTGCTTAACTACGCTGGAA TTTCGGAGAGGAGTGGGTAC 68 0 37 22 225 20 59,963 58,446 35,300 33,400 3,590,439 G 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 10 0 189 acTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGACTGTGCTTAACTACGCTGG TTTCGGAGAGGAGTGGGTAC 70 0 37 20 225 20 57,920 58,446 48,500 33,400 3,633,992 G 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:31548:10363 1 127 79 18 2 AC CACACACACACACACACAAACACAGACACAGACAC NA 0 0 11 0 189 acTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGACTGTGCTTAACTACGCTGGA TTTCGGAGAGGAGTGGGTAC 69 0 37 21 225 20 59,383 58,446 38,600 33,400 3,170,571 G 273 GTGGAAGGCGGTTGGAACTGAGTTGGAACTTAacacacTGTGCTTAACTACGCTGGAAGCTCTTTCAAATGTGCTTAACTGATATGGACACTGAGTTCAGGGCTGTGCTGAGCAACAGAGGTGAACcacacacacacacacacaAACACAGACACAGacacacacacacacacacacacacacacacacacacATacacacacacGTACCCACTCCTCTCCGAAATAAGAATCAACTAGTCTTGAAGCAGACTCTGCTCCGCTCTGCAAGCCT

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 6 168 CACCCTTCCCTCACACCTTCACACTTAACACAAGCGCCACCCTTCCCTCACACCTTC GTGTGAAAGGCGCGCTTG 80 6 24 20 191 18 59,963 60,427 34,600 40,100 2,464,284 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 143 TAACACAAGCGCACATGTGCATAGACGCACGcacac TAACACAAGCGCACATGTGC GTGTGAAAGGCGCGCTTG 55 6 49 20 191 18 60,041 60,427 45,700 40,100 2,467,924 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 166 CCCTTCCCTCACACCTTCACACTTAACACAAGCGCACCCCTTCCCTCACACCTTCAC GTGTGAAAGGCGCGCTTG 78 6 26 20 191 18 59,963 60,427 31,800 40,100 2,464,284 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 190 TCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTCTCGTCCTTCACACACATTCT GTGTGAAAGGCGCGCTTG 100 6 2 22 191 18 59,372 60,427 24,000 40,100 5,055,587 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 191 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTCTCGTCCTTCACACACAT GTGTGAAAGGCGCGCTTG 103 6 1 20 191 18 57,268 60,427 32,100 40,100 5,159,821 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 191 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTCTCGTCCTTCACACACATTC GTGTGAAAGGCGCGCTTG 101 6 1 22 191 18 59,010 60,427 26,700 40,100 5,417,249 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 7 125 CATAGACGCACGcacacaAAAACACTGATTCACTCTCCATAGACGCACGCACACAAA TGTGTGAAAGGCGCGCTT 36 7 68 20 192 18 59,489 60,900 28,300 46,800 3,410,627 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 6 124 CATAGACGCACGcacacaAAAACACTGATTCACTCTCCATAGACGCACGCACACAAA GTGTGAAAGGCGCGCTTG 36 6 68 20 191 18 59,489 60,427 28,300 40,100 2,938,199 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2223:4229:66056 1 124 44 18 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 6 125 CATAGACGCACGcacacaAAAACACTGATTCACTCTCCATAGACGCACGCACACAAA TGTGTGAAAGGCGCGCTTG 36 6 68 20 192 19 59,489 62,180 28,300 40,100 3,690,658 F 266 CTCTCGTCCTTcacacacaTTCTCACCCTTCCCTCACACCTTCACACTTAACACAAGCGCACATGTGCATAGACGCACGcacacaAAAACACTGATTCACTCTCCACACTCACTATTCTCACGcacacacacacacacacacacacacacacacacacaTTcacacaCGCACGCAAgcgcgcCTTTcacacaCGTGCGTCGTACCCAcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgcgCTTtctctcTTCTcgcgcgcgcgC

ST‐E00142:460:H2K7HCCXY:6:2224:22993:63472 1 55 82 18 3 AC ACACACACACAGATAGACACACACACACACACACA NA 1 1 16 2 127 GATAGacacacacGCACAGATAGacacacacacAGATA GATAGACACACACGCACAGA ATCTGTGTGTGCGTGTGTCT 3 2 32 20 158 20 57,652 59,895 34,100 34,100 2,452,552 G 167 AGATAGacacacacATACAAacacacacacAGATAGacacacacGCACAGATAGacacacacacAGATAGacacacacacacacacacacacacacacacacacacAGATAGacacacacacacacATacacacacATAGacacacGcacacacaGATAGACaaaaa

ST‐E00142:460:H2K7HCCXY:6:2224:22993:63472 1 55 82 18 3 AC ACACACACACAGATAGACACACACACACACACACA NA 0 0 16 0 124 AGacacacacGCACAGATAGacacacacacAGATAGacaAGACACACACGCACAGATAG ATCTGTGTGTGCGTGTGTCT 0 2 35 20 158 20 57,646 59,895 20,800 34,100 2,458,964 G 167 AGATAGacacacacATACAAacacacacacAGATAGacacacacGCACAGATAGacacacacacAGATAGacacacacacacacacacacacacacacacacacacAGATAGacacacacacacacATacacacacATAGacacacGcacacacaGATAGACaaaaa

ST‐E00142:460:H2K7HCCXY:6:2224:22993:63472 1 55 82 18 3 AC ACACACACACAGATAGACACACACACACACACACA NA 0 0 17 2 128 AGATAGacacacacGCACAGATAGacacacacacAGAT AGATAGACACACACGCACAGA ATCTGTGTGTGCGTGTGTCT 3 2 31 21 158 20 59,113 59,895 34,100 34,100 1,991,397 G 167 AGATAGacacacacATACAAacacacacacAGATAGacacacacGCACAGATAGacacacacacAGATAGacacacacacacacacacacacacacacacacacacAGATAGacacacacacacacATacacacacATAGacacacGcacacacaGATAGACaaaaa

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 52 201 ACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGACATAGTCCTTGGCAGACCC TTCCTGGAGAAGAATGCGGC 52 73 41 20 241 20 59,088 60,393 44,600 65,300 1,305,484 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 51 200 CATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCATAGTCCTTGGCAGACCCA TTCCTGGAGAAGAATGCGGC 51 73 42 20 241 20 59,088 60,393 45,100 65,300 1,304,767 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 51 243 CATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCATAGTCCTTGGCAGACCCA GGAGCTTGACAGAAGAGACCA 51 115 42 20 284 21 59,088 59,379 45,100 40,200 2,532,589 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 40 167 CATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCATAGTCCTTGGCAGACCCA AAACACTACCCTCGTGCAGG 51 40 42 20 208 20 59,088 59,965 45,100 48,500 0.946665 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 133 TGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAA TGTCGATCATTGGCTGTTGC AAACACTACCCTCGTGCAGG 17 40 76 20 208 20 59,196 59,965 41,700 48,500 0.839260 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 17 140 TGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAA TGTCGATCATTGGCTGTTGC GGCTCGGAAACACTACCCTC 17 47 76 20 215 20 59,196 60,108 41,700 43,000 0.912645 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 52 245 ACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGACATAGTCCTTGGCAGACCC GGGAGCTTGACAGAAGAGACC 52 116 41 20 285 21 59,088 60,067 44,600 38,500 1,978,988 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 51 244 CATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCATAGTCCTTGGCAGACCCA GGGAGCTTGACAGAAGAGACC 51 116 42 20 285 21 59,088 60,067 45,100 38,500 1,978,271 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 17 210 TGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAA TGTCGATCATTGGCTGTTGC GGGAGCTTGACAGAAGAGACC 17 116 76 20 285 21 59,196 60,067 41,700 38,500 1,870,866 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 42 169 CATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCATAGTCCTTGGCAGACCCA GGAAACACTACCCTCGTGCA 51 42 42 20 210 20 59,088 59,966 45,100 45,700 0.946106 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 135 TGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAA TGTCGATCATTGGCTGTTGC GGAAACACTACCCTCGTGCA 17 42 76 20 210 20 59,196 59,966 41,700 45,700 0.838701 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:25540:24638 1 113 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 16 134 GTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAAT GTCGATCATTGGCTGTTGCT GGAAACACTACCCTCGTGCA 16 42 77 20 210 20 58,910 59,966 39,100 45,700 1,124,257 F 288 TACAACAGGATCTACTCAGAATACAGACCACCCTCTTCATACATAGTCCTTGGCAGACCCAATCTCTTTTCAAATTGTCGATCATTGGCTGTTGCTTGTATTCAGGGTTAATtctctctctctctctctctctctctctctctctctcCCCATCAGaaaaaaaaGCTATTAGGAGGCAATAAAACATTCCTGCACGAGGGTAGTGTTTCCGAGCCTGGGCGGCCGCATTCTTCTCCAGGAAGTATTaaaaaGTAATTAAACCATGGTCTCTTCTGTCAAGCTCCCCAT

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 1 1 7 29 204 TGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctc TGCACCTCACTTCTGTTCACT GAGGGCGACTGATAGGCAAA 66 29 21 21 224 20 59,514 59,822 34,100 36,800 1,664,378 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 8 28 203 TGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctc TGCACCTCACTTCTGTTCACT AGGGCGACTGATAGGCAAAG 66 28 21 21 223 20 59,514 59,821 34,100 27,700 1,665,310 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 8 27 202 TGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctc TGCACCTCACTTCTGTTCACT GGGCGACTGATAGGCAAAGA 66 27 21 21 222 20 59,514 59,822 34,100 25,200 1,664,378 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 8 16 151 TCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActc TCTCGTTTGTGTCTCCCTGT GGGCGACTGATAGGCAAAGA 16 27 72 20 222 20 58,590 59,822 40,000 25,200 1,588,073 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC
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ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 8 16 152 TCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActc TCTCGTTTGTGTCTCCCTGT AGGGCGACTGATAGGCAAAG 16 28 72 20 223 20 58,590 59,821 40,000 27,700 1,589,004 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 8 16 153 TCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActc TCTCGTTTGTGTCTCCCTGT GAGGGCGACTGATAGGCAAA 16 29 72 20 224 20 58,590 59,822 40,000 36,800 1,588,073 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 13 9 133 TGTGTCTCCCTGTATCTcccccTTATTCActctctctctctc TGTGTCTCCCTGTATCTCCC AGGCAAAGACAGAGAGAAACAGA 9 13 79 20 211 23 57,839 59,611 43,000 34,100 5,550,049 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 14 57 240 tctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCT TCTCTCTGCACCTCACTTCTG GAGATAGAGAGAGACAGCCAGT 72 57 15 21 254 22 59,108 58,179 30,200 40,000 5,712,368 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 14 57 241 ctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTCTCTCTCTGCACCTCACTTCTG GAGATAGAGAGAGACAGCCAGT 72 57 14 22 254 22 60,095 58,179 30,200 40,000 5,915,154 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 14 57 242 tctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTCTCTCTCTGCACCTCACTTC GAGATAGAGAGAGACAGCCAGT 74 57 13 21 254 22 58,833 58,179 30,100 40,000 5,987,386 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 14 13 139 TCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActc TCTCGTTTGTGTCTCCCTGT GGCAAAGACAGAGAGAAACAGA 16 13 72 20 210 22 58,590 58,267 40,000 34,100 5,143,342 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:28584:63806 1 108 68 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCNA 0 0 15 12 139 TCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActc TCTCGTTTGTGTCTCCCTGT GGCAAAGACAGAGAGAAACAGAG 16 12 72 20 210 23 58,590 59,255 40,000 33,500 5,155,462 G 254 TCTTTCTTTAATtctctctcTGCACCTCACTTCTGTTCACTCTCATTCTATCTTTtctctctcCATCTCTATCTCGTTTGTGTCTCCCTGTATCTcccccTTATTCActctctctctctctctctctctctctctctctctctGCCGCCCTGTTTCTCActctctctctctctctCCCTTTTACActctctGTTtctctcTGTCTTTGCCTATCAGTCGCCCTCACTGCCTGACTGGCTGtctctctcTATCTC

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 43 189 GCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGAGCTGGTGGAAAGGTTTGAACTG CAGAAGCTCCTCAGTTATGGT 43 67 47 22 235 21 60,224 57,097 31,600 35,500 6,126,687 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 44 189 GCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGAGCTGGTGGAAAGGTTTGAACT CAGAAGCTCCTCAGTTATGGT 44 67 47 21 235 21 58,968 57,097 30,100 35,500 5,934,751 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 42 189 TGGTGGAAAGGTTTGAACTGTTTATTCACATTGATT TGGTGGAAAGGTTTGAACTGT CACAGAAGCTCCTCAGTTATGGT 42 67 49 21 237 23 57,906 60,056 35,500 35,500 6,150,014 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 47 198 ACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATACAGCTGGTGGAAAGGTTTGA AGTGCACAGAAGCTCCTCAG 47 74 44 21 241 20 60,064 59,679 26,900 33,500 1,385,038 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 6 133 CAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTCAGCTGGTGGAAAGGTTTGA ACTTCTAGCCTTACATACTCCAGT 47 6 45 20 177 24 58,309 58,479 26,900 40,000 7,211,947 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 6 134 ACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATACAGCTGGTGGAAAGGTTTGA ACTTCTAGCCTTACATACTCCAGT 47 6 44 21 177 24 60,064 58,479 26,900 40,000 6,584,768 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 6 134 ACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATACAGCTGGTGGAAAGGTTTG ACTTCTAGCCTTACATACTCCAGT 48 6 44 20 177 24 58,597 58,479 29,300 40,000 6,923,538 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 48 197 ACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATACAGCTGGTGGAAAGGTTTG GTGCACAGAAGCTCCTCAGT 48 73 44 20 240 20 58,597 59,965 29,300 34,100 1,437,403 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

ST‐E00142:460:H2K7HCCXY:6:2224:6421:18661 1 112 36 18 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 47 197 ACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATACAGCTGGTGGAAAGGTTTGA GTGCACAGAAGCTCCTCAGT 47 73 44 21 240 20 60,064 59,965 26,900 34,100 1,098,633 A 251 GACCACTTTAACTTTTGGAAAGGAAAATTGTGCAGTGAGTATAACAGCTGGTGGAAAGGTTTGAACTGTTTATTCACATTGATTTAATTTGGCTATACATATGCATACAATacacacacacacacacacacacacacacacacacacAAACATACTGGAGTATGTAAGGCTAGAAGTATAAGTAAATCATTCAGTATTTGTAAGGAAATCATAAACCATAACTGAGGAGCTTCTGTGCACTTAGCAGCATT

cons_gr1027_2 2 53 165 18 3 AG ACACACACACACACACAAGGAGAATCACATTAATATCT_206_217 1 1 11 20 256 acacaTATAAACACTTTCACATACACtttttGACACAAAACACATATAAACACTTTCACATACACT TGCTTGTGTGTCACTGAACG 24 20 2 27 257 20 57,498 58,994 35,500 39,500 10,508,176 G 286 cacacaTATAAACACTTTCACATACACtttttGACACAAATGCACAGAAATAacacacacacacacacAAGGAGAATCACATTAATATAATcacacaAACTAACTCAGAAAATGTCatatatCATAACTTTAACACAAACNCNCACTCTCNctctctctctctctctctctctctctctctctctctCNCTCTNNANCCCTCTCGctctctctctctCNCTCNcacacacaAacacacGTTCAGTGacacacAAGCAGACAAGCATACACAAACANAAGcacacaG

cons_gr1027_2 2 53 165 18 3 AG ACACACACACACACACAAGGAGAATCACATTAATATCT_206_217 0 0 11 20 257 acacaTATAAACACTTTCACATACACtttttGACACAAAACACATATAAACACTTTCACATACACT CTGCTTGTGTGTCACTGAACG 24 20 2 27 258 21 57,498 60,005 35,500 39,500 10,506,701 G 286 cacacaTATAAACACTTTCACATACACtttttGACACAAATGCACAGAAATAacacacacacacacacAAGGAGAATCACATTAATATAATcacacaAACTAACTCAGAAAATGTCatatatCATAACTTTAACACAAACNCNCACTCTCNctctctctctctctctctctctctctctctctctctCNCTCTNNANCCCTCTCGctctctctctctCNCTCNcacacacaAacacacGTTCAGTGacacacAAGCAGACAAGCATACACAAACANAAGcacacaG

cons_gr1027_2 2 53 165 18 3 AG ACACACACACACACACAAGGAGAATCACATTAATATCT_206_217 0 0 11 19 255 acacaTATAAACACTTTCACATACACtttttGACACAAAACACATATAAACACTTTCACATACACT GCTTGTGTGTCACTGAACGT 24 19 2 27 256 20 57,498 58,993 35,500 39,900 10,508,923 G 286 cacacaTATAAACACTTTCACATACACtttttGACACAAATGCACAGAAATAacacacacacacacacAAGGAGAATCACATTAATATAATcacacaAACTAACTCAGAAAATGTCatatatCATAACTTTAACACAAACNCNCACTCTCNctctctctctctctctctctctctctctctctctctCNCTCTNNANCCCTCTCGctctctctctctCNCTCNcacacacaAacacacGTTCAGTGacacacAAGCAGACAAGCATACACAAACANAAGcacacaG

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 11 4 240 ATTAATTTcacacacaCGcacacaGTCACACTcacacaGa ATTAATTTCACACACACGCACAC ACAAAGAACATATCTATGTGCGCC 153 4 15 23 254 24 58,713 59,727 38,200 65,300 8,560,389 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 11 2 103 AACGCACCAAGATGCATTCGCCATCTCGCCCAGATAAACGCACCAAGATGCATTCG AAGAACATATCTATGTGCGCCTG 22 2 149 20 251 23 59,831 58,939 33,400 48,500 4,229,688 A 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 4 240 ATTAATTTcacacacaCGcacacaGTCACACTcacacaGa ATTAATTTCACACACACGCACACA ACAAAGAACATATCTATGTGCGCC 152 4 15 24 254 24 60,202 59,727 37,200 65,300 8,475,440 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 102 AACGCACCAAGATGCATTCGCCATCTCGCCCAGATAAACGCACCAAGATGCATTCG AGAACATATCTATGTGCGCCTG 22 2 149 20 250 22 59,831 58,342 33,400 48,500 3,826,422 A 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 105 CCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGCCAAACGCACCAAGATGCAT AGAACATATCTATGTGCGCCTG 25 2 146 20 250 22 59,756 58,342 39,600 48,500 3,902,083 A 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 118 CAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCAGTCACACACAGCCAAACG AGAACATATCTATGTGCGCCTG 38 2 133 20 250 22 59,972 58,342 36,000 48,500 3,685,613 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 121 ACACAGTcacacacaGCCAAACGCACCAAGATGCATTACACAGTCACACACAGCCAA AGAACATATCTATGTGCGCCTG 41 2 130 20 250 22 60,036 58,342 45,200 48,500 3,693,168 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 179 GcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCGCACACACATTCCCTCCCTT AGAACATATCTATGTGCGCCTG 99 2 72 20 250 22 60,251 58,342 39,500 48,500 3,908,975 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 186 ctcACACGcacacacaTTCCCTCCCTTAGAGACACCAA CTCACACGCACACACATTCC AGAACATATCTATGTGCGCCTG 106 2 65 20 250 22 59,764 58,342 30,100 48,500 3,893,299 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 12 2 189 tctctcACACGcacacacaTTCCCTCCCTTAGAGACACCATCTCTCACACGCACACACAT AGAACATATCTATGTGCGCCTG 109 2 62 20 250 22 59,611 58,342 32,100 48,500 4,046,658 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 Dec‐75 2 190 ctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCCTCTCTCACACGCACACACA AGAACATATCTATGTGCGCCTG 110 2 61 20 250 22 60,249 58,342 37,200 48,500 3,906,665 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 Dec‐75 2 191 tctctctcACACGcacacacaTTCCCTCCCTTAGAGACAC TCTCTCTCACACGCACACAC AGAACATATCTATGTGCGCCTG 111 2 60 20 250 22 59,969 58,342 38,200 48,500 3,688,407 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 Dec‐75 2 192 tctctctcACACGcacacacaTTCCCTCCCTTAGAGACAC TCTCTCTCACACGCACACAC AAGAACATATCTATGTGCGCCTG 111 2 60 20 251 23 59,969 58,939 38,200 48,500 4,091,673 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr1039_3 3 191 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 13 4 240 TTAATTTcacacacaCGcacacaGTCACACTcacacaGat TTAATTTCACACACACGCACACA TACAAAGAACATATCTATGTGCGCC 152 4 16 23 255 25 59,873 59,535 37,200 65,300 8,592,420 F 290 GTATCTCtttttAAATTAATTTcacacacaCGcacacaGTCACACTcacacaGatatattctctctcACACGcacacacaTTCCCTCCCTTAGAGACACCAATTGTATCTCtttttCTCTCGCTCATATACACAGTcacacacaGCCAAACGCACCAAGATGCATTCGCCATCTCGCCCAGATACACAAGctctctctctctctctctctctctctctctctctctCNCAGGCGCACATAGATATGTTCTTTGTAATTCATAGGcacacacacaTGCCCTCATGGACATA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 1 11 30 190 AGGAATGAAGGAGTAGGTAGGGTAACATTGGTCA AGGAATGAAGGAGTAGGTAGGGT TCTGTGTGTATGCATGCGTGT 35 30 17 23 206 21 59,725 60,608 43,400 44,900 4,882,994 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 12 31 190 AGGAATGAAGGAGTAGGTAGGGTAACATTGGTCA AGGAATGAAGGAGTAGGTAGGGT TCTGTGTGTATGCATGCGTG 35 31 17 23 206 20 59,725 58,922 43,400 53,400 4,353,143 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 12 29 190 CAAGGAATGAAGGAGTAGGTAGGGTAACATTGGT CAAGGAATGAAGGAGTAGGTAGGG TGTGTGTATGCATGCGTGTG 36 29 15 24 204 20 59,898 59,484 35,300 38,200 4,618,180 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 12 20 170 AGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAAGGGTAACATTGGTCAGGGC TGTGTGTATGCATGCGTGTG 20 29 35 20 204 20 59,668 59,484 51,900 38,200 0.848055 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 12 19 168 GGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGGGGTAACATTGGTCAGGGCT GTGTGTATGCATGCGTGTGT 19 28 36 20 203 20 59,668 59,483 51,900 37,200 0.848493 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 12 19 169 GGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGGGGTAACATTGGTCAGGGCT TGTGTGTATGCATGCGTGTG 19 29 36 20 204 20 59,668 59,484 51,900 38,200 0.848055 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 1 129 AGGGCTGTTCTATacacacGCAGAAtctctcTcacacaca AGGGCTGTTCTATACACACGC TGTGTGTGAATCTGTGGTGTCT 4 1 50 21 178 22 60,135 59,830 53,400 34,100 3,305,185 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 1 138 ACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctcACATTGGTCAGGGCTGTTCT TGTGTGTGAATCTGTGGTGTCT 14 1 41 20 178 22 59,226 59,830 30,100 34,100 2,944,041 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 81 18 3 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 1 139 AACATTGGTCAGGGCTGTTCTATacacacGCAGAAtc AACATTGGTCAGGGCTGTTCT TGTGTGTGAATCTGTGGTGTCT 14 1 40 21 178 22 59,854 59,830 30,100 34,100 3,316,135 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 1 20 ‐7 235 ACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctcACATTGGTCAGGGCTGTTCT GCGTGTGTGAATCTGTGTGC 14 ‐7 41 20 257 20 59,226 60,385 30,100 45,700 1,158,369 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 ‐7 240 GGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGGGGTAACATTGGTCAGGGCT GCGTGTGTGAATCTGTGTGC 19 ‐7 36 20 257 20 59,668 60,385 51,900 45,700 0.716341 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 ‐7 241 AGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAAGGGTAACATTGGTCAGGGC GCGTGTGTGAATCTGTGTGC 20 ‐7 35 20 257 20 59,668 60,385 51,900 45,700 0.716341 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 ‐8 234 ACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctcACATTGGTCAGGGCTGTTCT CGTGTGTGAATCTGTGTGCG 14 ‐8 41 20 256 20 59,226 60,111 30,100 53,400 0.884778 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 ‐8 239 GGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGGGGTAACATTGGTCAGGGCT CGTGTGTGAATCTGTGTGCG 19 ‐8 36 20 256 20 59,668 60,111 51,900 53,400 0.442750 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr111_2 2 75 170 18 4 AC TCTCTCTCACACACACACACACACACACACACACAC NO 0 0 20 ‐8 240 AGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAAGGGTAACATTGGTCAGGGC CGTGTGTGAATCTGTGTGCG 20 ‐8 35 20 256 20 59,668 60,111 51,900 53,400 0.442750 G 276 AGGAAATTAAACTACAAGGAATGAAGGAGTAGGTAGGGTAACATTGGTCAGGGCTGTTCTATacacacGCAGAAtctctcTcacacacacacacacacacacacacacacacacacaCCACAGATTcacacacacaCCACAGATTcacacacacaGAGACACCACAGATTcacacacaTACAGacacacGCATGCATacacacAGATTCATATACACGcacacacacaTTcacacaCGcacacaGATTcacacaCGcacacaGATTcacacaCGCA

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 1 1 10 22 144 GCAAAGAGAAagagagAACCGGTGAGGGACACGGAGCAAAGAGAAAGAGAGAACCGG CCAACTCTGTCTCCCTGCTT 22 44 59 22 202 20 59,261 59,310 52,800 39,100 3,429,002 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 18 140 AGAGAAagagagAACCGGTGAGGGACACGGAGAGGAGAGAAAGAGAGAACCGGTGAG CCAACTCTGTCTCCCTGCTT 18 44 63 22 202 20 59,177 59,310 35,100 39,100 3,512,777 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 15 135 AagagagAACCGGTGAGGGACACGGAGAGGGAGACAAGAGAGAACCGGTGAGGGA CCAACTCTGTCTCCCTGCTT 15 44 68 20 202 20 59,885 59,310 42,000 39,100 0.804183 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 12 22 140 GCAAAGAGAAagagagAACCGGTGAGGGACACGGAGCAAAGAGAAAGAGAGAACCGG CTCTGTCTCCCTGCTTCCCT 22 40 59 22 198 20 59,261 60,617 52,800 42,000 3,356,628 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 12 15 130 AagagagAACCGGTGAGGGACACGGAGAGGGAGACAAGAGAGAACCGGTGAGGGA TCTGTCTCCCTGCTTCCCTC 15 39 68 20 197 20 59,885 60,616 42,000 43,000 0.730671 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 103 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 12 15 131 AagagagAACCGGTGAGGGACACGGAGAGGGAGACAAGAGAGAACCGGTGAGGGA CTCTGTCTCCCTGCTTCCCT 15 40 68 20 198 20 59,885 60,617 42,000 42,000 0.731810 F 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 1 10 2 191 gTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCGTGGGCGAGGAAAGAGTCAA CCAACTCTGTCTCCCTGCTT 2 44 12 20 202 20 59,965 59,310 31,800 39,100 0.724519 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 0 12 6 190 gagagTGGGCGAGGAAAGAGTCAAGTgagagagagagGAGAGTGGGCGAGGAAAGAG TCTGTCTCCCTGCTTCCCTC 6 39 8 20 197 20 59,825 60,616 28,500 43,000 0.790728 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 0 12 6 191 gagagTGGGCGAGGAAAGAGTCAAGTgagagagagagGAGAGTGGGCGAGGAAAGAG CTCTGTCTCCCTGCTTCCCT 6 40 8 20 198 20 59,825 60,617 28,500 42,000 0.791866 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 0 12 4 188 gagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGGAGTGGGCGAGGAAAGAGTC TCTGTCTCCCTGCTTCCCTC 4 39 10 20 197 20 60,109 60,616 33,600 43,000 0.724678 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 0 12 2 186 gTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCGTGGGCGAGGAAAGAGTCAA TCTGTCTCCCTGCTTCCCTC 2 39 12 20 197 20 59,965 60,616 31,800 43,000 0.651007 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr112_2 2 34 105 18 2 AG GAGAGAGAGAGAGTCAGGGGAGGAAGCAAAGAG NO 0 0 12 2 187 gTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCGTGGGCGAGGAAAGAGTCAA CTCTGTCTCCCTGCTTCCCT 2 40 12 20 198 20 59,965 60,617 31,800 42,000 0.652145 G 235 AGACAAagagagTGGGCGAGGAAAGAGTCAAGTgagagagagagaGTCAGGGGAGGAAGCAAAGAGAAagagagAACCGGTGAGGGACACGGAGAGGGAGACagagagagagagagagagagagagagagagagagagTTGGTTGGGTAGGGACANagagagaaaaaCATAGTTGGGGAGGGAAGCAGGGAGACAGAGTTGGGgagagaAATGgagagagagaGGGAGAGGGAGT

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 1 1 12 1 138 GCATCACTCTCActctctctCATtctctctctctctcActctctc GCATCACTCTCACTCTCTCTCA CCAGAGAGGGAGAGAGTGAT 1 6 13 22 150 20 58,984 57,246 32,700 30,600 5,770,043 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 0 0 12 1 150 GCATCACTCTCActctctctCATtctctctctctctcActctctc GCATCACTCTCACTCTCTCTCA AGATGGAGAGACCCAGAGAGG 1 17 13 22 162 21 58,984 59,782 32,700 36,900 4,233,719 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 0 0 14 2 139 TGCATCACTCTCActctctctCATtctctctctctctcActctct TGCATCACTCTCACTCTCTCTC CCAGAGAGGGAGAGAGTGAT 2 6 12 22 150 20 58,984 57,246 32,000 30,600 5,770,043 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 0 0 14 2 151 TGCATCACTCTCActctctctCATtctctctctctctcActctct TGCATCACTCTCACTCTCTCTC AGATGGAGAGACCCAGAGAGG 2 17 12 22 162 21 58,984 59,782 32,000 36,900 4,233,719 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 0 0 15 3 139 TGCATCACTCTCActctctctCATtctctctctctctcActctct TGCATCACTCTCACTCTCTCT CCAGAGAGGGAGAGAGTGAT 3 6 12 21 150 20 57,915 57,246 31,000 30,600 5,838,549 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1135_3 3 36 89 18 1.5 AG TCTCTCTCTCTCTCACTCTCTCTCTCTCTCTCTCCCTCTTC_36_49 0 0 15 3 151 TGCATCACTCTCActctctctCATtctctctctctctcActctct TGCATCACTCTCACTCTCTCT AGATGGAGAGACCCAGAGAGG 3 17 12 21 162 21 57,915 59,782 31,000 36,900 4,302,225 F 163 TTCAatatatTTGCATCACTCTCActctctctCATtctctctctctctcActctctctctctctctctCCctctctctctctctctctctctctctctctctctctGActctctctctctctctGTCTGAATCActctctCCctctctGGGtctctcCATCTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 1 1 3 7 194 CGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTCGCATACCTCGTTGCCCTTA GGGAGAATAAGAGCGCAGTGA 55 7 40 20 233 21 60,179 59,863 26,900 34,100 1,316,181 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 3 0 144 TCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctc TCTTGAACCGCTGCAGTCAA AAGAGCGCAGTGAACGTAGC 13 0 82 20 225 20 60,179 61,009 31,800 35,800 1,188,448 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 3 0 145 TTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctTTCTTGAACCGCTGCAGTCA AAGAGCGCAGTGAACGTAGC 14 0 81 20 225 20 60,179 61,009 34,100 35,800 1,188,448 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 3 0 186 CGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTCGCATACCTCGTTGCCCTTA AAGAGCGCAGTGAACGTAGC 55 0 40 20 225 20 60,179 61,009 26,900 35,800 1,188,483 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 11 240 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTT AGCGGATGTGGGCTTCAC AAATTTAGGGAGAATAAGAGCGCA 96 11 1 18 240 24 60,046 58,563 31,800 60,900 7,482,986 G 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 11 240 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTT AGCGGATGTGGGCTTCACTA AAATTTAGGGAGAATAAGAGCGCA 94 11 1 20 240 24 61,265 58,563 27,400 60,900 6,701,809 G 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 10 240 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTT AGCGGATGTGGGCTTCACTA AAATTTAGGGAGAATAAGAGCGCAG 94 10 1 20 240 25 61,265 59,471 27,400 51,800 6,793,808 G 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 9 195 CGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTCGCATACCTCGTTGCCCTTA AGGGAGAATAAGAGCGCAGT 55 9 40 20 234 20 60,179 58,509 26,900 44,000 1,669,668 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 0 136 CGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctct CGCTGCAGTCAATTCGTCTT AAGAGCGCAGTGAACGTAGC 5 0 90 20 225 20 59,207 61,009 30,100 35,800 1,802,029 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 0 139 GAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctct GAACCGCTGCAGTCAATTCG AGAGCGCAGTGAACGTAGC 9 0 86 20 224 19 60,179 60,445 33,400 35,800 1,623,768 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 4 0 167 AAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAAAGAAGGTGGTGGTGAGCTG AAGAGCGCAGTGAACGTAGC 36 0 59 20 225 20 59,891 61,009 42,400 35,800 1,118,731 G 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 5 8 195 CGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTCGCATACCTCGTTGCCCTTA AGGGAGAATAAGAGCGCAGTG 55 8 40 20 234 21 60,179 59,862 26,900 36,600 1,316,966 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1137_3 3 115 91 18 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTC_170_205 0 0 5 0 139 AACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctct AACCGCTGCAGTCAATTCGT AAGAGCGCAGTGAACGTAGC 8 0 87 20 225 20 60,885 61,009 38,500 35,800 1,894,093 D 258 AGCGGATGTGGGCTTCACTAGCTGGGCCAGCATTTATTGCGCATACCTCGTTGCCCTTAAGAAggtggtggtGAGCTGCCTTCTTGAACCGCTGCAGTCAATTCGTCTTGCTCCctctctctctctctctctctctctctctctctctctCCCGTtctctcTTTCTCTTtctctctctctctctctctctctctctctctctctcGCTACGTTCACTGCGCTCTTATTCTCCCTAAAttttttcccccATGTAAATTC

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 1 1 8 26 192 acacacTCACATTCAGGCAAATTAAGTANTTAATGCAACACACTCACATTCAGGCAA TGAGTGCGTGTGTTTCACTT 63 26 14 20 205 20 57,653 58,267 45,200 31,600 4,079,707 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 9 30 197 acacacTCACATTCAGGCAAATTAAGTANTTAATGCAACACACTCACATTCAGGCAA GCATTTGAGTGCGTGTGTTTC 63 30 14 20 210 21 57,653 59,219 45,200 27,800 4,127,626 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 10 27 193 acacacTCACATTCAGGCAAATTAAGTANTTAATGCAACACACTCACATTCAGGCAA TTGAGTGCGTGTGTTTCACT 63 27 14 20 206 20 57,653 58,267 45,200 34,100 4,079,707 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 10 8 127 CGcacacacaCGGAGACATACACAGAGTGAGATTAG CGCACACACACGGAGACATA TTTGTGTTGTGTGTGGGTGC 16 8 61 20 187 20 60,388 59,755 22,900 50,100 0.632999 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 10 8 141 TGCATGCATATTCACGcacacacaCGGAGACATACAC TGCATGCATATTCACGCACA TTTGTGTTGTGTGTGGGTGC 30 8 47 20 187 20 58,907 59,755 45,700 50,100 1,338,153 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 11 8 141 TGCATGCATATTCACGcacacacaCGGAGACATACAC TGCATGCATATTCACGCACAC TTTGTGTTGTGTGTGGGTGC 29 8 47 21 187 20 60,202 59,755 38,200 50,100 1,447,159 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 12 8 133 TATTCACGcacacacaCGGAGACATACACAGAGTGAGTATTCACGCACACACACGGA TTTGTGTTGTGTGTGGGTGC 22 8 55 20 187 20 59,968 59,755 46,900 50,100 0.277260 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 13 8 140 GCATGCATATTCACGcacacacaCGGAGACATACACAGCATGCATATTCACGCACACA TTTGTGTTGTGTGTGGGTGC 28 8 48 21 187 20 60,202 59,755 37,200 50,100 1,447,159 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr1204_2 2 97 63 18 1.5 AC CACACACATTCACACACACACACACAAACACACACANO 0 0 13 1 125 TATTCACGcacacacaCGGAGACATACACAGAGTGAGTATTCACGCACACACACGGA GTGTGTGGGTGCGTGTTTC 22 1 55 20 179 19 59,968 59,937 46,900 27,800 1,095,755 F 212 AGATTACACGATTacacacTCACATTCAGGCAAATTAAGTANTTAATGCATGCATATTCACGcacacacaCGGAGACATACACAGAGTGAGATTAGcacacacaTTcacacacacacacacaAacacacacacacacacacacacacacacacacacacAGAAACACGCACCcacacacaACACAAAGTGAAacacacGCACTCAAATGCAT

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 1 1 7 0 135 aGcacacacaGAAACAGGAGctctctctctctctctctctctG AGCACACACAGAAACAGGAG TGTGTATGCTTCTGTATGATTCTATGA 0 0 35 20 169 27 58,041 58,358 36,900 21,500 10,600,582 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 7 0 136 aaGcacacacaGAAACAGGAGctctctctctctctctctctctGAAGCACACACAGAAACAGGAG TGTGTATGCTTCTGTATGATTCTATGA 0 0 34 21 169 27 58,708 58,358 36,900 21,500 10,933,807 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 8 0 135 aGcacacacaGAAACAGGAGctctctctctctctctctctctG AGCACACACAGAAACAGGAG TGTGTATGCTTCTGTATGATTCTATG 0 1 35 20 169 26 58,041 57,177 36,900 22,300 10,781,694 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 186 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT GTGCGAGTGTGCTTGTTTCT 24 34 11 20 196 20 59,967 59,342 35,000 25,200 0.690517 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 187 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT AGTGCGAGTGTGCTTGTTTC 24 35 11 20 197 20 59,967 59,342 35,000 27,800 0.690517 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 189 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT TGAGTGCGAGTGTGCTTGTT 24 37 11 20 199 20 59,967 60,462 35,000 28,300 0.494548 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 190 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT ATGAGTGCGAGTGTGCTTGT 24 38 11 20 200 20 59,967 60,250 35,000 31,600 0.282716 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 191 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT CATGAGTGCGAGTGTGCTTG 24 39 11 20 201 20 59,967 59,835 35,000 40,100 0.197972 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 254 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT GTGAGACTGTCTGTTTGCTTGT 24 100 11 20 264 22 59,967 59,061 35,000 31,600 2,971,781 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 256 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT CAGTGAGACTGTCTGTTTGCT 24 103 11 20 266 21 59,967 58,169 35,000 39,100 2,864,010 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 10 24 256 ctctctcACACGCACACCTTaaaaaGcacacacaGAAACACTCTCTCACACGCACACCTT CAGTGAGACTGTCTGTTTGCTTG 24 101 11 20 266 23 59,967 59,998 35,000 40,100 3,034,719 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr129_2 2 55 88 18 3 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTTTCTCTCTCCTNO 0 0 14 26 193 ctctctctcACACGCACACCTTaaaaaGcacacacaGAAA CTCTCTCTCACACGCACACC CATGAGTGCGAGTGTGCTTG 26 39 9 20 201 20 60,388 59,835 41,600 40,100 0.553172 G 269 TGccccccctctctctcACACGCACACCTTaaaaaGcacacacaGAAACAGGAGctctctctctctctctctctctGTCTCTTtctctctcctctctctctctctctctctctctctctctctctctCACAAacacacacacTCATAGAATCATACAGAAGCATACACaaaaaTTTAGAAACAAGCACACTCGCACTCATGCAGGACCACATACATAACCACACCTACTTCAAAacacacTAACAAGCAAACAGACAGTCTCACTGTCA

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 1 1 6 1 171 GTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCA GTCTGTGCGTCTGTGTTGTG CGGCCATTCTCTCTCGCATT 94 1 75 20 245 20 59,698 60,532 33,300 35,600 0.833219 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 6‐May 1 241 GTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTGTCAGTGCATATGCGTGTTCA CGGCCATTCTCTCTCGCATT 163 1 5 21 245 20 59,268 60,532 31,800 35,600 2,263,241 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 7 1 138 GCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTG GCACCTCTGTATCTGTGTGGT CGGCCATTCTCTCTCGCATT 60 1 108 21 245 20 59,724 60,532 41,600 35,600 1,807,953 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 7 1 242 TGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTGTCAGTGCATATGCGTGTTC CGGCCATTCTCTCTCGCATT 164 1 4 21 245 20 59,268 60,532 31,800 35,600 2,263,241 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 8 1 242 TGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTGTCAGTGCATATGCGTGTT CGGCCATTCTCTCTCGCATT 165 1 4 20 245 20 58,193 60,532 33,200 35,600 2,338,671 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 9 1 139 TGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTGCACCTCTGTATCTGTGTGG CGGCCATTCTCTCTCGCATT 61 1 107 21 245 20 59,724 60,532 41,700 35,600 1,807,670 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 1 115 TATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGTATGTGGGTGGGTGTCTCTG CGGCCATTCTCTCTCGCATT 38 1 131 20 245 20 58,724 60,532 33,500 35,600 1,807,198 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 1 188 tgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGTGTGTGAGTGTGAGTGGGTC CGGCCATTCTCTCTCGCATT 111 1 58 20 245 20 59,536 60,532 44,600 35,600 0.995567 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 1 189 CtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGT CTGTGTGAGTGTGAGTGGGT CGGCCATTCTCTCTCGCATT 112 1 57 20 245 20 59,534 60,532 45,100 35,600 0.997237 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 1 197 GCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCGCGTGTCTCTGTGTGAGTGT CGGCCATTCTCTCTCGCATT 120 1 49 20 245 20 60,249 60,532 35,500 35,600 0.780604 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 1 198 TGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGT TGCGTGTCTCTGTGTGAGTG CGGCCATTCTCTCTCGCATT 121 1 48 20 245 20 60,249 60,532 35,100 35,600 0.780563 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 1 200 TGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGC TGTGCGTGTCTCTGTGTGAG CGGCCATTCTCTCTCGCATT 123 1 46 20 245 20 60,249 60,532 35,100 35,600 0.780563 F 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 1 6 24 237 GTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCA GTCTGTGCGTCTGTGTTGTG GGTCCTACCAACAAAGTGCA 94 24 75 20 311 20 59,698 58,024 33,300 45,700 2,277,347 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 6 23 237 GTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCA GTCTGTGCGTCTGTGTTGTG GGTCCTACCAACAAAGTGCAA 94 23 75 20 311 21 59,698 58,697 33,300 40,800 2,604,863 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 6 22 237 GTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCA GTCTGTGCGTCTGTGTTGTG GGTCCTACCAACAAAGTGCAAG 94 22 75 20 311 22 59,698 59,707 33,300 40,100 2,595,087 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 9 35 295 TGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGT TGTGTATGTGTGTACGTGTGC GGGAGTAAATGCTGGTCCTACC 138 35 30 21 324 22 58,871 60,159 45,700 31,800 4,287,619 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 24 181 TATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGTATGTGGGTGGGTGTCTCTG GGTCCTACCAACAAAGTGCA 38 24 131 20 311 20 58,724 58,024 33,500 45,700 3,251,326 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 23 181 TATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGTATGTGGGTGGGTGTCTCTG GGTCCTACCAACAAAGTGCAA 38 23 131 20 311 21 58,724 58,697 33,500 40,800 3,578,842 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 10 22 181 TATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGTATGTGGGTGGGTGTCTCTG GGTCCTACCAACAAAGTGCAAG 38 22 131 20 311 22 58,724 59,707 33,500 40,100 3,569,066 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 24 263 GCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCGCGTGTCTCTGTGTGAGTGT GGTCCTACCAACAAAGTGCA 120 24 49 20 311 20 60,249 58,024 35,500 45,700 2,224,732 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 24 264 TGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGT TGCGTGTCTCTGTGTGAGTG GGTCCTACCAACAAAGTGCA 121 24 48 20 311 20 60,249 58,024 35,100 45,700 2,224,691 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 Oct‐75 24 266 TGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGC TGTGCGTGTCTCTGTGTGAG GGTCCTACCAACAAAGTGCA 123 24 46 20 311 20 60,249 58,024 35,100 45,700 2,224,691 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 11 35 294 GTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGGTGTATGTGTGTACGTGTGCG GGGAGTAAATGCTGGTCCTACC 137 35 31 21 324 22 59,876 60,159 53,400 31,800 3,282,374 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr132_2 2 189 79 18 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_189_224 0 0 12 35 293 TGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGA TGTATGTGTGTACGTGTGCG GGGAGTAAATGCTGGTCCTACC 137 35 32 20 324 22 58,590 60,159 53,400 31,800 3,569,201 G 362 ATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCTCtgtgtgAGTGTGAGTGGGTCTGTGCGTCTGTGTTGTGCATGTGCATCTCTGCACCTCTGTATCtgtgtgGTTTTATGTGGGTGGGTGTCTCTGCGCGANTCTGCTTGTGCNTGATCAAGATAGANNNNNNNgagagagagagagagagagagagagagagagagagaAAATGCgagagagaATGGCCGAGTgagagagagagaTagagagATTTAATGACAtttttATGGTACTTGCACTTTGTTGGTAGGACCAGCATTTACTCCCCGTCTCatatatCCCTGAAAAGTTTCTGAATCTTCATG

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 3 16 164 TGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTC TGCCTCTGGTAGAAAGGGAGA ACAGCCAATATTCGGTCGGT 71 16 42 21 205 20 59,921 59,460 37,100 46,900 1,618,808 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 13 161 TGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTC TGCCTCTGGTAGAAAGGGAGA GCCAATATTCGGTCGGTTGG 71 13 42 21 202 20 59,921 59,339 37,100 37,700 1,739,843 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 16 204 TGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCTGAGCCTGAATGTTTGTGGG ACAGCCAATATTCGGTCGGT 112 16 2 20 205 20 58,380 59,460 46,100 46,900 2,159,640 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 129 ACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaACTCTTTCGCTGATCACAGTT ATATTCGGTCGGTTGGTGGG 43 9 70 21 198 20 57,607 59,821 31,600 46,100 3,572,556 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 129 ACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaACTCTTTCGCTGATCACAGTTT ATATTCGGTCGGTTGGTGGG 42 9 70 22 198 20 58,267 59,821 26,600 46,100 3,912,805 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 130 AACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGAACTCTTTCGCTGATCACAGT ATATTCGGTCGGTTGGTGGG 44 9 69 21 198 20 57,607 59,821 35,500 46,100 3,572,556 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 157 TGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTC TGCCTCTGGTAGAAAGGGAGA ATATTCGGTCGGTTGGTGGG 71 9 42 21 198 20 59,921 59,821 37,100 46,100 1,258,290 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 197 TGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCTGAGCCTGAATGTTTGTGGG ATATTCGGTCGGTTGGTGGG 112 9 2 20 198 20 58,380 59,821 46,100 46,100 1,799,122 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr144_2 2 134 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 9 198 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACTTGAGCCTGAATGTTTGTGGG ATATTCGGTCGGTTGGTGGG 112 9 1 21 198 20 59,037 59,821 46,100 46,100 2,142,274 F 205 TTGAGCCTGAATGTTTGTGGGGATGCAACAATTTACCCCAATGCCTCTGGTAGAAAGGGAGaaaaaTAAACTCTTTCGCTGATCACAGTTTTGTAATCCCTACTGaaaaaTTAATATTTGGATTCCATGATGTcacacacacacacacacacacacacacacacacacacccccccAACCCACCAACCGACCGAATATTGGCTGT

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 4 30 155 AGAACCTCACAAAGTTGTCCTCATACAAGCAGACACAGAACCTCACAAAGTTGTCCTCA ATGTGCATGCATTTGAGGGC 46 30 76 23 230 20 59,800 59,823 38,600 51,900 3,377,087 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 11 136 AGAACCTCACAAAGTTGTCCTCATACAAGCAGACACAGAACCTCACAAAGTTGTCCTCA CGTCCCTGCTTGTGAGTCAT 46 11 76 23 211 20 59,800 60,037 38,600 30,600 3,236,898 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 Jul‐75 30 141 TTGTCCTCATACAAGCAGACACATACACAAATATAATTGTCCTCATACAAGCAGACACA ATGTGCATGCATTTGAGGGC 32 30 90 23 230 20 59,929 59,823 37,200 51,900 3,248,020 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 Jul‐75 11 122 TTGTCCTCATACAAGCAGACACATACACAAATATAATTGTCCTCATACAAGCAGACACA CGTCCCTGCTTGTGAGTCAT 32 11 90 23 211 20 59,929 60,037 37,200 30,600 3,107,830 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 30 140 TGTCCTCATACAAGCAGACACATACACAAATATAAATGTCCTCATACAAGCAGACACA ATGTGCATGCATTTGAGGGC 32 30 91 22 230 20 59,367 59,823 37,200 51,900 2,809,653 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 11 121 TGTCCTCATACAAGCAGACACATACACAAATATAAATGTCCTCATACAAGCAGACACA CGTCCCTGCTTGTGAGTCAT 32 11 91 22 211 20 59,367 60,037 37,200 30,600 2,669,464 A 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 30 196 AGCTCGCACAAACACAAacacacaaaaaTacacacTGA AGCTCGCACAAACACAAACA ATGTGCATGCATTTGAGGGC 90 30 35 20 230 20 59,192 59,823 28,300 51,900 0.985266 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 30 200 CAGAAGCTCGCACAAACACAAacacacaaaaaTacaca CAGAAGCTCGCACAAACACA ATGTGCATGCATTTGAGGGC 94 30 31 20 230 20 59,343 59,823 37,200 51,900 0.834453 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 30 201 ACAGAAGCTCGCACAAACACAAacacacaaaaaTacacACAGAAGCTCGCACAAACAC ATGTGCATGCATTTGAGGGC 95 30 30 20 230 20 59,342 59,823 33,200 51,900 0.834981 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 11 177 AGCTCGCACAAACACAAacacacaaaaaTacacacTGA AGCTCGCACAAACACAAACA CGTCCCTGCTTGTGAGTCAT 90 11 35 20 211 20 59,192 60,037 28,300 30,600 0.845077 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 11 181 CAGAAGCTCGCACAAACACAAacacacaaaaaTacaca CAGAAGCTCGCACAAACACA CGTCCCTGCTTGTGAGTCAT 94 11 31 20 211 20 59,343 60,037 37,200 30,600 0.694264 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 11 182 ACAGAAGCTCGCACAAACACAAacacacaaaaaTacacACAGAAGCTCGCACAAACAC CGTCCCTGCTTGTGAGTCAT 95 11 30 20 211 20 59,342 60,037 33,200 30,600 0.694792 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 13 44 243 acacacacAAACAGGAACACAAAACAAACAGAAGCT ACACACACAAACAGGAACACA TGAGTCAGCATGCTTATGTGC 121 44 3 21 245 21 58,490 58,988 37,200 45,700 4,521,516 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 13 44 244 acacacacAAACAGGAACACAAAACAAACAGAAGCT ACACACACAAACAGGAACACA ATGAGTCAGCATGCTTATGTGC 121 44 3 21 246 22 58,490 59,383 37,200 45,700 5,126,877 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 14 44 243 acacacacAAACAGGAACACAAAACAAACAGAAGCT ACACACACAAACAGGAACACAA TGAGTCAGCATGCTTATGTGC 120 44 3 22 245 21 59,112 58,988 33,300 45,700 4,899,730 F 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 1 3 0 212 AGAACCTCACAAAGTTGTCCTCATACAAGCAGACACAGAACCTCACAAAGTTGTCCTCA CGAGAGTATGAGACAATGCTTCA 46 0 76 23 287 23 59,800 58,323 38,600 30,200 7,876,492 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 0 222 acacTGACTGAGAACCTCACAAAGTTGTCCTCATACAACACTGACTGAGAACCTCACA CGAGAGTATGAGACAATGCTTCA 58 0 66 21 287 23 58,611 58,323 35,800 30,200 7,065,282 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 0 223 cacacTGACTGAGAACCTCACAAAGTTGTCCTCATACCACACTGACTGAGAACCTCACA CGAGAGTATGAGACAATGCTTCA 58 0 65 22 287 23 59,899 58,323 35,800 30,200 6,777,962 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 0 224 acacacTGACTGAGAACCTCACAAAGTTGTCCTCATA ACACACTGACTGAGAACCTCAC CGAGAGTATGAGACAATGCTTCA 59 0 64 22 287 23 59,898 58,323 35,100 30,200 6,778,129 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 Jul‐75 0 198 TTGTCCTCATACAAGCAGACACATACACAAATATAATTGTCCTCATACAAGCAGACACA CGAGAGTATGAGACAATGCTTCA 32 0 90 23 287 23 59,929 58,323 37,200 30,200 7,747,424 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 0 197 TGTCCTCATACAAGCAGACACATACACAAATATAAATGTCCTCATACAAGCAGACACA CGAGAGTATGAGACAATGCTTCA 32 0 91 22 287 23 59,367 58,323 37,200 30,200 7,309,058 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 0 253 AGCTCGCACAAACACAAacacacaaaaaTacacacTGA AGCTCGCACAAACACAAACA CGAGAGTATGAGACAATGCTTCA 90 0 35 20 287 23 59,192 58,323 28,300 30,200 5,484,671 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 0 257 CAGAAGCTCGCACAAACACAAacacacaaaaaTacaca CAGAAGCTCGCACAAACACA CGAGAGTATGAGACAATGCTTCA 94 0 31 20 287 23 59,343 58,323 37,200 30,200 5,333,858 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 0 258 ACAGAAGCTCGCACAAACACAAacacacaaaaaTacacACAGAAGCTCGCACAAACAC CGAGAGTATGAGACAATGCTTCA 95 0 30 20 287 23 59,342 58,323 33,200 30,200 5,334,386 G 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 12 0 185 AGCAGACACATACACAAATATAAACACAAAATAGC AGCAGACACATACACAAATATAAACA CGAGAGTATGAGACAATGCTTCA 16 0 103 26 287 23 57,440 58,323 28,300 30,200 13,236,901 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 13 0 184 GCAGACACATACACAAATATAAACACAAAATAGCC GCAGACACATACACAAATATAAACACA CGAGAGTATGAGACAATGCTTCA 14 0 104 27 287 23 58,766 58,323 37,200 30,200 12,910,414 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr218_2 2 145 120 18 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 13 0 185 AGCAGACACATACACAAATATAAACACAAAATAGC AGCAGACACATACACAAATATAAACAC CGAGAGTATGAGACAATGCTTCA 15 0 103 27 287 23 58,549 58,323 33,200 30,200 13,127,510 D 288 NTacacacacAAACAGGAACACAAAACAAACAGAAGCTCGCACAAACACAAacacacaaaaaTacacacTGACTGAGAACCTCACAAAGTTGTCCTCATACAAGCAGACACATACACAAATATAAACACAAAATAGCCACATAAacacacacacacacacacacacacacacacacacacAAACATAGTGAATGACTCACAAGCAGGGACGCCCTCAAATGCATGCACATAAGCATGCTGACTCATGCAGCCGGacacacacacTGAAGCATTGTCTCATACTCTCGN

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 1 1 2 81 292 TCACTGGACTCATAGCCAACATCTTCAATGCTGTAG TCACTGGACTCATAGCCAACA TGCTTCTGGATCACTAATGTCC 81 132 52 21 343 22 58,744 57,857 33,300 40,200 6,398,915 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 2 81 292 TCACTGGACTCATAGCCAACATCTTCAATGCTGTAG TCACTGGACTCATAGCCAACA TGCTTCTGGATCACTAATGTCCT 81 131 52 21 343 23 58,744 59,223 33,300 38,500 6,033,275 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 3 81 252 TCACTGGACTCATAGCCAACATCTTCAATGCTGTAG TCACTGGACTCATAGCCAACA CCATCCTTACTTGGTCTGCCC 81 93 52 21 303 21 58,744 60,409 33,300 53,600 3,665,128 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 3 81 293 TTCACTGGACTCATAGCCAACATCTTCAATGCTGTA TTCACTGGACTCATAGCCAACA TGCTTCTGGATCACTAATGTCCT 81 131 51 22 343 23 59,363 59,223 33,300 38,500 6,414,352 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 81 253 TCACTGGACTCATAGCCAACATCTTCAATGCTGTAG TCACTGGACTCATAGCCAACA ACCATCCTTACTTGGTCTGCC 81 94 52 21 304 21 58,744 59,718 33,300 48,500 3,538,463 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 68 240 AGCCAACATCTTCAATGCTGTAGTAAATTACCTGTT AGCCAACATCTTCAATGCTGT ACCATCCTTACTTGGTCTGCC 68 94 65 21 304 21 58,478 59,718 44,000 48,500 3,804,342 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 26 171 GTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTGTGCTAACACTGGGTGTGCT TGTGACTTCAGACCTACAGCA 26 68 108 20 278 21 60,535 58,684 44,000 44,100 2,851,210 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 26 197 GTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTGTGCTAACACTGGGTGTGCT ACCATCCTTACTTGGTCTGCC 26 94 108 20 304 21 60,535 59,718 44,000 48,500 1,817,259 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 25 170 TGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTT TGCTAACACTGGGTGTGCTG TGTGACTTCAGACCTACAGCA 25 68 109 20 278 21 60,535 58,684 44,100 44,100 2,850,984 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 25 196 TGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTT TGCTAACACTGGGTGTGCTG ACCATCCTTACTTGGTCTGCC 25 94 109 20 304 21 60,535 59,718 44,100 48,500 1,817,034 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 24 169 GCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTA GCTAACACTGGGTGTGCTGT TGTGACTTCAGACCTACAGCA 24 68 110 20 278 21 60,535 58,684 44,000 44,100 2,851,210 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr230_4 4 154 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 5 24 195 GCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTA GCTAACACTGGGTGTGCTGT ACCATCCTTACTTGGTCTGCC 24 94 110 20 304 21 60,535 59,718 44,000 48,500 1,817,259 F 375 GAACTGACTTTGTTTTGTTCCCACGCCAGGGGATTATTCTGCCACAGATTTTCACTGGACTCATAGCCAACATCTTCAATGCTGTAGTAAATTACCTGTTGCTCTATGTGCTAACACTGGGTGTGCTGTAAGTACCATTCCTTTAtttttATTtatatatatatatatatatatatatatatatatataTCaaaaaTTATAAatatatAAGCTACTtatataAAATATtatatataGTTTaaaaaTTACatatatatTGCTGTAGGTCTGAAGTCACATATAGGGCAGACCAAGTAAGGATGGTAGATTTCCATCCCTAAAGGACATTAGTGATCCAGAAGCAtttttACAATGATTATTTCATGGTCTACTGGG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 1 1 9 24 139 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGG CGGAGGCACACACATTCAAC 38 24 25 21 163 20 58,646 59,762 34,600 31,800 2,592,548 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 0 0 10 35 150 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGGA GCAAACAGATTCGGAGGCAC 37 35 25 22 174 20 60,028 59,831 33,600 50,100 2,196,754 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 0 0 10 26 141 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGGA TTCGGAGGCACACACATTCA 37 26 25 22 165 20 60,028 59,892 33,600 25,700 2,135,388 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 0 0 10 25 140 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGGA TCGGAGGCACACACATTCAA 37 25 25 22 164 20 60,028 59,892 33,600 26,900 2,135,388 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 0 0 10 24 139 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGGA CGGAGGCACACACATTCAAC 37 24 25 22 163 20 60,028 59,762 33,600 31,800 2,266,034 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr234_2 2 84 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_84_119 0 0 10 10 125 ggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTGGTGTGCAGAGATTGAGAAGGA TTCAACCACACAAACAGGCG 37 10 25 22 149 20 60,028 59,546 33,600 55,200 2,481,538 F 205 GGCagagagagagagGGAAGTgggggTGTGCAGAGATTGAGAAGgagagagaGCTATTGTTCTTGNTTGCgtgtgtGAGNGNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGTGTGCNCGCCTGTTtgtgtgGTTGAAtgtgtgtgCCTCCGAATCTGTTTGCGTTCATTTGTGCATGTCAGCGTATGTCAGTG

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 1 1 4 52 296 ACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATT ACAGAATAACTTGTTGCTTTCCC GAACTCCCAGGAGCCACATT 165 52 40 23 335 20 57,546 59,670 39,700 27,100 5,783,162 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 196 TCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTT TCAAGTTCTGTACAACCAAGCA AACTCCCAGGAGCCACATTG 67 51 139 22 334 20 58,120 59,961 39,100 28,200 3,918,743 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 220 AGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAGACATGTCTCCTTTCAGCAA AACTCCCAGGAGCCACATTG 92 51 115 21 334 20 57,223 59,961 39,100 28,200 3,815,851 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 255 GCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATT GCAAGTCTCCTGATGAGTGCA AACTCCCAGGAGCCACATTG 127 51 80 21 334 20 60,338 59,961 45,700 28,200 1,377,228 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 255 GCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATT GCAAGTCTCCTGATGAGTGC AACTCCCAGGAGCCACATTG 128 51 80 20 334 20 58,632 59,961 44,000 28,200 1,406,404 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 256 TGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGAT TGCAAGTCTCCTGATGAGTGC AACTCCCAGGAGCCACATTG 128 51 79 21 334 20 60,338 59,961 44,000 28,200 1,377,228 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 51 295 ACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATT ACAGAATAACTTGTTGCTTTCCC AACTCCCAGGAGCCACATTG 165 51 40 23 334 20 57,546 59,961 39,700 28,200 5,492,311 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 6 49 293 ACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATT ACAGAATAACTTGTTGCTTTCCC CTCCCAGGAGCCACATTGTC 165 49 40 23 332 20 57,546 60,394 39,700 31,800 5,847,104 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 8 51 193 AGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtg AGTTCTGTACAACCAAGCAACT AACTCCCAGGAGCCACATTG 64 51 142 22 334 20 58,114 59,961 31,600 28,200 3,924,867 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 8‐May 20 148 TGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGTGTGGTTCTCTGTTTGTGCCT AACTCCCAGGAGCCACATTG 20 51 187 21 334 20 60,065 59,961 47,500 28,200 1,103,503 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 9 18 146 TGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgTGGTTCTCTGTTTGTGCCTGT AACTCCCAGGAGCCACATTG 18 51 189 21 334 20 60,065 59,961 40,000 28,200 1,103,503 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 9 17 139 GGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgt GGTTCTCTGTTTGTGCCTGTG CAGGAGCCACATTGTCTGCT 17 45 190 21 328 20 59,665 60,322 36,600 42,400 1,657,146 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 10 14 135 CTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtg CTCTGTTTGTGCCTGTGTGT CAGGAGCCACATTGTCTGCT 14 45 194 20 328 20 58,617 60,322 37,200 42,400 1,704,798 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 11 14 136 TCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgt TCTCTGTTTGTGCCTGTGTGT CAGGAGCCACATTGTCTGCT 14 45 193 21 328 20 60,065 60,322 37,200 42,400 1,387,768 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr262_7 7 228 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_228_263 0 0 11 14 142 TCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgt TCTCTGTTTGTGCCTGTGTGT AACTCCCAGGAGCCACATTG 14 51 193 21 334 20 60,065 59,961 37,200 28,200 1,104,235 F 346 GTAACACCACTTGACAACCAATCAACActctctTCACATACAGAATAACTTGTTGCTTTCCCCTTTTATTGGTATTCTTGCAAGTCTCCTGATGAGTGCAAGACAAAGAAGATTAGACATGTCTCCTTTCAGCAATATTCAAGTTCTGTACAACCAAGCAACTATTCCAGTGTTtgtgtgtgTAAATGTGGTTCTCTGTTTGTGCCtgtgtgtttttGNGTTCATGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNTNCTTCTTCTCATTAGCTGTAACACAAACATTCCTCtttttGAGCAGACAATGTGGCTCCTGGGAGTTCCATTGAGTGGT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 1 1 3 44 291 TGCTAACTGCCGATATTCAATGTATGAGCATCATCC TGCTAACTGCCGATATTCAATGT CAGGCATATATTTATCATAGTGGTGGT 135 44 53 23 343 27 58,549 58,951 27,100 41,600 12,500,093 G 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 3 32 179 AATTGATGAAGCCACGCCACGCATATCAAATCAGG AATTGATGAAGCCACGCCAC AGTGGTGGTCTTGCAATTTGA 44 32 147 20 325 21 59,472 58,335 50,100 26,900 3,192,730 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 3 31 179 AATTGATGAAGCCACGCCACGCATATCAAATCAGG AATTGATGAAGCCACGCCAC AGTGGTGGTCTTGCAATTTGAA 44 31 147 20 325 22 59,472 58,970 50,100 26,900 3,557,856 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 45 292 TGCTAACTGCCGATATTCAATGTATGAGCATCATCC TGCTAACTGCCGATATTCAATGT ACAGGCATATATTTATCATAGTGGTGG 135 45 53 23 344 27 58,549 58,951 27,100 46,100 12,500,093 G 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 32 168 CCACGCCACGCATATCAAATCAGGGATTACTCATGACCACGCCACGCATATCAAAT AGTGGTGGTCTTGCAATTTGA 33 32 158 20 325 21 59,337 58,335 23,200 26,900 3,327,784 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 32 246 GCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCA GCATCATCCCTCTCATCAAGCT AGTGGTGGTCTTGCAATTTGA 109 32 80 22 325 21 60,225 58,335 37,400 26,900 4,889,737 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 32 247 AGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTC AGCATCATCCCTCTCATCAAGC AGTGGTGGTCTTGCAATTTGA 110 32 79 22 325 21 60,225 58,335 40,100 26,900 4,889,737 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 5 32 246 GCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCA GCATCATCCCTCTCATCAAGC AGTGGTGGTCTTGCAATTTGA 110 32 80 21 325 21 58,847 58,335 40,100 26,900 4,817,995 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 32 215 CCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTACCCTCATCCTCCTCACCAGA AGTGGTGGTCTTGCAATTTGA 80 32 111 20 325 21 60,032 58,335 38,600 26,900 2,696,881 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 32 216 TCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATT TCCCTCATCCTCCTCACCAG AGTGGTGGTCTTGCAATTTGA 81 32 110 20 325 21 60,032 58,335 40,000 26,900 2,696,881 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 31 215 CCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTACCCTCATCCTCCTCACCAGA AGTGGTGGTCTTGCAATTTGAA 80 31 111 20 325 22 60,032 58,970 38,600 26,900 3,062,007 D 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr268_2 2 211 62 18 2 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 7 47 294 TGCTAACTGCCGATATTCAATGTATGAGCATCATCC TGCTAACTGCCGATATTCAATGT CCACAGGCATATATTTATCATAGTGGT 135 47 53 23 346 27 58,549 58,951 27,100 41,600 12,500,093 G 348 TTTTGTCTGAAGTAAAGCCAATTCTATTGTAtttttCTAACTTCTCCTGTTTTGCTAACTGCCGATATTCAATGTATGAGCATCATCCCTCTCATCAAGCTTCACTTCTTCCCTCATCCTCCTCACCAGAAAATTCTCAGTTAATTAATTGATGAAGCCACGCCACGCATATCAAATCAGGGATTACTCATGACAAAATTGGATCTTCCGctctctTtctctctctctctctctctctctctctctctctctcTNNCACTCCctctctctctCAGTAGGATTAGTGGATTAAAAGACATTTATTTCAAATTGCAAGACCACCACTATGATAAatatatGCCTGTGGTT

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 2 36 256 GTTCGAATGGCCTCCTGCTATGATGTATCATTGTAT GTTCGAATGGCCTCCTGCTA GGGTAACATGTAAGATCTGCAGC 36 141 66 20 321 23 59,822 59,438 34,900 52,500 3,739,794 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 28 140 GTTCGAATGGCCTCCTGCTATGATGTATCATTGTAT GTTCGAATGGCCTCCTGCTA ATGACATGGCCAGGGTAGTG 36 28 66 20 205 20 59,822 59,452 34,900 27,400 0.726099 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 64 295 CCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATCCTTCAAGGAGCCTGCACAA GCTGTCTTTCTGGGTAACATGT 64 153 38 20 332 22 60,538 58,588 33,300 32,100 3,950,443 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 63 294 CTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGCTTCAAGGAGCCTGCACAAG GCTGTCTTTCTGGGTAACATGT 63 153 39 20 332 22 59,120 58,588 31,600 32,100 4,292,151 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 36 267 GTTCGAATGGCCTCCTGCTATGATGTATCATTGTAT GTTCGAATGGCCTCCTGCTA GCTGTCTTTCTGGGTAACATGT 36 153 66 20 332 22 59,822 58,588 34,900 32,100 3,590,454 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 33 264 CGAATGGCCTCCTGCTATGATGTATCATTGTATGAT CGAATGGCCTCCTGCTATGA GCTGTCTTTCTGGGTAACATGT 33 153 69 20 332 22 59,606 58,588 21,500 32,100 3,806,578 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 26 138 GTTCGAATGGCCTCCTGCTATGATGTATCATTGTAT GTTCGAATGGCCTCCTGCTA GACATGGCCAGGGTAGTGTG 36 26 66 20 203 20 59,822 60,393 34,900 38,200 0.571066 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 26 166 CCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATCCTTCAAGGAGCCTGCACAA GACATGGCCAGGGTAGTGTG 64 26 38 20 203 20 60,538 60,393 33,300 38,200 0.931055 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 26 203 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGA GGAGAAAGAGCATGGTTGTAGGA GACATGGCCAGGGTAGTGTG 98 26 1 23 203 20 60,055 60,393 29,400 38,200 3,448,092 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 Apr‐75 66 297 GTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAGTCCTTCAAGGAGCCTGCAC GCTGTCTTTCTGGGTAACATGT 66 153 36 20 332 22 60,958 58,588 45,700 32,100 4,370,274 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 20 129 CGAATGGCCTCCTGCTATGATGTATCATTGTATGAT CGAATGGCCTCCTGCTATGA GCCAGGGTAGTGTGCTTGAA 33 20 69 20 197 20 59,606 60,251 21,500 26,900 0.644919 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 20 132 GTTCGAATGGCCTCCTGCTATGATGTATCATTGTAT GTTCGAATGGCCTCCTGCTA GCCAGGGTAGTGTGCTTGAA 36 20 66 20 197 20 59,822 60,251 34,900 26,900 0.428795 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 20 160 CCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATCCTTCAAGGAGCCTGCACAA GCCAGGGTAGTGTGCTTGAA 64 20 38 20 197 20 60,538 60,251 33,300 26,900 0.788784 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 20 197 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGA GGAGAAAGAGCATGGTTGTAGG GCCAGGGTAGTGTGCTTGAA 99 20 1 22 197 20 58,726 60,251 31,800 26,900 3,525,015 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr294_2 2 122 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 20 197 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGA GGAGAAAGAGCATGGTTGTAGGA GCCAGGGTAGTGTGCTTGAA 98 20 1 23 197 20 60,055 60,251 29,400 26,900 3,305,821 B 332 GGAGAAAGAGCATGGTTGTAGGACTAATTGGAGAGGTCCTTCAAGGAGCCTGCACAAGCACAATTGTTCGAATGGCCTCCTGCTATGATGTATCATTGTATGATTCTAacacacTACACGGcacacacacacacacacacacacacacacacacacaCNNNNNNNNNNNNNNNNACATTCAAGCACACTACCCTGGCCATGTCATTAGTTATGTAGCTTTTGTTTGAAAGTGTTTTGTTGCAGTTATCTTTCAAACCTCTATTCCTCTTAAGGTTACTACAGTGAACCCCAAAATCAAGCTGCAGATCTTACATGTTACCCAGAAAGACAGC

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 8 13 138 ATCCACTAGTCCGTCCACCTATTGGACCATCCAtctct ATCCACTAGTCCGTCCACCT AAAGAAAGCCGTGCAGTTCT 13 49 127 20 264 20 59,665 58,320 40,000 30,100 2,015,699 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 49 258 GTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCGTCCAAGCAACCATCAGTCC AAAGAAAGCCGTGCAGTTCT 133 49 7 20 264 20 58,831 58,320 38,500 30,100 2,849,051 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 35 160 TCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCTCATCCAGCCATCCGTTCAC AAAGAAAGCCGTGCAGTTCT 35 49 105 20 264 20 60,108 58,320 31,800 30,100 1,788,041 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 19 138 TCACCCATCCACTAGTCCGTCCACCTATTGGACCATCTCACCCATCCACTAGTCCGT AGCCGTGCAGTTCTATTTGA 19 43 121 20 258 20 59,959 57,527 46,900 26,900 2,513,342 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 19 144 TCACCCATCCACTAGTCCGTCCACCTATTGGACCATCTCACCCATCCACTAGTCCGT AAAGAAAGCCGTGCAGTTCT 19 49 121 20 264 20 59,959 58,320 46,900 30,100 1,720,984 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 14 139 CATCCACTAGTCCGTCCACCTATTGGACCATCCAtct CATCCACTAGTCCGTCCACC AAAGAAAGCCGTGCAGTTCT 14 49 126 20 264 20 59,540 58,320 46,100 30,100 2,140,648 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 8 103 TCACCCATCCACTAGTCCGTCCACCTATTGGACCATCTCACCCATCCACTAGTCCGT CGTGATGAGAGAGGGAGGGA 19 8 121 20 223 20 59,959 60,106 46,900 42,000 0.147115 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 8 119 TCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCTCATCCAGCCATCCGTTCAC CGTGATGAGAGAGGGAGGGA 35 8 105 20 223 20 60,108 60,106 31,800 42,000 0.214172 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 49 201 TCCATTCAACCAACCGTCCATCCATCCGTCCATCCAATCCATTCAACCAACCGTCCA AAAGAAAGCCGTGCAGTTCT 76 49 64 20 264 20 59,525 58,320 40,200 30,100 2,154,951 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 49 253 AGCAACCATCAGtccatccatccaTTCAGTAATCCATCC AGCAACCATCAGTCCATCCA AAAGAAAGCCGTGCAGTTCT 128 49 12 20 264 20 59,006 58,320 34,100 30,100 2,674,584 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 49 257 TCCAAGCAACCATCAGtccatccatccaTTCAGTAATCC TCCAAGCAACCATCAGTCCA AAAGAAAGCCGTGCAGTTCT 132 49 8 20 264 20 59,230 58,320 40,200 30,100 2,450,837 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 13 221 TCCAAGCAACCATCAGtccatccatccaTTCAGTAATCC TCCAAGCAACCATCAGTCCA TGTTGCGTGATGAGAGAGGG 132 13 8 20 228 20 59,230 59,753 40,200 43,000 1,017,959 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 8 123 CCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCCATTCATCCAGCCATCCGT CGTGATGAGAGAGGGAGGGA 39 8 101 20 223 20 60,179 60,106 46,900 42,000 0.285478 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 8 212 AGCAACCATCAGtccatccatccaTTCAGTAATCCATCC AGCAACCATCAGTCCATCCA CGTGATGAGAGAGGGAGGGA 128 8 12 20 223 20 59,006 60,106 34,100 42,000 1,100,716 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 8 216 TCCAAGCAACCATCAGtccatccatccaTTCAGTAATCC TCCAAGCAACCATCAGTCCA CGTGATGAGAGAGGGAGGGA 132 8 8 20 223 20 59,230 60,106 40,200 42,000 0.876968 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 14 49 186 GTCCATCCATCCGTCCATCCAACCATTCATCCAGCCAGTCCATCCATCCGTCCATCC AAAGAAAGCCGTGCAGTTCT 61 49 79 20 264 20 59,965 58,320 35,100 30,100 1,715,795 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 14 49 197 TTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTTCAACCAACCGTCCATCCA AAAGAAAGCCGTGCAGTTCT 72 49 68 20 264 20 59,525 58,320 34,100 30,100 2,154,951 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 14 8 145 GTCCATCCATCCGTCCATCCAACCATTCATCCAGCCAGTCCATCCATCCGTCCATCC CGTGATGAGAGAGGGAGGGA 61 8 79 20 223 20 59,965 60,106 35,100 42,000 0.141927 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 16 49 194 AACCAACCGTCCATCCATCCGTCCATCCAACCATTCAAACCAACCGTCCATCCATCC AAAGAAAGCCGTGCAGTTCT 69 49 71 20 264 20 60,034 58,320 35,100 30,100 1,714,815 B 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 16 13 158 AACCAACCGTCCATCCATCCGTCCATCCAACCATTCAAACCAACCGTCCATCCATCC TGTTGCGTGATGAGAGAGGG 69 13 71 20 228 20 60,034 59,753 35,100 43,000 0.281937 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr300_2 2 160 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 16 8 153 AACCAACCGTCCATCCATCCGTCCATCCAACCATTCAAACCAACCGTCCATCCATCC CGTGATGAGAGAGGGAGGGA 69 8 71 20 223 20 60,034 60,106 35,100 42,000 0.140946 F 280 ATATTAGTCCAAGCAACCATCAGtccatccatccaTTCAGTAATCCATCCATCAGTCCATTCATCCATTCAACCAACCGTCCATCCATCCGTCCATCCAACCATTCATCCAGCCATCCGTTCACCCATCCACTAGTCCGTCCACCTATTGGACCATCCAtctctctctctctctctctctctctctctctctctcACTCTCCNTCCCTCCctctctCATCACGCAACATGACGAAATTTCAAATAGAACTGCACGGCTTTCTTTTGAGTCTTACCTTCTT

cons_gr333_2 2 23 123 18 4 AG AGAGAGAGAGAGCGGGCGAGAGACAGAGAGAGA GA_110_145 1 1 12 2 166 GAGGGAGAGCGGGCTAGTGACagagagagagagCGGGAGGGAGAGCGGGCTAGT CATCTCTCTGTCTCCCGCCT 3 2 2 18 167 20 60,124 60,755 25,700 55,200 2,878,597 G 168 CGAGGGAGAGCGGGCTAGTGACagagagagagagCGGGCgagagaCagagagagagagCAGGTGAGATACagagagagagNGGNNgagagaCagagagACagagagagNgagagagagagagagagagagagagagagagagagaGCAGGCGGGAGACagagagATGG

cons_gr333_2 2 23 123 18 4 AG AGAGAGAGAGAGCGGGCGAGAGACAGAGAGAGA GA_110_145 0 0 14 1 163 GGGAGAGCGGGCTAGTGACagagagagagagCGGGCGGGAGAGCGGGCTAGTGA ATCTCTCTGTCTCCCGCCTG 1 1 4 18 166 20 60,442 60,755 34,100 48,500 3,197,229 G 168 CGAGGGAGAGCGGGCTAGTGACagagagagagagCGGGCgagagaCagagagagagagCAGGTGAGATACagagagagagNGGNNgagagaCagagagACagagagagNgagagagagagagagagagagagagagagagagagaGCAGGCGGGAGACagagagATGG

cons_gr333_2 2 23 123 18 4 AG AGAGAGAGAGAGCGGGCGAGAGACAGAGAGAGA GA_110_145 0 0 14 1 165 GAGGGAGAGCGGGCTAGTGACagagagagagagCGGGAGGGAGAGCGGGCTAGT ATCTCTCTGTCTCCCGCCTG 3 1 2 18 166 20 60,124 60,755 25,700 48,500 2,878,597 G 168 CGAGGGAGAGCGGGCTAGTGACagagagagagagCGGGCgagagaCagagagagagagCAGGTGAGATACagagagagagNGGNNgagagaCagagagACagagagagNgagagagagagagagagagagagagagagagagagaGCAGGCGGGAGACagagagATGG

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 1 6 69 238 GATGAGACAAGCGCATGAACTATGAACTTTTGTTTAGATGAGACAAGCGCATGAACT CCCAAATTGTTTGCGGTCAA 82 69 9 21 246 20 58,995 57,769 30,100 31,800 4,236,665 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 69 239 TGATGAGACAAGCGCATGAACTATGAACTTTTGTTTTGATGAGACAAGCGCATGAA CCCAAATTGTTTGCGGTCAA 84 69 8 20 246 20 57,902 57,769 25,700 31,800 4,328,894 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 69 239 TGATGAGACAAGCGCATGAACTATGAACTTTTGTTTTGATGAGACAAGCGCATGAAC CCCAAATTGTTTGCGGTCAA 83 69 8 21 246 20 59,266 57,769 31,800 31,800 3,965,127 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 69 243 CCTATGATGAGACAAGCGCATGAACTATGAACTTTTCCTATGATGAGACAAGCGCA CCCAAATTGTTTGCGGTCAA 88 69 4 20 246 20 57,770 57,769 60,900 31,800 4,460,890 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 69 244 TCCTATGATGAGACAAGCGCATGAACTATGAACTTTTCCTATGATGAGACAAGCGCA CCCAAATTGTTTGCGGTCAA 88 69 3 21 246 20 59,243 57,769 60,900 31,800 3,987,753 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 69 245 TTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTCCTATGATGAGACAAGCGCA CCCAAATTGTTTGCGGTCAA 88 69 2 22 246 20 59,832 57,769 60,900 31,800 4,399,528 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 26 173 TCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTT TCTCCTGAACTGTATCTTTCACAT GCGGTCAATTTAAATACCAGTTGC 26 53 62 24 234 24 57,388 59,439 32,100 41,700 11,172,826 B 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 26 185 TCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTT TCTCCTGAACTGTATCTTTCACAT CCCAAATTGTTTGCGGTCAA 26 69 62 24 246 20 57,388 57,769 32,100 31,800 8,842,828 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 7 26 174 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACAT GCGGTCAATTTAAATACCAGTTGC 26 53 61 25 234 24 57,991 59,439 32,100 41,700 11,570,392 B 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 27 174 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACA GCGGTCAATTTAAATACCAGTTGC 27 53 61 24 234 24 57,581 59,439 35,800 41,700 10,980,697 B 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 27 186 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACA CCCAAATTGTTTGCGGTCAA 27 69 61 24 246 20 57,581 57,769 35,800 31,800 8,650,699 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 46 18 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 27 186 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACA CCCAAATTGTTTGCGGTCAAT 27 68 61 24 246 21 57,581 58,235 35,800 25,700 9,184,606 F 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 1 3 13 299 GATGAGACAAGCGCATGAACTATGAACTTTTGTTTAGATGAGACAAGCGCATGAACT TCCCTTATTATCTGTAATCAGTGTGGT 82 13 9 21 307 27 58,995 59,653 30,100 41,600 9,352,673 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 3 13 300 TGATGAGACAAGCGCATGAACTATGAACTTTTGTTTTGATGAGACAAGCGCATGAAC TCCCTTATTATCTGTAATCAGTGTGGT 83 13 8 21 307 27 59,266 59,653 31,800 41,600 9,081,134 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 4 13 299 TGATGAGACAAGCGCATGAACTATGAACTTTTGTTTTGATGAGACAAGCGCATGAAC CCCTTATTATCTGTAATCAGTGTGGT 83 13 8 21 306 26 59,266 58,490 31,800 41,600 9,243,458 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 5 13 238 ACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCT ACTGTATCTTTCACATATGTGTTTGTG TCCCTTATTATCTGTAATCAGTGTGGT 15 13 70 27 307 27 58,494 59,653 33,300 41,600 15,853,659 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 6 25 257 TCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTT TCTCCTGAACTGTATCTTTCACAT ACTGTACCCTTTCCCTTATTATCTGT 26 25 62 24 318 26 57,388 59,323 32,100 34,100 13,288,689 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 7 13 237 CTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTG CTGTATCTTTCACATATGTGTTTGTGT TCCCTTATTATCTGTAATCAGTGTGGT 14 13 71 27 307 27 58,494 59,653 37,200 41,600 15,853,659 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 25 257 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACA CTGTACCCTTTCCCTTATTATCTGT 27 25 61 24 317 25 57,581 57,862 35,800 34,100 13,557,538 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 25 258 TTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGT TTCTCCTGAACTGTATCTTTCACA ACTGTACCCTTTCCCTTATTATCTGT 27 25 61 24 318 26 57,581 59,323 35,800 34,100 13,096,560 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr343_3 3 112 156 18 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_112_147 0 0 8 13 236 TGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGT TGTATCTTTCACATATGTGTTTGTGT TCCCTTATTATCTGTAATCAGTGTGGT 14 13 72 26 307 27 57,610 59,653 37,200 41,600 15,737,001 G 326 TTTCCTATGATGAGACAAGCGCATGAACTATGAACTTTTGTTTACACCTTGTaaaaaCTATTCTCCTGAACTGTATCTTTCACATATGTGTTTGTGTTTTGTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCagagagagGAAGGGAGAATGTGTAAATAAATAATCCTCTTTATTTAAATCCACAAAAGCTTGCAACTGGTATTTAAATTGACCGCAAACAATTTgggggCTAAGacacacacacacacCTTACCTTCCAAAACCACACTGATTACAGATAATAAGGGAAAGGGTACAGtttttttCT

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 1 1 26 8 161 AGAAATATAGACAATCATGCACAGAAATACATAGa AGAAATATAGACAATCATGCACAGAA TGTGTCTATGTATTTCTGTGCATG 8 15 11 26 171 24 57,031 57,333 30,200 40,600 15,636,267 D 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 0 0 26 8 161 AGAAATATAGACAATCATGCACAGAAATACATAGa AGAAATATAGACAATCATGCACAGAA TGTGTCTATGTATTTCTGTGCATGA 8 14 11 26 171 25 57,031 58,594 30,200 30,700 15,374,799 D 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 0 0 27 13 167 acacacAGAAATATAGACAATCATGCACAGAAATAC ACACACAGAAATATAGACAATCATGCA TGTGTCTATGTATTTCTGTGCATGA 13 14 5 27 171 25 59,446 58,594 39,600 30,700 13,959,298 G 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 0 0 27 11 165 acacAGAAATATAGACAATCATGCACAGAAATACAT ACACAGAAATATAGACAATCATGCACA TGTGTCTATGTATTTCTGTGCATGA 11 14 7 27 171 25 59,446 58,594 45,700 30,700 13,959,298 G 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 0 0 27 11 165 acacAGAAATATAGACAATCATGCACAGAAATACAT ACACAGAAATATAGACAATCATGCACA TGTGTCTATGTATTTCTGTGCATG 11 15 7 27 171 24 59,446 57,333 45,700 40,600 14,220,766 G 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr346_2 2 45 88 18 2 AC ACACACACACACNCACNCAGAANNANAGANAATC NO 0 0 27 7 161 AGAAATATAGACAATCATGCACAGAAATACATAGa AGAAATATAGACAATCATGCACAGAAA TGTGTCTATGTATTTCTGTGCATGA 7 14 11 27 171 25 57,600 58,594 25,200 30,700 15,805,336 D 211 ATacacacacAGAAATATAGACAATCATGCACAGAAATACATAGacacacacacacNCACNCAGAANNANAGANAATCATGCACAGAAATACATAGacacacacacacacacacacacacacacacacacacAGAAATATAGACAATCATGCACAGAAATACATAGACACANNNNNNcacacacacacacaGAAATATAGACAATCATGCA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 3 42 194 TCTTGAACCGCTGCAGTCCACATGGTATAGGTACACTCTTGAACCGCTGCAGTCC GCCAGTGCTCAGTTTAATCCG 76 42 3 19 196 21 60,302 59,602 38,500 41,800 2,700,106 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 42 195 TTCTTGAACCGCTGCAGTCCACATGGTATAGGTACATTCTTGAACCGCTGCAGTCC GCCAGTGCTCAGTTTAATCCG 76 42 2 20 196 21 60,885 59,602 38,500 41,800 2,283,094 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 42 196 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACCTTCTTGAACCGCTGCAGTC GCCAGTGCTCAGTTTAATCCG 77 42 1 20 196 21 59,485 59,602 35,100 41,800 1,913,081 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 40 159 CCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGACCCACAGTGCTGTTAGGGAG GCCAGTGCTCAGTTTAATCCG 40 42 38 20 196 21 60,036 59,602 43,000 41,800 1,434,400 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 39 158 CCACAGTGCTGTTAGGGAGGGAATGGGTGAATGA CCACAGTGCTGTTAGGGAGG GCCAGTGCTCAGTTTAATCCG 39 42 39 20 196 21 60,036 59,602 43,000 41,800 1,434,400 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 38 157 CACAGTGCTGTTAGGGAGGGAATGGGTGAATGAG CACAGTGCTGTTAGGGAGGG GCCAGTGCTCAGTTTAATCCG 38 42 40 20 196 21 60,036 59,602 43,000 41,800 1,434,400 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 4 123 TTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtTTTGTGTGCGTATGTGTGCG GCCAGTGCTCAGTTTAATCCG 4 42 74 20 196 21 60,042 59,602 53,400 41,800 1,440,141 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 4 124 TTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtTTTGTGTGCGTATGTGTGCG TGCCAGTGCTCAGTTTAATCC 4 43 74 20 197 21 60,042 58,564 53,400 30,100 2,478,168 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr349_2 2 98 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 13 5 125 AGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgAGTTTGTGTGCGTATGTGTGC GCCAGTGCTCAGTTTAATCCG 5 42 72 21 196 21 60,003 59,602 45,700 41,800 2,401,290 F 199 CTTCTTGAACCGCTGCAGTCCACATGGTATAGGTACACCCACAGTGCTGTTAGGGAGGGAATGGGTGAATGAGTTtgtgtgCGTAtgtgtgCGCGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCATGTGTACAtttttATATCTGTATTTGATGGATTCAACGGATTAAACTGAGCACTGGCATA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 1 1 7 12 194 ATGAGCACGCAGGAACAGAAACACAAAGAGATAC ATGAGCACGCAGGAACAGAA TGCTCCTACCTACCTGTGTGT 29 12 27 20 220 21 59,965 60,203 30,200 37,200 1,238,454 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 0 0 Aug‐75 1 181 TGAGCACGCAGGAACAGAAACACAAAGAGATACA TGAGCACGCAGGAACAGAAA CCTGTGTGTGTTCCTGTGCA 28 1 28 20 208 20 60,179 60,748 25,200 45,700 0.926703 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 0 0 Aug‐75 1 182 ATGAGCACGCAGGAACAGAAACACAAAGAGATAC ATGAGCACGCAGGAACAGAA CCTGTGTGTGTTCCTGTGCA 29 1 27 20 208 20 59,965 60,748 30,200 45,700 0.782961 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 0 0 Aug‐75 1 191 TATGCAGACATGAGCACGCAGGAACAGAAACACAATATGCAGACATGAGCACGCA CCTGTGTGTGTTCCTGTGCA 38 1 18 20 208 20 60,108 60,748 52,400 45,700 0.855877 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 0 0 10 2 183 ATGAGCACGCAGGAACAGAAACACAAAGAGATAC ATGAGCACGCAGGAACAGAA ACCTGTGTGTGTTCCTGTGC 29 2 27 20 209 20 59,965 60,748 30,200 45,700 0.783322 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr35_3 3 76 112 18 2 AC ACACACACACACACACACACACACACACACACGCACAC_152_187 0 0 10 2 192 TATGCAGACATGAGCACGCAGGAACAGAAACACAATATGCAGACATGAGCACGCA ACCTGTGTGTGTTCCTGTGC 38 2 18 20 209 20 60,108 60,748 52,400 45,700 0.856239 G 232 AAGCAGAAacacacAACTATGCAGACATGAGCACGCAGGAACAGAAACACAAAGAGATACAAacacacacCGCATacacacacacacacacacacacacacacacacGcacacacacacacacacacacacacacacacacaNANACACAGacacacacacacacacacacacacacacacacacacATGCACAGGAacacacacAGGTAGGTAGGAGCAGAAacacacAAA

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 2 35 186 TGGGTAAACATGTTGCGGGTTCATTTAAGACTAGG TGGGTAAACATGTTGCGGGT TGGAAGTGTGGCCTGTGATC 49 35 71 20 256 20 60,179 59,963 52,800 29,200 0.215719 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 35 190 AGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGATTGGGTAAACATGTTGCGG TGGAAGTGTGGCCTGTGATC 51 35 67 22 256 20 59,508 59,963 56,900 29,200 2,528,425 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 35 256 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTACAGTTCTCTGACAGAATCCACT TGGAAGTGTGGCCTGTGATC 117 35 1 22 256 20 57,466 59,963 40,000 29,200 4,570,651 G 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 36 190 ATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGATTGGGTAAACATGTTGCGGG AATGGAAGTGTGGCCTGTGAT 50 36 69 21 258 21 59,452 59,924 61,300 30,600 2,624,293 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Mar‐75 5 138 AGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtg AGAGCAGTAAGAACGACATCAGA GTGGCCTGTGATCCAGTCTT 5 28 112 23 249 20 59,241 59,674 32,700 30,100 4,085,349 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 37 190 ATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGATTGGGTAAACATGTTGCGGG AATGGAAGTGTGGCCTGTGA 50 37 69 21 258 20 59,452 59,522 61,300 35,800 2,026,341 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 33 184 TGGGTAAACATGTTGCGGGTTCATTTAAGACTAGG TGGGTAAACATGTTGCGGGT GAAGTGTGGCCTGTGATCCA 49 33 71 20 254 20 60,179 59,963 52,800 34,100 0.215719 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 33 254 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTACAGTTCTCTGACAGAATCCACT GAAGTGTGGCCTGTGATCCA 117 33 1 22 254 20 57,466 59,963 40,000 34,100 4,570,651 G 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 32 183 TGGGTAAACATGTTGCGGGTTCATTTAAGACTAGG TGGGTAAACATGTTGCGGGT AAGTGTGGCCTGTGATCCAG 49 32 71 20 253 20 60,179 59,963 52,800 38,600 0.216290 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 32 253 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTACAGTTCTCTGACAGAATCCACT AAGTGTGGCCTGTGATCCAG 117 32 1 22 253 20 57,466 59,963 40,000 38,600 4,571,222 G 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 May‐75 2 139 GCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtGCAGTAAGAACGACATCAGAACT AAGTGTGGCCTGTGATCCAG 2 32 115 23 253 20 58,761 59,963 30,100 38,600 4,275,817 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr389_2 2 140 62 18 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 Jun‐75 1 139 GCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtGCAGTAAGAACGACATCAGAACTG AAGTGTGGCCTGTGATCCAG 1 32 115 24 253 20 59,909 59,963 31,600 38,600 4,127,945 D 258 CAGTTCTCTGACAGAATCCACTTACTCTGTTGTGTTATAATGATACAATACCTAAtttttCATTAGAGATTGGGTAAACATGTTGCGGGTTCATTTAAGACTAGGCACATGAGAGCAGTAAGAACGACATCAGAACTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGCAtgtgtgCgtgtgtgtgtGCTTTGCTAAAGCAANAAAAGCGAAACTAAGACTGGATCACAGGCCACACTTCCATT

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 4 35 149 CCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACACCTCTTCAGCCCTCACCATC CAAGAGAAGAGGCTGCAGGG 38 35 138 20 286 20 59,820 60,393 35,100 44,500 0.572665 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 159 CTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCTGGAGACTGCCTCTTCAGC CAAGAGAAGAGGCTGCAGGG 48 35 128 20 286 20 60,108 60,393 42,600 44,500 0.500962 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 178 CTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTC CTATCTGGCCGCAACTCCTC CAAGAGAAGAGGCTGCAGGG 67 35 109 20 286 20 60,250 60,393 37,100 44,500 0.642386 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 227 CAGCTCAAGGGACATCACCATTCActctctCACACGC CAGCTCAAGGGACATCACCA CAAGAGAAGAGGCTGCAGGG 116 35 60 20 286 20 59,674 60,393 41,700 44,500 0.718662 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 228 CCAGCTCAAGGGACATCACCATTCActctctCACACG CCAGCTCAAGGGACATCACC CAAGAGAAGAGGCTGCAGGG 117 35 59 20 286 20 60,394 60,393 40,200 44,500 0.786266 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 263 aCTCACAAGGCCATCACAGGGCATCTCCCTCACTGC ACTCACAAGGCCATCACAGG CAAGAGAAGAGGCTGCAGGG 152 35 24 20 286 20 59,963 60,393 40,000 44,500 0.430032 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 35 265 acaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGACACTCACAAGGCCATCACA CAAGAGAAGAGGCTGCAGGG 154 35 22 20 286 20 59,526 60,393 35,800 44,500 0.866484 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 24 135 ACCATCTTGAGGCCACTTCCACAGATCAATATGTGc ACCATCTTGAGGCCACTTCC CAAGAGAAGAGGCTGCAGGG 24 35 152 20 286 20 59,670 60,393 34,600 44,500 0.722325 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 23 134 CCATCTTGAGGCCACTTCCACAGATCAATATGTGcc CCATCTTGAGGCCACTTCCA CAAGAGAAGAGGCTGCAGGG 23 35 153 20 286 20 59,671 60,393 35,300 44,500 0.721989 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 19 130 CTTGAGGCCACTTCCACAGATCAATATGTGccccccA CTTGAGGCCACTTCCACAGA CAAGAGAAGAGGCTGCAGGG 19 35 157 20 286 20 59,602 60,393 34,100 44,500 0.790669 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 35 193 CGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCT CGCGCCCTCAGAACTCTATC CAAGAGAAGAGGCTGCAGGG 82 35 94 20 286 20 60,318 60,393 20,800 44,500 0.711004 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr44_3 3 196 36 18 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 35 270 CTcacacaCTCACAAGGCCATCACAGGGCATCTCCCT CTCACACACTCACAAGGCCA CAAGAGAAGAGGCTGCAGGG 159 35 17 20 286 20 60,179 60,393 53,600 44,500 0.571777 F 287 ATCTCATCACTCTAAGCTcacacaCTCACAAGGCCATCACAGGGCATCTCCCTCACTGCCAGCTCAAGGGACATCACCATTCActctctCACACGCGCCCTCAGAACTCTATCTGGCCGCAACTCCTCTGGAGACTGCCTCTTCAGCCCTCACCATCTTGAGGCCACTTCCACAGATCAATATGTGccccccACCcacacacacacacacacacacacacacacacacacaCCCTGGTATACCCCACTcccccAGCACAGCCCTTGCCCTGCAGCCTCTTCTCTTGC

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 1 1 4 57 216 TGCACAGGCGGatatatGCAGGAATTATTCTAAGTTATGCACAGGCGGATATATGCA CGGGACTCCTGTGATGTCAC 83 57 48 20 263 20 59,604 60,109 39,600 36,700 0.504675 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 57 225 GGGATTTGGTGCACAGGCGGatatatGCAGGAATTA GGGATTTGGTGCACAGGC CGGGACTCCTGTGATGTCAC 94 57 39 18 263 20 59,027 60,109 48,500 36,700 3,081,697 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 2 96 gagCCTATAAAGCAGTGGGAGTTCagagagagagagagGAGCCTATAAAGCAGTGGGAGT CTCCTGGTTCACTCGCTCTG 2 16 127 22 222 20 59,564 60,109 38,500 33,500 2,545,071 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 2 136 agCCTATAAAGCAGTGGGAGTTCagagagagagagagaAGCCTATAAAGCAGTGGGAGT CGGGACTCCTGTGATGTCAC 2 57 128 21 263 20 58,518 60,109 38,500 36,700 2,591,108 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 2 137 gagCCTATAAAGCAGTGGGAGTTCagagagagagagagGAGCCTATAAAGCAGTGGGAGT CGGGACTCCTGTGATGTCAC 2 57 127 22 263 20 59,564 60,109 38,500 36,700 2,544,788 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 6 93 278 GGATTTGGTGCACAGGCGGatatatGCAGGAATTAT GGATTTGGTGCACAGGCG CATCTCCTCTGTGCCGAGTC 93 111 40 18 317 20 59,432 59,898 55,200 33,600 2,670,210 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 6 93 299 GGATTTGGTGCACAGGCGGatatatGCAGGAATTAT GGATTTGGTGCACAGGCG ACTCACCTGTCACTCACCAA 93 132 40 18 338 20 59,432 58,504 55,200 36,700 4,064,150 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 6 57 224 GGATTTGGTGCACAGGCGGatatatGCAGGAATTAT GGATTTGGTGCACAGGCG CGGGACTCCTGTGATGTCAC 93 57 40 18 263 20 59,432 60,109 55,200 36,700 2,676,705 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 6 16 183 GGATTTGGTGCACAGGCGGatatatGCAGGAATTAT GGATTTGGTGCACAGGCG CTCCTGGTTCACTCGCTCTG 93 16 40 18 222 20 59,432 60,109 55,200 33,500 2,676,988 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 92 277 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG CATCTCCTCTGTGCCGAGTC 92 111 41 18 317 20 59,432 59,898 61,300 33,600 2,670,210 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 92 278 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG TCATCTCCTCTGTGCCGAGT 92 112 41 18 318 20 59,432 60,324 61,300 41,800 2,891,906 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 92 298 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG ACTCACCTGTCACTCACCAA 92 132 41 18 338 20 59,432 58,504 61,300 36,700 4,064,150 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 92 299 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG AACTCACCTGTCACTCACCA 92 133 41 18 339 20 59,432 58,504 61,300 41,700 4,064,150 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 57 223 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG CGGGACTCCTGTGATGTCAC 92 57 41 18 263 20 59,432 60,109 61,300 36,700 2,676,705 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 18 184 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG AACTCCTGGTTCACTCGCTC 92 18 41 18 224 20 59,432 59,681 61,300 50,300 2,886,852 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 16 182 GATTTGGTGCACAGGCGGatatatGCAGGAATTATTCGATTTGGTGCACAGGCGG CTCCTGGTTCACTCGCTCTG 92 16 41 18 222 20 59,432 60,109 61,300 33,500 2,676,988 B 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 89 276 ATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATA CATCTCCTCTGTGCCGAGTC 89 111 42 20 317 20 60,035 59,898 25,900 33,600 0.136693 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 89 297 ATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATA ACTCACCTGTCACTCACCAA 89 132 42 20 338 20 60,035 58,504 25,900 36,700 1,530,634 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 88 275 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT CATCTCCTCTGTGCCGAGTC 88 111 43 20 317 20 60,035 59,898 16,300 33,600 0.136693 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 88 276 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT TCATCTCCTCTGTGCCGAGT 88 112 43 20 318 20 60,035 60,324 16,300 41,800 0.358390 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 88 296 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT ACTCACCTGTCACTCACCAA 88 132 43 20 338 20 60,035 58,504 16,300 36,700 1,530,634 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 88 297 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT AACTCACCTGTCACTCACCA 88 133 43 20 339 20 60,035 58,504 16,300 41,700 1,530,634 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 57 221 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT CGGGACTCCTGTGATGTCAC 88 57 43 20 263 20 60,035 60,109 16,300 36,700 0.143188 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 57 222 ATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATA CGGGACTCCTGTGATGTCAC 89 57 42 20 263 20 60,035 60,109 25,900 36,700 0.143188 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 18 182 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT AACTCCTGGTTCACTCGCTC 88 18 43 20 224 20 60,035 59,681 16,300 50,300 0.353336 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 16 180 TTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATAT CTCCTGGTTCACTCGCTCTG 88 16 43 20 222 20 60,035 60,109 16,300 33,500 0.143472 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA
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cons_gr455_2 2 151 36 18 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 10 16 181 ATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTATTTGGTGCACAGGCGGATA CTCCTGGTTCACTCGCTCTG 89 16 42 20 222 20 60,035 60,109 25,900 33,500 0.143472 F 343 AGACGGAGAACGAGTGAGTAGCAAATTAGGTTCACATGGGGATTTGGTGCACAGGCGGatatatGCAGGAATTATTCTAAGTTAATTGAGAAAGTAATTAAATTAAGCTAACTAAACAACATAagagagCCTATAAAGCAGTGGGAGTTCagagagagagagagagagagagagagagagagagagACAGTCCATAAAACAGCAGAGCGAGTGAACCAGGAGTTTACAGATAAAATCTATTAAGTGACATCACAGGAGTCCCGTAAGTTGATTGGATGTTAAGTATTGGTCTTTCCGGACTCGGCACAGAGGAGATGATTGGTGAGTGACAGGTGAGTTAGTA

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 1 1 2 52 203 GCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGG GCAGGCCGAAGAGTTGAAAT TTCCTTTGAGCGAGGGTCAC 66 52 5 20 207 20 58,831 59,965 21,700 36,700 1,203,609 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 52 204 GGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGG GGCAGGCCGAAGAGTTGAAA TTCCTTTGAGCGAGGGTCAC 67 52 4 20 207 20 60,889 59,965 26,900 36,700 0.924082 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 35 172 GGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAGGGTCTCAAAGCACCAAAGG TTCCTTTGAGCGAGGGTCAC 35 52 36 20 207 20 59,038 59,965 31,100 36,700 0.996649 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 23 175 GGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGG GGCAGGCCGAAGAGTTGAAA CCCAAGTGAAATTAGCGCCG 67 23 4 20 178 20 60,889 59,901 26,900 64,600 0.987915 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 4 112 TGAAATGGCAGGAGGTACGTGCAAacacacacacaca TGAAATGGCAGGAGGTACGT CCCAAGTGAAATTAGCGCCG 4 23 67 20 178 20 59,019 59,901 35,700 64,600 1,079,911 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 4 141 TGAAATGGCAGGAGGTACGTGCAAacacacacacaca TGAAATGGCAGGAGGTACGT TTCCTTTGAGCGAGGGTCAC 4 52 67 20 207 20 59,019 59,965 35,700 36,700 1,016,078 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 41 193 GGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGG GGCAGGCCGAAGAGTTGAAA GAGGGTCACTCGGTGAATCC 67 41 4 20 196 20 60,889 59,824 26,900 30,100 1,065,176 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 4 130 TGAAATGGCAGGAGGTACGTGCAAacacacacacaca TGAAATGGCAGGAGGTACGT GAGGGTCACTCGGTGAATCC 4 41 67 20 196 20 59,019 59,824 35,700 30,100 1,157,172 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr505_2 2 91 45 18 1.5 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 13 133 GGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAGGGTCTCAAAGCACCAAAGG ATTAGCGCCGTTCTCCCTTT 35 13 36 20 168 20 59,038 59,748 31,100 31,100 1,213,951 B 209 AGTGGCAGGCCGAAGAGTTGAAATAAGGCAGTAAAGGGTCTCAAAGCACCAAAGGTCCATGTAAGATGAAATGGCAGGAGGTACGTGCAAacacacacacacacacacacacacacacacacacaccatcatcatTGCATGTGGGGCAAAAGGGAGAACGGCGCTAATTTCACTTGGGATTCACCGAGTGACCCTCGCTCAAAGGAAGC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 1 1 Dec‐75 22 169 CCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTCCTTTGGCCTTGCGTACAAC ACAGTGAGAGAGACAGAGGG 61 22 112 20 280 20 60,040 57,786 33,200 43,000 2,253,903 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 Dec‐75 22 194 TGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGTGCTCTTAAATTCCCAGTTGTCT ACAGTGAGAGAGACAGAGGG 83 22 87 23 280 20 58,014 57,786 34,100 43,000 7,199,914 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 Dec‐75 22 249 ttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTT TTCTTGTATTTGAAGAGCAGCTTT ACAGTGAGAGAGACAGAGGG 137 22 32 24 280 20 57,360 57,786 35,100 43,000 8,854,008 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 169 CTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGCTTTGGCCTTGCGTACAACA GACAGTGAGAGAGACAGAGGG 60 22 113 20 281 21 59,334 58,908 33,300 43,000 2,757,377 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 170 CCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTCCTTTGGCCTTGCGTACAAC GACAGTGAGAGAGACAGAGGG 61 22 112 20 281 21 60,040 58,908 33,200 43,000 2,131,069 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 194 GCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGCTCTTAAATTCCCAGTTGTCTAGC GACAGTGAGAGAGACAGAGGG 80 22 88 25 281 21 59,935 58,908 34,200 43,000 7,156,887 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 195 TGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGTGCTCTTAAATTCCCAGTTGTCT GACAGTGAGAGAGACAGAGGG 83 22 87 23 281 21 58,014 58,908 34,100 43,000 7,077,079 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 250 ttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTT TTCTTGTATTTGAAGAGCAGCTTT GACAGTGAGAGAGACAGAGGG 137 22 32 24 281 21 57,360 58,908 35,100 43,000 8,731,173 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr563_2 2 193 46 18 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNCCT_193_228 0 0 13.75 22 251 tttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTTTTCTTGTATTTGAAGAGCAGCTT GACAGTGAGAGAGACAGAGGG 138 22 31 24 281 21 57,360 58,908 37,400 43,000 8,731,173 F 281 AACAAGGAAAGAATTCATGGAAATTATGtttttCTTGTATTTGAAGAGCAGCTTTTAAATGTTCACTTAGAATTTTCTTGGAATTATGCTCTTAAATTCCCAGTTGTCTAGCCTTTGGCCTTGCGTACAACATATTTCTGCAGCTACTGNCTCNTCANCCGCNCTCTCNTTTCTNTCTCTNtctctctcTNNctctctctctctctctctctctctctctctctctctCNctctctctGCTGcacacactctctTTTTcccccTCTGtctctctcACTGTC

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 1 1 May‐75 6 109 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG GTGATTCCCACGTCTGCCA 28 6 43 20 151 19 57,123 60,004 35,100 49,200 3,880,882 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 28 165 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG CCCACCTCTTCCACTGGTTT 28 61 43 20 207 20 57,123 59,521 35,100 32,700 3,355,550 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 28 166 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG ACCCACCTCTTCCACTGGTT 28 62 43 20 208 20 57,123 60,698 35,100 36,700 3,574,897 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 6 28 167 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG TACCCACCTCTTCCACTGGT 28 63 43 20 209 20 57,123 59,807 35,100 40,000 3,069,609 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 Jun‐75 5 109 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG GTGATTCCCACGTCTGCCAC 28 5 43 20 151 20 57,123 61,299 35,100 50,100 4,175,902 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr572_2 2 91 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 7 5 108 AAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAA AAAGCTTTGGTGCAAGACTG TGATTCCCACGTCTGCCAC 28 5 43 20 150 19 57,123 60,004 35,100 50,100 3,880,882 F 244 CTTTAAAACAGAGACTGGCAGGAAAATTATGaaaaaTCTTTTAAAGCTTTGGTGCAAGACTGCAGCAGtttttATGTAAACTTACTCTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTGGTGGCAGACGTGGGAATCACATGCAATTGGTTCTAAAGGTAGACACGAAGGAATTAAAACCAGTGGAAGAGGTGGGTAGTCNTTTAAACCAAGCAAACAAAATCACATGAGCT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 1 1 13 37 290 TGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGT TGCGTTTATCAGTTTAAGCTGGG ACGTTTGGATACGCAACAGA 37 174 2 23 291 20 59,561 57,842 44,500 34,100 5,596,615 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 13 37 296 TGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGT TGCGTTTATCAGTTTAAGCTGGG GCTGATACGTTTGGATACGCA 37 179 2 23 297 21 59,561 58,802 44,500 52,400 5,637,187 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 13 37 297 TGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGT TGCGTTTATCAGTTTAAGCTGGG TGCTGATACGTTTGGATACGC 37 180 2 23 298 21 59,561 58,802 44,500 44,200 5,637,187 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 13 24 264 AAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCT AAGCTGGGAGTTTGTGTCTGT CGCAACAGATTCGTTGTTTGC 24 162 17 21 280 21 59,787 59,552 34,100 36,800 2,660,873 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 140 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT AGACACACATGCCCAGCTC 24 41 18 20 157 19 59,160 60,003 34,100 40,900 1,842,815 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 143 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT AACAGACACACATGCCCAGC 24 43 18 20 160 20 59,160 61,175 34,100 48,500 2,014,658 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 146 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT AGAAACAGACACACATGCCCA 24 45 18 20 163 21 59,160 60,134 34,100 53,600 1,973,769 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 198 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT ACACCAAGCTCACAGACAGA 24 98 18 20 215 20 59,160 58,877 34,100 34,100 1,963,023 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 222 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT GTGAGCTGTGCTTCAATCACG 24 121 18 20 239 21 59,160 60,136 34,100 43,500 1,976,087 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 223 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT CGTGAGCTGTGCTTCAATCAC 24 122 18 20 240 21 59,160 60,136 34,100 30,600 1,976,087 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 24 263 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT CGCAACAGATTCGTTGTTTGC 24 162 18 20 280 21 59,160 59,552 34,100 36,800 2,287,885 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 23 123 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT TCACACAGAGAAACGCCACA 24 23 18 20 140 20 59,160 59,823 34,100 41,700 1,016,857 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 14 4 104 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGT ATGTACACCTGCACGCACAT 24 4 18 20 121 20 59,160 60,322 34,100 32,100 1,161,510 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 15 23 123 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGTT TCACACAGAGAAACGCCACA 23 23 18 21 140 20 59,787 59,823 31,600 41,700 1,389,845 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr584_2 2 62 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_62_97 0 0 15 23 263 AGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTggAGCTGGGAGTTTGTGTCTGTT CGCAACAGATTCGTTGTTTGC 23 162 18 21 280 21 59,787 59,552 31,600 36,800 2,660,873 F 327 GTGCGTTTATCAGTTTAAGCTGGGAGTTTGTGTCTGTTTATCATTGTTTGCTgggggggTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNNACATGTGCGTGCAGGTGTACATGTGGCGTTTCTCtgtgtgAGCTGGGCAtgtgtgTCTGTTTCTTATTGTGAGCTAGGAGTGTTTGTGACAGTATTTCTGTCTGTGAGCTTGGTGTATACGTGATTGAAGCACAGCTCACGCATTGCCATAAATATAAATGCAAACAACGAATCTGTTGCGTATCCAAACGTATCAGCAGAGATTTTCAGGTTGTGTTACTGACCTGT

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 4 9 127 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT CAGCCATAGATTCGCAACGC 10 9 54 24 180 20 57,274 60,042 14,000 48,400 6,768,329 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 177 AGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtt AGATGCTGTCAGACCTGCTG CAGCCATAGATTCGCAACGC 64 9 4 20 180 20 59,750 60,042 44,100 48,400 0.291515 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 178 CAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAt CAGATGCTGTCAGACCTGCT CAGCCATAGATTCGCAACGC 65 9 3 20 180 20 59,750 60,042 42,400 48,400 0.291515 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 179 TCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTATCAGATGCTGTCAGACCTGC CAGCCATAGATTCGCAACGC 66 9 2 20 180 20 59,751 60,042 48,500 48,400 0.290404 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 8 126 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT AGCCATAGATTCGCAACGCT 10 8 54 24 179 20 57,274 60,179 14,000 50,700 6,905,563 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 66 260 TCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTATCAGATGCTGTCAGACCTGC CACAGCGTCACAGTCACACT 66 90 2 20 261 20 59,751 60,528 48,500 35,500 0.777032 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 65 259 CAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAt CAGATGCTGTCAGACCTGCT CACAGCGTCACAGTCACACT 65 90 3 20 261 20 59,750 60,528 42,400 35,500 0.778143 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 64 258 AGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtt AGATGCTGTCAGACCTGCTG CACAGCGTCACAGTCACACT 64 90 4 20 261 20 59,750 60,528 44,100 35,500 0.778143 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 10 208 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT CACAGCGTCACAGTCACACT 10 90 54 24 261 20 57,274 60,528 14,000 35,500 7,254,957 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 10 210 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT TACACAGCGTCACAGTCACA 10 92 54 24 263 20 57,274 59,258 14,000 35,800 7,468,405 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 118 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT ATTCGCAACGCTTCATCACG 10 0 54 24 171 20 57,274 59,905 14,000 43,500 6,821,735 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 61 229 AGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtt AGATGCTGTCAGACCTGCTG CTCTCCCTCACATGCTCACC 64 61 4 20 232 20 59,750 59,822 44,100 40,200 0.427281 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 61 230 CAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAt CAGATGCTGTCAGACCTGCT CTCTCCCTCACATGCTCACC 65 61 3 20 232 20 59,750 59,822 42,400 40,200 0.427281 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 61 231 TCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTATCAGATGCTGTCAGACCTGC CTCTCCCTCACATGCTCACC 66 61 2 20 232 20 59,751 59,822 48,500 40,200 0.426170 G 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 10 179 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT CTCTCCCTCACATGCTCACC 10 61 54 24 232 20 57,274 59,822 14,000 40,200 6,904,095 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 10 209 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT ACACAGCGTCACAGTCACAC 10 91 54 24 262 20 57,274 60,806 14,000 38,200 7,532,592 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 10 180 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT GCTCTCCCTCACATGCTCAC 10 62 54 24 233 20 57,274 60,462 14,000 35,100 7,188,183 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr607_2 2 88 64 18 2 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 10 182 AGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgAGATTTCCAGCATCTGCAATATTT TTGCTCTCCCTCACATGCTC 10 64 54 24 235 20 57,274 59,749 14,000 42,600 6,977,844 D 281 CTCAGATGCTGTCAGACCTGCTGAGTTTTGCCAGGTAtttttGtttttGTTTTAGATTTCCAGCATCTGCAATATTTTGGTTTTATAtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTCtgtgtgtgtgtgtgCGTGATGAAGCGTTGCGAATCTATGGCTGTGTTTCAGAAAACATGTGACTGTGCATGTAATGGTGAGCATGTGAGGGAGAGCAATGAAGCAGTGTGACTGTGACGCTGTGTATTTGTTATTCACGAAGTG

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 1 1 4 20 299 CCAAGGTGGCAATAGTAATAATCCAAATACAGTTG CCAAGGTGGCAATAGTAATAATCCA GGGTTATTAAAGGTCACGAACTGA 194 20 24 25 322 24 58,932 58,760 34,100 34,100 11,308,130 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 4 20 300 TCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGTCCAAGGTGGCAATAGTAATAATCCA GGGTTATTAAAGGTCACGAACTGA 194 20 23 26 322 24 60,126 58,760 34,100 34,100 11,366,453 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 5 20 300 TCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGTCCAAGGTGGCAATAGTAATAATCC GGGTTATTAAAGGTCACGAACTGA 195 20 23 25 322 24 58,696 58,760 30,100 34,100 11,543,959 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 6 38 161 TCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGTCAACTCGCAATTGGCCAAA GGTCTGGGCCTTTCAACAGA 38 47 185 20 345 20 58,964 59,890 32,800 34,100 1,146,409 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 6 38 164 TCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGTCAACTCGCAATTGGCCAAA TCAGGTCTGGGCCTTTCAAC 38 50 185 20 348 20 58,964 59,890 32,800 31,800 1,146,409 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 6 21 138 TCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGTCAACTCGCAATTGGCCAAA GGGTTATTAAAGGTCACGAACTG 38 21 185 20 322 23 58,964 57,459 32,800 31,600 6,577,021 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 6 20 138 TCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGTCAACTCGCAATTGGCCAAA GGGTTATTAAAGGTCACGAACTGA 38 20 185 20 322 24 58,964 58,760 32,800 34,100 6,276,043 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 57 246 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA TAAAGCTTCAGGTCTGGGCC 111 57 110 22 355 20 59,893 59,672 49,200 58,000 2,435,636 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 52 241 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA CTTCAGGTCTGGGCCTTTCA 111 52 110 22 350 20 59,893 59,598 49,200 26,900 2,509,116 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 51 240 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA TTCAGGTCTGGGCCTTTCAA 111 51 110 22 349 20 59,893 59,150 49,200 26,900 2,957,478 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 50 239 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA TCAGGTCTGGGCCTTTCAAC 111 50 110 22 348 20 59,893 59,890 49,200 31,800 2,217,864 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 48 237 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA AGGTCTGGGCCTTTCAACAG 111 48 110 22 346 20 59,893 59,889 49,200 31,600 2,218,631 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 47 236 TGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGAAGGTGAGTATGTTTGCCA GGTCTGGGCCTTTCAACAGA 111 47 110 22 345 20 59,893 59,890 49,200 34,100 2,217,864 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 39 162 TTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGG TTCAACTCGCAATTGGCCAA GGTCTGGGCCTTTCAACAGA 39 47 184 20 345 20 58,964 59,890 45,200 34,100 1,146,409 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr624_3 3 243 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_243_278 0 0 8 20 139 TTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGG TTCAACTCGCAATTGGCCAA GGGTTATTAAAGGTCACGAACTGA 39 20 184 20 322 24 58,964 58,760 45,200 34,100 6,276,043 F 371 ATAATCACGCAAGGGTTTAACATCCAAGGTGGCAATAGTAATAATCCAAATACAGTTGNAGACAACATGTTCTTCCCCATCCATCTGTTTGGAGTTTAGTATGATTGCTTGGAAGGTGAGTATGTTTGCCATTTTCGAACTGTAATGGCATTACCAGCAAGAGAAAGAGTGAAAGTTTGAAAATTCAACTCGCAATTGGCCAAATATTTGTAGTTCAGGGGAACGGCGGGGACAGTGAGATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgANNgtgtgtATGtttttttttCAGTTCGTGACCTTTAATAAccccccTCTGTTGAAAGGCCCAGACCTGAAGCTTTAAACCAttttttttttC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 1 1 Feb‐75 10 189 CAGGGCTTTCAGTAAAGTGGAACAGCAGATACATA CAGGGCTTTCAGTAAAGTGGA TGCCTGTAAGTGCTCTCCAC 93 10 30 21 218 20 57,860 59,678 40,200 40,200 3,461,996 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 0 0 Feb‐75 10 190 ACAGGGCTTTCAGTAAAGTGGAACAGCAGATACAT ACAGGGCTTTCAGTAAAGTGGA TGCCTGTAAGTGCTCTCCAC 93 10 29 22 218 20 59,558 59,678 40,200 40,200 2,763,421 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 0 0 3 10 187 GGGCTTTCAGTAAAGTGGAACAGCAGATACATAAC GGGCTTTCAGTAAAGTGGAACA TGCCTGTAAGTGCTCTCCAC 90 10 32 22 218 20 58,781 59,678 31,800 40,200 3,540,952 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 0 0 3 10 188 AGGGCTTTCAGTAAAGTGGAACAGCAGATACATAAAGGGCTTTCAGTAAAGTGGAACA TGCCTGTAAGTGCTCTCCAC 90 10 31 23 218 20 60,118 59,678 31,800 40,200 3,439,334 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 0 0 3 10 190 ACAGGGCTTTCAGTAAAGTGGAACAGCAGATACAT ACAGGGCTTTCAGTAAAGTGG TGCCTGTAAGTGCTCTCCAC 94 10 29 21 218 20 58,136 59,678 40,000 40,200 3,185,480 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr643_2 2 144 45 18 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGGT_153_188 0 0 3 10 190 ACAGGGCTTTCAGTAAAGTGGAACAGCAGATACAT ACAGGGCTTTCAGTAAAGTGGAA TGCCTGTAAGTGCTCTCCAC 92 10 29 23 218 20 60,118 59,678 35,300 40,200 3,439,334 B 247 GAAGAGGTTACCAAGTTCTTCCATGATAACAGGGCTTTCAGTAAAGTGGAACAGCAGATACATAACANTTTCGTTATANACCTAGNTACTATATGAAAAGCATCTGACAGTNTAATTCTGGANTGTGCCTTCCAAACTGNNGCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACGCGTGTGGAGAGCACTTACAGGCATATACCTTTAGGGTGAAGTNTAACTCTTC

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 1 1 12 17 140 AAAGATATAGGGACagagagGAAGGGAGACAGAGAAAAGATATAGGGACAGAGAGGAAGG TTCTTGTCTCTGTCTCTCTCTTCC 17 38 27 25 166 24 58,919 59,235 34,600 34,600 10,846,180 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 12 17 140 AAGATATAGGGACagagagGAAGGGAGACAGAGACAAGATATAGGGACAGAGAGGAAGG ATTCTTGTCTCTGTCTCTCTCTTCC 17 38 28 24 167 25 58,350 59,581 34,600 34,600 11,069,123 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 12 16 140 AAGATATAGGGACagagagGAAGGGAGACAGAGACAAGATATAGGGACAGAGAGGAAGGG ATTCTTGTCTCTGTCTCTCTCTTCC 16 38 28 25 167 25 60,460 59,581 39,500 34,600 10,879,263 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 14 13 127 GGGACagagagGAAGGGAGACAGAGACAAACATga GGGACAGAGAGGAAGGGAGA TGTCTCTGTCTCTCTCTTCCTC 13 36 36 20 162 22 59,663 58,050 37,100 37,100 4,287,134 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 15 14 128 AGGGACagagagGAAGGGAGACAGAGACAAACATg AGGGACAGAGAGGAAGGGAG TGTCTCTGTCTCTCTCTTCCTCT 14 35 35 20 162 23 59,662 59,413 43,000 36,900 3,925,181 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr672_2 2 69 36 18 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNO 0 0 15 13 127 GGGACagagagGAAGGGAGACAGAGACAAACATga GGGACAGAGAGGAAGGGAGA TGTCTCTGTCTCTCTCTTCCTCT 13 35 36 20 162 23 59,663 59,413 37,100 36,900 3,923,798 F 201 agagagagAAagagagagagATAATAAAAGATATAGGGACagagagGAAGGGAGACAGAGACAAACATgagagagagagagagagagagagagagagagagagaAAGTGAAANANATAGCGNCAGATACCATGAGTAagagagGAagagagagACAGAGACAAGAATgagagagagagagaAAAAGTGAAATATACAGGGN

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 1 1 2 25 160 CGCCACAATAGGAGGTGCTACAGCCAATTAAATCC CGCCACAATAGGAGGTGCTA CAAGTCGACTCAGTGTGGGT 25 59 32 20 191 20 59,536 59,611 34,900 45,100 0.853427 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 55 190 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCAGCATTTGACTCCAGTTCAGGA AAGTCGACTCAGTGTGGGTT 55 58 1 21 190 20 58,217 58,879 38,600 41,100 3,903,665 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 55 191 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCAGCATTTGACTCCAGTTCAGGA CAAGTCGACTCAGTGTGGGT 55 59 1 21 191 20 58,217 59,611 38,600 45,100 3,172,525 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 55 268 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCAGCATTTGACTCCAGTTCAGGA TTCTGAGACAGTCCAAGTCTATTT 55 132 1 21 268 24 58,217 57,328 38,600 14,000 9,455,401 F 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 28 240 CCCGCCACAATAGGAGGTGCTACAGCCAATTAAAT CCCGCCACAATAGGAGGTG TTTCTGAGACAGTCCAAGTCTATT 28 133 30 19 269 24 60,153 57,328 40,000 17,300 7,825,434 F 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 28 240 CCCGCCACAATAGGAGGTGCTACAGCCAATTAAAT CCCGCCACAATAGGAGGTG TTTCTGAGACAGTCCAAGTCTATTT 28 132 30 19 269 25 60,153 57,933 40,000 14,000 8,220,664 F 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 3 16 151 AGGAGGTGCTACAGCCAATTAAATCCATCTTTTCAT AGGAGGTGCTACAGCCAATT CAAGTCGACTCAGTGTGGGT 16 59 41 20 191 20 59,005 59,611 23,200 45,100 1,384,415 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 4 55 192 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCAGCATTTGACTCCAGTTCAGGA ACAAGTCGACTCAGTGTGGG 55 60 1 21 192 20 58,217 59,611 38,600 46,100 3,172,525 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 4 25 161 CGCCACAATAGGAGGTGCTACAGCCAATTAAATCC CGCCACAATAGGAGGTGCTA ACAAGTCGACTCAGTGTGGG 25 60 32 20 192 20 59,536 59,611 34,900 46,100 0.853427 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 8 6 107 CGCCACAATAGGAGGTGCTACAGCCAATTAAATCC CGCCACAATAGGAGGTGCTA AGCGCCTGAAATGCATCTTG 25 6 32 20 138 20 59,536 59,545 34,900 30,200 0.918636 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 8 5 97 AGGAGGTGCTACAGCCAATTAAATCCATCTTTTCAT AGGAGGTGCTACAGCCAATT GCGCCTGAAATGCATCTTGT 16 5 41 20 137 20 59,005 59,828 23,200 31,600 1,166,927 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr675_2 2 77 36 18 1 AT TATATATATATATATATATATATATATATATATATA TA_77_112 0 0 8 5 106 CGCCACAATAGGAGGTGCTACAGCCAATTAAATCC CGCCACAATAGGAGGTGCTA GCGCCTGAAATGCATCTTGT 25 5 32 20 137 20 59,536 59,828 34,900 31,600 0.635939 A 283 GCATTTGACTCCAGTTCAGGAGTTCTAACCCCGCCACAATAGGAGGTGCTACAGCCAATTAAATCCATCTTTTCATtatatatatatatatatatatatatatatatatataNNAACACAAGATGCATTTCAGGCGCTATTTAAAAGGACATCTGCAATCCATTATACATAACCCACACTGAGTCGACTTGTAAATTCCCCTTCcacacaCCCCTCCCCaaaaaaCTATGCATTAGACAAGTTAAAATAGACTTGGACTGTCTCAGaaaaaaaaaaaaTTAAT

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 1 1 6 24 213 gcagGATCATGCTCTCCCTCTTTCACGCTCACActctct GCAGGATCATGCTCTCCCTC CAAGTAGTTTGCCAGAGCGC 24 27 13 20 225 20 59,965 59,833 43,000 59,200 0.201991 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 0 0 8 10 199 TCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTTCCCTCTTTCACGCTCACAC CAAGTAGTTTGCCAGAGCGC 10 27 27 20 225 20 59,966 59,833 38,200 59,200 0.200319 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 0 0 8 9 198 CCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCCCCTCTTTCACGCTCACACT CAAGTAGTTTGCCAGAGCGC 9 27 28 20 225 20 59,966 59,833 35,500 59,200 0.200873 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 0 0 8 3 188 TTCACGCTCACActctctCGCGTtctctctctcCTCTGTGC TTCACGCTCACACTCTCTCG TAGTTTGCCAGAGCGCCAA 3 24 34 20 221 19 59,761 59,928 40,400 45,200 1,310,885 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 0 0 8 3 188 TTCACGCTCACActctctCGCGTtctctctctcCTCTGTGC TTCACGCTCACACTCTCTCG TAGTTTGCCAGAGCGCCAAA 3 23 34 20 221 20 59,761 60,536 40,400 32,800 0.774786 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr697_3 3 57 122 18 3 AG TCTCTCTCTCCTCTGTGCCCTCTCTCTTTTTTCTCTCCTNO 0 0 8 3 189 TTCACGCTCACActctctCGCGTtctctctctcCTCTGTGC TTCACGCTCACACTCTCTCG GTAGTTTGCCAGAGCGCCAA 3 24 34 20 222 20 59,761 61,235 40,400 45,200 1,473,168 G 265 AGAAGAAcagcagcagGATCATGCTCTCCCTCTTTCACGCTCACActctctCGCGTtctctctctcCTCTGTGCCctctctcttttttCTCTCctctctctctctctctctctctctctctctctctctCCTCTNcccccccccccccGGcacacactctctctctctctctctctctCCTCAGCGCTCTGGCCCCAGGCCTTTGGCGCTCTGGCAAACTACTTGCCTCCAGCAGGAGGgagagagagaGcacacaCGGGGCCGG

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 1 1 3 17 244 AACATTCAATGTGAAGAAATATGCAAATCAGATATAAACATTCAATGTGAAGAAATATGCAAA CGCTACATCCTTATGTTTGGTGG 17 141 9 27 252 23 57,508 59,688 36,800 46,100 12,804,096 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 3 13 240 TTCAATGTGAAGAAATATGCAAATCAGATATAAGCATTCAATGTGAAGAAATATGCAAATCAG CGCTACATCCTTATGTTTGGTGG 13 141 13 27 252 23 57,639 59,688 29,000 46,100 12,673,736 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 4‐May 0 104 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT ACAAATCACACACTCATGCGC 0 23 29 24 132 21 57,376 60,069 39,900 60,900 7,693,374 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 5 18 240 AAACATTCAATGTGAAGAAATATGCAAATCAGATA AAACATTCAATGTGAAGAAATATGCAA CATCCTTATGTTTGGTGGTGTGG 18 136 8 27 247 23 57,508 59,807 40,800 41,700 12,684,942 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 Jul‐75 0 102 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT AAATCACACACTCATGCGCAC 0 21 29 24 130 21 57,376 60,069 39,900 53,400 7,693,374 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 8 0 101 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT AATCACACACTCATGCGCAC 0 21 29 24 129 20 57,376 59,481 39,900 53,400 7,142,988 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 8 0 210 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT GTTTGGTGGTGTGGGAGTGA 0 130 29 24 238 20 57,376 60,107 39,900 34,100 6,731,270 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 8 0 211 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT TGTTTGGTGGTGTGGGAGTG 0 131 29 24 239 20 57,376 60,395 39,900 35,100 7,019,388 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr731_2 2 53 36 18 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_53_88 0 0 8 0 212 ATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtg ATGCAAATCAGATATAAGCACGTT ATGTTTGGTGGTGTGGGAGT 0 132 29 24 240 20 57,376 59,444 39,900 38,500 7,180,121 F 255 GAACCCAAAACATTCAATGTGAAGAAATATGCAAATCAGATATAAGCACGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNATGCGTGTGCGcacacaCGTGCGCATGAgtgtgtGATTTGTATaaaaaaaaTGTACATTTTCCAGTaaaaaGCATGCATCTTTTCTNAGAAGTTCTAAATGAAAAGCATGCATCATANGAAGATTAATCACTCCCACACCACCAAACATAAGGATGTAGCGATT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 1 1 3 4 126 TCATTACTGGCCTCACCACANTTCctctctctctctctctct TCATTACTGGCCTCACCACA ACAAACTCAGGAACCAGCACA 4 45 79 20 204 21 58,643 60,065 41,700 45,700 2,421,896 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 4 0 149 ACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctct ACCAGTTCATCTTCCAATCCCA CAGCATGGTCATCTGTTGTGG 70 0 11 22 159 21 59,351 59,529 43,700 41,700 4,120,599 B 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 6 0 110 ACCACCACATCTTCCTGACAGTCCCATTTTCATTACT ACCACCACATCTTCCTGACAG CAGCATGGTCATCTGTTGTGG 32 0 50 21 159 21 59,651 59,529 35,100 41,700 2,820,313 A 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 7 33 156 cACCACCACATCTTCCTGACAGTCCCATTTTCATTAC CACCACCACATCTTCCTGACA ACAAACTCAGGAACCAGCACA 33 45 49 21 204 21 59,928 60,065 35,800 45,700 2,136,931 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 7 0 109 CCACCACATCTTCCTGACAGTCCCATTTTCATTACTG CCACCACATCTTCCTGACAGT CAGCATGGTCATCTGTTGTGG 31 0 51 21 159 21 59,651 59,529 35,500 41,700 2,820,313 A 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 7 0 111 cACCACCACATCTTCCTGACAGTCCCATTTTCATTAC CACCACCACATCTTCCTGACA CAGCATGGTCATCTGTTGTGG 33 0 49 21 159 21 59,928 59,529 35,800 41,700 2,543,459 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 80 274 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGCCTGTCAGTCACCAGTTCATCT AGAGAGGAACAGCGACTGGA 80 116 1 22 274 20 59,699 60,251 29,000 38,600 2,552,681 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 80 275 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGCCTGTCAGTCACCAGTTCATCT AAGAGAGGAACAGCGACTGG 80 117 1 22 275 20 59,699 59,394 29,000 40,000 2,906,885 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 70 264 ACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctct ACCAGTTCATCTTCCAATCCCA AGAGAGGAACAGCGACTGGA 70 116 11 22 274 20 59,351 60,251 43,700 38,600 2,900,697 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 33 226 cACCACCACATCTTCCTGACAGTCCCATTTTCATTAC CACCACCACATCTTCCTGACA AGAGAGGAACAGCGACTGGA 33 116 49 21 274 20 59,928 60,251 35,800 38,600 1,323,558 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 28 151 CCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCCCACATCTTCCTGACAGTCCC ACAAACTCAGGAACCAGCACA 28 45 54 21 204 21 60,066 60,065 44,600 45,700 2,130,612 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 28 154 CCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCCCACATCTTCCTGACAGTCCC AGGACAAACTCAGGAACCAGC 28 48 54 21 207 21 60,066 60,203 44,600 48,500 2,268,672 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 28 221 CCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCCCACATCTTCCTGACAGTCCC AGAGAGGAACAGCGACTGGA 28 116 54 21 274 20 60,066 60,251 44,600 38,600 1,317,240 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 0 106 CCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCCCACATCTTCCTGACAGTCCC CAGCATGGTCATCTGTTGTGG 28 0 54 21 159 21 60,066 59,529 44,600 41,700 2,537,141 A 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 0 158 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGCCTGTCAGTCACCAGTTCATCT AGCATGGTCATCTGTTGTGG 80 0 1 22 158 20 59,699 58,170 29,000 41,700 4,131,575 B 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 8 0 159 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGCCTGTCAGTCACCAGTTCATCT CAGCATGGTCATCTGTTGTGG 80 0 1 22 159 21 59,699 59,529 29,000 41,700 3,772,583 B 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr740_2 2 103 36 18 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NO 0 0 9 34 227 tcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTCACCACCACATCTTCCTGAC AGAGAGGAACAGCGACTGGA 34 116 48 21 274 20 59,652 60,251 35,100 38,600 1,599,093 F 277 CCTGTCAGTCACCAGTTCATCTTCCAATCCCATTGTGTTTNAGtctctcACCACCACATCTTCCTGACAGTCCCATTTTCATTACTGGCCTCACCACANTTCctctctctctctctctctctctctctctctctctctCCACAACAGATGACCATGCTGTCACAATCTTCACTGAcccccTAATGTGCTGGTTCCTGAGTTTGTCCTTTATCCATACTCCACAAATCTATCTCTGAGTTCGCATCTCATTAATATCCAGTCGCTGTTCctctctTCT

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 1 1 14‐May 33 240 AGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTAGGAGAACAGCGACTGTGAC CGTGTGTGTGCGTGTGTGA 78 33 2 20 241 19 59,684 61,449 36,700 35,800 2,764,274 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 14‐May 12 174 CCAAGTGCTTCACAGGAGGTgagagaTATTCNcacac CCAAGTGCTTCACAGGAGGT CGTGTGTGTGCGTGTGTGA 12 33 68 20 241 19 59,891 61,449 38,500 35,800 2,558,048 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 34 206 TTGTGATGCTGGATGTGGCANGAAATGTATCCCCA TTGTGATGCTGGATGTGGCA CGTGTGTGTGCGTGTGTG 44 34 36 20 241 18 60,251 59,979 49,200 38,200 2,272,496 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 34 207 GTTGTGATGCTGGATGTGGCANGAAATGTATCCCC GTTGTGATGCTGGATGTGGC CGTGTGTGTGCGTGTGTG 45 34 35 20 241 18 59,828 59,979 50,100 38,200 2,193,146 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 34 239 GGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGGGAGAACAGCGACTGTGACT CGTGTGTGTGCGTGTGTG 77 34 3 20 241 18 59,684 59,979 34,100 38,200 2,336,811 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 34 240 AGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTAGGAGAACAGCGACTGTGAC CGTGTGTGTGCGTGTGTG 78 34 2 20 241 18 59,684 59,979 36,700 38,200 2,336,811 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 34 241 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTAAGGAGAACAGCGACTGTGA CGTGTGTGTGCGTGTGTG 79 34 1 20 241 18 58,959 59,979 35,800 38,200 3,061,889 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 13 175 CCCAAGTGCTTCACAGGAGGTgagagaTATTCNcaca CCCAAGTGCTTCACAGGAGG CGTGTGTGTGCGTGTGTG 13 34 67 20 241 18 60,607 59,979 43,000 38,200 2,628,732 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr759_2 2 100 90 18 1.5 AC CACACACACNCACACACACACACACACACACACACACA_158_189 0 0 15‐May 12 174 CCAAGTGCTTCACAGGAGGTgagagaTATTCNcacac CCAAGTGCTTCACAGGAGGT CGTGTGTGTGCGTGTGTG 12 34 68 20 241 18 59,891 59,979 38,500 38,200 2,130,585 F 242 AAGGAGAACAGCGACTGTGACTCTTTTCACGCTTGTTGTGATGCTGGATGTGGCANGAAATGTATCCCCAAGTGCTTCACAGGAGGTgagagaTATTCNcacacacaCNcacacacacacacacacacacacacacacacacacaCNcacacacaCNcacacacacacacacacacacacacacacacaCNCACACNcacacaCNCACACNcacacacaNANTcacacaCGcacacacaCGC

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 1 1 4 0 196 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT CAGATTTGCAGCATCCGCAG 0 122 1 18 196 20 57,373 60,248 42,400 51,800 4,875,893 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 0 197 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT TCAGATTTGCAGCATCCGCA 0 123 1 18 197 20 57,373 60,677 42,400 56,900 5,304,809 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 0 198 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT TTCAGATTTGCAGCATCCGC 0 124 1 18 198 20 57,373 59,547 42,400 55,400 5,080,382 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 0 252 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT CCGCTCCACAGATTCTGTCA 0 178 1 18 252 20 57,373 59,753 42,400 35,800 4,874,854 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 0 261 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT CTCTGTCTTCCGCTCCACAG 0 187 1 18 261 20 57,373 60,109 42,400 36,600 4,736,292 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 4 0 263 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT AACTCTGTCTTCCGCTCCAC 0 189 1 18 263 20 57,373 59,681 42,400 40,200 4,946,156 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 5 0 119 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT GGAGAGGCAGAAATGCGAGA 0 45 1 18 119 20 57,373 59,823 42,400 40,400 4,804,074 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 0 123 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT AGAGGGAGAGGCAGAAATGC 0 49 1 18 123 20 57,373 59,454 42,400 35,600 5,173,041 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 0 126 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT GCAAGAGGGAGAGGCAGAAA 0 52 1 18 126 20 57,373 59,674 42,400 25,200 4,953,658 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 10 0 130 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT TAGAGCAAGAGGGAGAGGCA 0 56 1 18 130 20 57,373 59,664 42,400 47,500 4,963,787 B 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 11 0 140 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT AAGAGAGAAATAGAGCAAGAGGG 0 63 1 18 140 23 57,373 57,387 42,400 43,000 10,240,120 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 12 0 140 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT AAGAGAGAAATAGAGCAAGAGGGA 0 62 1 18 140 24 57,373 58,724 42,400 42,000 9,903,834 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr75_2 2 19 36 18 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NO 0 0 13 0 140 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctc TGGGTGTCTGTCTCTGCT AAGAGAGAAATAGAGCAAGAGGGAG 0 61 1 18 140 25 57,373 59,636 42,400 43,000 9,990,975 F 272 TGGGTGTCTGTCTCTGCTtctctctctctctctctctctctctctctctctctcCCAGTCTTTCTCACTGTATTCGTTTTCTGTCACCCTTTCTCTAtctctcGCATTTCTGCCTCTCCCTCTTGCTCTATTtctctcTTTCTCTTTCAACATGTCATTAGTTTAAAAGTAAAATACTGCGGATGCTGCAAATCTGAAACAAACaaaaaTTGCTGGaaaaaTTCAGCAGGTCTGACAGAATCTGTGGAGCGGAAGACAGAGTTAACGTTTCG

cons_gr806_2 2 56 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 1 1 17.75 1 90 TGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgtgt TGGTCCTATGGATGGGTGAGA GGACCACTCACCTCACACG 1 13 34 21 123 19 59,706 60,006 32,700 44,900 2,299,865 B 191 GTGAGAAgtgtgtgtgtgtgtgtgtGAGATGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTTNgtgtgtGCGTGTGAGGTGAGTGGTCCTATGGACGGGTGAGNAGGGTCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCCAATGGACGGTTGA

cons_gr806_2 2 56 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 19 5 90 TGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgt TGAGTGGTCCTATGGATGGGT CACTCACCTCACACGCACA 5 9 30 21 119 19 59,990 60,227 45,100 45,700 2,236,786 F 191 GTGAGAAgtgtgtgtgtgtgtgtgtGAGATGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTTNgtgtgtGCGTGTGAGGTGAGTGGTCCTATGGACGGGTGAGNAGGGTCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCCAATGGACGGTTGA

cons_gr806_2 2 56 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 19 5 94 TGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgt TGAGTGGTCCTATGGATGGGT GGACCACTCACCTCACACG 5 13 30 21 123 19 59,990 60,006 45,100 44,900 2,015,654 B 191 GTGAGAAgtgtgtgtgtgtgtgtgtGAGATGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTTNgtgtgtGCGTGTGAGGTGAGTGGTCCTATGGACGGGTGAGNAGGGTCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCCAATGGACGGTTGA

cons_gr806_2 2 56 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNO 0 0 19 3 92 AGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgAGTGGTCCTATGGATGGGTGA GGACCACTCACCTCACACG 3 13 32 21 123 19 59,990 60,006 40,200 44,900 2,015,654 B 191 GTGAGAAgtgtgtgtgtgtgtgtgtGAGATGAGTGGTCCTATGGATGGGTGAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTTNgtgtgtGCGTGTGAGGTGAGTGGTCCTATGGACGGGTGAGNAGGGTCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtGGTCCAATGGACGGTTGA

cons_gr810_2 2 27 83 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_27_62 1 1 Sep‐75 1 164 TGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgt TGTACATGTGACTGACCGTGT ACACCCACACAGTCGTTCAA 1 39 5 21 168 20 59,316 59,749 44,900 26,900 1,935,243 G 172 TACATGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNACAGACTGNNtgtgtgtgtgTCTGNCtgtgtgNgtgtgtgtgtgtGACTGTNTCTGTAtgtgtgCNCGTGTGGCTGNCTAGTGTTTGAACGACtgtgtgGGTGTCTAT

cons_gr810_2 2 27 83 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_27_62 0 0 Sep‐75 1 165 TGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgt TGTACATGTGACTGACCGTGT GACACCCACACAGTCGTTCA 1 40 5 21 169 20 59,316 60,179 44,900 31,800 1,863,544 G 172 TACATGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNACAGACTGNNtgtgtgtgtgTCTGNCtgtgtgNgtgtgtgtgtgtGACTGTNTCTGTAtgtgtgCNCGTGTGGCTGNCTAGTGTTTGAACGACtgtgtgGGTGTCTAT

cons_gr810_2 2 27 83 18 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_27_62 0 0 11‐May 1 166 TGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgt TGTACATGTGACTGACCGTGT AGACACCCACACAGTCGTTC 1 41 5 21 170 20 59,316 59,896 44,900 39,500 1,788,754 G 172 TACATGTACATGTGACTGACCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNACAGACTGNNtgtgtgtgtgTCTGNCtgtgtgNgtgtgtgtgtgtGACTGTNTCTGTAtgtgtgCNCGTGTGGCTGNCTAGTGTTTGAACGACtgtgtgGGTGTCTAT

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 1 1 2 19 130 GGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGGTTCTACCAAGCCACTCTT TTCCTAGCAGCACAGGAAAG 35 19 72 20 201 20 57,139 57,520 28,500 26,200 5,340,713 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 3 18 129 GGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGGTTCTACCAAGCCACTCTT TCCTAGCAGCACAGGAAAGT 35 18 72 20 200 20 57,139 58,648 28,500 26,600 4,213,230 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 3 18 130 GGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGGTTCTACCAAGCCACTCTT TTCCTAGCAGCACAGGAAAGT 35 18 72 20 201 21 57,139 59,300 28,500 26,600 4,560,781 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 3 18 190 CCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTA CCTGCTGCAGACCCAGTCTA TCCTAGCAGCACAGGAAAGT 96 18 11 20 200 20 61,261 58,648 25,900 26,600 2,612,622 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 4 19 190 CTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGCTGCTGCAGACCCAGTCTAG TTCCTAGCAGCACAGGAAAG 95 19 12 20 201 20 59,825 57,520 24,300 26,200 2,654,868 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 186 CTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACCTGCAGACCCAGTCTAGCAG TCCTAGCAGCACAGGAAAGT 92 18 15 20 200 20 59,825 58,648 42,400 26,600 1,527,385 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 189 CTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGCTGCTGCAGACCCAGTCTAG TCCTAGCAGCACAGGAAAGT 95 18 12 20 200 20 59,825 58,648 24,300 26,600 1,527,385 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 190 CTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGCTGCTGCAGACCCAGTCTAG TTCCTAGCAGCACAGGAAAGT 95 18 12 20 201 21 59,825 59,300 24,300 26,600 1,874,936 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 6 54 240 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCT TCCCTCACCACCTGCTGC AAGTTTGACCAGTTGCATTCTACA 108 54 1 18 240 24 61,640 59,113 52,500 27,400 8,527,478 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 6 54 241 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCT TCCCTCACCACCTGCTGC AAAGTTTGACCAGTTGCATTCTACA 108 54 1 18 241 25 61,640 59,640 52,500 27,400 8,999,982 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 6 53 240 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCT TCCCTCACCACCTGCTGC AAGTTTGACCAGTTGCATTCTACAA 108 53 1 18 240 25 61,640 59,640 52,500 24,100 8,999,982 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr824_2 2 127 36 18 1 AT ATATATATATATATATATATATATATATATATATAT NO 0 0 8 18 152 ACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCACTCAGCTAGCTCGGTCAGT TCCTAGCAGCACAGGAAAGT 58 18 49 20 200 20 60,323 58,648 34,100 26,600 1,675,080 F 276 TCCCTCACCACCTGCTGCAGACCCAGTCTAGCAGCTATGTCATTTAGGACTCAGCTAGCTCGGTCAGTAGTGGTTCTACCAAGCCACTCTTGGTGATGGACATTGAAGTcccccACCCAGGCTTGGatatatatatatatatatatatatatatatatatatAGATATGGACTGTtatataCTTTCCTGTGCTGCTAGGAAAATGGAAATACCAATTGTAGAATGCAACTGGTCAAACTTTTACAATGTAAATTGTGATTTCATGTTAATATCCTC

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 1 1 18 ‐96 173 CCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtg CCTGTACAATGACTGTGTGTCTC CACACAGGGAGAGCGAGA 0 ‐96 79 23 155 18 59,010 58,313 33,600 40,400 7,677,228 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 174 TCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgt TCCTGTACAATGACTGTGTGTCT CACACAGGGAGAGCGAGA 1 ‐96 78 23 155 18 59,359 58,313 34,100 40,400 7,328,196 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 174 TCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgt TCCTGTACAATGACTGTGTGTC CACACAGGGAGAGCGAGA 2 ‐96 78 22 155 18 58,010 58,313 36,700 40,400 7,676,852 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 222 TGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCT TGGCAAAGCAAGTTCAAGGG CACACAGGGAGAGCGAGA 52 ‐96 30 20 155 18 59,248 58,313 39,500 40,400 4,438,814 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 232 GCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAGCGTATTGAGTGGCAAAGCA CACACAGGGAGAGCGAGA 62 ‐96 20 20 155 18 59,479 58,313 39,100 40,400 4,208,051 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 237 TGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGTGTGAGCGTATTGAGTGGCA CACACAGGGAGAGCGAGA 67 ‐96 15 20 155 18 59,680 58,313 49,200 40,400 4,006,810 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr825_3 3 102 132 18 5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_102_135 0 0 18 ‐96 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAACGTAGAAGATCAGCTGTGAGC CACACAGGGAGAGCGAGA 80 ‐96 1 21 155 18 58,541 58,313 42,600 40,400 6,145,711 G 251 CGTAGAAGATCAGCTGTGAGCGTATTGAGTGGCAAAGCAAGTTCAAGGGGCTGAATGGCCTTCTATATCTAATGTGTTCCTGTACAATGACtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtgtgtgtgTCTCGCTCTCCCtgtgtg

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 1 1 Jan‐25 29 195 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT ACTGCAGACGTTGAACCCAG 29 89 64 21 258 20 59,926 60,533 33,200 44,500 1,606,625 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Jan‐25 29 295 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT TCAGGTTCAATCTACATAGGTCACA 29 184 64 21 358 25 59,926 59,280 33,200 35,800 6,793,326 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Jan‐75 29 241 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT TGTCAGGAATACACAGCTCCT 29 134 64 21 304 21 59,926 58,460 33,200 36,900 3,614,146 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 2 29 294 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT CAGGTTCAATCTACATAGGTCACA 29 184 64 21 357 24 59,926 58,022 33,200 35,800 7,051,398 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Feb‐25 28 189 ATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTN ATGCACCTGGTTGTTAGCTT CAGACGTTGAACCCAGCTTT 28 85 66 20 254 20 57,707 58,691 37,400 35,100 3,601,826 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 2‐May 28 188 TGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNT TGCACCTGGTTGTTAGCTT CAGACGTTGAACCCAGCTTT 28 85 67 19 254 20 57,181 58,691 37,400 35,100 5,128,243 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 2‐May 28 189 TGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNT TGCACCTGGTTGTTAGCTT GCAGACGTTGAACCCAGCTT 28 86 67 19 255 20 57,181 61,167 37,400 37,400 4,985,776 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Feb‐75 29 241 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT TGTCAGGAATACACAGCTCCTT 29 133 64 21 304 22 59,926 59,094 33,200 33,600 3,980,152 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 30 240 CTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNCTCATGCACCTGGTTGTTAGC TCAGGAATACACAGCTCCTTCC 30 131 63 21 302 22 59,530 59,498 30,900 34,600 3,971,821 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 30 296 CTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNCTCATGCACCTGGTTGTTAGC TCAGGTTCAATCTACATAGGTCACA 30 184 63 21 358 25 59,530 59,280 30,900 35,800 7,189,661 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 135 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT AGTAGCGATCTTCACCATATACTCA 29 24 64 21 198 25 59,926 58,995 33,200 34,100 7,078,337 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 141 CAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTCAAATCTCATGCACCTGGTTGT AGTAGCGATCTTCACCATATACTCA 34 24 58 22 198 25 59,440 58,995 33,200 34,100 8,564,241 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 142 ACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNACAAATCTCATGCACCTGGT AGTAGCGATCTTCACCATATACTCA 37 24 57 20 198 25 57,408 58,995 40,000 34,100 8,596,676 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 142 ACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNACAAATCTCATGCACCTGGTTG AGTAGCGATCTTCACCATATACTCA 35 24 57 22 198 25 59,440 58,995 37,700 34,100 8,564,241 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 191 TCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTTCTTTGGTCTTGATTAGTTGCAGA GTAGCGATCTTCACCATATACTCA 83 24 7 24 197 24 58,380 57,744 42,600 34,100 11,875,802 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 24 192 TCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTTCTTTGGTCTTGATTAGTTGCAGA AGTAGCGATCTTCACCATATACTCA 83 24 7 24 198 25 58,380 58,995 42,600 34,100 11,624,779 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 23 132 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT AGCGATCTTCACCATATACTCAA 29 23 64 21 195 23 59,926 57,209 33,200 30,200 6,865,099 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 23 190 TTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTTCTTTGGTCTTGATTAGTTGCAGA AGCGATCTTCACCATATACTCAA 83 23 6 25 195 23 58,939 57,209 42,600 30,200 11,852,777 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 3 22 132 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT AGCGATCTTCACCATATACTCAAA 29 22 64 21 195 24 59,926 57,838 33,200 26,900 7,235,618 B 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Apr‐75 30 230 CTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNCTCATGCACCTGGTTGTTAGC ACAGCTCCTTCCAGGTCCTA 30 123 63 21 292 20 59,530 59,586 30,900 29,400 1,883,930 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr843_2 2 114 36 18 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGT_114_149 0 0 Apr‐75 29 229 TCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTTCATGCACCTGGTTGTTAGCT ACAGCTCCTTCCAGGTCCTA 29 123 64 21 292 20 59,926 59,586 33,200 29,400 1,487,595 F 375 AAAATTTCTTTGGTCTTGATTAGTTGCAGATATGTAAATATTTACACCAAGATTGTACAAATCTCATGCACCTGGTTGTTAGCTTNTGNNCNTNTNTNTNTNNNTNTNTGNGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGGgagagaAAGGAGNAGTCATTTGAGTATATGGTGAAGATCGCTACTTTTAAGGATGTTGTATGATTGTTAAGAGAtttttaaaaaGCTGGGTTCAACGTCTGCAGTGTAAGTgagagaATTAGGACCTGGAAGGAGCTGTGTATTCCTGACAAATCTTGGAGTTAACCATTGAGTCAGTAATGTGACCTATGTAGATTGAACCTGAAATAACTTGGCGATTTA

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 1 1 3 8 118 TTGAGACATCCAGTGGTCGTGAAAAGTGCtatatata TTGAGACATCCAGTGGTCGTG GGCCCTTCGCACCTGTATTA 8 33 93 21 210 20 59,999 59,821 43,500 0.9800 1,180,310 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 3 7 116 GAGACATCCAGTGGTCGTGAAAAGTGCtatatatatat GAGACATCCAGTGGTCGTGA GGCCCTTCGCACCTGTATTA 7 33 95 20 210 20 59,111 59,821 43,500 0.9800 1,068,086 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 4 34 186 GCTGCCACATTTCCTGCATTACAACAGCAACTGTAC GCTGCCACATTTCCTGCATT GGCCCTTCGCACCTGTATT 77 34 25 20 210 19 59,752 60,078 35,600 18,900 1,326,004 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 4 33 186 GCTGCCACATTTCCTGCATTACAACAGCAACTGTAC GCTGCCACATTTCCTGCATT GGCCCTTCGCACCTGTATTA 77 33 25 20 210 20 59,752 59,821 35,600 0.9800 0.427756 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 4 32 186 GCTGCCACATTTCCTGCATTACAACAGCAACTGTAC GCTGCCACATTTCCTGCATT GGCCCTTCGCACCTGTATTAT 77 32 25 20 210 21 59,752 60,203 35,600 12,800 1,451,059 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 4 8 117 TGAGACATCCAGTGGTCGTGAAAAGTGCtatatatataTGAGACATCCAGTGGTCGTG GGCCCTTCGCACCTGTATTA 8 33 94 20 210 20 59,397 59,821 43,500 0.9800 0.782533 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 8 33 190 TTTGGCTGCCACATTTCCTGCATTACAACAGCAACT TTTGGCTGCCACATTTCCTG GGCCCTTCGCACCTGTATTA 81 33 21 20 210 20 59,319 59,821 38,600 0.9800 0.860085 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 8 33 191 GTTTGGCTGCCACATTTCCTGCATTACAACAGCAAC GTTTGGCTGCCACATTTCCT GGCCCTTCGCACCTGTATTA 82 33 20 20 210 20 59,319 59,821 33,600 0.9800 0.860643 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr900_2 2 122 36 18 1 AT TATATATATATATATATATATATATATATATATATA NO 0 0 8 33 196 TGGAAGTTTGGCTGCCACATTTCCTGCATTACAACA TGGAAGTTTGGCTGCCACAT GGCCCTTCGCACCTGTATTA 87 33 15 20 210 20 60,470 59,821 32,100 0.9800 0.649172 F 213 CTCATTGATGTTTATGGAAGTTTGGCTGCCACATTTCCTGCATTACAACAGCAACTGTACTTCaaaaaGTACTTTATTGGCTGTAAAGCACTTTGAGACATCCAGTGGTCGTGAAAAGTGCtatatatatatatatatatatatatatatatatataCACAAGTCTTTCtttttCTGTTAACaaaaaaTATAATACAGGTGCGAAGGGCCAAG

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 2 4 100 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT CCCAACTCTGGCCATTGGAA 4 19 21 21 120 20 59,166 60,252 36,900 35,300 2,086,005 A 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 4 185 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT GCTGAGTTGTGAGCTAGTCTGA 4 102 21 21 205 22 59,166 59,770 36,900 32,700 4,064,288 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 4 192 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT ACTTCAAGCTGAGTTGTGAGC 4 110 21 21 212 21 59,166 58,783 36,900 42,600 4,051,160 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 4 193 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT GACTTCAAGCTGAGTTGTGAGC 4 110 21 21 213 22 59,166 59,777 36,900 42,600 4,057,173 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 2 4 240 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT TGGATTGTCAGTTTGAAGGTGATG 4 155 21 21 260 24 59,166 59,480 36,900 30,700 6,354,374 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 5 100 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTC CCCAACTCTGGCCATTGGAA 5 19 21 20 120 20 57,682 60,252 38,500 35,300 2,569,272 A 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 5 192 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTC ACTTCAAGCTGAGTTGTGAGC 5 110 21 20 212 21 57,682 58,783 38,500 42,600 4,534,427 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 4 186 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT AGCTGAGTTGTGAGCTAGTCT 4 104 21 21 206 21 59,166 58,476 36,900 32,400 4,358,569 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 4 241 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT TTGGATTGTCAGTTTGAAGGTGA 4 157 21 21 261 23 59,166 58,468 36,900 40,200 6,366,116 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 0 96 AGCTTGTCATGACCTCTAGCAacacacacacacacacac AGCTTGTCATGACCTCTAGCA CCCAACTCTGGCCATTGGAA 0 19 25 21 120 20 58,817 60,252 34,900 35,300 2,434,569 A 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 4 186 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT AGCTGAGTTGTGAGCTAGTCTG 4 103 21 21 206 22 59,166 59,769 36,900 35,100 4,065,255 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr987_2 2 46 36 18 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 4 240 GGGTAGCTTGTCATGACCTCTAGCAacacacacacaca GGGTAGCTTGTCATGACCTCT TGGATTGTCAGTTTGAAGGTGA 4 157 21 21 260 22 59,166 57,837 36,900 40,200 5,997,703 F 284 CAGAACCTTAGCCTTTGCTGGGGTAGCTTGTCATGACCTCTAGCAacacacacacacacacacacacacacacacacacacTGTCTTACTTACATAACAGTTCCAATGGCCAGAGTTGGGGCAGTTATTAGGGGCACTGCCACAATATAAAATGGGTGCAATTTTGTTCCCAATTGtttttGATCAGACTAGCTCACAACTCAGCTTGAAGTCAAAGAAAACAGTAAGAAAGTGAGCATCACCTTCAAACTGACAATCCAAGACTTGGGTGTAAGACATTAAAT

cons_gr99_2 2 57 138 18 3 AC TGTGTGTGTGTGCGTGACCAATTGGTTTGTGTTTTT TG_159_194 1 1 18 5 206 ATTGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtg ATTGAGGATGTGTATGTGACCA CCACACTAAATGGTCACACAGA 5 19 30 22 235 22 57,157 58,261 40,200 34,100 8,581,513 G 245 ATTTGCTGTGGgtgtgtgtgtGCCCATTAATTGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtgCGTGACCAATTGGTTTGTGtttttGTGTGACNATTTAGATTGTGTNtgtgtgtgACCATTTAgtgtgtgtgtNtgtgtgATCATTTCGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACCATTTTGTTTGTGTATCtgtgtgACCATTTAGTGTGGgtgtgtgtgt

cons_gr99_2 2 57 138 18 3 AC TGTGTGTGTGTGCGTGACCAATTGGTTTGTGTTTTT TG_159_194 0 0 18 4 205 TTGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtgC TTGAGGATGTGTATGTGACCAT CCACACTAAATGGTCACACAGA 4 19 31 22 235 22 57,157 58,261 35,500 34,100 8,581,513 G 245 ATTTGCTGTGGgtgtgtgtgtGCCCATTAATTGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtgCGTGACCAATTGGTTTGTGtttttGTGTGACNATTTAGATTGTGTNtgtgtgtgACCATTTAgtgtgtgtgtNtgtgtgATCATTTCGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACCATTTTGTTTGTGTATCtgtgtgACCATTTAGTGTGGgtgtgtgtgt

cons_gr99_2 2 57 138 18 3 AC TGTGTGTGTGTGCGTGACCAATTGGTTTGTGTTTTT TG_159_194 0 0 18 3 204 TGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtgCG TGAGGATGTGTATGTGACCATT CCACACTAAATGGTCACACAGA 3 19 32 22 235 22 57,157 58,261 31,600 34,100 8,581,513 G 245 ATTTGCTGTGGgtgtgtgtgtGCCCATTAATTGAGGATGTGTATGTGACCATTTATtgtgtgtgtgtgCGTGACCAATTGGTTTGTGtttttGTGTGACNATTTAGATTGTGTNtgtgtgtgACCATTTAgtgtgtgtgtNtgtgtgATCATTTCGTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACCATTTTGTTTGTGTATCtgtgtgACCATTTAGTGTGGgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 3 189 TCTTGGCCACAATGCAAGAATAAAACCCAGCACAA TCTTGGCCACAATGCAAGAA ACGCACACACAAACACTCTC 108 3 87 20 275 20 58,298 58,993 25,200 32,000 2,709,014 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 188 TCTTGGCCACAATGCAAGAATAAAACCCAGCACAA TCTTGGCCACAATGCAAGAA CGCACACACAAACACTCTCA 108 2 87 20 274 20 58,298 58,994 25,200 32,700 2,708,268 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 189 TTCTTGGCCACAATGCAAGAATAAAACCCAGCACAATTCTTGGCCACAATGCAAGA CGCACACACAAACACTCTCA 109 2 86 20 274 20 58,298 58,994 30,200 32,700 2,708,268 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 93 TCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgt TCACTCTTGTGCATTACCCGT CACACGCACACACAAACACT 8 6 186 21 278 20 59,654 59,832 52,800 35,500 1,514,303 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 275 GCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCT GCAGACTCGATAGGCCGAAG CACACGCACACACAAACACT 191 6 4 20 278 20 60,318 59,832 37,900 35,500 0.486184 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 8 95 TCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgt TCACTCTTGTGCATTACCCGT CACACACGCACACACAAACA 8 8 186 21 280 20 59,654 60,110 52,800 28,300 1,456,405 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 8 212 TCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAG TCCCTCCAGCACTTGCATTC CACACACGCACACACAAACA 126 8 69 20 280 20 60,323 60,110 26,700 28,300 0.432826 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 8 277 GCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCT GCAGACTCGATAGGCCGAAG CACACACGCACACACAAACA 191 8 4 20 280 20 60,318 60,110 37,900 28,300 0.428285 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 94 TCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgt TCACTCTTGTGCATTACCCGT ACACACGCACACACAAACAC 8 7 186 21 279 20 59,654 60,110 52,800 33,200 1,456,359 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 210 CCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGA CCCTCCAGCACTTGCATTCT ACACACGCACACACAAACAC 125 7 70 20 279 20 60,323 60,110 24,000 33,200 0.433142 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 211 TCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAG TCCCTCCAGCACTTGCATTC ACACACGCACACACAAACAC 126 7 69 20 279 20 60,323 60,110 26,700 33,200 0.432780 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:11069:61556 1 215 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 7 276 GCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCT GCAGACTCGATAGGCCGAAG ACACACGCACACACAAACAC 191 7 4 20 279 20 60,318 60,110 37,900 33,200 0.428240 F 280 GGTGCAGACTCGATAGGCCGAAGTTCCTTTTCTTGTGCTGTAGACCTCTATGActctctGACTTTACCTCCCTCCAGCACTTGCATTCTTGGCCACAATGCAAGAATAAAACCCAGCACAAAATAAACATTCCAAATCAAATTTATAAATTAAATCACACCATATTGAATACAAAAGTCAAATAATCACTCTTGTGCATTACCCGTACCTATCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAGTGTTtgtgtgtgCgtgtgtG

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 1 1 9 4 109 TCACTCTGTCTATTTATCGCGCTGTTCctctctctctctct TCACTCTGTCTATTTATCGCGCT TCATACAGAGAAAGGTAGGCAGG 4 12 56 23 164 23 59,685 59,293 59,200 48,500 7,022,064 B 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 9 3 108 CACTCTGTCTATTTATCGCGCTGTTCctctctctctctctc CACTCTGTCTATTTATCGCGCTG TCATACAGAGAAAGGTAGGCAGG 3 12 57 23 164 23 59,576 59,293 51,800 48,500 7,130,130 B 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 9 2 107 ACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctc ACTCTGTCTATTTATCGCGCTGT TCATACAGAGAAAGGTAGGCAGG 2 12 58 23 164 23 59,933 59,293 44,000 48,500 6,773,494 B 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 10 0 118 TGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTA TGCATCTCTCGAAGTCGCTC TAGGCAGGGAGAGACCGAAA 31 0 32 20 149 20 59,900 59,959 50,300 34,600 0.140259 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 10 0 119 cTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTACTGCATCTCTCGAAGTCGCT TAGGCAGGGAGAGACCGAAA 32 0 31 20 149 20 59,900 59,959 49,300 34,600 0.140971 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 10 0 120 tcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTTCTGCATCTCTCGAAGTCGC TAGGCAGGGAGAGACCGAAA 33 0 30 20 149 20 59,900 59,959 51,900 34,600 0.140259 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 15 4 141 GCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctct GCATCTATCTGTCTCTCTCTGCA AAGGTAGGCAGGGAGAGACC 47 4 13 23 153 20 59,431 60,326 44,100 38,500 3,895,042 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 18 11 140 CTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCT CTGTCTCTCTCTGCATCTCTCG ACAGAGAAAGGTAGGCAGGG 40 11 21 22 160 20 59,711 58,720 40,400 44,500 3,569,187 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:25956:66918 1 83 47 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 18 10 140 CTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCT CTGTCTCTCTCTGCATCTCTCG ACAGAGAAAGGTAGGCAGGGA 40 10 21 22 160 21 59,711 60,203 40,400 42,000 3,492,042 F 166 CTGtctctctcTGCATCTATCTGtctctctcTGCAtctctcGAAGTCGctctctTTCACTCTGTCTATTTATCGCGCTGTTCctctctctctctctctctctctctctctctctctctctGtctctctcTTTCGGtctctcCCTGCCTACCTTTCTCTGTATGAAA

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 12 10 106 GGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGGAGTCATCGCCTTTCAGCT ACAGGGAGAGCGAGACAGAT 18 10 120 20 225 20 60,108 60,034 42,400 29,000 0.141546 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 107 AGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGAGGAGTCATCGCCTTTCAGC ACAGGGAGAGCGAGACAGAT 19 10 119 20 225 20 60,108 60,034 42,600 29,000 0.141546 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 109 CCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTCCAGGAGTCATCGCCTTTCA ACAGGGAGAGCGAGACAGAT 21 10 117 20 225 20 59,750 60,034 26,900 29,000 0.283835 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 164 GTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGGTGGTAGTGATCATAATTCAGTCTGA ACAGGGAGAGCGAGACAGAT 70 10 62 26 225 20 58,507 60,034 32,700 29,000 7,526,125 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 165 AGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAAGTGGTAGTGATCATAATTCAGTCTGA ACAGGGAGAGCGAGACAGAT 70 10 61 27 225 20 59,657 60,034 32,700 29,000 7,376,658 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 165 AGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAAGTGGTAGTGATCATAATTCAGTCTG ACAGGGAGAGCGAGACAGAT 71 10 61 26 225 20 58,504 60,034 35,100 29,000 7,529,502 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 205 AAGTTGAACAGGTGGAAGGGGTATCAGTGGGACT AAGTTGAACAGGTGGAAGGG ACAGGGAGAGCGAGACAGAT 117 10 21 20 225 20 57,635 60,034 39,500 29,000 2,398,573 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 206 GAAGTTGAACAGGTGGAAGGGGTATCAGTGGGAC GAAGTTGAACAGGTGGAAGGG ACAGGGAGAGCGAGACAGAT 117 10 20 21 225 20 58,769 60,034 39,500 29,000 2,264,261 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2116:8014:60237 1 158 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 10 207 TGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGA TGAAGTTGAACAGGTGGAAGGG ACAGGGAGAGCGAGACAGAT 117 10 19 22 225 20 60,423 60,034 39,500 29,000 2,456,404 B 226 GGACTTAGTTTTAGGGAATGAAGTTGAACAGGTGGAAGGGGTATCAGTGGGACTGATTTTAGTGGTAGTGATCATAATTCAGTCTGATTTAGTGTAGTTATGGAAAAGGACAAAGACCAGGAGTCATCGCCTTTCAGCTTCTCCTATTTTACTTGGGctctctctctctctctctctctctctctctctctctctGTGtctctcTATCTGTCTCGCTCTCCCTGTC

ST‐E00142:460:H2K7HCCXY:6:2117:15605:69941 1 33 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 19 7 96 GTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgtg GTATGTGTGTGAGAGAGTGGG ACACCCACACAAACACACCC 10 7 2 21 97 20 57,762 60,968 46,100 46,100 4,206,502 F 164 TGTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgggggTGTGTTtgtgtgGGTGTAtgtgtgtgtgtgAGTGGGAGTGAGCgtgtgtgtgtAtgtgtgtgagagagCGGGGCTGAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2117:15605:69941 1 33 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 20 7 97 TGTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgt TGTATGTGTGTGAGAGAGTGGG ACACCCACACAAACACACCC 10 7 1 22 97 20 59,437 60,968 46,100 46,100 3,531,132 F 164 TGTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgggggTGTGTTtgtgtgGGTGTAtgtgtgtgtgtgAGTGGGAGTGAGCgtgtgtgtgtAtgtgtgtgagagagCGGGGCTGAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2117:15605:69941 1 33 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 20 7 98 TGTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgt TGTATGTGTGTGAGAGAGTGGG TACACCCACACAAACACACCC 10 7 1 22 98 21 59,437 60,682 46,100 46,100 4,245,133 F 164 TGTAtgtgtgtgagagagTGGGGCTGAGCGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGCgggggTGTGTTtgtgtgGGTGTAtgtgtgtgtgtgAGTGGGAGTGAGCgtgtgtgtgtAtgtgtgtgagagagCGGGGCTGAGCGTGTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 55 200 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAATGAGATTGAGAGATGAGTAGTACATT GATGGCTGAAAGGGCAATGC 55 61 1 26 200 20 57,241 60,179 27,100 35,600 8,938,572 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 50 195 TTgagagaTGAGTAGTACATTAACCAAATTAAATAAGTTGAGAGATGAGTAGTACATTAACCA GATGGCTGAAAGGGCAATGC 50 61 6 26 200 20 57,410 60,179 36,700 35,600 8,768,793 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 49 194 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAA GATGGCTGAAAGGGCAATGC 49 61 7 26 200 20 57,410 60,179 36,700 35,600 8,768,793 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 49 250 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAA TCAAAGGGTTATATTTGGGCAATT 49 113 7 26 256 24 57,410 57,117 36,700 23,200 15,472,470 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 49 251 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAA TTCAAAGGGTTATATTTGGGCAAT 49 114 7 26 257 24 57,410 57,117 36,700 35,600 15,472,470 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 49 252 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAA ATTCAAAGGGTTATATTTGGGCAA 49 115 7 26 258 24 57,410 57,117 36,700 45,200 15,472,470 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 50 185 TTgagagaTGAGTAGTACATTAACCAAATTAAATAAGTTGAGAGATGAGTAGTACATTAACCA AGGGCAATGCTCTTTCCTTGA 50 50 6 26 190 21 57,410 59,924 36,700 30,200 9,665,725 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 49 184 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAA AGGGCAATGCTCTTTCCTTGA 49 50 7 26 190 21 57,410 59,924 36,700 30,200 9,665,725 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:15940:22950 1 82 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 48 184 TgagagaTGAGTAGTACATTAACCAAATTAAATAAGATGAGAGATGAGTAGTACATTAACCAAA AGGGCAATGCTCTTTCCTTGA 48 50 7 27 190 21 57,968 59,924 32,800 30,200 10,107,561 F 269 TGAGATTgagagaTGAGTAGTACATTAACCAAATTAAATAAGAGATTTaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaGAAagagagagagagagagagagagagagagagagagagagaaaaaaaaaaaaaaGaaaaaCAGAAAAGAAATAAAGaaaaaaGAAGACAATCAAGGAAAGAGCATTGCCCTTTCAGCCATCAATTAGTTGCCAGATTAGTAGAAGCAGaaaaaaaTTGCCCAAATATAACCCTTTGAATTTGATATTTTG

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 0 126 TCAAGTCCTTCCTTGACCTACCcacacacacacacacacaTCAAGTCCTTCCTTGACCTACC TTGTGTTCTCCGAGGGTTGC 0 46 126 22 251 20 59,096 60,534 31,800 41,700 3,438,637 A 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 31 178 TGACTTTGGTACTTCTGGAGGTTTTATATGACATGG TGACTTTGGTACTTCTGGAGGT GTTGCAGGGCTGGAAGAAGT 67 31 59 22 236 20 58,685 60,538 38,500 30,100 3,852,980 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 111 TCAAGTCCTTCCTTGACCTACCcacacacacacacacacaTCAAGTCCTTCCTTGACCTACC GTTGCAGGGCTGGAAGAAGT 0 31 126 22 236 20 59,096 60,538 31,800 30,100 3,442,721 A 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 48 251 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAA TGTTGTGTTCTCCGAGGGTT 125 48 3 20 253 20 57,882 59,165 33,300 41,100 2,953,016 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 249 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAA TTGTGTTCTCCGAGGGTTGC 125 46 3 20 251 20 57,882 60,534 33,300 41,700 2,652,606 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 249 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAAA TTGTGTTCTCCGAGGGTTGC 124 46 3 21 251 20 58,581 60,534 28,300 41,700 2,952,871 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 31 234 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAA GTTGCAGGGCTGGAAGAAGT 125 31 3 20 236 20 57,882 60,538 33,300 30,100 2,656,690 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 177 TGACTTTGGTACTTCTGGAGGTTTTATATGACATGG TGACTTTGGTACTTCTGGAGGT TTGCAGGGCTGGAAGAAGTT 67 30 59 22 235 20 58,685 59,814 38,500 26,600 3,500,594 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 177 TGACTTTGGTACTTCTGGAGGTTTTATATGACATGG TGACTTTGGTACTTCTGGAGGTT TTGCAGGGCTGGAAGAAGTT 66 30 59 23 235 20 59,285 59,814 35,000 26,600 3,900,698 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 233 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAA TTGCAGGGCTGGAAGAAGTT 125 30 3 20 235 20 57,882 59,814 33,300 26,600 2,304,304 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 233 AGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAGAAACTCCTCCCTCCACAAA TTGCAGGGCTGGAAGAAGTT 124 30 3 21 235 20 58,581 59,814 28,300 26,600 2,604,569 F 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:17421:66935 1 148 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 110 TCAAGTCCTTCCTTGACCTACCcacacacacacacacacaTCAAGTCCTTCCTTGACCTACC TTGCAGGGCTGGAAGAAGTT 0 30 126 22 235 20 59,096 59,814 31,800 26,600 3,090,335 A 257 GTAGAAACTCCTCCCTCCACAAAATTGCAGATCACAGTAACAGCTATCATTATaaaaaTGACTTTGGTACTTCTGGAGGTTTTATATGACATGGGTAAGATTTTaaaaaaaTCTCACCCTTGTTTTCAAGTCCTTCCTTGACCTACCcacacacacacacacacacacacacacacacacacacaCCACCTCACCCCACCCGACCTTATTTTGGTAACTTCTTCCAGCCCTGCAACCCTCGGAGAACACAACATCCT

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 1 8 17 145 TGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGC TGTAGCTGCACATGAGTAATTCT AGATATAAACAGACATGCATGCAA 23 17 92 23 236 24 57,910 57,052 24,000 40,800 12,037,614 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 8 17 154 GCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGCATGTGCATGTAGCTGC AGATATAAACAGACATGCATGCAA 37 17 83 18 236 24 57,296 57,052 52,500 40,800 11,651,651 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 8 2 125 TCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtg TCTTTAAGTGAATTGCTGTCTGTG AGATATAAACAGACATGCATGCAA 2 17 112 24 236 24 57,696 57,052 36,600 40,800 13,252,000 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 8 1 124 CTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgt CTTTAAGTGAATTGCTGTCTGTGA AGATATAAACAGACATGCATGCAA 1 17 113 24 236 24 57,696 57,052 35,800 40,800 13,252,000 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 8 1 125 TCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtg TCTTTAAGTGAATTGCTGTCTGTGA AGATATAAACAGACATGCATGCAA 1 17 112 25 236 24 58,945 57,052 35,800 40,800 13,002,586 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 9 16 154 GCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGCATGTGCATGTAGCTGC AGATATAAACAGACATGCATGCAAA 37 16 83 18 236 25 57,296 57,663 52,500 36,800 12,041,487 B 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 138 58 19 1.5 AC TGTGTGTGTGTGTGTGTGCATGTGTGTGTGTGTGTGNA 0 0 11 30 170 GCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGCATGTGCATGTAGCTGC GCAGGAACACACACATAGATATAAACA 37 30 83 18 252 27 57,296 59,720 52,500 28,300 11,983,988 F 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 131 19 2 AC GTGTGTGTGTGCTAATCTGCATGTGCATGTAGCTGCNA 0 1 8 16 210 ACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGACTTATGTGTCTGCATGTGTCA AGATATAAACAGACATGCATGCAA 16 17 27 22 236 24 57,993 57,052 35,800 40,800 10,954,424 D 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 131 19 2 AC GTGTGTGTGTGCTAATCTGCATGTGCATGTAGCTGCNA 0 0 8 16 211 AACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTAACTTATGTGTCTGCATGTGTCA AGATATAAACAGACATGCATGCAA 16 17 26 23 236 24 58,612 57,052 35,800 40,800 11,336,130 D 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 131 19 2 AC GTGTGTGTGTGCTAATCTGCATGTGCATGTAGCTGCNA 0 0 9 16 210 ACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGACTTATGTGTCTGCATGTGTCA AGATATAAACAGACATGCATGCAAA 16 16 27 22 236 25 57,993 57,663 35,800 36,800 11,344,260 D 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:19339:48248 1 65 131 19 2 AC GTGTGTGTGTGCTAATCTGCATGTGCATGTAGCTGCNA 0 0 11 16 226 ACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGACTTATGTGTCTGCATGTGTCA GCAGGAACACACACATAGATATAAACA 16 30 27 22 252 27 57,993 59,720 35,800 28,300 11,286,761 G 252 GTAtgtgtgtgtgTTtgtgtgTCTAAACTTATGTGTCTGCATGTGTCATTTTCTGAGTTTCTGAgtgtgtgtgtGCTAATCTGCATGTGCATGTAGCTGCACATGAGTAATTCTTTAAGTGAATTGCTGTCTGTGATtgtgtgtgtgtgtgtgtgCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCACGTGCACGTTGTTTTGCATGCATGTCTGTTTATATCTAtgtgtgtgTTCCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 17 157 CCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACCAAACGAAATTGCACTGGGA AACACACAATCGCATGCACA 17 17 101 21 257 20 59,660 59,333 43,700 45,700 2,007,063 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 17 243 TGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTAT TGAGTTTGTGTCGAAATGTGTGA AACACACAATCGCATGCACA 101 17 15 23 257 20 59,064 59,333 35,800 45,700 4,603,281 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 16 156 CCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACCAAACGAAATTGCACTGGGA ACACACAATCGCATGCACAA 17 16 101 21 256 20 59,660 59,333 43,700 33,300 2,007,063 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 16 157 TCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTTCCAAACGAAATTGCACTGGG ACACACAATCGCATGCACAA 18 16 100 21 256 20 59,660 59,333 44,500 33,300 2,007,063 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 16 240 AGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAGTTTGTGTCGAAATGTGTGAGT ACACACAATCGCATGCACAA 99 16 17 23 256 20 59,061 59,333 34,100 33,300 4,606,415 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 16 242 TGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTAT TGAGTTTGTGTCGAAATGTGTGA ACACACAATCGCATGCACAA 101 16 15 23 256 20 59,064 59,333 35,800 33,300 4,603,281 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 17 237 TGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAAT TGTGTCGAAATGTGTGAGTGTG AACACACAATCGCATGCACA 96 17 21 22 257 20 59,393 59,333 38,200 45,700 3,274,633 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 16 236 TGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAAT TGTGTCGAAATGTGTGAGTGTG ACACACAATCGCATGCACAA 96 16 21 22 256 20 59,393 59,333 38,200 33,300 3,274,633 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:22110:61380 1 139 82 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 13 233 TGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAAT TGTGTCGAAATGTGTGAGTGTG CACAATCGCATGCACAAAGC 96 13 21 22 253 20 59,393 59,288 38,200 35,100 3,318,850 G 269 TGTCTATGTGTCTATGAGTTTGTGTCGAAAtgtgtgAGTGTGAGATTTTATATGAATATTTAAGATGTGTCTGTTTCACTGTCTATGCCAGTAtttttATCCAAACGAAATTGCACTGGGaaaaaTTTTACGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTAtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgTATAAGTTTGTTTGCTTTGTGCATGCGATtgtgtgtttttGCAGGTTCC

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 1 1 7 26 247 AgtgtgtgtAGATGAGACAGACAGATAGACAAACaga AGTGTGTGTAGATGAGACAGACA TCCGCATACTTTGGTCTGGG 26 82 5 23 251 20 58,855 59,748 34,100 44,500 4,396,967 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 7 14 185 AgtgtgtgtAGATGAGACAGACAGATAGACAAACaga AGTGTGTGTAGATGAGACAGACA CTTCAATCCTGGGTCATATTTAATGT 26 14 5 23 189 26 58,855 57,531 34,100 27,100 12,614,361 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 7 14 186 AgtgtgtgtAGATGAGACAGACAGATAGACAAACaga AGTGTGTGTAGATGAGACAGACA TCTTCAATCCTGGGTCATATTTAATGT 26 14 5 23 190 27 58,855 58,718 34,100 27,100 12,426,583 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 8 26 246 gtgtgtgtAGATGAGACAGACAGATAGACAAACagagaGTGTGTGTAGATGAGACAGACA TCCGCATACTTTGGTCTGGG 26 82 6 22 251 20 57,495 59,748 34,100 44,500 4,757,228 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 9 24 245 tgtgtgtAGATGAGACAGACAGATAGACAAACagagagTGTGTGTAGATGAGACAGACAGA TCCGCATACTTTGGTCTGGG 24 82 7 23 251 20 58,602 59,748 34,100 44,500 4,650,234 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 9 14 184 tgtgtgtAGATGAGACAGACAGATAGACAAACagagagTGTGTGTAGATGAGACAGACAGA TCTTCAATCCTGGGTCATATTTAATGT 24 14 7 23 190 27 58,602 58,718 34,100 27,100 12,679,850 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 13 12 235 TGAGACAGACAGATAGACAAACagagagagATAGTG TGAGACAGACAGATAGACAAACAGA TCCGCATACTTTGGTCTGGG 12 82 17 25 251 20 59,230 59,748 34,100 44,500 6,022,078 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 13 8 231 ACAGACAGATAGACAAACagagagagATAGTGAgtgt ACAGACAGATAGACAAACAGAGAGA TCCGCATACTTTGGTCTGGG 8 82 21 25 251 20 58,993 59,748 31,000 44,500 6,258,992 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:24008:32180 1 54 96 19 1.5 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATNA 0 0 15 10 233 AGACAGACAGATAGACAAACagagagagATAGTGAg AGACAGACAGATAGACAAACAGAGA TCCGCATACTTTGGTCTGGG 10 82 19 25 251 20 58,993 59,748 31,000 44,500 6,258,992 F 259 AAATAgtgtgtgtAGATGAGACAGACAGATAGACAAACagagagagATAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGTgtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagagaGGAAGATGaaaaaaaCATTAAATATGACCCAGGATTGAAGAAAACATTATTTGTTCCCATGaaaaaaaGGAAATATTTCTTGCCCAGACCAAAGTATGCGGAAAGGACTT

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 28 147 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG CTGTATATTTGAATATGTATGCCCACA 28 32 1 22 147 27 59,776 57,770 31,800 41,700 11,454,202 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 28 189 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG ACCCTGGTGTGTTTCTGTGT 28 81 1 22 189 20 59,776 59,376 31,800 37,200 2,847,803 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 28 196 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG TGCGTTTACCCTGGTGTGTT 28 88 1 22 196 20 59,776 60,107 31,800 33,200 2,331,195 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 28 207 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG TCCATTAGAACTGCGTTTACCCT 28 96 1 22 207 23 59,776 59,738 31,800 43,400 5,486,485 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 146 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA CTGTATATTTGAATATGTATGCCCACA 27 32 2 22 147 27 59,777 57,770 38,500 41,700 11,453,266 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 147 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA TCTGTATATTTGAATATGTATGCCCAC 27 33 2 22 148 27 59,777 57,552 38,500 46,100 11,671,581 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 188 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA ACCCTGGTGTGTTTCTGTGT 27 81 2 22 189 20 59,777 59,376 38,500 37,200 2,846,867 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 195 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA TGCGTTTACCCTGGTGTGTT 27 88 2 22 196 20 59,777 60,107 38,500 33,200 2,330,260 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 198 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA AACTGCGTTTACCCTGGTGT 27 91 2 22 199 20 59,777 59,818 38,500 41,600 2,404,968 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 205 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA CCATTAGAACTGCGTTTACCCTG 27 95 2 22 206 23 59,777 59,626 38,500 44,500 5,597,202 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 206 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA TCCATTAGAACTGCGTTTACCCT 27 96 2 22 207 23 59,777 59,738 38,500 43,400 5,485,549 B 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 28 188 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACG ACCCTGGTGTGTTTCTGTGT 28 81 2 21 189 20 58,426 59,376 31,800 37,200 3,198,045 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 5 113 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACG CGCATGTGAGAGCATATTGGT 28 5 2 21 114 21 58,426 58,784 31,800 36,700 4,790,369 A 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 5 113 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA CGCATGTGAGAGCATATTGGT 27 5 2 22 114 21 59,777 58,784 38,500 36,700 4,439,190 A 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 5 114 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG CGCATGTGAGAGCATATTGGT 28 5 1 22 114 21 59,776 58,784 31,800 36,700 4,440,126 A 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 14 121 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA CATGTGTGCGCATGTGAGAG 27 14 2 22 122 20 59,777 59,904 38,500 32,000 2,319,598 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 14 122 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACAAGCACTCACATTTGCAGTAACG CATGTGTGCGCATGTGAGAG 28 14 1 22 122 20 59,776 59,904 31,800 32,000 2,320,534 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:25408:13369 1 51 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 117 GCACTCACATTTGCAGTAACGATTTCAGGAAAACACGCACTCACATTTGCAGTAACGA TGTGCGCATGTGAGAGCATA 27 10 2 22 118 20 59,777 60,108 38,500 31,400 2,331,377 F 234 AGCACTCACATTTGCAGTAACGATTTCAGGAAAACACTCTCCTTCTCCCTcacacacacacacacacacacacacacacacacacacaTTTAAACCAATATGCTCTCACATGCGcacacaTGTGGGCATACATATTCAAATATACAGAAACAGGAAAacacacacTCAAACACAGAAacacacCAGGGTAAACGCAGTTCTAATGGAAAATAATTGCTGGTCTAACCAGCGAAG

ST‐E00142:460:H2K7HCCXY:6:2117:5416:33199 1 56 57 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 13 0 100 ATCTCAGTTGGTCGGGCTCTCGctctctctctctctctctct ATCTCAGTTGGTCGGGCTCT GTAGAGGGAGAGAGGGAGAGG 2 0 34 20 133 21 60,616 59,576 40,900 36,900 2,040,032 G 146 tctctcTGTCAGTGtctctctctctcTTCCTCTATCTCAGTTGGTCGGGCTCTCGctctctctctctctctctctctctctctctctctctctCGGTCGGtctctctctctcCCTCTCCctctctCCCTCTACTTGAATGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2117:5416:33199 1 56 57 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 102 CTATCTCAGTTGGTCGGGCTCTCGctctctctctctctctc CTATCTCAGTTGGTCGGGCTC GTAGAGGGAGAGAGGGAGAGG 3 0 32 21 133 21 59,932 59,576 47,000 36,900 2,491,743 G 146 tctctcTGTCAGTGtctctctctctcTTCCTCTATCTCAGTTGGTCGGGCTCTCGctctctctctctctctctctctctctctctctctctctCGGTCGGtctctctctctcCCTCTCCctctctCCCTCTACTTGAATGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2117:5416:33199 1 56 57 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 0 99 ATCTCAGTTGGTCGGGCTCTCGctctctctctctctctctct ATCTCAGTTGGTCGGGCTCT TAGAGGGAGAGAGGGAGAGG 2 0 34 20 132 20 60,616 58,172 40,900 36,900 2,443,903 G 146 tctctcTGTCAGTGtctctctctctcTTCCTCTATCTCAGTTGGTCGGGCTCTCGctctctctctctctctctctctctctctctctctctctCGGTCGGtctctctctctcCCTCTCCctctctCCCTCTACTTGAATGGTCTCT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 196 48 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 10 2 99 CGAgtgtgtgtAACGTGTGCATgagagagagagagagaga CGAGTGTGTGTAACGTGTGC CAGTCACACACACGCTCACA 2 9 174 20 272 20 59,771 60,806 45,700 35,800 1,034,453 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 196 48 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 102 CGAgtgtgtgtAACGTGTGCATgagagagagagagagaga CGAGTGTGTGTAACGTGTGC TCACAGTCACACACACGCTC 2 12 174 20 275 20 59,771 60,528 45,700 50,300 0.756342 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 196 48 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 2 103 CGAgtgtgtgtAACGTGTGCATgagagagagagagagaga CGAGTGTGTGTAACGTGTGC CTCACAGTCACACACACGCT 2 13 174 20 276 20 59,771 60,528 45,700 50,700 0.757208 F 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 1 10 13 185 tgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgt TGAGAGAGCATGCGTGTCAG CTCACAGTCACACACACGCT 26 13 92 20 276 20 60,109 60,528 35,100 50,700 0.637411 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 0 10 13 190 gtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTGTGTGTGAGAGAGCATGCGT CTCACAGTCACACACACGCT 31 13 87 20 276 20 60,669 60,528 52,400 50,700 1,197,173 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 0 10 13 191 tgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCT TGTGTGTGAGAGAGCATGCG CTCACAGTCACACACACGCT 32 13 86 20 276 20 60,668 60,528 47,300 50,700 1,196,867 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 0 10 12 184 tgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgt TGAGAGAGCATGCGTGTCAG TCACAGTCACACACACGCTC 26 12 92 20 275 20 60,109 60,528 35,100 50,300 0.636545 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 0 10 12 190 tgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCT TGTGTGTGAGAGAGCATGCG TCACAGTCACACACACGCTC 32 12 86 20 275 20 60,668 60,528 47,300 50,300 1,196,002 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 138 106 19 2 AG GAGAGAGAGAGTGTGTGTGGGAGAGAGATAAGAGNA 0 0 10 5 163 GGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgt GGCACGTGTGTCTTTGTGTG TCACAGTCACACACACGCTC 5 12 113 20 275 20 60,248 60,528 38,200 50,300 0.775655 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 1 10 13 246 CTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCTGAACCCGAGATGCTGTGT CTCACAGTCACACACACGCT 19 13 31 20 276 20 60,037 60,528 37,200 50,700 0.565419 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 10 12 245 CTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCTGAACCCGAGATGCTGTGT TCACAGTCACACACACGCTC 19 12 31 20 275 20 60,037 60,528 37,200 50,300 0.564553 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 10 12 246 ACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAACTGAACCCGAGATGCTGTG TCACAGTCACACACACGCTC 20 12 30 20 275 20 60,037 60,528 36,600 50,300 0.564553 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 10 0 226 TAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgt TAAGTGCCTGTGTGAGAGCC TCACAGTCACACACACGCTC 0 12 50 20 275 20 59,678 60,528 47,000 50,300 0.849271 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 12 7 233 TGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGCTGTGTAAGTGCCTGTGT TCACAGTCACACACACGCTC 7 12 43 20 275 20 59,820 60,528 37,200 50,300 0.707772 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:11505:58550 1 70 174 19 3 AG TGTGTGTGTGAGATGGTGTGTGTGAGAGAGCATGCNA 0 0 12 7 234 TGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGCTGTGTAAGTGCCTGTGT CTCACAGTCACACACACGCT 7 13 43 20 276 20 59,820 60,528 37,200 50,700 0.708638 G 284 GGGTTTAAAGCAGAATTAGCGCCAATAGTACTGAACCCGAGATGCTGTGTAAGTGCCtgtgtgAGAGCCtgtgtgtgtgAGATGgtgtgtgtgagagaGCATGCGTGTCAGCGGCACgtgtgtCTTtgtgtgTCTGTgagagagagagtgtgtgtGGgagagagaTAAGAGAACGAgtgtgtgtAACGTGTGCATgagagagagagagagagagagagagagagagagagagaCGgtgtgtgtGCGTGTGCGTGTGAGCgtgtgtgtGACTGTGAGTATGTGAT

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 3 64 223 TGGTGGCACGGAGATGAATTTCACATGCATAACAT TGGTGGCACGGAGATGAATT GCCTGAGCTACACACTCTATCAT 64 78 6 20 228 23 59,672 59,679 21,700 24,500 3,648,465 F 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 64 223 TGGTGGCACGGAGATGAATTTCACATGCATAACAT TGGTGGCACGGAGATGAATT GCCTGAGCTACACACTCTATCA 64 79 6 20 228 22 59,672 59,310 21,700 21,500 3,018,421 F 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 65 224 GTGGTGGCACGGAGATGAATTTCACATGCATAACA GTGGTGGCACGGAGATGAAT GCCTGAGCTACACACTCTATCA 65 79 5 20 228 22 60,393 59,310 25,700 21,500 3,083,495 F 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 20 162 TGGTGGCACGGAGATGAATTTCACATGCATAACAT TGGTGGCACGGAGATGAATT TACTGTGGTATCCGCCCTGT 64 20 6 20 167 20 59,672 60,325 21,700 40,000 0.652848 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 20 163 GTGGTGGCACGGAGATGAATTTCACATGCATAACA GTGGTGGCACGGAGATGAA TACTGTGGTATCCGCCCTGT 66 20 5 19 167 20 60,004 60,325 25,700 40,000 1,328,762 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 20 163 GTGGTGGCACGGAGATGAATTTCACATGCATAACA GTGGTGGCACGGAGATGAAT TACTGTGGTATCCGCCCTGT 65 20 5 20 167 20 60,393 60,325 25,700 40,000 0.717921 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 10 21 124 ACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTAACAGTGTTATGCCACAGGGT ATACTGTGGTATCCGCCCTG 25 21 45 20 168 20 59,229 58,951 43,400 44,500 1,819,728 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 10 20 122 CAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATCAGTGTTATGCCACAGGGTG TACTGTGGTATCCGCCCTGT 24 20 46 20 167 20 58,832 60,325 46,100 40,000 1,492,774 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19593:6495 1 90 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 10 20 123 ACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTAACAGTGTTATGCCACAGGGT TACTGTGGTATCCGCCCTGT 25 20 45 20 167 20 59,229 60,325 43,400 40,000 1,096,050 A 258 GGAGGTGGTGGCACGGAGATGAATTTCACATGCATAACATTTATACAGTGTTATGCCACAGGGTGGAAAGCTTACTCTTATTGTGGGTTtatatatatatatatatatatatatatatatatatataTGTTTATAGAGTAAGATGCCACAGGGCGGATACCACAGTATACTCTCAATCCCACTGGAAAATTGGaaaaaaGGCACAATGATAGAgtgtgtAGCTCAGGCTAAAAGTATAAGCTACTAAGCTAAATTTAC

ST‐E00142:460:H2K7HCCXY:6:2118:19908:12420 1 33 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 15 3 123 TGTCTCTTTCTCATACAATCATAGCTTCCctctctctctc TGTCTCTTTCTCATACAATCATAGCT TAAGAGCGAGGGAGAGGGAG 3 36 4 26 126 20 57,984 59,816 33,200 43,000 8,200,272 B 182 TTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctTTCCctctctCACATACCTTCTCTGTCACTCACACCCTCCCTCTCCCTCGCTCTTACTCAGtctctctctctcTTACTCACAGTATCCctctctctctCATACACTCACAGC

ST‐E00142:460:H2K7HCCXY:6:2118:19908:12420 1 33 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 3 124 TGTCTCTTTCTCATACAATCATAGCTTCCctctctctctc TGTCTCTTTCTCATACAATCATAGCT GTAAGAGCGAGGGAGAGGGA 3 37 4 26 127 20 57,984 60,107 33,200 42,000 8,122,920 B 182 TTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctTTCCctctctCACATACCTTCTCTGTCACTCACACCCTCCCTCTCCCTCGCTCTTACTCAGtctctctctctcTTACTCACAGTATCCctctctctctCATACACTCACAGC

ST‐E00142:460:H2K7HCCXY:6:2118:19908:12420 1 33 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 3 125 TGTCTCTTTCTCATACAATCATAGCTTCCctctctctctc TGTCTCTTTCTCATACAATCATAGCT AGTAAGAGCGAGGGAGAGGG 3 38 4 26 128 20 57,984 60,106 33,200 43,000 8,122,720 B 182 TTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctTTCCctctctCACATACCTTCTCTGTCACTCACACCCTCCCTCTCCCTCGCTCTTACTCAGtctctctctctcTTACTCACAGTATCCctctctctctCATACACTCACAGC

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 11 1 134 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT CGCCTGCACAAATACACACAA 1 55 8 19 141 21 59,115 60,002 32,700 33,300 2,887,081 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 146 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT AAAGCAAACCATCGCCTGC 1 69 8 19 153 19 59,115 59,710 32,700 48,500 3,175,165 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 134 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT CGCCTGCACAAATACACACA 1 56 8 19 141 20 59,115 59,409 32,700 37,200 2,475,839 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 135 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT TCGCCTGCACAAATACACAC 1 57 8 19 142 20 59,115 59,128 32,700 38,200 2,756,879 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 141 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT AAACCATCGCCTGCACAAAT 1 63 8 19 148 20 59,115 59,032 32,700 23,200 2,853,562 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2118:5396:20401 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 1 142 CATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgCATGTGCATGCGAGGGTTT CAAACCATCGCCTGCACAAA 1 64 8 19 149 20 59,115 59,968 32,700 28,300 1,917,014 F 170 TGGTTTGCATGTGCATGCGAGGGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCGATGGTTTGCgtgtgtgtGCGAGTGtttttgtgtgtGCGAGGGtttttttttgtgtgtATTTGTGCAGGCGATGGTTTGCTTTtgtgtgtgAGGTTTTCT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 1 182 GCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGC GCCCTGGTGTCTTTCTGTGT ACGGTCTTCCACTCTCCCAA 103 1 45 20 226 20 60,179 60,471 37,200 41,200 0.650229 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 184 GTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTAT GTGCCCTGGTGTCTTTCTGT ACGGTCTTCCACTCTCCCAA 105 1 43 20 226 20 60,179 60,471 34,100 41,200 0.650229 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 194 AGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGA AGAAGTGTTTGTGCCCTGGT ACGGTCTTCCACTCTCCCAA 115 1 33 20 226 20 59,741 60,471 40,000 41,200 0.729986 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 213 CCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCT CCATGCCTTACTGCCCTTGA ACGGTCTTCCACTCTCCCAA 134 1 14 20 226 20 60,034 60,471 30,200 41,200 0.505397 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 212 CCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCT CCATGCCTTACTGCCCTTGA CGGTCTTCCACTCTCCCAAA 134 0 14 20 225 20 60,034 59,315 30,200 32,800 0.719283 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 126 AAGTATGCCCACATGTGCGTACAAGTGAAAGCATG AAGTATGCCCACATGTGCGT ACGGTCTTCCACTCTCCCAA 47 1 101 20 226 20 60,322 60,471 52,400 41,200 0.793667 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 189 TGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGTGTTTGTGCCCTGGTGTCTT ACGGTCTTCCACTCTCCCAA 110 1 38 20 226 20 60,034 60,471 30,100 41,200 0.504812 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 123 TATGCCCACATGTGCGTACAAGTGAAAGCATGTGG TATGCCCACATGTGCGTACA ACGGTCTTCCACTCTCCCAA 44 1 104 20 226 20 59,749 60,471 29,000 41,200 0.721725 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:21136:10187 1 168 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 122 TATGCCCACATGTGCGTACAAGTGAAAGCATGTGG TATGCCCACATGTGCGTACA CGGTCTTCCACTCTCCCAAA 44 0 104 20 225 20 59,749 59,315 29,000 32,800 0.935610 A 226 CAGCAATTATTTCCCATGCCTTACTGCCCTTGAGAAGTGTTTGTGCCCTGGTGTCTTTCTGTGTTTGAATGTGGGTATGCTTGTTTCTGTAAATGTGAATAAGTATGCCCACATGTGCGTACAAGTGAAAGCATGTGGGTGCCTGTTTGCACGTAAATGTGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGAGAGTGGAAGACCGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 7 31 192 CActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTCACTCTCTTCCTCTGTTAGACCG ACTGAGGGAAGAGAGAGATGT 31 72 40 23 231 21 59,872 57,244 47,900 30,600 6,883,977 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 30 190 ctctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTT CTCTCTTCCTCTGTTAGACCGC ACTGAGGGAAGAGAGAGATGT 30 72 42 22 231 21 59,902 57,244 56,800 30,600 5,854,525 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 30 190 ctctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTT CTCTCTTCCTCTGTTAGACCGC ACTGAGGGAAGAGAGAGATGTAGA 30 69 42 22 231 24 59,902 59,523 56,800 25,900 6,575,289 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 26 153 TCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCCTCTGTTAGACCGCCTCT ACCGAGGGAGTGATAGGGAC 26 42 48 20 200 20 59,668 60,106 36,900 44,600 0.438071 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 26 154 TCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCCTCTGTTAGACCGCCTCT GACCGAGGGAGTGATAGGGA 26 43 48 20 201 20 59,668 59,815 36,900 42,000 0.517371 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 26 155 TCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCCTCTGTTAGACCGCCTCT AGACCGAGGGAGTGATAGGG 26 44 48 20 202 20 59,668 59,814 36,900 35,300 0.518341 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 19 129 CCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTG CCTCTGTTAGACCGCCTCTC GCGAGAAACAGAGAGCCAGA 25 19 49 20 177 20 59,258 59,755 32,000 38,600 0.986909 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 19 130 TCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCCTCTGTTAGACCGCCTCT GCGAGAAACAGAGAGCCAGA 26 19 48 20 177 20 59,668 59,755 36,900 38,600 0.576948 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 94 45 19 1.5 AG TCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 18 122 TAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtcTAGACCGCCTCTCTCTGTCG GCGAGAAACAGAGAGCCAGA 18 19 56 20 177 20 60,462 59,755 43,500 38,600 0.707219 F 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 1 8 1 171 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT AACAGAGAGCCAGAGGGACC 1 13 1 20 171 20 59,819 60,907 47,500 44,600 1,088,343 G 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 178 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT GGCGAGAAACAGAGAGCCAG 1 20 1 20 178 20 59,819 60,739 47,500 48,500 0.920226 G 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 188 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT ATAGGGACCGGGCGAGAAAC 1 30 1 20 188 20 59,819 61,683 47,500 27,800 1,864,532 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 189 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT GATAGGGACCGGGCGAGAAA 1 31 1 20 189 20 59,819 61,397 47,500 25,200 1,578,504 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 200 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT ACCGAGGGAGTGATAGGGAC 1 42 1 20 200 20 59,819 60,106 47,500 44,600 0.287230 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 201 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT GACCGAGGGAGTGATAGGGA 1 43 1 20 201 20 59,819 59,815 47,500 42,000 0.366530 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 8 1 202 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT AGACCGAGGGAGTGATAGGG 1 44 1 20 202 20 59,819 59,814 47,500 35,300 0.367500 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 9 1 188 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT ATAGGGACCGGGCGAGAAA 1 31 1 20 188 19 59,819 60,382 47,500 25,200 1,563,259 D 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22130:9765 1 22 117 19 2 AG TCTCTCTCTCTCTTCTTCCACTCTCTTCCTCTGTTAGA NA 0 0 10 1 177 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCATCACTTTGTCTGCAGTGCCT GCGAGAAACAGAGAGCCAGA 1 19 1 20 177 20 59,819 59,755 47,500 38,600 0.426107 G 231 TCACTTTGTCTGCAGTGCCTTtctctctctctcTTCTTCCActctctTCCTCTGTTAGACCGCctctctctGTCGTCTCTTTCTTTGTCTCTGtctctcActctctctctctctctctctctctctctctctctctctTAACATTCCCCTCGGTCCCTCTGGctctctGTTTCTCGCCCGGTCCCTATCACTCCCTCGGTCTCTATTTCTACAtctctctcTTCCCTCAGT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 4 4 168 CACCATGGGCAGACCTCAGCAGCCATGCTGAGATT CACCATGGGCAGACCTCAG ATGGGCTTTCATGAATGTGTTT 77 4 56 19 223 22 60,078 57,104 33,500 28,300 5,973,598 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 170 TTCACCATGGGCAGACCTCAGCAGCCATGCTGAGA TTCACCATGGGCAGACCTCA ATGGGCTTTCATGAATGTGTTT 78 4 54 20 223 22 61,133 57,104 38,600 28,300 6,028,849 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 171 ATTCACCATGGGCAGACCTCAGCAGCCATGCTGAG ATTCACCATGGGCAGACCTC ATGGGCTTTCATGAATGTGTTT 79 4 53 20 223 22 59,743 57,104 38,500 28,300 5,152,707 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 201 cccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCACCCTTTCATCCCTATGCCAGT ATGGGCTTTCATGAATGTGTTT 108 4 23 21 223 22 59,504 57,104 40,000 28,300 6,392,097 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 220 CCACTATGCTACTGCCTcccccTTTCATCCCTATGCCA CCACTATGCTACTGCCTCCC ATGGGCTTTCATGAATGTGTTT 128 4 4 20 223 22 59,605 57,104 43,000 28,300 5,290,233 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:27062:70768 1 152 46 19 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 221 ACCACTATGCTACTGCCTcccccTTTCATCCCTATGCC ACCACTATGCTACTGCCTCC ATGGGCTTTCATGAATGTGTTT 129 4 3 20 223 22 58,876 57,104 43,000 28,300 6,019,596 F 223 ATACCACTATGCTACTGCCTcccccTTTCATCCCTATGCCAGTTTACTCAGTATTCACCATGGGCAGACCTCAGCAGCCATGCTGAGATTAAATTAATaaaaaGTTCTCAGTATCTATTACAAACTTCATTATAGatatatatTCATTTATtatatatatatatatatatatatatatatatatatataAAatatataaaaaaaCACATTCATGAAAGCCCAT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 1 10 11 146 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC CGCGAGAGTGGGAGAAAGAG 31 11 45 20 190 20 60,613 60,179 43,000 28,500 0.792442 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 11 31 192 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC AGTGATGGAGTGTGACAGAGA 31 56 45 20 236 21 60,613 58,118 43,000 31,000 3,495,026 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 12 31 192 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC AGTGATGGAGTGTGACAGAGAG 31 55 45 20 236 22 60,613 59,175 43,000 32,000 3,438,228 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 12 22 157 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC GACAGAGAAAGCGCGAGAGT 31 22 45 20 201 20 60,613 60,110 43,000 32,400 0.722796 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 12 11 137 cccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTCCCTCTCTGTCTCCCTCTCC GACAGAGAAAGCGCGAGAGT 11 22 65 20 201 20 60,106 60,110 37,100 32,400 0.215722 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 12 10 136 ccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTT CCTCTCTGTCTCCCTCTCCC GACAGAGAAAGCGCGAGAGT 10 22 66 20 201 20 60,106 60,110 43,000 32,400 0.215722 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 14 31 191 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC GTGATGGAGTGTGACAGAGAGA 31 54 45 20 235 22 60,613 59,177 43,000 31,000 3,435,853 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 14 23 158 TCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTC TCTCACTGTCCTGCTCTCCC AGACAGAGAAAGCGCGAGAG 31 23 45 20 202 20 60,613 59,830 43,000 32,000 0.783408 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 96 64 19 2 AG TCTCTCTCTTTCTCTCTCTCGCCATGTCTCTCTCTCTC NA 0 0 14 10 137 ccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTT CCTCTCTGTCTCCCTCTCCC AGACAGAGAAAGCGCGAGAG 10 23 66 20 202 20 60,106 59,830 43,000 32,000 0.276334 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 1 12 3 174 ctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGT CTGCCTCTCTTTCTCTCGCC GTGGGAGAAAGAGAGCCAGC 3 4 10 20 183 20 60,179 60,392 55,400 48,500 0.571440 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 0 12 3 181 ctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGT CTGCCTCTCTTTCTCTCGCC CGCGAGAGTGGGAGAAAGAG 3 11 10 20 190 20 60,179 60,179 55,400 28,500 0.358263 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 0 12 3 191 ctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGT CTGCCTCTCTTTCTCTCGCC ACAGAGAAAGCGCGAGAGTG 3 21 10 20 200 20 60,179 60,388 55,400 35,100 0.566991 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 0 12 3 192 ctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGT CTGCCTCTCTTTCTCTCGCC GACAGAGAAAGCGCGAGAGT 3 22 10 20 201 20 60,179 60,110 55,400 32,400 0.288618 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 0 12 0 189 CctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTCCTCTCTTTCTCTCGCCCTG GACAGAGAAAGCGCGAGAGT 0 22 13 20 201 20 59,541 60,110 44,500 32,400 0.568993 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:28513:39176 1 33 127 19 3 AG TCTCTCTCTCTTTCTCACTGTCCTGCTCTCCCCCCTCT NA 0 0 14 3 193 ctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGT CTGCCTCTCTTTCTCTCGCC AGACAGAGAAAGCGCGAGAG 3 23 10 20 202 20 60,179 59,830 55,400 32,000 0.349230 G 236 TATCCctctctGCctctctTtctctcGCCCTGtctctctctcTTTCTCACTGTCCTGCTCTccccccTCTCTGTCTCCCTCTCCCACCATCCCTAtctctctcTTtctctctctcGCCATGtctctctctctctctctctctctctctctctctctctcTATCGCTGGctctctTTCTCCCACTCTCGCGCTTTCTCTGTCTTtctctcTGtctctctcTGTCACACTCCATCACT

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 1 1 10 2 190 ATACTCTCATATGcacacaAACACATacacacTcacacacATACTCTCATATGCACACAAACAC AGGACTACAGTGCTGCCAGA 2 32 13 24 202 20 57,331 60,543 33,200 38,600 7,211,479 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 0 0 11 1 187 ACTCTCATATGcacacaAACACATacacacTcacacacac ACTCTCATATGCACACAAACACA GGACTACAGTGCTGCCAGAA 1 31 15 23 201 20 58,612 59,678 37,200 30,200 4,710,156 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 0 0 11 1 188 ACTCTCATATGcacacaAACACATacacacTcacacacac ACTCTCATATGCACACAAACACA AGGACTACAGTGCTGCCAGA 1 32 15 23 202 20 58,612 60,543 37,200 38,600 4,931,423 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 0 0 11 1 190 ATACTCTCATATGcacacaAACACATacacacTcacacacATACTCTCATATGCACACAAACACA AGGACTACAGTGCTGCCAGA 1 32 13 25 202 20 58,827 60,543 37,200 38,600 6,715,567 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 0 0 12 0 187 ACTCTCATATGcacacaAACACATacacacTcacacacac ACTCTCATATGCACACAAACACAT GGACTACAGTGCTGCCAGAA 0 31 15 24 201 20 58,994 59,678 32,100 30,200 5,327,410 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:30259:34113 1 39 112 19 1.5 AC ACACACTCACACACACACACTCACACACACACACTC NA 0 0 12 0 190 ATACTCTCATATGcacacaAACACATacacacTcacacacATACTCTCATATGCACACAAACACAT AGGACTACAGTGCTGCCAGA 0 32 13 26 202 20 59,175 60,543 32,100 38,600 7,368,150 F 214 acacacacacacATACTCTCATATGcacacaAACACATacacacTcacacacacacaCTcacacacacacaCTcacacacaAacacacacacacacacacacacacacacacacacacacGAacacacacacacacacacacacacacacATAGAGCAGACTGCTGTACTTATTTAATGTTTTCTGGCAGCACTGTAGTCCTGGAAAAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 1 1 11 52 197 TCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTCTGTCCCATTCTCTCTCTGT GCGGGAAACAGTGAGAGTGA 52 56 24 21 220 20 57,535 59,966 34,100 34,100 3,498,225 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 11 52 198 TCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTCTGTCCCATTCTCTCTCTGT AGCGGGAAACAGTGAGAGTG 52 57 24 21 221 20 57,535 59,966 34,100 35,100 3,498,779 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 51 197 TCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTCTGTCCCATTCTCTCTCTGTT GCGGGAAACAGTGAGAGTGA 51 56 24 22 220 20 58,216 59,966 31,600 34,100 3,817,682 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 14 162 CCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctCCCTTTGTCTGTCTCCCTTTCT TAGCGGGAAACAGTGAGAGT 14 58 61 22 222 20 59,626 58,371 25,200 32,400 4,002,545 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 1 133 TCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctct TCCCTTTCTCTATCTCCCTCCC GAGTGAGAGACAGAGCCAGC 1 42 74 22 206 20 59,820 59,827 43,000 48,500 2,353,563 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 1 147 TCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctct TCCCTTTCTCTATCTCCCTCCC GCGGGAAACAGTGAGAGTGA 1 56 74 22 220 20 59,820 59,966 43,000 34,100 2,213,812 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 1 149 TCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctct TCCCTTTCTCTATCTCCCTCCC TAGCGGGAAACAGTGAGAGT 1 58 74 22 222 20 59,820 58,371 43,000 32,400 3,809,350 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 92 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA AGGATAGAGACAGAGTGCCAGT 0 0 75 22 166 22 60,090 60,024 43,700 40,000 4,114,958 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 93 TCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctct TCCCTTTCTCTATCTCCCTCCC AGGATAGAGACAGAGTGCCAGT 1 0 74 22 166 22 59,820 60,024 43,000 40,000 4,204,772 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 106 CCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctCCCTTTGTCTGTCTCCCTTTCT AGGATAGAGACAGAGTGCCAGT 14 0 61 22 166 22 59,626 60,024 25,200 40,000 4,397,967 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 130 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA GTGAGAGACAGAGCCAGCAA 0 40 75 22 204 20 60,090 59,680 43,700 39,100 2,410,221 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 132 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA GAGTGAGAGACAGAGCCAGC 0 42 75 22 206 20 60,090 59,827 43,700 48,500 2,263,748 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 146 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA GCGGGAAACAGTGAGAGTGA 0 56 75 22 220 20 60,090 59,966 43,700 34,100 2,123,998 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 147 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA AGCGGGAAACAGTGAGAGTG 0 57 75 22 221 20 60,090 59,966 43,700 35,100 2,124,552 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 12 0 148 CCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctc CCCTTTCTCTATCTCCCTCCCA TAGCGGGAAACAGTGAGAGT 0 58 75 22 222 20 60,090 58,371 43,700 32,400 3,719,536 B 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 14 68 242 TGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTTGCATCCGTCTATCTATCTATCTGT CGACAGAGAGTGAGAAAGAGAT 68 79 4 25 245 22 58,581 57,037 34,100 27,500 11,382,222 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 14 66 241 GCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCGCATCCGTCTATCTATCTATCTGTCC CGACAGAGAGTGAGAAAGAGAT 66 79 5 26 245 22 60,017 57,037 40,200 27,500 10,980,716 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:5091:47052 1 97 48 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCANA 0 0 14 65 240 CATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTCATCCGTCTATCTATCTATCTGTCCC CGACAGAGAGTGAGAAAGAGAT 65 79 6 26 245 22 59,515 57,037 44,600 27,500 11,448,589 F 245 CTTTGCATCCGtctatctatctaTCTGTCCCATtctctctcTGTTTCTACCTCTATGCTCCCCTTTGTCTGTCTCCCTTTCTCTATCTCCCTCCCAtctctctctctctctctctctctctctctctctctctcAGtctctctcACTGGCACTCTGTCTCTATCCTTCTCTTTATCTAtctctcTTGCTGGCTCTGtctctcACTCTCACTGTTTCCCGCTATATCTCTTTCTCActctctGTCG

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 1 4 0 188 AGATGGAGAGTGCGGAATGTgagagaGTGACAGAC AGATGGAGAGTGCGGAATGT TCTTGGCCGATCCCTCTGAT 71 0 57 20 244 20 58,801 60,399 27,100 29,000 1,597,804 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 5 1 189 GAGATGGAGAGTGCGGAATGTgagagaGTGACAGA GAGATGGAGAGTGCGGAATGT TCTTGGCCGATCCCTCTGA 71 1 56 21 244 19 59,862 59,998 27,100 32,700 2,139,503 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 5 0 189 GAGATGGAGAGTGCGGAATGTgagagaGTGACAGA GAGATGGAGAGTGCGGAATGT TCTTGGCCGATCCCTCTGAT 71 0 56 21 244 20 59,862 60,399 27,100 29,000 1,536,963 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 191 TGGAGATGGAGAGTGCGGAATGTgagagaGTGACA TGGAGATGGAGAGTGCGGAA TCTTGGCCGATCCCTCTGAT 74 0 54 20 244 20 60,615 60,399 43,000 29,000 1,013,788 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 6 0 192 ATGGAGATGGAGAGTGCGGAATGTgagagaGTGAC ATGGAGATGGAGAGTGCGGA TCTTGGCCGATCCCTCTGAT 75 0 53 20 244 20 60,398 60,399 55,400 29,000 0.796766 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 8 2 121 agagagagACCGTGGGACAAATagagagagagagATagaAGAGAGAGACCGTGGGACAA ACTCTTGGCCGATCCCTCT 2 3 126 20 246 19 59,887 59,998 31,800 36,900 1,114,880 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 8 1 119 agagagagACCGTGGGACAAATagagagagagagATagaAGAGAGAGACCGTGGGACAA TCTTGGCCGATCCCTCTGA 2 1 126 20 244 19 59,887 59,998 31,800 32,700 1,114,238 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 8 0 119 agagagagACCGTGGGACAAATagagagagagagATagaAGAGAGAGACCGTGGGACAA TCTTGGCCGATCCCTCTGAT 2 0 126 20 244 20 59,887 60,399 31,800 29,000 0.511697 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 8 0 193 GATGGAGATGGAGAGTGCGGAATGTgagagaGTGA GATGGAGATGGAGAGTGCGG TCTTGGCCGATCCCTCTGAT 76 0 52 20 244 20 59,967 60,399 56,900 29,000 0.432319 D 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 16 0 140 AAGAGATGGAAAGAGAAAGATagagagagACCGTGGAAGAGATGGAAAGAGAAAGATAGAGA TCTTGGCCGATCCCTCTGAT 17 0 105 26 244 20 57,163 60,399 31,000 29,000 9,236,190 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 17 0 140 AAGAGATGGAAAGAGAAAGATagagagagACCGTGGAAGAGATGGAAAGAGAAAGATAGAGAG TCTTGGCCGATCCCTCTGAT 16 0 105 27 244 20 58,083 60,399 32,000 29,000 9,316,179 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 148 77 19 2 AG AGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGA NA 0 0 19 3 141 AGAGATGGAAAGAGAAAGATagagagagACCGTGG AGAGATGGAAAGAGAAAGATAGAGAGA ACTCTTGGCCGATCCCTCT 15 3 106 27 246 19 58,718 59,998 31,000 36,900 9,283,805 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 1 4 0 184 GGAGAGTGCGGAATGTgagagaGTGACAGACAAagaGGAGAGTGCGGAATGTGAGA TCTTGGCCGATCCCTCTGAT 13 0 61 20 244 20 59,467 60,399 32,700 29,000 0.931664 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 0 4 0 185 TGGAGAGTGCGGAATGTgagagaGTGACAGACAAagTGGAGAGTGCGGAATGTGAG TCTTGGCCGATCCCTCTGAT 14 0 60 20 244 20 59,753 60,399 35,100 29,000 0.646551 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 0 5 1 185 TGGAGAGTGCGGAATGTgagagaGTGACAGACAAagTGGAGAGTGCGGAATGTGAG TCTTGGCCGATCCCTCTGA 14 1 60 20 244 19 59,753 59,998 35,100 32,700 1,249,091 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 0 10 0 240 CagagagagGGAGATACATGGgagagaGTTagagagagACAGAGAGAGGGAGATACATGGG TCTTGGCCGATCCCTCTGAT 67 0 5 22 244 20 58,836 60,399 40,000 29,000 3,563,359 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 0 11 0 240 CagagagagGGAGATACATGGgagagaGTTagagagagACAGAGAGAGGGAGATACATGGGA TCTTGGCCGATCCCTCTGAT 66 0 5 23 244 20 60,181 60,399 43,700 29,000 3,580,515 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2119:6268:39844 1 94 131 19 3 AG AGAGAGAGAGAAAGAGATGGAAAGAGAAAGATAGNA 0 0 11 0 241 ACagagagagGGAGATACATGGgagagaGTTagagaga ACAGAGAGAGGGAGATACATGGG TCTTGGCCGATCCCTCTGAT 67 0 4 23 244 20 60,438 60,399 40,000 29,000 3,836,875 G 248 GAGACagagagagGGAGATACATGGgagagaGTTagagagagATGTAAAGAGATGGAGATGGAGAGTGCGGAATGTgagagaGTGACAGACAAagagagagagAAAGAGATGGAAAGAGAAAGATagagagagACCGTGGGACAAATagagagagagagATagagagagagagagagagagagagagagagagagagagCGAGAGTGAGAGCgagagagagagaATCAGAGGGATCGGCCAAGAGTGA

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 28 240 TCTCACTTCCGCCATTACTTGTAAGGATTGACAAAG TCTCACTTCCGCCATTACTTG ACATTGGTTATGGGAATTTGCTGG 129 28 2 21 241 24 58,027 60,081 31,600 48,500 7,053,600 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 28 240 TCTCACTTCCGCCATTACTTGTAAGGATTGACAAAG TCTCACTTCCGCCATTACTTGT ACATTGGTTATGGGAATTTGCTGG 128 28 2 22 241 24 59,698 60,081 31,600 48,500 6,382,845 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 30 242 TCTCACTTCCGCCATTACTTGTAAGGATTGACAAAG TCTCACTTCCGCCATTACTTGT TGACATTGGTTATGGGAATTTGCT 128 30 2 22 243 24 59,698 59,223 31,600 39,100 7,078,707 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 119 CCcacacacaAATGTTCCTTTTCATATCAATAAAACCA CCCACACACAAATGTTCCTTT TTTGCTGCTTGCCTGGTCTT 40 0 91 21 209 20 57,182 60,756 31,100 30,100 4,574,151 F 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 2 90 AAACCAATCTGCAAATGCTTTGAATAATGcacacaca AAACCAATCTGCAAATGCTTTGA TAATTTGCTGCTTGCCTGGTC 6 2 123 23 212 21 58,294 59,454 26,900 40,200 6,251,617 A 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 3 90 AAACCAATCTGCAAATGCTTTGAATAATGcacacaca AAACCAATCTGCAAATGCTTTGA TAATTTGCTGCTTGCCTGGT 6 3 123 23 212 20 58,294 58,369 26,900 40,000 6,337,440 A 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 90 AACCAATCTGCAAATGCTTTGAATAATGcacacacacaAACCAATCTGCAAATGCTTTGA ATAATTTGCTGCTTGCCTGGTC 6 2 124 22 213 22 57,660 59,833 26,900 40,200 6,506,947 A 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 121 CCcacacacaAATGTTCCTTTTCATATCAATAAAACCA CCCACACACAAATGTTCCTTT AATTTGCTGCTTGCCTGGTC 40 2 91 21 211 20 57,182 59,681 31,100 40,200 4,137,114 F 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 180 ACAAAGAGATTTCAAATGCGTCATTTTAAATGAACAACAAAGAGATTTCAAATGCGTCA AATTTGCTGCTTGCCTGGTC 97 2 32 23 211 20 57,563 59,681 43,500 40,200 5,756,695 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 182 TGACAAAGAGATTTCAAATGCGTCATTTTAAATGAATGACAAAGAGATTTCAAATGCGTCA AATTTGCTGCTTGCCTGGTC 97 2 30 25 211 20 59,991 59,681 43,500 40,200 5,327,919 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 209 CTCACTTCCGCCATTACTTGTAAGGATTGACAAAGA CTCACTTCCGCCATTACTTGT AATTTGCTGCTTGCCTGGTC 128 2 3 21 211 20 58,300 59,681 31,600 40,200 3,019,360 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 210 TCTCACTTCCGCCATTACTTGTAAGGATTGACAAAG TCTCACTTCCGCCATTACTTGT AATTTGCTGCTTGCCTGGTC 128 2 2 22 211 20 59,698 59,681 31,600 40,200 2,621,275 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 120 CCcacacacaAATGTTCCTTTTCATATCAATAAAACCA CCCACACACAAATGTTCCTTT ATTTGCTGCTTGCCTGGTCT 40 1 91 21 210 20 57,182 60,541 31,100 38,500 4,359,005 F 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 181 TGACAAAGAGATTTCAAATGCGTCATTTTAAATGAATGACAAAGAGATTTCAAATGCGTCA ATTTGCTGCTTGCCTGGTCT 97 1 30 25 210 20 59,991 60,541 43,500 38,500 5,549,810 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:12246:49707 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 209 TCTCACTTCCGCCATTACTTGTAAGGATTGACAAAG TCTCACTTCCGCCATTACTTGT ATTTGCTGCTTGCCTGGTCT 128 1 2 22 210 20 59,698 60,541 31,600 38,500 2,843,166 B 283 TTCTCACTTCCGCCATTACTTGTAAGGATTGACAAAGAGATTTCAAATGCGTCATTTTAAATGAACATAATCATAATCACTGAAATTTTCCCcacacacaAATGTTCCTTTTCATATCAATAAAACCAATCTGCAAATGCTTTGAATAATGcacacacacacacacacacacacacacacacacacacaAAGACCAGGCAAGCAGCAAATTATTAAACCAGCAAATTCCCATAACCAATGTCATTCAATATCAAttttttAATCCCTGTGCAGATGCAAGAGC

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 5 8 139 GCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtg GCTCTGTTCGTGCAATGAAA TTCTGGCAGGTTTACATTATTCTTT 8 48 78 20 216 25 57,313 57,225 26,900 25,200 10,461,610 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 7 139 GCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtg GCTCTGTTCGTGCAATGAAAC TTCTGGCAGGTTTACATTATTCTTT 7 48 78 21 216 25 58,689 57,225 27,800 25,200 10,085,630 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 6 139 GCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtg GCTCTGTTCGTGCAATGAAACT TTCTGGCAGGTTTACATTATTCTTT 6 48 78 22 216 25 60,032 57,225 26,600 25,200 9,806,735 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 223 AGGCTCAAAGGGCAGAATGACCTACCCATGCTCCT AGGCTCAAAGGGCAGAATGA TCAGTACATCATTCTGGCAGGT 81 62 5 20 227 22 59,299 59,160 25,700 40,000 3,540,601 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 224 CAGGCTCAAAGGGCAGAATGACCTACCCATGCTCC CAGGCTCAAAGGGCAGAATG TCAGTACATCATTCTGGCAGGT 82 62 4 20 227 22 59,184 59,160 26,700 40,000 3,655,771 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 62 225 GCAGGCTCAAAGGGCAGAATGACCTACCCATGCTC GCAGGCTCAAAGGGCAGAAT TCAGTACATCATTCTGGCAGGT 83 62 3 20 227 22 60,969 59,160 24,000 40,000 3,809,447 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 9 151 AGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtg AGCTCTGTTCGTGCAATGAA TCAGTACATCATTCTGGCAGGT 9 62 77 20 227 22 58,117 59,160 25,700 40,000 4,722,950 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 8 97 AGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtg AGCTCTGTTCGTGCAATGAA TCTCTCTCGCTCTCATTCCTCT 9 8 77 20 173 22 58,117 59,827 25,700 36,900 4,055,417 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 8 169 AGGCTCAAAGGGCAGAATGACCTACCCATGCTCCT AGGCTCAAAGGGCAGAATGA TCTCTCTCGCTCTCATTCCTCT 81 8 5 20 173 22 59,299 59,827 25,700 36,900 2,873,069 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 7 151 AGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtg AGCTCTGTTCGTGCAATGAAAC TCAGTACATCATTCTGGCAGGT 7 62 77 22 227 22 60,032 59,160 27,800 40,000 4,871,720 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 94 GCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtg GCTCTGTTCGTGCAATGAAACT TCTCTCGCTCTCATTCCTCTCT 6 6 78 22 171 22 60,032 59,827 26,600 31,000 4,204,188 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 95 AGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtg AGCTCTGTTCGTGCAATGAA TCTCTCGCTCTCATTCCTCTCT 9 6 77 20 171 22 58,117 59,827 25,700 31,000 4,055,417 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 150 GCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtg GCTCTGTTCGTGCAATGAAACT TCAGTACATCATTCTGGCAGGT 6 62 78 22 227 22 60,032 59,160 26,600 40,000 4,871,720 B 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 167 AGGCTCAAAGGGCAGAATGACCTACCCATGCTCCT AGGCTCAAAGGGCAGAATGA TCTCTCGCTCTCATTCCTCTCT 81 6 5 20 171 22 59,299 59,827 25,700 31,000 2,873,069 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:30360:40688 1 106 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 168 CAGGCTCAAAGGGCAGAATGACCTACCCATGCTCC CAGGCTCAAAGGGCAGAATG TCTCTCGCTCTCATTCCTCTCT 82 6 4 20 171 22 59,184 59,827 26,700 31,000 2,988,239 F 231 GAGCAGGCTCAAAGGGCAGAATGACCTACCCATGCTCCTAATCCTATGTTTCTATGTTATCCACAATATGGATCATAGCTCTGTTCGTGCAATGAAACTCATTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAATagagagGAATGAGAGCgagagagaAAGAAGGAAACTAATTGAAAAGAATAATGTAAACCTGCCAGAATGATGTACTGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 10 151 GGCGAAACACGAGGTATTGCCCTGGGTGTCgagagaGGCGAAACACGAGGTATTGC CGTGAAGGCGGAGGATTGTT 10 49 34 20 184 20 59,904 60,674 35,600 28,300 0.770099 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 9 150 GCGAAACACGAGGTATTGCCCTGGGTGTCgagagag GCGAAACACGAGGTATTGCC CGTGAAGGCGGAGGATTGTT 9 49 35 20 184 20 59,904 60,674 45,200 28,300 0.770099 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 5 146 AACACGAGGTATTGCCCTGGGTGTCgagagagagaga AACACGAGGTATTGCCCTGG CGTGAAGGCGGAGGATTGTT 5 49 39 20 184 20 60,035 60,674 44,500 28,300 0.709083 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 10 123 GGCGAAACACGAGGTATTGCCCTGGGTGTCgagagaGGCGAAACACGAGGTATTGC CAGTCTCCAGAGTGGCAGAA 10 21 34 20 156 20 59,904 59,028 35,600 30,200 1,068,588 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 9 122 GCGAAACACGAGGTATTGCCCTGGGTGTCgagagag GCGAAACACGAGGTATTGCC CAGTCTCCAGAGTGGCAGAA 9 21 35 20 156 20 59,904 59,028 45,200 30,200 1,068,588 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 5 118 AACACGAGGTATTGCCCTGGGTGTCgagagagagaga AACACGAGGTATTGCCCTGG CAGTCTCCAGAGTGGCAGAA 5 21 39 20 156 20 60,035 59,028 44,500 30,200 1,007,573 B 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 249 CCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAACCAGGCTGTTCCCTTCCTG GCCTCCAGACCTTCCAAACC 42 116 3 19 251 20 60,002 60,609 38,600 32,700 1,611,046 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 42 250 CCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAACCAGGCTGTTCCCTTCCTG AGCCTCCAGACCTTCCAAAC 42 117 3 19 252 20 60,002 59,598 38,600 29,300 1,403,761 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 42 246 CCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAACCAGGCTGTTCCCTTCCTG TCCAGACCTTCCAAACCTGC 42 113 3 19 248 20 60,002 59,890 38,600 48,500 1,112,127 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 10 215 GGCGAAACACGAGGTATTGCCCTGGGTGTCgagagaGGCGAAACACGAGGTATTGC TCCAGACCTTCCAAACCTGC 10 113 34 20 248 20 59,904 59,890 35,600 48,500 0.206940 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 9 214 GCGAAACACGAGGTATTGCCCTGGGTGTCgagagag GCGAAACACGAGGTATTGCC TCCAGACCTTCCAAACCTGC 9 113 35 20 248 20 59,904 59,890 45,200 48,500 0.206940 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2120:7131:10890 1 64 52 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 5 210 AACACGAGGTATTGCCCTGGGTGTCgagagagagaga AACACGAGGTATTGCCCTGG TCCAGACCTTCCAAACCTGC 5 113 39 20 248 20 60,035 59,890 44,500 48,500 0.145925 F 252 CCCCAGGCTGTTCCCTTCCTGcccccGAAGGGTGGCGAAACACGAGGTATTGCCCTGGGTGTCgagagagagagagagagagagagagagagagagagagaATgagagagagagaCAAGGTGAAGTCCACAAAGATTTCTGCCACTCTGGAGACTGgcgcgcAAAACAATCCTCCGCCTTCACGACGCCTCGCTCCTGAAAATGCCCCGTTGGCCCCTGAGAgggggggCAGGTTTGGAAGGTCTGGAGGCT

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 178 60 19 2 AG TCTCTCTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 12 3 107 TCACTCTGTCCctctctCGCCATTtctctctctcTGCctctct TCACTCTGTCCCTCTCTCGC GGGATGGGAGAGACTGATGG 4 3 154 20 260 20 60,678 58,945 50,300 35,100 1,733,406 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 178 60 19 2 AG TCTCTCTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 103 TCTGTCCctctctCGCCATTtctctctctcTGCctctctctctct TCTGTCCCTCTCTCGCCATT GGGATGGGAGAGACTGATGG 0 3 158 20 260 20 60,325 58,945 31,600 35,100 1,379,777 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 178 60 19 2 AG TCTCTCTCTCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 103 TCTGTCCctctctCGCCATTtctctctctcTGCctctctctctct TCTGTCCCTCTCTCGCCATT GGGATGGGAGAGACTGATGGA 0 2 158 20 260 21 60,325 60,414 31,600 34,100 1,738,400 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 1 8 3 185 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC GGGATGGGAGAGACTGATGG 18 3 76 20 260 20 59,821 58,945 53,600 35,100 1,234,039 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 0 8 3 192 ACTCCATCACCCTGACACTATCTGCCCctctctctGTCAACTCCATCACCCTGACACTA GGGATGGGAGAGACTGATGG 25 3 69 20 260 20 57,377 58,945 27,400 35,100 3,678,457 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 0 8 2 185 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC GGGATGGGAGAGACTGATGGA 18 2 76 20 260 21 59,821 60,414 53,600 34,100 1,592,662 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 0 8 2 192 ACTCCATCACCCTGACACTATCTGCCCctctctctGTCAACTCCATCACCCTGACACTA GGGATGGGAGAGACTGATGGA 25 2 69 20 260 21 57,377 60,414 27,400 34,100 4,037,080 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 0 8 1 184 CACCCTGACACTATCTGCCCctctctctGTCACCCTGCc CACCCTGACACTATCTGCCC GGATGGGAGAGACTGATGGAG 18 1 76 20 259 21 59,821 59,030 53,600 38,600 2,148,923 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 114 124 19 3 AG CTCTCTCTCTCTTGGCGAGTTTTGTCTCTCTGTCTTAANA 0 0 10 3 190 TCCATCACCCTGACACTATCTGCCCctctctctGTCACC TCCATCACCCTGACACTATCTG GGGATGGGAGAGACTGATGG 21 3 71 22 260 20 58,966 58,945 29,000 35,100 4,088,949 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 179 19 4 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 1 8 3 231 CTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcA CTCCCTATTACTCGCCTCGC GGGATGGGAGAGACTGATGG 9 3 30 20 260 20 59,759 58,945 50,300 35,100 1,296,520 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 179 19 4 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 8 2 224 TTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATC TTACTCGCCTCGCCTTTCTC GGGATGGGAGAGACTGATGG 2 3 37 20 260 20 59,827 58,945 28,700 35,100 1,227,843 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:21217:40073 1 59 179 19 4 AG TCTCTCTCTCACTCCATCACCCTGACACTATCTGCCC NA 0 0 8 2 224 TTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATC TTACTCGCCTCGCCTTTCTC GGGATGGGAGAGACTGATGGA 2 2 37 20 260 21 59,827 60,414 28,700 34,100 1,586,465 G 272 CTCTCCCTTGCCTGtctctctctcGCCCTCTCCCTATTACTCGCCTCGCCTTTCTCAGtctctctctcACTCCATCACCCTGACACTATCTGCCCctctctctGTCACCCTGCctctctctctctTGGCGAGTTTTGtctctcTGTCTTAATCTCACTCTGTCCctctctCGCCATTtctctctctcTGCctctctctctctctctctctctctctctctctctctctTtctctctcACTCCATCAGtctctcCCATCCCCACCATCCCCAG

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 0 111 TGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtg TGTCTGTGTGTACGCTTGGC GTGGTGAGGAGTGACACTTCA 0 32 84 20 194 21 60,879 59,587 45,200 30,200 2,291,233 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 112 TGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtg TGTCTGTGTGTACGCTTGGC TGTGGTGAGGAGTGACACTTC 0 33 84 20 195 21 60,879 59,587 45,200 30,100 2,291,233 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 115 TGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtg TGTCTGTGTGTACGCTTGGC TCTTGTGGTGAGGAGTGACAC 0 36 84 20 198 21 60,879 59,587 45,200 36,700 2,291,233 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 22 141 TGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGTGTAAGTCTGTGTGAGTGTCTTTG TCTTGTGGTGAGGAGTGACAC 22 36 58 24 198 21 58,891 59,587 27,700 36,700 6,521,920 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 22 142 TGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGTGTAAGTCTGTGTGAGTGTCTTTG GTCTTGTGGTGAGGAGTGACA 22 37 58 24 199 21 58,891 59,587 27,700 35,800 6,521,920 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 104 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 21 140 GTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACG GTAAGTCTGTGTGAGTGTCTTTGT TCTTGTGGTGAGGAGTGACAC 21 36 59 24 198 21 58,890 59,587 28,300 36,700 6,522,613 F 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 46 96 19 2 AC TGTGTGTGTGTATGTAAGTCTGTGTGAGTGTCTTTGNA 0 1 6 2 171 TGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAG TGCATGTGTGTTGCAGCATG GTGGTGAGGAGTGACACTTCA 2 32 24 20 194 21 60,319 59,587 40,600 30,200 1,731,835 G 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 46 96 19 2 AC TGTGTGTGTGTATGTAAGTCTGTGTGAGTGTCTTTGNA 0 0 6 2 172 TGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAG TGCATGTGTGTTGCAGCATG TGTGGTGAGGAGTGACACTTC 2 33 24 20 195 21 60,319 59,587 40,600 30,100 1,731,835 G 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:24566:27380 1 46 96 19 2 AC TGTGTGTGTGTATGTAAGTCTGTGTGAGTGTCTTTGNA 0 0 6 2 175 TGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAG TGCATGTGTGTTGCAGCATG TCTTGTGGTGAGGAGTGACAC 2 36 24 20 198 21 60,319 59,587 40,600 36,700 1,731,835 G 199 GGGATAAgggggTGGGTTGCATGTGCAtgtgtgTTGCAGCATGCAtgtgtgtgtgTATGTAAGTCtgtgtgAGTGTCTTTGTCTGTCtgtgtgTACGCTTGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATATACCTGTTCATAGCatatatTATTCTTCTGAAGTGTCACTCCTCACCACAAGAC

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 35 192 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGAA CTGTGAGTGCTTGAATGCATGA 35 46 15 22 206 22 58,115 59,513 35,300 30,700 6,371,487 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 35 194 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGAA GCCTGTGAGTGCTTGAATGC 35 50 15 22 208 20 58,115 60,109 35,300 35,600 3,994,307 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 31 176 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGAA GCATGAATCTGTGTTCCTGCG 35 31 15 22 190 21 58,115 60,202 35,300 51,800 5,087,005 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 31 177 AACAGACACAAACACAGATGGAAATACACATAAAC AACAGACACAAACACAGATGGA GCATGAATCTGTGTTCCTGCG 36 31 14 22 190 21 58,115 60,202 34,100 51,800 5,087,005 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 36 191 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA TGTGAGTGCTTGAATGCATGA 36 46 15 21 205 21 57,441 58,494 34,100 30,700 6,065,375 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 36 192 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA CTGTGAGTGCTTGAATGCATGA 36 46 15 21 206 22 57,441 59,513 34,100 30,700 6,045,523 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 36 194 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GCCTGTGAGTGCTTGAATGC 36 50 15 21 208 20 57,441 60,109 34,100 35,600 3,668,343 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 36 195 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA CGCCTGTGAGTGCTTGAATG 36 51 15 21 209 20 57,441 59,833 34,100 26,700 3,726,401 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 31 176 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GCATGAATCTGTGTTCCTGCG 36 31 15 21 190 21 57,441 60,202 34,100 51,800 4,761,041 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 25 169 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA TCTGTGTTCCTGCGTCTGTG 36 25 15 21 183 20 57,441 60,249 34,100 36,600 3,808,378 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 20 164 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GTTCCTGCGTCTGTGTGACA 36 20 15 21 178 20 57,441 60,530 34,100 35,800 4,088,705 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 17 161 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA CCTGCGTCTGTGTGACAGTA 36 17 15 21 175 20 57,441 59,686 34,100 27,400 3,872,918 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 1 135 CACAGATGGAAATACACATAAACACTGacacacacATCACAGATGGAAATACACATAAACACTG CAGTATGTGGGTGAGTGTGAA 19 1 26 27 160 21 59,035 57,599 36,600 31,800 11,365,592 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 1 136 ACACAGATGGAAATACACATAAACACTGacacacacAACACAGATGGAAATACACATAAACAC CAGTATGTGGGTGAGTGTGAA 21 1 25 26 160 21 58,183 57,599 33,200 31,800 11,217,673 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 36 243 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA TCAGTGCGTGAGTGTGTATGT 36 98 15 21 257 21 57,441 59,660 34,100 22,900 4,898,860 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 136 ACACAGATGGAAATACACATAAACACTGacacacacAACACAGATGGAAATACACATAAACACT CAGTATGTGGGTGAGTGTGAA 20 1 25 27 160 21 59,334 57,599 35,500 31,800 11,066,592 D 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 128 CACTGacacacacATACATACACCcacacacacacacaca CACTGACACACACATACATACACC CCTGCGTCTGTGTGACAGTA 0 17 48 24 175 20 59,611 59,686 41,600 27,400 4,702,760 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 136 CACTGacacacacATACATACACCcacacacacacacaca CACTGACACACACATACATACACC TCTGTGTTCCTGCGTCTGTG 0 25 48 24 183 20 59,611 60,249 41,600 36,600 4,638,220 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 36 241 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA AGTGCGTGAGTGTGTATGTGT 36 96 15 21 255 21 57,441 59,931 34,100 37,200 4,627,519 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 10 137 ACACATAAACACTGacacacacATACATACACCcacac ACACATAAACACTGACACACACA CCTGCGTCTGTGTGACAGTA 10 17 39 23 175 20 58,742 59,686 37,200 27,400 4,571,718 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:26727:42622 1 72 67 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 36 240 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GTGCGTGAGTGTGTATGTGTG 36 95 15 21 254 21 57,441 59,808 34,100 38,200 4,751,243 G 259 GTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATACACCcacacacacacacacacacacacacacacacacacacaCGcacacaCTTGAGCGCAAacacacacacATTCACACTCACCCACATACTGTcacacaGACGCAGGAACACAGATTCATGCATTCAAGCACTCACAGgcgcgcACACGCACACGCACGTGTacacacacATacacacTCACGCACTGAAT

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 73 19 2 AC ACACACACACACACACACACCTCAATACTGACACTC NA 1 1 10 11 169 CGGGCCTAGACACTGAAATGcacacaCCAAGacacac CGGGCCTAGACACTGAAATG GTCTGTCAGTGTCTGGGCAT 11 45 1 20 169 20 58,343 59,677 23,200 44,000 1,979,627 D 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 73 19 2 AC ACACACACACACACACACACCTCAATACTGACACTC NA 0 0 10 11 170 CGGGCCTAGACACTGAAATGcacacaCCAAGacacac CGGGCCTAGACACTGAAATG TGTCTGTCAGTGTCTGGGCA 11 46 1 20 170 20 58,343 61,048 23,200 53,600 2,704,812 D 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 73 19 2 AC ACACACACACACACACACACCTCAATACTGACACTC NA 0 0 10 11 171 CGGGCCTAGACACTGAAATGcacacaCCAAGacacac CGGGCCTAGACACTGAAATG ATGTCTGTCAGTGTCTGGGC 11 47 1 20 171 20 58,343 59,677 23,200 53,600 1,979,627 D 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 99 19 3 AC ACACACACACACACACACACCTCAATACTGACACTC NA 0 1 10 10 166 GGGCCTAGACACTGAAATGcacacaCCAAGacacaca GGGCCTAGACACTGAAATGC CTGTCAGTGTCTGGGCATGT 10 17 2 20 167 20 58,616 59,964 35,600 32,100 1,419,403 G 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 99 19 3 AC ACACACACACACACACACACCTCAATACTGACACTC NA 0 0 11 9 166 GGGCCTAGACACTGAAATGcacacaCCAAGacacaca GGGCCTAGACACTGAAATGCA CTGTCAGTGTCTGGGCATGT 9 17 2 21 167 20 60,340 59,964 39,600 32,100 1,375,898 G 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2121:7801:37682 1 32 99 19 3 AC ACACACACACACACACACACCTCAATACTGACACTC NA 0 0 12 8 157 GGGCCTAGACACTGAAATGcacacaCCAAGacacaca GGGCCTAGACACTGAAATGCA TCTGGGCATGTGTGTGTCAG 9 8 2 21 158 20 60,340 60,250 39,600 35,100 1,590,441 G 176 CGGGCCTAGACACTGAAATGcacacaCCAAGacacacacacacacacacacCTCAATACTGACACTcacacacacacacacacacacacacacacacacacacaGGCCTAGACACTGATGcacacacacaCCTCAACACTGacacacacATGCCCAGACACTGACAGACATGCACA

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 60 268 CCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTCCCTTTGAGCTTATTTCTGTGCA TGCCTCTCGTCACAAAGAGA 127 60 10 23 277 20 59,493 58,672 45,700 31,000 4,835,511 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 60 269 TCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTCCCTTTGAGCTTATTTCTGTGC TGCCTCTCGTCACAAAGAGA 128 60 9 23 277 20 59,241 58,672 45,700 31,000 5,086,833 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 59 268 CCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTCCCTTTGAGCTTATTTCTGTGCA TGCCTCTCGTCACAAAGAGAA 127 59 10 23 277 21 59,493 59,313 45,700 28,700 5,193,820 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 16 121 TGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTC TGTCCATGATGTTGTGTCAGT ACATACAAACACTGGCACACC 25 16 114 21 234 21 57,510 59,046 34,100 41,600 5,444,125 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 15 120 TGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTC TGTCCATGATGTTGTGTCAGTT CATACAAACACTGGCACACCA 24 15 114 22 233 21 58,181 59,047 31,600 41,700 5,772,358 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 15 120 TGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTC TGTCCATGATGTTGTGTCAGT CATACAAACACTGGCACACCA 25 15 114 21 233 21 57,510 59,047 34,100 41,700 5,443,429 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 60 214 tgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTGTGCCTGTGTGTTTCTCT TGCCTCTCGTCACAAAGAGA 75 60 64 21 277 20 60,065 58,672 31,000 31,000 2,393,770 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 60 215 gtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTT GTGTGTGCCTGTGTGTTTCTC TGCCTCTCGTCACAAAGAGA 76 60 63 21 277 20 59,936 58,672 28,700 31,000 2,392,339 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 15 171 gtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTT GTGTGTGCCTGTGTGTTTCTC CATACAAACACTGGCACACCA 76 15 63 21 233 21 59,936 59,047 28,700 41,700 3,017,050 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 60 216 tgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTTGTGTGTGCCTGTGTGTTTC TGCCTCTCGTCACAAAGAGA 78 60 62 20 277 20 59,192 58,672 27,800 31,000 2,136,403 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 16 173 tgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTTGTGTGTGCCTGTGTGTTTC ACATACAAACACTGGCACACC 78 16 62 20 234 21 59,192 59,046 27,800 41,600 2,761,811 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:14032:2276 1 160 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 15 172 tgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTTGTGTGTGCCTGTGTGTTTC CATACAAACACTGGCACACCA 78 15 62 20 233 21 59,192 59,047 27,800 41,700 2,761,115 F 279 GATCACTTTCCCTTTGAGCTTATTTCTGTGCATGATTATGTGTATTTGTTTGTGCtttttttgtgtgtGCCtgtgtgTTTCTCTGAATATGTTAACTTGTTTATGTTTATCTATGTCCATGATGTTGTGTCAGtttttGTACctctctGTTTCTTTAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCGTGCCTGTGTTGGTGTGCCAGTGTTTGTATGTAtctctcTGCAGTTCTCTTTCATTCTCTTTGTGACGAGAGGCAAG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 136 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 16 2 100 CTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACACTGATTACAGTGTGTGCGCG AATTAGCTACACACAGGCGT 20 2 96 20 195 20 59,906 57,237 68,600 56,800 2,856,070 F 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 136 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 2 112 GCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGCGCACGTGTAGCTGATTAC AATTAGCTACACACAGGCGT 32 2 84 20 195 20 59,702 57,237 18,900 56,800 3,060,355 F 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 136 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 17 2 101 GCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTA GCTGATTACAGTGTGTGCGC AATTAGCTACACACAGGCGT 21 2 95 20 195 20 60,179 57,237 60,900 56,800 2,941,750 F 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 1 16 1 182 GTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcAC GTGCGCGTGTAGCTGATTAC AATTAGCTACACACAGGCGT 1 2 14 20 195 20 59,702 57,237 18,900 56,800 3,060,355 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 16 0 181 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA AATTAGCTACACACAGGCGT 0 2 15 20 195 20 60,109 57,237 24,100 56,800 2,871,574 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 16 0 184 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA TGTAATTAGCTACACACAGGCGT 0 2 15 20 198 23 60,109 60,056 24,100 56,800 3,165,432 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 21 1 194 GTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcAC GTGCGCGTGTAGCTGATTAC CGCACACACTGTAATTAGCTACA 1 11 14 20 207 23 59,702 59,076 18,900 27,400 4,221,893 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 21 0 193 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA CGCACACACTGTAATTAGCTACA 0 11 15 20 207 23 60,109 59,076 24,100 27,400 4,033,112 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:27813:42147 1 35 139 19 3 AC GTGTGTGTGTGCGCGCACGTATGTAGCTGATTACA NA 0 0 22 0 193 TGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACG TGCGCGTGTAGCTGATTACA CGCACACACTGTAATTAGCTACAC 0 10 15 20 207 24 60,109 60,202 24,100 29,000 4,310,628 G 207 AGTAAGTgcgcgcGTGCGCGTGTAGCTGATTACAgtgtgtgtgtgcgcgcACGTATGTAGCTGATTACAgtgtgtgtgtGCACGCGCACGTGTAGCTGATTACAgtgtgtgcgcgcgcTCGTGTGGCTTATTACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCACGCCtgtgtgTAGCTAATTACAgtgtgtGCG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 3 134 GGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGGGGATTTAGAATGTCTCGCTGC GCAACCTTGTTGTAAATGGTCCA 48 3 29 22 162 23 59,454 59,931 52,500 40,200 5,614,820 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 131 GGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGGGGATTTAGAATGTCTCGCTGC ACCTTGTTGTAAATGGTCCAGGA 48 0 29 22 159 23 59,454 59,861 52,500 38,600 5,685,344 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 4 135 GGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGGGGATTTAGAATGTCTCGCTGC AGCAACCTTGTTGTAAATGGTCC 48 4 29 22 163 23 59,454 59,679 52,500 44,600 5,866,772 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 68 249 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG ACCTTGCCCAAGTGGATGTT 68 102 10 21 258 20 59,193 59,812 31,600 27,100 1,994,884 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 68 252 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG GGTACCTTGCCCAAGTGGAT 68 105 10 21 261 20 59,193 59,668 31,600 34,100 2,138,158 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 68 254 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG TTGGTACCTTGCCCAAGTGG 68 107 10 21 263 20 59,193 60,179 31,600 40,000 1,985,518 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 50 197 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG AGGCTCGTCAACTCATGTGG 68 50 10 21 206 20 59,193 60,037 31,600 41,700 1,843,494 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 47 194 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG CTCGTCAACTCATGTGGGCA 68 47 10 21 203 20 59,193 60,321 31,600 53,600 2,127,225 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 46 193 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG TCGTCAACTCATGTGGGCAT 68 46 10 21 202 20 59,193 59,675 31,600 44,000 2,131,156 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 28 175 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG ATCGCTGCTGAGGCTGATTT 68 28 10 21 184 20 59,193 60,107 31,600 21,700 1,913,855 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 27 174 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG TCGCTGCTGAGGCTGATTTC 68 27 10 21 183 20 59,193 60,742 31,600 21,700 2,548,823 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:4087:55473 1 99 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 25 172 CGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCCGTTCCCACTGAAGTCAATGG GCTGCTGAGGCTGATTTCAG 68 25 10 21 181 20 59,193 59,266 31,600 30,200 2,540,271 A 272 GGGATTTTACGTTCCCACTGAAGTCAATGGGATTTAGAATGTCTCGCTGCATTTTATGGCCTCGTCCCCGCCGAAACGGGGCCGTAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCCTGGACCATTTACAACAAGGTTGCTGAAATCAGCCTCAGCAGCGATGCCCACATGAGTTGACGAGCCTGCCAAAACATACTATCTAGGTTCGCAATGGAAAACATCCACTTGGGCAAGGTACCAATGACAGCTG

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 1 1 2 2 98 AGGGACACAGTTACTTGATGAGTTATGCTAAGatat AGGGACACAGTTACTTGATGAGT AGTGAAATGTAGTGTATCAATTGTCA 9 2 166 23 263 26 59,096 57,153 34,100 35,800 12,751,282 A 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 2 2 100 TCAGGGACACAGTTACTTGATGAGTTATGCTAAGat TCAGGGACACAGTTACTTGATGA AGTGAAATGTAGTGTATCAATTGTCA 11 2 164 23 263 26 59,099 57,153 29,200 35,800 12,748,165 A 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 2 2 101 TCAGGGACACAGTTACTTGATGAGTTATGCTAAGat TCAGGGACACAGTTACTTGATGA GAGTGAAATGTAGTGTATCAATTGTCA 11 2 164 23 264 27 59,099 58,064 29,200 35,800 12,837,066 A 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 3 13 175 cccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATCCCTGTTAGTGTTTATTGCTTCA GCTAATGTTAAGAGTGAAATGTAGTGT 74 13 101 23 275 27 57,042 58,063 30,200 35,500 14,894,706 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 3 2 163 cccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATCCCTGTTAGTGTTTATTGCTTCA AGTGAAATGTAGTGTATCAATTGTCA 74 2 101 23 263 26 57,042 57,153 30,200 35,800 14,804,785 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 3 2 164 cccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATCCCTGTTAGTGTTTATTGCTTCA GAGTGAAATGTAGTGTATCAATTGTCA 74 2 101 23 264 27 57,042 58,064 30,200 35,800 14,893,686 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 3 2 246 ACGGGTAAGGAATAAGCCCTCAACCATTTGAACTA ACGGGTAAGGAATAAGCCCTC AGTGAAATGTAGTGTATCAATTGTCA 159 2 18 21 263 26 59,233 57,153 43,000 35,800 10,614,031 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 5 2 245 CGGGTAAGGAATAAGCCCTCAACCATTTGAACTAC CGGGTAAGGAATAAGCCCTCA AGTGAAATGTAGTGTATCAATTGTCA 158 2 19 21 263 26 59,234 57,153 38,600 35,800 10,613,439 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 5 2 246 CGGGTAAGGAATAAGCCCTCAACCATTTGAACTAC CGGGTAAGGAATAAGCCCTCA GAGTGAAATGTAGTGTATCAATTGTCA 158 2 19 21 264 27 59,234 58,064 38,600 35,800 10,702,340 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 8 13 224 ACCAGCCGATGTTAAGGGTTAACCCATAATGGTGC ACCAGCCGATGTTAAGGGTT GCTAATGTTAAGAGTGAAATGTAGTGT 126 13 52 20 275 27 59,303 58,063 41,100 35,500 9,633,365 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 8 2 212 ACCAGCCGATGTTAAGGGTTAACCCATAATGGTGC ACCAGCCGATGTTAAGGGTT AGTGAAATGTAGTGTATCAATTGTCA 126 2 52 20 263 26 59,303 57,153 41,100 35,800 9,543,444 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2122:6573:39844 1 198 38 19 1 AT ATATATATATATATATATATATATATATATATATATATNA 0 0 8 2 213 ACCAGCCGATGTTAAGGGTTAACCCATAATGGTGC ACCAGCCGATGTTAAGGGTT GAGTGAAATGTAGTGTATCAATTGTCA 126 2 52 20 264 27 59,303 58,064 41,100 35,800 9,632,345 F 275 GATATTTTGACATTCTAACGGGTAAGGAATAAGCCCTCAACCATTTGAACTACCAGCCGATGTTAAGGGTTAACCCATAATGGTGCTATTAAAAGGATcccccTGTTAGTGTTTATTGCTTCAttttttttttATTTATAATTCTTCTTGaaaaaaaaaaaaaTCAGGGACACAGTTACTTGATGAGTTATGCTAAGatatatatatatatatatatatatatatatatatatatAATGACAATTGATACACTACATTTCACTCTTAACATTAGC

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 11 7 101 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG TGCTTCTCTGTCTCTCTCCCT 7 16 2 19 102 21 60,153 59,643 61,300 42,000 2,510,889 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 7 102 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG CTGCTTCTCTGTCTCTCTCCC 7 17 2 19 103 21 60,153 59,249 61,300 43,000 2,904,247 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 7 106 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG CCCTCTGCTTCTCTGTCTCTC 7 21 2 19 107 21 60,153 59,249 61,300 32,000 2,904,247 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 7 203 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG CTATCTGCGGCCGTCCCTTC 7 119 2 19 204 20 60,153 62,701 61,300 34,600 3,854,632 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 7 205 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG CACTATCTGCGGCCGTCC 7 123 2 19 206 18 60,153 60,280 61,300 47,900 3,432,986 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:22150:46613 1 28 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 7 206 gagagGCAAagagagCgggggAGGCGgagagagagagag GAGAGGCAAAGAGAGCGGG CCACTATCTGCGGCCGTC 7 124 2 19 207 18 60,153 60,280 61,300 47,900 3,432,986 F 237 agagagGCAAagagagCgggggAGGCGgagagagagagagagagagagagagagagagagagagaGGAGACAGAGACAAATAGGgagagagaCAGAGAAGCAGAGGGGTACagagagGGGGACGGaaaaaGACAAgggggTTGCgggggggAATGCgggggCggggggCAGGGCCCGGGCAGGGGAAGGGACGGCCGCAGATAGTGGGGCGATGGGAATCGGGAgggggATGTGAGA

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 1 1 18 17 251 ACACTGTcacacaTACATacacacAGTCACAGACACAT ACACTGTCACACATACATACACAC CCCGGTGTCGCTCTTCCC 17 123 1 24 251 18 59,011 62,453 38,200 39,700 9,441,272 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 18 16 250 CACTGTcacacaTACATacacacAGTCACAGACACATT CACTGTCACACATACATACACACA CCCGGTGTCGCTCTTCCC 16 123 2 24 251 18 59,012 62,453 37,200 39,700 9,440,645 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 19 16 191 CACTGTcacacaTACATacacacAGTCACAGACACATT CACTGTCACACATACATACACACA TGTCTGTGACTGTGTGTACGT 16 61 2 24 192 21 59,012 59,253 37,200 35,700 6,734,699 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 20 10 244 cacacaTACATacacacAGTCACAGACACATTCTcacac CACACATACATACACACAGTCACA CCCGGTGTCGCTCTTCCC 10 123 8 24 251 18 59,012 62,453 35,800 39,700 9,440,645 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 20 4 190 TACATacacacAGTCACAGACACATTCTcacacacacaT TACATACACACAGTCACAGACACA ATGTGGGAATGTGTCTGTGACT 4 71 14 24 203 22 59,660 59,627 37,200 34,100 6,712,983 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 20 3 126 acacacAGTCACAGACACATTCTcacacacacaTacacac ACACACAGTCACAGACACAT GTGTGTATGTGCGTGTGGC 3 15 19 20 144 19 57,012 59,793 32,100 50,100 4,194,588 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 20 3 128 acacacAGTCACAGACACATTCTcacacacacaTacacac ACACACAGTCACAGACACAT ATGTGTGTATGTGCGTGTGG 3 16 19 20 146 20 57,012 58,844 32,100 41,700 4,143,899 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 20 3 157 acacacAGTCACAGACACATTCTcacacacacaTacacac ACACACAGTCACAGACACAT ACGTGTGTGTGAGACAGTGT 3 45 19 20 175 20 57,012 59,469 32,100 35,500 3,518,754 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 21 4 161 ACATacacacAGTCACAGACACATTCTcacacacacaTa ACATACACACAGTCACAGACACA ACGTGTGTGTGAGACAGTGT 4 45 15 23 175 20 59,868 59,469 37,200 35,500 3,662,855 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 21 4 190 ACATacacacAGTCACAGACACATTCTcacacacacaTa ACATACACACAGTCACAGACACA TATGTGGGAATGTGTCTGTGACT 4 71 15 23 204 23 59,868 59,417 37,200 34,100 6,714,757 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 21 0 128 acacacAGTCACAGACACATTCTcacacacacaTacacac ACACACAGTCACAGACACATTCT ATGTGTGTATGTGCGTGTGG 0 16 19 23 146 20 60,119 58,844 24,000 41,700 4,274,517 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23023:8499 1 42 69 19 2 AC CACACACACATACACACATTCACATTCACAGACACA NA 0 0 21 0 157 acacacAGTCACAGACACATTCTcacacacacaTacacac ACACACAGTCACAGACACATTCT ACGTGTGTGTGAGACAGTGT 0 45 19 23 175 20 60,119 59,469 24,000 35,500 3,649,372 G 268 ACACTGTcacacaTACATacacacAGTCACAGACACATTCTcacacacacaTacacacATTCACATTCACAGacacacacacacacacacacacacacacacacacacacATTCACAGGCACACTGCCACACGCACATacacacATTTCACAGacacacTGTCTcacacacaCGTacacacAGTCACAGACACATTCCCACATATAGGGAAAGTTATTGcccccGTTGTgggggggAAGAGCGACACCGGGCGCAAGTGGACGGGCTC

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 26 188 TGTGTTATCAAGGGTGGAggggggCAGTGATTTTGG TGTGTTATCAAGGGTGGAGGG TGCTTCCAACTGAACTCAAACTG 80 26 53 21 240 23 59,367 59,622 43,000 31,600 5,011,545 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 24 184 TGTGTTATCAAGGGTGGAggggggCAGTGATTTTGG TGTGTTATCAAGGGTGGAGGG TCCAACTGAACTCAAACTGCT 80 24 53 21 236 21 59,367 57,718 43,000 42,400 4,915,159 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 23 184 TGTGTTATCAAGGGTGGAggggggCAGTGATTTTGG TGTGTTATCAAGGGTGGAGGG TCCAACTGAACTCAAACTGCTT 80 23 53 21 236 22 59,367 58,380 43,000 39,100 5,253,920 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 36 195 TGTGTTATCAAGGGTGGAggggggCAGTGATTTTGG TGTGTTATCAAGGGTGGAGGG TGGCAACTGCTTCCAACTGA 80 36 53 21 247 20 59,367 60,107 43,000 34,100 1,740,201 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 36 198 AGCTGTGTTATCAAGGGTGGAggggggCAGTGATTT AGCTGTGTTATCAAGGGTGGA TGGCAACTGCTTCCAACTGA 83 36 50 21 247 20 59,015 60,107 40,200 34,100 2,091,928 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 2 116 CAACACTGGTCCagagagGGAGacacacacacacacaca CAACACTGGTCCAGAGAGGG TGGCAACTGCTTCCAACTGA 2 36 132 20 247 20 59,677 60,107 43,000 34,100 0.429743 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 115 AACACTGGTCCagagagGGAGacacacacacacacacacaAACACTGGTCCAGAGAGGGA TGGCAACTGCTTCCAACTGA 1 36 133 20 247 20 59,809 60,107 42,000 34,100 0.297833 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 0 114 ACACTGGTCCagagagGGAGacacacacacacacacacacACACTGGTCCAGAGAGGGAG TGGCAACTGCTTCCAACTGA 0 36 134 20 247 20 60,252 60,107 43,000 34,100 0.358781 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:23551:49461 1 154 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 37 196 TGTGTTATCAAGGGTGGAggggggCAGTGATTTTGG TGTGTTATCAAGGGTGGAGGG CTGGCAACTGCTTCCAACTG 80 37 53 21 248 20 59,367 59,687 43,000 31,600 1,946,475 F 254 TGTTTGTACACTTACATTTCTAATGAGTTTTATGGCCCTTGAAGAGGAGAGCTGTGTTATCAAGGGTGGAggggggCAGTGATTTTGGAAAGTTAAAACAAGATTTTaaaaaaaaCTGTGCTGTTGCCTAACAACACTGGTCCagagagGGAGacacacacacacacacacacacacacacacacacacacTGGCCTTGTAATGAAAACTaaaaaaGCAGTTTGAGTTCAGTTGGAAGCAGTTGCCAGCACAAG

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 1 1 5 23 221 GCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAA GCAGCATTCCTGAGCAGAGT TGCAGCACCTTGGGACATTT 49 23 3 20 223 20 60,393 60,470 32,400 23,200 0.862434 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 5 23 222 TGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAATGCAGCATTCCTGAGCAGAG TGCAGCACCTTGGGACATTT 50 23 2 20 223 20 60,393 60,470 33,500 23,200 0.862300 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 5 13 187 AGCTGTGTTACATTGGTCTACGtttttttCATATAatata AGCTGTGTTACATTGGTCTACG TGCAGCACCTTGGGACATTT 13 23 37 22 223 20 58,414 60,470 35,100 23,200 4,055,567 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 5 12 186 GCTGTGTTACATTGGTCTACGtttttttCATATAatatat GCTGTGTTACATTGGTCTACGT TGCAGCACCTTGGGACATTT 12 23 38 22 223 20 58,677 60,470 35,700 23,200 3,792,948 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 5 12 187 AGCTGTGTTACATTGGTCTACGtttttttCATATAatata AGCTGTGTTACATTGGTCTACGT TGCAGCACCTTGGGACATTT 12 23 37 23 223 20 59,993 60,470 35,700 23,200 3,476,242 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 6 36 240 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTACTGCAGCATTCCTGAGCAGA ATTTGTTTGATAATCAGTGCAGCA 51 36 1 20 240 24 60,393 57,972 42,600 44,100 6,420,741 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 6 36 241 TGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAATGCAGCATTCCTGAGCAGAG CAATTTGTTTGATAATCAGTGCAGCA 50 36 2 20 242 26 60,393 59,633 33,500 44,100 6,759,199 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 6 35 240 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTACTGCAGCATTCCTGAGCAGA ATTTGTTTGATAATCAGTGCAGCAC 51 35 1 20 240 25 60,393 59,134 42,600 44,000 6,258,147 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2123:5670:45488 1 72 109 19 2 AT ATATATATATGTCAAACAATACAGTCCTAGATAAAANA 0 0 6 23 223 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTACTGCAGCATTCCTGAGCAGA TGCAGCACCTTGGGACATTT 51 23 1 20 223 20 60,393 60,470 42,600 23,200 0.862300 G 247 CTGCAGCATTCCTGAGCAGAGTAGAAAGACTCCTTAAGCTGTGTTACATTGGTCTACGtttttttCATATAatatatatatGTCAAACAATACAGTCCTAGATaaaaaaaaTAAATGCCTTTAAGATCTCTTAATTtgtgtgtatatatatatatatatatatatatatatatatatataAAAGTTGTGTCTTTCATGTAATAAAATGTCCCAAGGTGCTGCACTGATTATCAAACAAATTGAGACA

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 2 90 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA ATGACAGTGTCCAGTGGAGTG 2 9 12 20 101 21 59,095 59,654 21,500 35,100 2,250,390 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 2 90 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA ATGACAGTGTCCAGTGGAGT 2 10 12 20 101 20 59,095 58,278 21,500 38,500 2,626,683 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 90 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATAA ATGACAGTGTCCAGTGGAGTG 1 9 12 21 101 21 59,721 59,654 17,500 35,100 2,624,726 F 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 12 2 173 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA TGCGTGAGTTTGTGGGTTTG 2 34 12 20 184 20 59,095 59,546 21,500 29,300 1,358,442 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 178 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA GTGTGTGCGTGAGTTTGTGG 2 39 12 20 189 20 59,095 60,248 21,500 41,700 1,152,703 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 253 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA TCCAGCAGAGGGTAGATTGC 2 114 12 20 264 20 59,095 59,167 21,500 35,600 1,737,937 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 253 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATAA TCCAGCAGAGGGTAGATTGC 1 114 12 21 264 20 59,721 59,167 17,500 35,600 2,112,272 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 2 204 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA GCAGAGCAGAGGGTAGATTGC 2 64 12 20 215 21 59,095 60,810 21,500 35,600 2,714,300 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 2 205 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA TGCAGAGCAGAGGGTAGATTG 2 65 12 20 216 21 59,095 59,516 21,500 26,700 2,388,476 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 2 254 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA GTCCAGCAGAGGGTAGATTGC 2 114 12 20 265 21 59,095 60,474 21,500 35,600 2,378,792 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 1 205 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATAA TGCAGAGCAGAGGGTAGATTG 1 65 12 21 216 21 59,721 59,516 17,500 26,700 2,762,812 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:1245:46367 1 34 97 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 2 179 cccTGCTGGACACTGTGATAACcacacacacacacacacaCCCTGCTGGACACTGTGATA TGTGTGTGCGTGAGTTTGTG 2 40 12 20 190 20 59,095 59,554 21,500 33,300 1,350,478 G 268 NGCAATTCAcccccTGCTGGACACTGTGATAACcacacacacacacacacacacacacacacacacacacaTACCTTAAGCACTCCACTGGACACTGTCATTATCAGacacacacacacGcacacacacaCCTTTATCAGTCTACCCTCTGTTGGATACTGTGACAAACCCACAAACTCACGcacacacaTTAAGCAATCTACCCTCTGCTCTGCAGTGTCATAATcacacacaTACAAATTTAGCAATCTACCCTCTGCTGGACACN

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 1 1 12 13 158 GCAATGACACAGCcacacacaCCCTCATACCTTcacacaGCAATGACACAGCCACACAC GAGTGTGTGTGAAGGTACGT 13 23 6 20 163 20 60,318 57,496 38,200 35,700 2,822,026 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 0 0 14 4 137 CAGCcacacacaCCCTCATACCTTcacacacacaAACACCCAGCCACACACACCCTCATA AGGTACGTATGTGTGTGAAGGT 4 9 15 20 151 22 59,675 59,105 21,500 35,000 3,220,018 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 0 0 14 4 149 CAGCcacacacaCCCTCATACCTTcacacacacaAACACCCAGCCACACACACCCTCATA GAGTGTGTGTGAAGGTACGT 4 23 15 20 163 20 59,675 57,496 21,500 35,700 2,828,533 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 0 0 14 3 136 AGCcacacacaCCCTCATACCTTcacacacacaAACACCCAGCCACACACACCCTCATAC AGGTACGTATGTGTGTGAAGGT 3 9 16 20 151 22 59,675 59,105 23,900 35,000 3,220,347 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 0 0 14 3 148 AGCcacacacaCCCTCATACCTTcacacacacaAACACCCAGCCACACACACCCTCATAC GAGTGTGTGTGAAGGTACGT 3 23 16 20 163 20 59,675 57,496 23,900 35,700 2,828,863 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16021:12191 1 39 82 19 3 AC CACACACACAAACACCCTCATAGCCTCACACACACANA 0 0 14 2 135 GCcacacacaCCCTCATACCTTcacacacacaAACACCCTGCCACACACACCCTCATACC AGGTACGTATGTGTGTGAAGGT 2 9 17 20 151 22 60,677 59,105 27,300 35,000 3,572,186 G 163 CAAATGCAATGACACAGCcacacacaCCCTCATACCTTcacacacacaAACACCCTCATAGCCTcacacacacacacacacacacacacacacacacacacaCCCTCCcacacacacacacccccTCATACCTTcacacacaTACGTACCTTcacacacaCTC

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 1 1 10 43 192 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT AACAAACACTCGCACAGCCA 54 43 33 20 224 20 60,392 61,029 30,100 47,500 1,421,068 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 0 0 10 29 178 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT CAGCCACAGACACTCACACT 54 29 33 20 210 20 60,392 59,894 30,100 35,500 0.497254 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 0 0 10 27 176 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT GCCACAGACACTCACACTCA 54 27 33 20 208 20 60,392 59,895 30,100 34,100 0.496516 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 0 0 11 43 191 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT ACAAACACTCGCACAGCCA 54 43 33 20 223 19 60,392 60,451 30,100 47,500 1,842,868 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 0 0 11 42 190 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT CAAACACTCGCACAGCCAC 54 42 33 20 222 19 60,392 60,010 30,100 50,100 1,401,335 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 107 55 19 2 AC TGTGTGTGTGTGTGTTCGTGTGTGTGTGTGTGTGTGNA 0 0 12 30 179 CGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAACGCATACCTGTGCCTGAGTT ACAGCCACAGACACTCACAC 54 30 33 20 211 20 60,392 60,179 30,100 38,200 0.570733 D 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 81 100 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTTTCTGTGTGTGTGNA 0 1 10 10 191 GATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACGATTCCGTGTGTGCGCATAC CAGCCACAGACACTCACACT 41 10 20 20 210 20 59,974 59,894 23,900 35,500 0.131878 G 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 81 100 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTTTCTGTGTGTGTGNA 0 0 10 8 189 GATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACGATTCCGTGTGTGCGCATAC GCCACAGACACTCACACTCA 41 8 20 20 208 20 59,974 59,895 23,900 34,100 0.131140 G 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 81 100 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTTTCTGTGTGTGTGNA 0 0 12 12 193 GATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACGATTCCGTGTGTGCGCATAC CACAGCCACAGACACTCACA 41 12 20 20 212 20 59,974 60,179 23,900 35,800 0.205361 G 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:16498:51869 1 81 100 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTTTCTGTGTGTGTGNA 0 0 12 11 192 GATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACGATTCCGTGTGTGCGCATAC ACAGCCACAGACACTCACAC 41 11 20 20 211 20 59,974 60,179 23,900 38,200 0.205358 G 224 TCTGTGTTTCCCTGTCTGTGATTCCgtgtgtGCGCATACCTGTGCCTGAGTTTGCACATCCCTGCGAATGCATTACCCTCtgtgtgtgtgtgtgtgtgtgtgTTTCtgtgtgtgtgtgtgTTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTGTGTCtgtgtgtgtgTTTCTGCATGAGTGTGAGTGTCTGTGGCTGTGCGAGTGTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 37 205 GGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCG CCCGCTAAGCACACACAGTA 37 90 42 20 246 20 59,824 60,038 50,300 27,400 0.213687 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 36 204 GGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCGA CCCGCTAAGCACACACAGTA 36 90 43 20 246 20 58,816 60,038 40,400 27,400 1,221,246 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 24 193 agGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGAGGGCTCGAATACAGTGTTGG CCCGCTAAGCACACACAGTA 24 90 54 21 246 20 60,066 60,038 37,700 27,400 1,103,840 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 37 166 GGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCG CAGGTTCACTGTACGCAGCT 37 51 42 20 207 20 59,824 60,320 50,300 42,400 0.495889 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 19 149 TCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCT TCGAATACAGTGTTGGGTGGG CAGGTTCACTGTACGCAGCT 19 51 59 21 207 20 59,997 60,320 46,100 42,400 1,322,558 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 37 155 GGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCG TACGCAGCTACTCTCCACCT 37 40 42 20 196 20 59,824 60,034 50,300 40,000 0.210370 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 37 156 GGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCG GTACGCAGCTACTCTCCACC 37 41 42 20 197 20 59,824 59,899 50,300 46,100 0.276850 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 23 141 GGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGGCTCGAATACAGTGTTGGG TACGCAGCTACTCTCCACCT 23 40 56 20 196 20 58,630 60,034 41,200 40,000 1,404,005 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 22 141 GGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGGCTCGAATACAGTGTTGGGT TACGCAGCTACTCTCCACCT 22 40 56 21 196 20 60,339 60,034 45,100 40,000 1,373,149 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 19 138 TCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCT TCGAATACAGTGTTGGGTGGG TACGCAGCTACTCTCCACCT 19 40 59 21 196 20 59,997 60,034 46,100 40,000 1,037,039 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 19 139 TCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCT TCGAATACAGTGTTGGGTGGG GTACGCAGCTACTCTCCACC 19 41 59 21 197 20 59,997 59,899 46,100 46,100 1,103,519 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 104 TCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCT TCGAATACAGTGTTGGGTGGG TTGCAATCAGCTCCTCACCC 19 6 59 21 162 20 59,997 60,323 46,100 46,100 1,325,475 A 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:17421:71963 1 99 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 121 GGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTTGTTAGAGAGGGCTCG TTGCAATCAGCTCCTCACCC 37 6 42 20 162 20 59,824 60,323 50,300 46,100 0.498806 F 271 GAATGTATGGGGAgggggAGGAGCTGATTACAGTTtgtgtgGGGTTGTTagagagGGCTCGAATACAGTGTTGGGTGGGGTGGAGAGGGGCTAATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGTTGGGGTGAGGAGCTGATTGCAATTAATGTGTTTGGGAGGTGGAGAGTAGCTGCGTACAGTGAACCTGTGGGGAGAGGGGCTGATTATACtgtgtgtgCTTAGCGGGgagagaGGAGCTGATTAAAATGTTT

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 25 145 TCGGGATTACAATGTGTCTGCAGACGGACatatatCT TCGGGATTACAATGTGTCTGCA GGTAGAGTCCTGTGTGTGGG 25 40 105 22 249 20 60,028 59,391 44,100 46,100 2,636,293 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 106 CGGGATTACAATGTGTCTGCAGACGGACatatatCTGCGGGATTACAATGTGTCTGCA GGCATTTCCACCCACATACG 25 2 106 21 211 20 58,645 59,262 44,100 30,600 3,093,586 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 106 CGGGATTACAATGTGTCTGCAGACGGACatatatCTGCGGGATTACAATGTGTCTGCAG GGCATTTCCACCCACATACG 24 2 106 22 211 20 59,647 59,262 44,100 30,600 3,091,040 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 107 TCGGGATTACAATGTGTCTGCAGACGGACatatatCT TCGGGATTACAATGTGTCTGCA GGCATTTCCACCCACATACG 25 2 105 22 211 20 60,028 59,262 44,100 30,600 2,766,042 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 186 GCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGGCTCACAGGATCCTGGGCTT GGCATTTCCACCCACATACG 106 2 26 20 211 20 61,920 59,262 43,500 30,600 2,657,988 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 52 240 aaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAAAGCTCACAGGATCCTGGGC GGGAATGAGTCAGGGTAGAGT 108 52 23 21 262 21 62,414 58,247 53,600 32,400 6,166,996 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 51 240 aaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAAAGCTCACAGGATCCTGGGC GGGAATGAGTCAGGGTAGAGTC 108 51 23 21 262 22 62,414 59,304 53,600 33,600 6,109,936 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 50 240 aaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAAAGCTCACAGGATCCTGGGC GGGAATGAGTCAGGGTAGAGTCC 108 50 23 21 262 23 62,414 61,509 53,600 38,500 7,922,458 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 40 223 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTAA GGTAGAGTCCTGTGTGTGGG 104 40 27 21 249 20 59,160 59,391 18,500 46,100 2,448,634 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 2 185 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTAA GGCATTTCCACCCACATACG 104 2 27 21 211 20 59,160 59,262 18,500 30,600 2,578,383 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 51 236 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA GGGAATGAGTCAGGGTAGAGTC 105 51 27 20 262 22 58,500 59,304 30,900 33,600 4,196,661 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 50 235 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA GGAATGAGTCAGGGTAGAGTCC 105 50 27 20 261 22 58,500 59,304 30,900 38,500 4,196,661 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 41 224 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA GGGTAGAGTCCTGTGTGTGG 105 41 27 20 250 20 58,500 59,391 30,900 41,700 2,109,114 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC
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ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 40 223 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA GGTAGAGTCCTGTGTGTGGG 105 40 27 20 249 20 58,500 59,391 30,900 46,100 2,109,114 F 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 20 201 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA CGAGGGAGGCTGCAATGG 105 20 27 20 227 18 58,500 60,516 30,900 31,600 4,015,998 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:19086:22317 1 152 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 2 185 CTCACAGGATCCTGGGCTTAATAAATAGAGGCAGA CTCACAGGATCCTGGGCTTA GGCATTTCCACCCACATACG 105 2 27 20 211 20 58,500 59,262 30,900 30,600 2,238,863 B 279 AACCAGTAGATAGCACTGGTaaaaaGCTCACAGGATCCTGGGCTTAATAAATAGAGGCAGAGGGTTAGAAATGTCAATCTGTGtatataAAGGGTTAATGTATATCGGGATTACAATGTGTCTGCAGACGGACatatatCTGTCTGTCTCTcacacacacacacacacacacacacacacacacacacaCTCGTATGTGGGTGGAAATGCCATTGCAGCCTCCCTCGCTCCcacacacaGGACTCTACCCTGACTCATTCCCCTGTAACTGAGGGGACC

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 52 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGTAGTTCCACGGGCAGGACA CAACTCTCAGTGCTTCTTCCAA 119 52 1 19 250 22 60,534 58,529 40,200 35,300 5,005,185 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 53 215 GAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTC GAAGGAGTTGCCCTGAGAGC CAACTCTCAGTGCTTCTTCCA 83 53 36 20 250 21 60,392 57,883 40,900 35,300 3,509,818 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 53 216 GGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTGGAAGGAGTTGCCCTGAGAG CAACTCTCAGTGCTTCTTCCA 84 53 35 20 250 21 59,748 57,883 32,000 35,300 3,369,126 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 53 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGTAGTTCCACGGGCAGGACAG CAACTCTCAGTGCTTCTTCCA 118 53 1 20 250 21 61,541 57,883 35,100 35,300 4,658,802 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 53 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGTAGTTCCACGGGCAGGACA CAACTCTCAGTGCTTCTTCCA 119 53 1 19 250 21 60,534 57,883 40,200 35,300 4,651,967 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 161 TGGCATCAGCTCATCATGGGCAGGGAAACCTCCTG TGGCATCAGCTCATCATGGG CAACTCTCAGTGCTTCTTCCAA 29 52 90 20 250 22 60,179 58,529 40,000 35,300 3,649,710 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 161 TGGCATCAGCTCATCATGGGCAGGGAAACCTCCTG TGGCATCAGCTCATCATGGG CAACTCTCAGTGCTTCTTCCA 29 53 90 20 250 21 60,179 57,883 40,000 35,300 3,296,492 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 21 153 GCTCATCATGGGCAGGGAAACCTCCTGCTGAGTAC GCTCATCATGGGCAGGGAAA CAACTCTCAGTGCTTCTTCCA 21 53 98 20 250 21 60,396 57,883 31,300 35,300 3,513,630 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 134 ACCTCCTGCTGAGTACCACCTAacacacacacacacaca ACCTCCTGCTGAGTACCACC CAACTCTCAGTGCTTCTTCCA 2 53 117 20 250 21 60,905 57,883 46,100 35,300 4,022,828 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 133 CCTCCTGCTGAGTACCACCTAacacacacacacacacac CCTCCTGCTGAGTACCACCT CAACTCTCAGTGCTTCTTCCAA 1 52 118 20 250 22 60,616 58,529 40,000 35,300 4,086,820 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 133 CCTCCTGCTGAGTACCACCTAacacacacacacacacac CCTCCTGCTGAGTACCACCT CAACTCTCAGTGCTTCTTCCA 1 53 118 20 250 21 60,616 57,883 40,000 35,300 3,733,602 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:21795:44134 1 139 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 53 225 CCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCACCAGTGGTGGGAAGGAGTTG CAACTCTCAGTGCTTCTTCCA 93 53 26 20 250 21 60,251 57,883 31,600 35,300 3,368,393 F 250 TAGTTCCACGGGCAGGACAGACCCACCAGTGGTGGGAAGGAGTTGCCCTGAGAGCCCTCAAAATAGACTCTGGACCCCATGAAGTCTTCTGGCATCAGCTCATCATGGGCAGGGAAACCTCCTGCTGAGTACCACCTAacacacacacacacacacacacacacacacacacacacccccccccccAACAGCAGTTGATGAATCAGTACTCTTTCATGTTGAACACAATTGGAAGAAGCACTGAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:22861:44327 1 23 82 19 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 14 0 159 tctcTGtctctctcCCTCCGtctctctctctctctctctctctctctct TCTCTGTCTCTCTCCCTCCG ACAGTTAGCAGTCGAGAGGG 0 37 3 20 161 20 59,456 58,822 46,300 43,000 1,722,498 G 182 tctctcTGtctctctcCCTCCGtctctctctctctctctctctctctctctctctctctcTGTCTCACTCTCCGtctctctctcTGtctctcGTtctctctctcCCtttttCTTCCTcccccACACTCTGtctctctttttCCCTCTCGACTGCTAACTGTGTAACCCTCCGTTATGATCTG

ST‐E00142:460:H2K7HCCXY:6:2124:22861:44327 1 23 82 19 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 0 159 tctcTGtctctctcCCTCCGtctctctctctctctctctctctctctct TCTCTGTCTCTCTCCCTCCG ACAGTTAGCAGTCGAGAGGGA 0 36 3 20 161 21 59,456 60,272 46,300 42,000 1,816,204 G 182 tctctcTGtctctctcCCTCCGtctctctctctctctctctctctctctctctctctctcTGTCTCACTCTCCGtctctctctcTGtctctcGTtctctctctcCCtttttCTTCCTcccccACACTCTGtctctctttttCCCTCTCGACTGCTAACTGTGTAACCCTCCGTTATGATCTG

ST‐E00142:460:H2K7HCCXY:6:2124:22861:44327 1 23 82 19 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 0 160 tctcTGtctctctcCCTCCGtctctctctctctctctctctctctctct TCTCTGTCTCTCTCCCTCCG CACAGTTAGCAGTCGAGAGGG 0 37 3 20 162 21 59,456 60,135 46,300 43,000 1,679,480 G 182 tctctcTGtctctctcCCTCCGtctctctctctctctctctctctctctctctctctctcTGTCTCACTCTCCGtctctctctcTGtctctcGTtctctctctcCCtttttCTTCCTcccccACACTCTGtctctctttttCCCTCTCGACTGCTAACTGTGTAACCCTCCGTTATGATCTG

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 2 21 173 ACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTG TCGTGATCTATTTAGAGTATCAGTGT 21 62 12 26 184 26 58,900 57,321 41,700 35,500 15,778,357 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 2 21 207 ACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTG TCTGTGGAGCCAACATGGTT 21 102 12 26 218 20 58,900 59,522 41,700 36,700 7,577,836 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 21 267 ACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTG GTCTGCTGCCTTCAGGGATC 21 162 12 26 278 20 58,900 60,463 41,700 33,600 7,563,238 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 20 172 CACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTGT TCGTGATCTATTTAGAGTATCAGTGT 20 62 13 26 184 26 58,900 57,321 41,600 35,500 15,778,357 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 20 206 CACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTGT TCTGTGGAGCCAACATGGTT 20 102 13 26 218 20 58,900 59,522 41,600 36,700 7,577,836 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 20 207 CACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTGT TTCTGTGGAGCCAACATGGT 20 103 13 26 219 20 58,900 59,522 41,600 35,500 7,577,836 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 20 266 CACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTACACTCTAATAGTTCTGAACATGGTGT GTCTGCTGCCTTCAGGGATC 20 162 13 26 278 20 58,900 60,463 41,600 33,600 7,563,238 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 22 175 AGACACTCTAATAGTTCTGAACATGGTGTTCACTTC AGACACTCTAATAGTTCTGAACATGGT TCGTGATCTATTTAGAGTATCAGTGT 22 62 10 27 184 26 59,821 57,321 35,500 35,500 15,857,931 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:29538:68096 1 59 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 22 269 AGACACTCTAATAGTTCTGAACATGGTGTTCACTTC AGACACTCTAATAGTTCTGAACATGGT GTCTGCTGCCTTCAGGGATC 22 162 10 27 278 20 59,821 60,463 35,500 33,600 7,642,812 B 284 ACATCCTAGAGACACTCTAATAGTTCTGAACATGGTGTTCACTTCTCTAAAATGGACGtatatatatatatatatatatatatatatatatatataTTCCTGTACATATACATACATATCTtatataAACACTCGTTGAAGTATTGTTTTGTGAAATAACACTGATACTCTAAATAGATCACGATTATTTGAGTTACTAACCATGTTGGCTCCACAGAAGTACAGAGGATCAAAGTTACCTTGGTGTATGTGTTCATAGATCCCTGAAGGCAGCAGACGTGGAT

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 2 31 220 GATTATCTGTCATCTGTTAGTTTGTGAAAAGATACC GATTATCTGTCATCTGTTAGTTTGTGA TGGCCTTGTACTAGATGTTGAAGA 31 100 43 27 262 24 57,629 59,469 35,800 28,700 13,901,689 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 2 29 218 TTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAA TTATCTGTCATCTGTTAGTTTGTGAAA TGGCCTTGTACTAGATGTTGAAGA 29 100 45 27 262 24 57,446 59,469 26,900 28,700 14,084,948 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 32 221 AGATTATCTGTCATCTGTTAGTTTGTGAAAAGATAC AGATTATCTGTCATCTGTTAGTTTGTG TGGCCTTGTACTAGATGTTGAAGA 32 100 42 27 262 24 57,624 59,469 33,300 28,700 13,906,628 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 0 117 TTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAA TTATCTGTCATCTGTTAGTTTGTGAAA TTATGCTACAACAATCAAAGCGA 29 0 45 27 161 23 57,446 57,129 26,900 49,300 15,425,860 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 0 119 GATTATCTGTCATCTGTTAGTTTGTGAAAAGATACC GATTATCTGTCATCTGTTAGTTTGTGA TTATGCTACAACAATCAAAGCGA 31 0 43 27 161 23 57,629 57,129 35,800 49,300 15,242,601 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 0 120 AGATTATCTGTCATCTGTTAGTTTGTGAAAAGATAC AGATTATCTGTCATCTGTTAGTTTGTG TTATGCTACAACAATCAAAGCGA 32 0 42 27 161 23 57,624 57,129 33,300 49,300 15,247,539 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 32 176 AGATTATCTGTCATCTGTTAGTTTGTGAAAAGATAC AGATTATCTGTCATCTGTTAGTTTGTG ACTCGTGAGGATTAACTGCCC 32 58 42 27 217 21 57,624 59,793 33,300 53,600 10,583,404 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 31 175 GATTATCTGTCATCTGTTAGTTTGTGAAAAGATACC GATTATCTGTCATCTGTTAGTTTGTGA ACTCGTGAGGATTAACTGCCC 31 58 43 27 217 21 57,629 59,793 35,800 53,600 10,578,465 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 29 173 TTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAA TTATCTGTCATCTGTTAGTTTGTGAAA ACTCGTGAGGATTAACTGCCC 29 58 45 27 217 21 57,446 59,793 26,900 53,600 10,761,724 A 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 78 261 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGT TGGCCTTGTACTAGATGTTGAAGA 78 100 2 21 262 24 59,026 59,469 44,000 28,700 6,504,068 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 78 261 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGT TGGCCTTGTACTAGATGTTGAAG 78 101 2 21 262 23 59,026 58,168 44,000 30,200 6,805,763 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 58 216 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGT ACTCGTGAGGATTAACTGCCC 78 58 2 21 217 21 59,026 59,793 44,000 53,600 3,180,844 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 58 216 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGTT ACTCGTGAGGATTAACTGCCC 77 58 2 22 217 21 59,630 59,793 31,600 53,600 3,577,190 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 0 160 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGT TTATGCTACAACAATCAAAGCGA 78 0 2 21 161 23 59,026 57,129 44,000 49,300 7,844,979 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 0 163 TCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAATCATGAGAGAACCTGTGCAGT AGTTTATGCTACAACAATCAAAGCGA 78 0 2 21 164 26 59,026 60,073 44,000 49,300 8,046,243 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 8 78 262 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCACTCATGAGAGAACCTGTGCAGT TGGCCTTGTACTAGATGTTGAAGA 78 100 1 22 262 24 60,028 59,469 44,000 28,700 6,558,847 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 8 58 217 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCACTCATGAGAGAACCTGTGCAGT ACTCGTGAGGATTAACTGCCC 78 58 1 22 217 21 60,028 59,793 44,000 53,600 3,235,623 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:30787:5563 1 101 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 8 0 161 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCACTCATGAGAGAACCTGTGCAGT TTATGCTACAACAATCAAAGCGA 78 0 1 22 161 23 60,028 57,129 44,000 49,300 7,899,759 F 267 CTCATgagagaACCTGTGCAGtttttAAAAGTTTCTGCAAAAGATTATCTGTCATCTGTTAGTTTGTGAAAAGATACCAAGTTTAGGACCCCAAGATGCCtatatatatatatatatatatatatatatatatatataTCGCTTTGATTGTTGTAGCATAAACTCATTAAAATTGAGTTTGTTCAGAAACTTTCAGGGGCAGTTAATCCTCACGAGTACAATTCATTACCCCAATGTCTCTTCAACATCTAGTACAAGGCCATACAG

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 14 138 TGTGAGCCTATTGATTCCACAGTCACTTGTTGAATT TGTGAGCCTATTGATTCCACAGT GGGAAGAACAGTGTAATCTTTGCA 14 39 52 23 189 24 59,736 59,481 35,500 40,800 7,783,163 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 14 139 TGTGAGCCTATTGATTCCACAGTCACTTGTTGAATT TGTGAGCCTATTGATTCCACAGT AGGGAAGAACAGTGTAATCTTTGC 14 40 52 23 190 24 59,736 59,238 35,500 36,800 8,026,444 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 12 136 TGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtcTGAGCCTATTGATTCCACAGTCA GGGAAGAACAGTGTAATCTTTGCA 12 39 54 23 189 24 59,481 59,481 34,100 40,800 8,038,077 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 40 166 CCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCT CCCTTTGCAGCTTTAAGGCA AGGGAAGAACAGTGTAATCTTTGC 44 40 25 20 190 24 59,032 59,238 47,500 36,800 5,730,657 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 39 165 CCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCT CCCTTTGCAGCTTTAAGGCA GGGAAGAACAGTGTAATCTTTGCA 44 39 25 20 189 24 59,032 59,481 47,500 40,800 5,487,375 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:7405:5247 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 38 165 CCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCT CCCTTTGCAGCTTTAAGGCA GGGAAGAACAGTGTAATCTTTGCAA 44 38 25 20 189 25 59,032 59,990 47,500 40,800 5,978,015 F 218 TAATTCTAATATACATACCAACACCCCTTTGCAGCTTTAAGGCATCTAACTTGTGAGCCTATTGATTCCACAGTCACTTGTTGAATTGtctctctctctctctctctctctctctctctctctctcCCTtctctctcCCACCCCTGCCCTCTCCTGccccccAATTGCAAAGATTACACTGTTCTTCCCTTATTTTAATACCtttttAAGGCAGCTTT

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 17 9 113 GGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAG GGGAAACACCTGAACACCCT CAGGACAGGGTGTTCAGGG 27 9 9 20 121 19 59,815 59,624 43,400 44,500 1,561,641 B 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 17 9 114 AGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCA AGGGAAACACCTGAACACCC CAGGACAGGGTGTTCAGGG 28 9 8 20 121 19 59,815 59,624 46,100 44,500 1,561,641 B 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 18 18 119 AACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCAACACCTGAACACCCTGTCC TGAGAGACACCAGGACAGGG 23 18 13 20 131 20 59,817 60,543 40,200 44,500 0.725713 F 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 18 18 123 GGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAG GGGAAACACCTGAACACCCT TGAGAGACACCAGGACAGGG 27 18 9 20 131 20 59,815 60,543 43,400 44,500 0.728112 F 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 18 17 118 AACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCAACACCTGAACACCCTGTCC GAGAGACACCAGGACAGGGT 23 17 13 20 130 20 59,817 60,543 40,200 43,400 0.725949 F 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9293:29296 1 56 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 19 10 114 GGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAG GGGAAACACCTGAACACCCT CCAGGACAGGGTGTTCAGG 27 10 9 20 122 19 59,815 59,624 43,400 38,600 1,561,641 B 131 ctctctCAGGGAAACACCTGAACACCCTGTCCTGgtgtgtCTCAGTCCCCTCTCCctctctctctctctctctctctctctctctctctctctCAGCGAGACCCCTGAACACCCTGTCCTGGTGtctctcA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 1 1 6 7 123 TTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctct TTGTGGGATTGTTTCTCTCTGT TGAGCAAATGTGGCCTTGTT 7 20 3 22 125 20 57,562 58,588 34,100 28,300 5,849,761 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 7 160 TTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctct TTGTGGGATTGTTTCTCTCTGT TGATGTCAGGCACTTCACAA 7 57 3 22 162 20 57,562 57,363 34,100 33,300 7,074,328 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 7 201 TTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctct TTGTGGGATTGTTTCTCTCTGT GGAGGCAGGACATCTGTGAG 7 98 3 22 203 20 57,562 59,822 34,100 35,100 4,615,286 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 122 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT TGAGCAAATGTGGCCTTGTT 6 20 4 22 125 20 57,562 58,588 31,600 28,300 5,849,761 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 123 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT TTGAGCAAATGTGGCCTTGT 6 21 4 22 126 20 57,562 58,588 31,600 31,600 5,849,761 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 159 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT TGATGTCAGGCACTTCACAA 6 57 4 22 162 20 57,562 57,363 31,600 33,300 7,074,328 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 160 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT ATGATGTCAGGCACTTCACA 6 58 4 22 163 20 57,562 57,135 31,600 35,800 7,302,801 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 200 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT GGAGGCAGGACATCTGTGAG 6 98 4 22 203 20 57,562 59,822 31,600 35,100 4,615,286 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 6 6 268 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT ACTTTCACCTTGCTGCAGAT 6 166 4 22 271 20 57,562 57,717 31,600 29,000 6,720,827 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 7 5 200 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTTT GGAGGCAGGACATCTGTGAG 5 98 4 23 203 20 58,208 59,822 28,300 35,100 4,969,672 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 8 7 272 TTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctct TTGTGGGATTGTTTCTCTCTGT AGTACTTTCACCTTGCTGCAGA 7 167 3 22 274 22 57,562 59,895 34,100 42,600 6,542,474 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:9445:3507 1 32 54 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGNA 0 0 8 6 271 TGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctct TGTGGGATTGTTTCTCTCTGTT AGTACTTTCACCTTGCTGCAGA 6 167 4 22 274 22 57,562 59,895 31,600 42,600 6,542,474 F 282 CTTTGTGGGATTGTTtctctcTGTTTCTATGtctctctctctctctctctctctctctctctctctctcGTtctctctctctctcTACACCCACCTGTGACTGTAAACAAGGCCACATTTGCTCAATAGCACAGTGACAGTATTGTGAAGTGCCTGACATCATTTACAGTAAAGTGTTGGCTTCTCACAGATGTCCTGCCTCCCCTGTGGTTGtttttAGCTTGTGtttttAAGAAATCTATATTGTGCAAATCTGCAGCAAGGTGAAAGTACTTAGAAGAA

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 6 80 247 GCAGTCGGCACCATACAATCAAGCATTGTCTCATCCGCAGTCGGCACCATACAATC TTCATGCGCGTGAGTCTGTT 89 80 5 20 251 20 59,342 60,600 26,700 31,600 1,257,831 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 79 246 GCAGTCGGCACCATACAATCAAGCATTGTCTCATCCGCAGTCGGCACCATACAATC TCATGCGCGTGAGTCTGTTT 89 79 5 20 250 20 59,342 60,600 26,700 28,300 1,257,831 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 78 245 GCAGTCGGCACCATACAATCAAGCATTGTCTCATCCGCAGTCGGCACCATACAATC CATGCGCGTGAGTCTGTTTG 89 78 5 20 249 20 59,342 60,452 26,700 29,300 1,109,467 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 44 200 CACTCTcacacacaTGCCCACACCGaaaaaTACACTGA CACTCTCACACACATGCCCA CATGCGCGTGAGTCTGTTTG 44 78 50 20 249 20 60,250 60,452 53,600 29,300 0.702052 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 43 199 ACTCTcacacacaTGCCCACACCGaaaaaTACACTGAC ACTCTCACACACATGCCCAC CATGCGCGTGAGTCTGTTTG 43 78 51 20 249 20 60,250 60,452 46,100 29,300 0.702095 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 42 198 CTCTcacacacaTGCCCACACCGaaaaaTACACTGACA CTCTCACACACATGCCCACA CATGCGCGTGAGTCTGTTTG 42 78 52 20 249 20 60,250 60,452 41,700 29,300 0.702052 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 30 150 CTCTcacacacaTGCCCACACCGaaaaaTACACTGACA CTCTCACACACATGCCCACA TGTTTGTGTCCAGGTGTCCG 42 30 52 20 201 20 60,250 60,463 41,700 47,900 0.713361 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 28 148 CTCTcacacacaTGCCCACACCGaaaaaTACACTGACA CTCTCACACACATGCCCACA TTTGTGTCCAGGTGTCCGTG 42 28 52 20 199 20 60,250 60,463 41,700 49,400 0.713361 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 28 150 CACTCTcacacacaTGCCCACACCGaaaaaTACACTGA CACTCTCACACACATGCCCA TTTGTGTCCAGGTGTCCGTG 44 28 50 20 199 20 60,250 60,463 53,600 49,400 0.713361 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 11 131 CTCTcacacacaTGCCCACACCGaaaaaTACACTGACA CTCTCACACACATGCCCACA GTGTGTGTGCGTTTGTGTGT 42 11 52 20 182 20 60,250 60,110 41,700 37,200 0.360388 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 11 132 ACTCTcacacacaTGCCCACACCGaaaaaTACACTGAC ACTCTCACACACATGCCCAC GTGTGTGTGCGTTTGTGTGT 43 11 51 20 182 20 60,250 60,110 46,100 37,200 0.360431 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:10683:14265 1 114 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 12 11 133 CACTCTcacacacaTGCCCACACCGaaaaaTACACTGA CACTCTCACACACATGCCCA GTGTGTGTGCGTTTGTGTGT 44 11 50 20 182 20 60,250 60,110 53,600 37,200 0.360388 F 264 TCATGCAGTCGGCACCATACAATCAAGCATTGTCTCATCCTCTTTTATGCACTCTcacacacaTGCCCACACCGaaaaaTACACTGACACTcacacacaTACTGTCGCACAAActctctctctctctctctctctctctctctctctctctTTCTGTCACTcacacacaAACGcacacacaCGGACACCTGGACACAAacacacAATACCAAAGACAACCATATGTATGCAAACAGACTCACGCGCATGAAAATGCACAATACT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 7 138 GCAGAGAAGTGCAGCAGTCACTACTGTcacacacaca GCAGAGAAGTGCAGCAGTCA GAAACGGATTGTCCATTCTCCA 7 51 63 20 200 22 60,602 58,656 34,100 38,600 3,945,723 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 7 139 GCAGAGAAGTGCAGCAGTCACTACTGTcacacacaca GCAGAGAAGTGCAGCAGTCA TGAAACGGATTGTCCATTCTCC 7 52 63 20 201 22 60,602 58,656 34,100 37,100 3,945,723 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 7 139 GCAGAGAAGTGCAGCAGTCACTACTGTcacacacaca GCAGAGAAGTGCAGCAGTCA TGAAACGGATTGTCCATTCTCCA 7 51 63 20 201 23 60,602 60,245 34,100 38,600 3,846,842 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 7 141 GCAGAGAAGTGCAGCAGTCACTACTGTcacacacaca GCAGAGAAGTGCAGCAGTCA TTTGAAACGGATTGTCCATTCTCC 7 52 63 20 203 24 60,602 59,782 34,100 37,100 4,819,657 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 51 184 CATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGACATTCTTCCTGCAAGATGCCA TGAAACGGATTGTCCATTCTCCA 51 51 18 21 201 23 58,903 60,245 49,200 38,600 5,341,771 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 7 140 GCAGAGAAGTGCAGCAGTCACTACTGTcacacacaca GCAGAGAAGTGCAGCAGTCA TTGAAACGGATTGTCCATTCTCC 7 52 63 20 202 23 60,602 59,244 34,100 37,100 4,358,540 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 52 201 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGC CTGGTGGCTGCAAACTTCAT TGAAACGGATTGTCCATTCTCC 69 52 1 20 201 22 59,036 58,656 25,700 37,100 4,307,579 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 51 200 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGC CTGGTGGCTGCAAACTTCAT GAAACGGATTGTCCATTCTCCA 69 51 1 20 200 22 59,036 58,656 25,700 38,600 4,307,579 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:14793:36258 1 90 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 51 201 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGC CTGGTGGCTGCAAACTTCAT TGAAACGGATTGTCCATTCTCCA 69 51 1 20 201 23 59,036 60,245 25,700 38,600 4,208,697 F 232 CTGGTGGCTGCAAACTTCATTCTTCCTGCAAGATGCCAATATTTCCTATTTTGAACCTTATTGCAGAGAAGTGCAGCAGTCACTACTGTcacacacacacacacacacacacacacacacacacacaGTTTTACCTGTGCATTTATaaaaaTTGGTCACTTTACTTTCATAAACAAAATGGAGAATGGACAATCCGTTTCAAAACAAGATGGCGAGGCCTGGTGACCACCCT

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 7 72 236 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT AACGCTACCTGTCTCACACTG 72 86 21 19 256 21 58,222 60,000 30,100 36,600 3,777,699 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 78 241 CagagagTGACAGAGTGGCAGGGAATgagagagaTAGCAGAGAGTGACAGAGTGGCA CGCTACCTGTCTCACACTGT 78 85 14 20 254 20 59,035 59,401 49,200 35,500 1,563,262 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 72 234 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT CGCTACCTGTCTCACACTGT 72 85 21 19 254 20 58,222 59,401 30,100 35,500 3,376,098 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 72 235 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT ACGCTACCTGTCTCACACTG 72 86 21 19 255 20 58,222 59,401 30,100 36,600 3,376,098 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 72 240 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT TTATAACGCTACCTGTCTCACACT 72 87 21 19 260 24 58,222 59,296 30,100 35,500 7,481,110 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 71 234 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAATG CGCTACCTGTCTCACACTGT 71 85 21 20 254 20 59,674 59,401 26,700 35,500 0.924495 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 71 235 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAATG ACGCTACCTGTCTCACACTG 71 86 21 20 255 20 59,674 59,401 26,700 36,600 0.924495 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 72 240 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT TTATAACGCTACCTGTCTCACAC 72 88 21 19 260 23 58,222 58,010 30,100 38,200 7,767,793 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 72 241 TGACAGAGTGGCAGGGAATgagagagaTAGAGTGATTGACAGAGTGGCAGGGAAT TTTATAACGCTACCTGTCTCACACT 72 87 21 19 261 25 58,222 59,816 30,100 35,500 7,962,015 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 0 166 AGAAATAAAGAGGCAGGGAGTGTgagagagagagag AGAAATAAAGAGGCAGGGAGTGT CGCTACCTGTCTCACACTGT 0 85 89 23 254 20 59,411 59,401 35,500 35,500 4,187,850 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 76 239 gagagTGACAGAGTGGCAGGGAATgagagagaTAGAGGAGAGTGACAGAGTGGCAGG CGCTACCTGTCTCACACTGT 76 85 16 20 254 20 59,754 59,401 48,500 35,500 0.844648 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 76 240 gagagTGACAGAGTGGCAGGGAATgagagagaTAGAGGAGAGTGACAGAGTGGCAGG ACGCTACCTGTCTCACACTG 76 86 16 20 255 20 59,754 59,401 48,500 36,600 0.844648 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 76 241 gagagTGACAGAGTGGCAGGGAATgagagagaTAGAGGAGAGTGACAGAGTGGCAGG AACGCTACCTGTCTCACACTG 76 86 16 20 256 21 59,754 60,000 48,500 36,600 1,246,249 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 4 170 TGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagTGTGAGAAATAAAGAGGCAGGGA CGCTACCTGTCTCACACTGT 4 85 85 23 254 20 59,413 59,401 42,000 35,500 4,185,623 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 4 171 TGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagTGTGAGAAATAAAGAGGCAGGGA ACGCTACCTGTCTCACACTG 4 86 85 23 255 20 59,413 59,401 42,000 36,600 4,185,623 B 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 4 135 TGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagTGTGAGAAATAAAGAGGCAGGGA TCGCACACTATCTCTCTCGT 4 50 85 23 219 20 59,413 57,974 42,000 41,800 5,612,650 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 41 172 AGAGTGATAGCGTgagagaGGAAATGAAACATAGG AGAGTGATAGCGTGAGAGAGGA CTCGCACACTATCTCTCTCGT 41 50 49 22 220 21 59,828 59,063 37,100 41,800 4,108,882 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 4 136 TGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagTGTGAGAAATAAAGAGGCAGGGA CTCGCACACTATCTCTCTCGT 4 50 85 23 220 21 59,413 59,063 42,000 41,800 5,524,284 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:18578:61591 1 112 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 0 132 AGAAATAAAGAGGCAGGGAGTGTgagagagagagag AGAAATAAAGAGGCAGGGAGTGT CTCGCACACTATCTCTCTCGT 0 50 89 23 220 21 59,411 59,063 35,500 41,800 5,526,511 F 262 CAGGAGTAAGAGACagagagTGACAGAGTGGCAGGGAATgagagagaTAGAGTGATAGCGTgagagaGGAAATGAAACATAGGTTGTGAGAAATAAAGAGGCAGGGAGTGTgagagagagagagagagagagagagagagagagagagaTAACAACAAagagagTCAGAATTAAAGATTgagagaTATGTAGAGAATGAACgagagagaTAGTGTGCGAGATTAATTgagagaTACAGTGTGAGACAGGTAGCGTTATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 Mar‐75 16 134 AGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTAGCAACAAAGGAGGAAACCCT TCTCTTGGACCTGCCTGACT 19 16 107 21 240 20 59,782 60,179 43,400 34,100 1,396,863 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 16 174 GGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGGGTGGGCAGCTCTTCATTCT TCTCTTGGACCTGCCTGACT 60 16 67 20 240 20 60,035 60,179 24,000 34,100 0.213591 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 15 133 AGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTAGCAACAAAGGAGGAAACCCT CTCTTGGACCTGCCTGACTG 19 15 107 21 239 20 59,782 60,037 43,400 35,100 1,254,519 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 15 173 GGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGGGTGGGCAGCTCTTCATTCT CTCTTGGACCTGCCTGACTG 60 15 67 20 239 20 60,035 60,037 24,000 35,100 0.071247 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 20 178 GGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGGGTGGGCAGCTCTTCATTCT ATCCTCTCTTGGACCTGCCT 60 20 67 20 244 20 60,035 59,956 24,000 47,500 0.078610 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 20 195 CAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATT CAACCAGCCAATCAGAGGGT ATCCTCTCTTGGACCTGCCT 77 20 50 20 244 20 59,961 59,956 43,400 47,500 0.082684 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 138 AGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTAGCAACAAAGGAGGAAACCCT ATCCTCTCTTGGACCTGCCT 19 20 107 21 244 20 59,782 59,956 43,400 47,500 1,261,882 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 191 CAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATT CAACCAGCCAATCAGAGGGT TCTCTTGGACCTGCCTGACT 77 16 50 20 240 20 59,961 60,179 43,400 34,100 0.217665 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 15 190 CAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATT CAACCAGCCAATCAGAGGGT CTCTTGGACCTGCCTGACTG 77 15 50 20 239 20 59,961 60,037 43,400 35,100 0.075321 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 20 243 GGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCGGCCTGGAACTCCTGTCAC ATCCTCTCTTGGACCTGCCT 126 20 2 19 244 20 60,003 59,956 36,700 47,500 1,047,173 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 21 243 GCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAGCCTGGAACTCCTGTCACTT CATCCTCTCTTGGACCTGCC 124 21 3 20 245 20 59,602 59,820 31,600 48,500 0.578254 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:1874:14582 1 147 58 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 20 242 GCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAGCCTGGAACTCCTGTCACTT ATCCTCTCTTGGACCTGCCT 124 20 3 20 244 20 59,602 59,956 31,600 47,500 0.442258 F 259 TGGCCTGGAACTCCTGTCACTTTAAACTCAAGGATCCAATCTCCAAGGGCAACCAGCCAATCAGAGGGTGGGCAGCTCTTCATTCTCAGCAGTACCAGTCTGTACTAGCAACAAAGGAGGAAACCCTAAAATgggggTAAGTATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgtctgtctgtGTGGCATGCCAAGGCCAGTCAGGCAGGTCCAagagagGATGAGGGGAGGGGTGCN

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 1 8 13 167 GTTTGAGAGGGACAGAGGCAGGgagagaTTGACagaGTTTGAGAGGGACAGAGGCA CAGCTTCGCACCCTCAGTAT 13 30 34 20 200 20 59,313 59,823 47,500 21,200 0.864034 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 8 7 144 GTTTGAGAGGGACAGAGGCAGGgagagaTTGACagaGTTTGAGAGGGACAGAGGCA TCTGTCTGCGTCAAAGCCTC 13 7 34 20 177 20 59,313 60,320 47,500 47,000 1,007,254 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 8 3 138 TTGAGAGGGACAGAGGCAGGgagagaTTGACagaga TTGAGAGGGACAGAGGCAGG TCTGCGTCAAAGCCTCTGTT 11 3 36 20 173 20 60,907 59,893 48,500 31,600 1,013,463 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 8 3 140 GTTTGAGAGGGACAGAGGCAGGgagagaTTGACagaGTTTGAGAGGGACAGAGGCA TCTGCGTCAAAGCCTCTGTT 13 3 34 20 173 20 59,313 59,893 47,500 31,600 0.794062 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 8 1 136 TTGAGAGGGACAGAGGCAGGgagagaTTGACagaga TTGAGAGGGACAGAGGCAGG TGCGTCAAAGCCTCTGTTCA 11 1 36 20 171 20 60,907 60,179 48,500 31,800 1,085,815 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 8 1 138 GTTTGAGAGGGACAGAGGCAGGgagagaTTGACagaGTTTGAGAGGGACAGAGGCA TGCGTCAAAGCCTCTGTTCA 13 1 34 20 171 20 59,313 60,179 47,500 31,800 0.866413 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 10 4 135 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT TCTGTCTGCGTCAAAGCCTC 4 7 43 20 177 20 60,398 60,320 27,500 47,000 0.718281 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 10 4 157 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT AGCTTCGCACCCTCAGTATC 4 29 43 20 199 20 60,398 59,538 27,500 22,400 0.860342 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 10 4 158 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT CAGCTTCGCACCCTCAGTAT 4 30 43 20 200 20 60,398 59,823 27,500 21,200 0.575060 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 10 3 131 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT TCTGCGTCAAAGCCTCTGTT 4 3 43 20 173 20 60,398 59,893 27,500 31,600 0.505089 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 10 1 129 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT TGCGTCAAAGCCTCTGTTCA 4 1 43 20 171 20 60,398 60,179 27,500 31,800 0.577440 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 13 30 190 AGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGACTGAGAGAGACAGATAGGAAGT CAGCTTCGCACCCTCAGTAT 31 30 11 25 200 20 59,808 59,823 30,100 21,200 5,368,401 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 15 30 196 agagAAAGACTgagagagaCAGATAGGAAGTTTGAGAAGAGAAAGACTGAGAGAGACAGA CAGCTTCGCACCCTCAGTAT 39 30 5 23 200 20 57,759 59,823 34,100 21,200 5,418,083 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 84 19 2 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 17 30 198 agagagAAAGACTgagagagaCAGATAGGAAGTTTGA AGAGAGAAAGACTGAGAGAGACAGA CAGCTTCGCACCCTCAGTAT 39 30 3 25 200 20 59,987 59,823 34,100 21,200 5,189,759 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 1 11 0 207 GGACAGAGGCAGGgagagaTTGACagagagagAAaga GGACAGAGGCAGGGAGAGAT CTCTTTCTCGCTCACTCCC 4 0 43 20 249 19 60,398 57,269 27,500 43,000 4,129,675 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 11 0 214 TTGAGAGGGACAGAGGCAGGgagagaTTGACagaga TTGAGAGGGACAGAGGCAGG CTCTTTCTCGCTCACTCCC 11 0 36 20 249 19 60,907 57,269 48,500 43,000 4,638,050 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 11 0 215 TTTGAGAGGGACAGAGGCAGGgagagaTTGACagag TTTGAGAGGGACAGAGGCAG CTCTTTCTCGCTCACTCCC 12 0 35 20 249 19 59,020 57,269 48,500 43,000 4,710,959 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 11 0 216 GTTTGAGAGGGACAGAGGCAGGgagagaTTGACagaGTTTGAGAGGGACAGAGGCA CTCTTTCTCGCTCACTCCC 13 0 34 20 249 19 59,313 57,269 47,500 43,000 4,418,649 D 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 15 0 245 agagAAAGACTgagagagaCAGATAGGAAGTTTGAGAAGAGAAAGACTGAGAGAGACAGA CTCTTTCTCGCTCACTCCC 39 0 5 23 249 19 57,759 57,269 34,100 43,000 8,972,698 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 15 0 247 agagagAAAGACTgagagagaCAGATAGGAAGTTTGA AGAGAGAAAGACTGAGAGAGACA CTCTTTCTCGCTCACTCCC 41 0 3 23 249 19 57,759 57,269 34,100 43,000 8,972,698 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:20029:67515 1 67 164 19 3 AG AGAGAGAGAAAGAGAGAGAGGGAGAGTAAGAGA NA 0 0 17 0 247 agagagAAAGACTgagagagaCAGATAGGAAGTTTGA AGAGAGAAAGACTGAGAGAGACAGA CTCTTTCTCGCTCACTCCC 39 0 3 25 249 19 59,987 57,269 34,100 43,000 8,744,374 G 249 TAagagagAAAGACTgagagagaCAGATAGGAAGTTTGAGAGGGACAGAGGCAGGgagagaTTGACagagagagAAagagagagagGGAGAGTAagagagagagagagagagagagagagagagagagagagGgagagaCagagagagagATGAACAGAGGCTTTGACGCAGACAGATGGATACTGAGGGTGCGAAGCTGGGAGGCAAGGgagagagagaAGgagagagaGGGAGTGAGCGAGAAAGAG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 0 138 ATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgt ATTGAGAGAGCGTGTGTCTC CACACACTCACTCTCGTGCT 0 7 2 20 139 20 57,354 59,969 33,600 44,000 2,677,044 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 139 ATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgt ATTGAGAGAGCGTGTGTCTC TCACACACTCACTCTCGTGC 0 8 2 20 140 20 57,354 59,969 33,600 53,400 2,676,503 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 139 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgt GATTGAGAGAGCGTGTGTCTC CACACACTCACTCTCGTGCT 0 7 1 21 139 20 58,475 59,969 33,600 44,000 2,556,369 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 140 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgt GATTGAGAGAGCGTGTGTCTC TCACACACTCACTCTCGTGC 0 8 1 21 140 20 58,475 59,969 33,600 53,400 2,555,828 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 140 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgt GATTGAGAGAGCGTGTGTCT TCACACACTCACTCTCGTGC 1 8 1 20 140 20 57,354 59,969 34,100 53,400 2,676,503 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:28168:50076 1 22 91 19 2 AC TGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 0 162 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgt GATTGAGAGAGCGTGTGTCTC TCACTCCCACAGACACACAC 0 30 1 21 162 20 58,475 59,536 33,600 38,200 2,989,091 G 173 GATTgagagaGCgtgtgtCTCtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtCTGTGGGAGCACGAGAGTGAgtgtgtGAGAgtgtgtgtCTGTGGGAGTGAAGGAGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 2 24 166 TGCCATCCACCTTGACGAAATAGTGGCAAGCTGAA TGCCATCCACCTTGACGAAA CGTCTCACACTGTTCTTGTCC 63 24 113 20 278 21 59,890 58,872 34,600 40,200 2,237,568 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 2 24 240 AGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGAGGGTTTGCAGGTGACTTGT CGTCTCACACTGTTCTTGTCC 137 24 39 20 278 21 59,741 58,872 31,600 40,200 2,386,810 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 24 243 GTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAGTCAGGGTTTGCAGGTGACT CGTCTCACACTGTTCTTGTCC 140 24 36 20 278 21 60,179 58,872 34,100 40,200 2,307,053 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 24 244 GTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAGTCAGGGTTTGCAGGTGACT TCGTCTCACACTGTTCTTGTCC 140 24 36 20 279 22 60,179 60,224 34,100 40,200 2,402,753 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 24 202 GCCACATGTGATGTCACCCTACCCTAGCTTAGCCCA GCCACATGTGATGTCACCCT CGTCTCACACTGTTCTTGTCC 99 24 77 20 278 21 60,323 58,872 43,400 40,200 2,450,852 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 24 203 GCCACATGTGATGTCACCCTACCCTAGCTTAGCCCA GCCACATGTGATGTCACCCT TCGTCTCACACTGTTCTTGTCC 99 24 77 20 279 22 60,323 60,224 43,400 40,200 2,546,551 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 23 202 GCCACATGTGATGTCACCCTACCCTAGCTTAGCCCA GCCACATGTGATGTCACCCT CGTCTCACACTGTTCTTGTCCT 99 23 77 20 278 22 60,323 60,224 43,400 38,500 2,546,645 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 8 111 AAGTTCACCAGCCAAGACCATTTATATTtatatatatat AAGTTCACCAGCCAAGACCA CGTCTCACACTGTTCTTGTCC 8 24 168 20 278 21 59,449 58,872 40,200 40,200 2,678,949 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 8 111 AAGTTCACCAGCCAAGACCATTTATATTtatatatatat AAGTTCACCAGCCAAGACCA CGTCTCACACTGTTCTTGTCCT 8 23 168 20 278 22 59,449 60,224 40,200 38,500 2,774,742 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 8 112 AAGTTCACCAGCCAAGACCATTTATATTtatatatatat AAGTTCACCAGCCAAGACCA TCGTCTCACACTGTTCTTGTCC 8 24 168 20 279 22 59,449 60,224 40,200 40,200 2,774,648 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 8 24 186 CCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGCCCTACCCTAGCTTAGCCCA CGTCTCACACTGTTCTTGTCC 83 24 93 20 278 21 60,105 58,872 53,600 40,200 2,233,178 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2201:4178:61151 1 196 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 8 24 187 ACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGA ACCCTACCCTAGCTTAGCCC CGTCTCACACTGTTCTTGTCC 84 24 92 20 278 21 60,105 58,872 51,900 40,200 2,233,126 A 279 ACTCAACACTTTCCaaaaaTGTGGAGGAATGAGAGGTCAGGGTTTGCAGGTGACTTGTCAATGTTCAAGCAATGTTGCCACATGTGATGTCACCCTACCCTAGCTTAGCCCATGCCATCCACCTTGACGAAATAGTGGCAAGCTGAAATATTTCAAATGCCTCCATCAAGTTCACCAGCCAAGACCATTTATATTtatatatatatatatatatatatatatatatatatataTTTGATAAACTGTTCAGAAACCTAGGACAAGAACAGTGTGAGACGA

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 1 1 2 0 122 CGCTATGACTCTAATTCACACGTGTTCAAGAATacacCGCTATGACTCTAATTCACACGTG ACCTCTCCCTTTGTAACTTACG 9 0 149 24 270 22 59,795 57,468 44,900 31,800 8,737,495 B 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 2 0 188 TCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTA TCCCTTTCTCAGCAATACTTGA ACCTCTCCCTTTGTAACTTACG 77 0 83 22 270 22 57,091 57,468 30,200 31,800 9,440,915 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 2 0 189 GTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTGTCCCTTTCTCAGCAATACTTG ACCTCTCCCTTTGTAACTTACG 78 0 82 22 270 22 57,046 57,468 31,600 31,800 9,486,406 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 2 0 229 TGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaTGTCCTGATGAGTGCAAGATGA ACCTCTCCCTTTGTAACTTACG 118 0 42 22 270 22 59,431 57,468 29,200 31,800 7,100,822 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 2 0 229 TGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaTGTCCTGATGAGTGCAAGATG ACCTCTCCCTTTGTAACTTACG 119 0 42 21 270 22 58,018 57,468 29,000 31,800 7,514,211 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 3 0 122 CGCTATGACTCTAATTCACACGTGTTCAAGAATacacCGCTATGACTCTAATTCACACGT ACCTCTCCCTTTGTAACTTACG 10 0 149 23 270 22 58,648 57,468 44,900 31,800 8,884,353 B 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 3 0 123 CGCTATGACTCTAATTCACACGTGTTCAAGAATacacCGCTATGACTCTAATTCACACGTG AACCTCTCCCTTTGTAACTTACG 9 0 149 24 271 23 59,795 58,109 44,900 31,800 9,096,441 B 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 3 0 189 GTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTGTCCCTTTCTCAGCAATACTTGA ACCTCTCCCTTTGTAACTTACG 77 0 82 23 270 22 58,420 57,468 30,200 31,800 9,112,182 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 3 0 230 TGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaTGTCCTGATGAGTGCAAGATGA AACCTCTCCCTTTGTAACTTACG 118 0 42 22 271 23 59,431 58,109 29,200 31,800 7,459,769 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 4 0 123 aCGCTATGACTCTAATTCACACGTGTTCAAGAATacaACGCTATGACTCTAATTCACACGT ACCTCTCCCTTTGTAACTTACG 10 0 148 24 270 22 60,142 57,468 44,900 31,800 8,674,761 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 6 0 240 TGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCT TGTGAATTGTCCTGATGAGTGC GTTAACCTCTCCCTTTGTAACTTACG 125 0 35 22 274 26 58,923 59,633 44,000 31,800 9,443,770 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 6 0 240 TGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCT TGTGAATTGTCCTGATGAGTGCA GTTAACCTCTCCCTTTGTAACTTACG 124 0 35 23 274 26 60,497 59,633 45,700 31,800 9,863,664 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:13464:64333 1 182 67 19 1.5 AC ACACACGCACACACACACACACACACACCCACACACNA 0 0 6 0 241 TTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGC TTGTGAATTGTCCTGATGAGTGC GTTAACCTCTCCCTTTGTAACTTACG 125 0 34 23 274 26 59,497 59,633 44,000 31,800 9,870,513 F 274 TATAAATTGTTGTTCCCTTTACATTTGGTATTCTTGTGAATTGTCCTGATGAGTGCAAGATGAAAAGCTTCGACaaaaaaTGTCCCTTTCTCAGCAATACTTGAAAACTATTGTTCTTAACATCCAATCTAAATCAAAATAATaaaaaCGCTATGACTCTAATTCACACGTGTTCAAGAATacacacGcacacacacacacacacacaCCcacacacacacacacacacacacacacacacacacacaCGTAAGTTACAAAGGGAGAGGTTAAC

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 24 139 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCT CTGTCATGCCTTTCGTTATGACT 24 34 22 20 160 23 58,737 59,065 24,000 34,100 5,198,558 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 24 188 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCT TGGTATGTGCTGCTACAACACT 24 84 22 20 209 22 58,737 59,962 24,000 35,500 3,301,781 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 138 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCTG TGTCATGCCTTTCGTTATGACT 23 34 22 21 159 22 60,067 58,062 29,000 34,100 5,004,956 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 139 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCTG CTGTCATGCCTTTCGTTATGACT 23 34 22 21 160 23 60,067 59,065 29,000 34,100 5,002,345 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 187 GCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGCATTGCAGCAACCAATCTG TGGTATGTGCTGCTACAACACT 23 84 23 20 209 22 58,644 59,962 29,000 35,500 3,394,397 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 188 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCTG TGGTATGTGCTGCTACAACACT 23 84 22 21 209 22 60,067 59,962 29,000 35,500 3,105,568 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 29 194 TCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTG TCCAATAGCATTGCAGCAACC TGGTATGTGCTGCTACAACACT 29 84 16 21 209 22 59,522 59,962 37,700 35,500 3,516,126 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 28 193 CCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGT CCAATAGCATTGCAGCAACCA TGGTATGTGCTGCTACAACAC 28 85 17 21 209 21 59,795 58,577 36,700 33,200 3,627,776 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 28 193 CCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGT CCAATAGCATTGCAGCAACCA TGGTATGTGCTGCTACAACACT 28 84 17 21 209 22 59,795 59,962 36,700 35,500 3,243,605 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 28 247 CCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGT CCAATAGCATTGCAGCAACCA GCATTGTCATTAAGTAATTCTTGGTCA 28 133 17 21 263 27 59,795 58,757 36,700 40,200 9,448,605 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 23 242 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCTG GCATTGTCATTAAGTAATTCTTGGTCA 23 133 22 21 263 27 60,067 58,757 29,000 40,200 9,310,568 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:14641:70662 1 66 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 23 243 AGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcAGCATTGCAGCAACCAATCTG AGCATTGTCATTAAGTAATTCTTGGT 23 135 22 21 264 26 60,067 57,647 29,000 36,700 9,420,565 F 271 AATGAAAGTGTTGATTCCAATAGCATTGCAGCAACCAATCTGgtgtgtgtTTGTGtctctcTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTAAAACCAGATACTGGAGAAACaaaaaCaaaaaGTCATAACGAAAGGCATGACAGAAATAAAAGACCATATTTAATGGCAAAAGTGTTGTAGCAGCACATACCAAATTATTGCTGACtatataGATCACATTGACCAAGAATTACTTAATGACAATGCTACTTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 1 1 1 53 244 CTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGACTCAATAGCCAACCTCCAGCA ACCTCATGACTGTGTTAGCTCC 53 95 13 21 256 22 60,065 59,765 44,100 47,000 3,300,107 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 2 53 243 TCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAATCAATAGCCAACCTCCAGCA ACCTCATGACTGTGTTAGCTCC 53 95 14 20 256 22 59,009 59,765 44,100 47,000 3,226,054 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 2 45 218 CAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGG CAACCTCCAGCAATGCCTTG GCTCCTTCAAGTATAGCAGCCT 45 78 22 20 239 22 59,754 59,896 36,100 45,800 2,349,480 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 2 45 219 CAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGG CAACCTCCAGCAATGCCTTG AGCTCCTTCAAGTATAGCAGCC 45 79 22 20 240 22 59,754 59,896 36,100 48,500 2,349,480 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 3 54 245 ACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGACTCAATAGCCAACCTCCAGC ACCTCATGACTGTGTTAGCTCC 54 95 12 21 256 22 60,065 59,765 48,500 47,000 3,300,033 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 23 196 GCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGCAGAAGTTAGGGCAGTGGA GCTCCTTCAAGTATAGCAGCCT 23 78 44 20 239 22 59,675 59,896 40,200 45,800 2,428,883 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 118 GCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGCAGAAGTTAGGGCAGTGGA TTGTGCCTTCTCTGCTCTCG 23 2 44 20 161 20 59,675 60,038 40,200 40,400 0.362825 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 119 AGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGAAGCAGAAGTTAGGGCAGTGG TTGTGCCTTCTCTGCTCTCG 24 2 43 20 161 20 59,674 60,038 40,000 40,400 0.364146 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 122 TGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGGAGCAGAAGTTAGGGCAG TTGTGCCTTCTCTGCTCTCG 27 2 40 20 161 20 59,385 60,038 48,500 40,400 0.653213 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 140 CAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGG CAACCTCCAGCAATGCCTTG TTGTGCCTTCTCTGCTCTCG 45 2 22 20 161 20 59,754 60,038 36,100 40,400 0.283422 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 141 CCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGG CCAACCTCCAGCAATGCCTT TTGTGCCTTCTCTGCTCTCG 46 2 21 20 161 20 60,902 60,038 43,500 40,400 0.939463 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:23429:50340 1 87 53 19 1.5 AG GAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGNA 0 0 6 2 144 TAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTATAGCCAACCTCCAGCAATGC TTGTGCCTTCTCTGCTCTCG 49 2 18 20 161 20 60,681 60,038 35,600 40,400 0.718804 F 273 ATTATTCTATGACTCAATAGCCAACCTCCAGCAATGCCTTGGAGCAGAAGTTAGGGCAGTGGATTaaaaaaaCAGTGATGAAACTGgagagagagagagaCagagagagagagagagagagagagagagagagagagagCACGAGAGCAGAGAAGGCACAAGTGAagagaggagagaCTAAACAGTCAAAGATaaaaaaGGAAACCAATCTGGGGAGAGGCTGCTATACTTGAAGGAGCTAACACAGTCATGAGGTAACTTTTGTTTTATTCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 45 19 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 9 1 106 GAGGGAGAGTTTGTGGGCGTgagagaAagagagagag GAGGGAGAGTTTGTGGGCG TTACACAGGCCCTTATCCGC 1 21 3 19 108 20 60,376 59,821 61,300 55,400 1,555,504 B 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 45 19 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 100 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC GCCCTTATCCGCTGTCTCTC 2 13 1 20 100 20 60,036 59,967 53,600 32,000 0.068730 F 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 45 19 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 107 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC TACACAGGCCCTTATCCGCT 2 20 1 20 107 20 60,036 60,690 53,600 55,200 0.725660 B 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 45 19 1.5 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 108 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC TTACACAGGCCCTTATCCGC 2 21 1 20 108 20 60,036 59,821 53,600 55,400 0.215383 B 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 106 19 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 12 2 169 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC GCAAGCCCTCACCTCTCTATC 2 20 1 20 169 21 60,036 59,930 53,600 20,800 1,105,893 G 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 106 19 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 169 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC GCAAGCCCTCACCTCTCTAT 2 21 1 20 169 20 60,036 58,873 53,600 19,800 1,163,258 G 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 106 19 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 150 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC TCTCCCTCTCATGCCCTTACA 2 1 1 20 150 21 60,036 59,992 53,600 24,100 1,044,242 D 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 106 19 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 148 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC TCCCTCTCATGCCCTTACAC 2 0 1 20 148 20 60,036 58,796 53,600 29,000 1,240,061 D 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27296:53592 1 23 106 19 2 AG GAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 0 149 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagaga GAGAGGGAGAGTTTGTGGGC CTCCCTCTCATGCCCTTACAC 2 0 1 20 149 21 60,036 59,860 53,600 29,000 1,175,768 D 170 GAGAGGGAGAGTTTGTGGGCGTgagagaAagagagagagagagagagagagagagagagagagagagGGCACGTGGCTgagagagaCAGCGGATAAGGGCCTGTGTAAGACAGAGGgagagagagagaGTGTAAGGGCATGAGAGGGAGATagagagGTGAGGGCTTGCG

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 0 95 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGAA GTGCGCGAGTGTCTGTCT 14 0 7 25 101 18 58,589 60,050 25,200 34,100 8,461,362 A 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 95 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA GTGCGCGAGTGTCTGTCT 15 0 7 24 101 18 58,015 60,050 21,000 34,100 8,034,710 A 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 96 ATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTATCTTTGTGGACTTCACTTGTAAGA GTGCGCGAGTGTCTGTCT 15 0 6 25 101 18 58,408 60,050 21,000 34,100 8,641,920 A 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 2 15 154 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA GCCGAGGTAGGAAAGATGGG 15 21 7 24 160 20 58,015 59,893 21,000 40,000 6,091,619 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 15 180 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA TCCGATTCTTCAGGCGCTAC 15 47 7 24 186 20 58,015 59,898 21,000 35,800 6,087,206 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 4 138 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGAA TGGGATCTTAAGCTGAAACGT 14 4 7 25 144 21 58,589 57,304 25,200 39,900 10,107,206 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 4 138 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA TGGGATCTTAAGCTGAAACGT 15 4 7 24 144 21 58,015 57,304 21,000 39,900 9,680,554 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 1 138 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA TGGGATCTTAAGCTGAAACGTACA 15 1 7 24 144 24 58,015 60,021 21,000 29,000 10,005,652 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 15 177 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA GATTCTTCAGGCGCTACCGA 15 44 7 24 183 20 58,015 59,898 21,000 46,900 6,087,206 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 206 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA CCTGAAATGTAGTGCCGGTG 15 73 7 24 212 20 58,015 58,913 21,000 49,400 7,071,421 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 207 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA ACCTGAAATGTAGTGCCGGT 15 74 7 24 213 20 58,015 59,309 21,000 52,800 6,675,486 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:27509:67990 1 46 74 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 208 TCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTCTTTGTGGACTTCACTTGTAAGA CACCTGAAATGTAGTGCCGG 15 75 7 24 214 20 58,015 58,913 21,000 61,300 7,071,421 D 220 TATTTATCTTTGTGGACTTCACTTGTAAGAAAATCGGATGTGTTTacacacacacacacacacacacacacacacacacacacAGACAGACACTCGCGCACGcacacacacaAacacacATGTACGTTTCAGCTTAAGATCCCATCTTTCCTACCTCGGCGCATCGGTAGCGCCTGAAGAATCGGAGAAAATCACCGGCACTACATTTCAGGTGTTTCCA

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 54 212 ccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGCCATTCTGTGCACCACCTGA CCTCCAAAGTGTTTATCCTTAACCG 54 75 7 20 218 25 60,251 59,877 38,600 44,400 5,374,202 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 51 209 TTCTGTGCACCACCTGAGACCAATTTCTAGCCTGAT TTCTGTGCACCACCTGAGAC CCTCCAAAGTGTTTATCCTTAACCG 51 75 10 20 218 25 59,893 59,877 33,600 44,400 5,230,052 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 47 205 GTGCACCACCTGAGACCAATTTCTAGCCTGATAACT GTGCACCACCTGAGACCAAT CCTCCAAAGTGTTTATCCTTAACCG 47 75 14 20 218 25 60,251 59,877 31,600 44,400 5,374,245 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 28 155 GTGCACCACCTGAGACCAATTTCTAGCCTGATAACT GTGCACCACCTGAGACCAAT TCTGACCTTTGTGAATCCATGT 47 28 14 20 168 22 60,251 57,628 31,600 32,100 4,622,525 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 28 159 TTCTGTGCACCACCTGAGACCAATTTCTAGCCTGAT TTCTGTGCACCACCTGAGAC TCTGACCTTTGTGAATCCATGT 51 28 10 20 168 22 59,893 57,628 33,600 32,100 4,478,332 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 28 162 ccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGCCATTCTGTGCACCACCTGA TCTGACCTTTGTGAATCCATGT 54 28 7 20 168 22 60,251 57,628 38,600 32,100 4,622,481 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 3 111 TGATCGCTCCCACTTTCACATATacacacacacacacacaTGATCGCTCCCACTTTCACA TCTGACCTTTGTGAATCCATGT 3 28 58 20 168 22 59,315 57,628 35,800 32,100 5,056,158 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 3 116 TGATCGCTCCCACTTTCACATATacacacacacacacacaTGATCGCTCCCACTTTCACA CCAAATCTGACCTTTGTGAATCCA 3 31 58 20 173 24 59,315 59,476 35,800 34,100 5,208,477 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2202:29731:43255 1 81 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 3 117 TGATCGCTCCCACTTTCACATATacacacacacacacacaTGATCGCTCCCACTTTCACA ACCAAATCTGACCTTTGTGAATCC 3 32 58 20 174 24 59,315 59,476 35,800 30,100 5,208,863 F 239 TAccccccATTCTGTGCACCACCTGAGACCAATTTCTAGCCTGATAACTTTTGTAGTTGATCGCTCCCACTTTCACATATacacacacacacacacacacacacacacacacacacacTCATTAATTAACTaaaaaTACATGTCAAACATGGATTCACAAAGGTCAGATTTGGTAATACTCATTGTATTGATACGGTTAAGGATAAACACTTTGGAGGTATTTATTGATTAAGTATCTT

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 1 92 TTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgTTCCTCCTCTCCCAGCTCTG AGGAGACTGGGAGTGATCCG 1 1 81 20 172 20 60,325 60,396 33,500 41,800 0.721527 B 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 93 CTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtg CTTCCTCCTCTCCCAGCTCT AGGAGACTGGGAGTGATCCG 2 1 80 20 172 20 60,032 60,396 40,900 41,800 0.428634 B 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 94 TCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgt TCTTCCTCCTCTCCCAGCTC AGGAGACTGGGAGTGATCCG 3 1 79 20 172 20 60,033 60,396 40,900 41,800 0.429032 B 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 140 GCCTTGGCGGAATTCATACGAAAGTgggggTCTGCC GCCTTGGCGGAATTCATACG AGGAGACTGGGAGTGATCCG 49 1 33 20 172 20 59,692 60,396 30,600 41,800 0.704177 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 142 TGGCCTTGGCGGAATTCATACGAAAGTgggggTCTG TGGCCTTGGCGGAATTCATA AGGAGACTGGGAGTGATCCG 51 1 31 20 172 20 59,743 60,396 21,500 41,800 0.653744 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 167 GAGACCTGGGacacacacTGCAAGCTGGCCTTGGCG GAGACCTGGGACACACACTG AGGAGACTGGGAGTGATCCG 76 1 6 20 172 20 59,966 60,396 36,600 41,800 0.430475 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 44 211 GAGACCTGGGacacacacTGCAAGCTGGCCTTGGCG GAGACCTGGGACACACACTG AGTGTGTGTGGGAAAGAGTGA 76 44 6 20 216 21 59,966 59,163 36,600 34,100 1,871,498 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 42 209 GAGACCTGGGacacacacTGCAAGCTGGCCTTGGCG GAGACCTGGGACACACACTG TGTGTGTGGGAAAGAGTGACT 76 42 6 20 214 21 59,966 59,163 36,600 34,100 1,871,498 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:13321:39264 1 102 50 19 1.5 AC GTGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 40 207 GAGACCTGGGacacacacTGCAAGCTGGCCTTGGCG GAGACCTGGGACACACACTG TGTGTGGGAAAGAGTGACTGT 76 40 6 20 212 21 59,966 59,163 36,600 35,500 1,871,498 F 238 TGCTTGAGACCTGGGacacacacTGCAAGCTGGCCTTGGCGGAATTCATACGAAAGTgggggTCTGCCTCAGCCTGGGTCTTCCTCCTCTCCCAGCTCTGCgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCGGATCACTCCCAGTCTCCTGGTtctctcTTtctctctcACAGTCACTCTTTCCcacacacaCTCATTCTcacacaCTGTCATTCA

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 115 94 19 3 AG CTCTCTCTCTCCACACAACCCTGCTCCCCTCTCTCTCTNA 0 1 16 0 138 CGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCGCTCCACACAATCCTGTTTG AGAGATTGGAACAGGATTGTGT 1 0 93 21 230 22 60,069 57,352 29,300 37,200 5,716,586 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 115 94 19 3 AG CTCTCTCTCTCCACACAACCCTGCTCCCCTCTCTCTCTNA 0 0 17 0 139 CGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCGCTCCACACAATCCTGTTTG GAGAGATTGGAACAGGATTGTGT 1 0 93 21 231 23 60,069 58,416 29,300 37,200 5,652,893 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 115 94 19 3 AG CTCTCTCTCTCCACACAACCCTGCTCCCCTCTCTCTCTNA 0 0 17 0 139 CGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCGCTCCACACAATCCTGTTT GAGAGATTGGAACAGGATTGTGT 2 0 93 20 231 23 58,762 58,416 28,300 37,200 5,822,310 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 1 16 0 173 tctctctcCACAGACTCCTGTTCCGctctctctctCGCTCca TCTCTCTCCACAGACTCCTG AGAGATTGGAACAGGATTGTGT 5 0 58 20 230 22 57,494 57,352 38,600 37,200 7,153,213 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 0 16 0 225 tCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACC TCCACACATTCCTTTCCCACT AGAGATTGGAACAGGATTGTGT 56 0 6 21 230 22 59,220 57,352 40,000 37,200 6,427,872 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 0 17 0 174 tctctctcCACAGACTCCTGTTCCGctctctctctCGCTCca TCTCTCTCCACAGACTCCTG GAGAGATTGGAACAGGATTGTGT 5 0 58 20 231 23 57,494 58,416 38,600 37,200 7,089,521 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 0 17 0 175 TtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCc TTCTCTCTCCACAGACTCCTG GAGAGATTGGAACAGGATTGTGT 5 0 57 21 231 23 58,199 58,416 38,600 37,200 7,385,354 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 0 17 0 225 CcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCC CCACACATTCCTTTCCCACTG GAGAGATTGGAACAGGATTGTGT 55 0 7 21 231 23 59,111 58,416 36,600 37,200 6,472,383 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:17584:46120 1 83 126 19 4 AG CTCTCTCTCTCGCTCCACACAATCCTGTTTGACTCTC NA 0 0 17 0 226 tCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACC TCCACACATTCCTTTCCCACT GAGAGATTGGAACAGGATTGTGT 56 0 6 21 231 23 59,220 58,416 40,000 37,200 6,364,180 G 231 ctctctCcacacaTTCCTTTCCCACTGtctctcTATCcacacaACCCTTATCAACTTtctctctcCACAGACTCCTGTTCCGctctctctctCGCTCcacacaATCCTGTTTGActctctctctCcacacaACCCTGCTCCCctctctctctCcacacaAGCCTGTTTCActctctctctctctctctctctctctctctctctctctACACAATCCTGTTCCAAtctctc

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 9 2 135 TTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTTTGCTCAGTGAGTGCGTGA TATGCACGTACAGCCAAGCA 20 2 40 19 174 20 59,559 60,037 43,500 39,100 1,478,169 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 20 192 CTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTCTTGCTCAGTGAGTGCGTGA TGAATATCCACGACTCTCAATTATACC 20 51 39 20 230 27 60,598 58,695 43,500 27,300 8,903,015 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 2 136 CTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTCTTGCTCAGTGAGTGCGTGA TATGCACGTACAGCCAAGCA 20 2 39 20 174 20 60,598 60,037 43,500 39,100 0.635278 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 134 CTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTCTTGCTCAGTGAGTGCGTGA TGCACGTACAGCCAAGCAAT 20 0 39 20 172 20 60,598 60,889 43,500 35,600 1,487,155 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 31 197 ACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtg ACGAGTGTGAGCTTGCTCAG TCCACGACTCTCAATTATACCCAC 31 48 28 20 224 24 60,319 59,901 33,500 46,100 4,418,342 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 31 203 ACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtg ACGAGTGTGAGCTTGCTCAG TGAATATCCACGACTCTCAATTATACC 31 51 28 20 230 27 60,319 58,695 33,500 27,300 8,623,979 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 136 CTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCt CTCAGTGAGTGCGTGAGTGT AGCATATGCACGTACAGCCA 16 6 43 20 178 20 59,969 59,822 35,500 47,500 0.209150 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 132 CTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCt CTCAGTGAGTGCGTGAGTGT TATGCACGTACAGCCAAGCA 16 2 43 20 174 20 59,969 60,037 35,500 39,100 0.068172 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 147 ACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtg ACGAGTGTGAGCTTGCTCAG TATGCACGTACAGCCAAGCA 31 2 28 20 174 20 60,319 60,037 33,500 39,100 0.356241 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 30 195 CGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGCGAGTGTGAGCTTGCTCAGT CCACGACTCTCAATTATACCCACA 30 47 29 20 223 24 60,319 60,142 34,100 41,700 4,461,409 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 30 196 CGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGCGAGTGTGAGCTTGCTCAGT TCCACGACTCTCAATTATACCCAC 30 48 29 20 224 24 60,319 59,901 34,100 46,100 4,418,342 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 30 202 CGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGCGAGTGTGAGCTTGCTCAGT TGAATATCCACGACTCTCAATTATACC 30 51 29 20 230 27 60,319 58,695 34,100 27,300 8,623,979 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 150 CGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGCGAGTGTGAGCTTGCTCAGT AGCATATGCACGTACAGCCA 30 6 29 20 178 20 60,319 59,822 34,100 47,500 0.497219 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 127 TGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgTGAGTGCGTGAGTGTGTGAG TATGCACGTACAGCCAAGCA 11 2 48 20 174 20 60,249 60,037 35,100 39,100 0.285890 F 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:19136:49373 1 79 74 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 146 CGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGCGAGTGTGAGCTTGCTCAGT TATGCACGTACAGCCAAGCA 30 2 29 20 174 20 60,319 60,037 34,100 39,100 0.356241 B 232 AGTGAgtgtgtgtgtGAgtgtgtgtgtACGAGTGTGAGCTTGCTCAGTGAGTGCGTGAgtgtgtGAGTGTGAGCTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTtgtgtgtgtgtgtgtgCAtgtgtgtgtgATTGCTTGGCTGTACGTGCATATGCTGCGCATGCAtgtgtgTTTAtgtgtgGGTATAATTGAGAGTCGTGGATATTCATT

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 1 1 6 2 122 gtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGGTGGTTGCTATGTGTGCACG TCCACTCACATGCACCACAA 2 6 16 20 137 20 60,110 59,818 53,400 33,300 0.292536 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 0 0 6 2 126 gtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGGTGGTTGCTATGTGTGCACG AGTGTCCACTCACATGCACC 2 10 16 20 141 20 60,110 60,250 53,400 50,100 0.360705 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 0 0 8 2 121 gtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGGTGGTTGCTATGTGTGCACG CCACTCACATGCACCACAAC 2 5 16 20 136 20 60,110 59,688 53,400 33,200 0.422027 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 0 0 10 6 140 TtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGT TTGTGTGTGGTTGCTATGTGTG AATGTTACAGTGTCCACTCACA 6 16 10 22 149 22 59,643 57,584 38,200 35,800 6,773,203 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 0 0 11 7 140 TtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGT TTGTGTGTGGTTGCTATGTGT AATGTTACAGTGTCCACTCACA 7 16 10 21 149 22 58,351 57,584 37,200 35,800 7,065,070 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:2605:9624 1 38 74 19 2 AC TGTGTGTGTGTGCGTGTGCGCGTGTATGTGTGTGG NA 0 0 11 6 140 tgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGTGTGTGGTTGCTATGTGTG AAATGTTACAGTGTCCACTCACA 6 16 11 21 150 23 59,054 58,224 38,200 35,800 6,722,430 G 169 AATTTGGTTTtgtgtgtgGTTGCTAtgtgtgCACGTTtgtgtgtgtgtgCGTGTGCGCGTGTAtgtgtgtgGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTGTGTTGTGGTGCATGTGAGTGGACACTGTAACATTTTACATGCAAAGTTTTCACN

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 32 143 acaGCCATGCATGCACTTACAGACCCTCTCAGTGCA ACAGCCATGCATGCACTTAC TGTTCCCTCCCTGCTTTCAA 32 33 6 20 148 20 59,187 59,150 23,400 26,900 1,663,285 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 29 140 GCCATGCATGCACTTACAGACCCTCTCAGTGCACACGCCATGCATGCACTTACAGA TGTTCCCTCCCTGCTTTCAA 29 33 9 20 148 20 58,903 59,150 34,100 26,900 1,947,333 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 29 141 GCCATGCATGCACTTACAGACCCTCTCAGTGCACACGCCATGCATGCACTTACAGA ATGTTCCCTCCCTGCTTTCA 29 34 9 20 149 20 58,903 58,924 34,100 26,900 2,172,834 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 28 140 GCCATGCATGCACTTACAGACCCTCTCAGTGCACACGCCATGCATGCACTTACAGAC TGTTCCCTCCCTGCTTTCAA 28 33 9 21 148 20 60,202 59,150 35,100 26,900 2,052,322 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 25 244 TGCATGCACTTACAGACCCTCTCAGTGCACACgtgtg TGCATGCACTTACAGACCCT GCAATTAAGTGCCTGATGCCC 25 140 13 20 256 21 59,308 60,202 43,400 53,600 1,894,927 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 9 227 CCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacac CCTCTCAGTGCACACGTGT GCAATTAAGTGCCTGATGCCC 9 140 30 19 256 21 59,932 60,202 44,900 53,600 2,270,534 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 33 144 cacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACAGCCATGCATGCACTTA TGTTCCCTCCCTGCTTTCAA 33 33 5 20 148 20 59,187 59,150 22,400 26,900 1,662,649 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 33 252 cacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACAGCCATGCATGCACTTA GCAATTAAGTGCCTGATGCCC 33 140 5 20 256 21 59,187 60,202 22,400 53,600 2,015,001 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 31 142 caGCCATGCATGCACTTACAGACCCTCTCAGTGCAC CAGCCATGCATGCACTTACA TGTTCCCTCCCTGCTTTCAA 31 33 7 20 148 20 59,187 59,150 24,100 26,900 1,662,649 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 31 250 caGCCATGCATGCACTTACAGACCCTCTCAGTGCAC CAGCCATGCATGCACTTACA GCAATTAAGTGCCTGATGCCC 31 140 7 20 256 21 59,187 60,202 24,100 53,600 2,015,001 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 14 233 ACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcac ACAGACCCTCTCAGTGCACA GCAATTAAGTGCCTGATGCCC 14 140 24 20 256 21 60,761 60,202 45,700 53,600 1,963,018 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 13 117 CAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacCAGACCCTCTCAGTGCACAC TCCCTGCTTTCAAACTCGCC 13 26 25 20 141 20 60,320 60,889 38,200 55,400 1,209,433 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 13 118 CAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacCAGACCCTCTCAGTGCACAC CTCCCTGCTTTCAAACTCGC 13 27 25 20 142 20 60,320 59,481 38,200 50,300 0.839324 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 13 124 CAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacCAGACCCTCTCAGTGCACAC TGTTCCCTCCCTGCTTTCAA 13 33 25 20 148 20 60,320 59,150 38,200 26,900 1,170,347 B 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:27559:59147 1 58 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 13 232 CAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacCAGACCCTCTCAGTGCACAC GCAATTAAGTGCCTGATGCCC 13 140 25 20 256 21 60,320 60,202 38,200 53,600 1,522,698 F 263 TGcacacaGCCATGCATGCACTTACAGACCCTCTCAGTGCACACgtgtgtGGGCGCGcacacacacacacacacacacacacacacacacacacaCCCGCTGGATTTAACACTCCCCTGCCGGCGAGTTTGAAAGCAGGGAGGGAACATTAAATCCAGTgggggTGGATggggggggTGGAgggggTGCTGCCCGCTGCTTTTGcccccACAGCAATTTTACTAGTGGTGGGAgggggCATCAGGCACTTAATTGCCCAGTTA

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 19 121 gctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGCTGCTTCCAGATTCACTGC TAGGCTGAAACGAATGGCAC 24 19 141 20 261 20 59,549 58,551 44,000 50,100 1,899,967 F 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 19 156 CGACAGCAATCTGGCTTTGCTTCACATTGACAgctgc CGACAGCAATCTGGCTTTGC TAGGCTGAAACGAATGGCAC 59 19 106 20 261 20 60,456 58,551 36,800 50,100 1,904,617 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 19 222 GCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGCGCTGTGTCTTTCAAGGTC TAGGCTGAAACGAATGGCAC 125 19 40 20 261 20 59,764 58,551 38,500 50,100 1,684,910 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 2 103 GCTGATTCTATTTCCTTCTGTGGCAGgagagagagaga GCTGATTCTATTTCCTTCTGTGGC TAGGCTGAAACGAATGGCAC 2 19 159 24 261 20 59,964 58,551 50,100 50,100 5,485,129 A 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 124 gctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTC GCTGCTGCTTCCAGATTCAC TAGGCTGAAACGAATGGCAC 27 19 138 20 261 20 59,549 58,551 31,800 50,100 1,899,967 F 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 157 CGACAGCAATCTGGCTTTGCTTCACATTGACAgctgc CGACAGCAATCTGGCTTTGC TTAGGCTGAAACGAATGGCAC 59 19 106 20 262 21 60,456 59,190 36,800 50,100 2,265,784 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 225 CTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCTGGCGCTGTGTCTTTCAAG TAGGCTGAAACGAATGGCAC 128 19 37 20 261 20 59,763 58,551 30,200 50,100 1,685,695 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 230 CAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCAGTACTGGCGCTGTGTCTT TAGGCTGAAACGAATGGCAC 133 19 32 20 261 20 60,320 58,551 30,100 50,100 1,768,884 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 2 104 GCTGATTCTATTTCCTTCTGTGGCAGgagagagagaga GCTGATTCTATTTCCTTCTGTGGC TTAGGCTGAAACGAATGGCA 2 20 159 24 262 20 59,964 57,807 50,100 49,200 6,228,808 A 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 2 104 GCTGATTCTATTTCCTTCTGTGGCAGgagagagagaga GCTGATTCTATTTCCTTCTGTGGC TTAGGCTGAAACGAATGGCAC 2 19 159 24 262 21 59,964 59,190 50,100 50,100 5,846,295 A 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 20 250 AACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCAACATACTTTAATTCCTTCCAGTACTG TTAGGCTGAAACGAATGGCA 145 20 13 27 262 20 57,550 57,807 27,400 49,200 11,642,383 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 19 249 AACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCAACATACTTTAATTCCTTCCAGTACTG TAGGCTGAAACGAATGGCAC 145 19 13 27 261 20 57,550 58,551 27,400 50,100 10,898,704 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 19 250 AACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCAACATACTTTAATTCCTTCCAGTACTG TTAGGCTGAAACGAATGGCAC 145 19 13 27 262 21 57,550 59,190 27,400 50,100 11,259,870 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 19 151 GCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCGCAATCTGGCTTTGCTTCACA TAGGCTGAAACGAATGGCAC 53 19 111 21 261 20 60,000 58,551 35,800 50,100 2,449,044 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 3 137 GCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCGCAATCTGGCTTTGCTTCACA TGGCACAAGATAAATGCAAGTG 53 3 111 21 247 22 60,000 57,823 35,800 31,600 5,177,225 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 2 137 GCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCGCAATCTGGCTTTGCTTCACA TGGCACAAGATAAATGCAAGTGT 53 2 111 21 247 23 60,000 59,426 35,800 35,500 4,573,598 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 19 140 TGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTTGCTTCACATTGACAGCTGC TTAGGCTGAAACGAATGGCAC 42 19 123 20 262 21 59,405 59,190 52,500 50,100 2,404,753 F 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 1 137 GCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCGCAATCTGGCTTTGCTTCACA TGGCACAAGATAAATGCAAGTGTT 53 1 111 21 247 24 60,000 59,961 35,800 33,200 5,039,063 B 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2203:6086:21034 1 185 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 19 136 TTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTTCACATTGACAGCTGCTGC TAGGCTGAAACGAATGGCAC 39 19 126 20 261 20 59,405 58,551 52,500 50,100 2,043,587 F 269 CCTTCACATTAAAACATACTTTAATTCCTTCCAGTACTGGCGCTGTGTCTTTCAAGGTCTCAGAATGCATTGCCAGGTCTACATTAGCTAATTCTTGTTCTGTATCGACAGCAATCTGGCTTTGCTTCACATTGACAgctgctgctTCCAGATTCACTGCTGATTCTATTTCCTTCTGTGGCAGgagagagagagagagagagagagagagagagagagagaAAACACTTGCATTTATCTTGTGCCATTCGTTTCAGCCTAAAACACTT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 1 12 1 128 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GGGTGAGTGAGTGCATGTGA 1 1 3 20 130 20 58,280 59,965 42,600 35,800 1,754,916 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 14 1 145 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC AGTGTTTGCGTGAGGATGGG 1 18 3 20 147 20 58,280 60,606 42,600 40,000 2,326,001 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 16 1 134 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GAGGATGGGTGAGTGAGTGC 1 7 3 20 136 20 58,280 60,108 42,600 44,000 1,827,545 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 16 1 137 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC CGTGAGGATGGGTGAGTGAG 1 10 3 20 139 20 58,280 59,826 42,600 35,100 1,893,989 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 16 1 141 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC TTTGCGTGAGGATGGGTGAG 1 14 3 20 143 20 58,280 60,322 42,600 35,100 2,041,163 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 86 19 2 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 16 1 142 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GTTTGCGTGAGGATGGGTGA 1 15 3 20 144 20 58,280 60,605 42,600 40,200 2,324,919 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 1 12 1 237 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC CGTGTGAGAGGATGGGTGTA 1 24 3 20 239 20 58,280 58,817 42,600 29,000 2,902,267 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 13 1 241 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC CGAGCGTGTGAGAGGATGG 1 29 3 20 243 19 58,280 60,227 42,600 35,100 2,946,402 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 14 1 215 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC TTTGTGTGAGAGGATGGGCG 1 2 3 20 217 20 58,280 60,322 42,600 61,300 2,041,163 G 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 15 1 238 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GCGTGTGAGAGGATGGGTG 1 26 3 20 240 19 58,280 60,449 42,600 46,100 3,168,140 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 15 1 239 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC AGCGTGTGAGAGGATGGGT 1 27 3 20 241 19 58,280 60,611 42,600 45,100 3,330,273 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 15 1 240 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GAGCGTGTGAGAGGATGGG 1 28 3 20 242 19 58,280 59,857 42,600 40,000 2,862,348 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 15 0 212 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GTGTGAGAGGATGGGCGAG 1 0 3 20 214 19 58,280 59,857 42,600 50,300 2,862,348 G 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:11211:5792 1 24 172 19 3 AC CTCTCTCACACACACACACTCGCCCATCCCCACACTCNA 0 0 16 1 240 AAACTCACTCGCTCATCTGCGctctctcacacacacacaC AAACTCACTCGCTCATCTGC GAGCGTGTGAGAGGATGGGT 1 27 3 20 242 20 58,280 61,609 42,600 45,100 3,328,317 D 253 ATAAACTCACTCGCTCATCTGCGctctctcacacacacacaCTCGCCCATCCCCACACTCTCACTTGATCTcacacacacacacacacacacacacacacacacacacaCTCACATGCACTCACTCACCCATCCTCACGCAAACACTCTTACCCATCCTATcacacactctctCACCCATCCTcacacacacacaCTCGCCCATCCTCTcacacaAATATACACCCATCCTCTCACACGCTCGCCCATCCTCT

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 24 142 TGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTGTATCTGGGTGCAAGAGGG ACATCTCCTTCACCCACACG 24 25 19 20 160 20 59,088 59,678 43,000 44,900 1,233,440 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 22 141 GTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTGTATCTGGGTGCAAGAGGGAG ACATCTCCTTCACCCACACG 22 25 20 21 160 20 59,860 59,678 43,000 44,900 1,461,524 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 20 219 TCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTG TCTGGGTGCAAGAGGGAGAA ACACTGGAAGAAACAGGCAAC 20 105 23 20 241 21 60,474 58,976 28,700 41,700 2,498,108 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 20 258 TCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTG TCTGGGTGCAAGAGGGAGAA CCGACAAGTGTAAACGCAAGA 20 144 23 20 280 21 60,474 59,138 28,700 30,200 2,335,895 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 139 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA ACATCTCCTTCACCCACACG 21 25 22 20 160 20 60,253 59,678 37,100 44,900 0.574552 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 140 TATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTC TATCTGGGTGCAAGAGGGAGA ACATCTCCTTCACCCACACG 21 25 21 21 160 20 59,992 59,678 37,100 44,900 1,329,998 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 219 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA CACTGGAAGAAACAGGCAACT 21 104 22 20 240 21 60,253 58,699 37,100 31,600 2,554,227 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 220 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA ACACTGGAAGAAACAGGCAAC 21 105 22 20 241 21 60,253 58,976 37,100 41,700 2,277,295 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 259 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA CCGACAAGTGTAAACGCAAGA 21 144 22 20 280 21 60,253 59,138 37,100 30,200 2,115,082 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 21 260 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA TCCGACAAGTGTAAACGCAA 21 146 22 20 281 20 60,253 58,063 37,100 48,500 2,190,159 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 132 TCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTG TCTGGGTGCAAGAGGGAGAA CCTTCACCCACACGCACATA 20 19 23 20 154 20 60,474 60,321 28,700 22,900 0.794904 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:1884:8517 1 63 53 19 1.5 AC TGTGTGTTCGCGCGCGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 133 ATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCT ATCTGGGTGCAAGAGGGAGA CCTTCACCCACACGCACATA 21 19 22 20 154 20 60,253 60,321 37,100 22,900 0.574091 F 282 agagagagagACAATATGTGTATCTGGGTGCAAGAGGGAGAatatatCtgtgtgAGTCTGACtgtgtgTTcgcgcgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTtgtgtgtgAGaaaaaaTATGTGCGTGTGGGTGAAGGAGATGTATCATAGCACAGGGGAAGAGGAAGATTCCATTTCACCCCACAGTTCATCGATTTCATCCAGTTGCCTGTTTCTTCCAGTGTTTGTATATtctctcTTTCTCTTGCGTTTACACTTGTCGGAN

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 12 0 90 AGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgt AGATGTATGTGTCTGTGTCTTGGT TACATCCACATCTGCAAACCA 7 0 115 24 204 21 59,716 57,568 36,700 36,700 7,716,163 A 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 3 92 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA ACAAACTAATACATCCACATCTGCA 3 5 122 21 213 25 59,443 58,820 35,300 44,100 7,737,127 A 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 3 135 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA CCAACACACATGCACACATCT 3 52 122 21 256 21 59,443 59,390 35,300 29,000 3,167,409 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 3 136 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA TCCAACACACATGCACACATC 3 53 122 21 257 21 59,443 59,392 35,300 30,600 3,165,480 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 3 136 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA TCCAACACACATGCACACAT 3 54 122 21 257 20 59,443 58,310 35,300 32,100 3,247,355 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 3 140 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA ACAATCCAACACACATGCACA 3 57 122 21 261 21 59,443 58,970 35,300 45,700 3,587,743 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 0 90 TAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgTAGATGTATGTGTCTGTGTCTTGGT ACATCCACATCTGCAAACCA 7 0 114 25 203 20 59,520 57,709 36,700 36,700 7,771,631 A 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 3 140 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGA ACAATCCAACACACATGCACAC 3 56 122 21 261 22 59,443 60,224 35,300 38,200 3,781,153 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:25560:65951 1 146 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 14 2 140 TGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgt TGTGTCTGTGTCTTGGTTGGAA ACAATCCAACACACATGCACA 2 57 122 22 261 21 60,027 58,970 35,300 45,700 4,057,100 F 266 AGAtgtgtgTATTGGTTTGTCtgtgtgtgtgTCtgtgtgtgCgtgtgtgtGCATGTGCATGCGCAtgtgtgCTTATATGTATTAGATTATGAAtgtgtgtgTTTATTGGTTTCTAGATGTATGTGTCTGTGTCTTGGTTGGAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGTTTGCAGATGTGGATGTATTAGTTTGTAGAtgtgtgAGGTTTGGTTTGTAGAtgtgtgCAtgtgtgTTGGATTGTAGATG

ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 1 1 12 1 172 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT TCTTTGTGACTTTCAAAGCTCCC 1 25 3 20 174 23 59,884 59,368 44,000 43,000 3,748,287 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 0 0 12 1 188 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT ACTGTTTCTCCCTCACTCTTTGT 1 41 3 20 190 23 59,884 59,544 44,000 28,300 3,572,419 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA
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ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 0 0 12 1 190 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT TCACTGTTTCTCCCTCACTCTT 1 44 3 20 192 22 59,884 58,691 44,000 28,500 3,425,439 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 0 0 12 0 143 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT CCCATAGTTGCCCGTTGTT 1 0 3 20 145 19 59,884 58,044 44,000 28,300 3,071,752 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 0 0 13 1 190 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT TCACTGTTTCTCCCTCACTCT 1 45 3 20 192 21 59,884 58,036 44,000 32,400 3,080,352 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:29244:29507 1 24 103 19 2 AG AGAGAGAGAGGGAGATAGAGAGAGAGAGAGAGANA 0 0 14 1 191 AAGTGAGAGGGAGAGGCAGTAagagagagagGGAG AAGTGAGAGGGAGAGGCAGT TTCACTGTTTCTCCCTCACTCT 1 45 3 20 193 22 59,884 58,691 44,000 32,400 3,425,439 G 217 GTAAGTGAGAGGGAGAGGCAGTAagagagagagGGAGATagagagagagagagagagagagagagagagagagagagAAagagagagagagagagagagagagagagagagagGgagagagagagaAACAACGGGCAACTATgggggAAAGGGGAGCTTTGAAAGTCACAAAGAGTGAGGGAGAAACAGTGAAATAGTCTCATTTAGATAGTGAGAA

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 7 33 190 TGAACAGCATTTATTAAGGAACAGAATAAGGGAGATGAACAGCATTTATTAAGGAACAGA AGGAGTGACATAAGGAAGAGAGC 71 33 17 25 206 23 57,006 59,296 34,100 40,900 11,698,486 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 32 145 AACCGCACTCAACACATGGATAAAGGCAATGTTAA AACCGCACTCAACACATGGA GGAGTGACATAAGGAAGAGAGCA 32 32 61 20 205 23 60,179 59,551 34,100 42,600 3,628,050 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 32 190 ATGAACAGCATTTATTAAGGAACAGAATAAGGGAGATGAACAGCATTTATTAAGGAACAGA GGAGTGACATAAGGAAGAGAGCA 71 32 16 26 205 23 57,420 59,551 34,100 42,600 12,028,868 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 32 192 AGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGATGAACAGCATTTATTAAGGAACA GGAGTGACATAAGGAAGAGAGCA 73 32 14 26 205 23 57,420 59,551 31,800 42,600 12,028,868 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 31 144 ACCGCACTCAACACATGGATAAAGGCAATGTTAAA ACCGCACTCAACACATGGAT GGAGTGACATAAGGAAGAGAGCA 31 32 62 20 205 23 59,963 59,551 34,100 42,600 3,485,750 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 31 145 ACCGCACTCAACACATGGATAAAGGCAATGTTAAA ACCGCACTCAACACATGGAT AGGAGTGACATAAGGAAGAGAGC 31 33 62 20 206 23 59,963 59,296 34,100 40,900 3,740,793 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 7 6 120 GCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctcGCAATGTTAAAGCTGCCTCGT GGAGTGACATAAGGAAGAGAGCA 6 32 86 21 205 23 59,800 59,551 41,800 42,600 4,649,038 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 25 138 ACCGCACTCAACACATGGATAAAGGCAATGTTAAA ACCGCACTCAACACATGGAT ACATAAGGAAGAGAGCATGACAGA 31 25 62 20 199 24 59,963 59,286 34,100 34,100 4,750,546 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3041:52150 1 113 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 23 134 ACCGCACTCAACACATGGATAAAGGCAATGTTAAA ACCGCACTCAACACATGGAT AAGGAAGAGAGCATGACAGAAA 31 23 62 20 195 22 59,963 57,369 34,100 25,200 4,667,376 F 245 GGAAGTTATTATAAGATGAACAGCATTTATTAAGGAACAGAATAAGGGAGAGGCAGAAGAAACCGCACTCAACACATGGATAAAGGCAATGTTAAAGCTGCCTCGTTTTCTTtctctctctctctctctctctctctctctctctctctcGTGTTtctctcCCTTTCTCTTCTTTTCTGTCATGctctctTCCTTATGTCACTCCtgtgtgCACtttttCTTTCTCCTCTTTTCCCCTTCCAACC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 1 1 10 17 188 cacacaGAAACATGCACACGTTGAAAATTTATGTCCCCACACAGAAACATGCACACGT ACTATGTGTGTATTTGTGTGTTTGT 22 17 23 21 210 25 59,936 57,672 44,900 28,300 8,392,189 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 0 0 10 17 189 cacacaGAAACATGCACACGTTGAAAATTTATGTCCCCACACAGAAACATGCACACGT GACTATGTGTGTATTTGTGTGTTTGT 22 17 23 21 211 26 59,936 58,586 44,900 28,300 8,478,348 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 0 0 10 17 189 acacaGAAACATGCACACGTTGAAAATTTATGTCCCCACACAGAAACATGCACACGT AGACTATGTGTGTATTTGTGTGTTTGT 22 17 24 20 212 27 58,621 59,718 44,900 28,300 8,660,755 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 0 0 10 17 190 GCcacacaGAAACATGCACACGTTGAAAATTTATGTCGCCACACAGAAACATGCACA ACTATGTGTGTATTTGTGTGTTTGT 25 17 21 20 210 25 59,615 57,672 45,700 28,300 7,713,306 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 0 0 10 17 192 GCcacacaGAAACATGCACACGTTGAAAATTTATGTCGCCACACAGAAACATGCACA AGACTATGTGTGTATTTGTGTGTTTGT 25 17 21 20 212 27 59,615 59,718 45,700 28,300 7,667,253 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2204:3315:24321 1 66 103 19 1.5 AG CTCTCTCTATCTCTCCTTCTCTCTCTCTCTCTCAATCT NA 0 0 10 17 193 TGCcacacaGAAACATGCACACGTTGAAAATTTATGTTGCCACACAGAAACATGCAC AGACTATGTGTGTATTTGTGTGTTTGT 26 17 20 20 212 27 59,615 59,718 45,700 28,300 7,667,253 F 213 CTATcacacaGACCGAATTTGCcacacaGAAACATGCACACGTTGAAAATTTATGTCCCCTCTCActctctctAtctctcCTtctctctctctctctcAAtctctctctctctctctctctctctctctctctctctcTGtctctctctctctctctctcTGtctctcTGGCTTTCCTGTCaaaaaCAAacacacAAATacacacATAGTCTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 1 1 8 0 161 CACAAGAAATACAGGCAGTACAGGcacacacacaTAGCACAAGAAATACAGGCAGTACAGG TGTCCTTGTGTCGTCTGCA 0 21 93 24 253 19 59,607 59,180 40,000 44,100 6,212,967 D 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 9 0 160 ACAAGAAATACAGGCAGTACAGGcacacacacaTAGAACAAGAAATACAGGCAGTACAGG TGTCCTTGTGTCGTCTGCA 0 21 94 23 253 19 58,420 59,180 40,000 44,100 6,399,774 D 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 12 8 169 CCCAGATACACAAGAAATACAGGCAGTACAGGcac CCCAGATACACAAGAAATACAGGC TGTCCTTGTGTCGTCTGCA 8 21 85 24 253 19 59,424 59,180 48,500 44,100 6,396,367 D 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 21 193 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC TTGTCCTTGTGTCGTCTGCA 35 21 62 20 254 20 59,126 59,823 46,100 44,100 1,051,300 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 20 192 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC TGTCCTTGTGTCGTCTGCAT 35 20 62 20 253 20 59,126 59,607 46,100 39,600 1,267,096 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 18 190 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC TCCTTGTGTCGTCTGCATGT 35 18 62 20 251 20 59,126 59,607 46,100 32,100 1,267,096 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 17 189 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC CCTTGTGTCGTCTGCATGTG 35 17 62 20 250 20 59,126 59,486 46,100 32,100 1,388,645 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 15 187 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC TTGTGTCGTCTGCATGTGTG 35 15 62 20 248 20 59,126 59,063 46,100 38,200 1,810,990 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 14 15 188 cAGTACATGcacacacacccccACCCAGATACACAAGA CAGTACATGCACACACACCC CTTGTGTCGTCTGCATGTGTG 35 15 62 20 249 21 59,126 60,070 46,100 38,200 1,944,766 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 15 21 242 CGTGAGAAATGCAGacacacAGTACACAGACACGAGCGTGAGAAATGCAGACACACA TTGTCCTTGTGTCGTCTGCA 83 21 13 21 254 20 59,133 59,823 37,200 44,100 2,043,512 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 15 21 243 ACGTGAGAAATGCAGacacacAGTACACAGACACGAACGTGAGAAATGCAGACACAC TTGTCCTTGTGTCGTCTGCA 84 21 12 21 254 20 59,133 59,823 38,200 44,100 2,044,143 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:12895:11523 1 117 97 19 2 AT CACACACACATAGACACATGAGAAATAGACATACA NA 0 0 15 20 241 CGTGAGAAATGCAGacacacAGTACACAGACACGAGCGTGAGAAATGCAGACACACA TGTCCTTGTGTCGTCTGCAT 83 20 13 21 253 20 59,133 59,607 37,200 39,600 2,259,307 G 278 cacacacaGATACGTGAGAAATGCAGacacacAGTACACAGACACGAGAAATACAGacacacAGTACATGcacacacacccccACCCAGATACACAAGAAATACAGGCAGTACAGGcacacacacaTAGACACATGAGAAATAGACATacacacacacAatatatatatatatatatatatatatatatatatatatacacacacacacacacATTGCACCCAGACTGcacacaTGCAGACGACACAAGGACAacacacacAAGGAATGCAGATGGTC

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 21 168 AACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTC AACCGACCTCTTTGACCGAG CCAGTGCGCTTCAACAATGA 21 69 37 20 204 20 59,683 59,407 46,300 25,700 0.910117 B 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 18 165 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT CCAGTGCGCTTCAACAATGA 18 69 40 20 204 20 60,038 59,407 37,400 25,700 0.630796 B 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 18 166 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT GCCAGTGCGCTTCAACAATG 18 70 40 20 205 20 60,038 61,005 37,400 28,200 1,043,453 B 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 18 246 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT CCAACTCCGGGCACACAC 18 152 40 20 285 18 60,038 60,978 37,400 38,200 3,016,169 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 21 120 AACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTC AACCGACCTCTTTGACCGAG TCACAGAGCGTTATCAGGCA 21 21 37 20 156 20 59,683 59,105 46,300 47,500 1,212,314 A 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 18 115 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT ACAGAGCGTTATCAGGCAACA 18 18 40 20 154 21 60,038 59,998 37,400 33,300 1,040,133 A 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 18 117 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT TCACAGAGCGTTATCAGGCA 18 21 40 20 156 20 60,038 59,105 37,400 47,500 0.932994 A 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 18 198 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT GCTAAACCTGTCGCCAAACC 18 102 40 20 237 20 60,038 59,760 37,400 32,700 0.278304 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 248 AACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTC AACCGACCTCTTTGACCGAG CAACTCCGGGCACACACC 21 151 37 20 284 18 59,683 60,978 46,300 41,600 3,295,489 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 18 201 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT ACAGCTAAACCTGTCGCCAA 18 105 40 20 240 20 60,038 59,892 37,400 45,200 0.145990 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 18 245 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT CAACTCCGGGCACACACC 18 151 40 20 284 18 60,038 60,978 37,400 41,600 3,016,169 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:21521:33252 1 78 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 18 202 CGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCC CGACCTCTTTGACCGAGCTT AACAGCTAAACCTGTCGCCA 18 106 40 20 241 20 60,038 59,892 37,400 56,900 0.145990 F 286 GCATGCCctctctTcccccTTTAAGACGCTCCTTAAAACCGACCTCTTTGACCGAGCTTTTGGCCACCTGTCCCCGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGACTCGGGGTCAGATTGTTGCCTGATAACGCTCTGTGAAGTGTTAACGTTGCtatataAATACAAGTCATTGTTGAAGCGCACTGGCaaaaaGCCAAGCGGTTTGGCGACAGGTTTAGCTGTTCGCGGTCCGGAGTTCTGCTTGGCGGGgtgtgtGCCCGGAGTTGGG

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 1 1 16 19 170 CACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCACTCACCCTCTGACAGTGC CGAGAGCGAGAGAGACAGAG 41 19 80 20 249 20 60,320 59,070 44,000 33,500 1,250,557 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 19 173 CAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGCAGCACTCACCCTCTGACAG CGAGAGCGAGAGAGACAGAG 44 19 77 20 249 20 60,038 59,070 35,100 33,500 0.967822 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 19 175 CTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTC CTCAGCACTCACCCTCTGAC CGAGAGCGAGAGAGACAGAG 46 19 75 20 249 20 59,754 59,070 35,100 33,500 1,176,396 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 19 202 GCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTGCTGACCCTCCGACAGTG CGAGAGCGAGAGAGACAGAG 75 19 48 18 249 20 59,737 59,070 36,600 33,500 3,193,225 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 19 238 AGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAG AGCACTGACCCTCCGACA CGAGAGCGAGAGAGACAGAG 111 19 12 18 249 20 60,204 59,070 43,500 33,500 3,133,950 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 3 132 CTCGCCCActctctctCCttttttctctctctcTGTCCttttttctc CTCGCCCACTCTCTCTCCTT CGAGAGCGAGAGAGACAGAG 3 19 118 20 249 20 60,683 59,070 33,600 33,500 1,613,165 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 16 2 131 TCGCCCActctctctCCttttttctctctctcTGTCCttttttctct TCGCCCACTCTCTCTCCTTT CGAGAGCGAGAGAGACAGAG 2 19 119 20 249 20 60,252 59,070 31,100 33,500 1,182,142 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 17 19 244 TCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCTCCCTCAGCACTGACCCTC CGAGAGCGAGAGAGACAGAG 116 19 6 19 249 20 60,611 59,070 43,000 33,500 2,540,983 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 17 19 245 CTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCTCCCTCAGCACTGACCCT CGAGAGCGAGAGAGACAGAG 117 19 5 19 249 20 60,612 59,070 43,400 33,500 2,542,161 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 17 2 127 TCGCCCActctctctCCttttttctctctctcTGTCCttttttctct TCGCCCACTCTCTCTCCTTT AGCGAGAGAGACAGAGAGACA 2 14 119 20 245 21 60,252 59,722 31,100 34,100 1,529,674 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 18 19 234 CTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGCTGACCCTCCGACAGTGC CGAGAGCGAGAGAGACAGAG 74 19 49 18 249 20 59,737 59,070 44,000 33,500 3,193,225 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:30929:41743 1 141 70 19 2 AG TCTCTCTCTCTGTCCTTTTTTCTCTCTCTCTGTCTCTCTNA 0 0 18 19 245 CTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCTCCCTCAGCACTGACCCTC CGAGAGCGAGAGAGACAGAG 116 19 5 20 249 20 61,612 59,070 43,000 33,500 2,542,705 G 274 GGCGCTCCCTCAGCACTGACCCTCCGACAGTGCGGCGCTCCCTCAGCGCTGACCCTCCGACAGTGCGGCGCTCCCTCAGCACTCACCCTCTGACAGTGCGGCGCTCCTTCTGTGGCCCTCGCCCActctctctCCttttttctctctctcTGTCCttttttctctctctcTGtctctctctctctctctctctctctctctctctctctcGCTCTGtctctctcTGtctctcTGtctctctcGCTCTCGCTCTCGctctctctctctctctctC

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 1 10 20 157 TCACCGCCTTTCTCACTCTGtctctcACACTTAAGTaca TCACCGCCTTTCTCACTCTG TGTCGGTGTGTATGTGTGCT 38 20 65 20 221 20 59,682 59,609 33,500 44,000 0.709668 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 1 121 acacacAGAAGGACACAAAGAAacacacacacCCTTtct ACACACAGAAGGACACAAAGA TGTCGGTGTGTATGTGTGCT 1 20 101 21 221 20 57,373 59,609 25,200 44,000 4,018,623 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 38 183 TCACCGCCTTTCTCACTCTGtctctcACACTTAAGTaca TCACCGCCTTTCTCACTCTG AGAGATAGGCGGAGAGTGTT 38 46 65 20 247 20 59,682 57,554 33,500 33,200 2,764,123 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 21 157 CACCGCCTTTCTCACTCTGtctctcACACTTAAGTacac CACCGCCTTTCTCACTCTGT GTGTCGGTGTGTATGTGTGC 37 21 66 20 222 20 59,966 59,489 34,100 45,700 0.545280 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 20 156 CACCGCCTTTCTCACTCTGtctctcACACTTAAGTacac CACCGCCTTTCTCACTCTGT TGTCGGTGTGTATGTGTGCT 37 20 66 20 221 20 59,966 59,609 34,100 44,000 0.425287 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 1 139 ACCGCCTTTCTCACTCTGtctctcACACTTAAGTacaca ACCGCCTTTCTCACTCTGTC TGCTATAGAGAGTGAGAGGGAGT 36 1 67 20 205 23 59,681 59,281 35,100 38,500 4,038,241 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 46 195 ACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcAACTCAGAAACATTCACCGCCT AGAGATAGGCGGAGAGTGTT 49 46 53 21 247 20 59,928 57,554 55,200 33,200 3,518,013 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 46 196 CACTCAGAAACATTCACCGCCTTTCTCACTCTGtctct CACTCAGAAACATTCACCGCC AGAGATAGGCGGAGAGTGTT 50 46 52 21 247 20 59,802 57,554 61,300 33,200 3,643,403 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 139 CACCGCCTTTCTCACTCTGtctctcACACTTAAGTacac CACCGCCTTTCTCACTCTGT GCTATAGAGAGTGAGAGGGAGTG 37 0 66 20 204 23 59,966 58,928 34,100 35,100 4,106,189 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 38 183 TCACCGCCTTTCTCACTCTGtctctcACACTTAAGTaca TCACCGCCTTTCTCACTCTG AGAGATAGGCGGAGAGTGTTTC 38 44 65 20 247 22 59,682 59,309 33,500 27,800 3,009,452 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 43 194 ACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcAACTCAGAAACATTCACCGCCT GAGATAGGCGGAGAGTGTTTCT 49 43 53 21 246 22 59,928 59,309 55,200 25,200 3,763,342 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 123 59 19 2 AG ACACACACACCCTTTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 38 182 TCACCGCCTTTCTCACTCTGtctctcACACTTAAGTaca TCACCGCCTTTCTCACTCTG GAGATAGGCGGAGAGTGTTTCT 38 43 65 20 246 22 59,682 59,309 33,500 25,200 3,009,452 D 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 1 10 1 212 TCACctctctctCACTAACACATacacacacacacacGGAGTCACCTCTCTCTCACTAACACA TGTCGGTGTGTATGTGTGCT 1 20 10 22 221 20 57,900 59,609 37,200 44,000 4,491,507 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 0 10 1 213 TTCACctctctctCACTAACACATacacacacacacacGGA TTCACCTCTCTCTCACTAACACA TGTCGGTGTGTATGTGTGCT 1 20 9 23 221 20 58,529 59,609 37,200 44,000 4,861,830 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 0 12 1 213 TCACctctctctCACTAACACATacacacacacacacGGAGTCACCTCTCTCTCACTAACACA GTGTCGGTGTGTATGTGTGC 1 21 10 22 222 20 57,900 59,489 37,200 45,700 4,611,500 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 0 12 1 240 TTTCACctctctctCACTAACACATacacacacacacacGG TTTCACCTCTCTCTCACTAACACA AGAGATAGGCGGAGAGTGTT 1 46 8 24 247 20 59,106 57,554 37,200 33,200 7,339,206 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 0 13 1 242 TCACctctctctCACTAACACATacacacacacacacGGAGTCACCTCTCTCTCACTAACACA AGATAGAGATAGGCGGAGAGTGT 1 47 10 22 251 23 57,900 59,670 37,200 35,500 7,429,798 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2205:9374:11119 1 33 149 19 3 AG ACACACACACACACGGAGACACTCAGAAACATTCA NA 0 0 14 1 240 TTTCACctctctctCACTAACACATacacacacacacacGG TTTCACCTCTCTCTCACTAACACA AGAGATAGGCGGAGAGTGTTTC 1 44 8 24 247 22 59,106 59,309 37,200 27,800 7,584,535 G 263 AGCTCATTTTCACctctctctCACTAACACATacacacacacacacGGAGACACTCAGAAACATTCACCGCCTTTCTCACTCTGtctctcACACTTAAGTacacacAGAAGGACACAAAGAAacacacacacCCTTtctctctctctctctctctctctctctctctctctctcGctctctCACTCCCTCTCActctctATAGcacacaTacacacCGACACAGAGAAACACTCTCCGCCTATCTCTAtctctctcATTCTCT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 1 94 TGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCt TGTCCAGTCGTGTTTCGTGT AAACACAGGCCCACCCAC 17 1 157 20 250 18 59,826 60,123 44,900 46,100 2,297,403 B 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 95 GTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCGTGTCCAGTCGTGTTTCGTG AAACACAGGCCCACCCAC 18 1 156 20 250 18 59,425 60,123 43,500 46,100 2,698,858 B 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 96 CGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCGTGTCCAGTCGTGTTTCGT AAACACAGGCCCACCCAC 19 1 155 20 250 18 60,869 60,123 38,500 46,100 2,992,071 B 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 105 ttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTTTGTGTGAGCGTGTCCAGTC AAACACAGGCCCACCCAC 28 1 146 20 250 18 60,530 60,123 35,100 46,100 2,653,242 F 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 140 TCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTG TCTTTCTCTCTATGGGTTCTTCGG AAACACAGGCCCACCCAC 59 1 111 24 250 18 59,597 60,123 43,000 46,100 6,526,261 F 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 141 GTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGT GTCTTTCTCTCTATGGGTTCTTCG AAACACAGGCCCACCCAC 60 1 110 24 250 18 58,655 60,123 37,900 46,100 7,468,352 F 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 142 TGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttG TGTCTTTCTCTCTATGGGTTCTTCG AAACACAGGCCCACCCAC 60 1 109 25 250 18 60,106 60,123 37,900 46,100 7,229,184 F 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 194 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 106 tttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTTTGTGTGAGCGTGTCCAGT AAACACAGGCCCACCCAC 29 1 145 20 250 18 60,108 60,123 40,000 46,100 2,231,365 F 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 1 8 1 209 GTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCGTGTATTCCTGCCTGTGCCT AAACACAGGCCCACCCAC 3 1 42 20 250 18 60,035 60,123 47,500 46,100 2,158,524 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 1 210 TGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTTGTGTATTCCTGCCTGTGCC AAACACAGGCCCACCCAC 4 1 41 20 250 18 60,322 60,123 50,100 46,100 2,445,924 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 1 239 GACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCC GACTGGGCTTGATTGTGTGC AAACACAGGCCCACCCAC 33 1 12 20 250 18 59,758 60,123 45,700 46,100 2,365,486 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 1 245 TGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTGGTGAGACTGGGCTTGATT AAACACAGGCCCACCCAC 39 1 6 20 250 18 58,933 60,123 25,700 46,100 3,190,763 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 1 246 CTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTCTGGTGAGACTGGGCTTGAT AAACACAGGCCCACCCAC 40 1 5 20 250 18 59,383 60,123 25,700 46,100 2,740,881 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:10054:2311 1 65 167 19 3 AC TGTGTGTGTGTGTGCTTCTGTCTGTTTGTGTGTGTG NA 0 0 8 1 246 CTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTCTGGTGAGACTGGGCTTGATT AAACACAGGCCCACCCAC 39 1 5 21 250 18 59,996 60,123 25,700 46,100 3,127,512 G 250 TGTGCTGGTGAGACTGGGCTTGATtgtgtgCAAgtgtgtTTGTGTATTCCTGCCTGTGCCTTTCtgtgtgtgtgtgtgCTTCTGTCTGTTtgtgtgtgtgtgtgCATATGTCTTtctctcTATGGGTTCTTCGGTCCTTCTGtttttGTGTGAGCGTGTCCAGTCGTGTTTCGTGTTTGTGTAtgtgtgCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGTGGGCCTGTGTTT

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 17 140 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTT ATCAGTACATGCTACCCTTTCTT AAGGATAAATGTTTATTCCTCACGGC 17 36 1 23 140 26 57,300 59,961 25,200 56,800 11,739,784 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 16 140 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTT ATCAGTACATGCTACCCTTTCTTT AAGGATAAATGTTTATTCCTCACGGC 16 36 1 24 140 26 57,933 59,961 25,200 56,800 12,106,599 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 17 213 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTT ATCAGTACATGCTACCCTTTCTT ACCCTTTGAGTGTTGTGACTT 17 114 1 23 213 21 57,300 57,634 25,200 30,100 9,066,454 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 16 140 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT AAAGGATAAATGTTTATTCCTCACGGC 16 36 2 23 141 27 57,501 60,416 25,200 56,800 12,915,330 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 16 212 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT ACCCTTTGAGTGTTGTGACTT 16 114 2 23 213 21 57,501 57,634 25,200 30,100 8,865,056 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 263 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTT ATCAGTACATGCTACCCTTTCTT ACCACAATTTACATGACTGCAACA 17 161 1 23 263 24 57,300 59,659 25,200 33,300 10,041,067 F 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 262 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT ACCACAATTTACATGACTGCAACA 16 161 2 23 263 24 57,501 59,659 25,200 33,300 9,839,670 F 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 101 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT CACAACAATCACGCACTCCC 16 4 2 23 102 20 57,501 59,762 25,200 43,000 5,737,293 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 100 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT ACAACAATCACGCACTCCCT 16 3 2 23 101 20 57,501 59,891 25,200 42,000 5,607,589 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 101 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTT ATCAGTACATGCTACCCTTTCTT ACAACAATCACGCACTCCCT 17 3 1 23 101 20 57,300 59,891 25,200 42,000 5,808,987 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 16 213 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT AACCCTTTGAGTGTTGTGACT 16 115 2 23 214 21 57,501 57,634 25,200 34,100 8,865,056 A 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:25469:47580 1 41 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 16 261 TCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTT TCAGTACATGCTACCCTTTCTTT CCACAATTTACATGACTGCAACA 16 161 2 23 262 23 57,501 58,131 25,200 33,300 10,368,218 F 275 ATCAGTACATGCTACCCTTTCTTTTGCAATCATCTTTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATAGGGAGTGCGTGATTGTTGTGTATATTTTGGGTGCCGTGAGGAATAAACATTTATCCTTTCTTTTAATTTAACTTATCAGGAAACCTGTTTTATTTTGTGTCCGTTCTTAAAAGTCACAACACTCAAAGGGTTAAAACCCTTGAATaaaaaTACATCTTGTTGCAGTCATGTAAATTGTGGTAGTTGTTGACTC

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 1 1 16 12 165 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT GTGAGTGGGAGAGAGTGTGTG 12 24 1 20 165 21 60,108 60,000 35,500 38,200 1,107,986 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 16 12 167 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT GTGTGAGTGGGAGAGAGTGTG 12 26 1 20 167 21 60,108 60,000 35,500 38,200 1,107,986 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 16 12 169 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT GTGTGTGAGTGGGAGAGAGTG 12 28 1 20 169 21 60,108 60,000 35,500 35,100 1,107,986 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 16 12 194 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT CAGGAGTGAGTGTGTGTGAGT 12 53 1 20 194 21 60,108 59,589 35,500 34,100 1,518,220 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 16 12 196 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT GTCAGGAGTGAGTGTGTGTGA 12 55 1 20 196 21 60,108 59,591 35,500 35,800 1,516,767 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 16 12 197 CACTcacacacaCCCACACTAAATGGTCACAAacacacaCACTCACACACACCCACACT AGTCAGGAGTGAGTGTGTGTG 12 56 1 20 197 21 60,108 59,589 35,500 38,200 1,518,220 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 18 1 133 acaCCCACACTAAATGGTCACAAacacacacacacacTAACACCCACACTAAATGGTCACA AGTGTGTGAGTGTGTGACAGA 1 1 10 22 142 21 59,826 59,175 35,800 34,100 3,998,634 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 20 3 139 acacacaCCCACACTAAATGGTCACAAacacacacacac ACACACACCCACACTAAATGGT AGAGTGTGTGAGTGTGTGACA 5 3 6 22 144 21 60,092 59,175 35,500 35,800 3,916,955 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:10998:9994 1 33 88 19 2 AC ACACACACACACACTAAATGGTCACCCACACACACANA 0 0 20 1 137 acacacaCCCACACTAAATGGTCACAAacacacacacac ACACACACCCACACTAAATGGT AGTGTGTGAGTGTGTGACAGA 5 1 6 22 142 21 60,092 59,175 35,500 34,100 3,916,955 G 202 CACTcacacacaCCCACACTAAATGGTCACAAacacacacacacacTAAATGGTCACCcacacacacacacacacacacacacacacacacacacaCTcacacacacacacacacacacaCTCTGTcacacaCTcacacaCTCTcacacactctctCCCACTcacacaCTCTCACTcacacacaCTCACTCCTGACTGTGTT

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 141 64 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTCTCTGTGTGTGTGNA 0 1 11 3 124 CACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgCACGCTTGTGTGTGTATGTGT TGGCAACTGATGGTCACACA 3 16 117 21 240 20 59,403 59,818 37,200 37,200 1,779,494 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 141 64 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTCTCTGTGTGTGTGNA 0 0 11 2 123 ACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgt ACGCTTGTGTGTGTATGTGTC TGGCAACTGATGGTCACACA 2 16 118 21 240 20 59,135 59,818 36,700 37,200 2,047,010 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 141 64 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTCTCTGTGTGTGTGNA 0 0 12 3 123 ACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgt ACGCTTGTGTGTGTATGTGT TGGCAACTGATGGTCACACA 3 16 118 20 240 20 58,052 59,818 37,200 37,200 2,130,403 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 1 6 8 165 CCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGCCGTGTCTGTAATTGCGTGC TGGCAACTGATGGTCACACA 8 16 76 20 240 20 60,179 59,818 53,400 37,200 0.361524 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 0 6 7 164 CGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGACGTGTCTGTAATTGCGTGCA TGGCAACTGATGGTCACACA 7 16 77 20 240 20 59,489 59,818 45,700 37,200 0.693088 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 0 6 5 162 TGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAG TGTCTGTAATTGCGTGCACG TGGCAACTGATGGTCACACA 5 16 79 20 240 20 59,489 59,818 53,400 37,200 0.693088 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 0 12 16 220 tGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtTGCGTCTGTGTATCTGTGCT TGGCAACTGATGGTCACACA 63 16 21 20 240 20 59,397 59,818 44,000 37,200 0.785364 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 0 14 16 221 gtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgGTGCGTCTGTGTATCTGTGC TGGCAACTGATGGTCACACA 64 16 20 20 240 20 59,284 59,818 45,700 37,200 0.898407 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:19573:12859 1 104 101 19 3 AC GTGTGTGTGTGAGCACGCTTGTGTGTGTATGTGTCTNA 0 0 14 16 228 CgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgt CGTGTGTGTGCGTCTGTGTA TGGCAACTGATGGTCACACA 71 16 13 20 240 20 60,868 59,818 29,000 37,200 1,050,476 G 242 TGTGCGCTTGTGCgtgtgtgtGCGTCTGTGTATCTGTGCttgtgtttgtgtttgtgtGTCtgtgtgTCTGTGTATCCGTGTCTGTAATTGCGTGCACGCACTCgtgtgtgtgtGAGCACGCTtgtgtgtgTATGTGTCTCtgtgtgtgtgtgtgtgtgtgtgTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTCCCAGTCACTGAgtgtgtGACCATCAGTTGCCACC

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 63 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTAGCAGTCTACAAGACCCATATACC AGACAGACAGATTTCCTTGTAAGT 63 99 1 24 248 24 59,411 57,573 27,300 22,400 11,016,020 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 62 247 GCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGCAGTCTACAAGACCCATATACCC AGACAGACAGATTTCCTTGTAAGT 62 99 2 24 248 24 60,263 57,573 36,900 22,400 10,689,152 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 62 247 GCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGCAGTCTACAAGACCCATATACCC AGACAGACAGATTTCCTTGTAAGTT 62 98 2 24 248 25 60,263 58,168 36,900 26,600 11,094,482 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 2 146 GCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGCAGTCTACAAGACCCATATACCC ACGTGCACTCAAGGTTCACA 62 2 2 24 147 20 60,263 60,108 36,900 35,800 4,370,403 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 148 GCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGCAGTCTACAAGACCCATATACCC ACACGTGCACTCAAGGTTCA 62 4 2 24 149 20 60,263 60,108 36,900 31,800 4,370,403 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 147 GCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGCAGTCTACAAGACCCATATACCC CACGTGCACTCAAGGTTCAC 62 3 2 24 148 20 60,263 59,695 36,900 31,800 4,567,211 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 196 TGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgt TGCTTATCTATCCTCCCACTCTG AGACAGACAGATTTCCTTGTAAGT 12 99 53 23 248 24 58,844 57,573 33,500 22,400 10,582,355 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 11 195 GCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtg GCTTATCTATCCTCCCACTCTGT AGACAGACAGATTTCCTTGTAAGT 11 99 54 23 248 24 58,844 57,573 34,100 22,400 10,583,123 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 2 95 TGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgt TGCTTATCTATCCTCCCACTCTG ACGTGCACTCAAGGTTCACA 12 2 53 23 147 20 58,844 60,108 33,500 35,800 4,263,606 A 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 198 ACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTT ACTGCTTATCTATCCTCCCACTCT AGACAGACAGATTTCCTTGTAAGT 13 99 51 24 248 24 60,141 57,573 32,400 22,400 10,567,451 F 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 4 99 ACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTT ACTGCTTATCTATCCTCCCACTCT ACACGTGCACTCAAGGTTCA 13 4 51 24 149 20 60,141 60,108 32,400 31,800 4,248,702 A 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:21927:4421 1 88 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 97 ACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTT ACTGCTTATCTATCCTCCCACTCT ACGTGCACTCAAGGTTCACA 13 2 51 24 147 20 60,141 60,108 32,400 35,800 4,248,702 A 248 AGCAGTCTACAAGACCCATATACCCTTAACTTTCATTGGACTCTaaaaaTACTGCTTATCTATCCTCCCACTCTGTAACTTACGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGAACCTTGAGTGCACGTGTGCATGAAAGTCAAAGCGtttttGTTAtttttATTAGAGCAGGTTAAATACAGTAAATGCAATTCCCtttttaaaaaCTTACAAGGAAATCTGTCTGTCT

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 37 152 GTGCTcacacaacacacacGcacacacaAATGCACAAACAGTGCTCACACAACACACACG ACTGCCCTCAACTGTTACCG 37 37 8 20 159 20 60,248 59,965 44,900 40,200 0.282551 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 37 191 GTGCTcacacaacacacacGcacacacaAATGCACAAACAGTGCTCACACAACACACACG CGGTCTGTAAGCTGCCTGTT 37 76 8 20 198 20 60,248 60,321 44,900 31,600 0.568426 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 37 196 GTGCTcacacaacacacacGcacacacaAATGCACAAACAGTGCTCACACAACACACACG CAACACGGTCTGTAAGCTGC 37 81 8 20 203 20 60,248 59,487 44,900 52,500 0.760607 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 34 149 CTcacacaacacacacGcacacacaAATGCACAAACATac CTCACACAACACACACGCAC ACTGCCCTCAACTGTTACCG 34 37 11 20 159 20 60,248 59,965 53,400 40,200 0.282551 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 34 193 CTcacacaacacacacGcacacacaAATGCACAAACATac CTCACACAACACACACGCAC CAACACGGTCTGTAAGCTGC 34 81 11 20 203 20 60,248 59,487 53,400 52,500 0.760607 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 23 138 cacacGcacacacaAATGCACAAACATacacacAAATCC CACACGCACACACAAATGCA ACTGCCCTCAACTGTTACCG 23 37 22 20 159 20 60,525 59,965 39,600 40,200 0.559925 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 21 136 cacGcacacacaAATGCACAAACATacacacAAATCCACCACGCACACACAAATGCACA ACTGCCCTCAACTGTTACCG 21 37 24 20 159 20 60,525 59,965 45,700 40,200 0.559925 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 28 143 caacacacacGcacacacaAATGCACAAACATacacacAACAACACACACGCACACACAA ACTGCCCTCAACTGTTACCG 28 37 17 20 159 20 60,110 59,965 33,300 40,200 0.144906 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:23246:16023 1 65 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 20 135 acGcacacacaAATGCACAAACATacacacAAATCCACAACGCACACACAAATGCACAA ACTGCCCTCAACTGTTACCG 20 37 25 20 159 20 59,828 59,965 33,300 40,200 0.207023 F 219 GacacacGTGCTcacacaacacacacGcacacacaAATGCACAAACATacacacAAATCCACAAacacacacacacacacacacacacacacacacacacacAAATATgcgcgcACACAGaaaaaaTAGAGTATCTGACCGGTAACAGTTGAGGGCAGTTTACTGACTCTGGAGGATAAACAGGCAGCTTACAGACCGTGTTGATCTCAGTAGCTTTCC

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 1 1 7 17 196 GAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTG GAGGGAACGCCAGATCAACA TACAATTTGTAATCAGGAAGTGTAACT 17 54 16 20 211 27 60,036 57,213 33,300 22,400 9,823,823 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 7 16 195 AGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgt AGGGAACGCCAGATCAACAA TACAATTTGTAATCAGGAAGTGTAACT 16 54 17 20 211 27 59,600 57,213 28,300 22,400 10,187,648 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 7 15 194 GGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtg GGGAACGCCAGATCAACAAC TACAATTTGTAATCAGGAAGTGTAACT 15 54 18 20 211 27 59,478 57,213 33,200 22,400 10,309,170 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 6 134 CGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagt CGCCAGATCAACAACAACGT GTGCGCACACGTGTATACAC 10 6 23 20 156 20 59,414 59,908 39,900 29,000 0.678670 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 6 135 ACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagACGCCAGATCAACAACAACG GTGCGCACACGTGTATACAC 11 6 22 20 156 20 59,414 59,908 41,000 29,000 0.678670 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 6 139 GGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtg GGGAACGCCAGATCAACAAC GTGCGCACACGTGTATACAC 15 6 18 20 156 20 59,478 59,908 33,200 29,000 0.614086 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 6 140 AGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgt AGGGAACGCCAGATCAACAA GTGCGCACACGTGTATACAC 16 6 17 20 156 20 59,600 59,908 28,300 29,000 0.492564 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 6 141 GAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTG GAGGGAACGCCAGATCAACA GTGCGCACACGTGTATACAC 17 6 16 20 156 20 60,036 59,908 33,300 29,000 0.128739 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:29011:3893 1 53 78 19 1.5 AG GTGAGTGAGTGAGTGAGTGAGTGAGTGAGTGAGANA 0 0 8 5 140 GAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTG GAGGGAACGCCAGATCAACA TGCGCACACGTGTATACACA 17 5 16 20 155 20 60,036 60,319 33,300 37,200 0.355172 F 264 AAACTGTCCTCACACGAGGGAACGCCAGATcaacaacaaCGTCaaaaaCCTGgtgagtgagtgagtgagtgagtgagtgagtgagagagaGCgagagagagagagagagagagagagagagagagagagaGTGTATGTGTATACACGTGTGCGCACATGTTGGGGAATTTTAAAAGGGATAGGTAGTTACACTTCCTGATTACAAATTGTATTTTAATCAGTTCTTGCAACTTGTTTTAAACTAAGTTTCCTTTTACAATAAAA

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 1 146 GAGATGGGCAGCTGACACAATCCGGTCCCAGACACGAGATGGGCAGCTGACACAA TTCTGCCTTGCTTAATTGTATTACT 62 1 107 20 252 25 60,322 57,062 33,300 22,400 8,260,059 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 94 CCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgCCGAGAACAGAGAAGGCACA TCTGCCTTGCTTAATTGTATTACTT 11 0 158 20 251 25 59,682 57,062 45,700 22,400 8,256,580 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 145 GAGATGGGCAGCTGACACAATCCGGTCCCAGACACGAGATGGGCAGCTGACACAA TCTGCCTTGCTTAATTGTATTACTT 62 0 107 20 251 25 60,322 57,062 33,300 22,400 8,260,059 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 1 109 CAGCTCCACAATTCCCGAGAACAGAGAAGGCACAT CAGCTCCACAATTCCCGAGA TTCTGCCTTGCTTAATTGTATTACT 25 1 144 20 252 25 59,750 57,062 40,400 22,400 8,188,374 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 108 CAGCTCCACAATTCCCGAGAACAGAGAAGGCACAT CAGCTCCACAATTCCCGAGA TCTGCCTTGCTTAATTGTATTACTT 25 0 144 20 251 25 59,750 57,062 40,400 22,400 8,188,374 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 213 TCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCA TCACACTGCTCGATGCTCAA TCTGCCTTGCTTAATTGTATTACTT 130 0 39 20 251 25 59,682 57,062 30,200 22,400 8,256,259 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 1 201 TGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTGCTCAAGCTCCAGGTTCAC TTCTGCCTTGCTTAATTGTATTACT 117 1 52 20 252 25 60,250 57,062 31,800 22,400 8,188,607 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 187 GGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCGGTTCACCCAGCAGGAAGAT TCTGCCTTGCTTAATTGTATTACTT 104 0 65 20 251 25 59,670 57,062 24,000 22,400 8,267,735 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2207:30218:32109 1 189 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 0 200 TGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTGCTCAAGCTCCAGGTTCAC TCTGCCTTGCTTAATTGTATTACTT 117 0 52 20 251 25 60,250 57,062 31,800 22,400 8,188,607 A 264 AAACATATGGCATGTCCCCATTTGAACAAATAGCAGGTTCACACTGCTCGATGCTCAAGCTCCAGGTTCACCCAGCAGGAAGATTCCTCTACTCTAGTCCCTTCAGGAGATGGGCAGCTGACACAATCCGGTCCCAGACACAGCAGCTCCACAATTCCCGAGAACAGAGAAGGCACATTTACAAGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTAATACAATTAAGCAAGGCAGAAAACCAAAGACAG

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 5 138 AAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgt AAGCTTGAAGACATCAGAGCT AGCATGACCATCACTAGAAGGA 5 52 85 21 222 22 57,301 58,621 40,900 33,600 7,077,923 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 5 139 AAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgt AAGCTTGAAGACATCAGAGCT CAGCATGACCATCACTAGAAGGA 5 52 85 21 223 23 57,301 59,866 40,900 33,600 6,832,953 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 5 139 AAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgt AAGCTTGAAGACATCAGAGCT CAGCATGACCATCACTAGAAGG 5 53 85 21 223 22 57,301 58,535 40,900 34,600 7,164,318 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 32 186 TTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTTTGGGTAAGCACGTTGTGGG GGAAATGTGTCATGTGATCCAGT 73 32 18 20 203 23 60,820 58,988 46,100 40,000 4,832,447 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Apr‐75 70 237 GGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTTC TGGGTGGATAAGAACATGGCA 70 88 21 20 257 21 59,410 59,362 36,200 49,200 2,227,779 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Apr‐75 70 238 GGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTTC GTGGGTGGATAAGAACATGGC 70 89 21 20 258 21 59,410 58,976 36,200 44,000 2,614,123 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Apr‐75 32 183 GGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTTC GGAAATGTGTCATGTGATCCAGT 70 32 21 20 203 23 59,410 58,988 36,200 40,000 4,602,082 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 73 253 TTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTTTGGGTAAGCACGTTGTGGG CACACAGGTTAAGTGGGTGGA 73 101 18 20 270 21 60,820 59,858 46,100 40,200 1,962,134 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 70 250 GGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTTC CACACAGGTTAAGTGGGTGGA 70 101 21 20 270 21 59,410 59,858 36,200 40,200 1,731,769 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 71 238 GGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTT TGGGTGGATAAGAACATGGCA 71 88 20 20 257 21 60,820 59,362 41,100 49,200 2,458,553 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 71 251 GGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTT CACACAGGTTAAGTGGGTGGA 71 101 20 20 270 21 60,820 59,858 41,100 40,200 1,962,542 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:1580:60378 1 111 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 32 184 GGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGGGTAAGCACGTTGTGGGTT GGAAATGTGTCATGTGATCCAGT 71 32 20 20 203 23 60,820 58,988 41,100 40,000 4,832,856 F 280 NAAACGTTCCTAACAGATTGGGTAAGCACGTTGTGGGTTCATTTATTAAGACTAGGCACATGAGAACAGATATACATAGGTGTAAAGCTTGAAGACATCAGAGCTATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCCACTCTGCTCAAGGCaaaaaCGAAACATATACTGGATCACATGACACATTTCCTTCTAGTGATGGTCATGCTGATATCCCTTAAACTGCCATGTTCTTATCCACCCACTTAACCtgtgtgTATTGCTTTN

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 52 240 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG TCTTCGGTCTTACTGGCCAAA 52 109 17 20 256 21 59,598 59,305 39,500 32,800 2,096,980 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 2 52 241 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG ATCTTCGGTCTTACTGGCCA 52 111 17 20 257 20 59,598 58,431 39,500 53,600 1,970,242 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 52 240 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG TCTTCGGTCTTACTGGCCAA 52 110 17 20 256 20 59,598 58,656 39,500 45,200 1,745,803 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 52 226 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG GGCCAAATTAGCAAGGAGGG 52 96 17 20 242 20 59,598 58,885 39,500 43,000 1,516,365 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 9 105 GACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATC GACTATCACTCCGAGCTCTGC AAGAGACAGGTGGAGGAGGG 17 9 51 21 155 20 60,002 60,252 42,600 43,000 1,254,282 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 9 139 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG AAGAGACAGGTGGAGGAGGG 52 9 17 20 155 20 59,598 60,252 39,500 43,000 0.654205 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 9 141 TGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCT TGTCCAGAGTGAAGCCAAAGG AAGAGACAGGTGGAGGAGGG 53 9 15 21 155 20 60,203 60,252 31,100 43,000 1,455,273 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 9 144 ACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGACTTGTCCAGAGTGAAGCCAA AAGAGACAGGTGGAGGAGGG 56 9 12 21 155 20 59,510 60,252 45,200 43,000 1,742,956 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 9 144 ACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGACTTGTCCAGAGTGAAGCCA AAGAGACAGGTGGAGGAGGG 57 9 12 20 155 20 58,868 60,252 47,500 43,000 1,384,104 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 99 ATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtct ATCACTCCGAGCTCTGCTAG GAGACAGGTGGAGGAGGGAG 14 7 55 20 153 20 58,682 60,686 34,200 43,000 2,003,726 A 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 102 ACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCT ACTATCACTCCGAGCTCTGC GAGACAGGTGGAGGAGGGAG 17 7 52 20 153 20 58,971 60,686 42,600 43,000 1,715,018 A 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 103 GACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATC GACTATCACTCCGAGCTCTGC GAGACAGGTGGAGGAGGGAG 17 7 51 21 153 20 60,002 60,686 42,600 43,000 1,687,928 A 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 7 137 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG GAGACAGGTGGAGGAGGGAG 52 7 17 20 153 20 59,598 60,686 39,500 43,000 1,087,851 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 57 201 ACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGACTTGTCCAGAGTGAAGCCA GGGAAGAGAGACAGAGGCAG 57 66 12 20 212 20 58,868 59,177 47,500 48,500 1,955,098 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:16843:31195 1 89 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 52 196 TCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGA TCCAGAGTGAAGCCAAAGGG GGGAAGAGAGACAGAGGCAG 52 66 17 20 212 20 59,598 59,177 39,500 48,500 1,225,198 F 264 CAATCCAGTGAACTTGTCCAGAGTGAAGCCAAAgggggCAAATGATGTCTGACTATCACTCCGAGCTCTGCTAGCAAGCTCTAATCTTtctctctctctctctctctctctctctctctctctctcTTTTCCCCTCCCTCCTCCACCTGTCTCtttttttAtttttGTTTGTGtctctcTGTCTGtctctctcTGCCTCTGtctctcTTcccccccccAccccccTCCTTGCTAATTTGGCCAGTAAGACCGAAGATAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 9 28 139 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC GCAGAGAGAGAATGAGGTAAAGG 30 28 14 20 152 23 59,740 58,308 38,500 31,100 4,952,167 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 27 139 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC GCAGAGAGAGAATGAGGTAAAGGG 30 27 14 20 152 24 59,740 60,443 38,500 39,500 4,702,691 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 30 144 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC CAGATGCAGAGAGAGAATGAGGT 30 33 14 20 157 23 59,740 59,615 38,500 38,500 3,645,371 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 11 30 145 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC ACAGATGCAGAGAGAGAATGAGG 30 34 14 20 158 23 59,740 59,615 38,500 38,600 3,645,371 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 30 143 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC AGATGCAGAGAGAGAATGAGGT 30 33 14 20 156 22 59,740 58,355 38,500 38,500 3,905,372 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:21186:16358 1 64 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 12 26 138 ATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCAct ATTCCTGCCACCTTCATCCC CAGAGAGAGAATGAGGTAAAGGGA 30 26 14 20 151 24 59,740 59,041 38,500 42,000 5,219,148 F 185 CTGGAGATCCTTCATTCCTGCCACCTTCATcccccTTGTCTTTTAATTCActctctctGAATGtctctctctctctctctctctctctctctctctctctcTGTCTGATACTCTATCTCCTTAtctctcCCTTTACCTCATtctctctcTGCATCTGTATCCctctctctctctCACCATCTCCT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 1 1 2 10 238 GCAGAAGACCACTGAGCGAAAACAGCAAGATCACCGCAGAAGACCACTGAGCGAA CACCAACTTTCGCGAGTGGA 100 10 4 20 241 20 60,320 60,879 47,000 40,200 1,198,423 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 2 10 240 AAGCAGAAGACCACTGAGCGAAAACAGCAAGATCAAAGCAGAAGACCACTGAGCG CACCAACTTTCGCGAGTGGA 102 10 2 20 241 20 60,320 60,879 50,300 40,200 1,198,770 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 2 9 237 GCAGAAGACCACTGAGCGAAAACAGCAAGATCACCGCAGAAGACCACTGAGCGAA ACCAACTTTCGCGAGTGGAC 100 9 4 20 240 20 60,320 60,879 47,000 40,200 1,198,861 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 2 9 239 AAGCAGAAGACCACTGAGCGAAAACAGCAAGATCAAAGCAGAAGACCACTGAGCG ACCAACTTTCGCGAGTGGAC 102 9 2 20 240 20 60,320 60,879 50,300 40,200 1,199,208 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 3 3 138 TGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCTGGGTTCTAACTTGACCGACT AACTTTCGCGAGTGGACGT 3 7 100 21 237 19 58,677 59,933 41,800 43,400 3,389,576 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 4 13 241 GCAGAAGACCACTGAGCGAAAACAGCAAGATCACCGCAGAAGACCACTGAGCGAA ATGCACCAACTTTCGCGAGT 100 13 4 20 244 20 60,320 60,885 47,000 41,800 1,204,604 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 4 13 243 AAGCAGAAGACCACTGAGCGAAAACAGCAAGATCAAAGCAGAAGACCACTGAGCG ATGCACCAACTTTCGCGAGT 102 13 2 20 244 20 60,320 60,885 50,300 41,800 1,204,951 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 4 3 138 TGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCTGGGTTCTAACTTGACCGACT AACTTTCGCGAGTGGACGTG 3 6 100 21 237 20 58,677 61,213 41,800 44,900 3,535,752 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 6 7 189 TGAAGCTAGCCAAGTCACCAAACTACAGACAGTGA TGAAGCTAGCCAAGTCACCA AACTTTCGCGAGTGGACGT 55 7 49 20 237 19 58,944 59,933 41,700 43,400 2,122,767 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 7 0 131 TGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCTGGGTTCTAACTTGACCGACT GCGAGTGGACGTGCGTATA 3 0 100 21 230 19 58,677 59,937 41,800 14,700 3,385,664 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 7 0 182 TGAAGCTAGCCAAGTCACCAAACTACAGACAGTGA TGAAGCTAGCCAAGTCACCA GCGAGTGGACGTGCGTATA 55 0 49 20 230 19 58,944 59,937 41,700 14,700 2,118,855 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:22922:57829 1 124 88 19 1.5 AC TGTGTGTGTGTGTGTGCCTGTGTGTGTGTGTGCCTGNA 0 0 7 0 183 CTGAAGCTAGCCAAGTCACCAAACTACAGACAGTG CTGAAGCTAGCCAAGTCACCA GCGAGTGGACGTGCGTATA 55 0 48 21 230 19 59,998 59,937 41,700 14,700 2,065,435 B 255 AAAGCAGAAGACCACTGAGCGAAAACAGCAAGATCACCAGTTTCAGTCTGAAGCTAGCCAAGTCACCAAACTACAGACAGTGAATTACTTTTAAATCTATGGGTTCTAACTTGACCGACTTCCtgtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACGCACGTCCACTCGCGAAAGTTGGTGCATATTTTATTATT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 18 18 146 TCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGAT TCTGGAGCAGTGTGTGGAAG AAACACACGGACAGGGAGAC 50 18 6 20 151 20 59,606 59,894 34,600 33,600 0.500342 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 18 12 108 AGTACcacacaGTGAGCTGCACGTTGAAACACctctct AGTACCACACAGTGAGCTGC AAACACACGGACAGGGAGAC 12 18 44 20 151 20 59,966 59,894 52,500 33,600 0.140208 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 18 11 101 AGTACcacacaGTGAGCTGCACGTTGAAACACctctct AGTACCACACAGTGAGCTGC CGGACAGGGAGACTTAGGGA 12 11 44 20 144 20 59,966 60,033 52,500 42,000 0.067463 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 20 19 216 CTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATC CTGGAGCAGTGTGTGGAAGG CAAACACACGGACAGGGAGA 49 19 7 20 152 20 60,605 59,894 34,600 37,100 0.710744 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 20 19 217 TCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGAT TCTGGAGCAGTGTGTGGAAG CAAACACACGGACAGGGAGA 50 19 6 20 152 20 59,606 59,894 34,600 37,100 0.500156 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 20 12 179 AGTACcacacaGTGAGCTGCACGTTGAAACACctctct AGTACCACACAGTGAGCTGC CAAACACACGGACAGGGAGA 12 19 44 20 152 20 59,966 59,894 52,500 37,100 0.140022 F 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 1 18 14 209 TCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGAT TCTGGAGCAGTGTGTGGAAG CGGACAGGGAGAGTTAGGGA 50 14 6 20 214 20 59,606 60,033 34,600 42,000 0.427597 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 0 18 12 171 AGTACcacacaGTGAGCTGCACGTTGAAACACctctct AGTACCACACAGTGAGCTGC CGGACAGGGAGAGTTAGGGA 12 14 44 20 214 20 59,966 60,033 52,500 42,000 0.067463 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 0 18 10 169 TACcacacaGTGAGCTGCACGTTGAAACACctctctctc TACCACACAGTGAGCTGCAC CGGACAGGGAGAGTTAGGGA 10 14 46 20 214 20 60,250 60,033 45,700 42,000 0.283273 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 0 20 ‐48 179 AGTACcacacaGTGAGCTGCACGTTGAAACACctctct AGTACCACACAGTGAGCTGC CAAACACACGGACAGGGAGA 12 ‐48 44 20 152 20 59,966 59,894 52,500 37,100 0.140022 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 0 20 ‐48 197 GCCTGCAGGAGATGATCGAGTACcacacaGTGAGCT GCCTGCAGGAGATGATCGAG CAAACACACGGACAGGGAGA 30 ‐48 26 20 152 20 60,320 59,894 40,400 37,100 0.425691 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:26088:11945 1 76 105 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTNA 0 0 20 ‐48 217 TCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGAT TCTGGAGCAGTGTGTGGAAG CAAACACACGGACAGGGAGA 50 ‐48 6 20 152 20 59,606 59,894 34,600 37,100 0.500156 G 231 AACATTCTGGAGCAgtgtgtGGAAGGCCTGCAGGAGATGATCGAGTACcacacaGTGAGCTGCACGTTGAAACACctctctctctctctctctctctctctctctctctctctTGCTCCTtctctcCCTAAGTCTCCCTGTCCgtgtgtTTGCGtctctctctctctctcTTtctctctcGCTTGGTCTTtctctcCCTAACTCTCCCTGTCCgtgtgtTTGCGtctctcT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 6 166 TGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtg TGTCTGTGTGGGTGTGTCTG TGGAATAGCTGGTCTGGAAGG 6 7 18 20 183 21 59,822 59,160 35,100 34,600 2,017,830 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 204 TGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtg TGTCTGTGTGGGTGTGTCTG TGCAGATGTGGAAGATGGGAG 6 45 18 20 221 21 59,822 59,789 35,100 43,000 1,389,048 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 5 165 GTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgt GTCTGTGTGGGTGTGTCTGT TGGAATAGCTGGTCTGGAAGG 5 7 19 20 183 21 59,822 59,160 34,100 34,600 2,018,062 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 5 203 GTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgt GTCTGTGTGGGTGTGTCTGT TGCAGATGTGGAAGATGGGAG 5 45 19 20 221 21 59,822 59,789 34,100 43,000 1,389,280 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 164 TCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtTCTGTGTGGGTGTGTCTGTG TGGAATAGCTGGTCTGGAAGG 4 7 20 20 183 21 59,822 59,160 36,600 34,600 2,017,830 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:29224:30562 1 44 112 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 202 TCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtTCTGTGTGGGTGTGTCTGTG TGCAGATGTGGAAGATGGGAG 4 45 20 20 221 21 59,822 59,789 36,600 43,000 1,389,048 G 226 GTGTGGgtgtgtgtGGGTGTCtgtgtgGgtgtgtCTGTGCGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCATACGTAtgtgtgCgtgtgtgtgtgtgtCTGTGCgtgtgtgtgtgtgtCTGTGCATAtgtgtgtgtgTTGAAATCCTTCCAGACCAGCTATTCCAATTCACACCTGGATGACCTCCCATCTTCCACATCTGCAAATTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 1 1 4 7 221 TGCAATGGTAAGTCATAGTGCTATTCTAAATATTTG TGCAATGGTAAGTCATAGTGCT GCACTGTTCTTGCCCACAAA 121 7 21 22 241 20 57,779 59,541 44,000 28,300 4,680,182 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 4 2 216 TGCAATGGTAAGTCATAGTGCTATTCTAAATATTTG TGCAATGGTAAGTCATAGTGCT GTTCTTGCCCACAAAGCAGG 121 2 21 22 236 20 57,779 59,967 44,000 48,500 4,253,233 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 10 167 TGTTGCAAGCTATAATTTATTTCCTGAAAACGCATG TGTTGCAAGCTATAATTTATTTCCTGA GTTGCACTGTTCTTGCCCAC 59 10 78 27 244 20 58,034 60,249 38,600 46,100 9,214,850 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 10 224 TGCAATGGTAAGTCATAGTGCTATTCTAAATATTTG TGCAATGGTAAGTCATAGTGCT GTTGCACTGTTCTTGCCCAC 121 10 21 22 244 20 57,779 60,249 44,000 46,100 4,469,724 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 10 241 ACAAGTTAATAAGCAAATGCAATGGTAAGTCATAG ACAAGTTAATAAGCAAATGCAATGGT GTTGCACTGTTCTTGCCCAC 134 10 4 26 244 20 58,839 60,249 35,500 46,100 7,409,757 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 10 242 GACAAGTTAATAAGCAAATGCAATGGTAAGTCATA GACAAGTTAATAAGCAAATGCAATGGT GTTGCACTGTTCTTGCCCAC 134 10 3 27 244 20 59,668 60,249 35,500 46,100 7,580,718 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 10 243 TGACAAGTTAATAAGCAAATGCAATGGTAAGTCAT TGACAAGTTAATAAGCAAATGCAATGG GTTGCACTGTTCTTGCCCAC 135 10 2 27 244 20 59,669 60,249 31,600 46,100 7,580,471 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 7 164 TGTTGCAAGCTATAATTTATTTCCTGAAAACGCATG TGTTGCAAGCTATAATTTATTTCCTGA GCACTGTTCTTGCCCACAAA 59 7 78 27 241 20 58,034 59,541 38,600 28,300 9,425,308 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 6 2 159 TGTTGCAAGCTATAATTTATTTCCTGAAAACGCATG TGTTGCAAGCTATAATTTATTTCCTGA GTTCTTGCCCACAAAGCAGG 59 2 78 27 236 20 58,034 59,967 38,600 48,500 8,998,360 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 9 7 112 TGAACATGTTGACATTTATAATTTcccccTCTTTtctctc TGAACATGTTGACATTTATAATTTCCC GCACTGTTCTTGCCCACAAA 7 7 130 27 241 20 57,132 59,541 39,700 28,300 10,327,765 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 9 7 115 TGAACATGTTGACATTTATAATTTcccccTCTTTtctctc TGAACATGTTGACATTTATAATTTCCC GTTGCACTGTTCTTGCCCAC 7 10 130 27 244 20 57,132 60,249 39,700 46,100 10,117,308 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2208:30969:47123 1 164 51 19 2 AC TCTCTCTCTCACTCACACACACACACACACACACACANA 0 0 9 2 107 TGAACATGTTGACATTTATAATTTcccccTCTTTtctctc TGAACATGTTGACATTTATAATTTCCC GTTCTTGCCCACAAAGCAGG 7 2 130 27 236 20 57,132 59,967 39,700 48,500 9,900,817 G 288 ATGACAAGTTAATAAGCAAATGCAATGGTAAGTCATAGTGCTATTCTAAATATTTGTTCCCCtttttATATGGAATATGTTGCAAGCTATAATTTATTTCCTGAAAACGCATGACACTTTTaaaaaaaGTGAACATGTTGACATTTATAATTTcccccTCTTTtctctctctcACTcacacacacacacacacacacacacacacacacacacaCCCCTGCTTTGTGGGCAAGAACAGTGCAACAAAAGTGCACTATACCTGTTCATGTTTGTCTGTAGCTAAATTTT

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 51 184 CTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAG CTTCATCTCCCTGAGGCAGC TCATGCTGGCAGGCCAATTA 55 51 51 20 234 20 60,179 60,033 52,500 14,000 0.212357 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 23 136 CTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccc CTAGCATGCACGGATTTGCG ATTAAGGCCCGCTCAGTGTG 23 35 83 20 218 20 60,316 60,393 48,500 38,200 0.709440 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 23 137 CTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccc CTAGCATGCACGGATTTGCG AATTAAGGCCCGCTCAGTGT 23 36 83 20 219 20 60,316 59,672 48,500 35,500 0.644700 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 23 139 CTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccc CTAGCATGCACGGATTTGCG CCAATTAAGGCCCGCTCAGT 23 38 83 20 221 20 60,316 60,394 48,500 34,100 0.710794 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 23 152 CTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccc CTAGCATGCACGGATTTGCG TCATGCTGGCAGGCCAATTA 23 51 83 20 234 20 60,316 60,033 48,500 14,000 0.349748 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 55 200 CTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAG CTTCATCTCCCTGAGGCAGC AGGCCAGACCGCAATTTCAT 55 67 51 20 250 20 60,179 60,324 52,500 25,700 0.502775 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 55 199 CTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAG CTTCATCTCCCTGAGGCAGC GGCCAGACCGCAATTTCATG 55 66 51 20 249 20 60,179 60,179 52,500 30,700 0.358180 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 54 198 TTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGC TTCATCTCCCTGAGGCAGCT GGCCAGACCGCAATTTCATG 54 66 52 20 249 20 60,620 60,179 42,400 30,700 0.798961 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:23399:67515 1 126 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 23 167 CTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccc CTAGCATGCACGGATTTGCG GGCCAGACCGCAATTTCATG 23 66 83 20 249 20 60,316 60,179 48,500 30,700 0.495571 F 261 CACAGAAttttttGACATTTTaaaaaTCTTTAtttttACTTTTCAAAACTCTTCATCTCCCTGAGGCAGCTCTGTGCATGCACTAGCATGCACGGATTTGCGCTCTCGCCCTCCTcccccccccccacacacacacacacacacacacacacacacacacacaTACACAAGCAGCGCTGAGCACTGGAGCACGCTTTTCACACTGAGCGGGCCTTAATTGGCCTGCCAGCATGAAATTGCGGTCTGGCCTCGATTGCAGGC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 2 22 170 GGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTC GGTCTGGTGCACTCCTGAAG GGTGGAGCCACTGTCAAAGA 22 70 2 20 171 20 60,321 59,891 30,200 25,200 0.429707 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 22 214 GGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTC GGTCTGGTGCACTCCTGAAG CTGGGAGAAGTCTGTGCAGG 22 114 2 20 215 20 60,321 60,037 30,200 48,500 0.357699 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 21 169 GTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCT GTCTGGTGCACTCCTGAAGG GGTGGAGCCACTGTCAAAGA 21 70 3 20 171 20 60,321 59,891 34,600 25,200 0.429707 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 21 171 GTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCT GTCTGGTGCACTCCTGAAGG GAGGTGGAGCCACTGTCAAA 21 72 3 20 173 20 60,321 59,891 34,600 26,900 0.429707 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 21 213 GTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCT GTCTGGTGCACTCCTGAAGG CTGGGAGAAGTCTGTGCAGG 21 114 3 20 215 20 60,321 60,037 34,600 48,500 0.357699 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 23 241 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTAGGTCTGGTGCACTCCTGAA GTAGTGAGAAGTGACTGAGAAGCA 23 136 1 20 241 24 60,764 60,023 30,200 39,100 4,787,131 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 22 240 GGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTC GGTCTGGTGCACTCCTGAAG GTAGTGAGAAGTGACTGAGAAGCA 22 136 2 20 241 24 60,321 60,023 30,200 39,100 4,343,884 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 15 207 TGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtct TGCACTCCTGAAGGTACTGC CTGGGAGAAGTCTGTGCAGG 15 114 9 20 215 20 59,678 60,037 44,000 48,500 0.358248 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 22 240 GGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTC GGTCTGGTGCACTCCTGAAG GTAGTGAGAAGTGACTGAGAAGC 22 137 2 20 241 23 60,321 58,519 30,200 38,600 4,802,585 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 19 118 GTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCT GTCTGGTGCACTCCTGAAGG GTGTTTCCATCCCTCCCTCC 21 19 3 20 120 20 60,321 59,744 34,600 43,000 0.577299 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 19 119 GGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTC GGTCTGGTGCACTCCTGAAG GTGTTTCCATCCCTCCCTCC 22 19 2 20 120 20 60,321 59,744 30,200 43,000 0.577299 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:26869:11963 1 44 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 15 112 TGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtct TGCACTCCTGAAGGTACTGC GTGTTTCCATCCCTCCCTCC 15 19 9 20 120 20 59,678 59,744 44,000 43,000 0.577848 F 242 AGGTCTGGTGCACTCCTGAAGGTACTGCCTCTCCCTCTTTCTTtctctctctctctctctctctctctctctctctctctcttttttttttGTTTGATGgggagggagggaTGGAAACACTACAGCAATGTAATGTTTGGGGCTATTCCGTTCTTTGACAGTGGCTCCACCTCGATCCCCTTCTGAGTTGTGGTGCCTGCACAGACTTCTCCCAGAATGCTTCTCAGTCACTTCTCACTACC

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 29 190 GGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTGGGTACCGGTGTCATCGTCA ATTTATCCAGGCACCTTTAAGTTGC 29 36 23 20 212 25 61,598 60,105 43,500 41,700 6,703,148 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 30 190 GGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTGGGTACCGGTGTCATCGTC ATTTATCCAGGCACCTTTAAGTTGC 30 36 23 19 212 25 59,860 60,105 42,000 41,700 6,245,726 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 30 190 GGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTGGGTACCGGTGTCATCGTC ATTTATCCAGGCACCTTTAAGTTG 30 37 23 19 212 24 59,860 57,470 42,000 31,600 7,670,394 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 28 184 GGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTGGTACCGGTGTCATCGTCAT TCCAGGCACCTTTAAGTTGCT 28 35 24 20 207 21 59,541 59,855 30,600 39,100 1,603,582 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 180 ACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTG ACCGGTGTCATCGTCATTGT CCAGGCACCTTTAAGTTGCTG 25 34 27 20 206 21 59,680 59,729 27,100 44,100 1,590,923 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 181 ACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTG ACCGGTGTCATCGTCATTGT TCCAGGCACCTTTAAGTTGCT 25 35 27 20 207 21 59,680 59,855 27,100 39,100 1,465,287 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 135 CGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtg CGTCATTGTGTTGCAATTGGT CACGTGCGCAACTGCCAC 13 3 38 21 172 18 58,258 62,962 36,700 50,100 7,703,734 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 136 TCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgt TCGTCATTGTGTTGCAATTGGT CACGTGCGCAACTGCCAC 13 3 37 22 172 18 59,640 62,962 36,700 50,100 7,322,605 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:3823:18977 1 72 80 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 137 ATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgATCGTCATTGTGTTGCAATTGGT CACGTGCGCAACTGCCAC 13 3 36 23 172 18 59,994 62,962 36,700 50,100 7,967,806 B 212 GACTGTGATaaaaaTATATTATGGGTACCGGTGTCATCGTCATTGTGTTGCAATTGGTTTTGTTGTCTGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtACCGTGGCAGTTGCGCACGTGCTCCTAAAACAAACAGCAACTTAAAGGTGCCTGGATAAAT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 5 67 237 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG AGGTTGGAGTTTGGCATCGT 67 91 12 21 248 20 59,649 59,890 31,100 37,300 1,461,503 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 67 247 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG CATGCCTCTCAGGTTGGAGT 67 101 12 21 258 20 59,649 59,383 31,100 38,500 1,968,429 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 67 248 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG GCATGCCTCTCAGGTTGGAG 67 102 12 21 259 20 59,649 60,747 31,100 38,600 2,098,300 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 67 254 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG AAATCCGCATGCCTCTCAGG 67 108 12 21 265 20 59,649 60,465 31,100 38,600 1,816,113 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 39 209 AGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACA AGCTTTGAGTTCAGTGCACAC AGGTTGGAGTTTGGCATCGT 39 91 40 21 248 20 59,327 59,890 38,200 37,300 1,783,367 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 38 208 GCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAG GCTTTGAGTTCAGTGCACACA AGGTTGGAGTTTGGCATCGT 38 91 41 21 248 20 59,598 59,890 37,200 37,300 1,512,038 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 32 180 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG AAGTTACAAGGACCCATAGCAA 67 32 12 21 191 22 59,649 57,349 31,100 39,100 6,001,989 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 31 150 GCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAG GCTTTGAGTTCAGTGCACACA AGTTACAAGGACCCATAGCAAA 38 31 41 21 190 22 59,598 57,349 37,200 36,800 6,052,524 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:5913:54137 1 100 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 31 179 TCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGATCTAAGGTCAGCCCACAAAGG AGTTACAAGGACCCATAGCAAA 67 31 12 21 190 22 59,649 57,349 31,100 36,800 6,001,989 F 277 TATaaaaaaaaTCTAAGGTCAGCCCACAAAGGGTTAAATAGCTTTGAGTTCAGTGcacacacaaaaaaaaTCAAACAGAGGAATCATAtttttCACAGTcacacacacacacacacacacacacacacacacacacaCTCCAGTTTTCTGTTCTACAGCATTTTAACTTTTGCTATGGGTCCTTGTAACTTATTCCTTTTCTTTCGTTTAAACTGCTGTGTTAGCTAGACGATGCCAAACTCCAACCTGAGAGGCATGCGGATTTATTTCTCTATCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 9 245 TGTGACAGATGGAGTTGGCAAGAGTATTTAAACCT TGTGACAGATGGAGTTGGCA CTGCCTTCTTGAACTGCTGC 158 9 26 20 270 20 59,236 59,760 49,200 52,500 1,004,682 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 243 TGTGACAGATGGAGTTGGCAAGAGTATTTAAACCT TGTGACAGATGGAGTTGGCA GCCTTCTTGAACTGCTGCAG 158 7 26 20 268 20 59,236 59,760 49,200 44,100 1,004,682 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 116 TGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTC TGGGCTGAATGGTTCCCTTC AGCTGCCTTCTTGAACTGCT 27 11 157 20 272 20 59,960 59,890 34,600 42,400 0.149722 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 130 CGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGCGGTACAGACACAATGGGCT AGCTGCCTTCTTGAACTGCT 41 11 143 20 272 20 60,036 59,890 51,900 42,400 0.146492 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 131 TCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTTCGGTACAGACACAATGGGC AGCTGCCTTCTTGAACTGCT 42 11 142 20 272 20 60,037 59,890 53,600 42,400 0.146868 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 140 TTTGGAGAGTCGGTACAGACACAATGGGCTGAATGTTTGGAGAGTCGGTACAGACAC AGCTGCCTTCTTGAACTGCT 49 11 133 22 272 20 59,705 59,890 36,700 42,400 2,405,453 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 140 TTTGGAGAGTCGGTACAGACACAATGGGCTGAATGTTTGGAGAGTCGGTACAGACA AGCTGCCTTCTTGAACTGCT 50 11 133 21 272 20 58,410 59,890 34,100 42,400 2,699,823 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 141 ATTTGGAGAGTCGGTACAGACACAATGGGCTGAATATTTGGAGAGTCGGTACAGACAC AGCTGCCTTCTTGAACTGCT 49 11 132 23 272 20 60,057 59,890 36,700 42,400 3,166,853 A 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 194 GACTCCACAGCTGACTTcccccAAGATTTACAAACTG GACTCCACAGCTGACTTCCC AGCTGCCTTCTTGAACTGCT 105 11 79 20 272 20 60,037 59,890 39,700 42,400 0.146962 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 203 AATGCTCTCGACTCCACAGCTGACTTcccccAAGATT AATGCTCTCGACTCCACAGC AGCTGCCTTCTTGAACTGCT 114 11 70 20 272 20 60,108 59,890 44,000 42,400 0.218528 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 11 247 TGTGACAGATGGAGTTGGCAAGAGTATTTAAACCT TGTGACAGATGGAGTTGGCA AGCTGCCTTCTTGAACTGCT 158 11 26 20 272 20 59,236 59,890 49,200 42,400 0.874374 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 7 190 GACTCCACAGCTGACTTcccccAAGATTTACAAACTG GACTCCACAGCTGACTTCCC GCCTTCTTGAACTGCTGCAG 105 7 79 20 268 20 60,037 59,760 39,700 44,100 0.277270 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 3 186 GACTCCACAGCTGACTTcccccAAGATTTACAAACTG GACTCCACAGCTGACTTCCC TCTTGAACTGCTGCAGTCCA 105 3 79 20 264 20 60,037 59,531 39,700 40,200 0.506352 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 3 187 CGACTCCACAGCTGACTTcccccAAGATTTACAAACT CGACTCCACAGCTGACTTCC TCTTGAACTGCTGCAGTCCA 106 3 78 20 264 20 60,389 59,531 34,600 40,200 0.858660 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2209:7608:28804 1 204 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 3 188 TCGACTCCACAGCTGACTTcccccAAGATTTACAAAC TCGACTCCACAGCTGACTTC TCTTGAACTGCTGCAGTCCA 107 3 77 20 264 20 59,401 59,531 30,100 40,200 1,068,055 F 272 CTTAAATTACCATAAACTATTATATTGTGACAGATGGAGTTGGCAAGAGTATTTAAACCTACCTGTCAAAATGCTCTCGACTCCACAGCTGACTTcccccAAGATTTACAAACTGACTAGGTCAATTGCTAATTTGGAGAGTCGGTACAGACACAATGGGCTGAATGGTTCCCTTCTGTGCTGTAACAATTCTGCAATTCTGTcacacacacacacacacacacacacacacacacacacaAAATGGACTGCAGCAGTTCAAGAAGGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 18 190 CACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACACTATCACTGAATAATGTGTCTTTCA AGTGGGAGAGTGCTAGTCCG 87 18 34 27 223 20 57,845 60,682 26,900 47,900 9,836,412 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 18 191 TCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGTCACTATCACTGAATAATGTGTCTTTC AGTGGGAGAGTGCTAGTCCG 88 18 33 27 223 20 57,629 60,682 26,200 47,900 10,052,700 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 6 102 GAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgt GAAGCTGGCCCACGATGTAG AGTGGGAGAGTGCTAGTCCG 6 18 122 20 223 20 60,812 60,682 27,400 47,900 1,493,181 A 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 17 146 TTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccTTGTGAGTCCTCCCATTGCA GTGGGAGAGTGCTAGTCCGA 51 17 77 20 222 20 59,230 60,680 40,800 45,500 1,450,779 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 17 190 TCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGTCACTATCACTGAATAATGTGTCTTTC GTGGGAGAGTGCTAGTCCGA 88 17 33 27 222 20 57,629 60,680 26,200 45,500 10,051,416 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 16 144 TGTGAGTCCTCCCATTGCATCATACCAcaccccaccccaTGTGAGTCCTCCCATTGCAT TGGGAGAGTGCTAGTCCGAG 50 16 78 20 221 20 59,006 60,394 39,600 46,300 1,388,735 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 16 145 TTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccTTGTGAGTCCTCCCATTGCA TGGGAGAGTGCTAGTCCGAG 51 16 77 20 221 20 59,230 60,394 40,800 46,300 1,164,988 B 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 100 GAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgt GAAGCTGGCCCACGATGTAG TGGGAGAGTGCTAGTCCGAG 6 16 122 20 221 20 60,812 60,394 27,400 46,300 1,206,105 A 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 6 101 GAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgt GAAGCTGGCCCACGATGTAG GTGGGAGAGTGCTAGTCCGA 6 17 122 20 222 20 60,812 60,680 27,400 45,500 1,491,896 A 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 24 191 TCACTGAATAATGTGTCTTTCAGCTTCATTGACAGG TCACTGAATAATGTGTCTTTCAGCT TGTGTGAGTGGGAGAGTGCT 84 24 39 25 229 20 58,767 60,761 42,400 44,000 6,994,001 F 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 25 154 TTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccTTGTGAGTCCTCCCATTGCA GTGTGTGAGTGGGAGAGTGC 51 25 77 20 230 20 59,230 60,601 40,800 44,000 1,371,810 F 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 25 192 TCACTGAATAATGTGTCTTTCAGCTTCATTGACAGG TCACTGAATAATGTGTCTTTCAGCT GTGTGTGAGTGGGAGAGTGC 84 25 39 25 230 20 58,767 60,601 42,400 44,000 6,834,745 F 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 6 109 GAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgt GAAGCTGGCCCACGATGTAG GTGTGTGAGTGGGAGAGTGC 6 25 122 20 230 20 60,812 60,601 27,400 44,000 1,412,927 F 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:10703:31353 1 148 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 26 193 TCACTGAATAATGTGTCTTTCAGCTTCATTGACAGG TCACTGAATAATGTGTCTTTCAGCT TGTGTGTGAGTGGGAGAGTG 84 26 39 25 231 20 58,767 59,247 42,400 35,100 6,986,092 F 236 ACATTTTGTCACTTTACAATCTGGAAatatatTCACTATCACTGAATAATGTGTCTTTCAGCTTCATTGACAGGTTTTGTGAGTCCTCCCATTGCATCATACCAcaccccaccccacccATGAAGCTGGCCCACGATGTAGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCAGGGCCTTTTGGAGCCTCGGACTAGCACTCTCCCACTcacacacaTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 18 2 184 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGTC TTCATTGGTGGGCTGGACTC 2 98 35 26 218 20 59,355 59,962 36,700 33,600 6,683,169 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 18 2 216 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGTC CTCAGGAAGATACGGCGTGA 2 130 35 26 250 20 59,355 59,261 36,700 43,500 7,383,978 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 3 117 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGT CGCTCTATAACTTAAACTCCAGCC 3 27 35 25 151 24 58,479 59,254 37,200 48,500 11,266,782 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 3 184 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGT TTCATTGGTGGGCTGGACTC 3 98 35 25 218 20 58,479 59,962 37,200 33,600 6,559,328 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 3 216 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGT CTCAGGAAGATACGGCGTGA 3 130 35 25 250 20 58,479 59,261 37,200 43,500 7,260,137 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 3 217 tgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgt TGTGTGTCTTATGTGTCTTATGTGT GCTCAGGAAGATACGGCGTG 3 131 35 25 251 20 58,479 60,872 37,200 53,400 7,393,183 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 0 139 gtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgGTGTCTTATGTGTCTTATGTGTCTG ACTGAGTGCAATTCTGGGAA 0 56 38 25 176 20 57,717 57,043 35,100 39,700 10,240,656 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 19 0 139 gtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgGTGTCTTATGTGTCTTATGTGTCTG ACTGAGTGCAATTCTGGGAAA 0 55 38 25 176 21 57,717 57,772 35,100 31,300 10,511,442 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:18254:28435 1 63 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 20 0 182 tgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgt TGTGTCTTATGTGTCTTATGTGTCTG TTCATTGGTGGGCTGGACTC 0 98 37 26 218 20 59,132 59,962 35,100 33,600 6,906,505 F 262 GAACTGTTTTATCTCACCCTTAAAATCCATGTTTtgtgtgTCTTATGTGTCTTATGTGTCTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGCATGTGTATAGGGATTTAAGAAGGGGCTGGAGTTTAAGTTATAGAGCGGAATTTTCCCAGAATTGCACTCAGTGCGGTAGCGGGTGGGTAAAATGGAGTCCAGCCCACCAATGAAAATGGCAGGTTTTCACGCCGTATCTTCCTGAGCCCGCCTCATTA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 1 12 0 146 AACCACACCcacacaGacacacCCTcacacacaGCCGCA AACCACACCCACACAGACAC GTGCCCGCCAGTGTGAAA 43 0 52 20 197 18 60,394 60,905 36,700 26,900 3,298,674 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 0 14 0 143 CACACCcacacaGacacacCCTcacacacaGCCGCACTcaCACACCCACACAGACACACC GTGCCCGCCAGTGTGAAA 40 0 55 20 197 18 61,095 60,905 41,600 26,900 4,000,094 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 0 14 0 144 CCACACCcacacaGacacacCCTcacacacaGCCGCACTcCCACACCCACACAGACACAC GTGCCCGCCAGTGTGAAA 41 0 54 20 197 18 61,095 60,905 38,200 26,900 4,000,094 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 0 16 0 133 caGacacacCCTcacacacaGCCGCACTcacacaGGTGTCCAGACACACCCTCACACACA GTGCCCGCCAGTGTGAAA 30 0 65 20 197 18 59,822 60,905 37,200 26,900 3,082,702 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 0 16 0 135 cacaGacacacCCTcacacacaGCCGCACTcacacaGGTGCACAGACACACCCTCACACA GTGCCCGCCAGTGTGAAA 32 0 63 20 197 18 59,822 60,905 37,200 26,900 3,082,702 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 115 65 19 1.5 AC CACACACACACACACACTCACACACACACACACACANA 0 0 16 0 137 cacacaGacacacCCTcacacacaGCCGCACTcacacaGG CACACAGACACACCCTCACA GTGCCCGCCAGTGTGAAA 34 0 61 20 197 18 59,822 60,905 35,800 26,900 3,082,702 F 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 140 19 2 AC ACACACACACTTAACCACACCCACACAGACACACCCNA 0 1 14 0 197 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAG CACACTCTCACACAGATATATTCTTT GTGCCCGCCAGTGTGAAA 13 0 1 26 197 18 57,061 60,905 25,200 26,900 11,844,066 G 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 140 19 2 AC ACACACACACTTAACCACACCCACACAGACACACCCNA 0 0 15 0 196 ACACTCTcacacaGatatatTCTTTCTTATGAATGTAGa ACACTCTCACACAGATATATTCTTTCT GTGCCCGCCAGTGTGAAA 11 0 2 27 197 18 58,024 60,905 25,200 26,900 11,881,219 G 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:23226:10081 1 40 140 19 2 AC ACACACACACTTAACCACACCCACACAGACACACCCNA 0 0 15 0 197 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAG CACACTCTCACACAGATATATTCTTTC GTGCCCGCCAGTGTGAAA 12 0 1 27 197 18 57,971 60,905 26,200 26,900 11,934,108 G 202 CACACTCTcacacaGatatatTCTTTCTTATGAATGTAGacacacacacTTAACCACACCcacacaGacacacCCTcacacacaGCCGCACTcacacaGGTGTCTTCTCTGTTTcacacacacacacacaCTcacacacacacacacacacacacacacacacacacacaTtctctctcTTTCACACTGGCGGGCACACTCA

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 1 1 4 45 256 AGCACTGAGAGGGAGCAAAGACTCTAGGgagagaG AGCACTGAGAGGGAGCAAAG TACTTGGAACAGCGCTCAGG 45 105 3 20 258 20 59,676 60,037 27,700 38,600 0.361611 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 4 44 255 GCACTGAGAGGGAGCAAAGACTCTAGGgagagaGT GCACTGAGAGGGAGCAAAGA TACTTGGAACAGCGCTCAGG 44 105 4 20 258 20 59,677 60,037 25,200 38,600 0.360300 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 4 35 239 AGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGGAGCAAAGACTCTAGGGA ACAGCGCTCAGGATAAACTCT 35 96 12 21 250 21 59,637 59,172 42,000 32,400 3,190,901 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 5 46 257 CAGCACTGAGAGGGAGCAAAGACTCTAGGgagaga CAGCACTGAGAGGGAGCAAA TACTTGGAACAGCGCTCAGG 46 105 2 20 258 20 59,964 60,037 36,800 38,600 0.073206 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 15 229 GgagagaGTCAGACATAGAGGgagagagaAATAAAGAGGAGAGAGTCAGACATAGAGGGA TACTTGGAACAGCGCTCAGG 15 105 30 23 258 20 59,862 60,037 42,000 38,600 3,174,870 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 5 130 GgagagaGTCAGACATAGAGGgagagagaAATAAAGAGGAGAGAGTCAGACATAGAGGGA TGTTCTCAGATTCGGATCCCT 15 5 30 23 159 21 59,862 58,248 42,000 42,000 5,889,574 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 5 130 GgagagaGTCAGACATAGAGGgagagagaAATAAAGAGGAGAGAGTCAGACATAGAGGG TGTTCTCAGATTCGGATCCCT 16 5 30 22 159 21 58,514 58,248 43,000 42,000 6,238,413 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 5 156 GCACTGAGAGGGAGCAAAGACTCTAGGgagagaGT GCACTGAGAGGGAGCAAAGA TGTTCTCAGATTCGGATCCCT 44 5 4 20 159 21 59,677 58,248 25,200 42,000 3,075,004 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 5 157 AGCACTGAGAGGGAGCAAAGACTCTAGGgagagaG AGCACTGAGAGGGAGCAAAG TGTTCTCAGATTCGGATCCCT 45 5 3 20 159 21 59,676 58,248 27,700 42,000 3,076,315 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 11 5 158 CAGCACTGAGAGGGAGCAAAGACTCTAGGgagaga CAGCACTGAGAGGGAGCAAA TGTTCTCAGATTCGGATCCCT 46 5 2 20 159 21 59,964 58,248 36,800 42,000 2,787,911 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 12 46 214 CAGCACTGAGAGGGAGCAAAGACTCTAGGgagaga CAGCACTGAGAGGGAGCAAA ACATGTCAACCTATGGTTCTCAGA 46 58 2 20 215 24 59,964 59,468 36,800 32,700 4,568,007 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 12 45 213 AGCACTGAGAGGGAGCAAAGACTCTAGGgagagaG AGCACTGAGAGGGAGCAAAG ACATGTCAACCTATGGTTCTCAGA 45 58 3 20 215 24 59,676 59,468 27,700 32,700 4,856,411 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 12 44 212 GCACTGAGAGGGAGCAAAGACTCTAGGgagagaGT GCACTGAGAGGGAGCAAAGA ACATGTCAACCTATGGTTCTCAGA 44 58 4 20 215 24 59,677 59,468 25,200 32,700 4,855,101 B 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 13 17 231 AGGgagagaGTCAGACATAGAGGgagagagaAATAAAAGGGAGAGAGTCAGACATAGAGG TACTTGGAACAGCGCTCAGG 17 105 28 23 258 20 59,862 60,037 36,900 38,600 3,175,608 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2210:26727:27925 1 68 66 19 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGGAAGAGANA 0 0 13 5 132 AGGgagagaGTCAGACATAGAGGgagagagaAATAAAAGGGAGAGAGTCAGACATAGAGG TGTTCTCAGATTCGGATCCCT 17 5 28 23 159 21 59,862 58,248 36,900 42,000 5,890,313 F 265 TCAGCACTGAGAGGGAGCAAAGACTCTAGGgagagaGTCAGACATAGAGGgagagagaAATAAAGAAagagagagagagagagagagagagagGAagagagagagagagagagagagagagagagagagagagAAAGAAGGGATCCGAATCTGAGAACAAGTGATTGGAATGTTTCAACAAAGAATCTAAATCTGAGAACCATAGGTTGACATGTTACAACAATGGACAAGAGTTTATCCTGAGCGCTGTTCCAAGTATCATTTT

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 8 0 121 TGTAGGCATATGCTTCCGAAActctctCCctctctctctct TGTAGGCATATGCTTCCGAAA AGAAGAATCGGGAGAGATAGGG 0 32 36 21 156 22 57,448 58,226 34,600 35,300 7,325,692 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 24 186 TCTGACATTCCCTCTTCctctctctATGTAGGCATATGC TCTGACATTCCCTCTTCCTCTCT GGTGGCGAGGACAGAAGAAA 24 73 10 23 195 20 59,988 59,965 31,000 25,200 3,047,170 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 24 192 TCTGACATTCCCTCTTCctctctctATGTAGGCATATGC TCTGACATTCCCTCTTCCTCTCT GGATATGGTGGCGAGGACAG 24 79 10 23 201 20 59,988 59,966 31,000 35,100 3,046,333 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 122 TGTAGGCATATGCTTCCGAAActctctCCctctctctctct TGTAGGCATATGCTTCCGAAA GAGAAGAATCGGGAGAGATAGGG 0 32 36 21 157 23 57,448 59,238 34,600 35,300 7,313,884 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 0 125 TGTAGGCATATGCTTCCGAAActctctCCctctctctctct TGTAGGCATATGCTTCCGAAA TGAGAGAAGAATCGGGAGAGA 0 37 36 21 160 21 57,448 57,346 34,600 31,000 7,205,967 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC
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ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 23 184 TGACATTCCCTCTTCctctctctATGTAGGCATATGCTT TGACATTCCCTCTTCCTCTCTC GGTGGCGAGGACAGAAGAAA 23 73 12 22 195 20 58,630 59,965 32,000 25,200 3,405,000 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 33 241 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGCTCCCTCTATCTGACATTCCCTC TGGAGGGAGAGGGCTAAGAG 33 119 1 23 241 20 59,168 59,737 43,000 28,500 4,095,083 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 32 240 TCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGTCCCTCTATCTGACATTCCCTCT TGGAGGGAGAGGGCTAAGAG 32 119 2 23 241 20 59,531 59,737 36,900 28,500 3,732,178 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 32 247 TCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGTCCCTCTATCTGACATTCCCTCT AGGGATTTGGAGGGAGAGGG 32 126 2 23 248 20 59,531 60,328 36,900 43,000 3,796,970 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 22 184 TGACATTCCCTCTTCctctctctATGTAGGCATATGCTT TGACATTCCCTCTTCCTCTCTCT GGTGGCGAGGACAGAAGAAA 22 73 12 23 195 20 59,988 59,965 31,000 25,200 3,047,170 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 22 190 TGACATTCCCTCTTCctctctctATGTAGGCATATGCTT TGACATTCCCTCTTCCTCTCTCT GGATATGGTGGCGAGGACAG 22 79 12 23 201 20 59,988 59,966 31,000 35,100 3,046,333 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:10165:68676 1 57 46 19 1.5 AG CTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 22 196 TGACATTCCCTCTTCctctctctATGTAGGCATATGCTT TGACATTCCCTCTTCCTCTCTCT AGAGAGGGATATGGTGGCGA 22 85 12 23 207 20 59,988 59,811 31,000 55,400 3,200,862 F 250 CTCCCTCTATCTGACATTCCCTCTTCctctctctATGTAGGCATATGCTTCCGAAActctctCCctctctctctctctctctctctctctctctctctctctCCGtctctctcTATCTCCCTAAATTTCTGTcccccTAtctctcCCGATTCTtctctcAATTTTCTGATGATTATTTCTTCTGTCCTCGCCACCATATCCctctctTTCCTTCATtctctctcTTAGCCCTCTCCCTCCAAATCCCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 5 105 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT CACGCACCCAATCACACAAA 5 20 1 22 105 20 59,902 59,616 34,100 28,300 2,481,707 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 133 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT GCCACAAACACAGACGCTG 5 49 1 22 133 19 59,902 60,010 34,100 51,800 3,107,792 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 135 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT CAGCCACAAACACAGACGC 5 51 1 22 135 19 59,902 60,010 34,100 51,900 3,107,792 F 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 8 7 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGA TCCTTTGTGCCTCTTCCTCT 7 89 1 20 255 20 57,150 58,265 35,800 36,900 4,584,535 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 6 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAG TCCTTTGTGCCTCTTCCTCT 6 89 1 21 255 20 58,276 58,265 35,100 36,900 4,459,004 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 179 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT CGCACACTCTCACCCATGTA 5 13 1 22 179 20 59,902 59,754 34,100 22,900 2,344,477 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 182 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT AAACGCACACTCTCACCCAT 5 16 1 22 182 20 59,902 59,891 34,100 40,000 2,206,701 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 183 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT GAAACGCACACTCTCACCCA 5 17 1 22 183 20 59,902 60,532 34,100 45,100 2,630,091 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT TCCTTTGTGCCTCTTCCTCT 5 89 1 22 255 20 59,902 58,265 34,100 36,900 3,832,771 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 5 227 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT CTCACAAACACACACGAACCC 5 60 1 22 227 21 59,902 59,937 34,100 41,100 3,161,585 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 5 225 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT CACAAACACACACGAACCCA 5 59 1 22 225 20 59,902 59,194 34,100 45,100 2,903,731 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:19654:50867 1 28 119 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 5 226 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgt GCTCTTGTTTGTGCTTGTGAGT TCACAAACACACACGAACCC 5 60 1 22 226 20 59,902 58,912 34,100 41,100 3,186,423 G 255 GCTCTTGTTTGTGCTTGTGAGTTTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATCGTATGAACATATTACCTTTtgtgtgATTGGGTGCGTggggggATTTCAGCGTCTGTGTTTGTGGCTGAgtgtgtgtgtGCTTCtgtgtgAGTACATGGGTGAGAGTGTGCGTTTCACTGTGTTTAACGTTAAGTGAATGGGTTCgtgtgtgtTTGTGAGCAAGAGATAGAGGAAGAGGCACAAAGGA

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 1 1 6 0 90 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA GTGCCTGAGTCTTTGCGTTC 0 0 80 20 169 20 59,968 59,764 30,200 39,500 0.268329 B 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 6 0 156 aaaCACATAGGGAAACATTGACatatatTCAAATACA AAACACATAGGGAAACATTGACAT GTGCCTGAGTCTTTGCGTTC 62 0 14 24 169 20 57,084 59,764 30,600 39,500 7,152,285 F 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 8 3 159 aaaCACATAGGGAAACATTGACatatatTCAAATACA AAACACATAGGGAAACATTGACAT AGAGTGCCTGAGTCTTTGCG 62 3 14 24 172 20 57,084 60,320 30,600 48,500 7,236,606 F 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 8 1 157 aaaCACATAGGGAAACATTGACatatatTCAAATACA AAACACATAGGGAAACATTGACAT AGTGCCTGAGTCTTTGCGTT 62 1 14 24 170 20 57,084 60,179 30,600 48,400 7,095,405 F 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 8 0 91 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA AGTGCCTGAGTCTTTGCGTT 0 1 80 20 170 20 59,968 60,179 30,200 48,400 0.211449 B 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 8 0 93 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA AGAGTGCCTGAGTCTTTGCG 0 3 80 20 172 20 59,968 60,320 30,200 48,500 0.352650 B 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 12 1 99 AGacacacGCATGCAAACACAGGCTCAAacacacacac AGACACACGCATGCAAACAC AGTGCCTGAGTCTTTGCGTT 8 1 72 20 170 20 59,971 60,179 33,200 48,400 0.208346 F 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 50 19 1.5 AC ACACACACACATACACACACACACACACACACACACNA 0 0 12 1 100 CAGacacacGCATGCAAACACAGGCTCAAacacacacaCAGACACACGCATGCAAACA AGTGCCTGAGTCTTTGCGTT 9 1 71 20 170 20 59,971 60,179 28,300 48,400 0.208213 F 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 1 6 0 155 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA CAGAGTGATTGCTTGAGCGT 0 26 80 20 234 20 59,968 58,563 30,200 50,700 1,469,004 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 8 0 139 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA GCGTATCTGCATTTGAGTTCGT 0 8 80 20 218 22 59,968 59,651 30,200 38,500 2,381,070 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 10 0 134 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA TCTGCATTTGAGTTCGTGTGTT 0 3 80 20 213 22 59,968 59,058 30,200 33,200 2,974,779 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 11 0 134 GCATGCAAACACAGGCTCAAacacacacacATacacac GCATGCAAACACAGGCTCAA TCTGCATTTGAGTTCGTGTGT 0 4 80 20 213 21 59,968 58,439 30,200 37,200 2,592,907 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 12 9 164 CAGacacacGCATGCAAACACAGGCTCAAacacacacaCAGACACACGCATGCAAACA CAGAGTGATTGCTTGAGCGT 9 26 71 20 234 20 59,971 58,563 28,300 50,700 1,465,768 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 12 8 163 AGacacacGCATGCAAACACAGGCTCAAacacacacac AGACACACGCATGCAAACAC CAGAGTGATTGCTTGAGCGT 8 26 72 20 234 20 59,971 58,563 33,200 50,700 1,465,901 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 14 26 193 TCAAATACAGACACGTACACAGAAATGTTCAGacac TCAAATACAGACACGTACACAGAA CAGAGTGATTGCTTGAGCGT 34 26 42 24 234 20 58,166 58,563 30,200 50,700 7,270,770 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 14 26 194 tTCAAATACAGACACGTACACAGAAATGTTCAGaca TTCAAATACAGACACGTACACAGA CAGAGTGATTGCTTGAGCGT 35 26 41 24 234 20 58,166 58,563 34,100 50,700 7,270,770 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:21095:16059 1 100 89 19 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 15 26 193 TCAAATACAGACACGTACACAGAAATGTTCAGacac TCAAATACAGACACGTACACAGA CAGAGTGATTGCTTGAGCGT 35 26 42 23 234 20 57,558 58,563 34,100 50,700 6,878,309 G 234 TACATACTTACaaaaaCACATAGGGAAACATTGACatatatTCAAATACAGACACGTACACAGAAATGTTCAGacacacGCATGCAAACACAGGCTCAAacacacacacATacacacacacacacacacacacacacacacacacacacGAACGCAAAGACTCAGGCACTCTAAAAacacacacacacaaaaaCACACGAACTCAAATGCAGATACGCTCAAGCAATCACTCTG

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 1 1 10 14 173 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA ATTCCTCAGGACTGCCTCCA 14 25 21 20 193 20 60,036 60,253 34,100 38,600 0.289269 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 14 226 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA TCACTTCTGCCTGAGTTCCC 14 78 21 20 246 20 60,036 59,313 34,100 39,700 0.723742 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 14 244 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA GGACCTTCTTCCACACTCTCA 14 95 21 20 264 21 60,036 59,029 34,100 32,700 2,007,745 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 14 244 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA GGACCTTCTTCCACACTCTCAC 14 94 21 20 264 22 60,036 60,289 34,100 35,100 2,325,522 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 14 245 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA AGGACCTTCTTCCACACTCTC 14 96 21 20 265 21 60,036 58,747 34,100 32,000 2,289,102 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 9 168 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG ATTCCTCAGGACTGCCTCCA 9 25 26 20 193 20 60,320 60,253 36,600 38,600 0.572781 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 9 221 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG TCACTTCTGCCTGAGTTCCC 9 78 26 20 246 20 60,320 59,313 36,600 39,700 1,007,254 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 9 240 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG AGGACCTTCTTCCACACTCT 9 97 26 20 265 20 60,320 57,593 36,600 32,400 2,727,240 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 9 240 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG AGGACCTTCTTCCACACTCTC 9 96 26 20 265 21 60,320 58,747 36,600 32,000 2,572,613 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 10 8 167 CTCGGGAACACAGACACAGAAAGAAAGAaagtaagt CTCGGGAACACAGACACAGA ATTCCTCAGGACTGCCTCCA 8 25 27 20 193 20 59,326 60,253 34,100 38,600 0.926866 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 11 14 235 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA TCCACACTCTCACTTCTGCC 14 87 21 20 255 20 60,036 59,318 34,100 48,500 0.718122 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 11 9 230 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG TCCACACTCTCACTTCTGCC 9 87 26 20 255 20 60,320 59,318 36,600 48,500 1,001,633 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 12 14 166 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA AGGACTGCCTCCACTCACTT 14 18 21 20 186 20 60,036 60,473 34,100 31,600 0.509122 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 12 14 234 gCAATCCTCGGGAACACAGACACAGAAAGAAAGAaGCAATCCTCGGGAACACAGA CCACACTCTCACTTCTGCCT 14 86 21 20 254 20 60,036 59,316 34,100 47,500 0.720361 F 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 12 11 170 ATCCTCGGGAACACAGACACAGAAAGAAAGAaagt ATCCTCGGGAACACAGACAC ATTCCTCAGGACTGCCTCCA 11 25 24 20 193 20 59,391 60,253 36,700 38,600 0.861521 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 12 11 241 ATCCTCGGGAACACAGACACAGAAAGAAAGAaagt ATCCTCGGGAACACAGACAC GGACCTTCTTCCACACTCTCA 11 95 24 20 264 21 59,391 59,029 36,700 32,700 2,579,997 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:22658:67181 1 55 94 19 1.5 AG AAGTAAGTAAGTAAGTAAGTGAGTGAGTGAGTGA NA 0 0 12 9 229 CCTCGGGAACACAGACACAGAAAGAAAGAaagtaagCCTCGGGAACACAGACACAG CCACACTCTCACTTCTGCCT 9 86 26 20 254 20 60,320 59,316 36,600 47,500 1,003,873 B 265 ACAGGAGTgagagaGTgggggCAATCCTCGGGAACACAGACACAGAAAGAAAGAaagtaagtaagtaagtaagtgagtgagtgagtgagtgagtgagtgagtgagtgagtgagagagagagagagagagagagagagagagagagagaGTAAGTCagtaagtaagtaAGTGAGTGGAGGCAGTCCTGAGGAATACAGTCAGGAGTGACAGAGTAGAGAAAATCCTGGGGAACTCAGGCAGAAGTGAGAGTGTGGAAGAAGGTCCT

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 132 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 16 6 162 GGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaGGAGAGGCCCTGAGAAAGTT CTCGCTCTCTCTCCCTCTCT 37 6 75 20 236 20 59,012 59,530 26,600 31,000 1,457,980 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 132 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 5 161 GGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaGGAGAGGCCCTGAGAAAGTT TCGCTCTCTCTCCCTCTCTC 37 5 75 20 235 20 59,012 59,532 26,600 32,000 1,456,288 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 132 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 4 160 GGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaGGAGAGGCCCTGAGAAAGTT CGCTCTCTCTCCCTCTCTCT 37 4 75 20 234 20 59,012 59,530 26,600 31,000 1,457,980 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 62 149 19 3 AC GAGAGAGAGACAGGGAGAGGCCCTGAGAAAGTTANA 0 1 16 4 197 AACAGCGGCAGAATGAGTGAGAGGgagagagagaCAAACAGCGGCAGAATGAGTGA CGCTCTCTCTCCCTCTCTCT 4 4 38 20 234 20 59,965 59,530 34,100 31,000 0.505234 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 62 149 19 3 AC GAGAGAGAGACAGGGAGAGGCCCTGAGAAAGTTANA 0 0 16 4 198 AACAGCGGCAGAATGAGTGAGAGGgagagagagaCAAACAGCGGCAGAATGAGTGA TCGCTCTCTCTCCCTCTCTC 4 5 38 20 235 20 59,965 59,532 34,100 32,000 0.503543 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 62 149 19 3 AC GAGAGAGAGACAGGGAGAGGCCCTGAGAAAGTTANA 0 0 16 4 199 AACAGCGGCAGAATGAGTGAGAGGgagagagagaCAAACAGCGGCAGAATGAGTGA CTCGCTCTCTCTCCCTCTCT 4 6 38 20 236 20 59,965 59,530 34,100 31,000 0.505234 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:27285:37647 1 62 149 19 3 AC GAGAGAGAGACAGGGAGAGGCCCTGAGAAAGTTANA 0 0 17 0 189 CGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGCGGCAGAATGAGTGAGAGG TCTCTCTCCCTCTCTCTTTCC 0 0 43 19 231 21 57,641 57,337 36,900 31,300 7,021,953 G 253 AAACaaaaaGACCgagagagagagaGGGAGAAACAGGAACAGCGGCAGAATGAGTGAGAGGgagagagagaCAGGGAGAGGCCCTGAGAAAGTTAagagagGgagagagaaaaaaTGAGACAAAGACAGAAacacacacacacacacacacacacacacacacacacacagagagAATGCAGGgagagaAagagagagagagagagagagGGAAagagagagGgagagagaGCGAGCagagagagagagagCG

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 3 109 TCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtg TCCTCAAAGTGGTCCACAGC TTCTCAATTGACTCGCTCGT 3 22 2 20 110 20 59,891 57,275 44,000 41,800 2,833,562 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 110 TCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtg TCCTCAAAGTGGTCCACAGC TTTCTCAATTGACTCGCTCGT 3 22 2 20 111 21 59,891 57,973 44,000 41,800 3,135,215 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 140 TCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtg TCCTCAAAGTGGTCCACAGC TCTTGTTTAAGTCTAACGCTTTGC 3 49 2 20 141 24 59,891 58,256 44,000 36,800 5,853,075 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 108 CCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgCCTCAAAGTGGTCCACAGCT TTCTCAATTGACTCGCTCGT 2 22 3 20 110 20 59,891 57,275 42,400 41,800 2,834,319 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 140 TCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtg TCCTCAAAGTGGTCCACAGC TCTTGTTTAAGTCTAACGCTTTGCT 3 48 2 20 141 25 59,891 59,474 44,000 39,100 5,634,696 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:31690:42464 1 25 44 19 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 141 TCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtg TCCTCAAAGTGGTCCACAGC ATCTTGTTTAAGTCTAACGCTTTGCT 3 48 2 20 142 26 59,891 59,795 44,000 39,100 6,313,466 F 249 TTCCTCAAAGTGGTCCACAGCTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatTTGTAGACTTCTTTTaaaaaaTACGAGCGAGTCAATTGAGAAATAAACAGCAAAGCGTTAGACTTAAACAAGATAAAAGTTTGTTTATTTCCAAACTACTGCTATAAGTTACTTAAAAGTAATAAAATTACTAACTGAATACATACAAAGATTAAATGTAGATAAGGATAAAAGATACTAT

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 16 141 GGTCCCTGGGTTACAATGGAACAAAACAAAAGAAAGGTCCCTGGGTTACAATGGA AGCCTAACCATGTCCTGCAC 47 16 2 20 142 20 59,003 60,035 34,100 45,700 1,031,638 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 48 194 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG AATTTCTTTCCAGGCACCCG 48 68 1 20 194 20 60,034 58,743 31,600 52,800 1,290,315 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 48 195 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG AAATTTCTTTCCAGGCACCCG 48 68 1 20 195 21 60,034 59,382 31,600 52,800 1,651,846 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 48 242 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG CCCTCATTATCGACTCTGCCA 48 115 1 20 242 21 60,034 59,311 31,600 49,200 1,722,237 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 48 273 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG CTCACCACCTCAATGACACCT 48 146 1 20 273 21 60,034 59,651 31,600 40,000 1,382,529 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 48 275 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG TCCTCACCACCTCAATGACAC 48 148 1 20 275 21 60,034 59,652 31,600 36,700 1,381,210 F 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 16 142 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG AGCCTAACCATGTCCTGCAC 48 16 1 20 142 20 60,034 60,035 31,600 45,700 0.068558 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 15 141 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG GCCTAACCATGTCCTGCACA 48 15 1 20 141 20 60,034 60,322 31,600 45,700 0.355959 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 4 131 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG GTCCTGCACAACATGAACCAC 48 4 1 20 131 21 60,034 60,001 31,600 41,600 1,034,880 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 1 127 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG TGCACAACATGAACCACACG 48 1 1 20 127 20 60,034 59,620 31,600 44,900 0.413526 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 0 126 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG GCACAACATGAACCACACGC 48 0 1 20 126 20 60,034 60,934 31,600 53,400 0.967939 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 48 193 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG ATTTCTTTCCAGGCACCCGC 48 67 1 20 193 20 60,034 61,251 31,600 61,300 1,284,343 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5122:4069 1 69 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 48 272 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAGGGTCCCTGGGTTACAATGG TCACCACCTCAATGACACCT 48 146 1 20 272 20 60,034 58,566 31,600 40,000 1,467,691 A 279 GGGTCCCTGGGTTACAATGGAACAAAACAAAAGAAACTCAGCTGAGGTTTGCATTTCTGTTTGCTGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGGTTCATGTTGTGCAGGACATGGTTAGGCTAAGAAGTGGACTTCATTGCCACTAGAAAATTGCGGGTGCCTGGAAAGAAATTTAATCGGCATTTGAATATGAAGAACTTTGGCAGAGTCGATAATGAGGGGTCATCAATTAGGTGTCATTGAGGTGGTGAGgagaga

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 17 3 135 tgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtg TGGTTGTGTGTGTATATGTGTGG AGCACAAATACACATAGTCCACA 3 35 51 23 185 23 58,931 58,095 41,700 41,700 8,974,028 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 3 158 tgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtg TGGTTGTGTGTGTATATGTGTGG CTCTGAAGCAGGACACACCC 3 61 51 23 208 20 58,931 60,321 41,700 46,100 4,389,721 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 3 159 tgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtg TGGTTGTGTGTGTATATGTGTGG CCTCTGAAGCAGGACACACC 3 62 51 23 209 20 58,931 60,321 41,700 41,600 4,389,721 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 3 195 tgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtg TGGTTGTGTGTGTATATGTGTGG TCCAGCACTGCACCAAGATG 3 98 51 23 245 20 58,931 60,607 41,700 29,000 4,675,816 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 3 196 tgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtg TGGTTGTGTGTGTATATGTGTGG GTCCAGCACTGCACCAAGAT 3 99 51 23 246 20 58,931 60,607 41,700 24,000 4,676,088 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 134 gGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgt GGTTGTGTGTGTATATGTGTGGT AGCACAAATACACATAGTCCACA 2 35 52 23 185 23 58,931 58,095 41,600 41,700 8,974,733 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 157 gGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgt GGTTGTGTGTGTATATGTGTGGT CTCTGAAGCAGGACACACCC 2 61 52 23 208 20 58,931 60,321 41,600 46,100 4,390,426 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 194 gGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgt GGTTGTGTGTGTATATGTGTGGT TCCAGCACTGCACCAAGATG 2 98 52 23 245 20 58,931 60,607 41,600 29,000 4,676,521 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2211:5670:25622 1 77 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 136 gtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgt GTGGTTGTGTGTGTATATGTGTGG AGCACAAATACACATAGTCCACA 3 35 50 24 185 23 60,084 58,095 41,700 41,700 8,988,966 F 273 AGAATGGTTGTGCAtgtgtgtgtgGTtgtgtgtgtgTATGTGTATAtgtgtgGTtgtgtgtgTATAtgtgtgGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgTgcgcgcGTgggggggggggggTGGAGAGTATGTGatatatatGTGGACTATGTGTATTTGTGCTTGTGGgtgtgtCCTGCTTCAGAGGACAGTCAAGACTTGACCATCTTGGTGCAGTGCTGGACTCTGGAGTTGCTAAACCAATCAGTTCT

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 3 10 158 TCTGCCAGATCTTTGCCCACTCACTTAACCtatatatat TCTGCCAGATCTTTGCCCAC GGGATTGAAGGGATGGTTACCA 10 68 98 20 255 22 60,323 59,756 46,100 32,500 2,566,552 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 8 98 TCTGCCAGATCTTTGCCCACTCACTTAACCtatatatat TCTGCCAGATCTTTGCCCAC TGTGAAGAGGACATAAGGAGGT 10 8 98 20 195 22 60,323 58,209 46,100 38,500 4,114,136 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 7 95 GCCAGATCTTTGCCCACTCACTTAACCtatatatatatatGCCAGATCTTTGCCCACTCA TGTGAAGAGGACATAAGGAGGT 7 8 101 20 195 22 60,323 58,209 34,100 38,500 4,114,136 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 4 7 155 GCCAGATCTTTGCCCACTCACTTAACCtatatatatatatGCCAGATCTTTGCCCACTCA GGGATTGAAGGGATGGTTACCA 7 68 101 20 255 22 60,323 59,756 34,100 32,500 2,566,552 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 8 96 TGCCAGATCTTTGCCCACTCACTTAACCtatatatatataTGCCAGATCTTTGCCCACTC TGTGAAGAGGACATAAGGAGGT 8 8 100 20 195 22 60,323 58,209 35,100 38,500 4,114,136 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 8 156 TGCCAGATCTTTGCCCACTCACTTAACCtatatatatataTGCCAGATCTTTGCCCACTC GGGATTGAAGGGATGGTTACCA 8 68 100 20 255 22 60,323 59,756 35,100 32,500 2,566,552 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 5 8 190 AGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTAGCTCTGCAATCTCTACCCT TGTGAAGAGGACATAAGGAGGT 102 8 6 20 195 22 57,827 58,209 43,400 38,500 5,964,446 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 73 255 GAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCGAGCTCTGCAATCTCTACCCT TGAAGGGATTGAAGGGATGGT 102 73 5 21 259 21 58,961 58,712 43,400 35,500 4,326,243 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 68 251 GAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCGAGCTCTGCAATCTCTACCCT GGGATTGAAGGGATGGTTACCA 102 68 5 21 255 22 58,961 59,756 43,400 32,500 4,282,395 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 8 191 GAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCGAGCTCTGCAATCTCTACCCT TGTGAAGAGGACATAAGGAGGT 102 8 5 21 195 22 58,961 58,209 43,400 38,500 5,829,979 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 68 252 AGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTAGAGCTCTGCAATCTCTACCC GGGATTGAAGGGATGGTTACCA 103 68 4 21 255 22 58,961 59,756 36,900 32,500 4,282,395 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:12540:46138 1 128 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 7 8 192 AGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTAGAGCTCTGCAATCTCTACCC TGTGAAGAGGACATAAGGAGGT 103 8 4 21 195 22 58,961 58,209 36,900 38,500 5,829,979 A 272 CTCAGAGCTCTGCAATCTCTACCCTTTAGATAATATGCTTCTCTTTTATTCTTCCTGCCAAAATGGACAATTTCACATTTTCCCACATTATGTTCCATCTGCCAGATCTTTGCCCACTCACTTAACCtatatatatatatatatatatatatatatatatatataTGTTTGTAACCTCCTTATGTCCTCTTCACAACTTACTTTCCTATCTATCTTTGTGTCATCAGCAAATTTGGTAACCATCCCTTCAATCCCTTCATCCAAGGCACTTA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 9 0 150 ctcCCTGTCCATGTCACTCTGtctctctctctctctctctctct CTCCCTGTCCATGTCACTCTG CCCACCTCAAAGCCGATCAG 0 54 4 21 153 20 59,793 60,746 33,500 29,000 1,952,455 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 3 153 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctTCTCTCCCTGTCCATGTCACT CCCACCTCAAAGCCGATCAG 3 54 1 21 153 20 59,922 60,746 34,100 29,000 1,823,673 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 3 209 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctTCTCTCCCTGTCCATGTCACT TCTGGCTGATGCTGAAGGTG 3 110 1 21 209 20 59,922 60,036 34,100 40,000 1,113,553 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 3 242 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctTCTCTCCCTGTCCATGTCACT CAGACTCGGCGCTGAAGTAC 3 143 1 21 242 20 59,922 60,799 34,100 27,300 1,876,599 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 151 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT CCCACCTCAAAGCCGATCAG 1 54 3 21 153 20 59,922 60,746 32,400 29,000 1,823,673 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 207 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT TCTGGCTGATGCTGAAGGTG 1 110 3 21 209 20 59,922 60,036 32,400 40,000 1,113,553 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 227 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT GAAGTACAGGGTGAGGTGGC 1 130 3 21 229 20 59,922 60,036 32,400 50,100 1,114,122 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 240 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT CAGACTCGGCGCTGAAGTAC 1 143 3 21 242 20 59,922 60,799 32,400 27,300 1,876,599 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 241 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT TCAGACTCGGCGCTGAAGTA 1 144 3 21 243 20 59,922 60,959 32,400 22,400 2,036,705 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 1 98 tctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctTCTCCCTGTCCATGTCACTCT GGGAGGGAGACAGAGACAGT 1 1 3 21 100 20 59,922 59,960 32,400 35,500 1,118,327 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 1 100 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctTCTCTCCCTGTCCATGTCACT GGGAGGGAGACAGAGACAGT 3 1 1 21 100 20 59,922 59,960 34,100 35,500 1,118,327 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:15341:37911 1 25 55 19 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 97 ctcCCTGTCCATGTCACTCTGtctctctctctctctctctctct CTCCCTGTCCATGTCACTCTG GGGAGGGAGACAGAGACAGT 0 1 4 21 100 20 59,793 59,960 33,500 35,500 1,247,109 F 254 tctctcCCTGTCCATGTCACTCTGtctctctctctctctctctctctctctctctctctctcTGtctctcGctctctctCACTGTCTCTGTCTCCCTCCCGCACAGGACGTTAAAGCCCTCCGCAGCGTGCCGCTGATCGGCTTTGAGGTGGGGCCACCCGAGGGTGCTGAGAGGCCagagagACGCCACACCTTCAGCATCAGCCAGAGCCACCTCACCCTGTACTTCAGCGCCGAGTCTGAGGAGCTCCTCA

ST‐E00142:460:H2K7HCCXY:6:2212:17391:59604 1 24 93 19 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 13 2 142 ACTCAGAAacacacTCACAGTGTcacacacacacacacac ACTCAGAAACACACTCACAGT GCCCAACAAACCGAAACTTC 2 6 1 21 142 20 57,105 58,152 35,500 30,100 5,743,050 F 142 ACTCAGAAacacacTCACAGTGTcacacacacacacacacacacacacacacacacacacaATcacacacacacacacaGTcacacacacacaAacacacacacacacacacacacAGGGCCGAAGTTTCGGTTTGTTGGGC

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 6 4 190 TAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTTAGAGTGACGGTGAGGGAGT CCTCACTCTCCTCTCCGTGT 71 4 8 20 197 20 59,303 60,323 38,500 44,900 1,020,076 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 2 188 TAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTTAGAGTGACGGTGAGGGAGT TCACTCTCCTCTCCGTGTCC 71 2 8 20 195 20 59,303 60,323 38,500 40,200 1,019,715 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 4 189 AGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTAAGAGTGACGGTGAGGGAGTG CCTCACTCTCCTCTCCGTGT 70 4 9 20 197 20 60,896 60,323 35,100 44,900 1,219,016 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 2 187 AGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTAAGAGTGACGGTGAGGGAGTG TCACTCTCCTCTCCGTGTCC 70 2 9 20 195 20 60,896 60,323 35,100 40,200 1,218,655 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 11 196 AGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTAAGAGTGACGGTGAGGGAGTG CCCAATGCCTCACTCTCCTC 70 11 9 20 204 20 60,896 59,820 35,100 37,100 1,075,955 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 11 197 TAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTTAGAGTGACGGTGAGGGAGT CCCAATGCCTCACTCTCCTC 71 11 8 20 204 20 59,303 59,820 38,500 37,100 0.877015 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 5 131 aGTGAAGCCTTGGGATTGGTTTAGCatatatatatatat AGTGAAGCCTTGGGATTGGT CCCAATGCCTCACTCTCCTC 5 11 74 20 204 20 59,220 59,820 36,700 37,100 0.959934 G 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 4 123 GTGAAGCCTTGGGATTGGTTTAGCatatatatatatata GTGAAGCCTTGGGATTGGTT CCTCACTCTCCTCTCCGTGT 4 4 75 20 197 20 58,367 60,323 36,700 44,900 1,955,585 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 4 124 aGTGAAGCCTTGGGATTGGTTTAGCatatatatatatat AGTGAAGCCTTGGGATTGGT CCTCACTCTCCTCTCCGTGT 5 4 74 20 197 20 59,220 60,323 36,700 44,900 1,102,994 G 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 4 130 GTGAAGCCTTGGGATTGGTTTAGCatatatatatatata GTGAAGCCTTGGGATTGGTT CCCAATGCCTCACTCTCCTC 4 11 75 20 204 20 58,367 59,820 36,700 37,100 1,812,525 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 2 121 GTGAAGCCTTGGGATTGGTTTAGCatatatatatatata GTGAAGCCTTGGGATTGGTT TCACTCTCCTCTCCGTGTCC 4 2 75 20 195 20 58,367 60,323 36,700 40,200 1,955,224 D 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2212:28645:7198 1 99 75 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 2 122 aGTGAAGCCTTGGGATTGGTTTAGCatatatatatatat AGTGAAGCCTTGGGATTGGT TCACTCTCCTCTCCGTGTCC 5 2 74 20 195 20 59,220 60,323 36,700 40,200 1,102,633 G 220 GTTCATATAGAGTGACGGTGAGGGAGTGGGGCAGTGGGGCTATTTTGTAATTTATACAAGTATATGgagagagaGTGAAGCCTTGGGATTGGTTTAGCatatatatatatatatatatatatatatatatatatatAATTATTTTtatatatatataatatatacacacacacAGGGACACGGAGAGGAGAGTGAGGCATTGGGGTTAGCTTAATAATCA

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 1 1 7 12 184 GTGAGAGTAGGATTGGAGGGATAGAGAATGGTAT GTGAGAGTAGGATTGGAGGGA TTTGCTTGCTTTCCTTTCACA 22 12 22 21 205 21 57,966 57,116 42,000 35,800 6,917,489 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 0 0 8 12 185 AGTGAGAGTAGGATTGGAGGGATAGAGAATGGTA AGTGAGAGTAGGATTGGAGGGA TTTGCTTGCTTTCCTTTCACA 22 12 21 22 205 21 59,412 57,116 42,000 35,800 6,471,607 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 0 0 8 12 186 CAGTGAGAGTAGGATTGGAGGGATAGAGAATGGT CAGTGAGAGTAGGATTGGAGGG TTTGCTTGCTTTCCTTTCACA 23 12 20 22 205 21 59,302 57,116 43,000 35,800 6,581,581 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 0 0 8 12 191 AGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAAGAGACAGTGAGAGTAGGATTGGA TTTGCTTGCTTTCCTTTCACA 26 12 15 24 205 21 60,018 57,116 35,300 35,800 7,901,788 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 0 0 9 12 190 GAGACAGTGAGAGTAGGATTGGAGGGATAGAGAAGAGACAGTGAGAGTAGGATTGGA TTTGCTTGCTTTCCTTTCACA 26 12 16 23 205 21 58,726 57,116 35,300 35,800 8,157,977 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:11962:37120 1 65 108 19 3 AG AGAGAGAGAGAGAGACATAAAGAGACAGAGAGAGNA 0 0 9 12 191 AGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAAGAGACAGTGAGAGTAGGATTGG TTTGCTTGCTTTCCTTTCACA 27 12 15 23 205 21 58,723 57,116 31,600 35,800 8,161,305 G 208 AagagagTGAGAAAAGAGACAGTGAGAGTAGGATTGGAGGGATAGAGAATGGTATTGGAGAGCTagagagagagagagACATAAAGAGACagagagagagagagACAGGgagagagagaCagagagagagagagagagagagagagagagagagagagACagagagagagagACAGAGACAAAATGTGAAAGGAAAGCAAGCaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 1 1 3 39 204 GGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAGGCCAGAGCTTGTAGAGTGG AATCTCTGCTGCCTTGGGTG 39 54 20 20 223 20 60,108 60,323 40,000 46,100 0.431123 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 40 205 GGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTG GGGCCAGAGCTTGTAGAGTG AATCTCTGCTGCCTTGGGTG 40 54 19 20 223 20 60,108 60,323 35,100 46,100 0.431123 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 22 177 TGGAGCAGTGCAGCTGTAATCATGAGCACATGCAA TGGAGCAGTGCAGCTGTAAT GCCTTGGGTGTGTCCTTTCA 22 44 37 20 213 20 59,674 60,467 18,900 26,900 0.793223 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 22 178 TGGAGCAGTGCAGCTGTAATCATGAGCACATGCAA TGGAGCAGTGCAGCTGTAAT TGCCTTGGGTGTGTCCTTTC 22 45 37 20 214 20 59,674 60,467 18,900 26,200 0.793223 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 22 187 TGGAGCAGTGCAGCTGTAATCATGAGCACATGCAA TGGAGCAGTGCAGCTGTAAT AATCTCTGCTGCCTTGGGTG 22 54 37 20 223 20 59,674 60,323 18,900 46,100 0.649111 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 2 131 CATGAGCACATGCAACCGATTCagagagagagagagagCATGAGCACATGCAACCGAT GCTCCCTCCCTGCTTAGTGA 2 18 57 20 187 20 59,263 60,978 41,800 34,100 1,714,782 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 4 2 133 CATGAGCACATGCAACCGATTCagagagagagagagagCATGAGCACATGCAACCGAT CTGCTCCCTCCCTGCTTAGT 2 20 57 20 189 20 59,263 60,980 41,800 22,400 1,716,867 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 5 2 134 CATGAGCACATGCAACCGATTCagagagagagagagagCATGAGCACATGCAACCGAT ACTGCTCCCTCCCTGCTTAG 2 21 57 20 190 20 59,263 60,980 41,800 21,800 1,716,867 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 6 47 212 AGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGT AGTTGAAGGGCCAGAGCTTG AATCTCTGCTGCCTTGGGTG 47 54 12 20 223 20 60,251 60,323 40,100 46,100 0.574255 G 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 6 29 179 GGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAGGCCAGAGCTTGTAGAGTGG TTTCAGTCACTGCTCCCTCC 39 29 20 20 198 20 60,108 59,313 40,000 43,000 0.795299 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 6 29 180 GGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTG GGGCCAGAGCTTGTAGAGTG TTTCAGTCACTGCTCCCTCC 40 29 19 20 198 20 60,108 59,313 35,100 43,000 0.795299 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 6 29 190 AGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGC AGTAGTTGAAGGGCCAGAGC TTTCAGTCACTGCTCCCTCC 50 29 9 20 198 20 59,384 59,313 40,900 43,000 1,303,205 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 8 31 181 GGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAGGCCAGAGCTTGTAGAGTGG CCTTTCAGTCACTGCTCCCT 39 31 20 20 200 20 60,108 59,310 40,000 42,000 0.797568 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 8 31 191 GTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCA GTAGTTGAAGGGCCAGAGCT CCTTTCAGTCACTGCTCCCT 49 31 10 20 200 20 59,384 59,310 40,900 42,000 1,305,473 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:14966:10152 1 79 71 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGACAGAGGGGNA 0 0 8 31 192 AGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGC AGTAGTTGAAGGGCCAGAGC CCTTTCAGTCACTGCTCCCT 50 31 9 20 200 20 59,384 59,310 40,900 42,000 1,305,473 D 223 GAAGGGGAAGTAGTTGAAGGGCCAGAGCTTGTAGAGTGGAGCAGTGCAGCTGTAATCATGAGCACATGCAACCGATTCagagagagagagagagagagagagACAGAGGGGgagagagagagagagagagagagagagagagagagagaCAAGCATGAAGCCGTAAATCACTAAGCAGGGAGGGAGCAGTGACTGAAAGGacacacCCAAGGCAGCAGAGATT

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 0 142 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA TGCCTGTGTTCCTCCTTGTA 0 64 18 20 159 20 59,607 58,570 43,500 24,100 1,822,636 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 143 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA TTGCCTGTGTTCCTCCTTGT 0 65 18 20 160 20 59,607 59,449 43,500 31,600 0.943620 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 97 TTCACAGTCACCAGCACGAacacacacacacacacacac TTCACAGTCACCAGCACGA TTGTCTGTATGTGCGTAGGC 0 20 19 19 115 20 59,180 57,995 43,500 39,300 3,824,487 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 98 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA TTGTCTGTATGTGCGTAGGC 0 20 18 20 115 20 59,607 57,995 43,500 39,300 2,397,289 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 144 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA TTTGCCTGTGTTCCTCCTTGT 0 65 18 20 161 21 59,607 60,064 43,500 31,600 1,456,723 F 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 99 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA ATTGTCTGTATGTGCGTAGGC 0 20 18 20 116 21 59,607 58,449 43,500 39,300 2,943,684 A 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 8 0 199 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA CACGTGCTTGTTTATATGTGCA 0 14 18 20 216 22 59,607 57,923 43,500 45,700 4,469,769 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 200 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA ACACGTGCTTGTTTATATGTGCA 0 14 18 20 217 23 59,607 59,500 43,500 45,700 3,893,005 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 184 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA ATGTGCATGTGTCTCTGTGC 0 1 18 20 201 20 59,607 58,837 43,500 45,700 1,555,404 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 200 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA ACACGTGCTTGTTTATATGTGC 0 15 18 20 217 22 59,607 57,922 43,500 45,700 4,471,069 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 0 182 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA GTGCATGTGTCTCTGTGCG 0 0 18 20 199 19 59,607 59,505 43,500 53,400 1,887,334 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:17604:64404 1 38 143 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 0 183 ATTCACAGTCACCAGCACGAacacacacacacacacaca ATTCACAGTCACCAGCACGA TGTGCATGTGTCTCTGTGCG 0 0 18 20 200 20 59,607 61,223 43,500 53,400 1,616,123 G 255 CATacacacacacacacATTCACAGTCACCAGCACGAacacacacacacacacacacacacacacacacacacacAGACATGCTCACATCAACATGCCTACGCACATACAGACAATaaaaaTTGGTACACAAAGAAACATACAAGGAGGAACACAGGCAAATATGCCATGcacacacacaCGCACAGAGACACATGCACATATAAACAAGCACGTGTACACATTAATacacacAATCGCAAAAGcacacacaCGC

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 6 188 AGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGTTAGTTTCCCGGCCGTTT GGTCTGGTGCACTCCTGAAG 46 6 27 20 214 20 59,891 60,321 36,000 30,200 0.430274 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 5 187 AGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGTTAGTTTCCCGGCCGTTT GTCTGGTGCACTCCTGAAGG 46 5 27 20 213 20 59,891 60,321 36,000 34,600 0.430274 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 2 184 AGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGTTAGTTTCCCGGCCGTTT TGGTGCACTCCTGAAGGAAC 46 2 27 20 210 20 59,891 59,891 36,000 36,200 0.217737 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 6 214 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTGTGGTCAGAGCCTGATCGAG GGTCTGGTGCACTCCTGAAG 72 6 1 20 214 20 59,898 60,321 40,400 30,200 0.423242 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 213 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTGTGGTCAGAGCCTGATCGAG GTCTGGTGCACTCCTGAAGG 72 5 1 20 213 20 59,898 60,321 40,400 34,600 0.423242 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:25712:45611 1 93 96 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 2 210 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTGTGGTCAGAGCCTGATCGAG TGGTGCACTCCTGAAGGAAC 72 2 1 20 210 20 59,898 59,891 40,400 36,200 0.210704 G 239 GTGGTCAGAGCCTGATCGAGGGAGGCAGTTAGTTTCCCGGCCGTTTCCGGGTCCAACCGCCAAGCCCACCCAACTACTGGAAAATCCTGGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTCtgtgtgtgtttttGCACAtgtgtgtgtgtgTTtgtgtgtgtgtgCAGTTCCTTCAGGAGTGCACCAGACCTTCGAGGGACACTCTTCTGAAAGTG

ST‐E00142:460:H2K7HCCXY:6:2213:9080:55895 1 60 93 19 3 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 0 148 CCctctctGTCTCACGCGcacacacacacacacacacacaca CCCTCTCTGTCTCACGCG AAATATTATAGCTTTGTGCCAGGG 0 13 42 18 189 24 59,513 57,345 60,100 44,500 9,142,506 G 195 CTCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCCctctctGTCTCACGCGcacacacacacacacacacacacacacacacacacacacccccccccacacacacacacacacaCGCGcacacaAAGacacacacacacacacATATACAATcccccccTGGCACAAAGCTATAATATTTtatata

ST‐E00142:460:H2K7HCCXY:6:2213:9080:55895 1 27 126 19 4 AC CACACACACAAACACCCCTCTCTGTCTCACGCGCAC NA 0 1 5 4 188 TCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCTCCTCATGCTCCTTTCTCTCC AAATATTATAGCTTTGTGCCAGGG 4 13 2 21 189 24 58,885 57,345 37,100 44,500 8,769,694 G 195 CTCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCCctctctGTCTCACGCGcacacacacacacacacacacacacacacacacacacacccccccccacacacacacacacacaCGCGcacacaAAGacacacacacacacacATATACAATcccccccTGGCACAAAGCTATAATATTTtatata

ST‐E00142:460:H2K7HCCXY:6:2213:9080:55895 1 27 126 19 4 AC CACACACACAAACACCCCTCTCTGTCTCACGCGCAC NA 0 0 5 4 189 CTCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCTCCTCATGCTCCTTTCTCTCC AAATATTATAGCTTTGTGCCAGGG 4 13 1 22 189 24 59,897 57,345 37,100 44,500 8,758,003 G 195 CTCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCCctctctGTCTCACGCGcacacacacacacacacacacacacacacacacacacacccccccccacacacacacacacacaCGCGcacacaAAGacacacacacacacacATATACAATcccccccTGGCACAAAGCTATAATATTTtatata

ST‐E00142:460:H2K7HCCXY:6:2213:9080:55895 1 27 126 19 4 AC CACACACACAAACACCCCTCTCTGTCTCACGCGCAC NA 0 0 6 3 187 CCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCCCCTCATGCTCCTTTCTCTCCT AAATATTATAGCTTTGTGCCAGGG 3 13 3 21 189 24 58,882 57,345 36,900 44,500 8,772,943 G 195 CTCCTCATGCTCCTTtctctcCTTCTcacacacacaAACACCCctctctGTCTCACGCGcacacacacacacacacacacacacacacacacacacacccccccccacacacacacacacacaCGCGcacacaAAGacacacacacacacacATATACAATcccccccTGGCACAAAGCTATAATATTTtatata

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 12 158 TCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGT TCCGGGCAAGATGGAGAAAT CCCACACACTTTATAATCCGTTT 65 12 103 20 260 23 59,081 57,110 21,700 36,000 6,809,408 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 12 214 ggagCTCCAACCACCTACTGATGGCGGAGCGGGGCAGGAGCTCCAACCACCTACTG CCCACACACTTTATAATCCGTTT 121 12 47 20 260 23 59,749 57,110 27,400 36,000 6,140,938 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 12 159 GTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAG GTCCGGGCAAGATGGAGAAA CCCACACACTTTATAATCCGTTT 66 12 102 20 260 23 60,035 57,110 25,200 36,000 5,925,863 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 12 160 AGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGA AGTCCGGGCAAGATGGAGAA CCCACACACTTTATAATCCGTTT 67 12 101 20 260 23 60,910 57,110 28,700 36,000 6,800,034 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 12 215 aggagCTCCAACCACCTACTGATGGCGGAGCGGGGCAGGAGCTCCAACCACCTACT CCCACACACTTTATAATCCGTTT 122 12 46 20 260 23 59,883 57,110 25,700 36,000 6,007,765 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 12 216 gaggagCTCCAACCACCTACTGATGGCGGAGCGGGGGAGGAGCTCCAACCACCTAC CCCACACACTTTATAATCCGTTT 123 12 45 20 260 23 59,462 57,110 31,800 36,000 6,428,077 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 12 121 GTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGTGGAGAGGGAGTTGAGTGC CCCACACACTTTATAATCCGTTT 28 12 140 20 260 23 60,037 57,110 44,000 36,000 5,927,283 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 8 101 GTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtg GTAGGAGGGAGGTAGGGTGG CCCACACACTTTATAATCCGTTT 8 12 160 20 260 23 60,106 57,110 46,100 36,000 5,996,031 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:13687:4315 1 188 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 12 129 GGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGAGTAGGGTGGAGAGGGAG CCCACACACTTTATAATCCGTTT 36 12 132 20 260 23 60,106 57,110 43,000 36,000 5,996,338 F 278 TCCTTCCCCAGCTATGTGGATCCCCAGCAGTGGTGCTGGCCgaggaggagCTCCAACCACCTACTGATGGCGGAGCGGGGCATGCAGCAACGAGGAGCTGAGTCCGGGCAAGATGGAGAAATCCAGGTAAGGGAGTAGGGTGGAGAGGGAGTTGAGTGCGTAGGAGGGAGGTAGGGTGGGAAGAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTggggggATTAAACGGATTATAAAgtgtgtGGGGAAAGGGTGAGTTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 1 1 3 50 210 CCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttACCCTCCATGATGGCACTCTG ATTAAGGACTGTGGGTGGGC 57 50 57 20 266 20 60,179 59,668 33,500 53,600 0.510642 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 3 49 209 CCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttACCCTCCATGATGGCACTCTG TTAAGGACTGTGGGTGGGCT 57 49 57 20 265 20 60,179 60,771 33,500 51,900 0.949583 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 3 42 195 CTCTGCCAGCTGTGACCtttttAAATTGAACATTTTAT CTCTGCCAGCTGTGACCTTT ATTAAGGACTGTGGGTGGGC 42 50 72 20 266 20 60,251 59,668 31,100 53,600 0.582256 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 50 256 TCATCGGACCACAGCTGTGACACTGGTCAACTAGTGTCATCGGACCACAGCTGTG ATTAAGGACTGTGGGTGGGC 104 50 11 19 266 20 59,707 59,668 36,600 53,600 1,624,795 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 3 148 CTCTGCCAGCTGTGACCtttttAAATTGAACATTTTAT CTCTGCCAGCTGTGACCTTT CCACCAACCCTGAAACAGCT 42 3 72 20 219 20 60,251 60,468 31,100 42,400 0.718669 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 3 163 CCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttACCCTCCATGATGGCACTCTG CCACCAACCCTGAAACAGCT 57 3 57 20 219 20 60,179 60,468 33,500 42,400 0.647055 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 0 104 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC ACCAACCCTGAAACAGCTGA 0 1 114 20 217 20 59,748 59,449 37,100 42,600 0.802548 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 0 106 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC CCACCAACCCTGAAACAGCT 0 3 114 20 219 20 59,748 60,468 37,100 42,400 0.719663 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 0 151 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC TAAGGACTGTGGGTGGGCT 0 49 114 20 264 19 59,748 60,152 37,100 51,900 1,403,533 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 0 152 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC TTAAGGACTGTGGGTGGGCT 0 49 114 20 265 20 59,748 60,771 37,100 51,900 1,022,191 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 4 0 153 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC ATTAAGGACTGTGGGTGGGC 0 50 114 20 266 20 59,748 59,668 37,100 53,600 0.583250 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 5 50 257 GTCATCGGACCACAGCTGTGACACTGGTCAACTAG GTCATCGGACCACAGCTGTG ATTAAGGACTGTGGGTGGGC 104 50 10 20 266 20 61,016 59,668 36,600 53,600 1,347,746 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 5 50 266 ACTGCCATGGTCATCGGACCACAGCTGTGACACTG ACTGCCATGGTCATCGGAC ATTAAGGACTGTGGGTGGGC 114 50 1 19 266 20 59,778 59,668 47,900 53,600 1,553,456 F 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2214:14692:13756 1 134 63 19 1.5 AC CTCTCTCTCTCTCTCTCTCTCTCTCCACACACACACACNA 0 0 6 0 105 CCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctc CCTTTCCAGTGAGGCTCTCC CACCAACCCTGAAACAGCTG 0 2 114 20 218 20 59,748 59,330 37,100 42,400 0.921797 B 277 ACTGCCATGGTCATCGGACCACAGCTGTGACACTGGTCAACTAGTGGAGGAGTTGCCCCTCCATGATGGCACTCTGCCAGCTGTGACCtttttAAATTGAACATTTTATATTTCCTTTCCAGTGAGGCTCTCCctctctctctctctctctctctctCcacacacacacacacacacacacacacacacacacacaCTCAGCTGTTTCAGGGTTGGTGGGCCTCCTTTTGGCTCTCAGACTTGGGAGCCCACCCACAGTCCTTAATTGGACTGCAAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 121 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 21 4 106 ACCCAGACAGAGACAACACATAGAGGGGAGGgagaACCCAGACAGAGACAACACA GGGTTCAACTCTACATTCACTGG 21 4 80 20 185 23 58,504 58,996 37,200 40,000 5,499,707 B 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 121 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 21 4 107 AACCCAGACAGAGACAACACATAGAGGGGAGGga AACCCAGACAGAGACAACACA GGGTTCAACTCTACATTCACTGG 21 4 79 21 185 23 59,163 58,996 37,200 40,000 5,841,086 B 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 121 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 22 4 107 ACCCAGACAGAGACAACACATAGAGGGGAGGgagaACCCAGACAGAGACAACACA TGGGTTCAACTCTACATTCACTGG 21 4 80 20 186 24 58,504 60,505 37,200 40,000 6,000,924 B 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 136 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 21 0 183 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG GGGTTCAACTCTACATTCACTGG 0 4 3 20 185 23 59,464 58,996 44,500 40,000 4,539,908 D 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 136 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 22 0 183 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG GGGTTCAACTCTACATTCACTGGT 0 3 3 20 185 24 59,464 60,505 44,500 40,000 5,041,300 D 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:20923:53979 1 23 136 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 22 0 184 CTGAGTCTGCTCCTTCAGGGgagagagagagagagaga CTGAGTCTGCTCCTTCAGGG TGGGTTCAACTCTACATTCACTGG 0 4 3 20 186 24 59,464 60,505 44,500 40,000 5,041,125 D 187 GTCTGAGTCTGCTCCTTCAGGGgagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGATGAACCCAGACAGAGACAACACATAGAGGGGAGGgagagaGGGGgagagagagagagagagagagagagagagagagagagaGGAACCAGTGAATGTAGAGTTGAACCCAG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 6 15 191 CACCTTTGCTCACTATGGGAGTGGGTGAGGGTATG CACCTTTGCTCACTATGGGAGT GGTTGGGAGTGAGGGAGAGA 67 15 14 22 204 20 60,027 60,252 38,500 31,000 2,279,106 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 15 198 GCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGCTCATTCACCTTTGCTCACT GGTTGGGAGTGAGGGAGAGA 75 15 7 21 204 20 58,842 60,252 34,100 31,000 2,410,022 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 15 199 TGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGATGCTCATTCACCTTTGCTCAC GGTTGGGAGTGAGGGAGAGA 76 15 6 21 204 20 59,118 60,252 35,100 31,000 2,134,257 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 2 124 TCCTGAGAGTGGAGTGAGCCAGatatatatatatatata TCCTGAGAGTGGAGTGAGCC GGTTGGGAGTGAGGGAGAGA 2 15 81 20 204 20 60,613 60,252 47,000 31,000 0.865576 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 1 123 CCTGAGAGTGGAGTGAGCCAGatatatatatatatatataCCTGAGAGTGGAGTGAGCCA GGTTGGGAGTGAGGGAGAGA 1 15 82 20 204 20 60,902 60,252 47,500 31,000 1,154,332 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 0 122 CTGAGAGTGGAGTGAGCCAGatatatatatatatatatat CTGAGAGTGGAGTGAGCCAG GGTTGGGAGTGAGGGAGAGA 0 15 83 20 204 20 59,468 60,252 48,500 31,000 0.783942 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 15 179 CTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGCTATGGGAGTGGGTGAGGGT GGTTGGGAGTGAGGGAGAGA 57 15 26 20 204 20 60,327 60,252 43,400 31,000 0.578902 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 15 180 ACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAACTATGGGAGTGGGTGAGGG GGTTGGGAGTGAGGGAGAGA 58 15 25 20 204 20 60,327 60,252 43,000 31,000 0.578902 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25540:66373 1 103 67 19 2 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 15 177 ATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGG ATGGGAGTGGGTGAGGGTAT GGTTGGGAGTGAGGGAGAGA 55 15 28 20 204 20 59,653 60,252 27,300 31,000 0.599216 G 207 GGTTTTGCTCATTCACCTTTGCTCACTATGGGAGTGGGTGAGGGTATGTGTTGGTGTGAGGGGATCAGGATGATTGAGAATCCTGAGAGTGGAGTGAGCCAGatatatatatatatatatatatatatatatatatatatACACGcacacaCGCGcacacacacacacaCTCTcccccTCTCATtctctcCCTCACTCCCAACCCCG

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 9 0 121 GCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgGCGTTAGCTGTTGTACTGTCC CCATGGACTGTACCGGATCT 0 42 108 21 228 20 59,275 58,586 40,200 27,500 3,139,322 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 9 0 121 GCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgGCGTTAGCTGTTGTACTGTCC CCATGGACTGTACCGGATCTT 0 41 108 21 228 21 59,275 59,237 40,200 24,000 3,488,121 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 47 199 CCCgagagagaCACAGACACAagacagacagacAGAGTGCCCGAGAGAGACACAGACAC CACACCCATGGACTGTACCG 74 47 35 20 233 20 59,476 60,391 36,700 40,200 0.915097 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 44 196 CCCgagagagaCACAGACACAagacagacagacAGAGTGCCCGAGAGAGACACAGACAC ACCCATGGACTGTACCGGAT 74 44 35 20 230 20 59,476 60,326 36,700 41,800 0.850204 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 41 161 AGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTAGAGTGTCAGCTCGTGTACG CCATGGACTGTACCGGATCT 41 42 68 20 228 20 59,482 58,586 36,700 27,500 1,931,914 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 40 160 GAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTC GAGTGTCAGCTCGTGTACGG CCATGGACTGTACCGGATCT 40 42 69 20 228 20 60,455 58,586 40,200 27,500 1,868,779 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 36 156 GTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGGTCAGCTCGTGTACGGTCTG CCATGGACTGTACCGGATCT 36 42 73 20 228 20 60,455 58,586 35,100 27,500 1,868,779 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 4 121 GTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGGTCAGCTCGTGTACGGTCTG TCGAGATATACAGGAGCTGACAC 36 4 73 20 193 23 60,455 59,184 35,100 36,700 4,270,582 B 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 50 202 CCCgagagagaCACAGACACAagacagacagacAGAGTGCCCGAGAGAGACACAGACAC GCACACACCCATGGACTGTA 74 50 35 20 236 20 59,476 59,964 36,700 27,400 0.560130 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 44 172 gacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtg GACAGAGTGTCAGCTCGTGT GCACACACCCATGGACTGTA 44 50 65 20 236 20 59,688 59,964 44,900 27,400 0.348579 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 40 168 GAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTC GAGTGTCAGCTCGTGTACGG GCACACACCCATGGACTGTA 40 50 69 20 236 20 60,455 59,964 40,200 27,400 0.490784 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 36 164 GTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGGTCAGCTCGTGTACGGTCTG GCACACACCCATGGACTGTA 36 50 73 20 236 20 60,455 59,964 35,100 27,400 0.490784 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 13 134 gtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgGTGTGTGTCTCAGCGTTAGC CCCATGGACTGTACCGGATC 13 43 96 20 229 20 59,215 59,607 30,900 33,600 1,177,854 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 13 135 gtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgGTGTGTGTCTCAGCGTTAGC ACCCATGGACTGTACCGGAT 13 44 96 20 230 20 59,215 60,326 30,900 41,800 1,111,015 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:25986:9343 1 129 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 16 13 138 gtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgGTGTGTGTCTCAGCGTTAGC CACACCCATGGACTGTACCG 13 47 96 20 233 20 59,215 60,391 30,900 40,200 1,175,908 F 239 CGGTCtgtgtgtgtgtgtgTCTCAGTGTCAGCTCCCCgagagagaCACAGACACAagacagacagacAGAGTGTCAGCTCGTGTACGGTCTGTAtgtgtgtgTCTCAGCGTTAGCTGTTGTACTGTCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTCAGTGTCAGCTCCTGTATATCTCGAgtgtgtATCAGTTTAAGATCCGGTACAGTCCATGGgtgtgtGCCAT

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 1 1 5 38 240 aaaGACATCCGCCTGCATGTACatatatCtatatataTCc AAAGACATCCGCCTGCATGT TTAGGATACAGGCAGCGGAG 38 111 32 20 271 20 60,323 58,959 32,100 46,300 1,363,462 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 5 38 241 aaaGACATCCGCCTGCATGTACatatatCtatatataTCc AAAGACATCCGCCTGCATGT TTTAGGATACAGGCAGCGGA 38 112 32 20 272 20 60,323 58,508 32,100 55,400 1,814,484 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 5 38 241 aaaGACATCCGCCTGCATGTACatatatCtatatataTCc AAAGACATCCGCCTGCATGT TTTAGGATACAGGCAGCGGAG 38 111 32 20 272 21 60,323 59,587 32,100 46,300 1,735,526 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 36 173 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC GCCATGCAGGAGTTTGTTGG 36 46 34 20 206 20 60,179 60,038 29,000 37,700 0.217048 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 36 174 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC GGCCATGCAGGAGTTTGTTG 36 47 34 20 207 20 60,179 60,038 29,000 33,300 0.217048 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 36 235 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC GGATACAGGCAGCGGAGTTT 36 108 34 20 268 20 60,179 60,108 29,000 26,600 0.286727 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 36 237 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC TAGGATACAGGCAGCGGAGT 36 110 34 20 270 20 60,179 60,106 29,000 38,500 0.285240 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 12 139 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC AAACAGGAAAGGACCTTGCA 36 12 34 20 172 20 60,179 57,547 29,000 40,800 2,631,673 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 6 1 130 aGACATCCGCCTGCATGTACatatatCtatatataTCcac AGACATCCGCCTGCATGTAC AGGACCTTGCATTTGTATGTGC 36 1 34 20 163 22 60,179 59,507 29,000 45,700 2,672,351 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 172 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GCCATGCAGGAGTTTGTTGG 36 46 35 19 206 20 58,689 60,038 29,000 37,700 2,349,269 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 173 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GGCCATGCAGGAGTTTGTTG 36 47 35 19 207 20 58,689 60,038 29,000 33,300 2,349,269 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 187 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GAATGTGAGAGGCTGGCCAT 36 61 35 19 221 20 58,689 60,107 29,000 44,000 2,418,112 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 192 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC TGGTGGAATGTGAGAGGCTG 36 66 35 19 226 20 58,689 59,674 29,000 48,500 2,637,227 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 234 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GGATACAGGCAGCGGAGTTT 36 108 35 19 268 20 58,689 60,108 29,000 26,600 2,418,948 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 236 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC TAGGATACAGGCAGCGGAGT 36 110 35 19 270 20 58,689 60,106 29,000 38,500 2,417,461 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 240 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GATTTAGGATACAGGCAGCGGA 36 112 35 19 274 22 58,689 59,963 29,000 55,400 4,348,545 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 241 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC CGATTTAGGATACAGGCAGCG 36 114 35 19 275 21 58,689 58,938 29,000 51,800 4,373,067 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 36 242 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GCGATTTAGGATACAGGCAGC 36 115 35 19 276 21 58,689 59,199 29,000 52,500 4,112,472 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 12 138 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC AAACAGGAAAGGACCTTGCA 36 12 35 19 172 20 58,689 57,547 29,000 40,800 4,763,894 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 1 129 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC AGGACCTTGCATTTGTATGTGC 36 1 35 19 163 22 58,689 59,507 29,000 45,700 4,804,572 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 7 0 127 GACATCCGCCTGCATGTACatatatCtatatataTCcaca GACATCCGCCTGCATGTAC GACCTTGCATTTGTATGTGCG 36 0 35 19 161 21 58,689 58,481 29,000 53,400 4,830,242 B 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 8 34 171 ACATCCGCCTGCATGTACatatatCtatatataTCcacacaACATCCGCCTGCATGTACAT GCCATGCAGGAGTTTGTTGG 34 46 36 20 206 20 59,819 60,038 22,900 37,700 0.219088 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 8 34 235 ACATCCGCCTGCATGTACatatatCtatatataTCcacacaACATCCGCCTGCATGTACAT TAGGATACAGGCAGCGGAGT 34 110 36 20 270 20 59,819 60,106 22,900 38,500 0.287281 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:26271:22880 1 90 51 19 1.5 AC ACACACACACACGCACACACACACACACACACACACNA 0 0 8 12 137 ACATCCGCCTGCATGTACatatatCtatatataTCcacacaACATCCGCCTGCATGTACAT AAACAGGAAAGGACCTTGCA 34 12 36 20 172 20 59,819 57,547 22,900 40,800 2,633,714 F 287 TGTCTATCAAAGTTATAGAAGCTGAACAGaaaaaGACATCCGCCTGCATGTACatatatCtatatataTCcacacaAGTACTTGCACAAacacacacacacGcacacacacacacacacacacacacacacacacacacaCGCACATACAAATGCAAGGTCCTTTCCTGTTTTAGACTAGACTATTCCAACAAACTCCTGCATGGCCAGCCTCTCACATTCCACCATCTGCAAACTTGAGGTCATCCAAAACTCCGCTGCCTGTATCCTAAATCGCACCAACTTCTG

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 4 0 113 GGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtg GGAGAATACAAATGTGAGTGTGACG AATATCCCTCTCATCCCACTAAAC 0 26 57 25 169 24 60,164 57,559 43,500 20,100 11,605,040 B 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 1 114 GGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtGGGAGAATACAAATGTGAGTGTGAC AATATCCCTCTCATCCCACTAAAC 1 26 56 25 169 24 59,878 57,559 36,700 20,100 11,563,484 B 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 2 115 AGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgt AGGGAGAATACAAATGTGAGTGTGA AATATCCCTCTCATCCCACTAAAC 2 26 55 25 169 24 59,987 57,559 35,800 20,100 11,454,166 B 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 3 90 AGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgt AGGGAGAATACAAATGTGAGTGTG CTCTCCGTTACACACACCCA 3 5 55 24 144 20 58,751 59,323 38,200 45,100 5,925,929 F 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 2 90 AGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgt AGGGAGAATACAAATGTGAGTGTGA CTCTCCGTTACACACACCCA 2 5 55 25 144 20 59,987 59,323 35,800 45,100 5,690,367 F 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:29041:17764 1 82 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 2 91 AGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgt AGGGAGAATACAAATGTGAGTGTGA TCTCTCCGTTACACACACCC 2 6 55 25 145 20 59,987 59,036 35,800 46,100 5,977,041 F 240 TATTTGTGAGAGGGAAtgtgtgTgagagagagaAtgtgtgtgGCtgtgtgtgtgAGGGAGAATACAAATGTGAGTGTGACGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATGTGGgtgtgtgtAACGgagagaGTTTAGTGGGATGAGAGGGATATTTTGTtgtgtgTTtgtgtgtgtgagagagCCTGTACCtgtgtgtgtgtgtgtgtgtgtgtgAGGgtgtgtGC

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 4 16 250 TTCACTCAACCGTCCACACCCACACctctctATGTAAA TTCACTCAACCGTCCACACC GCGACTCTTCCACTCCTAGC 100 16 19 20 268 20 60,179 59,898 41,600 34,200 0.280646 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 16 258 TGGACTGCTTCACTCAACCGTCCACACCCACACctct TGGACTGCTTCACTCAACCG GCGACTCTTCCACTCCTAGC 108 16 11 20 268 20 60,250 59,898 44,400 34,200 0.351447 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 16 238 TCCACACCCACACctctctATGTAAATTACTGTTCATTaTCCACACCCACACCTCTCTAT GCGACTCTTCCACTCCTAGC 87 16 31 21 268 20 59,921 59,898 19,800 34,200 1,180,402 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 16 238 TCCACACCCACACctctctATGTAAATTACTGTTCATTaTCCACACCCACACCTCTCTA GCGACTCTTCCACTCCTAGC 88 16 31 20 268 20 59,514 59,898 24,300 34,200 0.587122 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 16 254 CTGCTTCACTCAACCGTCCACACCCACACctctctATG CTGCTTCACTCAACCGTCCA GCGACTCTTCCACTCCTAGC 104 16 15 20 268 20 60,250 59,898 40,200 34,200 0.351447 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 16 239 GTCCACACCCACACctctctATGTAAATTACTGTTCAT GTCCACACCCACACCTCTCT GCGACTCTTCCACTCCTAGC 89 16 30 20 268 20 61,122 59,898 31,000 34,200 1,223,598 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 139 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG TCCTAGCACTGTCATCTGACT 2 2 117 20 255 21 59,377 57,907 43,000 34,100 3,715,722 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 152 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG GCGACTCTTCCACTCCTAGC 2 16 117 20 268 20 59,377 59,898 43,000 34,200 0.724243 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 155 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG ACAGCGACTCTTCCACTCCT 2 19 117 20 271 20 59,377 60,541 43,000 36,900 1,163,494 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 156 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG AACAGCGACTCTTCCACTCC 2 20 117 20 272 20 59,377 59,681 43,000 38,500 0.941426 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 1 139 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG TCCTAGCACTGTCATCTGACTT 2 1 117 20 255 22 59,377 58,565 43,000 30,100 4,057,940 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2215:8227:20770 1 139 94 19 1.5 AG AGAGAGGCAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 139 AGAAATGTGCAGAGGGAgggggagagagGCagagaga AGAAATGTGCAGAGGGAGGG TCCTAGCACTGTCATCTGACTTT 2 0 117 20 255 23 59,377 59,165 43,000 26,600 4,457,477 F 277 GGCCTGTTTGTGGACTGCTTCACTCAACCGTCCACACCCACACctctctATGTAAATTACTGTTCATTaaaaaaaCATAGCCACAATGTTATAAGGTGAGCAGAGATGGAGTAGCTAGAAATGTGCAGAGGGAgggggagagagGCagagagagagagagagagagagagagagagagagagagGgagagagagagagaCagagagagagAAagagagagagagagagagagAAAGTCAGATGACAGTGCTAGGAGTGGAAGAGTCGCTGTTAATTA

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 1 1 7 3 240 ACAACCACCAAacacacTCGAACACATATGCTCAAACACAACCACCAAACACACTCG GTGTTTGTGCACACAGGCC 88 3 15 20 254 19 58,908 60,227 41,800 51,900 2,318,482 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 3 240 ACAACCACCAAacacacTCGAACACATATGCTCAAACACAACCACCAAACACACTCGA GTGTTTGTGCACACAGGCC 87 3 15 21 254 19 60,339 60,227 40,400 51,900 2,566,192 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 3 241 AACAACCACCAAacacacTCGAACACATATGCTCAAAAACAACCACCAAACACACTCG GTGTTTGTGCACACAGGCC 88 3 14 21 254 19 59,529 60,227 41,800 51,900 2,697,835 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 1 153 caGATAAACAGGCAACCACAGGAatatatCcacacaca CAGATAAACAGGCAACCACAGG GTTTGTGCACACAGGCCTG 1 1 100 22 252 19 59,511 59,934 40,000 48,500 3,555,586 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 1 158 GcacacaGATAAACAGGCAACCACAGGAatatatCcac GCACACAGATAAACAGGCAACC GTTTGTGCACACAGGCCTG 6 1 95 22 252 19 60,352 59,934 37,700 48,500 3,417,995 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 1 238 ACAACCACCAAacacacTCGAACACATATGCTCAAACACAACCACCAAACACACTCG GTTTGTGCACACAGGCCTG 88 1 15 20 252 19 58,908 59,934 41,800 48,500 2,157,795 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 7 0 152 aGATAAACAGGCAACCACAGGAatatatCcacacacac AGATAAACAGGCAACCACAGGA GTTTGTGCACACAGGCCTG 0 1 101 22 252 19 59,625 59,934 38,600 48,500 3,441,431 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 9 3 236 CCACCAAacacacTCGAACACATATGCTCAAACAAAT CCACCAAACACACTCGAACAC GTGTTTGTGCACACAGGCC 83 3 19 21 254 19 59,937 60,227 33,200 51,900 2,290,414 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:11911:50392 1 123 110 19 2 AC ATATATCCACACACACACACACACACACACACACACNA 0 0 9 1 234 CCACCAAacacacTCGAACACATATGCTCAAACAAAT CCACCAAACACACTCGAACAC GTTTGTGCACACAGGCCTG 83 1 19 21 252 19 59,937 59,934 33,200 48,500 2,129,726 G 260 CACTCCGAAAAGAAACAACCACCAAacacacTCGAACACATATGCTCAAACAAATCACCCATACACATTAGCATGGACATAAACACATACAGAAGcacacaGATAAACAGGCAACCACAGGAatatatCcacacacacacacacacacacacacacacacacacacaCTctcacactcacactcacaCACACTcacacacaGTcacacacaAGCACATACGTacacacacacGCAGGCCtgtgtgCACAAACACAGACAT

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 16 171 ATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTAATGGGTTCAAGGGCTTGGTT GCAGTCAGGCATGTAAAGGG 77 16 7 20 177 20 59,809 58,902 36,700 39,500 1,288,865 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 41 195 ATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTAATGGGTTCAAGGGCTTGGTT GTGCCTGGCCAAAGCAATC 77 41 7 20 201 19 59,809 60,080 36,700 26,700 1,270,427 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 16 117 GCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCGCCAGTGCAAGGTACGTTTC GCAGTCAGGCATGTAAAGGG 23 16 61 20 177 20 59,763 58,902 27,800 39,500 1,335,548 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 16 135 TTCACCACTGAGATGCTGGCCAGTGCAAGGTACGT TTCACCACTGAGATGCTGGC GCAGTCAGGCATGTAAAGGG 41 16 43 20 177 20 60,322 58,902 48,500 39,500 1,419,969 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 46 201 ATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTAATGGGTTCAAGGGCTTGGTT ATCCAAGTGCCTGGCCAAAG 77 46 7 20 207 20 59,809 60,902 36,700 27,700 1,092,395 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 42 197 ATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTAATGGGTTCAAGGGCTTGGTT AAGTGCCTGGCCAAAGCAAT 77 42 7 20 203 20 59,809 61,123 36,700 35,600 1,314,061 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 41 165 TTCACCACTGAGATGCTGGCCAGTGCAAGGTACGT TTCACCACTGAGATGCTGGC ATCCAAGTGCCTGGCCAAAG 41 46 43 20 207 20 60,322 60,902 48,500 27,700 1,223,500 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 23 147 GCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCGCCAGTGCAAGGTACGTTTC ATCCAAGTGCCTGGCCAAAG 23 46 61 20 207 20 59,763 60,902 27,800 27,700 1,139,079 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:28524:57583 1 104 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 125 GGTGTTCCTCCCTCTCCCTTCcacacacacacacacacac GGTGTTCCTCCCTCTCCCTT ATCCAAGTGCCTGGCCAAAG 1 46 83 20 207 20 60,548 60,902 39,500 27,700 1,449,535 F 225 GTGACTATGGGTTCAAGGGCTTGGTTCCAGCATCGACACCTATTCACCACTGAGATGCTGGCCAGTGCAAGGTACGTTTCAAGGTGTTCCTCCCTCTCCCTTCcacacacacacacacacacacacacacacacacacacaCCAccccccccACAATCCCTTTACATGCCTGACTGCTATGAGATTGCTTTGGCCAGGCACTTGGATGTGCTGCTTTCTGGCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 13 16 140 ACTCCCACTCACTTCTACTTacacacAGACACAAacac ACTCCCACTCACTTCTACTTACAC AGAGTATAAGTGTGTGTATATCTGTGT 35 16 83 24 222 27 59,476 57,590 29,000 37,200 13,933,475 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 16 140 ACTCCCACTCACTTCTACTTacacacAGACACAAacac ACTCCCACTCACTTCTACTTACA AGAGTATAAGTGTGTGTATATCTGTGT 36 16 83 23 222 27 58,262 57,590 24,100 37,200 14,147,496 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 18 140 TCCCACTCACTTCTACTTacacacAGACACAAacacacTTCCCACTCACTTCTACTTACACAC AGAGAGTATAAGTGTGTGTATATCTGT 33 18 85 24 224 27 59,720 57,145 38,200 34,100 14,134,842 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 10 111 acacacAGACACAAacacacTAtctctctcACTCCCACTca ACACACAGACACAAACACACT GTGTGTGTATATCTGTGTCAGTGT 18 10 103 21 213 24 58,222 58,530 35,500 35,500 8,248,667 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 10 112 acacacAGACACAAacacacTAtctctctcACTCCCACTca ACACACAGACACAAACACACT AGTGTGTGTATATCTGTGTCAGTGT 18 10 103 21 214 25 58,222 59,756 35,500 35,500 8,022,252 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 142 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 21 2 98 acacacTAtctctctcACTCCCACTcacacacacacacacaca ACACACTATCTCTCTCACTCCCA AGTGTGTGTATATCTGTGTCAGTGT 2 10 117 23 214 25 59,989 59,756 43,700 35,500 8,254,650 F 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 1 16 10 207 ACTCCCACCcacacacaAtctctctcACTCCCACTcacaca ACTCCCACCCACACACAATC GTGTGTGTATATCTGTGTCAGTGT 15 10 7 20 213 24 59,890 58,530 26,700 35,500 5,580,854 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 16 10 208 ACTCCCACCcacacacaAtctctctcACTCCCACTcacaca ACTCCCACCCACACACAATC AGTGTGTGTATATCTGTGTCAGTGT 15 10 7 20 214 25 59,890 59,756 26,700 35,500 5,354,440 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 16 10 209 cACTCCCACCcacacacaAtctctctcACTCCCACTcacacaCACTCCCACCCACACACAAT AGTGTGTGTATATCTGTGTCAGTGT 16 10 6 20 214 25 60,179 59,756 27,100 35,500 5,422,946 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 19 0 188 acaAtctctctcACTCCCACTcacacacacaATCTCACTCC ACAATCTCTCTCACTCCCACT TGTATATCTGTGTCAGTGTAATGTTAC 0 2 21 21 208 27 57,817 57,202 40,000 25,000 12,980,443 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 19 0 189 acaAtctctctcACTCCCACTcacacacacaATCTCACTCC ACAATCTCTCTCACTCCCACT GTGTATATCTGTGTCAGTGTAATGTT 0 4 21 21 209 26 57,817 57,296 40,000 27,100 11,886,491 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2216:6421:66232 1 42 138 19 3 AC CACACACACAATCTCACTCCCACACACACACAGTCT NA 0 0 20 0 189 cacaAtctctctcACTCCCACTcacacacacaATCTCACTCCCACAATCTCTCTCACTCCCACT TGTATATCTGTGTCAGTGTAATGTTAC 0 2 20 22 208 27 59,169 57,202 40,000 25,000 12,628,479 G 225 tctctcACTCCCACCcacacacaAtctctctcACTCCCACTcacacacacaATCTCACTCCcacacacacacaGtctctctcACTCCCACTCACTTCTACTTacacacAGACACAAacacacTAtctctctcACTCCCACTcacacacacacacacacacacacacacacacacacacaGAGTAACATTACACTGACACAGATATacacacacTTATActctctC

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 3 96 TTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacac TTTCACCTTTGTGTACTTGAATCTT TGGTAGCTGACTGAACAGGG 10 3 133 25 228 20 57,361 59,023 24,000 44,500 8,615,753 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 3 97 TTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacac TTTCACCTTTGTGTACTTGAATCTT TTGGTAGCTGACTGAACAGGG 10 3 133 25 229 21 57,361 59,652 24,000 44,500 8,986,820 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 2 95 TTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacac TTTCACCTTTGTGTACTTGAATCTT GGTAGCTGACTGAACAGGGA 10 2 133 25 227 20 57,361 58,733 24,000 42,000 8,906,234 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 205 GTGATTAACATGAGCCcacacaAAATGATTGTTCTTT GTGATTAACATGAGCCCACACA TGGTAGCTGACTGAACAGGG 122 3 24 22 228 20 58,919 59,023 37,200 44,500 4,057,702 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 207 caGTGATTAACATGAGCCcacacaAAATGATTGTTCT CAGTGATTAACATGAGCCCACAC TGGTAGCTGACTGAACAGGG 123 3 22 23 228 20 59,872 59,023 38,200 44,500 4,104,189 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:10023:67340 1 168 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 3 209 cacaGTGATTAACATGAGCCcacacaAAATGATTGTTCCACAGTGATTAACATGAGCCCAC TGGTAGCTGACTGAACAGGG 125 3 20 23 228 20 59,872 59,023 46,100 44,500 4,104,189 F 250 ATCCCTCTGTATTTTcacacacaGTGATTAACATGAGCCcacacaAAATGATTGTTCTTTTCAATTAATAAGTATCTGCCTATGTAAATTGATACTCTTAAAGGATCTTGATATGTCACTTGTATTTTAACTTTTCACCTTTGTGTACTTGAATCTTAttttttAAGcacacacacacacacacacacacacacacacacacacaCTTCCCTGTTCAGTCAGCTACCAAAAGATAGCTCATTCTCTGATT

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 29 140 TGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgT TGACACTTTGTTGATCTGTTCCT CACACACATGCACACGTGTA 29 30 31 23 170 20 58,219 59,066 33,600 29,000 5,714,610 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 28 140 TGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgT TGACACTTTGTTGATCTGTTCCTC CACACACATGCACACGTGTA 28 30 31 24 170 20 59,184 59,066 37,100 29,000 5,750,181 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 13 113 TCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtg TCCTCTGTGTTTGTGTGTGT TGCACACGTGTACACAGACA 13 22 50 20 162 20 57,220 59,826 37,200 34,100 2,953,463 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 28 140 TCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgt TCTGACACTTTGTTGATCTGTTCC CACACATGCACACGTGTACA 30 28 29 24 168 20 59,184 59,066 36,200 29,000 5,750,181 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 14 116 TGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtg TGTTCCTCTGTGTTTGTGTGTG TGCACACGTGTACACAGACA 14 22 47 22 162 20 59,253 59,826 38,200 34,100 2,920,611 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 13 115 GTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgt GTTCCTCTGTGTTTGTGTGTGT TGCACACGTGTACACAGACA 13 22 48 22 162 20 59,253 59,826 37,200 34,100 2,921,154 F 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 14 3 175 TGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtg TGTTCCTCTGTGTTTGTGTGTG ACACACACATACACGTGCAC 14 3 47 22 221 20 59,253 59,066 38,200 45,700 3,681,399 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 3 191 TGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgT TGACACTTTGTTGATCTGTTCCT ACACACACATACACGTGCAC 29 3 31 23 221 20 58,219 59,066 33,600 45,700 5,715,310 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 173 GTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgt GTTCCTCTGTGTTTGTGTGTGT CACACACATACACGTGCACA 13 2 48 22 220 20 59,253 59,066 37,200 45,700 3,681,242 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 174 TGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtg TGTTCCTCTGTGTTTGTGTGTG CACACACATACACGTGCACA 14 2 47 22 220 20 59,253 59,066 38,200 45,700 3,680,700 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 190 TGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgT TGACACTTTGTTGATCTGTTCCTC CACACACATACACGTGCACA 28 2 31 24 220 20 59,184 59,066 37,100 45,700 5,750,181 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:15006:2522 1 83 116 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 190 TGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgT TGACACTTTGTTGATCTGTTCCT CACACACATACACGTGCACA 29 2 31 23 220 20 58,219 59,066 33,600 45,700 5,714,610 G 258 CAGCATTTTCTGtttttATTACTGTATTTCTGACACTTTGTTGATCTGTTCCTCTGTGTTtgtgtgtgTATGtatataTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGCGCATGCACCtgtgtgtgTCTGTGTACACGTGTGCAtgtgtgtgCGCGTGCgtgtgtgtgtgtCtgtgtgtgTCTGTGCACGTGTAtgtgtgtgTATAtgtgtgtgtgtgCAtgtgtgTCGTGCACACTTGC

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 74 19 2 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 1 1 8 0 116 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG AGACCGGAGAACCAAAGAGG 2 0 2 20 117 20 60,179 59,023 43,000 36,900 1,156,545 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 74 19 2 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 10 3 130 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTACTCTGCCTCTCTCGTTTCG CGAGTGAGAGAGAAGACCGG 3 13 1 20 130 20 59,476 59,270 34,600 52,800 1,254,231 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 74 19 2 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 10 2 129 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG CGAGTGAGAGAGAAGACCGG 2 13 2 20 130 20 60,179 59,270 43,000 52,800 0.909415 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 1 10 3 192 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTACTCTGCCTCTCTCGTTTCG GGAACCTGAGATAGAGAGGACG 3 4 1 20 192 22 59,476 59,118 34,600 47,900 3,406,103 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 10 2 191 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG GGAACCTGAGATAGAGAGGACG 2 4 2 20 192 22 60,179 59,118 43,000 47,900 3,061,287 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 11 2 191 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG GGAACCTGAGATAGAGAGGACGA 2 3 2 20 192 23 60,179 60,434 43,000 42,000 3,613,032 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 12 1 188 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG ACCTGAGATAGAGAGGACGAGT 2 1 2 20 189 22 60,179 59,225 43,000 41,800 2,954,534 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 12 1 189 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTACTCTGCCTCTCTCGTTTCG ACCTGAGATAGAGAGGACGAGT 3 1 1 20 189 22 59,476 59,225 34,600 41,800 3,299,350 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16579:27468 1 24 143 19 4 AG CTCTCTCTCTCTCTCATTCTCACTCTCTTTTTTCGTTCTNA 0 0 14 0 187 CTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCCTCTGCCTCTCTCGTTTCGG CCTGAGATAGAGAGGACGAGTG 2 0 2 20 188 22 60,179 58,862 43,000 35,100 3,317,455 G 204 ACTCTGCctctctCGTTTCGGCCctctctctctctctCATTCTCActctcttttttCGTtctctctctctctctctctctctctctctctctctctcCCTCTTTGGTTCTCCGGTCTtctctctcACTCGTCctctctctctctctCACTCGTCctctctctctctCACTCGTCctctctATCTCAGGTTCCCTATCACCCTGG

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 1 1 4 0 140 AGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAGATGCTCTATCTCTCACACGC TGAGCATTAACCAGGGTCCC 24 0 22 22 161 20 59,707 59,376 53,400 44,600 2,916,845 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 0 0 4 0 140 GATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAGATGCTCTATCTCTCACACGCT CTGAGCATTAACCAGGGTCCC 23 0 23 22 162 21 59,707 60,409 50,700 44,600 3,701,944 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 0 0 6 1 140 ATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAATGCTCTATCTCTCACACGCTC CCTGAGCATTAACCAGGGTCC 22 1 24 22 163 21 59,707 60,409 50,300 44,600 3,701,944 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 0 0 10 0 128 tctcACACGCTCTcacacaGGCAcccccAAACAAacacac TCTCACACGCTCTCACACAG TGAGCATTAACCAGGGTCCC 14 0 34 20 161 20 59,688 59,376 36,600 44,600 0.935826 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 0 0 10 0 129 ctctcACACGCTCTcacacaGGCAcccccAAACAAacaca CTCTCACACGCTCTCACACA TGAGCATTAACCAGGGTCCC 15 0 33 20 161 20 59,688 59,376 37,200 44,600 0.935826 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:16731:63173 1 68 74 19 2 AC ACACACACACACACAAACACAAAAATACGCACACA NA 0 0 10 0 130 tctctcACACGCTCTcacacaGGCAcccccAAACAAacac TCTCTCACACGCTCTCACAC TGAGCATTAACCAGGGTCCC 16 0 32 20 161 20 59,406 59,376 38,200 44,600 1,217,342 G 172 GATTATCTTAAAGCTTCACTTAGATGCTCTAtctctcACACGCTCTcacacaGGCAcccccAAACAAacacacacacacacAAACACaaaaaTACGcacacacacacacacacacacacacacacacacacacaTacacacGGGACCCTGGTTAATGCTCAGGGGACGAGCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 1 1 13 29 196 TGGTCATTGGGAATAGTGTGCTATGCAACAATGAC TGGTCATTGGGAATAGTGTGCT TCCCTCTCTCTCATTCCCTCA 38 29 2 22 197 21 59,691 59,067 44,000 38,600 4,241,622 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 0 0 13 29 197 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGA GTGGTCATTGGGAATAGTGTGC TCCCTCTCTCTCATTCCCTCA 39 29 1 22 197 21 59,576 59,067 45,700 38,600 4,356,589 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 0 0 13 20 178 TGCTATGCAACAATGACTGACCATGAAAAgggggAA TGCTATGCAACAATGACTGACC TCCCTCTCTCTCATTCCCTCA 20 29 20 22 197 21 59,251 59,067 40,200 38,600 4,682,127 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 0 0 13 19 177 GCTATGCAACAATGACTGACCATGAAAAgggggAAGGCTATGCAACAATGACTGACCA TCCCTCTCTCTCATTCCCTCA 19 29 21 22 197 21 59,251 59,067 40,200 38,600 4,682,127 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 0 0 15 28 195 TGGTCATTGGGAATAGTGTGCTATGCAACAATGAC TGGTCATTGGGAATAGTGTGCT CCCTCTCTCTCATTCCCTCAC 38 28 2 22 196 21 59,691 58,961 44,000 35,100 4,347,229 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:18903:14160 1 62 86 19 2 AG AGAGAGAGAGGGGGGAGGGGGAGAGGGGGAGA NA 0 0 15 19 176 GCTATGCAACAATGACTGACCATGAAAAgggggAAGGCTATGCAACAATGACTGACCA CCCTCTCTCTCATTCCCTCAC 19 28 21 22 196 21 59,251 58,961 40,200 35,100 4,787,735 G 208 GTGGTCATTGGGAATAGTGTGCTATGCAACAATGACTGACCATGAAAAgggggAAGGGGAAagagagagaggggggAgggggAGAGGGGgagagagagagagagagagagagagagagagagagagaCagagagGgagagagagagaGGGTGAAGgagagaCAAagagagagATAGTGAGGGAATgagagagaGGGAGAAACAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 11 0 124 TAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctcTAGCTTGTTTCCGTTCCGCC GGGAGGGAGAGGGAGATTG 11 0 107 20 230 19 60,952 58,153 61,300 26,700 3,799,212 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 125 CTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctc CTAGCTTGTTTCCGTTCCGC GGGAGGGAGAGGGAGATTG 12 0 106 20 230 19 59,557 58,153 55,400 26,700 3,289,900 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 188 CTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtc CTGTGTTCAGTTCTGCAAGCA GGGAGGGAGAGGGAGATTG 74 0 43 21 230 19 59,328 58,153 39,100 26,700 4,519,564 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 189 GCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtGCTGTGTTCAGTTCTGCAAGC GGGAGGGAGAGGGAGATTG 75 0 42 21 230 19 60,599 58,153 40,100 26,700 4,446,125 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 191 TGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTC TGGCTGTGTTCAGTTCTGCA GGGAGGGAGAGGGAGATTG 78 0 40 20 230 19 60,107 58,153 44,100 26,700 2,954,465 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA
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ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 199 GCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGGCTGACTCTGGCTGTGTTCA GGGAGGGAGAGGGAGATTG 86 0 32 20 230 19 60,250 58,153 31,800 26,700 3,097,240 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 136 TGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACTGCTGCTGACTCTAGCTTGT GGGAGGGAGAGGGAGATTG 23 0 95 20 230 19 59,028 58,153 31,600 26,700 3,819,335 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 200 TGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTC TGCTGACTCTGGCTGTGTTC GGGAGGGAGAGGGAGATTG 87 0 31 20 230 19 60,250 58,153 31,800 26,700 3,097,240 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:23013:60272 1 138 74 19 1.5 AG CTCTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 0 140 AATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCC AATGTGCTGCTGACTCTAGCT GGGAGGGAGAGGGAGATTG 26 0 91 21 230 19 59,446 58,153 33,200 26,700 4,401,361 B 241 TTACCTTTCATTTTCACCTCCTTAAGGTGCTGCTGACTCTGGCTGTGTTCAGTTCTGCAAGCATTCGTACACTTCCTtctctcCCTTCTAAATGTGCTGCTGACTCTAGCTTGTTTCCGTTCCGCCCTCACACTTTCctctctctctGtctctctctctctctctctctctctctctctctctctcTGtctctctctcCctctctctctctCAATCTCCCTCTCCCTCCCCTGAAGGTGCA

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 1 1 10 0 171 CTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctc CTCTGTCTATCTGCCTTTGTCG TGACATTGCGTGCCATTGTG 0 84 6 22 176 20 58,557 60,039 43,500 33,300 3,482,384 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 11 0 94 TCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctct TCTCTGTCTATCTGCCTTTGTCG GATTGAAGCTGCGTGATGGA 0 6 5 23 98 20 59,871 58,627 43,500 34,100 4,502,044 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 11 0 95 TCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctct TCTCTGTCTATCTGCCTTTGTCG TGATTGAAGCTGCGTGATGG 0 7 5 23 99 20 59,871 58,911 43,500 35,100 4,218,575 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 11 0 95 TCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctct TCTCTGTCTATCTGCCTTTGTCG TGATTGAAGCTGCGTGATGGA 0 6 5 23 99 21 59,871 60,339 43,500 34,100 4,468,422 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 11 0 171 TCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctct TCTCTGTCTATCTGCCTTTGTCG GACATTGCGTGCCATTGTGA 0 83 5 23 175 20 59,871 59,759 43,500 35,800 3,370,141 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:30695:39616 1 28 45 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGNA 0 0 11 0 172 TCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctct TCTCTGTCTATCTGCCTTTGTCG TGACATTGCGTGCCATTGTG 0 84 5 23 176 20 59,871 60,039 43,500 33,300 3,168,809 B 186 TCTTTCTCTGTCTATCTGCCTTTGTCGctctctctctctctctctctctctctctctctctctctGtctctcTGATATTCCATCACGCAGCTTCAATCAAGTTCTCACCGAAATGCAAACATAATGTCATTGCCATGCCATTCTGGCACTTTCTATCACAATGGCACGCAATGTCATGAAAAGTGC

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 27 147 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCATC GGCTATGTCAACTGGGCACT 41 27 75 21 221 20 60,337 60,035 39,100 44,000 1,372,222 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 70 240 GTCTACAGACAGTTGTCCATATTCTGTTTAAAATGT GTCTACAGACAGTTGTCCATATTCT TTGTCCAATAACACAGCTACACT 84 70 28 25 267 23 58,131 58,032 24,000 35,500 11,836,882 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 70 240 GTCTACAGACAGTTGTCCATATTCTGTTTAAAATGT GTCTACAGACAGTTGTCCATATTCTGT TTGTCCAATAACACAGCTACACT 82 70 28 27 267 23 60,578 58,032 34,100 35,500 12,546,066 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 70 240 GTCTACAGACAGTTGTCCATATTCTGTTTAAAATGT GTCTACAGACAGTTGTCCATATTCTG TTGTCCAATAACACAGCTACACT 83 70 28 26 267 23 59,246 58,032 30,200 35,500 11,722,468 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 42 192 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT TGTCCAATAACACAGCTACACT 42 70 75 20 266 22 59,319 57,383 44,000 35,500 5,298,428 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 28 148 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT AGGCTATGTCAACTGGGCAC 42 28 75 20 222 20 59,319 60,035 44,000 50,100 0.716231 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 27 147 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT GGCTATGTCAACTGGGCACT 42 27 75 20 221 20 59,319 60,035 44,000 44,000 0.716231 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 16 137 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT ACTGGGCACTAGATGAAACCA 42 16 75 20 211 21 59,319 59,015 44,000 36,700 2,666,334 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 16 138 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT AACTGGGCACTAGATGAAACCA 42 16 75 20 212 22 59,319 59,625 44,000 36,700 3,056,349 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 15 137 GCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCGCACCTTTCACCTTTGGCAT ACTGGGCACTAGATGAAACCAT 42 15 75 20 211 22 59,319 59,422 44,000 35,500 3,259,196 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 28 191 ACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGT ACAGACAGTTGTCCATATTCTGT AGGCTATGTCAACTGGGCAC 82 28 32 23 222 20 57,510 60,035 34,100 50,100 5,524,847 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:5903:68851 1 137 38 19 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 5 27 190 ACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGT ACAGACAGTTGTCCATATTCTGT GGCTATGTCAACTGGGCACT 82 27 32 23 221 20 57,510 60,035 34,100 44,000 5,524,847 B 267 aaaaaGAAAATTAACTACAAACTCTGTGTCTACAGACAGTTGTCCATATTCTGTTTAAAATGTTAGTGGGTTGGGCACCTTTCACCTTTGGCATCTAGTTTTGAGTCCACCCCAGACTGATGGGAATAAAAGTCTCctctctctctctctctctctctctctctctctctctctCGATtgtgtgTTTGTATGGTTTCATCTAGTGCCCAGTTGACATAGCCTACAGTACAAGAAAATCCTTGTTAGTGTAGCTGTGTTATTGGACAA

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 44 186 GCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGCTGACCCGAGAGAAACAGG CACCAAGATCTGCTCCCAGG 44 48 23 20 208 20 60,390 60,107 40,000 44,500 0.497784 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 44 250 GCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGCTGACCCGAGAGAAACAGG TCCACTCCTTTGCTGTGCTT 44 112 23 20 272 20 60,390 59,817 40,000 39,100 0.573963 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 44 251 GCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGCTGACCCGAGAGAAACAGG CTCCACTCCTTTGCTGTGCT 44 113 23 20 273 20 60,390 60,251 40,000 44,000 0.641112 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 44 252 GCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGCTGACCCGAGAGAAACAGG TCTCCACTCCTTTGCTGTGC 44 114 23 20 274 20 60,390 60,250 40,000 45,700 0.640939 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 117 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT TCGGGATTTGGTTCACACCC 9 14 58 20 174 20 59,883 60,251 43,400 46,100 0.368329 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 122 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT CTGGCTCGGGATTTGGTTCA 9 19 58 20 179 20 59,883 60,322 43,400 31,800 0.439796 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 123 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT ACTGGCTCGGGATTTGGTTC 9 20 58 20 180 20 59,883 60,323 43,400 36,200 0.439886 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 151 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT CACCAAGATCTGCTCCCAGG 9 48 58 20 208 20 59,883 60,107 43,400 44,500 0.224653 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 155 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT AAGGCACCAAGATCTGCTCC 9 52 58 20 212 20 59,883 60,035 43,400 47,000 0.152011 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 215 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT TCCACTCCTTTGCTGTGCTT 9 112 58 20 272 20 59,883 59,817 43,400 39,100 0.300832 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 216 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT CTCCACTCCTTTGCTGTGCT 9 113 58 20 273 20 59,883 60,251 43,400 44,000 0.367980 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2217:9861:18889 1 87 54 19 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 9 217 AGTAAGTGGGAGCAGAGGGTAAAAggggggagagag AGTAAGTGGGAGCAGAGGGT TCTCCACTCCTTTGCTGTGC 9 114 58 20 274 20 59,883 60,250 43,400 45,700 0.367807 G 276 gagagagagagagagaagagagGCTGACCCgagagaAACAGGAAGGAATCAGACAAAAGTAAGTGGGAGCAGAGGGTAAAAggggggagagagagagagagagagagagagagagagagagagaGCGATCgagagagagaAGGGGAGGCTCACTGGGTGTGAACCAAATCCCGAGCCAGTGGTCAGCCCCTGGGAGCAGATCTTGGTGCCTTCTGCTCCCAGTGGCAGGGAGTGGGGTggggggAGGTCAGTAAGCACAGCAAAGGAGTGGAGACC

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 9 5 126 AGTAAGTcacacacaCGCACATACATacacacacacacacAGTAAGTCACACACACGCACA TGTTTGGGAGTGTCAAGAAGA 5 41 3 21 128 21 60,135 57,076 45,700 28,700 5,059,050 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 266 AGTAAGTcacacacaCGCACATACATacacacacacacacAGTAAGTCACACACACGCACA GGCAATATCAGTCTGAATTCTGAGT 5 177 3 21 268 25 60,135 58,946 45,700 34,100 7,189,231 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 267 AGTAAGTcacacacaCGCACATACATacacacacacacacAGTAAGTCACACACACGCACA TGGCAATATCAGTCTGAATTCTGA 5 179 3 21 269 24 60,135 58,007 45,700 32,700 7,127,991 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 267 AGTAAGTcacacacaCGCACATACATacacacacacacacAGTAAGTCACACACACGCACA TGGCAATATCAGTCTGAATTCTGAG 5 178 3 21 269 25 60,135 58,946 45,700 33,500 7,188,586 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 121 GTcacacacaCGCACATACATacacacacacacacacacac GTCACACACACGCACATACA TGTTTGGGAGTGTCAAGAAGA 1 41 8 20 128 21 58,787 57,076 22,900 28,700 5,137,605 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:10734:14916 1 29 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 1 122 AGTcacacacaCGCACATACATacacacacacacacacacaAGTCACACACACGCACATACA TGTTTGGGAGTGTCAAGAAGA 1 41 7 21 128 21 60,202 57,076 22,900 28,700 5,126,588 F 274 CAAGTAAGTcacacacaCGCACATACATacacacacacacacacacacacacacacacacacacacAGATACCAACATTTCCAATAATTTCCAATAACATTATTATATCTTCTTGACACTCCCAAACATTTTAGAAATTTACATGACAATGCTGTCGATGtttttttAATGGAACTGTTAACCAATTTATCTTAAATAGCATTAAACTAGgagagaAGAAAAGTGATAATATCTTATTGATGTACTCAGAATTCAGACTGATATTGCCAAAAGT

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 4 2 103 AGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCAGCCGCGTCTTATTGAGTCG CCCACGATCTTCTGACTCGC 23 2 153 20 255 20 60,526 60,527 41,800 50,300 1,052,192 B 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 2 237 CGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGAT CGCTTGCAGTTCATGGCATT CCCACGATCTTCTGACTCGC 157 2 19 20 255 20 60,109 60,527 35,600 50,300 0.635516 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 102 AGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCAGCCGCGTCTTATTGAGTCG CCACGATCTTCTGACTCGCA 23 1 153 20 254 20 60,526 59,829 41,800 51,000 0.696899 B 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 103 CAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCAGCCGCGTCTTATTGAGTC CCACGATCTTCTGACTCGCA 24 1 152 20 254 20 59,076 59,829 33,600 51,000 1,095,321 B 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 104 tCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctC TCAGCCGCGTCTTATTGAGT CCACGATCTTCTGACTCGCA 25 1 151 20 254 20 59,469 59,829 34,100 51,000 0.701975 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 183 TGGCAAACACTAACCATGCATAATCTGTCGATAGAGTGGCAAACACTAACCATGCA CCACGATCTTCTGACTCGCA 104 1 72 20 254 20 58,303 59,829 39,600 51,000 1,868,514 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 184 TTGGCAAACACTAACCATGCATAATCTGTCGATAGATTGGCAAACACTAACCATGCA CCACGATCTTCTGACTCGCA 104 1 71 21 254 20 58,965 59,829 39,600 51,000 2,206,109 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 186 AGTTGGCAAACACTAACCATGCATAATCTGTCGATAAGTTGGCAAACACTAACCATGC CCACGATCTTCTGACTCGCA 105 1 69 22 254 20 59,964 59,829 40,600 51,000 2,207,063 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 194 ACCTGGAGAGTTGGCAAACACTAACCATGCATAAT ACCTGGAGAGTTGGCAAACA CCACGATCTTCTGACTCGCA 115 1 61 20 254 20 59,449 59,829 28,300 51,000 0.722144 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 236 CGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGAT CGCTTGCAGTTCATGGCATT CCACGATCTTCTGACTCGCA 157 1 19 20 254 20 60,109 59,829 35,600 51,000 0.280223 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 240 CTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTCTTCCGCTTGCAGTTCATGG CCACGATCTTCTGACTCGCA 161 1 15 20 254 20 59,830 59,829 36,600 51,000 0.340903 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 241 CCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTCCTTCCGCTTGCAGTTCATG CCACGATCTTCTGACTCGCA 162 1 14 20 254 20 59,830 59,829 30,700 51,000 0.340903 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:27732:39124 1 196 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 242 TCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTCCTTCCGCTTGCAGTTCAT CCACGATCTTCTGACTCGCA 163 1 13 20 254 20 59,963 59,829 25,700 51,000 0.207963 F 255 CCCCGATGCTTTTCCTTCCGCTTGCAGTTCATGGCATTCAAAAGGAGGTTGATCGTTAATACCTGGAGAGTTGGCAAACACTAACCATGCATAATCTGTCGATAGAGTATGGAGTCTTTGACCAGTATTTCGCTTTCAATAGGCAGtttttCAGCCGCGTCTTATTGAGTCGctctctTTCCctctctctCCCTGtctctctctctctctctctctctctctctctctctctcCTGCGAGTCAGAAGATCGTGGG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 1 140 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG TTTGTTGATTGGGCTGACTCC 1 57 104 23 243 21 59,613 58,761 35,100 38,500 5,625,895 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 1 141 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG ATTTGTTGATTGGGCTGACTCC 1 57 104 23 244 22 59,613 59,172 35,100 38,500 6,215,295 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 57 240 TCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAATCTCCTGGCTGACCTCCAAT ATTTGTTGATTGGGCTGACTCC 103 57 5 20 244 22 60,253 59,172 31,600 38,500 3,080,802 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 57 240 GTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAGTCTCCTGGCTGACCTCCAA TTTGTTGATTGGGCTGACTCC 104 57 4 20 243 21 61,195 58,761 35,300 38,500 3,433,302 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 57 241 TCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAATCTCCTGGCTGACCTCCAAT AATTTGTTGATTGGGCTGACTCC 103 57 5 20 245 23 60,253 59,741 31,600 38,500 3,512,004 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 56 237 TCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAATCTCCTGGCTGACCTCCAAT TGTTGATTGGGCTGACTCCC 103 56 5 20 241 20 60,253 59,962 31,600 43,000 0.291047 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 2 140 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGT TTTGTTGATTGGGCTGACTCC 2 57 104 22 243 21 58,348 58,761 38,500 38,500 5,890,576 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 1 138 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG TGTTGATTGGGCTGACTCCC 1 56 104 23 241 20 59,613 59,962 35,100 43,000 3,425,540 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 52 186 AAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGT AAGCTCTGCTGCTGGAATCC TGTTGATTGGGCTGACTCCC 52 56 56 20 241 20 60,394 59,962 30,100 43,000 0.432245 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 2 130 GCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCAGCTCTGCTGCTGGAATCCTA CAATCAGTGGCCCAGTGGTA 50 2 58 20 187 20 59,533 59,672 29,400 32,500 0.795308 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 2 132 AAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGT AAGCTCTGCTGCTGGAATCC CAATCAGTGGCCCAGTGGTA 52 2 56 20 187 20 60,394 59,672 30,100 32,500 0.722004 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 14 121 CTTCAACTCCGAGGTCCACAtttttACTCATCTAATCT CTTCAACTCCGAGGTCCACA ACATGCACGGTCCAATCAGT 29 14 79 20 199 20 59,320 59,963 41,700 34,100 0.716237 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 14 144 AAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGT AAGCTCTGCTGCTGGAATCC ACATGCACGGTCCAATCAGT 52 14 56 20 199 20 60,394 59,963 30,100 34,100 0.430812 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 14 195 TCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAATCTCCTGGCTGACCTCCAAT ACATGCACGGTCCAATCAGT 103 14 5 20 199 20 60,253 59,963 31,600 34,100 0.289613 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 1 127 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG CTGACTCCCGGTCCAATCAG 1 45 104 23 230 20 59,613 59,823 35,100 29,000 3,564,054 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 43 173 AAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGT AAGCTCTGCTGCTGGAATCC GACTCCCGGTCCAATCAGTG 52 43 56 20 228 20 60,394 60,108 30,100 36,600 0.502217 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 43 224 TCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAATCTCCTGGCTGACCTCCAAT GACTCCCGGTCCAATCAGTG 103 43 5 20 228 20 60,253 60,108 31,600 36,600 0.361019 F 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 1 93 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG TGCACGGTCCAATCAGTG 1 13 104 23 196 18 59,613 57,623 35,100 36,600 7,764,744 A 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 1 125 ACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgt ACTCATCTAATCTGCTGGGAGTG GACTCCCGGTCCAATCAGTG 1 43 104 23 228 20 59,613 60,108 35,100 36,600 3,495,512 B 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 91 TCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgTCATCTAATCTGCTGGGAGTGA TGCACGGTCCAATCAGTG 0 13 106 22 196 18 58,353 57,623 34,100 36,600 8,023,904 A 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:28655:64351 1 128 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 92 CTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtg CTCATCTAATCTGCTGGGAGTGA TGCACGGTCCAATCAGTG 0 13 105 23 196 18 59,360 57,623 34,100 36,600 8,017,868 A 264 CTGGTCTCCTGGCTGACCTCCAATTCTGTATCCTCCATAAACTTTAACTTATCCAAAGCTctgctgctgGAATCCTATCTTCAACTCCGAGGTCCACAtttttACTCATCTAATCTGCTGGGAGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATACCACTGGGCCACTGATTGGACCGTGCAtgtgtgtgATACCACTGATTGGACCGGGAGTCAGCCCAATCAACAAATTTGGCTTCTAGCCAGATGAG

ST‐E00142:460:H2K7HCCXY:6:2218:29995:48002 1 52 48 19 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 6 119 TTGCCTTCTCTGGACTTGGCTAAGTGGGGTATGTTT TTGCCTTCTCTGGACTTGGC ACTGGAGTTTCTGTTTGCTTGA 23 6 9 20 127 22 60,251 58,380 45,200 30,200 3,871,389 B 133 TATGCAGCTTGCCTTCTCTGGACTTGGCTAAGTGGGGTATGTTTCAATGGGgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATGTTCAAGCAAACAGAAACTCCAGTTATATG

ST‐E00142:460:H2K7HCCXY:6:2218:29995:48002 1 52 48 19 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 6 123 CAGCTTGCCTTCTCTGGACTTGGCTAAGTGGGGTATCAGCTTGCCTTCTCTGGACT ACTGGAGTTTCTGTTTGCTTGA 27 6 5 20 127 22 59,676 58,380 38,500 30,200 3,944,773 B 133 TATGCAGCTTGCCTTCTCTGGACTTGGCTAAGTGGGGTATGTTTCAATGGGgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATGTTCAAGCAAACAGAAACTCCAGTTATATG

ST‐E00142:460:H2K7HCCXY:6:2218:29995:48002 1 52 48 19 1.5 AC GAGAGAGAGAGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 3 117 TTGCCTTCTCTGGACTTGGCTAAGTGGGGTATGTTT TTGCCTTCTCTGGACTTGGC TGGAGTTTCTGTTTGCTTGAACA 23 3 9 20 125 23 60,251 59,239 45,200 31,800 4,012,119 B 133 TATGCAGCTTGCCTTCTCTGGACTTGGCTAAGTGGGGTATGTTTCAATGGGgagagagagagtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCATGTTCAAGCAAACAGAAACTCCAGTTATATG

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 2 0 120 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC TGTAATGCCTCACCACCCAA 0 42 31 20 150 20 58,864 59,226 43,000 41,200 1,910,236 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 0 174 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC AGCATATGGGATCCATGGCT 0 96 31 20 204 20 58,864 58,620 43,000 47,500 2,515,736 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 0 207 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC GGTAGCAGGACGGTTTGAGA 0 129 31 20 237 20 58,864 59,393 43,000 32,700 1,742,564 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 2 0 208 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC AGGTAGCAGGACGGTTTGAG 0 130 31 20 238 20 58,864 59,391 43,000 30,200 1,744,600 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 121 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC TTGTAATGCCTCACCACCCA 0 43 31 20 151 20 58,864 59,226 43,000 45,100 1,910,236 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 144 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC ATGCTACGGTGGTGATTTGGT 0 65 31 20 174 21 58,864 59,996 43,000 36,700 2,140,237 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 0 207 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC GGTAGCAGGACGGTTTGAGAA 0 128 31 20 237 21 58,864 59,998 43,000 28,700 2,137,593 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 118 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC TAATGCCTCACCACCCAACC 0 40 31 20 148 20 58,864 59,961 43,000 37,700 1,174,995 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:31994:2909 1 51 38 19 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 0 143 cccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgt CCCTGATCCTCCTTTCTCCC TGCTACGGTGGTGATTTGGT 0 65 31 20 173 20 58,864 59,601 43,000 36,700 1,534,656 F 238 TAAAATTGTCACATCTGATCAGTTCTAAcccccTGATCCTCCTTTCTCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTgggggggggggggggggggggggggggggggggggggggggTTGGGTGGTGAGGCATTACAATTACCAAATCACCACCGTAGCATTTATTAATAAAGCCATGGATCCCATATGCTTTGTTAGCCGGTTTCTCAAACCGTCCTGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 1 1 14 12 151 CCCATTCTGtctctcacacacAATGTGTTCCTCCctctctct CCCATTCTGTCTCTCACACACA GTGAGAGGGAGCGAGAATGG 12 27 31 22 181 20 59,962 59,896 37,200 31,600 2,141,579 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 0 0 18 27 173 cccTCCCTCACAGACAGTATGTCCCATTCTGtctctcac CCCTCCCTCACAGACAGTAT GTGAGAGGGAGCGAGAATGG 36 27 9 20 181 20 57,833 59,896 21,200 31,600 2,270,844 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 0 0 18 2 126 CCCATTCTGtctctcacacacAATGTGTTCCTCCctctctct CCCATTCTGTCTCTCACACACA ACTGTCTGTGAGGGAGAGGG 12 2 31 22 156 20 59,962 60,252 37,200 43,000 2,289,654 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 0 0 18 2 127 TCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctcTCCCATTCTGTCTCTCACACAC ACTGTCTGTGAGGGAGAGGG 13 2 30 22 156 20 59,700 60,252 38,200 43,000 2,552,164 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 0 0 18 2 128 GTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctc GTCCCATTCTGTCTCTCACACA ACTGTCTGTGAGGGAGAGGG 14 2 29 22 156 20 59,700 60,252 37,200 43,000 2,552,164 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:6329:30914 1 65 70 19 1.5 AC CTCTCTCTCTCTCTCTCACACACACACACACACACAC NA 0 0 19 27 173 cccTCCCTCACAGACAGTATGTCCCATTCTGtctctcac CCCTCCCTCACAGACAGTATG GTGAGAGGGAGCGAGAATGG 35 27 9 21 181 20 59,241 59,896 23,900 31,600 1,863,383 F 184 ctctctcccccTCCCTCACAGACAGTATGTCCCATTCTGtctctcacacacAATGTGTTCCTCCctctctctctctctctcacacacacacacacacacacacacacacacacacacagtgtgtACctctctctcccccTCTCCCTCACAGACAGTATGTCCCATTCTCGCTCCCTCTcacaca

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 7 6 96 TGCTCACATGCTCActctctCAGACATacacacacacaca TGCTCACATGCTCACTCTCT CGCGAATATGAGAAAGATTATGCCT 7 6 70 20 165 25 58,736 59,650 31,000 47,500 6,614,112 F 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 96 TGCTCACATGCTCActctctCAGACATacacacacacaca TGCTCACATGCTCACTCTCTC CGCGAATATGAGAAAGATTATGCCT 6 6 70 21 165 25 59,796 59,650 32,000 47,500 6,554,048 F 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 95 GCTCACATGCTCActctctCAGACATacacacacacacac GCTCACATGCTCACTCTCTCA CGCGAATATGAGAAAGATTATGCCT 5 6 71 21 165 25 59,796 59,650 32,700 47,500 6,554,048 F 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 5 27 190 TTCACGGatatatCCTTCCTcacacacaGATATGCTCAC TTCACGGATATATCCTTCCTCACAC CATGTCACATATCTGTTATCCTTCC 34 27 38 25 227 25 59,989 57,336 38,200 34,600 12,674,800 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 26 190 TTCACGGatatatCCTTCCTcacacacaGATATGCTCAC TTCACGGATATATCCTTCCTCACAC CATGTCACATATCTGTTATCCTTCCT 34 26 38 25 227 26 59,989 58,552 38,200 33,600 12,459,139 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 26 190 TTCACGGatatatCCTTCCTcacacacaGATATGCTCAC TTCACGGATATATCCTTCCTCACA CATGTCACATATCTGTTATCCTTCCT 35 26 38 24 227 26 58,855 58,552 35,800 33,600 12,593,252 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 7 145 TGCTCACATGCTCActctctCAGACATacacacacacaca TGCTCACATGCTCACTCTCT TGTTATCCTTCCTTAGGTCTGGG 7 16 70 20 214 23 58,736 58,962 31,000 44,500 5,302,222 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 145 TGCTCACATGCTCActctctCAGACATacacacacacaca TGCTCACATGCTCACTCTCTC TGTTATCCTTCCTTAGGTCTGGG 6 16 70 21 214 23 59,796 58,962 32,000 44,500 5,242,157 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 144 GCTCACATGCTCActctctCAGACATacacacacacacac GCTCACATGCTCACTCTCTCA TGTTATCCTTCCTTAGGTCTGGG 5 16 71 21 214 23 59,796 58,962 32,700 44,500 5,242,157 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 139 ACATGCTCActctctCAGACATacacacacacacacacaca ACATGCTCACTCTCTCAGACAT GTTATCCTTCCTTAGGTCTGGG 0 16 75 22 213 22 58,902 57,309 30,600 44,500 7,789,703 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 1 139 ACATGCTCActctctCAGACATacacacacacacacacaca ACATGCTCACTCTCTCAGACA GTTATCCTTCCTTAGGTCTGGG 1 16 75 21 213 22 58,477 57,309 34,100 44,500 7,214,571 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2218:8501:73106 1 97 79 19 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 0 139 CATGCTCActctctCAGACATacacacacacacacacacac CATGCTCACTCTCTCAGACAT TGTTATCCTTCCTTAGGTCTGGG 0 16 76 21 214 23 57,195 58,962 30,600 44,500 7,842,712 G 227 TCACTCAAtctctctctctcacacacAATCAATTACATTCACGGatatatCCTTCCTcacacacaGATATGCTCACATGCTCActctctCAGACATacacacacacacacacacacacacacacacacacacacTGACACAGGCATAATCTTTCTCATATTCGCGcacacacacaTACACGAGTTTTCATCCCCAGACCTAAGGAAGGATAACAGATATGTGACATG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 Jun‐75 5 143 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG CCTCTGTGTCGCTCGTCC 10 5 36 20 178 18 60,250 59,820 39,500 47,900 2,429,683 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 Jun‐75 3 143 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG CCTCTGTGTCGCTCGTCCTT 10 3 36 20 178 20 60,250 61,868 39,500 33,600 2,118,085 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 10 173 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG CATTCCTTCCTCCTCCCACC 10 33 36 20 208 20 60,250 59,451 39,500 46,100 0.798676 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 138 TTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagTTCCAGGTCGGGTTCGGG CTCTGTGTCGCTCGTCCTT 8 3 40 18 177 19 61,316 59,418 51,400 33,600 4,897,902 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 139 TTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagaTTTCCAGGTCGGGTTCGGG CTCTGTGTCGCTCGTCCTT 8 3 39 19 177 19 61,886 59,418 51,400 33,600 4,468,088 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 139 TTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagaTTTCCAGGTCGGGTTCGG CTCTGTGTCGCTCGTCCTT 9 3 39 18 177 19 59,255 59,418 43,000 33,600 4,326,990 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 142 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG CTCTGTGTCGCTCGTCCTT 10 3 36 20 177 19 60,250 59,418 39,500 33,600 1,832,120 B 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 10 172 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG ATTCCTTCCTCCTCCCACCT 10 32 36 20 207 20 60,250 59,576 39,500 40,000 0.673710 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 31 199 ACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTACAGAGGCCGAGAATGCAG TTCCTTCCTCCTCCCACCTC 39 31 8 19 206 20 59,780 60,253 44,100 38,500 1,472,948 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 31 200 CACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTCACAGAGGCCGAGAATGCAG TTCCTTCCTCCTCCCACCTC 39 31 7 20 206 20 61,088 60,253 44,100 38,500 1,341,083 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 31 200 CACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTCACAGAGGCCGAGAATGCA TTCCTTCCTCCTCCCACCTC 40 31 7 19 206 20 60,079 60,253 39,600 38,500 1,331,660 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:15727:11084 1 66 90 19 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 10 171 AAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagaAAGTTTCCAGGTCGGGTTCG TTCCTTCCTCCTCCCACCTC 10 31 36 20 206 20 60,250 60,253 39,500 38,500 0.502909 F 248 ATCAGCCACAGAGGCCGAGAATGCAGGGGAGGAAGAAGTTTCCAGGTCGGGTTCGGGGAAGCAATgagagagagagagagagagagagagagagagagagagaGGgagagagagagagagagagagagagagagagagcgagagcgagagcgagaAANAAGGACGAGCGACACAGAGGGCCGGCCTGAGGTGggaggaggaAGGAATGGCCTCCCNGAggggggAGAAAgaggaggaggggggAGAAG

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 0 120 CAGTGTAATAGTCGGAGAGTGAAagagagagagagag CAGTGTAATAGTCGGAGAGTGAA ATCTGTCTCACAATCTCCCTTG 0 0 51 23 170 22 57,437 57,515 31,800 36,100 10,047,044 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 122 CAGTGTAATAGTCGGAGAGTGAAagagagagagagag CAGTGTAATAGTCGGAGAGTGAA GTATCTGTCTCACAATCTCCCTTG 0 0 51 23 172 24 57,437 58,644 31,800 36,100 10,918,102 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 119 CAGTGTAATAGTCGGAGAGTGAAagagagagagagag CAGTGTAATAGTCGGAGAGTGAA TCTGTCTCACAATCTCCCTTG 0 0 51 23 169 21 57,437 57,031 31,800 36,100 9,531,794 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 138 ATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGATAGAGACAGGCTGAGAGACA TCTGTCTCACAATCTCCCTTG 21 0 32 21 169 21 57,339 57,031 34,100 36,100 7,630,257 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 139 CATAGAGACAGGCTgagagaCAGTGTAATAGTCGGACATAGAGACAGGCTGAGAGACA TCTGTCTCACAATCTCCCTTG 21 0 31 22 169 21 58,714 57,031 34,100 36,100 7,255,640 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 139 CATAGAGACAGGCTgagagaCAGTGTAATAGTCGGACATAGAGACAGGCTGAGAGAC TCTGTCTCACAATCTCCCTTG 22 0 31 21 169 21 57,012 57,031 33,600 36,100 7,957,667 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 140 ACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGACATAGAGACAGGCTGAGAGA TCTGTCTCACAATCTCCCTTG 23 0 30 21 169 21 57,339 57,031 31,000 36,100 7,630,257 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 140 ACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGACATAGAGACAGGCTGAGAGACA TCTGTCTCACAATCTCCCTTG 21 0 30 23 169 21 60,309 57,031 34,100 36,100 7,278,048 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 140 ACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGACATAGAGACAGGCTGAGAGAC TCTGTCTCACAATCTCCCTTG 22 0 30 22 169 21 58,713 57,031 33,600 36,100 7,256,509 G 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 147 GAGTGAAACATAGAGACAGGCTgagagaCAGTGTAAGAGTGAAACATAGAGACAGGCT TCTGTCTCACAATCTCCCTTG 29 0 23 22 169 21 57,536 57,031 45,800 36,100 8,433,357 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 0 148 AGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAAGAGTGAAACATAGAGACAGGCT TCTGTCTCACAATCTCCCTTG 29 0 22 23 169 21 58,907 57,031 45,800 36,100 8,062,298 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:19816:20383 1 74 75 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 148 AGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAAGAGTGAAACATAGAGACAGGC TCTGTCTCACAATCTCCCTTG 30 0 22 22 169 21 57,536 57,031 48,500 36,100 8,433,357 D 172 gagagaCCTagagagagagATAGAGTGAAACATAGAGACAGGCTgagagaCAGTGTAATAGTCGGAGAGTGAAagagagagagagagagagagagagagagagagagagagCGAGGgagagagagagagagagagagagaTGgagagaCAAGGGAGATTGTGAGACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 16 21 137 AGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAc AGCAAGCTCTTTGTGGGTCT GTGTGTGTGAGAGAGTGAGTGA 36 21 110 20 246 22 59,524 59,641 38,500 34,100 2,835,121 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 21 138 CAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACA CAGCAAGCTCTTTGTGGGTC GTGTGTGTGAGAGAGTGAGTGA 37 21 109 20 246 22 59,405 59,641 44,600 34,100 2,954,309 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 21 164 AGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCT AGGGTGTGGGCAATGTGAAA GTGTGTGTGAGAGAGTGAGTGA 63 21 83 20 246 22 60,106 59,641 26,900 34,100 2,464,975 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 20 163 AGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCT AGGGTGTGGGCAATGTGAAA TGTGTGTGAGAGAGTGAGTGAG 63 20 83 20 245 22 60,106 59,379 26,900 35,100 2,726,345 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16.75 22 138 AGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAc AGCAAGCTCTTTGTGGGTCT AGTGTGTGTGAGAGAGTGAGTG 36 22 110 20 247 22 59,524 59,640 38,500 35,100 2,836,389 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:20760:16428 1 166 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16.75 22 165 AGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCT AGGGTGTGGGCAATGTGAAA AGTGTGTGTGAGAGAGTGAGTG 63 22 83 20 247 22 60,106 59,640 26,900 35,100 2,466,243 F 255 TAACCAATCTTTCCTCATAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATAGCGCCTGAGGGTGTGGGCAATGTGaaaaaCCAGCAGCAAGCTCTTTGTGGGTCTTTCACACTGTCCACAcccccAGGGGCTATGCACACNcacacacacacacacacacacacacacacacacacacaCTCACTCCCTcacacaTACNCTCACTCActctctcacacacactctctATCA

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 Mar‐75 16 166 AGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTT AGCCTGCAGTATTTCCATATTTGTG GTCACACTTCTTCAAATAAACCAGC 62 16 109 25 274 25 59,932 59,085 33,300 48,500 10,983,394 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Mar‐75 16 208 ACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCT ACAAGTTCGCAATTACCACCT GTCACACTTCTTCAAATAAACCAGC 108 16 67 21 274 25 58,141 59,085 40,000 48,500 8,773,941 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Mar‐75 15 164 GCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTT GCCTGCAGTATTTCCATATTTGTGT TCACACTTCTTCAAATAAACCAGCT 61 15 110 25 273 25 60,164 59,172 37,200 42,400 10,991,317 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Mar‐75 15 165 AGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTT AGCCTGCAGTATTTCCATATTTGTG TCACACTTCTTCAAATAAACCAGCT 62 15 109 25 273 25 59,932 59,172 33,300 42,400 10,895,995 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Mar‐75 15 204 AGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTT AGTTCGCAATTACCACCTAAGGT TCACACTTCTTCAAATAAACCAGCT 103 15 70 23 273 25 59,991 59,172 35,000 42,400 8,836,501 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Mar‐75 15 207 ACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCT ACAAGTTCGCAATTACCACCT TCACACTTCTTCAAATAAACCAGCT 108 15 67 21 273 25 58,141 59,172 40,000 42,400 8,686,542 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 270 GCAACACATTCCATCTAGCCCTAGTTTTATATGTGA GCAACACATTCCATCTAGCCC GTCACACTTCTTCAAATAAACCAGC 170 16 5 21 274 25 59,322 59,085 51,900 48,500 7,593,297 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 269 GCAACACATTCCATCTAGCCCTAGTTTTATATGTGA GCAACACATTCCATCTAGCCC TCACACTTCTTCAAATAAACCAGCT 170 15 5 21 273 25 59,322 59,172 51,900 42,400 7,505,898 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:21146:46244 1 196 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 Apr‐75 16 269 GCAACACATTCCATCTAGCCCTAGTTTTATATGTGA GCAACACATTCCATCTAGCCC TCACACTTCTTCAAATAAACCAGC 170 16 5 21 273 24 59,322 57,928 51,900 48,500 7,750,213 F 280 TGGAGCAACACATTCCATCTAGCCCTAGTTTTATATGTGAAGTAAATGGGGAgggggAgggggggAACAAGTTCGCAATTACCACCTAAGGTGCACCTTGCTTTTAAAAGCCTGCAGTATTTCCATATTTGTGTTTTAAATATTTTGTAAATGTTTTCTCAGGAAAATAAGGTGTaaaaaaaaaaTGTTNGATTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGAGAATGAAGANAGCTGGTTTATTTGAAGAAGTGTGACTAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:23074:6864 1 80 59 19 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 0 101 CTCACGCATCCACAAACACTcacacacacacacacacacaCTCACGCATCCACAAACACT GCCTATATGGGTGAGCGTGT 0 2 60 20 160 20 58,771 59,607 35,500 44,900 1,622,505 D 170 TCACATATacacacATCcacacacacacaTACACCTacacacAAACTcacacacacacaCTCACGCATCCACAAACACTcacacacacacacacacacacacacacacacacacacaCCCATACACATacacacacacTCACACGCTCACCCATATAGGCATCCATGCTC

ST‐E00142:460:H2K7HCCXY:6:2219:23074:6864 1 80 59 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 102 CTCACGCATCCACAAACACTcacacacacacacacacacaCTCACGCATCCACAAACACT TGCCTATATGGGTGAGCGTG 0 3 60 20 161 20 58,771 59,607 35,500 53,400 1,622,134 D 170 TCACATATacacacATCcacacacacacaTACACCTacacacAAACTcacacacacacaCTCACGCATCCACAAACACTcacacacacacacacacacacacacacacacacacacaCCCATACACATacacacacacTCACACGCTCACCCATATAGGCATCCATGCTC

ST‐E00142:460:H2K7HCCXY:6:2219:23074:6864 1 80 59 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 103 CTCACGCATCCACAAACACTcacacacacacacacacacaCTCACGCATCCACAAACACT ATGCCTATATGGGTGAGCGTG 0 3 60 20 162 21 58,771 59,998 35,500 53,400 2,231,857 D 170 TCACATATacacacATCcacacacacacaTACACCTacacacAAACTcacacacacacaCTCACGCATCCACAAACACTcacacacacacacacacacacacacacacacacacacaCCCATACACATacacacacacTCACACGCTCACCCATATAGGCATCCATGCTC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 113 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 12 3 99 AGGcacacacaCTCACAGACACAGacacacacAGAAac AGGCACACACACTCACAGAC AGCATTATAGCTTCCAACCTGT 16 3 77 20 175 22 60,179 57,490 35,100 40,000 4,689,240 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 113 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 3 100 cAGGcacacacaCTCACAGACACAGacacacacAGAAa CAGGCACACACACTCACAGA AGCATTATAGCTTCCAACCTGT 17 3 76 20 175 22 60,179 57,490 34,100 40,000 4,689,243 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 113 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 3 110 AAGacacacacAGGcacacacaCTCACAGACACAGacacAAGACACACACAGGCACACA AGCATTATAGCTTCCAACCTGT 27 3 66 20 175 22 60,036 57,490 37,200 40,000 4,545,702 F 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 98 19 2 AC ACACACACACACAAAGACACACACAGGCACACACA NA 0 1 16 3 153 GCACATacacacGcacacaGACACGCACATacacacaca GCACATACACACGCACACAG AGCATTATAGCTTCCAACCTGT 10 3 23 20 175 22 60,111 57,490 36,600 40,000 4,620,856 G 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 98 19 2 AC ACACACACACACAAAGACACACACAGGCACACACA NA 0 0 16 3 156 CATGCACATacacacGcacacaGACACGCACATacacacCATGCACATACACACGCACA AGCATTATAGCTTCCAACCTGT 13 3 20 20 175 22 59,484 57,490 45,700 40,000 5,026,606 G 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:12134:21315 1 53 98 19 2 AC ACACACACACACAAAGACACACACAGGCACACACA NA 0 0 16 2 153 GCACATacacacGcacacaGACACGCACATacacacaca GCACATACACACGCACACAG AGCATTATAGCTTCCAACCTGTT 10 2 23 20 175 23 60,111 58,140 36,600 31,600 4,970,711 G 194 AATATGATacacacacAGACATGCACATacacacGcacacaGACACGCACATacacacacacacAAAGacacacacAGGcacacacaCTCACAGACACAGacacacacAGAAacacacacacacacacacacacacacacacacacacacATAACAGGTTGGAAGCTATAATGCTACTATTATAGTTTGGAAAC

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 1 10 27 172 ACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtcACACTCTGAGTCGCTCTCCA GCCGAGAGACATAGTGAGGG 36 27 50 20 221 20 60,251 59,329 38,600 43,000 0.922196 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 0 10 27 173 CACACTCTGAGTCGCTCTCCAACAGTATtctctcATTT CACACTCTGAGTCGCTCTCC GCCGAGAGACATAGTGAGGG 37 27 49 20 221 20 59,830 59,329 37,100 43,000 0.841367 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 0 10 27 176 CCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcA CCTCACACTCTGAGTCGCTC GCCGAGAGACATAGTGAGGG 40 27 46 20 221 20 59,830 59,329 50,300 43,000 0.841367 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 0 10 0 136 TtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctc TTCTCTCTCCTTCTCTGCCC GCCGAGAGACATAGTGAGGG 0 27 86 20 221 20 58,141 59,329 53,600 43,000 2,530,553 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 0 10 0 137 TtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctc TTCTCTCTCCTTCTCTGCCC AGCCGAGAGACATAGTGAGG 0 28 86 20 222 20 58,141 58,314 53,600 38,600 3,545,657 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 106 69 19 1.5 AG CTCTCTCTCTCTCTCTCTCTCTGTCTCTCTTTCTCTCTCNA 0 0 11 0 137 TTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtct TTTCTCTCTCCTTCTCTGCCC GCCGAGAGACATAGTGAGGG 0 27 85 21 221 20 58,816 59,329 53,600 43,000 2,854,930 F 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 155 19 2 AG TCTCTCTCTCTGTATCTCTCTCTGCCCCTCACACTCTGNA 0 1 8 0 222 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG AGCCGAGAGACATAGTGAGG 0 28 1 19 222 20 59,707 58,314 46,300 38,600 2,979,853 G 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 155 19 2 AG TCTCTCTCTCTGTATCTCTCTCTGCCCCTCACACTCTGNA 0 0 10 0 221 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG GCCGAGAGACATAGTGAGGG 0 27 1 19 221 20 59,707 59,329 46,300 43,000 1,964,749 G 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:25926:38631 1 20 155 19 2 AG TCTCTCTCTCTGTATCTCTCTCTGCCCCTCACACTCTGNA 0 0 11 0 221 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcT CACTCTCAACCACCCTCCG GCCGAGAGACATAGTGAGGGA 0 26 1 19 221 21 59,707 60,751 46,300 42,000 3,044,530 G 226 CACTCTCAACCACCCTCCGtctctctctcTGTAtctctctcTGCCCCTCACACTCTGAGTCGCTCTCCAACAGTATtctctcATTTtctctctcCTTCTCTGCCCctctctctctctctctctctctGtctctcTTtctctctctctctctctctctctctctctctctctctcCATGCAtctctcCCTGTATGtctctctcCCTCACTATGtctctcGGCTTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 1 1 19 5 143 CCCACACTAAATGTTcacacacaTACAGacacacacacacCCCACACTAAATGTTCACACACA GTGTGGGTGTTTGTGTGATCA 5 7 14 23 156 21 59,370 58,979 37,200 29,200 5,650,575 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 0 0 19 5 145 CCCACACTAAATGTTcacacacaTACAGacacacacacacCCCACACTAAATGTTCACACACA AAGTGTGGGTGTTTGTGTGA 5 10 14 23 158 20 59,370 57,792 37,200 35,800 5,837,987 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 0 0 19 5 155 CCCACACTAAATGTTcacacacaTACAGacacacacacacCCCACACTAAATGTTCACACACA TGTGACCATTAAGTGTGGGTGT 5 18 14 23 168 22 59,370 59,826 37,200 41,600 5,803,637 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 0 0 19 1 139 CCCACACTAAATGTTcacacacaTACAGacacacacacacCCCACACTAAATGTTCACACAC GGGTGTTTGTGTGATCATTTAGT 6 1 14 22 152 23 57,777 57,294 38,200 22,400 9,928,929 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 0 0 19 1 139 CCCACACTAAATGTTcacacacaTACAGacacacacacacCCCACACTAAATGTTCACACACA GGGTGTTTGTGTGATCATTTAGT 5 1 14 23 152 23 59,370 57,294 37,200 22,400 9,335,464 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:27519:44767 1 42 87 19 3 AC ACACACACACACACACTAAATGATCACACACACACANA 0 0 19 0 139 ACACTAAATGTTcacacacaTACAGacacacacacacaca ACACTAAATGTTCACACACATACAG TGTGGGTGTTTGTGTGATCA 0 7 17 25 155 20 57,810 57,573 27,400 29,200 9,616,536 G 168 GGTcacacacacaCCCACACTAAATGTTcacacacaTACAGacacacacacacacacTAAATGATcacacacacacacacacaAAAGGGTcacacacacacacacacacacacacacacacacacacaTACTAAATGATcacacaAACACCCACACTTAATGGTCACA

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 18 11 140 acaTacacacTGTCACTGCCCCGATACCATTcacacaca ACATACACACTGTCACTGCC CGGTGTGTGAGTGTGTGTGA 11 19 4 20 143 20 57,830 60,459 48,500 35,800 2,629,243 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 10 134 caTacacacTGTCACTGCCCCGATACCATTcacacacacaCATACACACTGTCACTGCCC TGTGAGTGTGTGTGAAGGGC 10 14 5 20 138 20 58,557 60,464 53,600 51,900 1,906,422 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 10 139 caTacacacTGTCACTGCCCCGATACCATTcacacacacaCATACACACTGTCACTGCCC CGGTGTGTGAGTGTGTGTGA 10 19 5 20 143 20 58,557 60,459 53,600 35,800 1,902,180 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 11 141 cacaTacacacTGTCACTGCCCCGATACCATTcacacacaCACATACACACTGTCACTGCC CGGTGTGTGAGTGTGTGTGA 11 19 3 21 143 20 59,199 60,459 48,500 35,800 2,259,997 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 10 135 acaTacacacTGTCACTGCCCCGATACCATTcacacaca ACATACACACTGTCACTGCCC TGTGAGTGTGTGTGAAGGGC 10 14 4 21 138 20 60,271 60,464 53,600 51,900 1,734,493 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:29031:50199 1 35 70 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 10 140 acaTacacacTGTCACTGCCCCGATACCATTcacacaca ACATACACACTGTCACTGCCC CGGTGTGTGAGTGTGTGTGA 10 19 4 21 143 20 60,271 60,459 53,600 35,800 1,730,250 G 231 cacacaTacacacTGTCACTGCCCCGATACCATTcacacacacacacacacacacacacacacacacacacaCTGTCACTGCCCCAATACCATTcacacacacaGTCACTGCCGCGGCGCCCTTcacacacaCTcacacaCCGCCACTGCCCCGGTGCCACTCACACGcacacaCCGTCACTGCCCCAATACCATTCCAACGcacacacacacaCGTCACTGCCCTAATAC

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 44 19 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 1 15 0 90 TacacacAAAGGTAGACACAGGcacacacacacacacac TACACACAAAGGTAGACACAGG CCTGTGGCAGTGTGTGTGC 0 5 1 22 90 19 57,669 61,838 40,000 45,700 7,168,827 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 44 19 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 90 TacacacAAAGGTAGACACAGGcacacacacacacacac TACACACAAAGGTAGACACAGG CCTGTGGCAGTGTGTGTG 0 6 1 22 90 18 57,669 58,576 40,000 38,200 7,755,244 F 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 8 0 245 TacacacAAAGGTAGACACAGGcacacacacacacacac TACACACAAAGGTAGACACAGG GCATTATTGCCATTGAGAATTATGTGT 0 106 1 22 245 27 57,669 59,345 40,000 37,200 11,985,464 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 150 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG CGGGTTGTGCATGAGAGAGT 0 19 2 21 151 20 57,806 60,037 40,000 32,400 3,230,957 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 151 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG ACGGGTTGTGCATGAGAGAG 0 20 2 21 152 20 57,806 60,037 40,000 32,000 3,230,957 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 167 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GAGAGTATGCAGGTCCACGG 0 36 2 21 168 20 57,806 59,897 40,000 49,400 3,297,212 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 244 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GCATTATTGCCATTGAGAATTATGTG 0 107 2 21 245 26 57,806 57,986 40,000 32,100 11,208,327 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 244 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GCATTATTGCCATTGAGAATTATGTGT 0 106 2 21 245 27 57,806 59,345 40,000 37,200 10,848,525 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 191 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GTGTGCGTGCTTGTTTCTGT 0 60 2 21 192 20 57,806 59,901 40,000 34,100 3,292,733 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 202 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG TGTGCTTGAATGTGTGCGTG 0 71 2 21 203 20 57,806 59,971 40,000 53,400 3,223,172 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 192 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG TGTGTGCGTGCTTGTTTCTG 0 61 2 21 193 20 57,806 59,901 40,000 30,200 3,292,557 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 0 133 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG AGTGTGTATGTGCCTGTGACA 0 1 2 21 134 21 57,806 59,584 40,000 35,800 4,610,035 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 132 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GTGTGTATGTGCCTGTGACA 0 1 2 21 133 20 57,806 58,122 40,000 35,800 5,071,642 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2220:8968:68641 1 23 90 19 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 132 acacacAAAGGTAGACACAGGcacacacacacacacaca ACACACAAAGGTAGACACAGG GTGTGTATGTGCCTGTGACAG 0 0 2 21 133 21 57,806 59,199 40,000 35,100 4,994,591 G 261 TacacacAAAGGTAGACACAGGcacacacacacacacacacacacacacacacacacacactctctCACAGGcacacacaCTGCCACAGGcacacacacacacacacacacaCTGTCACAGGCACATacacactctctcATGCACAACCCGTGGACCTGCATACTCTCATATACAGAAACAAGCACGcacacaTTCAAGCACAGAAacacacCAAAATACACATAATTCTCAATGGCAATAATGCTTGGGAAATAATTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 1 1 5 26 163 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC GGGATTCAGTGTTTCAGTGCA 26 26 13 20 175 21 59,545 58,770 29,200 45,700 2,684,797 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 6 26 164 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TGGGATTCAGTGTTTCAGTGC 26 27 13 20 176 21 59,545 58,770 29,200 44,000 2,684,797 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 7 26 218 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC GTGTCTGAGTGTTGTGTGTCTG 26 80 13 20 230 22 59,545 59,395 29,200 35,100 3,059,918 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 8 26 217 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TGTCTGAGTGTTGTGTGTCTGA 26 79 13 20 229 22 59,545 59,504 29,200 32,700 2,950,674 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 8 15 151 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TTCAGTGCATGTGTGTGGGA 26 15 13 20 163 20 59,545 59,818 29,200 43,700 0.637304 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 9 8 137 AAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGT AAAGCCCTCATCCCGCAAA GCATGTGTGTGGGAGAATGTG 19 8 21 19 157 21 59,923 59,799 36,800 32,100 2,277,264 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 27 190 CGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTCGAAGCAGCAAAGCCCTCAT TTGTGCACGTGTTTGTTTCT 27 53 12 20 201 20 61,311 57,000 29,000 25,200 4,310,440 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 26 188 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TGTGCACGTGTTTGTTTCTACG 26 50 13 20 200 22 59,545 60,223 29,200 35,100 2,677,846 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 26 191 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC ATTTGTGCACGTGTTTGTTTCT 26 53 13 20 203 22 59,545 58,156 29,200 25,200 4,299,003 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 26 215 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TCTGAGTGTTGTGTGTCTGAGT 26 77 13 20 227 22 59,545 59,239 29,200 34,100 3,215,655 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 14 150 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TCAGTGCATGTGTGTGGGAG 26 14 13 20 162 20 59,545 60,250 29,200 43,000 0.705429 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 10 13 149 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC CAGTGCATGTGTGTGGGAGA 26 13 13 20 161 20 59,545 60,250 29,200 37,100 0.705429 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 11 26 190 GAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTT GAAGCAGCAAAGCCCTCATC TTTGTGCACGTGTTTGTTTCT 26 53 13 20 202 21 59,545 57,710 29,200 25,200 3,745,313 D 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 11 9 138 AAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGT AAAGCCCTCATCCCGCAAA TGCATGTGTGTGGGAGAATGT 19 9 21 19 158 21 59,923 60,203 36,800 27,100 2,279,464 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:2453:34641 1 59 70 19 2 AC CACACACACACACACACACACACAGACGCGTGCAC NA 0 0 13 10 139 AAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGT AAAGCCCTCATCCCGCAAA GTGCATGTGTGTGGGAGAATG 19 10 21 19 159 21 59,923 59,799 36,800 26,700 2,277,264 G 230 TCATTGCTGGCCGAAGCAGCAAAGCCCTCATCCCGCAAAATTTATTTTGAAGCAGTCTcacacacacacacacacacacacaGACGCGTGcacacacacacacacacacacacacacacacacacacaGACAAacacacATTCTCCcacacacaTGCACTGAAACACTGAATCCCATACGTAGAAACAAACACGTGCACAAATAAACTCAGacacacAACACTCAGACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 1 90 TGCACAAACATACATTcacacaCTAACATACcacacacaTGCACAAACATACATTCACACACT GTTTATGTGTGCACCTGCGG 7 1 14 24 103 20 59,662 60,110 35,500 56,900 4,447,617 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 12 149 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC TGCCTAGGTGTGTTTGTGCT 12 55 9 24 157 20 59,910 59,817 31,800 44,000 4,272,891 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 12 164 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC GTTTGTGTGTGCAAGTGCCT 12 70 9 24 172 20 59,910 59,827 31,800 47,500 4,263,609 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 12 165 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC TGTTTGTGTGTGCAAGTGCC 12 71 9 24 173 20 59,910 60,109 31,800 50,100 4,199,252 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 1 95 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC GTTTATGTGTGCACCTGCGG 12 1 9 24 103 20 59,910 60,110 31,800 56,900 4,200,135 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 95 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCA GTTTATGTGTGCACCTGCGG 13 1 9 23 103 20 58,764 60,110 25,700 56,900 4,345,929 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 13 193 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCA TGTGTCTGTGTCTGTGTCTGT 13 98 9 23 201 21 58,764 59,175 25,700 34,100 6,060,999 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 12 193 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC TGTGTCTGTGTCTGTGTCTGT 12 98 9 24 201 21 59,910 59,175 31,800 34,100 5,915,205 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:24819:46419 1 45 38 19 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 12 195 GCACATGCACAAACATACATTcacacaCTAACATACc GCACATGCACAAACATACATTCAC TGTGTGTCTGTGTCTGTGTCT 12 100 9 24 203 21 59,910 59,175 31,800 34,100 5,915,205 F 242 ACAGAGGTGCACATGCACAAACATACATTcacacaCTAACATACcacacacacacacacacacacacacacacacacacacaCCCGCAGGTGcacacaTAAACTCACACTGAAGATACAAACAACCGCGTACACAAAAGCACAAacacacCTAGGCACTTGcacacacaAacacacATGAacagacacagacacagacACACAAACGTTCACAGAAACACTCACAGAATTGcacacaAACAC

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 9 136 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTGA TCTTCCCATAATTTCACACACTCA 28 9 112 24 247 24 58,715 58,125 30,200 34,100 11,160,625 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 40 198 TGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTTGGTATTTGCGCTTTGTTAGC ACGCATACCGAAACACATGC 66 40 77 21 274 20 57,790 59,554 30,900 40,600 3,656,580 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 40 262 GGGTTTGAGAGGgagagaAAGAGAAATAAagagaga GGGTTTGAGAGGGAGAGAAAGA ACGCATACCGAAACACATGC 129 40 13 22 274 20 59,093 59,554 25,200 40,600 3,353,264 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 39 197 TGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTTGGTATTTGCGCTTTGTTAGC CGCATACCGAAACACATGCA 66 39 77 21 273 20 57,790 59,554 30,900 39,600 3,656,187 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 39 208 CGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGA CGTCATGTTTATGGTATTTGCGC CGCATACCGAAACACATGCA 75 39 66 23 273 20 59,276 59,554 60,900 39,600 4,169,593 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 39 261 GGGTTTGAGAGGgagagaAAGAGAAATAAagagaga GGGTTTGAGAGGGAGAGAAAGA CGCATACCGAAACACATGCA 129 39 13 22 273 20 59,093 59,554 25,200 39,600 3,352,871 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 29 162 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTG CGCATACCGAAACACATGCA 29 39 112 23 273 20 57,370 59,554 36,100 39,600 6,076,244 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 28 162 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTGA CGCATACCGAAACACATGCA 28 39 112 24 273 20 58,715 59,554 30,200 39,600 5,731,230 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 28 163 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTGA ACGCATACCGAAACACATGC 28 40 112 24 274 20 58,715 59,554 30,200 40,600 5,731,623 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 133 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTGA TCCCATAATTTCACACACTCATTCAC 28 4 112 24 244 26 58,715 59,849 30,200 31,800 11,436,377 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 39 261 GGGTTTGAGAGGgagagaAAGAGAAATAAagagaga GGGTTTGAGAGGGAGAGAAAGAG CGCATACCGAAACACATGCA 128 39 13 23 273 20 60,055 59,554 28,500 39,600 3,501,286 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:29477:66830 1 164 51 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 132 TGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAt TGTACCTCCTCATATTTCCCTTGA CCCATAATTTCACACACTCATTCACA 28 3 112 24 243 26 58,715 60,072 30,200 35,800 11,357,409 F 274 gagagagagagaGGGTTTGAGAGGgagagaAAGAGAAATAAagagagagAAAATTCTATATTTATCGTCATGTTTATGGTATTTGCGCTTTGTTAGCAGGATTAGtatataTGTACCTCCTCATATTTCCCTTGAAAAGCTTGTGAAtttttGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtGATTGTGAATGAgtgtgtGAAATTATGGGAAGATTTATATGCATGTGTTTCGGTATGCGT

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 6 2 216 TGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCT TGCGCGAGTGTTTGTACATG CGGCCATTCTCTCTCGCATT 136 2 25 20 240 20 59,489 60,532 32,100 35,600 1,042,321 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 177 GTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTGCCTGTGTGCATTTGTCA CGGCCATTCTCTCTCGCATT 97 2 64 20 240 20 59,615 60,532 35,800 35,600 0.916561 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 179 GTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCGTGTGCCTGTGTGCATTTGT CGGCCATTCTCTCTCGCATT 99 2 62 20 240 20 59,897 60,532 28,300 35,600 0.634376 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 187 ATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATATGTTCTGGTGTGCCTGTGT CGGCCATTCTCTCTCGCATT 107 2 54 20 240 20 59,817 60,532 37,200 35,600 0.715023 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 193 GCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCGTGTATGTTCTGGTGTGC CGGCCATTCTCTCTCGCATT 113 2 48 20 240 20 59,834 60,532 45,700 35,600 0.697476 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 219 CTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTCTGTGCGCGAGTGTTTGTAC CGGCCATTCTCTCTCGCATT 139 2 22 20 240 20 60,111 60,532 29,000 35,600 0.642798 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 110 tgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATGTGTGTGAGTGTGAGTGGG CGGCCATTCTCTCTCGCAT 30 3 131 20 240 19 59,822 59,931 46,100 47,300 1,246,589 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 2 110 tgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATGTGTGTGAGTGTGAGTGGG CGGCCATTCTCTCTCGCATT 30 2 131 20 240 20 59,822 60,532 46,100 35,600 0.709368 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:5345:59130 1 181 38 19 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 2 118 TGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGC TGCGTGTCTGTGTGTGAGTG CGGCCATTCTCTCTCGCATT 38 2 123 20 240 20 60,806 60,532 35,100 35,600 1,337,243 F 242 TgagagaTACTAtttttGTGACTGTGCGCGAGTGTTTGTACATGTCTGCGTGTATGTTCTGGTGTGCCtgtgtgCATTTGTCAGTGCATATGCGTGTTCATGTATGTGTAtgtgtgTACGTGTGCGTGTCtgtgtgtgAGTGTGAGTGGGCGACTGTGCgtgtgtATGATAAAGATAGATagagagagagagagagagagagagagagagagagagagAAAATGCgagagagaATGGCCGAG

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 1 90 TCACTCAGCTAAACCCACACCAacacacacacacacaca TCACTCAGCTAAACCCACACC GCAACCACGTCAGTGTGTTC 1 10 10 21 99 20 59,928 59,972 41,600 31,800 1,099,285 F 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 96 TCACTCAGCTAAACCCACACCAacacacacacacacaca TCACTCAGCTAAACCCACACC GAGATGGCAACCACGTCA 1 18 10 21 105 18 59,928 57,306 41,600 43,500 5,765,231 B 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 96 TCACTCAGCTAAACCCACACCAacacacacacacacaca TCACTCAGCTAAACCCACACC GAGATGGCAACCACGTCAGT 1 16 10 21 105 20 59,928 60,321 41,600 34,100 1,392,470 F 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 94 ACTCAGCTAAACCCACACCAacacacacacacacacaca ACTCAGCTAAACCCACACCA GAGATGGCAACCACGTCAGT 0 16 12 20 105 20 58,863 60,321 41,700 34,100 1,457,599 F 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 94 ACTCAGCTAAACCCACACCAacacacacacacacacaca ACTCAGCTAAACCCACACCA GAGATGGCAACCACGTCA 0 18 12 20 105 18 58,863 57,306 41,700 43,500 5,830,360 B 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:8339:28488 1 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 0 95 CACTCAGCTAAACCCACACCAacacacacacacacacac CACTCAGCTAAACCCACACCA GAGATGGCAACCACGTCA 0 18 11 21 105 18 60,203 57,306 41,700 43,500 5,896,290 B 105 CAGCATAACTCACTCAGCTAAACCCACACCAacacacacacacacacacacacacacacacacacacacAAACACTCACGAacacacTGACGTGGTTGCCATCTC

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 1 1 3 18 210 GCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCGCATGGCCACGGAAGTTCTA TTTGAATGTGCCAACTAGTTTGT 111 18 22 20 231 23 60,392 57,409 21,000 28,300 5,982,991 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 17 209 GCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCGCATGGCCACGGAAGTTCTA TTGAATGTGCCAACTAGTTTGTT 111 17 22 20 230 23 60,392 57,409 21,000 28,300 5,982,991 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 3 17 210 GCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCGCATGGCCACGGAAGTTCTA TTTGAATGTGCCAACTAGTTTGTT 111 17 22 20 231 24 60,392 58,028 21,000 28,300 6,364,223 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 18 138 GCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCTGGCACAAACCTATCAGC TTTGAATGTGCCAACTAGTTTGT 39 18 94 20 231 23 59,547 57,409 42,600 28,300 6,043,920 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 18 143 GGACAGCTGGCACAAACCTATCAGCAAGGAGAAAAGGACAGCTGGCACAAACCTA TTTGAATGTGCCAACTAGTTTGT 44 18 89 20 231 23 60,251 57,409 30,800 28,300 5,841,257 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 17 137 GCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCTGGCACAAACCTATCAGC TTGAATGTGCCAACTAGTTTGTT 39 17 94 20 230 23 59,547 57,409 42,600 28,300 6,043,920 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 17 138 GCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCTGGCACAAACCTATCAGC TTTGAATGTGCCAACTAGTTTGTT 39 17 94 20 231 24 59,547 58,028 42,600 28,300 6,425,152 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 17 142 GGACAGCTGGCACAAACCTATCAGCAAGGAGAAAAGGACAGCTGGCACAAACCTA TTGAATGTGCCAACTAGTTTGTT 44 17 89 20 230 23 60,251 57,409 30,800 28,300 5,841,257 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2221:9993:20278 1 153 38 19 1 AT TATATATATATATATATATATATATATATATATATATANA 0 0 6 17 143 GGACAGCTGGCACAAACCTATCAGCAAGGAGAAAAGGACAGCTGGCACAAACCTA TTTGAATGTGCCAACTAGTTTGTT 44 17 89 20 231 24 60,251 58,028 30,800 28,300 6,222,490 A 232 ACCCAGCCTCCAAAGTGTGCCGCATGGCCACGGAAGTTCTAGAAAGAGATTGGCGCAGGCTAGTGCAGGCTCTGCAATGGGAGTCGCAGGACAGCTGGCACAAACCTATCAGCAAGGAGAAAATCTAGGCCCCTTTCTTGCTCCTTCTCATTtatatatatatatatatatatatatatatatatatataAACATTGCTCTACTTATAACAAACTAGTTGGCACATTCAAAT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 1 1 4 34 168 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TGGAAAGTAACAAACGACCTGA 34 40 7 20 174 22 57,736 57,860 28,300 38,600 6,403,864 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 180 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA ACGCCAATTTGATGGAAAGTAACA 34 50 7 20 186 24 57,736 59,720 28,300 24,100 6,543,676 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 187 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA GCAAATAACGCCAATTTGATGGA 34 58 7 20 193 23 57,736 58,820 28,300 34,100 6,444,062 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 188 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TGCAAATAACGCCAATTTGATGG 34 59 7 20 194 23 57,736 59,069 28,300 35,100 6,195,473 F 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 190 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TTTGCAAATAACGCCAATTTGATG 34 60 7 20 196 24 57,736 58,075 28,300 30,700 8,188,791 F 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 190 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TTTGCAAATAACGCCAATTTGATGGA 34 58 7 20 196 26 57,736 61,238 28,300 34,100 9,501,515 F 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 34 190 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TTTGCAAATAACGCCAATTTGATGG 34 59 7 20 196 25 57,736 60,107 28,300 35,100 7,370,796 F 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 2 128 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA ATTTCAGTTGCTTGCGTGGT 34 2 7 20 134 20 57,736 58,968 28,300 41,600 3,296,019 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 1 127 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA TTTCAGTTGCTTGCGTGGTC 34 1 7 20 133 20 57,736 59,620 28,300 40,200 2,644,383 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:11414:20032 1 61 52 19 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 4 1 128 ACCATACGGTGCAGAACAAAACACATAGCAATTCA ACCATACGGTGCAGAACAAA ATTTCAGTTGCTTGCGTGGTC 34 1 7 20 134 21 57,736 60,001 28,300 40,200 3,265,383 B 213 CAATTGACCATACGGTGCAGAACAAAACACATAGCAATTCAACTGTCTGATCAACGTCTAagagagagagagACagagagagagagagagagagagagagagagagagagagCGACCACGCAAGCAACTGAAATTAGTCCCTTAAACTAAAATCAGGTCGTTTGTTACTTTCCATCAAATTGGCGTTATTTGCaaaaaTTCAAAGACaaaaaT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 52 19 2 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 1 21 2 102 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT ACACACACATATACACAGACACA 2 2 60 23 161 23 59,868 57,792 37,200 37,200 8,340,574 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 52 19 2 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 2 103 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT GACACACACATATACACAGACACA 2 2 60 23 162 24 59,868 58,773 37,200 37,200 8,359,263 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 52 19 2 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 2 104 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT AGACACACACATATACACAGACACA 2 2 60 23 163 25 59,868 59,989 37,200 37,200 8,142,728 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 1 19 2 135 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA ACACACACATATACACAGACACA 2 2 27 20 161 23 59,752 57,792 27,400 37,200 5,456,752 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 20 3 141 TGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCT TGTTGCCCAGAAACTACGGC AGACACACACATATACACAGACAC 6 3 23 20 163 24 60,887 58,530 56,800 36,700 6,357,754 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 20 2 136 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA GACACACACATATACACAGACACA 2 2 27 20 162 24 59,752 58,773 27,400 37,200 5,475,440 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 20 2 140 TGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCT TGTTGCCCAGAAACTACGGC GACACACACATATACACAGACACA 6 2 23 20 162 24 60,887 58,773 56,800 37,200 6,114,538 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 21 2 137 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA AGACACACACATATACACAGACACA 2 2 27 20 163 25 59,752 59,989 27,400 37,200 5,258,906 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 88 19 3 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 21 2 141 TGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCT TGTTGCCCAGAAACTACGGC AGACACACACATATACACAGACACA 6 2 23 20 163 25 60,887 59,989 56,800 37,200 5,898,004 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 1 20 2 173 CtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtCTGTGTGTGTATGTGTCTGTGT ACAGGTGCATCCACACACAT 2 39 61 22 233 20 58,543 59,889 37,200 32,100 3,568,295 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 2 174 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT ACAGGTGCATCCACACACAT 2 39 60 23 233 20 59,868 59,889 37,200 32,100 3,243,172 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 1 138 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT ACAGACACAAACACAGACAACT 2 1 60 23 197 22 59,868 58,325 37,200 31,600 6,807,107 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 1 139 TCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgTCTGTGTGTGTATGTGTCTGTGT GACAGACACAAACACAGACAACT 2 1 60 23 198 23 59,868 59,315 37,200 31,600 6,816,898 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 ‐65 139 tgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtg TGTGTGTGTATGTGTCTGTGT CAGACAGACACAAACACAGACA ‐65 4 129 21 200 22 57,465 58,738 37,200 34,100 6,796,859 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 85 90 19 3 AC GTGTGTGTGTCTTTTGTGTGTGTGTGTGTGTGTGTGNA 0 0 21 ‐65 172 tgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtg TGTGTGTGTATGTGTCTGTGT ACAGGTGCATCCACACACAT ‐65 39 129 21 233 20 57,465 59,889 37,200 32,100 3,646,341 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 1 10 6 211 TGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCT TGTTGCCCAGAAACTACGGC ACAGGTGCATCCACACACAT 6 39 23 20 233 20 60,887 59,889 56,800 32,100 0.998448 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 10 2 207 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA ACAGGTGCATCCACACACAT 2 39 27 20 233 20 59,752 59,889 27,400 32,100 0.359350 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 11 1 172 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA GACAGACACAAACACAGACAACT 2 1 27 20 198 23 59,752 59,315 27,400 31,600 3,933,076 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 11 1 190 ATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGATTCTACAAACTCATGTTGCCCA GACAGACACAAACACAGACAACT 17 1 9 23 198 23 58,594 59,315 53,600 31,600 8,091,244 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 11 1 190 ATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGATTCTACAAACTCATGTTGCCCAG GACAGACACAAACACAGACAACT 16 1 9 24 198 23 59,540 59,315 44,500 31,600 8,145,170 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 12 2 172 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA GACAGACACAAACACAGACAAC 2 2 27 20 198 22 59,752 57,996 27,400 33,200 4,251,807 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 12 2 190 ATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGATTCTACAAACTCATGTTGCCCA GACAGACACAAACACAGACAAC 17 2 9 23 198 22 58,594 57,996 53,600 33,200 8,409,975 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 12 2 208 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA CACAGGTGCATCCACACACA 2 40 27 20 234 20 59,752 60,819 27,400 37,200 1,067,140 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 12 1 171 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA ACAGACACAAACACAGACAACT 2 1 27 20 197 22 59,752 58,325 27,400 31,600 3,923,285 D 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 15 2 183 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA AGACACACACAGACAGACACA 2 14 27 20 209 21 59,752 59,175 27,400 37,200 2,073,140 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 15 2 184 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA CAGACACACACAGACAGACAC 2 15 27 20 210 21 59,752 58,803 27,400 36,700 2,445,038 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:16782:32883 1 49 126 19 4 AC GTGTGTGTGTCTCTGTGTGTGTATGTGTCTGTGTAC NA 0 0 15 2 185 GCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtg GCCCAGAAACTACGGCAGTA ACAGACACACACAGACAGACA 2 16 27 20 211 21 59,752 59,175 27,400 34,100 2,073,140 G 239 TCAAGTTAATTCTACAAACTCATGTTGCCCAGAAACTACGGCAGTAAAgtgtgtgtgtCTCtgtgtgtgTATGTGTCTGTGTACgtgtgtgtgtCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTCTGTGTATAtgtgtgtgTCTTtgtgtgtgtgTAGTTGTCTGTGTTTGTGTCTGTCtgtgtgtgTCTGTATAtgtgtgtgGATGCACCTGTGCATCT

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 3 1 135 AGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATA AGTTAGAATCCCTGGGAGAGG GGGAGGGCTGTTGCTGAAA 56 1 97 21 231 19 57,947 60,229 36,900 26,900 4,281,910 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 1 159 TTGGCATCACAGGAGGTTGATTAAAGTTAGAATCC TTGGCATCACAGGAGGTTGA GGGAGGGCTGTTGCTGAAA 81 1 73 20 231 19 59,230 60,229 31,800 26,900 1,999,051 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 3 1 161 aCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCACTTGGCATCACAGGAGGTT GGGAGGGCTGTTGCTGAAA 83 1 71 20 231 19 59,226 60,229 35,000 26,900 2,002,196 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 202 TTGGCATCACAGGAGGTTGATTAAAGTTAGAATCC TTGGCATCACAGGAGGTTGA GCGCAGTGTGTTCAATCCAT 81 43 73 20 274 20 59,230 59,477 31,800 34,100 1,293,572 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 204 aCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCACTTGGCATCACAGGAGGTT GCGCAGTGTGTTCAATCCAT 83 43 71 20 274 20 59,226 59,477 35,000 34,100 1,296,717 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 205 aaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATAACTTGGCATCACAGGAGGT GCGCAGTGTGTTCAATCCAT 84 43 70 20 274 20 59,226 59,477 38,500 34,100 1,296,717 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 252 CCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGCCAAGCGTTACTTCAATGGCT GCGCAGTGTGTTCAATCCAT 130 43 23 21 274 20 59,187 59,477 47,500 34,100 2,335,643 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 252 CCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGCCAAGCGTTACTTCAATGGCTC GCGCAGTGTGTTCAATCCAT 129 43 23 22 274 20 60,160 59,477 47,000 34,100 2,682,589 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 43 253 ACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAACCAAGCGTTACTTCAATGGC GCGCAGTGTGTTCAATCCAT 131 43 22 21 274 20 59,460 59,477 44,000 34,100 2,062,900 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 6 129 TGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctTGTCCATCTCCATCTATAGCCC GCGCAGTGTGTTCAATCCAT 6 43 146 22 274 20 58,555 59,477 51,900 34,100 3,968,080 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 4 1 162 aaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATAACTTGGCATCACAGGAGGT GGGAGGGCTGTTGCTGAAA 84 1 70 20 231 19 59,226 60,229 38,500 26,900 2,002,196 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:21734:36293 1 174 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 5 6 130 CTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctct CTGTCCATCTCCATCTATAGCCC GCGCAGTGTGTTCAATCCAT 6 43 145 23 274 20 59,550 59,477 51,900 34,100 3,973,529 F 274 CCACCTCACTGGaaaaaCTTCACCAAGCGTTACTTCAATGGCTCAAGAAAGCATTGAGAAATACTCaaaaaCTTGGCATCACAGGAGGTTGATTAAAGTTAGAATCCCTGGGAGAGGGGCCTCTTTAAATATCATGGTCATAATCTGTCCATCTCCATCTATAGCCCCAGCTTtctctctctctctctctctctctctctctctctctctcCTTTCAGCAACAGCCCTcccccGTGcccccAACCTCCCAAAACATGGATTGAacacacTGCGC

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 8 2 187 CCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACCCTTGCAGTAAACACCAACC ACTATTTAAATGGAGAGAGAGGGAGA 100 2 30 21 216 26 59,660 58,634 37,700 37,100 8,706,155 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 101 CAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGCAGTACACCCAGAGCCCTCT TTTAAATGGAGAGAGAGGGAGATC 19 0 112 20 212 24 60,616 57,261 36,900 27,500 7,355,442 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 104 TACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTTACCAGTACACCCAGAGCCC TTTAAATGGAGAGAGAGGGAGATC 22 0 109 20 212 24 60,617 57,261 51,900 27,500 7,356,010 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 105 GTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTGTACCAGTACACCCAGAGCC TTTAAATGGAGAGAGAGGGAGATC 23 0 108 20 212 24 59,464 57,261 47,000 27,500 7,275,128 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 8 0 183 CCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACCCTTGCAGTAAACACCAACC TTTAAATGGAGAGAGAGGGAGATC 100 0 30 21 212 24 59,660 57,261 37,700 27,500 8,079,260 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:25154:5054 1 151 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 9 0 184 CCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACCCTTGCAGTAAACACCAACC ATTTAAATGGAGAGAGAGGGAGATC 100 0 30 21 213 25 59,660 57,685 37,700 27,500 8,654,995 F 227 TAAAACTTCCCTACTTTTATATTCCATTCCCCTTGCAGTAAACACCAACCTTCCAtttttCTTCCTAACTACTTACTGAACCTATGTACTAGCtttttGTGAGTTATGTACCAGTACACCCAGAGCCCTCTGTACATCAGAGTTCTGTAAtctctctctctctctctctctctctctctctctctctcGATCTCCctctctctCCATTTAAATAGTATACTGATTTT

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 1 1 6 1 140 TTATTCTCACATCACATTCATACGTGGGAAGAGTGATTATTCTCACATCACATTCATACGTGG TGTCCCACATGCACACTTACTT 10 1 4 27 143 22 59,775 60,159 49,400 22,400 9,383,239 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 7 2 129 TCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgt TCACATTCATACGTGGGAAGAGT TGTCCCACATGCACACTTACT 3 2 15 23 143 21 59,486 59,580 32,400 22,400 4,933,674 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 7 2 134 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA TGTCCCACATGCACACTTACT 8 2 10 23 143 21 59,803 59,580 43,700 22,400 4,616,447 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 7 2 140 TTATTCTCACATCACATTCATACGTGGGAAGAGTGATTATTCTCACATCACATTCATACGTGG TGTCCCACATGCACACTTACT 10 2 4 27 143 21 59,775 59,580 49,400 22,400 8,644,319 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 7 1 127 ACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgt ACATTCATACGTGGGAAGAGTGA TGTCCCACATGCACACTTACT 1 2 17 23 143 21 59,486 59,580 34,100 22,400 4,933,674 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 8 3 140 TTATTCTCACATCACATTCATACGTGGGAAGAGTGATTATTCTCACATCACATTCATACGTGG TGTCCCACATGCACACTTAC 10 3 4 27 143 20 59,775 58,109 49,400 23,400 9,115,434 B 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 10 8 139 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA CACTCTGTCCCACATGCACA 8 8 10 23 148 20 59,803 60,250 43,700 45,700 3,447,109 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 10 8 140 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA TCACTCTGTCCCACATGCAC 8 9 10 23 149 20 59,803 59,965 43,700 45,700 3,232,002 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 10 8 141 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA CTCACTCTGTCCCACATGCA 8 10 10 23 150 20 59,803 59,677 43,700 39,600 3,519,333 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 10 8 142 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA ACTCACTCTGTCCCACATGC 8 11 10 23 151 20 59,803 59,677 43,700 40,600 3,519,659 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 10 6 137 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA CTCTGTCCCACATGCACACT 8 6 10 23 146 20 59,803 59,964 43,700 35,500 3,232,566 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 12 7 138 TCACATCACATTCATACGTGGGAAGAGTGAAtgtgtg TCACATCACATTCATACGTGGGA ACTCTGTCCCACATGCACAC 8 7 10 23 147 20 59,803 60,250 43,700 38,200 3,447,152 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 13 13 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGAGTTTATTCTCACATCACATTCATACG CAGTCACTCACTCTCTCACAA 13 49 1 27 190 21 58,179 57,002 30,600 33,300 12,819,032 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 13 13 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGAGTTTATTCTCACATCACATTCATACG CAGTCACTCACTCTCTCACAAAC 13 47 1 27 190 23 58,179 58,952 30,600 29,300 12,868,756 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:29548:22335 1 41 80 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGTCTGNA 0 0 14 13 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGAGTTTATTCTCACATCACATTCATACG CAGTCACTCACTCTCTCACAAA 13 48 1 27 190 22 58,179 57,687 30,600 28,300 13,134,211 F 190 AGTTTATTCTCACATCACATTCATACGTGGGAAGAGTGAAtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagTAAGTAAGTGTGCATGTGGGACAgagtgagtgagtGTGAGTGAATATGTTTGTgagagaGTGAGTGACTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 2 123 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC CTGGCACACAGGAGTCAGC 2 44 51 20 173 19 59,893 60,670 53,600 42,600 1,777,114 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 13 174 TGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgaga TGGGCCTGAGATCAACTCTG TAGGGAGAGGGCGATGTCTT 13 83 40 20 213 20 59,093 59,738 33,500 30,100 1,169,477 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 2 163 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC TAGGGAGAGGGCGATGTCTT 2 83 51 20 213 20 59,893 59,738 53,600 30,100 0.368698 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 48 249 TCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTTCCAGGGAGACAGTGACCTC GTGGAGTGGAGTGTGGGTG 48 124 5 20 253 19 60,252 59,929 38,500 46,100 1,323,303 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 52 209 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATCCTCTCCAGGGAGACAGTGA GAGAGGGCGATGTCTTCACC 52 79 1 20 209 20 59,960 60,179 34,100 40,200 0.219449 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 52 213 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATCCTCTCCAGGGAGACAGTGA TAGGGAGAGGGCGATGTCTT 52 83 1 20 213 20 59,960 59,738 34,100 30,100 0.302342 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 52 253 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATCCTCTCCAGGGAGACAGTGA GTGGAGTGGAGTGTGGGTG 52 124 1 20 253 19 59,960 59,929 34,100 46,100 1,111,822 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 50 251 TCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATCTCCAGGGAGACAGTGACC GTGGAGTGGAGTGTGGGTG 50 124 3 20 253 19 60,252 59,929 40,200 46,100 1,323,303 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 13 170 TGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgaga TGGGCCTGAGATCAACTCTG GAGAGGGCGATGTCTTCACC 13 79 40 20 209 20 59,093 60,179 33,500 40,200 1,086,583 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 2 159 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC GAGAGGGCGATGTCTTCACC 2 79 51 20 209 20 59,893 60,179 53,600 40,200 0.285805 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 52 210 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATCCTCTCCAGGGAGACAGTGA GGAGAGGGCGATGTCTTCAC 52 80 1 20 210 20 59,960 60,179 34,100 31,800 0.219449 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 13 171 TGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgaga TGGGCCTGAGATCAACTCTG GGAGAGGGCGATGTCTTCAC 13 80 40 20 210 20 59,093 60,179 33,500 31,800 1,086,583 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 160 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC GGAGAGGGCGATGTCTTCAC 2 80 51 20 210 20 59,893 60,179 53,600 31,800 0.285805 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 13 108 TGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgaga TGGGCCTGAGATCAACTCTG CTCTTCACCAGGCAGCACC 13 18 40 20 147 19 59,093 60,674 33,500 50,100 2,581,151 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 13 109 TGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgaga TGGGCCTGAGATCAACTCTG CCTCTTCACCAGGCAGCAC 13 19 40 20 148 19 59,093 60,674 33,500 44,000 2,581,151 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 11 107 GGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagag GGGCCTGAGATCAACTCTGAC CTCTTCACCAGGCAGCACC 11 18 41 21 147 19 60,135 60,674 35,100 50,100 2,808,215 B 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 2 97 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC CTCTTCACCAGGCAGCACC 2 18 51 20 147 19 59,893 60,674 53,600 50,100 1,780,372 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2222:9668:73123 1 73 38 19 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 2 98 TCAACTCTGACtgtgtgGGCGGgagagagagagagagagaTCAACTCTGACTGTGTGGGC CCTCTTCACCAGGCAGCAC 2 19 51 20 148 19 59,893 60,674 53,600 44,000 1,780,372 F 259 CCTCTCCAGGGAGACAGTGACCTCCATCTGTCAGATGATTGGGCCTGAGATCAACTCTGACtgtgtgGGCGGgagagagagagagagagagagagagagagagagagagaGTCTGAGTCCAGGTAGCTGGTGCTGCCTGGTGAAGAGGGGCAGGGCTGACTCCtgtgtgCCAGGCAGTACCGGCTGCCTGGTGAAGACATCGCCCTCTCCCTACGGGAAGAACATCAAGGcccccACCCACACTCCACTCCACCGAGTG

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 25 152 CCAGGTGCATGGGAAGAACTCAACCTTCAAATCCC CCAGGTGCATGGGAAGAACT CCCAGTGACAGGAAAGGCAT 49 25 50 20 201 20 59,961 59,961 30,100 44,000 0.077489 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 25 153 ACCAGGTGCATGGGAAGAACTCAACCTTCAAATCC ACCAGGTGCATGGGAAGAAC CCCAGTGACAGGAAAGGCAT 50 25 49 20 201 20 60,251 59,961 30,100 44,000 0.290086 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT
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ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 25 154 CACCAGGTGCATGGGAAGAACTCAACCTTCAAATC CACCAGGTGCATGGGAAGAA CCCAGTGACAGGAAAGGCAT 51 25 48 20 201 20 60,251 59,961 25,200 44,000 0.290041 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 28 190 TCTCAAGCTTGCAAACTCCATTACCTAGAATGGCAC TCTCAAGCTTGCAAACTCCA TGACCCAGTGACAGGAAAGG 84 28 15 20 204 20 57,653 59,235 38,600 31,100 3,111,656 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 27 191 GATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCGATCTCAAGCTTGCAAACTCCA GACCCAGTGACAGGAAAGGC 84 27 13 22 203 20 59,184 60,607 38,600 43,500 3,422,760 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 25 139 GAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcc GAAGAACTCAACCTTCAAATCCC CCAGTGACAGGAAAGGCAT 34 25 62 23 200 19 57,622 57,342 38,500 44,000 9,036,690 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 24 139 GAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcc GAAGAACTCAACCTTCAAATCCC CCAGTGACAGGAAAGGCATT 34 24 62 23 200 20 57,622 58,085 38,500 35,600 7,293,433 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 23 139 GAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcc GAAGAACTCAACCTTCAAATCCC CCAGTGACAGGAAAGGCATTT 34 23 62 23 200 21 57,622 58,758 38,500 23,200 7,620,335 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:15666:70012 1 119 38 19 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 25 190 AGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGAGATCTCAAGCTTGCAAACTCC CCCAGTGACAGGAAAGGCAT 85 25 12 22 201 20 58,920 59,961 38,500 44,000 3,119,063 F 220 TCTTCAACAGTAGATCTCAAGCTTGCAAACTCCATTACCTAGAATGGCACCAGGTGCATGGGAAGAACTCAACCTTCAAATCCCCTCTGAGACCAcccccccAcccccccGCTCACAAacacacacacacacacacacacacacacacacacacacAATCCCAATTTGCAAATACATCAAAATGCCTTTCCTGTCACTGGGTCaaaaaaaCTCCCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 1 1 3 2 140 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT ACACTGGAATAACTTTCGGAGAG 2 34 17 21 156 23 59,445 58,178 47,500 32,000 6,377,101 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 3 2 140 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT ACACTGGAATAACTTTCGGAGA 2 35 17 21 156 22 59,445 57,115 47,500 37,100 6,439,743 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 3 2 140 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT ACACTGGAATAACTTTCGGAGAGA 2 33 17 21 156 24 59,445 59,473 47,500 31,000 6,082,113 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 3 2 145 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT AGCTAACACTGGAATAACTTTCGG 2 38 17 21 161 24 59,445 59,064 47,500 43,000 6,490,882 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 3 2 146 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT CAGCTAACACTGGAATAACTTTCGG 2 38 17 21 162 25 59,445 60,164 47,500 43,000 6,718,928 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 5 2 190 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT GGCCTGTACAAAGTACATCAAACA 2 83 17 21 206 24 59,445 59,483 47,500 28,300 6,072,528 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 5 0 188 CATCTATGTGAACGTGCCTCCctctctAtctctctctctctc CATCTATGTGAACGTGCCTCC GGCCTGTACAAAGTACATCAAACA 0 83 19 21 206 24 58,795 59,483 43,000 28,300 6,722,527 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 6 2 191 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT AGGCCTGTACAAAGTACATCAA 2 86 17 21 207 22 59,445 57,366 47,500 25,700 6,189,086 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 6 2 192 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT AAGGCCTGTACAAAGTACATCA 2 87 17 21 208 22 59,445 57,366 47,500 30,700 6,189,086 B 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 9 3 125 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCC TCGGAGAGAGAGTGAATGGGA 3 21 17 20 141 21 57,976 59,715 50,100 43,700 3,309,254 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 9 2 124 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT CGGAGAGAGAGTGAATGGGAC 2 20 17 21 140 21 59,445 59,593 47,500 44,600 2,962,333 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:30634:14863 1 40 60 19 1.5 AG CTCTCTATCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCNA 0 0 9 2 125 ACCATCTATGTGAACGTGCCTCCctctctAtctctctctct ACCATCTATGTGAACGTGCCT TCGGAGAGAGAGTGAATGGGA 2 21 17 21 141 21 59,445 59,715 47,500 43,700 2,840,153 F 208 TGTTGATGAACTCTTTACCATCTATGTGAACGTGCCTCCctctctAtctctctctctctcCctctctctctctctctctctctctctctctctctctctTTCTCGCTTTCTTtctctcAGTCCCATTCActctctctCCGAAAGTTATTCCAGTGTTAGCTGTCTATGTAGTTATTTTAATCTGTTTGATGTACTTTGTACAGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 1 1 4 5 186 TAAGCCCAAACCCGTACTGCAccccccccccccccccccc TAAGCCCAAACCCGTACTGC CCCAGCTACTTTGTGTGTGC 55 5 18 20 203 20 60,322 59,407 44,000 45,700 0.914958 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 0 0 4 5 192 AGATGATAAGCCCAAACCCGTACTGCAccccccccccc AGATGATAAGCCCAAACCCGT CCCAGCTACTTTGTGTGTGC 60 5 12 21 203 20 59,436 59,407 52,800 45,700 2,157,475 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 0 0 6 4 185 TAAGCCCAAACCCGTACTGCAccccccccccccccccccc TAAGCCCAAACCCGTACTGC CCAGCTACTTTGTGTGTGCG 55 4 18 20 202 20 60,322 59,764 44,000 53,400 0.557495 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 0 0 6 4 190 GATGATAAGCCCAAACCCGTACTGCAcccccccccccc GATGATAAGCCCAAACCCGT CCAGCTACTTTGTGTGTGCG 60 4 13 20 202 20 57,947 59,764 52,800 53,400 2,288,447 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 0 0 6 4 191 AGATGATAAGCCCAAACCCGTACTGCAccccccccccc AGATGATAAGCCCAAACCCGT CCAGCTACTTTGTGTGTGCG 60 4 12 21 202 20 59,436 59,764 52,800 53,400 1,800,013 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:4432:71787 1 93 86 19 2 AC CACACACACACCACACACACACACACACACACACACNA 0 0 8 0 181 TAAGCCCAAACCCGTACTGCAccccccccccccccccccc TAAGCCCAAACCCGTACTGC CTACTTTGTGTGTGCGTGCG 55 0 18 20 198 20 60,322 60,383 44,000 53,400 0.704832 G 217 GGTCTTTCAAGAGATGATAAGCCCAAACCCGTACTGCAcccccccccccccccccccccccccccccccccccccccccccccccccACACCcacacacacaCcacacacacacacacacacacacacacacaACACTCGcacacacacacacacacacacacacacacacacacacaCGCACGcacacacaAAGTAGCTGGGGAAGACCAAAGGAA

ST‐E00142:460:H2K7HCCXY:6:2223:6816:34395 1 42 74 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 20 3 125 AGATTGATAGAGGGCTGGAGATTCagagagagagagaAGATTGATAGAGGGCTGGAGA TCTCTGTCTCTCTCTGTCTCTC 3 5 18 21 142 22 57,373 57,528 37,100 32,000 8,098,945 G 142 GGAACTGAGATTAAGAAAGATTGATAGAGGGCTGGAGATTCagagagagagagagagagagagagagagagagagagagGGAGCGAGACAAAGGgagagaTagagagagagagagACAAagagagACagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:6816:34395 1 42 74 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 3 125 AGATTGATAGAGGGCTGGAGATTCagagagagagagaAGATTGATAGAGGGCTGGAGA TCTCTGTCTCTCTCTGTCTCTCT 3 4 18 21 142 23 57,373 58,903 37,100 31,000 7,723,722 G 142 GGAACTGAGATTAAGAAAGATTGATAGAGGGCTGGAGATTCagagagagagagagagagagagagagagagagagagagGGAGCGAGACAAAGGgagagaTagagagagagagagACAAagagagACagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:6816:34395 1 42 74 19 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 3 126 AAGATTGATAGAGGGCTGGAGATTCagagagagagagAAGATTGATAGAGGGCTGGAGA TCTCTGTCTCTCTCTGTCTCTCT 3 4 17 22 142 23 58,066 58,903 37,100 31,000 8,030,567 G 142 GGAACTGAGATTAAGAAAGATTGATAGAGGGCTGGAGATTCagagagagagagagagagagagagagagagagagagagGGAGCGAGACAAAGGgagagaTagagagagagagagACAAagagagACagagagagACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 17 1 91 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA ACCCAGACACACACAAACACA 1 11 35 20 125 21 60,250 60,272 18,500 37,200 1,521,776 F 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 1 92 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA CACCCAGACACACACAAACAC 1 12 35 20 126 21 60,250 59,868 18,500 33,200 1,382,386 F 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 1 93 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA ACACCCAGACACACACAAACA 1 13 35 20 127 21 60,250 60,272 18,500 28,300 1,521,776 F 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 148 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 16 1 194 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA CACGTACTGTTAACGCGCAC 1 5 35 20 228 20 60,250 60,179 18,500 53,400 0.429416 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 148 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 195 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA ACACGTACTGTTAACGCGCA 1 6 35 20 229 20 60,250 60,595 18,500 60,900 0.844663 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2223:7425:55245 1 56 148 19 4 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 196 CGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtg CGTGTCTGGGTGTGGCTTAA CACACGTACTGTTAACGCGC 1 7 35 20 230 20 60,250 60,179 18,500 68,600 0.429416 G 233 CCtgtgtgtgtgGGTTGGTTTAACtgtgtgtgtgCGTGTCTGGGTGTGGCTTAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGAGgtgtgtTTTGTGTTtgtgtgtgTCTGGGTGTGGGTTAACtgtgtgtgtgTTTGTCTGGGTGTGGATGGACtgtgtgtgtgTCTGGGTGTGGCTGATCtgtgtgtgtgTCTGGGTGCGCGTTAACAGTACgtgtgtTT

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 18 147 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGACTGTTTGGCTCCACAGCTT CCGTTCCCACAGTGAGTTCA 18 43 1 20 147 20 60,107 59,894 37,400 31,800 0.212483 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 16 145 TGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGC TGTTTGGCTCCACAGCTTCT CCGTTCCCACAGTGAGTTCA 16 43 3 20 147 20 59,817 59,894 28,500 31,800 0.289455 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 10 139 GCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCGCTCCACAGCTTCTCTGCAA CCGTTCCCACAGTGAGTTCA 10 43 9 20 147 20 60,605 59,894 40,800 31,800 0.710744 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 137 TCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgt TCCACAGCTTCTCTGCAAGT CCGTTCCCACAGTGAGTTCA 8 43 11 20 147 20 59,239 59,894 31,600 31,800 0.867151 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 142 TTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgt TTGGCTCCACAGCTTCTCTG CCGTTCCCACAGTGAGTTCA 13 43 6 20 147 20 59,964 59,894 33,500 31,800 0.141845 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 193 TTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgt TTGGCTCCACAGCTTCTCTG CCATGAGGGAGATCTGCTGC 13 94 6 20 198 20 59,964 60,250 33,500 52,500 0.286262 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 194 TTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgt TTGGCTCCACAGCTTCTCTG GCCATGAGGGAGATCTGCTG 13 95 6 20 199 20 59,964 60,250 33,500 44,100 0.286262 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 215 TTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgt TTGGCTCCACAGCTTCTCTG GACTCGATCAGACAGACCGC 13 116 6 20 220 20 59,964 60,248 33,500 56,800 0.284176 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:11018:31230 1 39 46 19 1.5 AC GTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 139 GCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCGCTCCACAGCTTCTCTGCA CCGTTCCCACAGTGAGTTCA 11 43 9 19 147 20 60,004 59,894 44,100 31,800 1,110,044 B 222 ACTGTTTGGCTCCACAGCTTCTCTGCAAGTTTTCAGGCgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATGCATCGGTGGGGCGGGTGGGTGCTCCTGCCCCTCTGAAGTTGAACTCACTGTGGGAACGGGCAAGGCCATTTCTAACTGCACCACCAGGTGGCAGCAGATCTCCCTCATGGCAGCGGTCTGTCTGATCGAGTCCG

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 1 1 16 3 139 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT ACACAATCCCTACAGATCAACAG 3 21 36 22 174 23 57,218 58,163 28,300 31,600 9,618,843 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 0 0 16 3 139 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT ACACAATCCCTACAGATCAACAGA 3 20 36 22 174 24 57,218 59,468 28,300 34,100 9,314,145 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 0 0 16 3 139 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT ACACAATCCCTACAGATCAACA 3 22 36 22 174 22 57,218 57,091 28,300 33,300 9,690,620 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 0 0 16 3 157 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT ACCAGGTCAACCTTATGTACACA 3 39 36 22 192 23 57,218 59,351 28,300 37,200 8,431,042 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 0 0 16 3 162 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT TGAAGACCAGGTCAACCTTATGT 3 44 36 22 197 23 57,218 59,349 28,300 22,900 8,432,960 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:19928:20260 1 61 70 19 2 AC TGTGTGTGTTTGTGTGTGGTGTGTGTGTTTACTGTGNA 0 0 16 3 164 ATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgATTCTGTGTGTTGTGTGTGTTT ATTGAAGACCAGGTCAACCTT 3 48 36 22 199 21 57,218 57,116 28,300 35,000 8,666,056 G 199 TGTGgtgtgtgtgtgtTTTGTtgtgtgtgttttttATTCtgtgtgTtgtgtgtgTTTTATtgtgtgtgTTtgtgtgtggtgtgtgtgtTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCCTACAATCACTGATTTTCTGTTGATCTGTAGGGATTGTGTACATAAGGTTGACCTGGTCTTCAAT

ST‐E00142:460:H2K7HCCXY:6:2224:21613:35942 1 31 52 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 7 123 GTGAGCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgGTGAGCATGTGAGTGTGTGC ACTCATGTCTACCATTCTTAAACCC 7 19 4 20 126 25 59,763 58,584 45,700 41,100 6,652,283 F 126 TGAGTGAGCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTGTGAGTGTATGTATTGGGGTTTAAGAATGGTAGACATGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:21613:35942 1 31 52 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 6 122 TGAGCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgt TGAGCATGTGAGTGTGTGCA ACTCATGTCTACCATTCTTAAACCC 6 19 5 20 126 25 60,179 58,584 45,700 41,100 6,594,624 F 126 TGAGTGAGCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTGTGAGTGTATGTATTGGGGTTTAAGAATGGTAGACATGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:21613:35942 1 31 52 19 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 3 119 GCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgtgtgtgGCATGTGAGTGTGTGCATGT ACTCATGTCTACCATTCTTAAACCC 3 19 8 20 126 25 59,405 58,584 32,100 41,100 7,010,175 F 126 TGAGTGAGCATGTGAgtgtgtGCATGTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgTTTGTGAGTGTATGTATTGGGGTTTAAGAATGGTAGACATGAGT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 1 1 4 0 139 GTTGCCATCTCTGTGCCCctctctctctctctctctctctctct GTTGCCATCTCTGTGCCC GCCTTGAGGAATTTCCAGAGG 0 26 51 18 189 21 58,404 58,627 53,600 36,900 5,969,043 D 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 4 0 139 GTTGCCATCTCTGTGCCCctctctctctctctctctctctctct GTTGCCATCTCTGTGCCC GCCTTGAGGAATTTCCAGAGGT 0 25 51 18 189 22 58,404 60,291 53,600 38,500 5,887,036 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 5 42 205 TCTATCTCCCTCCACGcccccTcccccATCTTCATCTCG TCTATCTCCCTCCACGCCC TCCAACATTTCTGCCCTCCC 42 50 8 19 212 20 60,153 59,960 61,300 43,000 1,192,143 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 5 0 139 TGTTGCCATCTCTGTGCCCctctctctctctctctctctctctc TGTTGCCATCTCTGTGCCC CCTTGAGGAATTTCCAGAGGTAGA 0 22 50 19 188 24 60,304 59,529 53,600 25,900 5,774,947 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 5 0 139 TGTTGCCATCTCTGTGCCCctctctctctctctctctctctctc TGTTGCCATCTCTGTGCCC CCTTGAGGAATTTCCAGAGGT 0 25 50 19 188 21 60,304 57,272 53,600 38,500 5,031,946 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 6 46 210 TCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCA TCGCCTCTATCTCCCTCCAC TCCAACATTTCTGCCCTCCC 46 50 3 20 212 20 60,179 59,960 40,200 43,000 0.218605 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 8 47 211 TTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATTCGCCTCTATCTCCCTCCA TCCAACATTTCTGCCCTCCC 47 50 2 20 212 20 59,444 59,960 38,600 43,000 0.595876 G 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 8 5 169 TCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctcTCGCTCTGTTGCCATCTCTG TCCAACATTTCTGCCCTCCC 5 50 44 20 212 20 60,108 59,960 33,500 43,000 0.148090 D 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 10 7 171 TCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctct TCTCGCTCTGTTGCCATCTC TCCAACATTTCTGCCCTCCC 7 50 42 20 212 20 59,826 59,960 27,500 43,000 0.214007 D 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

ST‐E00142:460:H2K7HCCXY:6:2224:3325:45611 1 69 74 19 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTANA 0 0 10 6 170 CTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctc CTCGCTCTGTTGCCATCTCT TCCAACATTTCTGCCCTCCC 6 50 43 20 212 20 59,825 59,960 31,000 43,000 0.214920 D 223 CTTCGCCTCTATCTCCCTCCACGcccccTcccccATCTTCATCTCGCTCTGTTGCCATCTCTGTGCCCctctctctctctctctctctctctctctctctctctctAtctctcTTTCTAACTCTTTCTCTGCctctctctctTTCGCATTAATCCTtctatctatctaCCTCTGGAAATTCCTCAAGGCCAGGGGAGGGCAGAAATGTTGGAtttttttttCT

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 1 1 14 22 191 AGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTAAGGTATCTCTCTGAGGGAGGG TGAGAGTGTGTGTGAGAGCG 90 22 4 21 194 20 59,214 59,688 43,000 50,300 2,098,543 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 21 190 AGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTAAGGTATCTCTCTGAGGGAGGG GAGAGTGTGTGTGAGAGCGT 90 21 4 21 193 20 59,214 59,688 43,000 50,700 2,098,856 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 20 191 ACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGACAGGTATCTCTCTGAGGGAGG AGAGTGTGTGTGAGAGCGTG 91 20 2 22 192 20 59,823 59,969 43,000 53,400 2,208,112 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 11 166 GGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGGAGGGATGAAGAGACAGG GTGAGAGCGTGTGTGTGAGA 77 11 18 20 183 20 58,873 59,969 40,000 32,700 1,158,116 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 8 138 TCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGTCCTAGTGTGGGACAGTGAGT AGAGCGTGTGTGTGAGAGTG 51 8 43 21 180 20 59,853 59,969 34,100 35,100 1,178,504 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 7 137 TCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGTCCTAGTGTGGGACAGTGAGT GAGCGTGTGTGTGAGAGTGA 51 7 43 21 179 20 59,853 59,969 34,100 34,100 1,177,964 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 7 162 GGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGGAGGGATGAAGAGACAGG GAGCGTGTGTGTGAGAGTGA 77 7 18 20 179 20 58,873 59,969 40,000 34,100 1,158,116 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 6 136 TCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGTCCTAGTGTGGGACAGTGAGT AGCGTGTGTGTGAGAGTGAG 51 6 43 21 178 20 59,853 59,969 34,100 35,100 1,178,504 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1087_2 2 115 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_115_152 0 0 14 6 161 GGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGGAGGGATGAAGAGACAGG AGCGTGTGTGTGAGAGTGAG 77 6 18 20 178 20 58,873 59,969 40,000 35,100 1,158,657 F 255 CACAGGTAtctctcTGAGGGAGGGATGAAGAGACAGGTATCTTCCTAGTGTGGGACAGTGAGTTTGAATGCAGGCAGATATCTCTGTCAGGGCTATCTTGAAACAacacacTCTcacacacacacacacacacacacacacacacacacacaCNCACNCTCACTCTcacacacaCGCTCTcacacacaCTCTCANNcacacacacacacacacacacacacacacacaTacacacacacacTcacacaCGCACAC

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 1 1 4 0 226 CAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGG CAACTGGTCTGTGGGTTGGT ACTGGGAATAAACCACACGC 58 0 18 20 243 20 60,107 58,470 36,700 53,400 1,637,042 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 0 0 4 0 227 CAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGG CAACTGGTCTGTGGGTTGGT GACTGGGAATAAACCACACGC 58 0 18 20 244 21 60,107 59,533 36,700 53,400 1,574,061 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 0 0 6 0 199 tttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGccTTTGGTGAGGGAGAGGGAGG GACTGGGAATAAACCACACGC 30 0 46 20 244 21 60,548 59,533 43,000 53,400 2,015,054 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 0 0 9 0 189 GAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGAGAGGGAGGGAGTGTGGG GACTGGGAATAAACCACACGC 21 0 56 19 244 21 60,687 59,533 46,100 53,400 3,154,835 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 0 0 13 0 182 GAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgt GAGGGAGTGTGGGTGTGTG ACTGGGAATAAACCACACGC 15 0 62 19 243 20 59,929 58,470 38,200 53,400 2,601,794 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1104_3 3 96 128 19 3 AC GTGTGTGTGCGTGTGTGTGGGTGTGTGTGTGTGTGNO 0 0 13 0 183 GAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgt GAGGGAGTGTGGGTGTGTG GACTGGGAATAAACCACACGC 15 0 62 19 244 21 59,929 59,533 38,200 53,400 2,538,812 G 247 GGTTTTCCTCCTCTCCCCAACTGGTCTGTGGGTTGGtttttGGtttttGGTGAGGGAGAGGGAGGGAGTGTGGgtgtgtGcccccACAATGAGCAgtgtgtgtGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtGGgtgtgtGcccccACAATGAGCAgtgtgtgtgtGCAAgtgtgtGCgtgtgtgtgtgtgtGCGTGTGGTTTATTCCCAGTCTCA

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 1 1 5 2 177 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACAG CGCACACCCTCCTACTGAG 2 10 2 25 178 19 59,871 59,487 36,600 33,500 6,641,984 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 5 2 214 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACAG CGTCAACGCACGGCAATTTA 2 46 2 25 215 20 59,871 60,111 36,600 14,000 5,239,425 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 5 2 260 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACAG ACGAAATATCACGCGACTGC 2 92 2 25 261 20 59,871 59,079 36,600 44,000 6,050,174 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 5 0 175 CCTCCACTATATTacacacacAGGTacacacacacacaca CCTCCACTATATTACACACACAGGT CGCACACCCTCCTACTGAG 0 10 4 25 178 19 59,871 59,487 40,000 33,500 6,641,984 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 5 0 212 CCTCCACTATATTacacacacAGGTacacacacacacaca CCTCCACTATATTACACACACAGGT CGTCAACGCACGGCAATTTA 0 46 4 25 215 20 59,871 60,111 40,000 14,000 5,239,425 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 5 0 258 CCTCCACTATATTacacacacAGGTacacacacacacaca CCTCCACTATATTACACACACAGGT ACGAAATATCACGCGACTGC 0 92 4 25 261 20 59,871 59,079 40,000 44,000 6,050,174 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 6 3 177 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACA CGCACACCCTCCTACTGAG 3 10 2 24 178 19 58,973 59,487 37,200 33,500 6,540,618 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 6 3 214 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACA CGTCAACGCACGGCAATTTA 3 46 2 24 215 20 58,973 60,111 37,200 14,000 5,138,059 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1170_3 3 29 121 19 3 AC ACACACACACACACACTCACTCACACACACACTCAC NO 0 0 6 3 260 ACCCTCCACTATATTacacacacAGGTacacacacacaca ACCCTCCACTATATTACACACACA ACGAAATATCACGCGACTGC 3 92 2 24 261 20 58,973 59,079 37,200 44,000 5,948,808 G 272 AACCCTCCACTATATTacacacacAGGTacacacacacacacacTCACTcacacacacaCTcacacacacacacacaGACAGGcacacaCTCACTcacacacacacacacacacacacacacacacacacacaAacacacacTcacacaAAAGTTTTACCTCAGTAGGAGGGTGTGCGGCCGACCTGCTCGAGTGTAAATTGCCGTGCGTTGACGTTAGGCGAGCANCCCAATGTCAACGCGCAGTCGCGTGATATTTCGTTTGACGGGTGC

cons_gr1208_2 2 50 93 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGNO 1 1 13‐May 3 166 ATTCTGGGCCATCAACCGAGCCTGCCCAACTNACN ATTCTGGGCCATCAACCGAG CACTCAGAAACACACTCACAGT 28 3 2 20 167 22 60,107 58,474 46,300 35,500 3,632,554 G 178 AATTCTGGGCCATCAACCGAGCCTGCCCAACTNACNGAATGTGNGGCCCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgACNNtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACACTGTGAgtgtgtTTCTGAGTGTAtgtgtgtgA

cons_gr1208_2 2 50 93 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGNO 0 0 14‐May 3 167 ATTCTGGGCCATCAACCGAGCCTGCCCAACTNACN ATTCTGGGCCATCAACCGAG ACACTCAGAAACACACTCACAGT 28 3 2 20 168 23 60,107 60,056 46,300 35,500 3,162,836 G 178 AATTCTGGGCCATCAACCGAGCCTGCCCAACTNACNGAATGTGNGGCCCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgACNNtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACACTGTGAgtgtgtTTCTGAGTGTAtgtgtgtgA

cons_gr1208_2 2 50 93 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGTGNO 0 0 14‐May 3 168 AATTCTGGGCCATCAACCGAGCCTGCCCAACTNACNAATTCTGGGCCATCAACCGA ACACTCAGAAACACACTCACAGT 29 3 1 20 168 23 59,669 60,056 46,900 35,500 3,387,097 G 178 AATTCTGGGCCATCAACCGAGCCTGCCCAACTNACNGAATGTGNGGCCCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgACNNtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACACTGTGAgtgtgtTTCTGAGTGTAtgtgtgtgA

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 1 1 3 24 138 GGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacaGGGTACAGGTGTTTATCCTCTCC GCGATGTCCATGTTCCATGG 24 33 118 23 255 20 59,866 59,335 37,100 36,600 3,799,022 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 3 17 131 GGTGTTTATCCTCTCCTGTCTCCACANacacacacGCAGGTGTTTATCCTCTCCTGTCTCC GCGATGTCCATGTTCCATGG 17 33 125 23 255 20 59,867 59,335 37,100 36,600 3,797,943 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 3‐May 17 134 GGTGTTTATCCTCTCCTGTCTCCACANacacacacGCAGGTGTTTATCCTCTCCTGTCTCC TCAGCGATGTCCATGTTCCA 17 36 125 23 258 20 59,867 59,387 37,100 35,300 3,745,927 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 46 242 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA TGCTTCCTAGTCAGCGATGT 118 46 27 20 268 20 60,756 58,814 14,000 30,600 1,942,643 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 45 242 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA TGCTTCCTAGTCAGCGATGTC 118 45 27 20 268 21 60,756 59,865 14,000 30,600 1,891,581 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 44 241 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA GCTTCCTAGTCAGCGATGTCC 118 44 27 20 267 21 60,756 60,537 14,000 40,200 2,293,577 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 37 233 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA GTCAGCGATGTCCATGTTCC 118 37 27 20 259 20 60,756 58,990 14,000 36,200 1,766,271 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 36 232 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA TCAGCGATGTCCATGTTCCA 118 36 27 20 258 20 60,756 59,387 14,000 35,300 1,369,186 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 4 33 229 GCTGCCATGGAGCCCAAATAAAGGCCTGGATATTC GCTGCCATGGAGCCCAAATA GCGATGTCCATGTTCCATGG 118 33 27 20 255 20 60,756 59,335 14,000 36,600 1,421,203 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 6 36 178 AGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTT AGGTTCCAAGTCCTCAGCAC TCAGCGATGTCCATGTTCCA 64 36 81 20 258 20 59,602 59,387 44,000 35,300 1,011,062 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 8 36 176 GTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAG GTTCCAAGTCCTCAGCACCT TCAGCGATGTCCATGTTCCA 62 36 83 20 258 20 59,602 59,387 40,000 35,300 1,011,062 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr1209_2 2 165 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_165_202 0 0 8 33 173 GTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAG GTTCCAAGTCCTCAGCACCT GCGATGTCCATGTTCCATGG 62 33 83 20 255 20 59,602 59,335 40,000 36,600 1,063,079 F 275 TTTGTGGTTTATGAACATTAGGGGCTGCTGCCATGGAGCCCAAATAAAGGCCTGGATATTCTTACACTGTATTGAACAGTAGGTTCCAAGTCCTCAGCACCTTTAACTGGAGTCTTAGGGTACAGGTGTTTATCCTCTCCTGTCTCCACANacacacacGCACGcacacacacacacacacacacacacacacacacacacaCNNCCCTGTCCCAGTTCtttttttATTATTCTTCCATGGAACATGGACATCGCTGACTAGGAAGCATCTATTG

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 1 1 2 26 241 tctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAA TCTCTCTTCACAAGCTGGTCA GCCCAAATTCAAAGACACAGGA 26 134 18 21 258 22 58,680 59,372 40,200 38,600 4,947,543 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 2 26 242 tctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAA TCTCTCTTCACAAGCTGGTCA AGCCCAAATTCAAAGACACAGG 26 135 18 21 259 22 58,680 59,370 40,200 40,000 4,949,461 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 2 22 158 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA ACGCTACCCATCAATTATTTACACTG 22 51 22 21 179 26 59,301 59,740 34,100 36,600 7,959,132 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 2 22 158 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA ACGCTACCCATCAATTATTTACACT 22 52 22 21 179 25 59,301 58,646 34,100 35,500 8,053,212 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 2 22 194 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA AGTGTGTGTTCTGCAATGCTG 22 92 22 21 215 21 59,301 59,664 34,100 44,100 3,034,893 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 2 22 194 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA AGTGTGTGTTCTGCAATGCT 22 93 22 21 215 20 59,301 58,316 34,100 37,900 3,383,026 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 3 23 196 tctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAG TCTCTTCACAAGCTGGTCATCC AGTGTGTGTTCTGCAATGCTG 23 92 20 22 215 21 60,028 59,664 35,100 44,100 3,363,555 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 3 23 240 tctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAG TCTCTTCACAAGCTGGTCATCC AGCCCAAATTCAAAGACACAGG 23 135 20 22 259 22 60,028 59,370 35,100 40,000 4,657,362 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 3 22 157 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA CGCTACCCATCAATTATTTACACTGA 22 50 22 21 178 26 59,301 59,518 34,100 34,100 8,181,058 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 4 7 107 cTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGG CTTCACAAGCTGGTCATCCA GTGTGTGACACCTCTGGAAA 22 7 23 20 129 20 57,810 57,674 34,100 31,300 4,515,177 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 4 7 108 tcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGTCTTCACAAGCTGGTCATCCA GTGTGTGACACCTCTGGAAA 22 7 22 21 129 20 59,301 57,674 34,100 31,300 4,024,665 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr180_4 4 65 38 19 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTC TC_65_102 0 0 4 7 110 tctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAG TCTCTTCACAAGCTGGTCATCC GTGTGTGACACCTCTGGAAA 23 7 20 22 129 20 60,028 57,674 35,100 31,300 4,353,328 F 262 TTTTCTGTTTCACCTTTtctctcTTCACAAGCTGGTCATCCAGTTAGATTTTCAAGGGCTCTCGtctctctctctctctctctctctctctctctctctctcACAtttttttCCAGAGGTGTcacacacaAGATCACTGTTCCAGAATTAAATCAGTGTAAATAATTGATGGGTAGCGTACTTTTCTCATGTTGCAGCATTGCAGAacacacacTAACAAAGGACTAAATCTGTCATCCTGTGTCTTTGAATTTGGGCTAAC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 May‐75 74 241 ACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGT ACCCATGGAATTGTGTGGCT GGGTTGTATCAGATTAAGAATGCAC 74 84 75 20 315 25 59,885 58,271 47,500 45,700 6,844,142 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 74 241 ACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGT ACCCATGGAATTGTGTGGCT GGGTTGTATCAGATTAAGAATGCACA 74 83 75 20 315 26 59,885 59,681 47,500 45,700 6,433,602 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 74 241 ACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGT ACCCATGGAATTGTGTGGCT GGGTTGTATCAGATTAAGAATGCA 74 85 75 20 315 24 59,885 57,057 47,500 39,600 7,057,486 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 63 230 tgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCTGTGTGGCTTCAATTGCTGG GGGTTGTATCAGATTAAGAATGCACA 63 83 86 20 315 26 59,325 59,681 48,500 45,700 6,993,731 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 63 231 TtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTTTGTGTGGCTTCAATTGCTGG GGGTTGTATCAGATTAAGAATGCACA 63 83 85 21 315 26 59,931 59,681 48,500 45,700 7,387,543 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 62 229 gtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTC GTGTGGCTTCAATTGCTGGC GGGTTGTATCAGATTAAGAATGCACA 62 83 87 20 315 26 60,668 59,681 48,500 45,700 6,987,049 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 17 184 aCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNACAGGAAATGCCGATGGAGA GGGTTGTATCAGATTAAGAATGCACA 17 83 132 20 315 26 59,088 59,681 37,100 45,700 7,230,417 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 17 185 aaCAGGAAATGCCGATGGAGAGNNNNNNNNNNN AACAGGAAATGCCGATGGAGA GGGTTGTATCAGATTAAGAATGCACA 17 83 131 21 315 26 59,718 59,681 37,100 45,700 7,600,514 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr200_2 2 169 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 16 184 aCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNACAGGAAATGCCGATGGAGAG GGGTTGTATCAGATTAAGAATGCACA 16 83 132 21 315 26 60,134 59,681 32,000 45,700 7,452,928 F 315 NGTATAAGATAGGTATTGCAAACTGTTTTATCTTTCTGGCTTTGTATAGTTTAGTTTATTCTtgtgtgTTCAAAACCCATGGAATtgtgtgGCTTCAATTGCTGGCCANGTGTCTTGCATCTCAAATaaaaaCAGGAAATGCCGATGGAGAGNNNNNNNNNNNNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACAGAGATGAggggggAGAGaaaaaTTAAGTGAATTTACAGTCTAATTTTAGCAGtttttCCCCATGCTAAATTTATACTCTTTGTGCATTCTTAATCTGATACAACCC

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 1 1 3 23 180 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA TCCCAGTTAAAGTGTAGGCTGG 23 77 99 20 278 22 59,888 59,695 41,200 48,500 2,416,979 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 3 23 194 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA GGAATCGCCCTATTTCCCAGT 23 92 99 20 292 21 59,888 59,857 41,200 40,000 1,255,292 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 3 23 195 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA AGGAATCGCCCTATTTCCCAG 23 93 99 20 293 21 59,888 59,578 41,200 44,500 1,533,864 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 3 23 196 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA GAGGAATCGCCCTATTTCCCA 23 94 99 20 294 21 59,888 59,580 41,200 43,700 1,532,356 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 3 0 104 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA CAATGAGGAGTCATGTTCAAAGG 23 0 99 20 202 23 59,888 57,693 41,200 31,100 5,418,750 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 62 240 AACTTCATTACAGGAGTTTCCACGACTATACACAGAAACTTCATTACAGGAGTTTCCACG AGAGGAATCGCCCTATTTCCC 62 95 56 24 295 21 59,245 59,300 49,400 39,700 6,455,310 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 62 240 ACTTCATTACAGGAGTTTCCACGACTATACACAGAGACTTCATTACAGGAGTTTCCACG AAGAGGAATCGCCCTATTTCCC 62 95 57 23 296 22 58,684 59,893 49,400 39,700 6,422,486 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 61 240 ACTTCATTACAGGAGTTTCCACGACTATACACAGAGACTTCATTACAGGAGTTTCCACGA AAGAGGAATCGCCCTATTTCCC 61 95 57 24 296 22 59,960 59,893 43,500 39,700 6,146,657 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 25 181 TTCACCAATCCCACACTCCCAAAACTGATCAAATGA TTCACCAATCCCACACTCCC CCCAGTTAAAGTGTAGGCTGGT 25 76 97 20 277 22 59,596 59,960 43,000 40,000 2,443,919 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 23 179 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA CCCAGTTAAAGTGTAGGCTGGT 23 76 99 20 277 22 59,888 59,960 41,200 40,000 2,152,097 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 0 105 CACCAATCCCACACTCCCAAAACTGATCAAATGAAACACCAATCCCACACTCCCAA ACAATGAGGAGTCATGTTCAAAGG 23 0 99 20 203 24 59,888 59,236 41,200 31,100 4,876,011 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr202_3 3 142 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_142_179 0 0 4 0 107 TTCACCAATCCCACACTCCCAAAACTGATCAAATGA TTCACCAATCCCACACTCCC ACAATGAGGAGTCATGTTCAAAGG 25 0 97 20 203 24 59,596 59,236 43,000 31,100 5,167,833 A 298 ATTAATTTGGGGAAAATAAAACTGAACGAGCTGGAAGNTGGCTGGGAAAATATGTAACTTCATTACAGGAGTTTCCACGACTATACACAGAGTAAATTCACCAATCCCACACTCCCAAAACTGATCAAATGAAATTTTCTGacacacacacacacacacacacacacacacacacacacCCTTTGAACATGACTCCTCATTGTAATCCTAGAATAAACAAATTGATCTTTCAAAGTTTGTATTTGCATAGTTTTAACCAGCCTACACTTTAACTGGGAAATAGGGCGATTCCTCTTCA

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 10 6 154 TCTCACAGacacacacTCGCACCGATacacacacacacac TCTCACAGACACACACTCGC GAGAACCAGCTGCTCTGCAT 6 70 6 20 159 20 59,969 60,393 50,300 39,600 0.423502 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 6 156 TCTCACAGacacacacTCGCACCGATacacacacacacac TCTCACAGACACACACTCGC TAGAGAACCAGCTGCTCTGC 6 72 6 20 161 20 59,969 59,466 50,300 42,600 0.565185 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 6 200 TCTCACAGacacacacTCGCACCGATacacacacacacac TCTCACAGACACACACTCGC TGCTCATGTGCAAGGTCGAT 6 116 6 20 205 20 59,969 60,036 50,300 35,900 0.066878 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 6 201 TCTCACAGacacacacTCGCACCGATacacacacacacac TCTCACAGACACACACTCGC TTGCTCATGTGCAAGGTCGA 6 117 6 20 206 20 59,969 60,250 50,300 42,000 0.281025 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 10 0 139 acacacacTCGCACCGATacacacacacacacacacacacacACACACACTCGCACCGAT AGCTGCTCTGCATAGCTG 0 65 14 18 152 18 59,265 57,141 41,800 42,400 7,593,990 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 12 5 153 CTCACAGacacacacTCGCACCGATacacacacacacaca CTCACAGACACACACTCGCA GAGAACCAGCTGCTCTGCAT 5 70 7 20 159 20 60,249 60,393 51,000 39,600 0.641760 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr207_2 2 32 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 12 5 199 CTCACAGacacacacTCGCACCGATacacacacacacaca CTCACAGACACACACTCGCA TGCTCATGTGCAAGGTCGAT 5 116 7 20 205 20 60,249 60,036 51,000 35,900 0.285136 F 239 CCCACTCTCACAGacacacacTCGCACCGATacacacacacacacacacacacacacacacacacacacGGACTCTcacacaGACGCGTGCGCTATCTTTTCCTGACTATAATGTTCCAGtttttttATTATTGCAGCTATGCAGAGCAGCTGGTTCTCTACTTGAAGGTTGCAGAGCTTCTGTCATCGACCTTGCACATGAGCAAGAACCAGATCAAGGCAGGAAAACTGTGCCCATC

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 1 1 3 14 140 GCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtg GCACCTGTACCTTTCTGCCT GCCTAGCCAGAGATGCCAA 15 14 84 20 223 19 59,963 59,471 47,500 45,200 1,565,698 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 3 13 140 GCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtg GCACCTGTACCTTTCTGCCTG GCCTAGCCAGAGATGCCAAC 14 13 84 21 223 20 61,216 60,817 48,500 37,700 3,032,934 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 3 13 140 GCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtg GCACCTGTACCTTTCTGCCT GCCTAGCCAGAGATGCCAAC 15 13 84 20 223 20 59,963 60,817 47,500 37,700 0.854104 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 3 11 139 GCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtg GCACCTGTACCTTTCTGCCT CCTAGCCAGAGATGCCAACAT 15 11 84 20 222 21 59,963 59,858 47,500 27,100 1,179,339 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 4 12 139 GCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtg GCACCTGTACCTTTCTGCCT CCTAGCCAGAGATGCCAACA 15 12 84 20 222 20 59,963 59,457 47,500 33,300 0.580151 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 4 7 131 ACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgt ACCTTTCTGCCTGAATGCCT CCTAGCCAGAGATGCCAACA 7 12 92 20 222 20 59,593 59,457 47,500 33,300 0.950415 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 6 12 148 TGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGAGTGTGTGCACCTGTACC CCTAGCCAGAGATGCCAACA 24 12 75 20 222 20 59,894 59,457 33,400 33,300 0.649241 G 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 8 13 205 TGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTGTTTCTGTGCGTAAACATGCA GCCTAGCCAGAGATGCCAAC 78 13 19 22 223 20 59,644 60,817 39,600 37,700 3,173,298 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 8 12 204 TGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTGTTTCTGTGCGTAAACATGCA CCTAGCCAGAGATGCCAACA 78 12 19 22 222 20 59,644 59,457 39,600 33,300 2,899,346 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 8 11 204 TGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTGTTTCTGTGCGTAAACATGCA CCTAGCCAGAGATGCCAACAT 78 11 19 22 222 21 59,644 59,858 39,600 27,100 3,498,534 D 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 10 12 151 GAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATG GAGTGAGTGTGTGCACCTGT CCTAGCCAGAGATGCCAACA 27 12 72 20 222 20 60,179 59,457 40,000 33,300 0.722350 G 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr237_3 3 119 72 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_119_156 0 0 12 12 158 TGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGC TGTGCAGGAGTGAGTGTGTG CCTAGCCAGAGATGCCAACA 34 12 65 20 222 20 60,179 59,457 38,200 33,300 0.722352 G 229 CAGGCGTGTGATTTTGAATGTTTCTGTGCGTAAACATGCACATTCATGTGTTATTTTGTATGCATGTGCAGGAGTGAgtgtgtGCACCTGTACCTTTCTGCCTGAATGCCTATGTCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTATGTGGATGTTGGCATCTCTGGCTAGGCCAGCAT

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 1 1 11‐May 36 199 CAACAGATGCGAATCCTGCTTTAATCAAACAATTTA CAACAGATGCGAATCCTGCT ATGAGTGCGAGTGTTTGTGT 72 36 93 20 291 20 58,623 58,046 42,400 37,200 3,330,102 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 36 200 TCAACAGATGCGAATCCTGCTTTAATCAAACAATTT TCAACAGATGCGAATCCTGC ATGAGTGCGAGTGTTTGTGT 73 36 92 20 291 20 58,627 58,046 48,500 37,200 3,326,141 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 36 200 TCAACAGATGCGAATCCTGCTTTAATCAAACAATTT TCAACAGATGCGAATCCTGCT ATGAGTGCGAGTGTTTGTGT 72 36 92 21 291 20 60,066 58,046 42,400 37,200 3,019,485 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 36 240 CAAACCAAATCCACAGCGATCAAGAGTAGATTTATTCAAACCAAATCCACAGCGATCA ATGAGTGCGAGTGTTTGTGT 111 36 52 22 291 20 59,771 58,046 29,200 37,200 4,182,141 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 36 241 TCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTCAAACCAAATCCACAGCGATC ATGAGTGCGAGTGTTTGTGT 112 36 51 22 291 20 59,512 58,046 36,900 37,200 4,441,321 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 36 241 TCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTCAAACCAAATCCACAGCGA ATGAGTGCGAGTGTTTGTGT 114 36 51 20 291 20 58,026 58,046 49,300 37,200 3,927,824 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 15 142 TCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgTCTTCAGTTTGGGTGCCATG ATGAGTGCGAGTGTTTGTGT 15 36 150 20 291 20 58,380 58,046 36,600 37,200 3,573,213 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 14 141 CTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgt CTTCAGTTTGGGTGCCATGA ATGAGTGCGAGTGTTTGTGT 14 36 151 20 291 20 58,380 58,046 30,700 37,200 3,573,213 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 14 142 TCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgTCTTCAGTTTGGGTGCCATGA ATGAGTGCGAGTGTTTGTGT 14 36 150 21 291 20 59,855 58,046 30,700 37,200 3,098,267 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 7 134 TTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGTTGGGTGCCATGATGAGGTG ATGAGTGCGAGTGTTTGTGT 7 36 158 20 291 20 60,324 58,046 40,000 37,200 2,277,192 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 5 132 GGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTGGGTGCCATGATGAGGTGTT ATGAGTGCGAGTGTTTGTGT 5 36 160 20 291 20 60,324 58,046 33,200 37,200 2,277,284 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr250_3 3 185 51 19 2 AC GTGTGTGTGTGCTACACACACACACACACACACACAAC_198_235 0 0 11‐May 3 130 GTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTac GTGCCATGATGAGGTGTTGC ATGAGTGCGAGTGTTTGTGT 3 36 162 20 291 20 59,828 58,046 41,700 37,200 2,125,462 D 295 AAACTGGACAGCTCCTTAAAATGAACAGAAGCTTGAATTTAGCTTGAATATCAAACCAAATCCACAGCGATCAAGAGTAGATTTATTTCATTCAACAGATGCGAATCCTGCTTTAATCAAACAATTTATATCTACCTTAAGAAGCTGATTCTTCAGTTTGGGTGCCATGATGAGGTGTTGCGTGgtgtgtgtgtGCTacacacacacacacacacacacacacacacacacacacAAACTTTTacacacANacacacacacNCACNNTNATACACAAACACTCGCACTCATACAC

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 3 11 149 CACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGCACGATGCAGGCTTTCAAGT TCCAGCTGAAGACCCAAACC 60 11 112 20 260 20 59,123 59,890 31,600 32,700 0.987557 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 11 150 ACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAACACGATGCAGGCTTTCAAG TCCAGCTGAAGACCCAAACC 61 11 111 20 260 20 59,123 59,890 30,200 32,700 0.987557 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 26 249 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC AAACTTGGCCACGACTCCAG 145 26 27 20 275 20 59,890 60,535 40,200 38,600 0.645588 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 18 241 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC CCACGACTCCAGCTGAAGAC 145 18 27 20 267 20 59,890 60,389 40,200 30,100 0.499652 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 17 240 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC CACGACTCCAGCTGAAGACC 145 17 27 20 266 20 59,890 60,389 40,200 38,500 0.499652 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 11 234 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC TCCAGCTGAAGACCCAAACC 145 11 27 20 260 20 59,890 59,890 40,200 32,700 0.220972 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 9 147 CACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGCACGATGCAGGCTTTCAAGT CAGCTGAAGACCCAAACCCA 60 9 112 20 258 20 59,123 60,179 31,600 45,100 1,056,063 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 9 232 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC CAGCTGAAGACCCAAACCCA 145 9 27 20 258 20 59,890 60,179 40,200 45,100 0.289478 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 4 93 acaGCACCTCGAAACATCCACTCCcacacacacacacac ACAGCACCTCGAAACATCCA TCCAGCTGAAGACCCAAACC 4 11 168 20 260 20 59,604 59,890 34,100 32,700 0.506921 F 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 226 TCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTTCCTTGCCTCTTGGTTGTCC AAGACCCAAACCCATCCAGG 145 3 27 20 252 20 59,890 59,591 40,200 44,500 0.519970 B 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 90 GCACCTCGAAACATCCACTCCcacacacacacacacaca GCACCTCGAAACATCCACTC TCCAGCTGAAGACCCAAACC 1 11 171 20 260 20 58,920 59,890 35,100 32,700 1,189,989 A 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 96 GCACCTCGAAACATCCACTCCcacacacacacacacaca GCACCTCGAAACATCCACTC CACGACTCCAGCTGAAGACC 1 17 171 20 266 20 58,920 60,389 35,100 38,500 1,468,669 A 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 97 GCACCTCGAAACATCCACTCCcacacacacacacacaca GCACCTCGAAACATCCACTC CCACGACTCCAGCTGAAGAC 1 18 171 20 267 20 58,920 60,389 35,100 30,100 1,468,669 A 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 8 95 TcacacaGCACCTCGAAACATCCACTCCcacacacacac TCACACAGCACCTCGAAACA CAGCTGAAGACCCAAACCCA 8 9 164 20 258 20 59,823 60,179 28,300 45,100 0.355903 F 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr277_2 2 192 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 8 97 TcacacaGCACCTCGAAACATCCACTCCcacacacacac TCACACAGCACCTCGAAACA TCCAGCTGAAGACCCAAACC 8 11 164 20 260 20 59,823 59,890 28,300 32,700 0.287396 F 275 GGGGAGAGGATAACTTTTCTCCTTTCTCCTTGCCTCTTGGTTGTCCGCAACAAGATGTGTTTTCGAGGGAGTGTTTTAAACATTTTGAGTGCTGCAATTTTCAGTAATAAACACGATGCAGGCTTTCAAGTACATTTAAATCAAAAGAAATNATAATGTNTATTcacacaGCACCTCGAAACATCCACTCCcacacacacacacacacacacacacacacacacacacaAGGCCTGGATGGGTTTGGGTCTTCAGCTGGAGTCGTGGCCAAGTTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 2 0 135 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATGT CGCAAATAAAGGGCCTACTGC 0 54 28 22 162 21 59,688 59,934 27,100 44,000 3,377,093 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 140 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATG TGCATCGCAAATAAAGGGCC 1 60 28 21 167 20 57,983 59,541 28,200 58,000 3,476,537 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 0 139 GGAATCCTAAGCCACCAATGTcacacacacacacacacaGGAATCCTAAGCCACCAATGT TGCATCGCAAATAAAGGGCC 0 60 29 21 167 20 57,982 59,541 27,100 58,000 3,477,911 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 0 140 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATGT TGCATCGCAAATAAAGGGCC 0 60 28 22 167 20 59,688 59,541 27,100 58,000 2,771,031 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 0 141 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATGT TTGCATCGCAAATAAAGGGCC 0 60 28 22 168 21 59,688 60,135 27,100 58,000 3,446,389 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 0 139 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATGT GCATCGCAAATAAAGGGCCT 0 59 28 22 166 20 59,688 59,253 27,100 51,900 3,058,201 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 1 92 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATG GGGCAGTCAGTGAACTTATTGC 1 10 28 21 119 22 57,983 59,838 28,200 35,600 5,179,456 A 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 0 91 GGAATCCTAAGCCACCAATGTcacacacacacacacacaGGAATCCTAAGCCACCAATGT GGGCAGTCAGTGAACTTATTGC 0 10 29 21 119 22 57,982 59,838 27,100 35,600 5,180,831 A 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 0 92 TGGAATCCTAAGCCACCAATGTcacacacacacacacac TGGAATCCTAAGCCACCAATGT GGGCAGTCAGTGAACTTATTGC 0 10 28 22 119 22 59,688 59,838 27,100 35,600 4,473,950 A 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 10 27 193 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAACAGCCTAAACATTTGCACA GGGTTTCAAACAGGTATTAGGTCT 27 82 1 22 193 24 57,601 58,433 45,700 38,500 9,966,434 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 10 26 192 AACAGCCTAAACATTTGCACATTAAATGGAATCCTAAACAGCCTAAACATTTGCACAT GGGTTTCAAACAGGTATTAGGTCT 26 82 2 22 193 24 57,394 58,433 32,100 38,500 10,173,070 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr313_2 2 50 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 10 25 191 ACAGCCTAAACATTTGCACATTAAATGGAATCCTAAACAGCCTAAACATTTGCACATT GGGTTTCAAACAGGTATTAGGTCT 25 82 3 22 193 24 57,394 58,433 27,100 38,500 10,173,070 F 205 AAACAGCCTAAACATTTGCACATTAAATGGAATCCTAAGCCACCAATGTcacacacacacacacacacacacacacacacacacacaCGTACTACAAGCAATAAGTTCACTGACTGCCCTATTATTAAAGGTTaaaaaCAGGCAGTAGGCCCTTTATTTGCGATGCAAAAGACCTAATACCTGTTTGAAAcccccGCTGCAAGTT

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 1 1 10 19 184 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA CATGTGCCTGTGAGTGAGTG 87 19 3 20 186 20 59,545 58,846 37,200 35,100 1,609,607 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 18 183 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA ATGTGCCTGTGAGTGAGTGA 87 18 3 20 185 20 59,545 58,949 37,200 34,100 1,506,417 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 17 182 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA TGTGCCTGTGAGTGAGTGAT 87 17 3 20 184 20 59,545 58,949 37,200 30,600 1,506,417 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 4 99 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA TGTGCCTGTGAGTGAGTGAT 4 17 86 20 184 20 57,277 58,949 40,800 30,600 3,774,330 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 4 100 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA ATGTGCCTGTGAGTGAGTGA 4 18 86 20 185 20 57,277 58,949 40,800 34,100 3,774,330 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 38 19 1 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 4 101 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA CATGTGCCTGTGAGTGAGTG 4 19 86 20 186 20 57,277 58,846 40,800 35,100 3,877,519 F 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 1 6 4 148 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA CTGCATGCATGTAAGTGCCC 4 17 86 20 233 20 57,277 59,898 40,800 53,600 2,825,081 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 6 3 147 ATGCTCCAGCTCTATTGCATATTcacacacacacacaca ATGCTCCAGCTCTATTGCAT CTGCATGCATGTAAGTGCCC 3 17 87 20 233 20 57,047 59,898 39,600 53,600 3,055,043 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Jun‐75 4 136 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA AAGTGCCCATGTGCTTCTGT 4 5 86 20 221 20 57,277 60,179 40,800 34,100 2,902,303 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Jun‐75 3 135 ATGCTCCAGCTCTATTGCATATTcacacacacacacaca ATGCTCCAGCTCTATTGCAT AAGTGCCCATGTGCTTCTGT 3 5 87 20 221 20 57,047 60,179 39,600 34,100 3,132,265 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Jun‐75 3 136 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCAT AAGTGCCCATGTGCTTCTGT 3 5 86 21 221 20 57,775 60,179 39,600 34,100 3,404,158 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 8 4 142 AATGCTCCAGCTCTATTGCATATTcacacacacacacac AATGCTCCAGCTCTATTGCA GCATGTAAGTGCCCATGTGC 4 11 86 20 227 20 57,277 60,179 40,800 45,700 2,902,451 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Sep‐25 25 190 TTCACATACAGACTCTTCATAAACTGAAACAATAAT TTCACATACAGACTCTTCATAAACTGA TGTTTGTTTCTGCATGCATGT 30 25 53 27 242 21 58,415 57,544 34,100 32,100 12,041,008 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Sep‐25 25 190 TTCACATACAGACTCTTCATAAACTGAAACAATAAT TTCACATACAGACTCTTCATAAACTG TGTTTGTTTCTGCATGCATGT 31 25 53 26 242 21 57,237 57,544 31,600 32,100 12,219,039 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Sep‐25 25 191 ATTCACATACAGACTCTTCATAAACTGAAACAATAA ATTCACATACAGACTCTTCATAAACTG TGTTTGTTTCTGCATGCATGT 31 25 52 27 242 21 57,624 57,544 31,600 32,100 12,832,064 D 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 17 231 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA CTGCATGCATGTAAGTGCCC 87 17 3 20 233 20 59,545 59,898 37,200 53,600 0.557169 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 11 225 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA GCATGTAAGTGCCCATGTGC 87 11 3 20 227 20 59,545 60,179 37,200 45,700 0.634539 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 10 5 219 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA AAGTGCCCATGTGCTTCTGT 87 5 3 20 221 20 59,545 60,179 37,200 34,100 0.634391 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 11 73 288 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA CACGTGTGTGTGCATATGTGT 87 73 3 20 290 21 59,545 59,469 37,200 37,200 1,986,130 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 Nov‐75 72 287 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA ACGTGTGTGTGCATATGTGTG 87 72 3 20 289 21 59,545 59,469 37,200 38,200 1,986,130 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 12 85 299 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA GTGTTTGTGTGCACGTGTGT 87 85 3 20 301 20 59,545 60,110 37,200 37,200 0.565374 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 12 85 300 AGAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA GTGTTTGTGTGCACGTGTGT 87 85 2 21 301 20 60,955 60,110 37,200 37,200 2,064,697 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 12 85 300 AGAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACAC GTGTTTGTGTGCACGTGTGT 88 85 2 20 301 20 59,259 60,110 38,200 37,200 0.850701 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr319_3 3 110 87 19 2 AC CACACACACACACACACACACACACACACACACACACA_110_147 0 0 13 71 286 GAAACAGGCAAGcacacacaNANNCACANATATGCAGAAACAGGCAAGCACACACA CGTGTGTGTGCATATGTGTGT 87 71 3 20 288 21 59,545 59,469 37,200 37,200 1,986,130 G 326 CAGAAACAGGCAAGcacacacaNANNCACANATATGCACCCATacacacAAATTCACATACAGACTCTTCATAAACTGAAACAATAATGCTCCAGCTCTATTGCATATTcacacacacacacacacacacacacacacacacacacaAATTCATTcacacaATAAtcactcactcacAGGCACATGcacacacacaATCATACAGAAGCACATGGGCACTTACATGCATGCAGAAACAAACANATGTGCATGcacacaTTAAAACCAacacacATATGcacacacaCGTGcacacaAACACGcacacaCGCACAGACACAAAGACA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 3 12 161 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT TTTGTAAGAGCACACATGTATACAA 12 39 15 22 175 25 57,714 57,029 26,600 24,100 12,257,479 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 12 273 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT CCTGTCAACTGAGCGGAACA 12 156 15 22 287 20 57,714 60,250 26,600 31,800 4,536,165 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 12 275 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT CACCTGTCAACTGAGCGGAA 12 158 15 22 289 20 57,714 60,250 26,600 43,000 4,536,165 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 12 278 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT TTCCACCTGTCAACTGAGCG 12 161 15 22 292 20 57,714 60,250 26,600 50,300 4,536,165 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 14 228 AATCTAAGTGCATGCTACCACTTTTGTAATCACCTTt AATCTAAGTGCATGCTACCACT CCCTTGAGTGCTGTGACTGT 14 109 13 22 240 20 57,506 59,893 40,000 35,500 4,601,547 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 12 226 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT CCCTTGAGTGCTGTGACTGT 12 109 15 22 240 20 57,714 59,893 26,600 35,500 4,393,752 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 12 227 ATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtg ATCTAAGTGCATGCTACCACTTT CCCTTGAGTGCTGTGACTGT 12 109 14 23 240 20 58,152 59,893 26,600 35,500 4,955,813 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 14 162 AATCTAAGTGCATGCTACCACTTTTGTAATCACCTTt AATCTAAGTGCATGCTACCACT TTGTAAGAGCACACATGTATACAAA 14 38 13 22 174 25 57,506 57,029 40,000 28,300 12,465,274 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 12 160 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT TTGTAAGAGCACACATGTATACAAA 12 38 15 22 174 25 57,714 57,029 26,600 28,300 12,257,479 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 4 121 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT GCACACACACTCACTCACAG 12 4 15 22 135 20 57,714 59,067 26,600 36,600 5,219,393 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 5 122 TCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgTCTAAGTGCATGCTACCACTTT CGCACACACACTCACTCACA 12 5 15 22 136 20 57,714 60,806 26,600 35,800 5,092,008 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr453_2 2 49 63 19 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 5 124 AATCTAAGTGCATGCTACCACTTTTGTAATCACCTTt AATCTAAGTGCATGCTACCACT CGCACACACACTCACTCACA 14 5 13 22 136 20 57,506 60,806 40,000 35,800 5,299,803 G 293 TTTTGTTTTCAAAATCTAAGTGCATGCTACCACTTTTGTAATCACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGCAtgtgtgTgagagagagaGTGACTGTGAGTGAgtgtgtgtgcgcgcgcAtgtgtgTTTTGTATACAtgtgtgCTCTTACaaaaaCATTTATTCTTCATTTTAAACTTAAAAGTCGTGTCTGTTCATGACAGTCACAGCACTCAAGGGGTTAAAACACTTCTTTAAAACATGTCTTGTTCCGCTCAGTTGACAGGTGGAAA

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 1 1 6 21 179 TCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTTCTTCAGCCTTCTCCATCAGA AGTCAGGCTTCAGTCAGTGT 55 21 73 21 251 20 58,175 58,582 32,700 35,500 4,243,556 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 179 TCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTTCTTCAGCCTTCTCCATCAGAA AGTCAGGCTTCAGTCAGTGT 54 21 73 22 251 20 58,824 58,582 30,200 35,500 4,594,744 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 180 TTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTTCTTCAGCCTTCTCCATCAGA AGTCAGGCTTCAGTCAGTGT 55 21 72 22 251 20 58,824 58,582 32,700 35,500 4,594,744 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 216 CAGGTTCAACCCAAGTATGCatagatagatagACATTT CAGGTTCAACCCAAGTATGCA AGTCAGGCTTCAGTCAGTGT 92 21 36 21 251 20 58,486 58,582 39,600 35,500 3,932,087 G 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 217 CCAGGTTCAACCCAAGTATGCatagatagatagACATT CCAGGTTCAACCCAAGTATGC AGTCAGGCTTCAGTCAGTGT 93 21 35 21 251 20 59,181 58,582 31,400 35,500 3,237,007 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 218 ACCAGGTTCAACCCAAGTATGCatagatagatagACAT ACCAGGTTCAACCCAAGTATGC AGTCAGGCTTCAGTCAGTGT 93 21 34 22 251 20 60,818 58,582 31,400 35,500 4,236,173 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 243 AGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAAAGGCTTCTCTTGTCTGTAAAGT AGTCAGGCTTCAGTCAGTGT 118 21 9 22 251 20 57,035 58,582 26,600 35,500 6,383,533 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 244 GAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAGAGGCTTCTCTTGTCTGTAAAGT AGTCAGGCTTCAGTCAGTGT 118 21 8 23 251 20 58,111 58,582 26,600 35,500 6,307,251 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 21 245 AGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAGAGGCTTCTCTTGTCTGTAAAGT AGTCAGGCTTCAGTCAGTGT 118 21 7 24 251 20 59,409 58,582 26,600 35,500 6,009,406 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 14 139 CCAACATCATACCCAGAAGACATGAAGGAATATGT CCAACATCATACCCAGAAGACA AGTCAGGCTTCAGTCAGTGT 14 21 113 22 251 20 57,779 58,582 34,100 35,500 5,639,027 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 12 139 CCAACATCATACCCAGAAGACATGAAGGAATATGT CCAACATCATACCCAGAAGACATG AGTCAGGCTTCAGTCAGTGT 12 21 113 24 251 20 59,422 58,582 32,100 35,500 5,996,027 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 6 7 133 TCATACCCAGAAGACATGAAGGAATATGTAtgtgtgt TCATACCCAGAAGACATGAAGGA AGTCAGGCTTCAGTCAGTGT 7 21 119 23 251 20 58,638 58,582 33,600 35,500 5,780,116 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr561_2 2 149 62 19 2 AT TGTGTGTGTGTTTTATATATATATATATATATATATANO 0 0 8 21 220 GAACCAGGTTCAACCCAAGTATGCatagatagatagACGAACCAGGTTCAACCCAAGT AGTCAGGCTTCAGTCAGTGT 97 21 32 20 251 20 57,933 58,582 31,600 35,500 3,485,699 D 253 CAACAAAGAGGCTTCTCTTGTCTGTAAAGTTGAACCAGGTTCAACCCAAGTATGCatagatagatagACATTTCTTCAGCCTTCTCCATCAGAAGGAAGAAGGAATTTCATTCCAACATCATACCCAGAAGACATGAAGGAATATGTAtgtgtgtgtgTTTtatatatatatatatatatatatatatatatatatataAAattattattTTTTAAATAGACAAAGTCTTTACACTGACTGAAGCCTGACTAN

cons_gr66_2 2 55 102 19 3 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT TG_119_156 0 1 16 4 152 TGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtg TGACTGTGTGCATCAGGGAC CCCAGTCCTTGACACACACA 6 4 29 20 180 20 59,965 59,820 44,600 37,200 0.215488 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr66_2 2 55 102 19 3 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT TG_119_156 0 0 16 4 153 GTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgAC GTGACTGTGTGCATCAGGGA CCCAGTCCTTGACACACACA 7 4 28 20 180 20 59,965 59,820 42,000 37,200 0.215488 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr66_2 2 55 102 19 3 AC TGTGTGTGTGACTGTGTGTATCACGGACTGGGACT TG_119_156 0 0 16 4 154 TGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgA TGTGACTGTGTGCATCAGGG CCCAGTCCTTGACACACACA 8 4 27 20 180 20 60,250 59,820 44,500 37,200 0.430595 G 223 ACTGTGCGTGTCAGGGACTGAGTGTCTGTGACtgtgtgCATCAGGGACTGGGACtgtgtgtgtgACtgtgtgTATCACGGACTGGGACtgtgtgtgtgTAACtgtgtgtgTCAGGGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNACtgtgtgtgTCAAGGACTGGGACtgtgtgtgtgtgtgtgTNGCNTTCAGAAAGTAAATCTCCCT

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 3 0 193 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCAT TGTGATGTATCCCTTCTTGTCTCT TCAGAAAGGATAGGGAAAGAAGTT 107 0 1 24 193 24 58,974 57,296 31,000 26,600 11,730,177 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 4 197 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCAT TGTGATGTATCCCTTCTTGTCTCT ACAATCAGAAAGGATAGGGAAAGA 107 4 1 24 197 24 58,974 57,357 31,000 25,200 11,668,854 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 194 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCAT TGTGATGTATCCCTTCTTGTCTCT ATCAGAAAGGATAGGGAAAGAAGT 107 1 1 24 194 24 58,974 57,100 31,000 30,100 11,926,013 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 4 165 TCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATTCCATGTGGATTCAGGTTCTAACT ACAATCAGAAAGGATAGGGAAAGA 75 4 33 24 197 24 59,464 57,357 22,400 25,200 11,178,824 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 1 162 TCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATTCCATGTGGATTCAGGTTCTAACT ATCAGAAAGGATAGGGAAAGAAGT 75 1 33 24 194 24 59,464 57,100 22,400 30,100 11,435,983 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr68_2 2 132 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 0 161 TCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATTCCATGTGGATTCAGGTTCTAACT TCAGAAAGGATAGGGAAAGAAGTT 75 0 33 24 193 24 59,464 57,296 22,400 26,600 11,240,146 F 206 TGTGATGTATCCCTTCTTGTCTCTTATTTCAATCCATGTGGATTCAGGTTCTAACTTTCTGTTAGTTATGTCAttttttACTGCTGCCACTGTTTTATCTCTAAGAAGTAATTATGCTACCCCGCCAACTCcacacacacacacacacacacacacacacacacacacaAACTTCTTTCCCTATCCTTTCTGATTGTTATAATCTG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 1 1 3 87 291 TACCCTGGAAGCGGCCATTATGCCCTCATTTTACAT TACCCTGGAAGCGGCCATTA CGCACCTTAACACCAACTCTG 117 87 4 20 294 21 60,984 59,469 19,000 33,500 2,515,054 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 3 86 290 TACCCTGGAAGCGGCCATTATGCCCTCATTTTACAT TACCCTGGAAGCGGCCATTA GCACCTTAACACCAACTCTGC 117 86 4 20 293 21 60,984 59,733 19,000 42,600 2,250,894 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 3 13 139 GCTGACCACTAGTTGATGGCTTTGGTGCTTAACCca GCTGACCACTAGTTGATGGCT CAGCCAGTGGAAGCATTATTTCA 13 36 107 21 245 23 60,066 59,555 47,500 26,900 4,510,595 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 88 291 TACCCTGGAAGCGGCCATTATGCCCTCATTTTACAT TACCCTGGAAGCGGCCATTA CGCACCTTAACACCAACTCT 117 88 4 20 294 20 60,984 58,121 19,000 32,400 2,862,858 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 80 281 CCCTGGAAGCGGCCATTATGCCCTCATTTTACATCA CCCTGGAAGCGGCCATTAT AACACCAACTCTGCTGAGCA 116 80 6 19 286 20 59,849 59,819 12,800 42,600 1,332,563 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 80 283 TACCCTGGAAGCGGCCATTATGCCCTCATTTTACAT TACCCTGGAAGCGGCCATTA AACACCAACTCTGCTGAGCA 117 80 4 20 286 20 60,984 59,819 19,000 42,600 1,165,018 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 78 281 TACCCTGGAAGCGGCCATTATGCCCTCATTTTACAT TACCCTGGAAGCGGCCATTA CACCAACTCTGCTGAGCACT 117 78 4 20 284 20 60,984 60,250 19,000 44,000 1,234,114 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 59 224 CCACCATACCAAACCAAAGGGGACTACTGAGTGAA CCACCATACCAAACCAAAGGG CACCAACTCTGCTGAGCACT 59 78 61 21 284 20 59,101 60,250 39,500 44,000 2,149,351 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 59 226 CCACCATACCAAACCAAAGGGGACTACTGAGTGAA CCACCATACCAAACCAAAGGG AACACCAACTCTGCTGAGCA 59 80 61 21 286 20 59,101 59,819 39,500 42,600 2,080,256 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 13 178 GCTGACCACTAGTTGATGGCTTTGGTGCTTAACCca GCTGACCACTAGTTGATGGCT CACCAACTCTGCTGAGCACT 13 78 107 21 284 20 60,066 60,250 47,500 44,000 1,316,063 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 4 13 180 GCTGACCACTAGTTGATGGCTTTGGTGCTTAACCca GCTGACCACTAGTTGATGGCT AACACCAACTCTGCTGAGCA 13 80 107 21 286 20 60,066 59,819 47,500 42,600 1,246,968 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 5 14 181 TGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCc TGCTGACCACTAGTTGATGGC AACACCAACTCTGCTGAGCA 14 80 106 21 286 20 60,339 59,819 44,000 42,600 1,520,169 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 5 12 113 GCTGACCACTAGTTGATGGCTTTGGTGCTTAACCca GCTGACCACTAGTTGATGGCT TGCCAAAGGTCTGATCAATCA 13 12 107 21 219 21 60,066 57,562 47,500 25,700 4,504,070 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 6 59 209 CCACCATACCAAACCAAAGGGGACTACTGAGTGAA CCACCATACCAAACCAAAGGG GCACTACAGTCCTGCAAAGC 59 63 61 21 269 20 59,101 59,481 39,500 35,100 2,418,219 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr710_3 3 141 46 19 1.5 AC CACACACGCACACACACACACACACACACACACACACA_149_186 0 0 7 4 139 AGTTGATGGCTTTGGTGCTTAACCcacacaCGcacaca AGTTGATGGCTTTGGTGCTT CAAAGCAGACCAGCCAGTG 4 50 117 20 255 19 58,292 59,045 39,100 36,600 3,662,869 B 294 TCGTACCCTGGAAGCGGCCATTATGCCCTCATTTTACATCAGTCTGCATCTACATTTGAACCACCATACCAAACCAAAGGGGACTACTGAGTGAAAAGGACTATCTGCTGACCACTAGTTGATGGCTTTGGTGCTTAACCcacacaCGcacacacacacacacacacacacacacacacacacacaATGAAACTGAACTGATTGATCAGACCTTTGGCATATTGAAATAATGCTTCCACTGGCTGGTCTGCTTTGCAGGACTGTAGTGCTCAGCAGAGTTGGTGTTAAGGTGCG

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 1 1 6 61 290 AGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAAAGGCATGGGAAATAATTGCTGG TGTCGGATTGTGCAAGCCTT 61 149 8 22 297 20 59,298 60,537 48,500 43,500 3,239,093 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 6 61 291 AAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAAAGGCATGGGAAATAATTGCTGG TGTCGGATTGTGCAAGCCTT 61 149 7 23 297 20 59,865 60,537 48,500 43,500 3,672,310 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 6 41 237 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA GCTTGTGCGCACTTGTGTAT 41 118 30 20 266 20 60,108 59,762 41,700 22,900 0.345992 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 6 38 234 AGCAAGCGAATCCCACAACTCATAAGAANGAAATT AGCAAGCGAATCCCACAACT GCTTGTGCGCACTTGTGTAT 38 118 33 20 266 20 60,251 59,762 31,600 22,900 0.489190 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 6 37 156 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA AGTGCCTGAGTGCCTTTGAG 41 37 30 20 185 20 60,108 60,251 41,700 30,200 0.358343 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 6 37 233 GCAAGCGAATCCCACAACTCATAAGAANGAAATTG GCAAGCGAATCCCACAACTC GCTTGTGCGCACTTGTGTAT 37 118 34 20 266 20 59,831 59,762 30,100 22,900 0.407297 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 7 60 290 GCATGGGAAATAATTGCTGGCCTAGCAAGCGAATC GCATGGGAAATAATTGCTGGC GGTGTCGGATTGTGCAAGC 60 152 10 21 299 19 58,513 59,790 48,500 40,100 3,697,073 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 8 41 238 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA TGCTTGTGCGCACTTGTGTA 41 119 30 20 267 20 60,108 61,092 41,700 29,000 1,200,048 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 8 38 235 AGCAAGCGAATCCCACAACTCATAAGAANGAAATT AGCAAGCGAATCCCACAACT TGCTTGTGCGCACTTGTGTA 38 119 33 20 267 20 60,251 61,092 31,600 29,000 1,343,247 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 8 37 234 GCAAGCGAATCCCACAACTCATAAGAANGAAATTG GCAAGCGAATCCCACAACTC TGCTTGTGCGCACTTGTGTA 37 119 34 20 267 20 59,831 61,092 30,100 29,000 1,261,354 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 8 28 143 GCAAGCGAATCCCACAACTCATAAGAANGAAATTG GCAAGCGAATCCCACAACTC GTGCCTTTGAGTGCGTATGC 37 28 34 20 176 20 59,831 60,179 30,100 31,400 0.348198 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 8 28 147 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA GTGCCTTTGAGTGCGTATGC 41 28 30 20 176 20 60,108 60,179 41,700 31,400 0.286892 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 9 14 128 GCAAGCGAATCCCACAACTCATAAGAANGAAATTG GCAAGCGAATCCCACAACTC TATGCGGGAGTTTGCGTGT 37 14 34 20 161 19 59,831 60,004 30,100 44,900 1,173,329 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 9 14 129 AGCAAGCGAATCCCACAACTCATAAGAANGAAATT AGCAAGCGAATCCCACAACT TATGCGGGAGTTTGCGTGT 38 14 33 20 161 19 60,251 60,004 31,600 44,900 1,255,221 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 9 14 132 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA TATGCGGGAGTTTGCGTGT 41 14 30 20 161 19 60,108 60,004 41,700 44,900 1,112,023 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 10 45 292 TGGCCTAGCAAGCGAATCCCACAACTCATAAGAAN TGGCCTAGCAAGCGAATCC GTGTGTGTAGGTTTGTGCGG 45 170 27 19 318 20 60,153 59,693 30,100 56,900 1,459,701 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 10 43 290 GCCTAGCAAGCGAATCCCACAACTCATAAGAANGA GCCTAGCAAGCGAATCCCA GTGTGTGTAGGTTTGTGCGG 43 170 29 19 318 20 60,153 59,693 43,700 56,900 1,459,701 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 10 41 248 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA TGTGAGTTTGTGCTTGTGCG 41 129 30 20 277 20 60,108 59,901 41,700 53,400 0.206255 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 10 38 245 AGCAAGCGAATCCCACAACTCATAAGAANGAAATT AGCAAGCGAATCCCACAACT TGTGAGTTTGTGCTTGTGCG 38 129 33 20 277 20 60,251 59,901 31,600 53,400 0.349454 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 10 37 244 GCAAGCGAATCCCACAACTCATAAGAANGAAATTG GCAAGCGAATCCCACAACTC TGTGAGTTTGTGCTTGTGCG 37 129 34 20 277 20 59,831 59,901 30,100 53,400 0.267561 B 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr723_3 3 91 38 19 1 AC ACACACACACACACACACACACACACACACACACACAC_91_128 0 0 12 41 290 CCTAGCAAGCGAATCCCACAACTCATAAGAANGAA CCTAGCAAGCGAATCCCACA TGTGTGTGTAGGTTTGTGCG 41 171 30 20 319 20 60,108 58,989 41,700 53,400 1,118,283 F 323 TGAAATAAGGCATGGGAAATAATTGCTGGCCTAGCAAGCGAATCCCACAACTCATAAGAANGAAATTGANAGACTcacacaTACAGTGAAacacacacacacacacacacacacacacacacacacacGCTCAAACACGTGCACACGCAAACTCCCGCATACGCACTCAAAGGCACTCAGGCACTAACTCTAGTGCACAGAAacacacAAACGAGcacacaGAAATTCATacacacAATcacacacaTACACAAGTGCGCACAAGCACAAACTCACAAAGGCTTGCACAATCCGACACCCGCACAAACCTacacacacAAACA

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 4 2 221 ttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgTTCTCTCTGGTGCCCTTGTC CCCACATCCCAGGAACAAGT 2 141 182 20 402 20 59,313 59,594 31,800 31,600 1,092,940 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Apr‐75 1 220 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT CCCACATCCCAGGAACAAGT 1 141 183 20 402 20 60,179 59,594 34,100 31,600 0.584506 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Apr‐75 1 242 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT AATGCTGCCCTACCCAACG 1 164 183 20 424 19 60,179 60,379 34,100 41,000 1,557,435 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Apr‐75 1 243 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT AAATGCTGCCCTACCCAACG 1 164 183 20 425 20 60,179 60,965 34,100 41,000 1,144,283 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 1 165 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT GGAGCCTGTATGACATCCCG 1 86 183 20 347 20 60,179 59,966 34,100 51,400 0.212979 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 1 179 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT GAGTCAGGATGTGTGGAGCC 1 100 183 20 361 20 60,179 60,108 34,100 47,000 0.286866 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 164 ctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgt CTCTCTGGTGCCCTTGTCTC GGAGCCTGTATGACATCCCG 0 86 184 20 347 20 59,751 59,966 33,600 51,400 0.282901 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 219 ctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgt CTCTCTGGTGCCCTTGTCTC CCCACATCCCAGGAACAAGT 0 141 184 20 402 20 59,751 59,594 33,600 31,600 0.654428 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 242 ctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgt CTCTCTGGTGCCCTTGTCTC AAATGCTGCCCTACCCAACG 0 164 184 20 425 20 59,751 60,965 33,600 41,000 1,214,205 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 2 106 ttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgTTCTCTCTGGTGCCCTTGTC CTCCACCACCAACACACCTC 2 26 182 20 287 20 59,313 60,535 31,800 38,500 1,222,456 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 1 105 tctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGGTGCCCTTGTCT CTCCACCACCAACACACCTC 1 26 183 20 287 20 60,179 60,535 34,100 38,500 0.714023 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 0 104 ctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgt CTCTCTGGTGCCCTTGTCTC CTCCACCACCAACACACCTC 0 26 184 20 287 20 59,751 60,535 33,600 38,500 0.783945 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 100 299 TCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCTCTTTCTCCTTCCTCTCTACCC GAGTCAGGATGTGTGGAGCC 119 100 63 22 361 20 58,016 60,108 36,900 47,000 4,091,766 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 100 300 CTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCTCTTTCTCCTTCCTCTCTACCC GAGTCAGGATGTGTGGAGCC 119 100 62 23 361 20 59,042 60,108 36,900 47,000 4,066,092 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr747_3 3 204 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 99 299 CTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCTCTTTCTCCTTCCTCTCTACCC AGTCAGGATGTGTGGAGCCT 119 99 62 23 360 20 59,042 60,546 36,900 45,800 4,504,414 F 430 AAAACaaaaaaTGAGTACNGTAATAGGAAGCTGTATTtctctctcCCCACTTCctctctATCTCTTTCTCCTTCctctctAccccccNCCTNCCCCNCCCNCCNCCCTTCNCCCCNTCCCCNNCNCCNTNCCCNCCCCTTTGGTCTTCCNTTCTTTCNNNNNNNNNNNCCCTCTTCtcttcttctCTCTGGTGCCCTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggTGGGGTGTTGGTGAGCGGGTGAGgtgtgttggtggtggAGGNgggggTTGAGGTAGTGGgagagaAAGATAGAGACTGTGCGGGATGTCATACAGGCTCcacacaTCCTGACTCTTCTGGGTACTGTGtttttttACTTGTTCCTGGGATGTGGGCGTCGTTGGGTAGGGCAGCATTTATTAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 3 26 179 GGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGAGGTGCCCTCATCCAAATTGC GACCCTGCGATTAGGAAGGG 75 26 63 20 241 20 59,824 59,893 35,600 39,500 0.283344 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 26 191 TAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTT TAATAGCCCTGAGGTGCCCT GACCCTGCGATTAGGAAGGG 87 26 51 20 241 20 60,030 59,893 51,900 39,500 0.136987 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 26 241 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGACTTCTCTCCTGTAGGTGAAGATTT GACCCTGCGATTAGGAAGGG 133 26 1 24 241 20 57,707 59,893 21,700 39,500 6,399,898 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 26 241 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGACTTCTCTCCTGTAGGTGAAGATT GACCCTGCGATTAGGAAGGG 134 26 1 23 241 20 57,069 59,893 24,000 39,500 6,037,732 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 11 130 ACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAACCTAAACCTGTGGTTCTTGGT GGAAGGGTAAAGATCAGCTGGG 37 11 99 22 228 22 59,488 60,422 36,700 44,500 4,934,569 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 38 203 TAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTT TAATAGCCCTGAGGTGCCCT ATTGGCCTCAATGACCCTGC 87 38 51 20 253 20 60,030 60,685 51,900 48,500 0.715550 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 26 139 AAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacaAAACCTGTGGTTCTTGGTAGAT GACCCTGCGATTAGGAAGGG 33 26 103 22 241 20 57,276 59,893 19,800 39,500 4,831,174 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 25 178 GGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGAGGTGCCCTCATCCAAATTGC ACCCTGCGATTAGGAAGGGT 75 25 63 20 240 20 59,824 60,621 35,600 43,400 0.797149 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 25 190 TAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTT TAATAGCCCTGAGGTGCCCT ACCCTGCGATTAGGAAGGGT 87 25 51 20 240 20 60,030 60,621 51,900 43,400 0.650792 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 25 240 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGACTTCTCTCCTGTAGGTGAAGATT ACCCTGCGATTAGGAAGGGT 134 25 1 23 240 20 57,069 60,621 24,000 43,400 6,551,537 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 34 187 GGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGAGGTGCCCTCATCCAAATTGC GCCTCAATGACCCTGCGATT 75 34 63 20 249 20 59,824 60,749 35,600 33,400 0.925904 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 26 138 AACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacAACCTGTGGTTCTTGGTAGATT GACCCTGCGATTAGGAAGGG 32 26 104 22 241 20 57,276 59,893 24,000 39,500 4,831,174 B 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 Oct‐75 5 109 CTAGacacacacGCACACGCACANNcacacacacacaca CTAGACACACACGCACACGC GACCCTGCGATTAGGAAGGG 5 26 133 20 241 20 61,876 59,893 53,400 39,500 1,983,347 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 11 5 108 TAGacacacacGCACACGCACANNcacacacacacacac TAGACACACACGCACACGC GACCCTGCGATTAGGAAGGG 5 26 134 19 241 20 60,947 59,893 53,400 39,500 2,054,040 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr795_2 2 158 38 19 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 11‐May 7 111 AACTAGacacacacGCACACGCACANNcacacacacacaAACTAGACACACACGCACAC GACCCTGCGATTAGGAAGGG 7 26 131 20 241 20 58,432 59,893 38,200 39,500 1,674,398 F 261 CTtctctcCTGTAGGTGAAGAtttttGCTTGGGTAGCGATGCAAGCGCATTAATAGCCCTGAGGTGCCCTCATCCAAATTGCTGTTATTCTGATTTAGACCTAAACCTGTGGTTCTTGGTAGATTATTCTAACTAGacacacacGCACACGCACANNcacacacacacacacacacacacacacacacacacacaCCTGGGGATGCCCCAGCTGATCTTTACCCTTCCTAATCGCAGGGTCATTGAGGCCAATGTTAAGAC

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 1 1 3 12 136 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAAA ACATTGTACGCCAAGGAGCA 29 12 2 21 137 20 60,271 59,964 14,000 42,600 1,307,003 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 157 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA ACCCTTGAGGCAACAATTCT 30 33 2 20 158 20 59,678 57,317 0.9800 24,000 3,004,882 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 235 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA GGTTCAGAGGTCTCCAAGTGT 30 110 2 20 236 21 59,678 59,305 0.9800 35,500 2,016,367 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 236 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA TGGTTCAGAGGTCTCCAAGTG 30 111 2 20 237 21 59,678 59,306 0.9800 31,600 2,015,821 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 236 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA TGGTTCAGAGGTCTCCAAGT 30 112 2 20 237 20 59,678 57,897 0.9800 31,600 2,424,824 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 240 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA CAGTTGGTTCAGAGGTCTCCA 30 115 2 20 241 21 59,678 59,306 0.9800 38,600 2,015,821 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 241 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA ACAGTTGGTTCAGAGGTCTCC 30 116 2 20 242 21 59,678 59,305 0.9800 37,100 2,016,367 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 243 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA CCACAGTTGGTTCAGAGGTCT 30 118 2 20 244 21 59,678 59,582 0.9800 38,500 1,739,561 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 276 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA TGCATTGCCCAGCATTGATT 30 152 2 20 277 20 59,678 59,094 0.9800 25,700 1,227,737 F 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 30 277 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA TTGCATTGCCCAGCATTGAT 30 153 2 20 278 20 59,678 59,094 0.9800 25,700 1,227,737 F 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 12 136 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA ACATTGTACGCCAAGGAGCA 30 12 2 20 137 20 59,678 59,964 0.9800 42,600 0.357835 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 4 10 135 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA CATTGTACGCCAAGGAGCAAG 30 10 2 20 136 21 59,678 59,869 0.9800 40,100 1,452,797 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 5 30 157 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA ACCCTTGAGGCAACAATTCTT 30 32 2 20 158 21 59,678 58,037 0.9800 25,200 3,284,530 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 5 30 158 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA AACCCTTGAGGCAACAATTCT 30 33 2 20 159 21 59,678 58,037 0.9800 24,000 3,284,530 B 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr846_2 2 52 54 19 1.5 AT TGTGTGTCTGTGTGTGTATATATATATATATATATATNO 0 0 6 30 278 GCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGCCATCTGCTCGGGCTATAA CTTGCATTGCCCAGCATTGA 30 154 2 20 279 20 59,678 59,752 0.9800 25,700 0.569683 F 283 CGCCATCTGCTCGGGCTATAAACAATTCTGATTACAAGGCTTTCTTTGCACtgtgtgTCtgtgtgtgtatatatatatatatatatatatatatatatatatataATATAATGTGCTTGCTCCTTGGCGTACAATGTAAGAATTGTTGCCTCAAGGGTTTTAAGAGTTCATGAGTTNAAATTCAGGTGAACAGTGGATACATCCAAGCATCAAAGACACTTGGAGACCTCTGAACCAACTGTGGTTTCTGCaaaaaTAATCAATGCTGGGCAATGCAAGCACT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 1 1 8 6 102 GGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTG GGACTGAGAAGGTGTGCCTG TGTTCACCCACTCACTCCTA 18 6 90 20 191 20 60,321 57,608 48,500 29,400 2,713,048 A 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 9 8 105 GGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTG GGACTGAGAAGGTGTGCCTG ACATGTTCACCCACTCACTCC 18 8 90 20 194 21 60,321 59,928 48,500 38,500 1,393,453 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 10 21 140 ATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGA ATGGGACTGAGAAGGTGTGC ACCTACACATACACACAGATGC 21 39 87 20 226 22 59,674 58,138 45,700 39,100 4,188,104 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 10 6 105 ATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGA ATGGGACTGAGAAGGTGTGC TGTTCACCCACTCACTCCTA 21 6 87 20 191 20 59,674 57,608 45,700 29,400 2,718,190 A 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 11 21 140 ATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGA ATGGGACTGAGAAGGTGTGC ACCTACACATACACACAGATGCA 21 38 87 20 226 23 59,674 59,739 45,700 39,600 3,586,895 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 12 21 140 ATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGA ATGGGACTGAGAAGGTGTGC ACCTACACATACACACAGATGCAC 21 37 87 20 226 24 59,674 60,859 45,700 45,700 5,185,722 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 12 6 92 GGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgt GGTGTGCCTGTATGGGAGTG TGTTCACCCACTCACTCCTA 8 6 100 20 191 20 60,393 57,608 35,100 29,400 2,784,924 A 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 13 14 111 GGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTG GGACTGAGAAGGTGTGCCTG ACACACACATGTTCACCCACT 18 14 90 20 200 21 60,321 60,065 48,500 40,000 1,385,880 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 128 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_128_165 0 0 13 14 114 ATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGA ATGGGACTGAGAAGGTGTGC ACACACACATGTTCACCCACT 21 14 87 20 200 21 59,674 60,065 45,700 40,000 1,391,022 F 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 1 10 6 154 ATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAATGTGCATGGGACTGAGTGC TGTTCACCCACTCACTCCTA 17 6 38 20 191 20 60,679 57,608 44,000 29,400 3,070,929 D 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 10 6 155 CATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGCATGTGCATGGGACTGAGTG TGTTCACCCACTCACTCCTA 18 6 37 20 191 20 58,908 57,608 35,100 29,400 3,484,274 D 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 12 6 156 GCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGCATGTGCATGGGACTGAGT TGTTCACCCACTCACTCCTA 19 6 36 20 191 20 60,679 57,608 34,100 29,400 3,070,929 D 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 30 198 gtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGTGTGGGACTTGAGAGAGCA ACACACAGATGCACAGACACA 36 30 19 20 216 21 59,318 60,134 42,600 37,200 1,816,164 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 28 196 gtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGTGTGGGACTTGAGAGAGCA ACACAGATGCACAGACACACA 36 28 19 20 214 21 59,318 60,134 42,600 37,200 1,816,164 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 26 194 gtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGTGTGGGACTTGAGAGAGCA ACAGATGCACAGACACACACA 36 26 19 20 212 21 59,318 60,134 42,600 37,200 1,816,164 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 14 169 gagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgG GAGAGCATGTGCATGGGACT ACACACACATGTTCACCCACT 23 14 32 20 200 21 60,107 60,065 38,500 40,000 1,172,071 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 14 170 agagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGAGAGAGCATGTGCATGGGAC ACACACACATGTTCACCCACT 24 14 31 20 200 21 60,107 60,065 44,600 40,000 1,172,071 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr891_3 3 75 91 19 2 AC GTGTGTGTGTGTATGGGACTGAGAAGGTGTGCCTGTG_128_165 0 0 13 14 172 TgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtg TGAGAGAGCATGTGCATGGG ACACACACATGTTCACCCACT 26 14 29 20 200 21 60,107 60,065 40,000 40,000 1,172,120 G 226 GTGAGTGAGTTAGTGAgtgtgtGGGACTTgagagaGCATGTGCATGGGACTGAGTGCGTTTtgtgtgGGACTGAgtgtgtgtgtgtATGGGACTGAGAAGGTGTGCCTGTATGGGAGTGAGTGAGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTATAGGAGTGAGTGGGTGAACAtgtgtgtgTCTGTGCATCtgtgtgTATGTGTAGGT

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 4 24 158 CCAGCCGAGTCACCAAACTATGGACTGTGAATTCtt CCAGCCGAGTCACCAAACTA GCAACGTCCGCCCATTTATAC 55 24 120 20 277 21 59,680 60,003 22,400 14,700 1,323,597 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 188 GACAGCAGGACCACCAGATTTAGCCCGAAACCAGCGACAGCAGGACCACCAGATT GCAACGTCCGCCCATTTATAC 85 24 90 20 277 21 59,674 60,003 24,000 14,700 1,329,487 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 203 TGCCTCGATGCTGAAGACAGCAGGACCACCAGATT TGCCTCGATGCTGAAGACAG GCAACGTCCGCCCATTTATAC 100 24 75 20 277 21 60,108 60,003 35,100 14,700 1,111,695 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 204 CTGCCTCGATGCTGAAGACAGCAGGACCACCAGAT CTGCCTCGATGCTGAAGACA GCAACGTCCGCCCATTTATAC 101 24 74 20 277 21 60,108 60,003 34,100 14,700 1,111,695 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 205 ACTGCCTCGATGCTGAAGACAGCAGGACCACCAGAACTGCCTCGATGCTGAAGAC GCAACGTCCGCCCATTTATAC 102 24 73 20 277 21 60,108 60,003 30,100 14,700 1,111,648 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 254 CCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCCACAGCTGTGTCTCTGGAA GCAACGTCCGCCCATTTATAC 151 24 24 20 277 21 59,606 60,003 35,300 14,700 1,397,415 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 255 TCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTTCCACAGCTGTGTCTCTGGA GCAACGTCCGCCCATTTATAC 152 24 23 20 277 21 60,470 60,003 38,600 14,700 1,473,116 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 24 256 TTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTTCCACAGCTGTGTCTCTGG GCAACGTCCGCCCATTTATAC 153 24 22 20 277 21 59,606 60,003 38,600 14,700 1,397,415 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr957_2 2 195 38 19 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 24 161 AAACCAGCCGAGTCACCAAACTATGGACTGTGAAT AAACCAGCCGAGTCACCAAA GCAACGTCCGCCCATTTATAC 58 24 117 20 277 21 60,107 60,003 32,800 14,700 1,110,141 F 290 CATTTTAAACAAAGAACACAATTCCACAGCTGTGTCTCTGGAAGAATAGATAGATTGTCCATCTGTAGTTGGACTGCCTCGATGCTGAAGACAGCAGGACCACCAGATTTAGCCCGAAACCAGCCGAGTCACCAAACTATGGACTGTGAATTCtttttAACTTTTATGGACTCCAAATTGNgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTACTGctctctTATTGTATGAATGTATAAATGGGCGGACGTTGCGAAATCCCNTTCC

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 1 3 21 186 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT CACATTCAGCACTCTCCCTGT 69 21 2 21 187 21 57,410 59,997 16,300 40,000 4,592,840 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 3 20 185 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT ACATTCAGCACTCTCCCTGTG 69 20 2 21 186 21 57,410 59,997 16,300 36,600 4,592,840 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 4 24 190 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT TCTCACATTCAGCACTCTCCC 69 24 1 22 190 21 57,288 59,448 16,300 43,000 6,264,389 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 4 24 190 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT ATCTCACATTCAGCACTCTCCC 69 24 2 21 191 22 57,410 59,830 16,300 43,000 5,760,139 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 4 24 190 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGAT ATCTCACATTCAGCACTCTCCC 71 24 2 19 191 22 57,006 59,830 24,000 43,000 6,164,352 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 8 19 140 GGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGA GGTGAGCATCTGTTAGTGTTGG TCTCACATTCAGCACTCTCCC 19 24 51 22 190 21 59,256 59,448 37,700 43,000 4,296,540 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 10 0 108 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA ACTCTCCCTGTGCTGGATACT 0 11 70 22 177 21 59,500 59,992 35,800 21,200 3,507,414 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 10 0 117 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA ACATTCAGCACTCTCCCTGTG 0 20 70 22 186 21 59,500 59,997 35,800 36,600 3,502,581 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 54 19 2 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG GT_108_145 0 0 10 0 118 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA CACATTCAGCACTCTCCCTGT 0 21 70 22 187 21 59,500 59,997 35,800 40,000 3,502,581 D 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 1 10 1 202 GGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGA GGTGAGCATCTGTTAGTGTTGG ACTCACTCAGACTCACACTCTG 19 1 51 22 252 22 59,256 59,116 37,700 33,500 5,628,214 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 10 1 251 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT ACTCACTCAGACTCACACTCTG 69 1 2 21 252 22 57,410 59,116 16,300 33,500 6,473,963 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 10 0 183 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA ACTCACTCAGACTCACACTCTG 0 1 70 22 252 22 59,500 59,116 35,800 33,500 5,383,705 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 12 5 206 GGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGA GGTGAGCATCTGTTAGTGTTGG ACTCACTCACTCAGACTCACAC 19 5 51 22 256 22 59,256 59,379 37,700 38,200 5,365,258 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 12 5 255 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT ACTCACTCACTCAGACTCACAC 69 5 2 21 256 22 57,410 59,379 16,300 38,200 6,211,007 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 12 0 187 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA ACTCACTCACTCAGACTCACAC 0 5 70 22 256 22 59,500 59,379 35,800 38,200 5,120,749 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 14 3 204 GGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGA GGTGAGCATCTGTTAGTGTTGG TCACTCACTCAGACTCACACTC 19 3 51 22 254 22 59,256 59,118 37,700 35,100 5,625,715 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 14 3 253 ACTGGCATTGCAGGAAGATATAAAGCGAAATAAATACTGGCATTGCAGGAAGATAT TCACTCACTCAGACTCACACTC 69 3 2 21 254 22 57,410 59,118 16,300 35,100 6,471,464 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr980_2 2 92 138 19 3 AC GTGTGTGTGTGTGAGCGTGTGTGTGTGTGTGTGTG NO 0 0 14 0 185 TGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGC TGGTGTTTGAGAGTGACTGTGA TCACTCACTCAGACTCACACTC 0 3 70 22 254 22 59,500 59,118 35,800 35,100 5,381,206 G 256 TACTGGCATTGCAGGAAGATATAAAGCGAAATAAATAATGAATTTCTATAGGTGAGCATCTGTTAGTGTTGGTGTTTGAGAGTGACTGTGAgtgtgtgtgtgtGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNACTTTGGCAGTATCCAGCACAGGGAGAGTGCTGAATGTGAGATTGTGTCTAAGTCAGTGTGAGAAAGTGACtgtgtgtgtgTCAGAGTGTGAGTCtgagtgagtgagT

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 1 1 8 2 200 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGG TGCCTGCATGACTCTCTGTC 2 78 19 20 218 20 58,648 59,751 43,000 35,100 1,600,649 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 9 1 200 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGGA TGCCTGCATGACTCTCTGTC 1 78 19 21 218 20 60,133 59,751 42,000 35,100 1,381,415 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 9 1 201 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGGA CTGCCTGCATGACTCTCTGT 1 79 19 21 219 20 60,133 59,750 42,000 34,100 1,382,526 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 9 0 136 GACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagaGACAGAGTGCTTGAAAGTGTGG TTCAGTCTCTGTCTTTCACAACC 11 0 8 22 143 23 59,711 58,557 41,700 37,700 6,731,708 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 124 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGG TCAGTCTCTGTCTTTCACAACC 2 0 19 20 142 22 58,648 57,940 43,000 37,700 5,412,121 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 124 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGGA TCAGTCTCTGTCTTTCACAACC 1 0 19 21 142 22 60,133 57,940 42,000 37,700 5,192,887 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 130 AGTGCTTGAAAGTGTGGgagagaGGGAAagagagagaAGTGCTTGAAAGTGTGGGAGA TCAGTCTCTGTCTTTCACAACC 7 0 13 21 142 22 59,510 57,940 37,100 37,700 5,550,528 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 134 ACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagag ACAGAGTGCTTGAAAGTGTGG TCAGTCTCTGTCTTTCACAACC 11 0 9 21 142 22 58,708 57,940 41,700 37,700 6,352,305 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 135 GACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagaGACAGAGTGCTTGAAAGTGTGG TCAGTCTCTGTCTTTCACAACC 11 0 8 22 142 22 59,711 57,940 41,700 37,700 6,349,040 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 10 0 142 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagaga AGAGACAGACAGAGTGCTTGAA TCAGTCTCTGTCTTTCACAACC 18 0 1 22 142 22 59,038 57,940 26,900 37,700 7,021,779 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 11 1 189 GAAAGTGTGGgagagaGGGAAagagagagagagagCAAGAAAGTGTGGGAGAGAGGGA ACTCTCTGTCTCCACCTCTCT 1 67 20 20 208 21 58,354 59,007 42,000 31,000 3,638,266 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 11 0 142 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagaga AGAGACAGACAGAGTGCTTGA TCAGTCTCTGTCTTTCACAACC 19 0 1 21 142 22 58,408 57,940 30,200 37,700 6,651,961 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 11 0 143 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagaga AGAGACAGACAGAGTGCTTGA TTCAGTCTCTGTCTTTCACAACC 19 0 1 21 143 23 58,408 58,557 30,200 37,700 7,034,629 D 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 11 0 189 GAAAGTGTGGgagagaGGGAAagagagagagagagCAAGAAAGTGTGGGAGAGAGGGAA ACTCTCTGTCTCCACCTCTCT 0 67 20 21 208 21 59,021 59,007 39,700 31,000 3,971,137 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr982_2 2 41 80 19 2 AG AGAGAGAGAGAGAGCAAGACACTCACAGTGTGAG NO 0 0 12 1 189 TGAAAGTGTGGgagagaGGGAAagagagagagagagCATGAAAGTGTGGGAGAGAGGGA CTCTCTGTCTCCACCTCTCT 1 67 19 21 207 20 60,133 57,193 42,000 31,000 3,939,794 G 253 AGAGACAGACAGAGTGCTTGAAAGTGTGGgagagaGGGAAagagagagagagagCAAGACACTCACAGTGTGAGAGGCACAGgagagagagagagagagagagagagagagagagagagaGGTTGTGAAAGACAGAGACTGAAAAGCACAGAGGATGATAGAATGTgagagaCagagagagGTTGATagagagGTGGAGACagagagTCATGCAGGCAGAGTgagagagaCagagagagagGCAGAGTGTAGG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 3 20 161 TTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTG TTTACACTCTTGCTCTGGAAGT GGCCTACATTGAAACAACAGAGA 20 58 92 22 252 23 57,310 58,928 30,100 31,000 8,761,743 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 59 238 GCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCA GCCTTGGAGTGAGTGAGTCA AGGCCTACATTGAAACAACAGAG 98 59 16 20 253 23 59,318 58,925 34,100 33,500 4,756,703 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 58 237 GCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCA GCCTTGGAGTGAGTGAGTCA GGCCTACATTGAAACAACAGAGA 98 58 16 20 252 23 59,318 58,928 34,100 31,000 4,753,864 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 57 237 GCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCA GCCTTGGAGTGAGTGAGTCA GGCCTACATTGAAACAACAGAGAC 98 57 16 20 252 24 59,318 60,083 34,100 33,600 4,765,004 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 19 160 TTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGC TTACACTCTTGCTCTGGAAGTT GGCCTACATTGAAACAACAGAGA 19 58 93 22 252 23 57,310 58,928 26,600 31,000 8,761,743 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 19 161 TTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGC TTACACTCTTGCTCTGGAAGTT AGGCCTACATTGAAACAACAGAG 19 59 93 22 253 23 57,310 58,925 26,600 33,500 8,764,582 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 2 136 GGAAGTTATTAAGGAAACTGCCACTAacacacacaca GGAAGTTATTAAGGAAACTGCCAC TGAAACAACAGAGACTGAACTTGA 2 48 108 24 243 24 58,049 58,513 50,100 30,200 11,438,316 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 1 136 GGAAGTTATTAAGGAAACTGCCACTAacacacacaca GGAAGTTATTAAGGAAACTGCCACT TGAAACAACAGAGACTGAACTTGA 1 48 108 25 243 24 59,289 58,513 40,000 30,200 11,198,000 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 60 240 AGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGC AGCCTTGGAGTGAGTGAGTC TAGGCCTACATTGAAACAACAGA 99 60 15 20 254 23 59,027 57,764 33,600 34,100 6,208,733 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 59 240 AGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGC AGCCTTGGAGTGAGTGAGTC TAGGCCTACATTGAAACAACAGAG 99 59 15 20 254 24 59,027 58,754 33,600 33,500 6,218,413 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 58 240 AGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGC AGCCTTGGAGTGAGTGAGTC TAGGCCTACATTGAAACAACAGAGA 99 58 15 20 254 25 59,027 59,987 33,600 31,000 5,985,547 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

cons_gr991_2 2 134 38 19 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 1 132 GGAAGTTATTAAGGAAACTGCCACTAacacacacaca GGAAGTTATTAAGGAAACTGCCACT ACAACAGAGACTGAACTTGATTCA 1 44 108 25 239 24 59,289 58,325 40,000 25,700 11,385,093 F 257 GTGTACGTTTTCTTAGCCTTGgagtgagtgagtCAATTTAAAATAACCCAGCAGCAAAACCTTTGGTACTTAAAAGAAAAGGTTAGTTTATTTTACACTCTTGCTCTGGAAGTTATTAAGGAAACTGCCACTAacacacacacacacacacacacacacacacacacacacAAAGATTAATTACAgatgatgataaaaaCAGTACTTaaaaaCATTGAATCAAGTTCAGTCTCTGTTGTTTCAATGTAGGCCTATTG

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 1 1 8 40 190 TGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAt TGGTGTTTGTCTCTGTCTCCT GCGATGGAATGAGAAAGACAGG 40 46 50 21 239 22 58,601 59,389 36,900 40,000 5,009,880 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 40 191 TTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTATTGGTGTTTGTCTCTGTCTCCT GCGATGGAATGAGAAAGACAGG 40 46 49 22 239 22 59,228 59,389 36,900 40,000 5,383,235 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 39 189 GGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtc GGTGTTTGTCTCTGTCTCCTT GCGATGGAATGAGAAAGACAGG 39 46 51 21 239 22 57,523 59,389 33,600 40,000 6,088,502 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 39 190 TGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAt TGGTGTTTGTCTCTGTCTCCTT GCGATGGAATGAGAAAGACAGG 39 46 50 22 239 22 59,228 59,389 33,600 40,000 5,383,235 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 38 189 GGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtc GGTGTTTGTCTCTGTCTCCTTG GCGATGGAATGAGAAAGACAGG 38 46 51 22 239 22 58,866 59,389 36,100 40,000 5,745,749 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 8 37 189 GGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtc GGTGTTTGTCTCTGTCTCCTTGT GCGATGGAATGAGAAAGACAGG 37 46 51 23 239 22 60,432 59,389 31,600 40,000 6,043,618 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 13 4 136 TGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttC TGTCTCCTTGTTTCTCTCTCTGT TGAGGGAGAGATACAGAGAGAGT 25 4 63 23 198 23 58,781 58,956 34,100 32,400 8,263,423 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 15 2 134 TGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttC TGTCTCCTTGTTTCTCTCTCTGT AGGGAGAGATACAGAGAGAGTGA 25 2 63 23 196 23 58,781 58,956 34,100 34,100 8,263,423 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2116:5233:53029 1 111 61 20 2 AG TCTCTCTCTCAGCCATCTCTCTCTCTCTCTCTCTCTCT NA 0 0 16 2 135 TGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttC TGTCTCCTTGTTTCTCTCTCTGT GAGGGAGAGATACAGAGAGAGTGA 25 2 63 23 197 24 58,781 59,897 34,100 34,100 8,321,639 G 241 CATTTtctctcCGTTGTCtttttCGCTTTCTCActctctctctctctATTGGTGTTTGTCTCTGTCTCCTTGTTtctctctcTGTCTAtctctctcTATCtttttCTGCTtctctctctcAGCCAtctctctctctctctctctctctctctctctctctctctctgtgtgCCTCActctctctGTAtctctcCCTCATTCTAtctctcCCTACATACCTGTCTTTCTCATTCCATCGCTC

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 72 245 ATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAG ATGCTTGTTAATTCAGTGAGTGTT CACCTTTAAACCACCTTGACACC 72 86 8 24 252 23 57,360 59,932 33,200 41,600 9,707,233 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 71 242 TGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGT TGCTTGTTAATTCAGTGAGTGTTT CCTTTAAACCACCTTGACACCA 71 85 9 24 250 22 57,550 58,708 28,300 41,700 9,742,095 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 71 244 TGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGT TGCTTGTTAATTCAGTGAGTGTTT CACCTTTAAACCACCTTGACACC 71 86 9 24 252 23 57,550 59,932 28,300 41,600 9,517,236 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 59 215 TGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGT TGCTTGTTAATTCAGTGAGTGTTT AGGAGGATCACCAAGACCAGA 71 59 9 24 223 21 57,550 59,921 28,300 38,600 7,529,125 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 55 211 TGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGT TGCTTGTTAATTCAGTGAGTGTTT GGATCACCAAGACCAGACTGG 71 55 9 24 219 21 57,550 60,066 28,300 40,000 7,515,489 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 46 189 CAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGT CAGTGAGTGTTTATTTCAGTGAGT GACCAGACTGGATCAACCCA 59 46 21 24 209 20 57,149 59,016 34,100 45,100 7,835,453 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 46 201 TGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGT TGCTTGTTAATTCAGTGAGTGTTT GACCAGACTGGATCAACCCA 71 46 9 24 209 20 57,550 59,016 28,300 45,100 7,433,865 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 44 189 TCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTG TCAGTGAGTGTTTATTTCAGTGAGT ACCAGACTGGATCAACCCAAG 59 44 20 25 208 21 58,417 59,648 34,100 36,100 7,934,988 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 43 188 TCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTG TCAGTGAGTGTTTATTTCAGTGAGT CCAGACTGGATCAACCCAAGT 59 43 20 25 207 21 58,417 59,648 34,100 31,600 7,934,988 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 23 139 TGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGTGTACTTTAACCCAGTCTAAGTAAAGT CCAAGTCATCAACCTATGGGAAC 23 26 54 27 192 23 58,073 59,052 26,600 36,200 12,875,245 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 23 139 TGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGTGTACTTTAACCCAGTCTAAGTAAAGT CCAAGTCATCAACCTATGGGAA 23 27 54 27 192 22 58,073 57,765 26,600 39,700 13,162,489 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:15980:58884 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 23 139 TGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGTGTACTTTAACCCAGTCTAAGTAAAGT CCAAGTCATCAACCTATGGGA 23 28 54 27 192 21 58,073 57,068 26,600 43,700 12,859,318 F 258 AAAGGATATGCTTGTTAATTCAGTGAGTGTTTATTTCAGTGAGTAAGTTTAATTGTACTTTAACCCAGTCTAAGTAAAGTAATaaaaaTGCTCCAACTTTTATacacacacacacacacacacacacacacacacacacacacCAATCCAGCAAAGATAAAGCGATATGGTTCCCATAGGTTGATGACTTGGGTTGATCCAGTCTGGTCTTGGTGATCCTCCTCATTTTGGTGTCAAGGTGGTTTAAAGGTGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 1 90 tgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtg TGTGTGTATGAGAGTGGGAGTG TGCGCTCACAGTCACTCG 9 1 9 22 98 18 59,437 60,050 35,100 41,800 4,612,815 F 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 91 gtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgt GTGTGTGTATGAGAGTGGGAGT TGCGCTCACAGTCACTCG 10 1 8 22 98 18 59,437 60,050 38,500 41,800 4,613,256 F 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 92 tgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtg TGTGTGTGTATGAGAGTGGGAG TGCGCTCACAGTCACTCG 11 1 7 22 98 18 59,437 60,050 43,000 41,800 4,612,815 F 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 12 3 127 TGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgt TGAGAGTGGGAGTGAGAGTG GCTCATTCACTCGCTCTCAC 3 3 17 20 143 20 58,083 58,724 35,100 35,100 3,192,920 D 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 140 GAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgGAATGTGTGTGTATGAGAGTGGGA GCTCATTCACTCGCTCTCAC 12 3 4 24 143 20 60,323 58,724 43,700 35,100 5,599,140 G 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 3 140 GAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgGAATGTGTGTGTATGAGAGTGGG GCTCATTCACTCGCTCTCAC 13 3 4 23 143 20 59,065 58,724 46,100 35,100 5,211,618 G 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 2 127 TGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgt TGAGAGTGGGAGTGAGAGTGT GCTCATTCACTCGCTCTCAC 2 3 17 21 143 20 59,854 58,724 35,500 35,100 2,422,359 D 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 2 127 TGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgt TGAGAGTGGGAGTGAGAGTGT GCTCATTCACTCGCTCTCACA 2 2 17 21 143 21 59,854 60,403 35,500 35,800 2,549,326 D 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:17442:20032 1 40 81 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 2 140 GAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgGAATGTGTGTGTATGAGAGTGGG GCTCATTCACTCGCTCTCACA 13 2 4 23 143 21 59,065 60,403 46,100 35,800 5,338,584 G 183 AGTGAAtgtgtgtgTATGAGAGTGGGAGTGAGAGTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGTGACTGTGAGCGCAtgtgtgtgtgtgtgtgtgtgtgTCTGTGAGAGCGAGTGAATGAGCgtgtgtgtgtgtgtgtgtgtgtgtCTGTGAGAACAAGTGA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 3 136 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCT CAGAGACCATCAAACTATAGCTGT 47 3 43 22 178 24 57,283 58,088 42,000 44,000 10,629,080 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 137 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCT TCAGAGACCATCAAACTATAGCTGT 47 3 43 22 179 25 57,283 59,341 42,000 44,000 10,375,962 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 38 168 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCTT CCCTCAACTGCAGTAATCTCT 46 38 43 23 210 21 57,958 57,097 39,500 31,000 8,944,576 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 38 168 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCT CCCTCAACTGCAGTAATCTCT 47 38 43 22 210 21 57,283 57,097 42,000 31,000 8,620,209 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 38 169 TTCCACATCATCCCTATATCCCTTACTTCCCCTAGTA TTCCACATCATCCCTATATCCCT CCCTCAACTGCAGTAATCTCT 47 38 42 23 210 21 57,958 57,097 42,000 31,000 8,944,576 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 3 137 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCTT TCAGAGACCATCAAACTATAGCTGT 46 3 43 23 179 25 57,958 59,341 39,500 44,000 10,700,329 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 47 196 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCT ACTGGAACAATGATATGTAGCCA 47 64 43 22 238 23 57,283 57,628 42,000 47,500 10,089,671 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 47 197 TTCCACATCATCCCTATATCCCTTACTTCCCCTAGTA TTCCACATCATCCCTATATCCCT ACTGGAACAATGATATGTAGCCA 47 64 42 23 238 23 57,958 57,628 42,000 47,500 10,414,038 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:18111:8605 1 112 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 46 196 TCCACATCATCCCTATATCCCTTACTTCCCCTAGTAT TCCACATCATCCCTATATCCCTT ACTGGAACAATGATATGTAGCCA 46 64 43 23 238 23 57,958 57,628 39,500 47,500 10,414,038 F 239 AGGCCAGTGATCATGGCTGATCTTTTGCCTCAATTTCACTTTTCCACATCATCCCTATATCCCTTACTTCCCCTAGTATCCaaaaaTCTATCAAtctctcTAATAGGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAACAGCTATAGTTTGATGGTCTCTGATTCATATAATAGAGATTACTGCAGTTGAGGGGTCTATGGCTACATATCATTGTTCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 7 141 GGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgt GGAGCAGGCGGGTGTAAG ATGGTCGCACCCTGGTTATG 7 56 58 18 198 20 60,125 60,107 23,400 19,000 2,232,320 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 104 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG TCCCTTCTTGCTCTCCCACT 5 20 59 19 162 20 60,742 60,179 31,600 40,000 1,920,661 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 112 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG TCCCTCCTTCCCTTCTTGCT 5 28 59 19 170 20 60,742 60,179 31,600 39,100 1,920,631 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 138 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG GGTCGCACCCTGGTTATGAA 5 54 59 19 196 20 60,742 60,036 31,600 25,700 1,777,590 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 140 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG ATGGTCGCACCCTGGTTATG 5 56 59 19 198 20 60,742 60,107 31,600 19,000 1,848,984 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 141 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG CATGGTCGCACCCTGGTTAT 5 57 59 19 199 20 60,742 60,107 31,600 18,900 1,848,984 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 5 214 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG CCCACAGGCAGAGGCTTT 5 132 59 19 272 18 60,742 59,562 31,600 35,100 4,179,667 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 5 191 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG TGGCTGTCTCTTCTGTGAAGA 5 106 59 19 249 21 60,742 58,680 31,600 28,700 4,061,614 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:23916:24778 1 83 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 191 GAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgt GAGCAGGCGGGTGTAAGTG TGGCTGTCTCTTCTGTGAAGAG 5 105 59 19 249 22 60,742 59,702 31,600 28,500 4,040,216 B 276 GTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATAGGGAGCAGGCGGGTGTAAGTGCAGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAGGgagagaATGGGAAGAGTGGGAGAGCAAGAAGGGAAGGAGGGAGAAAACTTCATAACCAGGGTGCGACCATGGGAGCCATGCTCTCGAGCATCTGGCTGTCTCTTCACAGAAGAGACAGCCATATGAAAAGCCTCTGCCTGTGGGCTGG

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 6 189 TGGGCTGATCCAAAGCATCAATCTACCGAATCCATATGGGCTGATCCAAAGCATCA CACAAACACACCCACACACC 77 6 91 20 279 20 59,668 59,828 30,700 41,600 0.504645 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 194 ACCACTGGGCTGATCCAAAGCATCAATCTACCGAATACCACTGGGCTGATCCAAAG CACAAACACACCCACACACC 82 6 86 20 279 20 59,961 59,828 27,700 41,600 0.211097 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 195 GACCACTGGGCTGATCCAAAGCATCAATCTACCGAAGACCACTGGGCTGATCCAAA CACAAACACACCCACACACC 83 6 85 20 279 20 59,962 59,828 32,800 41,600 0.210518 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 202 TTGGAAAGACCACTGGGCTGATCCAAAGCATCAAT TTGGAAAGACCACTGGGCTG CACAAACACACCCACACACC 90 6 78 20 279 20 60,179 59,828 48,500 41,600 0.351345 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 273 CACCACTGTTGACTCCAGGGGACCAAATGGAAATC CACCACTGTTGACTCCAGGG CACAAACACACCCACACACC 161 6 7 20 279 20 60,250 59,828 44,500 41,600 0.422819 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 274 CCACCACTGTTGACTCCAGGGGACCAAATGGAAAT CCACCACTGTTGACTCCAGG CACAAACACACCCACACACC 162 6 6 20 279 20 60,250 59,828 44,500 41,600 0.422819 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 277 GACCCACCACTGTTGACTCCAGGGGACCAAATGGA GACCCACCACTGTTGACTCC CACAAACACACCCACACACC 165 6 3 20 279 20 60,250 59,828 38,500 41,600 0.422690 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 187 TGGGCTGATCCAAAGCATCAATCTACCGAATCCATATGGGCTGATCCAAAGCATCA CAAACACACCCACACACCCA 77 4 91 20 277 20 59,668 60,968 30,700 45,100 1,300,180 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 3 186 TGGGCTGATCCAAAGCATCAATCTACCGAATCCATATGGGCTGATCCAAAGCATCA AAACACACCCACACACCCAC 77 3 91 20 276 20 59,668 60,968 30,700 46,100 1,300,686 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 114 tctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGTCCACTTTGTAGC CACAAACACACCCACACACC 1 6 166 21 279 20 57,056 59,828 35,800 41,600 4,116,407 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 113 ctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgt CTCTCTGTCCACTTTGTAGCT CACAAACACACCCACACACC 0 6 167 21 279 20 57,048 59,828 33,200 41,600 4,124,128 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3214:26818 1 188 66 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 0 114 tctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtg TCTCTCTGTCCACTTTGTAGCT CACAAACACACCCACACACC 0 6 166 22 279 20 58,499 59,828 33,200 41,600 3,673,702 G 280 CCGACCCACCACTGTTGACTCCAGGGGACCAAATGGAAATCATCTATCAACAGCTGTAAATCATCTCATTGCAGAATTTGGAAAGACCACTGGGCTGATCCAAAGCATCAATCTACCGAATCCATATAGAACTGATCTTTTAGTGAGCTTTTaaaaaTTGGTATAtctctcTGTCCACTTTGTAGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGTGGgtgtgtTtgtgtgtgtgtgGGTGTGGgtgtgtGGgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 57 221 GTCAAGGCCAGCACAAGGATATTTGTCACTCTAGG GTCAAGGCCAGCACAAGGAT CTTGTGAGTAGTGCCGAGGG 57 58 36 20 256 20 60,610 60,109 32,400 43,000 0.718847 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 58 256 CATGTGACAATCAAGACACCCCAGATAACCCAAAA CATGTGACAATCAAGACACCC CTTGTGAGTAGTGCCGAGGG 91 58 1 21 256 20 57,163 60,109 46,100 43,000 3,945,828 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 55 218 GTCAAGGCCAGCACAAGGATATTTGTCACTCTAGG GTCAAGGCCAGCACAAGGAT GTGAGTAGTGCCGAGGGAAC 57 55 36 20 253 20 60,610 60,109 32,400 36,200 0.718989 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 55 253 CATGTGACAATCAAGACACCCCAGATAACCCAAAA CATGTGACAATCAAGACACCC GTGAGTAGTGCCGAGGGAAC 91 55 1 21 253 20 57,163 60,109 46,100 36,200 3,945,970 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 44 207 GTCAAGGCCAGCACAAGGATATTTGTCACTCTAGG GTCAAGGCCAGCACAAGGAT CGAGGGAACATGGTACTGCA 57 44 36 20 242 20 60,610 59,751 32,400 44,100 0.859353 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 44 242 CATGTGACAATCAAGACACCCCAGATAACCCAAAA CATGTGACAATCAAGACACCC CGAGGGAACATGGTACTGCA 91 44 1 21 242 20 57,163 59,751 46,100 44,100 4,086,334 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 174 GGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTGGTGAACGTTCAGCCTACCG CGAGGGAACATGGTACTGCA 24 44 69 20 242 20 61,012 59,751 40,200 44,100 1,261,606 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 185 GGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTGGTGAACGTTCAGCCTACCG GTGAGTAGTGCCGAGGGAAC 24 55 69 20 253 20 61,012 60,109 40,200 36,200 1,121,243 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 188 GGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTGGTGAACGTTCAGCCTACCG CTTGTGAGTAGTGCCGAGGG 24 58 69 20 256 20 61,012 60,109 40,200 43,000 1,121,101 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 124 cccTCAGAACCACCTcccccTCcacacacacacacacacacaCCCTCAGAACCACCTCCC GGTACCCGTGAGTGATTCAT 4 16 91 18 214 20 58,595 57,018 43,000 25,700 6,386,632 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 137 cccTCAGAACCACCTcccccTCcacacacacacacacacacaCCCTCAGAACCACCTCCC CTGCAGAACAGTGGGTACC 4 30 91 18 227 19 58,595 57,767 43,000 33,400 6,638,128 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:3762:2487 1 113 66 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 137 cccTCAGAACCACCTcccccTCcacacacacacacacacacaCCCTCAGAACCACCTCCC CTGCAGAACAGTGGGTACCC 4 29 91 18 227 20 58,595 60,322 43,000 36,900 3,726,425 G 262 CATGTGACAATCAAGACACCCCAGATAACCCAAAAGTCAAGGCCAGCACAAGGATATTTGTCACTCTAGGTGAACGTTCAGCCTACCGcccccTCAGAACCACCTcccccTCcacacacacacacacacacacacacacacacacacacacaAacacacAGTCTCActctctctctctCAATTAACTCTTGAAAATGAATCACTCACGGGTACCCACTGTTCTGCAGTACCATGTTCCCTCGGCACTACTCACAAGATTTGC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 7 3 115 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAG ACTGATCTAGCTGCAGTGCA 3 31 88 21 202 20 57,365 59,100 32,000 45,700 4,534,989 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 114 AGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgAGACATGTACCCGATGAGAGT ACTGATCTAGCTGCAGTGCA 2 31 89 21 202 20 57,980 59,100 32,400 45,700 3,920,220 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 163 AGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgAGACATGTACCCGATGAGAGT AAGGTCCCACACGTGATGAC 2 80 89 21 251 20 57,980 59,965 32,400 30,600 3,054,695 F 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 166 AGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgAGACATGTACCCGATGAGAGT GGTAAGGTCCCACACGTGAT 2 83 89 21 254 20 57,980 59,388 32,400 30,600 3,631,513 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 115 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT ACTGATCTAGCTGCAGTGCA 2 31 88 22 202 20 59,047 59,100 32,400 45,700 3,853,400 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 162 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT GGTCCCACACGTGATGACTC 2 78 88 22 249 20 59,047 60,390 32,400 33,600 3,342,926 F 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 164 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT AAGGTCCCACACGTGATGAC 2 80 88 22 251 20 59,047 59,965 32,400 30,600 2,987,874 F 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 167 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT GGTAAGGTCCCACACGTGAT 2 83 88 22 254 20 59,047 59,388 32,400 30,600 3,564,692 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 2 168 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT GGGTAAGGTCCCACACGTG 2 85 88 22 255 19 59,047 60,004 32,400 44,900 3,957,178 B 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 112 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 90 GAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtg GAGACATGTACCCGATGAGAGT CACACTGACACTCCCTAGGG 2 6 88 22 177 20 59,047 59,102 32,400 35,300 3,851,298 F 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 1 10 19 164 GAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGAGTGAGTGTCTGTGGGACC ACTGATCTAGCTGCAGTGCA 19 31 39 20 202 20 59,681 59,100 44,600 45,700 1,219,183 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 19 213 GAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGAGTGAGTGTCTGTGGGACC AAGGTCCCACACGTGATGAC 19 80 39 20 251 20 59,681 59,965 44,600 30,600 0.353658 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 19 216 GAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGAGTGAGTGTCTGTGGGACC GGTAAGGTCCCACACGTGAT 19 83 39 20 254 20 59,681 59,388 44,600 30,600 0.930476 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 16 161 TGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTC TGAGTGTCTGTGGGACCCAT ACTGATCTAGCTGCAGTGCA 16 31 42 20 202 20 60,474 59,100 40,000 45,700 1,374,115 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 15 160 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG ACTGATCTAGCTGCAGTGCA 15 31 43 20 202 20 60,036 59,100 36,600 45,700 0.936431 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 15 207 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG GGTCCCACACGTGATGACTC 15 78 43 20 249 20 60,036 60,390 36,600 33,600 0.425958 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 15 209 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG AAGGTCCCACACGTGATGAC 15 80 43 20 251 20 60,036 59,965 36,600 30,600 0.070906 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 15 212 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG GGTAAGGTCCCACACGTGAT 15 83 43 20 254 20 60,036 59,388 36,600 30,600 0.647724 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 10 15 213 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG GGGTAAGGTCCCACACGTG 15 85 43 20 255 19 60,036 60,004 36,600 44,900 1,040,210 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 11 43 240 ATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGATTTCTGTTTGACCTGTACTCCA AAGGTCCCACACGTGATGAC 43 80 12 23 251 20 57,695 59,965 38,600 30,600 5,339,582 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 11 40 240 TCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCT TCTGTTTGACCTGTACTCCAATG GGTAAGGTCCCACACGTGAT 40 83 15 23 254 20 58,359 59,388 28,200 30,600 5,253,110 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 12 39 240 TCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCT TCTGTTTGACCTGTACTCCAATGA GGTAAGGTCCCACACGTGAT 39 83 15 24 254 20 59,653 59,388 25,700 30,600 4,958,423 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 12 39 241 TCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCT TCTGTTTGACCTGTACTCCAATGA GGGTAAGGTCCCACACGTG 39 85 15 24 255 19 59,653 60,004 25,700 44,900 5,350,909 D 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 12 5 134 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG ACACTGACACTCCCTAGGGA 15 5 43 20 176 20 60,036 59,216 36,600 42,000 0.820505 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 12 5 138 GAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGAGTGAGTGTCTGTGGGACC ACACTGACACTCCCTAGGGA 19 5 39 20 176 20 59,681 59,216 44,600 42,000 1,103,257 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2117:9668:24321 1 78 74 20 2 AC GTGTGTGTGTGAGACATGTACCCGATGAGAGTAAGNA 0 0 14 6 135 GAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAGAGTGTCTGTGGGACCCATG CACACTGACACTCCCTAGGG 15 6 43 20 177 20 60,036 59,102 36,600 35,300 0.934330 G 269 TGAGAGTCAGTATTTCTGTTTGACCTGTACTCCAATGAGAGTGAGTGTCTGTGGGACCCATGCCCCAGTGAGAGTCAgtgtgtgtgtGAGACATGTACCCGATGAGAGTAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTATTCCCTAGGGAGTGTCAgtgtgtGACCTGCACTGCAGCTAGATCAGTGTAtgtgtgtgACCTATACCCCagagagagTCATCACGTGTGGGACCTTACCCCAGTGAGAGTTATC

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 1 1 2 2 134 TGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgt TGGATAGCCCAGCTGAAACC TGGCACAACAATGTAAAGAAGCA 2 15 54 20 187 23 59,744 59,617 32,700 39,100 3,638,755 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 2 1 132 GGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtg GGATAGCCCAGCTGAAACCA GGCACAACAATGTAAAGAAGCA 1 15 55 20 186 22 59,744 58,024 36,700 39,100 4,232,059 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 2 1 133 GGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtg GGATAGCCCAGCTGAAACCA TGGCACAACAATGTAAAGAAGCA 1 15 55 20 187 23 59,744 59,617 36,700 39,100 3,638,755 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 4 29 176 TGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCC TGTCTGATGCCTGCTTGACA AAGCACGAAGACAGATGGCA 29 33 27 20 202 20 59,602 59,965 35,800 49,200 0.432880 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 4 2 149 TGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgt TGGATAGCCCAGCTGAAACC AAGCACGAAGACAGATGGCA 2 33 54 20 202 20 59,744 59,965 32,700 49,200 0.291207 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 4 1 148 GGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtg GGATAGCCCAGCTGAAACCA AAGCACGAAGACAGATGGCA 1 33 55 20 202 20 59,744 59,965 36,700 49,200 0.291207 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 6 29 230 TGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCC TGTCTGATGCCTGCTTGACA TGTAAGCAGCAAGGACCTTG 29 87 27 20 256 20 59,602 58,104 35,800 36,100 2,293,783 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 6 2 203 TGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgt TGGATAGCCCAGCTGAAACC TGTAAGCAGCAAGGACCTTG 2 87 54 20 256 20 59,744 58,104 32,700 36,100 2,152,110 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:16853:47878 1 76 74 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCG NA 0 0 6 1 202 GGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtg GGATAGCCCAGCTGAAACCA TGTAAGCAGCAAGGACCTTG 1 87 55 20 256 20 59,744 58,104 36,700 36,100 2,152,110 D 262 AATTTCATTTCCTGTCTCTGGGGCAGTGTCTGATGCCTGCTTGACAACTCCCCTGGATAGCCCAGCTGAAACCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATAAATCATGTTTATGCTTCTTTACATTGTTGTGCCATCTGTCTTCGTGCTTTTAGCAAGGATGCAGACAACAAACCTTAATATTGCAAGGTCCTTGCTGCTTACAAGGTAG

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 1 1 2 62 245 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCA CTCTGTTTGTGAGGTCAATTGTT CTGATACCCATATTTGTGGTGCT 90 62 1 23 245 23 57,495 58,536 28,300 44,000 9,969,181 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 2 62 246 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCA CTCTGTTTGTGAGGTCAATTGTT ACTGATACCCATATTTGTGGTGCT 90 62 1 23 246 24 57,495 60,080 28,300 44,000 9,584,960 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 2 11 168 CACCTTCAAATTGCGATAGTCACAACTTCATACGTg CACCTTCAAATTGCGATAGTCACA ACTGATACCCATATTTGTGGTGCT 11 62 79 24 246 24 59,846 60,080 35,800 44,000 8,233,802 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 3 63 246 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCA CTCTGTTTGTGAGGTCAATTGTT ACTGATACCCATATTTGTGGTGC 90 63 1 23 246 23 57,495 58,793 28,300 50,100 9,712,338 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 3 62 239 TTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAA TTTGTGAGGTCAATTGTTAAAGTGA TGATACCCATATTTGTGGTGCT 83 62 6 25 244 22 57,602 57,482 34,100 44,000 11,916,170 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 3 59 219 TGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGA TGACTTTCAACAAATTCTCTTTAGGGT ACTGATACCCATATTTGTGGTGCT 59 62 28 27 246 24 59,440 60,080 43,400 44,000 11,639,684 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 3 59 219 TGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGA TGACTTTCAACAAATTCTCTTTAGGGT ACTGATACCCATATTTGTGGTGC 59 63 28 27 246 23 59,440 58,793 43,400 50,100 11,767,062 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 3 0 156 GCGATAGTCACAACTTCATACGTgcgcgcGcacacaca GCGATAGTCACAACTTCATACGT ACTGATACCCATATTTGTGGTGCT 0 62 91 23 246 24 58,897 60,080 35,700 44,000 8,183,144 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 4 5 113 CACCTTCAAATTGCGATAGTCACAACTTCATACGTg CACCTTCAAATTGCGATAGTCACA ACTCCTCTTTCCTATCTTCTTCTTGT 11 5 79 24 191 26 59,846 59,271 35,800 31,600 10,882,647 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 4 0 101 GCGATAGTCACAACTTCATACGTgcgcgcGcacacaca GCGATAGTCACAACTTCATACGT ACTCCTCTTTCCTATCTTCTTCTTGT 0 5 91 23 191 26 58,897 59,271 35,700 31,600 10,831,989 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 5 1 102 TGCGATAGTCACAACTTCATACGTgcgcgcGcacacac TGCGATAGTCACAACTTCATACG ACTCCTCTTTCCTATCTTCTTCTTGT 1 5 90 23 191 26 58,897 59,271 30,600 31,600 10,831,281 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:17878:67586 1 114 47 20 1.5 AC GCGCGCGCACACACACACACACACACACACACACA NA 0 0 5 1 157 TGCGATAGTCACAACTTCATACGTgcgcgcGcacacac TGCGATAGTCACAACTTCATACG ACTGATACCCATATTTGTGGTGCT 1 62 90 23 246 24 58,897 60,080 30,600 44,000 8,182,436 F 250 CTCTGTTTGTGAGGTCAATTGTTAAAGTGACTTTCAACAAATTCTCTTTAGGGTTAAATAAGAAGTATAGTTTATTCACACCTTCAAATTGCGATAGTCACAACTTCATACGTgcgcgcGcacacacacacacacacacacacacacacacacacacacaCGTAGACaagaagaagATAGGAAAGAGGAGtttttACAATTATGAAGAACTTAAAAGaaaaaaGCACCACAAATATGGGTATCAGTTCAT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 17 172 CCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCCCTGGTATCGATTTCACCTTCAG ACTTGAACTTATTGAACATGGCTGA 53 17 63 23 234 25 58,877 59,230 30,200 42,600 9,892,438 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 17 210 gGAACAGGACGGACAGATGGAAGAATCCAGGGTA GGAACAGGACGGACAGATGG ACTTGAACTTATTGAACATGGCTGA 94 17 25 20 234 25 60,108 59,230 35,100 42,600 5,877,799 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 17 213 agagGAACAGGACGGACAGATGGAAGAATCCAGGGAGAGGAACAGGACGGACAGA ACTTGAACTTATTGAACATGGCTGA 97 17 22 20 234 25 59,887 59,230 34,100 42,600 5,882,268 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 17 215 agagagGAACAGGACGGACAGATGGAAGAATCCAG AGAGAGGAACAGGACGGACA ACTTGAACTTATTGAACATGGCTGA 99 17 20 20 234 25 59,887 59,230 40,200 42,600 5,882,268 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 3 124 CGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgt CGGAGTAAACTATGCTATTAAGAGGC CTTGAACTTATTGAACATGGCTGA 3 17 110 26 233 24 59,413 57,742 47,000 42,600 12,845,075 B 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 3 125 CGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgt CGGAGTAAACTATGCTATTAAGAGGC ACTTGAACTTATTGAACATGGCTGA 3 17 110 26 234 25 59,413 59,230 47,000 42,600 12,356,506 B 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 3 125 CGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgt CGGAGTAAACTATGCTATTAAGAGGC ACTTGAACTTATTGAACATGGCTG 3 18 110 26 234 24 59,413 57,983 47,000 48,500 12,604,245 B 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 18 173 TCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTAT TCCTGGTATCGATTTCACCTTCA ACTTGAACTTATTGAACATGGCTG 54 18 62 23 234 24 59,227 57,983 30,200 48,500 9,789,972 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:18264:43325 1 139 54 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 17 173 TCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTAT TCCTGGTATCGATTTCACCTTCA ACTTGAACTTATTGAACATGGCTGA 54 17 62 23 234 25 59,227 59,230 30,200 42,600 9,542,234 F 282 ACTTGGAACATaaaaaGCAagagagGAACAGGACGGACAGATGGAAGAATCCAGGGTATTTTCCTGGTATCGATTTCACCTTCAGAAtttttGAGGTATCTTTGCAAAACGGAGTAAACTATGCTATTAAGAGGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgacacacatatatatTGCCAACATCTGCATTTTCAGCCATGTTCAATAAGTTCAAGTATGTTCTGTTTAatatatGAATTTaaaaaaaaaaaTTACCATTGCAGT

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 5 183 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT GACAAACTGCCTCCCTCACA 5 25 3 20 185 20 59,163 59,891 37,200 35,800 0.945191 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 184 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT TGACAAACTGCCTCCCTCAC 5 26 3 20 186 20 59,163 59,891 37,200 35,100 0.945191 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 236 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT ACTGTTTCTCTCACACGCAT 5 78 3 20 238 20 59,163 57,467 37,200 47,300 3,369,872 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 237 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT AACTGTTTCTCTCACACGCA 5 79 3 20 239 20 59,163 57,690 37,200 52,400 3,146,134 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 239 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT CAAACTGTTTCTCTCACACGCA 5 79 3 20 241 22 59,163 59,649 37,200 52,400 3,188,024 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 240 TCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgt TCCCATGTGTGTGAGTGTGT ACAAACTGTTTCTCTCACACGC 5 80 3 20 242 22 59,163 59,648 37,200 53,400 3,188,332 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 5 184 ATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgATCCCATGTGTGTGAGTGTGT GACAAACTGCCTCCCTCACA 5 25 2 21 185 20 59,579 59,891 37,200 35,800 1,529,853 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 5 240 ATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgATCCCATGTGTGTGAGTGTGT CAAACTGTTTCTCTCACACGCA 5 79 2 21 241 22 59,579 59,649 37,200 52,400 3,772,686 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:25520:16164 1 28 113 20 5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 5 241 ATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgATCCCATGTGTGTGAGTGTGT ACAAACTGTTTCTCTCACACGC 5 80 2 21 242 22 59,579 59,648 37,200 53,400 3,772,994 G 271 TATCCCAtgtgtgtgAgtgtgtATCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCCCgtgtgtgtgtgtATGTATTCgtgtgtgtgtgtgtATCTCgtgtgtgtgtgtATCCCgtgtgtgtgtgtATCCCAtgtgtgtgTATCCTATGTATGTGAGGGAGGCAGTTTGTCATTATAtgtgtgAGTGCATGAAACAGTTTATCAATGCGTGTgagagaAACAGTTtgtgtgAGTGAGTGAATGTGTCAGTGAGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 28 201 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG AGACACACACCTCCATGCAC 28 29 24 23 224 20 59,050 60,250 40,000 45,700 4,200,221 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 28 202 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG CAGACACACACCTCCATGCA 28 30 24 23 225 20 59,050 60,250 40,000 39,600 4,200,178 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 28 206 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG CACACAGACACACACCTCCA 28 34 24 23 229 20 59,050 59,822 40,000 38,600 4,127,590 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 8 178 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG CACACACGCACACACACC 28 8 24 23 201 18 59,050 59,597 40,000 41,600 6,352,940 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 ‐15 180 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG CCCACACACGCACACACA 28 ‐15 24 23 178 18 59,050 60,822 40,000 37,200 6,771,564 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2118:8450:35326 1 75 101 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 ‐16 179 ACAGACACAATAAGCATGATGGGGTCAGCTGAAGAACAGACACAATAAGCATGATGGG CCACACACGCACACACAC 28 ‐16 24 23 177 18 59,050 59,597 40,000 38,200 6,352,940 G 235 GGTTCGATGGAGGGATATAGTAAACAGACACAATAAGCATGATGGGGTCAGCTGAAGAGCTGTTGAGCTTAAATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggggggggTGTgggggggggTTGgtgtgtgtgtgtGGGGTtgtgtgtgtgCgtgtgtGGGTggggggtgtgtgtgCgtgtgtgggggTGCATGGAGgtgtgtgtCtgtgtgGGTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 7 35 190 CAGACAGAGCGGGACATGGAGGGgagagaAAAATa CAGACAGAGCGGGACATGG ACGTCTCTTACTCCATCTTTCTC 73 35 22 19 211 23 60,153 57,430 36,600 28,700 6,723,723 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 34 190 CAGACAGAGCGGGACATGGAGGGgagagaAAAATa CAGACAGAGCGGGACATGGA ACGTCTCTTACTCCATCTTTCTCT 72 34 22 20 211 24 61,608 58,742 34,100 31,000 6,865,852 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 34 190 CAGACAGAGCGGGACATGGAGGGgagagaAAAATa CAGACAGAGCGGGACATGG ACGTCTCTTACTCCATCTTTCTCT 73 34 22 19 211 24 60,153 58,742 36,600 31,000 6,411,541 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 28 146 ATACAGAGGCACACGGAGGAGGCagagagagGCAG ATACAGAGGCACACGGAGGA ACGTCTCTTACTCCATCTTTCTCT 28 34 66 20 211 24 60,324 58,742 37,100 31,000 5,582,419 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 24 137 ATACAGAGGCACACGGAGGAGGCagagagagGCAG ATACAGAGGCACACGGAGGA ACTCCATCTTTCTCTAGCTCTATGT 28 24 66 20 202 25 60,324 58,627 37,100 22,900 6,697,299 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 64 214 GACAGAGCGGGACATGGAGGGgagagaAAAATaga GACAGAGCGGGACATGGAG CTCTCGTGCTTCCTCTCTCT 71 64 24 19 237 20 59,857 58,250 38,600 31,000 2,892,941 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 64 215 AGACAGAGCGGGACATGGAGGGgagagaAAAATag AGACAGAGCGGGACATGGA CTCTCGTGCTTCCTCTCTCT 72 64 23 19 237 20 60,305 58,250 34,100 31,000 3,055,490 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 64 216 CAGACAGAGCGGGACATGGAGGGgagagaAAAATa CAGACAGAGCGGGACATGG CTCTCGTGCTTCCTCTCTCT 73 64 22 19 237 20 60,153 58,250 36,600 31,000 2,903,682 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 29 147 CATACAGAGGCACACGGAGGAGGCagagagagGCAGCATACAGAGGCACACGGAGG ACGTCTCTTACTCCATCTTTCTCT 29 34 65 20 211 24 60,179 58,742 43,000 31,000 5,437,151 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 29 147 CATACAGAGGCACACGGAGGAGGCagagagagGCAGCATACAGAGGCACACGGAGG ACGTCTCTTACTCCATCTTTCTC 29 35 65 20 211 23 60,179 57,430 43,000 28,700 5,749,334 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 29 173 CATACAGAGGCACACGGAGGAGGCagagagagGCAGCATACAGAGGCACACGGAGG CTCTCGTGCTTCCTCTCTCT 29 64 65 20 237 20 60,179 58,250 43,000 31,000 1,929,293 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 29 173 CATACAGAGGCACACGGAGGAGGCagagagagGCAGCATACAGAGGCACACGGAGG CTCTCGTGCTTCCTCTCTCTT 29 63 65 20 237 21 60,179 58,908 43,000 28,500 2,270,641 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 28 172 ATACAGAGGCACACGGAGGAGGCagagagagGCAG ATACAGAGGCACACGGAGGA CTCTCGTGCTTCCTCTCTCT 28 64 66 20 237 20 60,324 58,250 37,100 31,000 2,074,561 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 24 138 CATACAGAGGCACACGGAGGAGGCagagagagGCAGCATACAGAGGCACACGGAGG ACTCCATCTTTCTCTAGCTCTATGT 29 24 65 20 202 25 60,179 58,627 43,000 22,900 6,552,031 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 24 139 ACATACAGAGGCACACGGAGGAGGCagagagagGCAACATACAGAGGCACACGGAG ACTCCATCTTTCTCTAGCTCTATGT 30 24 64 20 202 25 59,467 58,627 46,300 22,900 6,905,505 B 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 17 134 ACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGACGGAGGAGGCAGAGAGAG ACGTCTCTTACTCCATCTTTCTCT 17 34 78 19 211 24 60,077 58,742 32,000 31,000 6,335,119 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:16011:41391 1 114 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 6 123 agagagagGCAGAGGGAGCCGGAGGgagagagagaga AGAGAGAGGCAGAGGGAGC ACGTCTCTTACTCCATCTTTCTCT 6 34 89 19 211 24 60,076 58,742 47,000 31,000 6,334,096 F 237 AGAGGgagagagagagagagaCAGACAGAGCGGGACATGGAGGGgagagaAAAATagagagagACATACAGAGGCACACGGAGGAGGCagagagagGCAGAGGGAGCCGGAGGgagagagagagagagagagagagagagagagagagagagaATGAGAATGAGATAGAAAGATAATACATAGAGCTAGAGAAAGATGGAGTAAGAGACGTATAGAAagagagagGAAGCACGAGAG

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 8 116 TGCCAGCTCAGCACCAAATATGGAAGGTGAGATTC TGCCAGCTCAGCACCAAATA ATAGCGGCATTGAAACAGCG 28 8 21 20 136 20 59,962 59,622 14,000 51,800 0.416279 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 117 TTGCCAGCTCAGCACCAAATATGGAAGGTGAGATT TTGCCAGCTCAGCACCAAAT ATAGCGGCATTGAAACAGCG 29 8 20 20 136 20 60,829 59,622 23,200 51,800 1,207,019 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 8 122 AAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTG AAAGTTTGCCAGCTCAGCAC ATAGCGGCATTGAAACAGCG 34 8 15 20 136 20 59,613 59,622 44,000 51,800 0.765096 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 34 197 AAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTG AAAGTTTGCCAGCTCAGCAC TGCTATTGTCAGCACATTGTAAA 34 80 15 20 211 23 59,613 57,044 44,000 20,100 6,342,906 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 29 192 TTGCCAGCTCAGCACCAAATATGGAAGGTGAGATT TTGCCAGCTCAGCACCAAAT TGCTATTGTCAGCACATTGTAAA 29 80 20 20 211 23 60,829 57,044 23,200 20,100 6,784,830 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 28 167 TGCCAGCTCAGCACCAAATATGGAAGGTGAGATTC TGCCAGCTCAGCACCAAATA ACAGCACACACAGTCATAATCAA 28 56 21 20 187 23 59,962 58,612 14,000 25,700 4,426,507 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 28 191 TGCCAGCTCAGCACCAAATATGGAAGGTGAGATTC TGCCAGCTCAGCACCAAATA TGCTATTGTCAGCACATTGTAAA 28 80 21 20 211 23 59,962 57,044 14,000 20,100 5,994,090 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 34 173 AAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTG AAAGTTTGCCAGCTCAGCAC ACAGCACACACAGTCATAATCA 34 57 15 20 187 22 59,613 57,993 44,000 25,700 4,393,618 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:18690:2223 1 69 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 28 167 TGCCAGCTCAGCACCAAATATGGAAGGTGAGATTC TGCCAGCTCAGCACCAAATA ACAGCACACACAGTCATAATCA 28 57 21 20 187 22 59,962 57,993 14,000 25,700 4,044,801 F 213 GTGAGGttttttttAAAGTTTGCCAGCTCAGCACCAAATATGGAAGGTGAGATTCCTgggggCGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGTgcgcgcTGTTTCAATGCCGCTATTAACCCATTTTAATTTAgggggTTAACTTTGATTATGACtgtgtgtgCTGtttttACAATGTGCTGACAATAGCATC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 12 14 117 GGGCTTAGACCTGGAATGGATGATTCcacacaCGCA GGGCTTAGACCTGGAATGGA GCGTGAGAGTGTATGTGTGC 17 14 2 20 118 20 58,787 59,284 34,100 45,700 1,929,404 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 14 118 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGC AGGGCTTAGACCTGGAATGGA GCGTGAGAGTGTATGTGTGC 17 14 1 21 118 20 60,274 59,284 34,100 45,700 1,990,524 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 14 118 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGC AGGGCTTAGACCTGGAATGG GCGTGAGAGTGTATGTGTGC 18 14 1 20 118 20 58,783 59,284 31,600 45,700 1,933,098 F 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 6 17 204 GGGCTTAGACCTGGAATGGATGATTCcacacaCGCA GGGCTTAGACCTGGAATGGA GGTGATGGTGAGATGCCTTCT 17 33 2 20 205 21 58,787 59,789 34,100 28,500 2,424,753 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 17 205 GGGCTTAGACCTGGAATGGATGATTCcacacaCGCA GGGCTTAGACCTGGAATGGA AGGTGATGGTGAGATGCCTTC 17 34 2 20 206 21 58,787 59,789 34,100 34,600 2,424,753 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 17 207 GGGCTTAGACCTGGAATGGATGATTCcacacaCGCA GGGCTTAGACCTGGAATGGA GAAGGTGATGGTGAGATGCCT 17 36 2 20 208 21 58,787 59,789 34,100 47,500 2,424,753 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 10 180 GGGCTTAGACCTGGAATGGATGATTCcacacaCGCA GGGCTTAGACCTGGAATGGA ACCGTTGCAGTCCATGTTGA 17 10 2 20 181 20 58,787 60,179 34,100 31,800 1,392,327 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 181 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGC AGGGCTTAGACCTGGAATGG ACCGTTGCAGTCCATGTTGA 18 10 1 20 181 20 58,783 60,179 31,600 31,800 1,396,021 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:21257:13105 1 39 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 181 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGC AGGGCTTAGACCTGGAATGGA ACCGTTGCAGTCCATGTTGA 17 10 1 21 181 20 60,274 60,179 34,100 31,800 1,453,448 D 219 AGGGCTTAGACCTGGAATGGATGATTCcacacaCGCATacacacacacacacacacacacacacacacacacacacactctctcATGTACAAGCTCACGcacacaTACACTCTCACGCACAAGcacacaCGcacacacacacaCGcacacaTATACACATATCAACATGGACTGCAACGGTTTAAGAAGGCATCTCACCATCACCTTCTCAAGGGGAAC

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 7 152 GTGCACTCTCACATGAACGCACTCATGcacacacacacGTGCACTCTCACATGAACGC TTAACATCCCACTGCAGCCC 7 33 57 20 208 20 59,835 60,323 48,400 51,900 0.488007 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 139 TCTCACATGAACGCACTCATGcacacacacacacacaca TCTCACATGAACGCACTCAT CCCACTGCAGCCCTTAGC 1 28 63 20 201 18 57,251 60,439 29,000 30,900 5,188,436 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 33 192 TCACATGCAGAAGGACACAAACACTCACTCATTGTCTCACATGCAGAAGGACACAAAC TTAACATCCCACTGCAGCCC 45 33 17 22 208 20 59,382 60,323 29,300 51,900 2,941,601 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 33 200 acacacaTTCACATGCAGAAGGACACAAACACTCACTACACACATTCACATGCAGAAGG TTAACATCCCACTGCAGCCC 53 33 9 22 208 20 59,445 60,323 34,600 51,900 2,878,684 F 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 6 151 TGCACTCTCACATGAACGCACTCATGcacacacacaca TGCACTCTCACATGAACGCA TTAACATCCCACTGCAGCCC 6 33 58 20 208 20 60,250 60,323 52,400 51,900 0.573186 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 5 150 GCACTCTCACATGAACGCACTCATGcacacacacacac GCACTCTCACATGAACGCAC TTAACATCCCACTGCAGCCC 5 33 59 20 208 20 59,835 60,323 53,400 51,900 0.488007 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 33 190 ACATGCAGAAGGACACAAACACTCACTCATTGTCCAACATGCAGAAGGACACAAACAC TTAACATCCCACTGCAGCCC 43 33 19 22 208 20 59,641 60,323 33,200 51,900 2,682,258 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:8258:73352 1 84 72 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 33 191 CACATGCAGAAGGACACAAACACTCACTCATTGTCCCACATGCAGAAGGACACAAACA TTAACATCCCACTGCAGCCC 44 33 18 22 208 20 59,641 60,323 28,300 51,900 2,681,942 B 232 atatatNcacacacaTTCACATGCAGAAGGACACAAACACTCACTCATTGTCCATTGTGCACTCTCACATGAACGCACTCATGcacacacacacacacacacacacacacacacacacacacaGCcacacacacacacacacacaGGcacacacaGACACATGCACTGCCCCACTGGACTTTTGCTAAGGGCTGCAGTGGGATGTTAAAATTAGAGCTTTGTGACTGAGGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 7 145 GGACTGAATGATGGTAGGCAGTGTTCCCCatatatat GGACTGAATGATGGTAGGCAGT CCAAGTTTGGTATCATATGCACA 7 39 48 22 192 23 59,829 57,167 44,000 45,700 8,004,854 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 9 146 TGGACTGAATGATGGTAGGCAGTGTTCCCCatatata TGGACTGAATGATGGTAGGCA CCAAGTTTGGTATCATATGCACA 9 39 47 21 192 23 58,804 57,167 47,500 45,700 8,029,133 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 146 TGGACTGAATGATGGTAGGCAGTGTTCCCCatatata TGGACTGAATGATGGTAGGCAG CCAAGTTTGGTATCATATGCACA 8 39 47 22 192 23 59,829 57,167 48,500 45,700 8,004,644 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 1 101 TGATGGTAGGCAGTGTTCCCCatatatatatatatatatatTGATGGTAGGCAGTGTTCCC CTCTGCACTCCAATACCAAATCA 1 3 56 20 156 23 59,382 58,736 39,700 25,700 4,882,711 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 1 102 TGATGGTAGGCAGTGTTCCCCatatatatatatatatatatTGATGGTAGGCAGTGTTCCC ACTCTGCACTCCAATACCAAATCA 1 3 56 20 157 24 59,382 60,263 39,700 25,700 4,881,920 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17127:38297 1 77 54 20 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 1 102 TGATGGTAGGCAGTGTTCCCCatatatatatatatatatatTGATGGTAGGCAGTGTTCCC ACTCTGCACTCCAATACCAAA 1 6 56 20 157 21 59,382 57,212 39,700 32,800 4,406,685 B 220 GTTCTCAACATGGGTAAAAGAATTGCGGTAAATGGTTGTTTTATATTGGACTGAATGATGGTAGGCAGTGTTCCCCatatatatatatatatatatatatatatatatatatatatTacacacAatatatAAATGATTTGGTATTGGAGTGCAGAGTAAAATTCCAAAATGTGCATATGATACCAAACTTGGATAAAAGCAAAATCCTGCGGATGCTGGA

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 21 162 aCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTACTGGGTAACTGTGATGATGGA CGACAAACTGTCTCTATTAACCTCC 48 21 45 22 206 25 58,819 59,194 34,100 43,000 8,987,323 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 20 160 aCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTACTGGGTAACTGTGATGATGGA ACAAACTGTCTCTATTAACCTCCC 48 20 45 22 204 24 58,819 57,949 34,100 43,000 9,232,508 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 112 GGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtg GGTAGTATTCTGCAAAGGGAGC ACAAACTGTCTCTATTAACCTCCC 0 20 93 22 204 24 58,793 57,949 47,000 43,000 9,258,143 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 114 GGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtg GGTAGTATTCTGCAAAGGGAGC CGACAAACTGTCTCTATTAACCTCC 0 21 93 22 206 25 58,793 59,194 47,000 43,000 9,012,958 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 115 TGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgt TGGTAGTATTCTGCAAAGGGAGC CGACAAACTGTCTCTATTAACCTCC 0 21 92 23 206 25 60,371 59,194 47,000 43,000 9,176,521 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 20 161 aCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTACTGGGTAACTGTGATGATGGA GACAAACTGTCTCTATTAACCTCCC 48 20 45 22 205 25 58,819 58,893 34,100 43,000 9,288,672 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 21 198 TGCGGACGCCATGAAATCTCATGGCAACAGATaaaaTGCGGACGCCATGAAATCT CGACAAACTGTCTCTATTAACCTCC 87 21 9 19 206 25 60,078 59,194 24,000 43,000 6,884,491 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 21 198 TGCGGACGCCATGAAATCTCATGGCAACAGATaaaaTGCGGACGCCATGAAATCTC CGACAAACTGTCTCTATTAACCTCC 86 21 9 20 206 25 61,089 59,194 27,500 43,000 6,895,475 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:17726:34236 1 115 46 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 21 197 GCGGACGCCATGAAATCTCATGGCAACAGATaaaaaGCGGACGCCATGAAATCTCA CGACAAACTGTCTCTATTAACCTCC 85 21 10 20 206 25 61,089 59,194 32,700 43,000 6,895,475 F 211 ACATCGACTGCGGACGCCATGAAATCTCATGGCAACAGATaaaaaCTGGGTAACTGTGATGATGGAtttttCTTTTACAGCTTTGGGATTATGGTAGTATTCTGCAAAGGGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatataTCCATGATACATTAAACTgggggAGGTTAATAGAGACAGTTTGTCGATGAG

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 1 0 139 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT CGCATTGAGACCAGCCTCTT 0 58 35 21 173 20 57,629 60,392 51,900 28,500 3,763,034 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 0 91 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT TTCCCTCCTACTCTGCCGTC 0 10 35 21 125 20 57,629 60,684 51,900 47,900 4,054,344 A 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 0 140 TTCATAAGCATTTGTCTGGGCTcacacacacacacacac TTCATAAGCATTTGTCTGGGCT CGCATTGAGACCAGCCTCTT 0 58 34 22 173 20 58,299 60,392 51,900 28,500 4,092,731 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 0 144 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT ATCACCGCATTGAGACCAGC 0 63 35 21 178 20 57,629 60,746 51,900 48,500 4,116,685 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 1 195 TCATTCATAAGCATTTGTCTGGGCTcacacacacacacaTCATTCATAAGCATTTGTCTGGGC ACAACTGCATCCAGGAAGACA 1 109 31 24 225 21 59,902 59,579 53,600 34,100 5,519,617 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 92 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT CTTCCCTCCTACTCTGCCGT 0 11 35 21 126 20 57,629 60,685 51,900 56,800 4,055,645 A 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 191 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT ACAACTGCATCCAGGAAGACA 0 109 35 21 225 21 57,629 59,579 51,900 34,100 4,792,108 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 192 TTCATAAGCATTTGTCTGGGCTcacacacacacacacac TTCATAAGCATTTGTCTGGGCT ACAACTGCATCCAGGAAGACA 0 109 34 22 225 21 58,299 59,579 51,900 34,100 5,121,805 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 95 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT AGCCTTCCCTCCTACTCTGC 0 14 35 21 129 20 57,629 60,689 51,900 42,600 4,060,252 A 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:18101:19135 1 56 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 147 TCATAAGCATTTGTCTGGGCTcacacacacacacacaca TCATAAGCATTTGTCTGGGCT GGAATCACCGCATTGAGACC 0 66 35 21 181 20 57,629 58,983 51,900 38,500 4,388,227 F 244 AAGTTaaaaaaaCTAGGTAAACTACAACCATCATTCATAAGCATTTGTCTGGGCTcacacacacacacacacacacacacacacacacacacacaTACCAGTAGAGACGGCAGAGTAGGAGGGAAGGCTTATGGAtttttACAAGaaaaaTAAAAGAGGCTGGTCTCAATGCGGTGATTCCACGTTGCGGCTGTTTTGTTCAGTTGTCTTCCTGGATGCAGTTGTATAGAGTAGAATTCCATTT

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 11 0 111 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATA ACGTGTATATCTGTCTGTCTGTG ATGCAGACTCACAGAACCAG 28 0 1 23 111 20 57,763 57,531 36,600 40,000 7,705,928 F 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 111 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATA ACGTGTATATCTGTCTGTCTGTGT ATGCAGACTCACAGAACCAG 27 0 1 24 111 20 59,299 57,531 37,200 40,000 7,169,965 F 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 110 CGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAA CGTGTATATCTGTCTGTCTGTGT ATGCAGACTCACAGAACCAG 27 0 2 23 111 20 57,763 57,531 37,200 40,000 7,705,928 F 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 89 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 11 9 169 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATA ACGTGTATATCTGTCTGTCTGTG GTGGGCACACTCAGACATAT 28 9 1 23 169 20 57,763 57,301 36,600 17,800 7,935,509 G 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 89 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 169 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATA ACGTGTATATCTGTCTGTCTGTGT GTGGGCACACTCAGACATAT 27 9 1 24 169 20 59,299 57,301 37,200 17,800 7,399,546 G 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:22465:62698 1 52 89 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 9 168 CGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAA CGTGTATATCTGTCTGTCTGTGT GTGGGCACACTCAGACATAT 27 9 2 23 169 20 57,763 57,301 37,200 17,800 7,935,509 G 202 ACGTGTATAtctgtctgtctgTGTATAAGaaaaaaCTATAATTGGTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGTTCTGTGAGTCTGCATATCTCtgtgtgtgtgtgtgtgTTtgtgtgGGTGAAAatatatGTCTGAGTGTGCCCACTtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 10 131 GATCTGGTCTGTCACGCACACGCACACGCGcacacacGATCTGGTCTGTCACGCACA AAACCTTGAGCCCTGTGCAT 10 41 27 20 157 20 60,038 60,179 45,700 39,600 0.217204 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 10 135 GATCTGGTCTGTCACGCACACGCACACGCGcacacacGATCTGGTCTGTCACGCACA ATGCAAACCTTGAGCCCTGT 10 45 27 20 161 20 60,038 60,179 45,700 40,000 0.217204 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 35 156 CAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGCAGCCTTCCCAGTGAATTGG AAACCTTGAGCCCTGTGCAT 35 41 2 20 157 20 58,820 60,179 31,600 39,600 1,358,981 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 35 248 CAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGCAGCCTTCCCAGTGAATTGG TGGGCTGTAATCACAACTAGCA 35 131 2 20 249 22 58,820 59,696 31,600 34,900 3,484,499 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 34 155 AGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTAGCCTTCCCAGTGAATTGGA AAACCTTGAGCCCTGTGCAT 34 41 3 20 157 20 58,924 60,179 35,300 39,600 1,254,554 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 34 159 AGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTAGCCTTCCCAGTGAATTGGA ATGCAAACCTTGAGCCCTGT 34 45 3 20 161 20 58,924 60,179 35,300 40,000 1,254,554 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 34 247 AGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTAGCCTTCCCAGTGAATTGGA TGGGCTGTAATCACAACTAGCA 34 131 3 20 249 22 58,924 59,696 35,300 34,900 3,380,071 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 34 248 CAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGCAGCCTTCCCAGTGAATTGGA TGGGCTGTAATCACAACTAGCA 34 131 2 21 249 22 60,272 59,696 35,300 34,900 3,576,562 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 14 227 TTGGGATCTGGTCTGTCACGCACACGCACACGCGcaTTGGGATCTGGTCTGTCACG TGGGCTGTAATCACAACTAGCA 14 131 23 20 249 22 59,392 59,696 43,500 34,900 2,912,600 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 10 223 GATCTGGTCTGTCACGCACACGCACACGCGcacacacGATCTGGTCTGTCACGCACA TGGGCTGTAATCACAACTAGCA 10 131 27 20 249 22 60,038 59,696 45,700 34,900 2,342,721 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 9 222 ATCTGGTCTGTCACGCACACGCACACGCGcacacaca ATCTGGTCTGTCACGCACAC TGGGCTGTAATCACAACTAGCA 9 131 28 20 249 22 60,320 59,696 38,200 34,900 2,624,370 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:23947:21491 1 57 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 8 98 GATCTGGTCTGTCACGCACACGCACACGCGcacacacGATCTGGTCTGTCACGCACA TTTGTGCGTGTGTGTATGCG 10 8 27 20 124 20 60,038 60,042 45,700 47,300 0.080002 F 288 TCAGCCTTCCCAGTGAATTGGATTGGGATCTGGTCTGTCACGCACACGCACACGCGcacacacacacacacacacacacacacacacacacacacaCGCATGCACGCATacacacacGCACaaaaaTATATGTATTTATGCACAGGGCTCAAGGTTTGCATTTCTTTGATAAGTGTTATTTGtttttGAATTTTGCTaaaaaGTATTCCAGTCAATTAGCAACATTTTGCTAGTTGTGATTACAGCCCAGTATTTTCATGCCCCAATTAGCTAATTTTGGCATCCTGG

ST‐E00142:460:H2K7HCCXY:6:2121:25479:3155 1 52 78 20 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCCCC NA 1 1 11 2 160 ActctctctATGTTTCAGCAATCCAACctctctctctctctctcACTCTCTCTATGTTTCAGCAATCCA GGGACAGAGATAGAAAGTGGG 2 34 25 25 184 21 59,811 57,171 34,100 46,100 9,017,430 G 185 GTCTTCAATTtctctctttttCTAActctctctATGTTTCAGCAATCCAACctctctctctctctctctctctctctctctCACTCCCCctctctctctctctctctctctctctctctctctctctctTCCTCCCTACCCCACCACCCCTCCAAGCCAAAcccccACTTTCTATCTCTGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2121:25479:3155 1 52 78 20 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCCCC NA 0 0 12 2 160 ctctctctATGTTTCAGCAATCCAACctctctctctctctctct CTCTCTCTATGTTTCAGCAATCCA AGGGACAGAGATAGAAAGTGGG 2 34 26 24 185 22 58,332 58,621 34,100 46,100 9,047,923 G 185 GTCTTCAATTtctctctttttCTAActctctctATGTTTCAGCAATCCAACctctctctctctctctctctctctctctctCACTCCCCctctctctctctctctctctctctctctctctctctctctTCCTCCCTACCCCACCACCCCTCCAAGCCAAAcccccACTTTCTATCTCTGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2121:25479:3155 1 52 78 20 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCCCC NA 0 0 12 2 161 ActctctctATGTTTCAGCAATCCAACctctctctctctctctcACTCTCTCTATGTTTCAGCAATCCA AGGGACAGAGATAGAAAGTGGG 2 34 25 25 185 22 59,811 58,621 34,100 46,100 8,568,007 G 185 GTCTTCAATTtctctctttttCTAActctctctATGTTTCAGCAATCCAACctctctctctctctctctctctctctctctCACTCCCCctctctctctctctctctctctctctctctctctctctctTCCTCCCTACCCCACCACCCCTCCAAGCCAAAcccccACTTTCTATCTCTGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 46 192 CCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAG CCTGGAAGAGCTCTCCTGC GAAGTGCCAAACAGCAGAGC 67 46 25 19 216 20 59,478 60,040 48,500 40,900 1,561,324 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 46 193 GCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAA GCCTGGAAGAGCTCTCCTG GAAGTGCCAAACAGCAGAGC 68 46 24 19 216 20 59,478 60,040 38,600 40,900 1,561,324 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 46 194 GGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACA GGCCTGGAAGAGCTCTCCT GAAGTGCCAAACAGCAGAGC 69 46 23 19 216 20 60,689 60,040 36,900 40,900 1,728,592 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 2 129 ACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctc ACTTTCCTGAGCCTCTTCTGC GAAGTGCCAAACAGCAGAGC 2 46 88 21 216 20 59,997 60,040 42,600 40,900 1,042,711 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 1 128 CTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctcCTTTCCTGAGCCTCTTCTGCT GAAGTGCCAAACAGCAGAGC 1 46 89 21 216 20 59,721 60,040 42,400 40,900 1,318,406 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 126 TTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctc TTCCTGAGCCTCTTCTGCTT GAAGTGCCAAACAGCAGAGC 0 46 91 20 216 20 58,644 60,040 39,100 40,900 1,395,831 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 46 183 GCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTC GCTCTCCTGCTCTTTCTGGT GAAGTGCCAAACAGCAGAGC 57 46 34 20 216 20 59,387 60,040 40,000 40,900 0.652452 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 46 184 AGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACT AGCTCTCCTGCTCTTTCTGG GAAGTGCCAAACAGCAGAGC 58 46 33 20 216 20 59,096 60,040 38,600 40,900 0.943650 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2121:3955:42024 1 111 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 44 181 GCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTC GCTCTCCTGCTCTTTCTGGT AGTGCCAAACAGCAGAGCTA 57 44 34 20 214 20 59,387 59,602 40,000 33,200 1,010,685 F 248 GAGATGTGAGGtttttttATGGGGCCTGGAAGAGCTCTCCTGCTCTTTCTGGTTCACAAGAAAAGACTCAAAGAGTTAAATATTTGGACTTTCCTGAGCCTCTTCTGCTTtctctctctctctctctctctctctctctctctctctctcTAGCTCTGCTTCTTAAGCGAAAAGACaaaaaTGATTTTATTAGTTAGCTCTGCTGTTTGGCACTTCTTAATGTTCAtttttATTAATTACTCAttttt

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 19 151 TCTGCACTCTAACATTCACGTGAATTAATATTCCTATTCTGCACTCTAACATTCACGTGA CCAGCAGATGGTCAATGCAA 49 19 11 23 161 20 59,995 58,821 43,500 40,800 4,184,518 B 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 18 150 CTGCACTCTAACATTCACGTGAATTAATATTCCTATCCTGCACTCTAACATTCACGTGA CCAGCAGATGGTCAATGCAAC 49 18 12 22 161 21 58,683 60,135 43,500 41,700 4,452,349 B 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 18 151 TCTGCACTCTAACATTCACGTGAATTAATATTCCTATTCTGCACTCTAACATTCACGTGA CCAGCAGATGGTCAATGCAAC 49 18 11 23 161 21 59,995 60,135 43,500 41,700 4,140,566 B 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 4 139 TCTGCACTCTAACATTCACGTGAATTAATATTCCTATTCTGCACTCTAACATTCACGTGA CAATGCAACTACACACAGACAGA 49 4 11 23 149 23 59,995 59,191 43,500 34,100 6,814,645 F 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 137 TCTGCACTCTAACATTCACGTGAATTAATATTCCTATTCTGCACTCTAACATTCACGTGA ATGCAACTACACACAGACAGA 49 4 11 23 147 21 59,995 57,249 43,500 34,100 6,756,845 F 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:10886:55262 1 83 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 3 136 TCTGCACTCTAACATTCACGTGAATTAATATTCCTATTCTGCACTCTAACATTCACGTGA TGCAACTACACACAGACAGAT 49 3 11 23 146 21 59,995 57,249 43,500 29,000 6,756,845 F 185 ACTTTGACATTCTGCACTCTAACATTCACGTGAATTAATATTCCTATCTTTGTTTTGCTCAAAATTATTCCTAGTTGTAAAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTATCTGTCtgtgtgTAGTTGCATTGACCATCTGCTGGGTTTGAATGTATGAGTAAACAATA

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 5 119 CATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGCATGTTTGGCCTTGGTCCTG ACACAGGCACAAACACTCAA 34 5 87 20 205 20 59,395 58,167 38,600 30,200 2,437,461 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 120 TCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGTCATGTTTGGCCTTGGTCCT ACACAGGCACAAACACTCAA 35 5 86 20 205 20 59,518 58,167 38,500 30,200 2,315,329 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 199 ATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAAATGTAGCCATGCCGTTTAGT ACACAGGCACAAACACTCAA 114 5 7 20 205 20 57,290 58,167 22,400 30,200 4,542,979 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 5 140 AACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCAACCACCCTCTGCATTACATCA AACACAGGCACAAACACTCAA 52 5 67 22 206 21 59,691 58,833 30,700 30,200 4,475,400 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 195 GGCACTGAGTATTAAACCACCCTCTGCATTACATCA GGCACTGAGTATTAAACCACCCT GCAAACACATGCGCAAACAC 65 47 53 23 247 20 60,308 60,043 43,400 33,200 3,351,326 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 195 GGCACTGAGTATTAAACCACCCTCTGCATTACATCA GGCACTGAGTATTAAACCACCC GCAAACACATGCGCAAACAC 66 47 53 22 247 20 58,985 60,043 46,100 33,200 3,057,762 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 237 AGCCATGCCGTTTAGTATGAAAATAGACAAAATTATAGCCATGCCGTTTAGTATGAA GCAAACACATGCGCAAACAC 109 47 11 21 247 20 57,724 60,043 25,700 33,200 3,318,756 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 240 TGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTGTAGCCATGCCGTTTAGTATGA GCAAACACATGCGCAAACAC 110 47 8 23 247 20 59,867 60,043 21,500 33,200 3,176,321 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 241 ATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAAATGTAGCCATGCCGTTTAGT GCAAACACATGCGCAAACAC 114 47 7 20 247 20 57,290 60,043 22,400 33,200 2,753,234 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 47 246 TCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGA TCTTTATGTAGCCATGCCGTT GCAAACACATGCGCAAACAC 118 47 2 21 247 20 57,724 60,043 44,400 33,200 3,318,756 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 35 162 TCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGTCATGTTTGGCCTTGGTCCT GCAAACACATGCGCAAACAC 35 47 86 20 247 20 59,518 60,043 38,500 33,200 0.525585 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 35 163 ATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAATCATGTTTGGCCTTGGTCCT GCAAACACATGCGCAAACAC 35 47 85 21 247 20 59,922 60,043 38,500 33,200 1,120,801 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 34 161 CATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGCATGTTTGGCCTTGGTCCTG GCAAACACATGCGCAAACAC 34 47 87 20 247 20 59,395 60,043 38,600 33,200 0.647716 B 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 121 TCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGTCATGTTTGGCCTTGGTCCT AACACAGGCACAAACACTCA 35 6 86 20 206 20 59,518 58,167 38,500 34,100 2,315,329 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 140 AACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCAACCACCCTCTGCATTACATCA AACACAGGCACAAACACTCA 52 6 67 22 206 20 59,691 58,167 30,700 34,100 4,141,454 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 200 ATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAAATGTAGCCATGCCGTTTAGT AACACAGGCACAAACACTCA 114 6 7 20 206 20 57,290 58,167 22,400 34,100 4,542,979 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 3 199 ATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAAATGTAGCCATGCCGTTTAGT ACACAGGCACAAACACTCAAAC 114 3 7 20 205 22 57,290 60,095 22,400 29,300 4,804,847 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:15179:56440 1 141 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 6 140 ACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCACCACCCTCTGCATTACATCA AAACACAGGCACAAACACTCA 52 6 68 21 207 21 59,085 58,833 30,700 34,100 4,082,319 A 281 ATCTTTATGTAGCCATGCCGTTTAGTATGAAAATAGACAAAATTATACCCAAGGCACTGAGTATTAAACCACCCTCTGCATTACATCATGTTTGGCCTTGGTCCTGCACCAGGGACACCAGGTCCCCTACAGTATGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTTTGAGTGTTTGTGCCTGTGTTTATAAgtgtgtTTGTTTATTTGTGTTTGCGCATGTGTTTGCATGGGCAGAAtttttCATCCCACGGTCGGGTGCG

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 19 191 AGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAAGCTATGCCCAGTGACAGAG CTCCTTGAGCTGCCTCGATG 19 92 36 20 226 20 59,171 60,530 33,500 38,400 1,359,545 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 19 192 AAGCTATGCCCAGTGACAGAGTCGTTGAATACACT AAGCTATGCCCAGTGACAGAG CTCCTTGAGCTGCCTCGATG 19 92 35 21 226 20 59,791 60,530 33,500 38,400 1,739,230 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 18 190 GCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGGCTATGCCCAGTGACAGAGT CTCCTTGAGCTGCCTCGATG 18 92 37 20 226 20 59,461 60,530 32,400 38,400 1,069,262 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 16 188 TATGCCCAGTGACAGAGTCGTTGAATACACTCAGA TATGCCCAGTGACAGAGTCG CTCCTTGAGCTGCCTCGATG 16 92 39 20 226 20 59,182 60,530 41,800 38,400 1,347,865 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 240 TCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGTCAAGATTAAAGCTATGCCCAGTG AGCAGGTACCTTGAATTATTTGAAGTC 25 124 26 24 265 27 59,116 59,879 36,600 30,100 12,004,900 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 109 TATGCCCAGTGACAGAGTCGTTGAATACACTCAGA TATGCCCAGTGACAGAGTCG AAGAAATCTATGTAGCTAGAGACCC 16 8 39 20 147 25 59,182 57,467 41,800 44,600 8,350,943 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC
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ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 111 GCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGGCTATGCCCAGTGACAGAGT AAGAAATCTATGTAGCTAGAGACCC 18 8 37 20 147 25 59,461 57,467 32,400 44,600 8,072,340 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 240 TCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGTCAAGATTAAAGCTATGCCCAGTG AGCAGGTACCTTGAATTATTTGAAGT 25 125 26 24 265 26 59,116 59,052 36,600 30,100 11,831,894 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 22 240 AGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAA AGATTAAAGCTATGCCCAGTGACA GAAAGCAGGTACCTTGAATTATTTGA 22 128 29 24 268 26 60,080 58,173 35,800 26,900 11,907,046 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 194 GCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGGCTATGCCCAGTGACAGAGT TTTCCTCCTTGAGCTGCCTC 18 96 37 20 230 20 59,461 59,674 32,400 47,000 0.865314 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 192 TATGCCCAGTGACAGAGTCGTTGAATACACTCAGA TATGCCCAGTGACAGAGTCG TTTCCTCCTTGAGCTGCCTC 16 96 39 20 230 20 59,182 59,674 41,800 47,000 1,143,918 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 185 GCCCAGTGACAGAGTCGTTGAATACACTCAGACgtg GCCCAGTGACAGAGTCGTTG CTCCTTGAGCTGCCTCGATG 13 92 42 20 226 20 60,946 60,530 41,000 38,400 1,476,433 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 189 GCCCAGTGACAGAGTCGTTGAATACACTCAGACgtg GCCCAGTGACAGAGTCGTTG TTTCCTCCTTGAGCTGCCTC 13 96 42 20 230 20 60,946 59,674 41,000 47,000 1,272,485 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 184 CCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgCCCAGTGACAGAGTCGTTGA CTCCTTGAGCTGCCTCGATG 12 92 43 20 226 20 59,326 60,530 31,800 38,400 1,204,196 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 188 CCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgCCCAGTGACAGAGTCGTTGA TTTCCTCCTTGAGCTGCCTC 12 96 43 20 230 20 59,326 59,674 31,800 47,000 1,000,248 F 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:20446:2346 1 75 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 105 CCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgCCCAGTGACAGAGTCGTTGA AAGAAATCTATGTAGCTAGAGACCC 12 8 43 20 147 25 59,326 57,467 31,800 44,600 8,207,274 A 268 GTACCAATCaaaaaTAAAATGCTGATCAAGATTAAAGCTATGCCCAGTGACAGAGTCGTTGAATACACTCAGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGATGGGTGGGGTCTCTAGCTACATAGATTTCTTAGATCATTAACAGTATCACTGAATCCATTAGTTACTGCACAGTTACCTTTATATTTCTGCATCGAGGCAGCTCAAGGAGGaaaaaTAGCAAGACTTCAAATAATTCAAGGTACCTGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 41 168 AGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGAGGTGTGTTGATGTTACGGCA CGCGCATAAACAGAAACGGT 41 46 7 21 174 20 60,203 59,835 56,900 48,300 1,367,789 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 24 152 CGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTG CGGCATGTGATATTAGCAGTGC CGCGCATAAACAGAAACGGT 24 46 23 22 174 20 60,096 59,835 44,000 48,300 2,261,147 B 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 23 151 GGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGC GGCATGTGATATTAGCAGTGCG CGCGCATAAACAGAAACGGT 23 46 24 22 174 20 60,096 59,835 53,400 48,300 2,261,147 B 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 41 169 AGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGAGGTGTGTTGATGTTACGGCA ACGCGCATAAACAGAAACGG 41 47 7 21 175 20 60,203 59,835 56,900 44,400 1,367,789 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 23 152 GGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGC GGCATGTGATATTAGCAGTGCG ACGCGCATAAACAGAAACGG 23 47 24 22 175 20 60,096 59,835 53,400 44,400 2,261,147 B 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 13 140 TAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtg TAGCAGTGCGTTCATGTGTG ACGCGCATAAACAGAAACGG 13 47 36 20 175 20 58,853 59,835 38,200 44,400 1,312,552 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 1 126 AtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtg ATGTGTGCGTGCCTGTGTA CGCGCATAAACAGAAACGGT 1 46 49 19 174 20 59,929 59,835 29,000 48,300 1,235,694 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 126 AtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtg ATGTGTGCGTGCCTGTGTAG CGCGCATAAACAGAAACGGT 0 46 49 20 174 20 60,951 59,835 27,400 48,300 1,115,634 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:28706:62857 1 69 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 127 AtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtg ATGTGTGCGTGCCTGTGTAG ACGCGCATAAACAGAAACGG 0 47 49 20 175 20 60,951 59,835 27,400 44,400 1,115,634 F 188 AGATGGAGgtgtgtTGATGTTACGGCATGTGATATTAGCAGTGCGTTCAtgtgtgCGTGCCTGTGTAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTTtgtgtgTAtgtgtgtgTTGGCATGCAAtgtgtgCGTCAATAACCGTTTCTGTTTATGCGCGTATGCGTGTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 1 1 6 38 190 GTGCATTTCAAGGTagagagACAGAGAAGAGGACACGTGCATTTCAAGGTAGAGAGACA CTGTCTCCCAATTGCCCTCC 38 52 4 23 193 20 58,430 60,395 34,100 43,000 4,964,842 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 6 38 191 TGTGCATTTCAAGGTagagagACAGAGAAGAGGACATGTGCATTTCAAGGTAGAGAGACA CTGTCTCCCAATTGCCCTCC 38 52 3 24 193 20 59,960 60,395 34,100 43,000 4,435,238 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 6 20 140 ACAGAGAAGAGGACACGAGAGTGGAATGGGACTGACAGAGAAGAGGACACGAGAG CGTCTTGTCTTTCTCGCACTG 20 21 24 21 163 21 58,568 59,546 32,000 36,600 3,885,968 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 6 2 151 AGTGGAATGGGACTGAGGGAGTgagagaAagagaga AGTGGAATGGGACTGAGGGA CTGTCTCCCAATTGCCCTCC 2 52 43 20 193 20 59,881 60,395 42,000 43,000 0.514053 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 6 0 149 TGGAATGGGACTGAGGGAGTgagagaAagagagagAATGGAATGGGACTGAGGGAGT CTGTCTCCCAATTGCCCTCC 0 52 45 20 193 20 59,881 60,395 38,500 43,000 0.514053 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 7 21 141 ACAGAGAAGAGGACACGAGAGTGGAATGGGACTGACAGAGAAGAGGACACGAGA TCGTCTTGTCTTTCTCGCACT 21 22 24 20 164 21 57,430 59,663 40,400 44,000 3,907,485 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 7 20 141 ACAGAGAAGAGGACACGAGAGTGGAATGGGACTGACAGAGAAGAGGACACGAGAG TCGTCTTGTCTTTCTCGCACT 20 22 24 21 164 21 58,568 59,663 32,000 44,000 3,769,515 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 8 38 192 TGTGCATTTCAAGGTagagagACAGAGAAGAGGACATGTGCATTTCAAGGTAGAGAGACA TCTGTCTCCCAATTGCCCTC 38 53 3 24 194 20 59,960 59,379 34,100 43,000 4,660,895 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 8 2 108 AGTGGAATGGGACTGAGGGAGTgagagaAagagaga AGTGGAATGGGACTGAGGGA TCGCACTGTCTCTGACACTC 2 9 43 20 150 20 59,881 59,406 42,000 35,100 0.712773 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 8 0 106 TGGAATGGGACTGAGGGAGTgagagaAagagagagAATGGAATGGGACTGAGGGAGT TCGCACTGTCTCTGACACTC 0 9 45 20 150 20 59,881 59,406 38,500 35,100 0.712773 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 8 0 150 TGGAATGGGACTGAGGGAGTgagagaAagagagagAATGGAATGGGACTGAGGGAGT TCTGTCTCCCAATTGCCCTC 0 53 45 20 194 20 59,881 59,379 38,500 43,000 0.739710 F 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2122:7486:25112 1 65 57 20 1.5 AG GAGAGAAAGAGAGAGAAAGAGAGAGAGAGAGAGNA 0 0 10 0 108 TGGAATGGGACTGAGGGAGTgagagaAagagagagAATGGAATGGGACTGAGGGAGT TCTCGCACTGTCTCTGACAC 0 11 45 20 152 20 59,881 59,406 38,500 36,700 0.712773 B 196 AATGTGCATTTCAAGGTagagagACAGAGAAGAGGACACGAGAGTGGAATGGGACTGAGGGAGTgagagaAagagagagAAagagagagagagagagagagagagagagagagagagagagGGAGAGGGAGAGTGTCAGAGACAGTGCGAGAAAGACAAGACGAGAgggggCGGGAGGGCAATTGGGAGACAGAAA

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 0 90 aaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagAAGTTGAAGACTGGGCTGCT ACCTGTGTACAGTAGCAAATACC 7 0 83 20 172 23 59,524 58,171 42,400 27,300 5,304,735 F 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 141 CCCTTCGACAAAGTTCTGAGGAAAGCAAAATGttttt CCCTTCGACAAAGTTCTGAGGA ACCTGTGTACAGTAGCAAATACC 56 0 32 22 172 23 59,963 58,171 37,100 27,300 6,866,080 F 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 0 141 CCCTTCGACAAAGTTCTGAGGAAAGCAAAATGttttt CCCTTCGACAAAGTTCTGAGG ACCTGTGTACAGTAGCAAATACC 57 0 32 21 172 23 58,582 58,171 38,600 27,300 7,246,548 F 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 5 93 GTTGAAGACTGGGCTGCTCATCTTTgagagagagagagGTTGAAGACTGGGCTGCTCA ACTTTACCTGTGTACAGTAGCAA 5 5 85 20 177 23 60,250 57,460 42,600 39,100 5,790,867 A 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 5 94 aGTTGAAGACTGGGCTGCTCATCTTTgagagagagagaAGTTGAAGACTGGGCTGCTC ACTTTACCTGTGTACAGTAGCAA 6 5 84 20 177 23 59,964 57,460 42,600 39,100 5,576,422 F 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 5 146 CCCTTCGACAAAGTTCTGAGGAAAGCAAAATGttttt CCCTTCGACAAAGTTCTGAGGA ACTTTACCTGTGTACAGTAGCAA 56 5 32 22 177 23 59,963 57,460 37,100 39,100 7,577,651 F 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 91 TGAAGACTGGGCTGCTCATCTTTgagagagagagagag TGAAGACTGGGCTGCTCATC ACTTTACCTGTGTACAGTAGCAA 3 5 87 20 177 23 59,749 57,460 29,200 39,100 5,791,754 A 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:10297:43870 1 110 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 90 GAAGACTGGGCTGCTCATCTTTgagagagagagagaga GAAGACTGGGCTGCTCATCT ACTTTACCTGTGTACAGTAGCAA 2 5 88 20 177 23 59,459 57,460 29,000 39,100 6,081,323 A 230 TGAGGGAACTTCAAttttttttaaaaaaaaCCCCTTCGACAAAGTTCTGAGGAAAGCAAAATGtttttCTTTTGTAAGCaaaaaGTTGAAGACTGGGCTGCTCATCTTTgagagagagagagagagagagagagagagagagagagagaGGTATTTGCTACTGTACACAGGTAAAGTAACATTGCTTACaaaaaCaaaaaTTGCTGCaaaaaCTCAGCAGGTCTGACAGC

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 13 116 TGCGAGAGGGAGACTATACCTTTGTGAGTGTGACt TGCGAGAGGGAGACTATACCT CGTACAGATATTCTTTCTCATACACGC 13 15 4 21 119 27 59,225 60,149 30,800 53,400 8,924,571 B 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 14 117 GTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACGTGCGAGAGGGAGACTATACC CGTACAGATATTCTTTCTCATACACGC 14 15 3 21 119 27 59,119 60,149 27,300 53,400 9,030,435 B 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 15 119 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGGTGTGCGAGAGGGAGACTAT CGTACAGATATTCTTTCTCATACACGC 17 15 1 20 119 27 58,605 60,149 21,200 53,400 8,543,730 B 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 100 TGCGAGAGGGAGACTATACCTTTGTGAGTGTGACt TGCGAGAGGGAGACTATACCT CTCATACACGCACACACACG 13 6 4 21 103 20 59,225 59,565 30,800 44,900 2,210,087 F 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 101 GTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACGTGCGAGAGGGAGACTATACC CTCATACACGCACACACACG 14 6 3 21 103 20 59,119 59,565 27,300 44,900 2,315,952 F 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:19705:21174 1 38 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 103 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGGTGTGCGAGAGGGAGACTAT CTCATACACGCACACACACG 17 6 1 20 103 20 58,605 59,565 21,200 44,900 1,829,247 F 121 GTGTGCGAGAGGGAGACTATACCTTTGTGAGTGTGACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCGCgtgtgtgtGCGTGTATGAGAAAGAATATCTGTACGAG

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 15 125 CCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTT CCTGTGCGGCTTAGTTGATG CGCGTTGTTTGGGTGACTG 22 15 150 20 274 19 59,271 60,010 30,700 35,100 1,739,241 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 124 CCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTT CCTGTGCGGCTTAGTTGATG GCGTTGTTTGGGTGACTGAG 22 13 150 20 273 20 59,271 59,692 30,700 33,500 1,036,876 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 144 TGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTTGTGATTCCAGGGCTTGCTG GCGTTGTTTGGGTGACTGAG 42 13 130 20 273 20 60,610 59,692 44,100 33,500 0.917717 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 145 CTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTCTGTGATTCCAGGGCTTGCT GCGTTGTTTGGGTGACTGAG 43 13 129 20 273 20 60,323 59,692 39,100 33,500 0.630938 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 146 ACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGACTGTGATTCCAGGGCTTGC GCGTTGTTTGGGTGACTGAG 44 13 128 20 273 20 60,610 59,692 40,100 33,500 0.917993 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 222 TCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCG TCCATTGCTCTTCCGCAGTT GCGTTGTTTGGGTGACTGAG 120 13 52 20 273 20 59,963 59,692 31,600 33,500 0.344492 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 13 224 ACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATT ACTCCATTGCTCTTCCGCAG GCGTTGTTTGGGTGACTGAG 122 13 50 20 273 20 60,392 59,692 51,800 33,500 0.699954 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 13 223 CTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTC CTCCATTGCTCTTCCGCAGT GCGTTGTTTGGGTGACTGAG 121 13 51 20 273 20 60,392 59,692 44,000 33,500 0.699954 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 9 119 CTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTG CTGTGCGGCTTAGTTGATGT TGTTTGGGTGACTGAGAGTG 21 9 151 20 269 20 58,557 57,380 30,600 35,100 4,063,020 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 9 120 CCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTT CCTGTGCGGCTTAGTTGATG TGTTTGGGTGACTGAGAGTG 22 9 150 20 269 20 59,271 57,380 30,700 35,100 3,349,367 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 9 140 TGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTTGTGATTCCAGGGCTTGCTG TGTTTGGGTGACTGAGAGTG 42 9 130 20 269 20 60,610 57,380 44,100 35,100 3,230,208 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 9 141 CTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTCTGTGATTCCAGGGCTTGCT TGTTTGGGTGACTGAGAGTG 43 9 129 20 269 20 60,323 57,380 39,100 35,100 2,943,430 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 9 142 ACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGACTGTGATTCCAGGGCTTGC TGTTTGGGTGACTGAGAGTG 44 9 128 20 269 20 60,610 57,380 40,100 35,100 3,230,484 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 9 121 CCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTT CCTGTGCGGCTTAGTTGATG TTGTTTGGGTGACTGAGAGTG 22 9 150 20 270 21 59,271 58,082 30,700 35,100 3,647,049 B 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 15 244 AGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGAGCTGTCACTCTCTCTCCCA CGCGTTGTTTGGGTGACTG 141 15 31 20 274 19 59,592 60,010 43,700 35,100 1,417,654 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 13 243 AGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGAGCTGTCACTCTCTCTCCCA GCGTTGTTTGGGTGACTGAG 141 13 31 20 273 20 59,592 59,692 43,700 33,500 0.715288 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 4 137 CTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTCTGTGATTCCAGGGCTTGCT TGGGTGACTGAGAGTGAGAGA 43 4 129 20 265 21 60,323 59,575 39,100 31,000 1,748,626 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8948:17201 1 192 49 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 13 242 GCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGT GCTGTCACTCTCTCTCCCAC GCGTTGTTTGGGTGACTGAG 140 13 32 20 273 20 59,470 59,692 46,100 33,500 0.838048 F 279 CTCTCActctctctctCCctctctCCTACAAGCTGTCActctctctCCCACTCCATTGCTCTTCCGCAGTTTCGCTTTCTATCATTCGCCACAAAATtctctcCTccccccTCTCACTCActctctGACTGTGATTCCAGGGCTTGCTGCCTGTGCGGCTTAGTTGATGTACTCCCCACCCGCTTGAGACCctctctctctctctctctctctctctctctctctctctctAtctctctcACActctctCACTCTCAGTCACCCAAACAAcgcgcgCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 1 1 16 12 147 TTCCCGATCAACACTCACCCACTTTCATTTCCctctctc TTCCCGATCAACACTCACCC ATGTGAGCGAGAATGTGAGC 12 16 60 20 206 20 59,676 58,350 46,100 42,600 1,973,293 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 16 10 145 CCCGATCAACACTCACCCACTTTCATTTCCctctctctct CCCGATCAACACTCACCCAC ATGTGAGCGAGAATGTGAGC 10 16 62 20 206 20 60,674 58,350 46,100 42,600 2,323,308 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 16 9 144 CCGATCAACACTCACCCACTTTCATTTCCctctctctctc CCGATCAACACTCACCCACT ATGTGAGCGAGAATGTGAGC 9 16 63 20 206 20 59,678 58,350 40,000 42,600 1,971,334 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 16 0 136 CACTCACCCACTTTCATTTCCctctctctctctGtctctcAct CACTCACCCACTTTCATTTCC ATGTGAGCGAGAATGTGAGC 0 16 71 21 206 20 57,077 58,350 31,300 42,600 5,572,681 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 16 0 137 ACACTCACCCACTTTCATTTCCctctctctctctGtctctcA ACACTCACCCACTTTCATTTCC ATGTGAGCGAGAATGTGAGC 0 16 70 22 206 20 58,777 58,350 31,300 42,600 4,872,266 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 16 0 138 AACACTCACCCACTTTCATTTCCctctctctctctGtctctc AACACTCACCCACTTTCATTTCC ATGTGAGCGAGAATGTGAGC 0 16 69 23 206 20 59,363 58,350 31,300 42,600 5,286,428 D 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 12 143 TTCCCGATCAACACTCACCCACTTTCATTTCCctctctc TTCCCGATCAACACTCACCC GAGCGAGAATGTGAGCGAGA 12 12 60 20 202 20 59,676 59,900 46,100 40,400 0.423242 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 12 197 AGAACTGACAGCCCAACACCCAGacacacacCGAGCCAGAACTGACAGCCCAACACC GAGCGAGAATGTGAGCGAGA 66 12 6 20 202 20 60,179 59,900 41,600 40,400 0.278631 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 11 196 AGAACTGACAGCCCAACACCCAGacacacacCGAGCCAGAACTGACAGCCCAACACC AGCGAGAATGTGAGCGAGAG 66 11 6 20 201 20 60,179 59,900 41,600 32,000 0.279342 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 10 139 CCCGATCAACACTCACCCACTTTCATTTCCctctctctct CCCGATCAACACTCACCCAC GCGAGAATGTGAGCGAGAGA 10 10 62 20 200 20 60,674 59,900 46,100 31,000 0.773257 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 10 141 TTCCCGATCAACACTCACCCACTTTCATTTCCctctctc TTCCCGATCAACACTCACCC GCGAGAATGTGAGCGAGAGA 12 10 60 20 200 20 59,676 59,900 46,100 31,000 0.423242 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 10 195 AGAACTGACAGCCCAACACCCAGacacacacCGAGCCAGAACTGACAGCCCAACACC GCGAGAATGTGAGCGAGAGA 66 10 6 20 200 20 60,179 59,900 41,600 31,000 0.278631 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 9 138 CCGATCAACACTCACCCACTTTCATTTCCctctctctctc CCGATCAACACTCACCCACT GCGAGAATGTGAGCGAGAGA 9 10 63 20 200 20 59,678 59,900 40,000 31,000 0.421284 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 9 139 CCGATCAACACTCACCCACTTTCATTTCCctctctctctc CCGATCAACACTCACCCACT AGCGAGAATGTGAGCGAGAG 9 11 63 20 201 20 59,678 59,900 40,000 32,000 0.421996 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 18 9 140 CCGATCAACACTCACCCACTTTCATTTCCctctctctctc CCGATCAACACTCACCCACT GAGCGAGAATGTGAGCGAGA 9 12 63 20 202 20 59,678 59,900 40,000 40,400 0.421284 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 21 26 240 GCACAGAACTGACAGCCCAACACCCAGacacacacCGGCACAGAACTGACAGCCCA TGTCAGAGAGAATGTGAGCGA 71 26 2 19 217 21 60,228 58,837 53,600 49,300 3,390,624 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 21 26 240 GCACAGAACTGACAGCCCAACACCCAGacacacacCGGCACAGAACTGACAGCCCAA TGTCAGAGAGAATGTGAGCGA 70 26 2 20 217 21 60,819 58,837 41,200 49,300 2,981,940 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2123:8998:42394 1 92 79 20 2 AG CTCTCTCTCTCTGTCTCTCACTCTCTCTCTCTCTCTCT NA 0 0 22 25 240 GCACAGAACTGACAGCCCAACACCCAGacacacacCGGCACAGAACTGACAGCCCAA TGTCAGAGAGAATGTGAGCGAG 70 25 2 20 217 22 60,819 59,837 41,200 50,300 2,982,469 G 246 TGCACAGAACTGACAGCCCAACACCCAGacacacacCGAGCCCCggggggTAGTCCTGATTCCCGATCAACACTCACCCACTTTCATTTCCctctctctctctGtctctcActctctctctctctctctctctctctctctctctctctctCACATtctctctctctctcGCTCACATtctctctcGCTCACATTCTCGCTCACATtctctcTGACATTCTCGCTCACATtctctcTGACATTCTC

ST‐E00142:460:H2K7HCCXY:6:2124:13656:59218 1 54 96 20 2 AG TCTCTCTCTCTCTCTCTCTCCGTCTCTCTCTCTCTCTCTNA 1 1 15 1 157 GGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTGT GGTCCAGTACAATGGCTTCTCA GAGAGACAGACACACACAGGG 17 1 15 22 171 21 60,027 60,000 32,700 44,500 3,027,475 G 180 CATACAGCCTAATTGGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTGTGtctctctctctctctctctcCGtctctctctctctctctctctctctctctctctctctctcTGtctctctctctcCCCTtgtgtgtctctctctcCCCCtgtgtgtgTCTGtctctctccccccGT

ST‐E00142:460:H2K7HCCXY:6:2124:13656:59218 1 54 96 20 2 AG TCTCTCTCTCTCTCTCTCTCCGTCTCTCTCTCTCTCTCTNA 0 0 15 1 158 TGGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTG TGGTCCAGTACAATGGCTTCTC GAGAGACAGACACACACAGGG 18 1 14 22 171 21 60,027 60,000 28,700 44,500 3,027,475 G 180 CATACAGCCTAATTGGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTGTGtctctctctctctctctctcCGtctctctctctctctctctctctctctctctctctctctcTGtctctctctctcCCCTtgtgtgtctctctctcCCCCtgtgtgtgTCTGtctctctccccccGT

ST‐E00142:460:H2K7HCCXY:6:2124:13656:59218 1 54 96 20 2 AG TCTCTCTCTCTCTCTCTCTCCGTCTCTCTCTCTCTCTCTNA 0 0 15 1 158 TGGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTG TGGTCCAGTACAATGGCTTCT GAGAGACAGACACACACAGGG 19 1 14 21 171 21 59,015 60,000 28,500 44,500 2,985,442 G 180 CATACAGCCTAATTGGTCCAGTACAATGGCTTCTCAAAAtctctctcGGTGTGtctctctctctctctctctcCGtctctctctctctctctctctctctctctctctctctctcTGtctctctctctcCCCTtgtgtgtctctctctcCCCCtgtgtgtgTCTGtctctctccccccGT

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 1 1 3 4 150 TCACAAATGGACCCTAAGCCCAGAGacacacacAGac TCACAAATGGACCCTAAGCCC GTCCCTGTTCATCTGCTGCT 4 13 107 21 256 20 59,995 60,036 51,900 42,400 1,041,080 D 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 3 2 148 ACAAATGGACCCTAAGCCCAGAGacacacacAGacac ACAAATGGACCCTAAGCCCAG GTCCCTGTTCATCTGCTGCT 2 13 109 21 256 20 59,994 60,036 44,500 42,400 1,041,554 D 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 4 14 227 TGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaTGTCACTGGATGGGTTTCGA TGTCCCTGTTCATCTGCTGC 81 14 31 20 257 20 58,947 60,322 37,100 52,500 1,374,537 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 4 13 226 TGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaTGTCACTGGATGGGTTTCGA GTCCCTGTTCATCTGCTGCT 81 13 31 20 256 20 58,947 60,036 37,100 42,400 1,088,247 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 4 3 148 ACAAATGGACCCTAAGCCCAGAGacacacacAGacac ACAAATGGACCCTAAGCCCA GTCCCTGTTCATCTGCTGCT 3 13 109 20 256 20 58,919 60,036 53,600 42,400 1,116,268 D 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 5 16 240 GTTACAATGATGTCACTGGATGGGTTTCGATTTAATGTTACAATGATGTCACTGGATGGG CTGTGTCCCTGTTCATCTGCT 87 16 21 24 260 21 59,664 59,997 40,000 42,400 5,339,321 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 5 13 226 TGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaTGTCACTGGATGGGTTTCGAT GTCCCTGTTCATCTGCTGCT 80 13 31 21 256 20 59,372 60,036 35,900 42,400 1,663,970 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 7 17 240 TTACAATGATGTCACTGGATGGGTTTCGATTTAATT TTACAATGATGTCACTGGATGGGT TCTGTGTCCCTGTTCATCTGC 86 17 22 24 261 21 60,019 59,998 45,100 42,600 5,020,936 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 7 17 241 GTTACAATGATGTCACTGGATGGGTTTCGATTTAATGTTACAATGATGTCACTGGATGGG TCTGTGTCCCTGTTCATCTGC 87 17 21 24 261 21 59,664 59,998 40,000 42,600 5,338,862 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 8 0 135 ACAAATGGACCCTAAGCCCAGAGacacacacAGacac ACAAATGGACCCTAAGCCCA TGCTGCTTCTGTGTGTGCAT 3 0 109 20 243 20 58,919 60,820 53,600 39,600 1,901,120 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 8 0 135 ACAAATGGACCCTAAGCCCAGAGacacacacAGacac ACAAATGGACCCTAAGCCCAG TGCTGCTTCTGTGTGTGCAT 2 0 109 21 243 20 59,994 60,820 44,500 39,600 1,826,406 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2124:5792:28259 1 132 92 20 2 AC ACACACACAGACACACACACAGACACACACACACA NA 0 0 8 0 137 TCACAAATGGACCCTAAGCCCAGAGacacacacAGac TCACAAATGGACCCTAAGCCC TGCTGCTTCTGTGTGTGCAT 4 0 107 21 243 20 59,995 60,820 51,900 39,600 1,825,933 G 275 CAGGAAATCTGAGTCTTTCTGTTACAATGATGTCACTGGATGGGTTTCGATTTAATTTCACCTCaaaaaCTGTTTATAGAAGTGAAGGTATTTGTCaaaaaTGTCCTCACAAATGGACCCTAAGCCCAGAGacacacacAGacacacacacAGacacacacacacAGACACAGGcacacacacacacacacacacacacacacacacacacacaGacacacacATGcacacacaGAAGCAGCAGATGAACAGGGACACAGATACATATACACAAG

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 1 16 7 114 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGAGGAATCCTGAGGCTGCGAG GGGAAGTGTGGGAGAGAGTG 22 7 1 19 114 20 60,227 59,389 50,300 35,100 1,838,184 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 3 95 CAAGCCAGGcacacaGACACAGacacacacacacacaca CAAGCCAGGCACACAGACA GGGAAGTGTGGGAGAGAGTG 3 7 20 19 114 20 60,527 59,389 34,100 35,100 2,137,372 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 2 94 AAGCCAGGcacacaGACACAGacacacacacacacacac AAGCCAGGCACACAGACAC GGGAAGTGTGGGAGAGAGTG 2 7 21 19 114 20 60,527 59,389 36,700 35,100 2,137,603 F 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 17 22 204 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGAGGAATCCTGAGGCTGCGAG TGGGAGAGAGTGAGTGAGTGT 22 29 1 19 204 21 60,227 59,854 50,300 35,500 2,373,442 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 3 185 CAAGCCAGGcacacaGACACAGacacacacacacacaca CAAGCCAGGCACACAGACA TGGGAGAGAGTGAGTGAGTGT 3 29 20 19 204 21 60,527 59,854 34,100 35,500 2,672,630 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 22 206 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGAGGAATCCTGAGGCTGCGAG TGTGGGAGAGAGTGAGTGAGT 22 31 1 19 206 21 60,227 59,854 50,300 34,100 2,373,442 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 3 187 CAAGCCAGGcacacaGACACAGacacacacacacacaca CAAGCCAGGCACACAGACA TGTGGGAGAGAGTGAGTGAGT 3 31 20 19 206 21 60,527 59,854 34,100 34,100 2,672,630 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 ‐65 189 CAAGCCAGGcacacaGACACAGacacacacacacacaca CAAGCCAGGCACACAGACA AGTGTGGGAGAGAGTGAGTGA 3 ‐65 20 19 110 21 60,527 59,854 34,100 34,100 2,672,630 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:11454:42042 1 42 113 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 ‐65 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGAGGAATCCTGAGGCTGCGAG AGTGTGGGAGAGAGTGAGTGA 22 ‐65 1 19 110 21 60,227 59,854 50,300 34,100 2,373,442 G 208 GGAATCCTGAGGCTGCGAGCAAGCCAGGcacacaGACACAGacacacacacacacacacacacacacacacacacacacactctctcCCTCACTCActctctCCCACACTTCCCCACTCACTTActctctcccccACACTCActctctctctctTCCACACTCAATCActctctGTCTcccccAcactcactcactCTCTCCCACACT

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 5 29 167 CACCGATGTTTGGTCCCACAACAAGCTCGCTTGctct CACCGATGTTTGGTCCCACA AATGAGTGTGGTGGCCGTG 29 59 13 20 179 19 60,536 60,601 41,700 49,400 2,136,869 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 28 166 ACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctc ACCGATGTTTGGTCCCACAA AATGAGTGTGGTGGCCGTG 28 59 14 20 179 19 59,816 60,601 33,300 49,400 1,784,607 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 30 168 ACACCGATGTTTGGTCCCACAACAAGCTCGCTTGct ACACCGATGTTTGGTCCCAC AATGAGTGTGGTGGCCGTG 30 59 12 20 179 19 60,536 60,601 46,100 49,400 2,137,096 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 30 202 ACACCGATGTTTGGTCCCACAACAAGCTCGCTTGct ACACCGATGTTTGGTCCCAC AGCATGTGCATGTAAGTGTGC 30 91 12 20 213 21 60,536 59,799 46,100 45,700 1,737,176 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 29 201 CACCGATGTTTGGTCCCACAACAAGCTCGCTTGctct CACCGATGTTTGGTCCCACA AGCATGTGCATGTAAGTGTGC 29 91 13 20 213 21 60,536 59,799 41,700 45,700 1,736,949 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 28 200 ACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctc ACCGATGTTTGGTCCCACAA AGCATGTGCATGTAAGTGTGC 28 91 14 20 213 21 59,816 59,799 33,300 45,700 1,384,687 B 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 28 146 ACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctc ACCGATGTTTGGTCCCACAA GCGAGAGAGTGTGCATGAGT 28 38 14 20 159 20 59,816 60,109 33,300 34,100 0.292869 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 28 147 ACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctc ACCGATGTTTGGTCCCACAA TGCGAGAGAGTGTGCATGAG 28 39 14 20 160 20 59,816 60,109 33,300 29,000 0.292916 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 4 122 CTCGCTTGctctctCGTTCATGCActctctctctctctctctct CTCGCTTGCTCTCTCGTTCA GCGAGAGAGTGTGCATGAGT 4 38 38 20 159 20 60,110 60,109 31,800 34,100 0.218449 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 4 123 CTCGCTTGctctctCGTTCATGCActctctctctctctctctct CTCGCTTGCTCTCTCGTTCA TGCGAGAGAGTGTGCATGAG 4 39 38 20 160 20 60,110 60,109 31,800 29,000 0.218496 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 28 140 ACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctc ACCGATGTTTGGTCCCACAA GAGTGTGCATGAGTGTGTGC 28 32 14 20 153 20 59,816 59,763 33,300 45,700 0.420681 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:16011:17483 1 62 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 116 CTCGCTTGctctctCGTTCATGCActctctctctctctctctct CTCGCTTGCTCTCTCGTTCA GAGTGTGCATGAGTGTGTGC 4 32 38 20 153 20 60,110 59,763 31,800 45,700 0.346261 F 240 GTCGGTGCTAAACACCGATGTTTGGTCCCACAACAAGCTCGCTTGctctctCGTTCATGCActctctctctctctctctctctctctctctctctctctctCGTGTGCACTcacacaCGacacacacTCTCACGcacacaCTCATGCACActctctCGCACACGGCCACCACACTCATTcacacaTGCTCTTGCACACTTACATGCACATGCTCACGCACACTCTTGCATACATGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 5 162 CAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGC CAGTTTGCGCCTGTGCATTT ACAGAAGCATCATCCCTCCC 38 5 63 20 224 20 60,598 59,157 23,200 43,000 1,440,793 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 161 CAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGC CAGTTTGCGCCTGTGCATTT CAGAAGCATCATCCCTCCCT 38 4 63 20 223 20 60,598 58,861 23,200 42,000 1,736,726 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 6 164 CAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGC CAGTTTGCGCCTGTGCATTT ACACAGAAGCATCATCCCTCC 38 6 63 20 226 21 60,598 59,789 23,200 43,000 1,809,615 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 136 CTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagCTGTGTCTGTGCTCGTCTGA ACAGAAGCATCATCCCTCCC 12 5 89 20 224 20 59,688 59,157 32,700 43,000 1,154,737 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 137 TCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagaTCTGTGTCTGTGCTCGTCTG ACAGAAGCATCATCCCTCCC 13 5 88 20 224 20 59,688 59,157 35,100 43,000 1,154,737 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 131 CTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagCTGTGTCTGTGCTCGTCTGA AGCATCATCCCTCCCTTTCT 12 0 89 20 219 20 59,688 58,096 32,700 25,200 2,216,542 B 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 132 TCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagaTCTGTGTCTGTGCTCGTCTG AGCATCATCCCTCCCTTTCT 13 0 88 20 219 20 59,688 58,096 35,100 25,200 2,216,542 B 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 5 135 TGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagaga TGTGTCTGTGCTCGTCTGAG ACAGAAGCATCATCCCTCCC 11 5 90 20 224 20 59,688 59,157 33,500 43,000 1,154,737 F 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 121 79 20 1.5 AC GAGAGAATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 130 TGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagaga TGTGTCTGTGCTCGTCTGAG AGCATCATCCCTCCCTTTCT 11 0 90 20 219 20 59,688 58,096 33,500 25,200 2,216,542 B 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 164 20 2 AC TGTGTGTGTGTGATTGTGTGAGAGCTTCAGTTTGCGNA 0 1 3 0 210 TGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgt TGTCAGTCTACCTGTTCTTGCA CAGAAGCATCATCCCTCCCT 0 4 14 22 223 20 59,302 58,861 40,800 42,000 3,836,841 G 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 164 20 2 AC TGTGTGTGTGTGATTGTGTGAGAGCTTCAGTTTGCGNA 0 0 4 0 211 TGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgt TGTCAGTCTACCTGTTCTTGCA ACAGAAGCATCATCCCTCCC 0 5 14 22 224 20 59,302 59,157 40,800 43,000 3,540,908 G 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:12510:37647 1 36 164 20 2 AC TGTGTGTGTGTGATTGTGTGAGAGCTTCAGTTTGCGNA 0 0 5 4 215 TGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATTGCATGTCAGTCTACCTGTTCT ACAGAAGCATCATCCCTCCC 4 5 10 22 224 20 59,100 59,157 30,100 43,000 3,742,535 G 237 ATATGCATATGCATGTCAGTCTACCTGTTCTTGCAtgtgtgtgtgtgATtgtgtgAGAGCTTCAGTTTGCGCCTGTGCAtttttAATTCTGTGTCTGTGCTCGTCTGAGATAGTTATTGTgagagaAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGgtgtgtgtAtgtgtgGTtgtgtgtgtgtgtgAGAAAGGGAGGGATGATGCTTCtgtgtgAGTGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 4 149 TGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgt TGCATGTGTGAGTGTGACGT CGCACACTTGAACACCACAT 4 65 91 20 239 20 60,179 59,337 43,400 32,100 0.841705 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 4 138 TGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgt TGCATGTGTGAGTGTGACGT ACACCACATTCACACATGCAA 4 53 91 20 228 21 60,179 58,970 43,400 40,800 2,209,458 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 139 CTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgCTGCATGTGTGAGTGTGACG ACACCACATTCACACATGCA 5 54 90 20 228 20 59,490 58,310 43,500 39,600 2,199,912 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 5 152 CTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgCTGCATGTGTGAGTGTGACG CACGCACACTTGAACACCAC 5 67 90 20 241 20 59,490 60,248 43,500 41,600 0.757983 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 4 138 TGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgt TGCATGTGTGAGTGTGACGT ACACCACATTCACACATGCA 4 54 91 20 228 20 60,179 58,310 43,400 39,600 1,869,070 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 115 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 4 151 TGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgt TGCATGTGTGAGTGTGACGT CACGCACACTTGAACACCAC 4 67 91 20 241 20 60,179 60,248 43,400 41,600 0.427140 F 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 1 14 23 207 TGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTG CGCACACTTGAACACCACAT 23 65 33 20 239 20 59,740 59,337 38,600 32,100 0.922266 D 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 23 209 TGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTG CACGCACACTTGAACACCAC 23 67 33 20 241 20 59,740 60,248 38,600 41,600 0.507701 D 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 22 208 GGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTGT CACGCACACTTGAACACCAC 22 67 34 20 241 20 59,740 60,248 40,000 41,600 0.507993 D 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 18 162 TGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTG CACTCACACACACTTGAACACC 23 18 33 20 194 22 59,740 59,904 38,600 41,600 2,355,500 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 1 136 CCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtCCATCCTCCTGTATTCTGTAATCTGT ACACCATACTCACACATGCAGT 8 1 42 26 177 22 59,957 59,961 34,100 44,000 8,081,503 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 1 137 TCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgt TCCATCCTCCTGTATTCTGTAATCT ACACCATACTCACACATGCAGT 10 1 41 25 177 22 58,615 59,961 24,000 44,000 8,424,395 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 1 137 TCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgt TCCATCCTCCTGTATTCTGTAATCTG ACACCATACTCACACATGCAGT 9 1 41 26 177 22 59,731 59,961 29,000 44,000 8,307,569 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 1 144 GGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTGT ACACCATACTCACACATGCAGT 22 1 34 20 177 22 59,740 59,961 40,000 44,000 2,298,890 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:19755:38561 1 76 79 20 2 AC GTGTGTGTGTGTTACTGCATGTGTGAGTGTGACGTTNA 0 0 16 1 145 TGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTGGCCAAATCCATCCTCCTG ACACCATACTCACACATGCAGT 23 1 33 20 177 22 59,740 59,961 38,600 44,000 2,298,599 G 241 GTGAACTTCCTTTACTTTTACGAACTCTAATTTGGCCAAATCCATCCTCCTGTATTCTGTAATCTGTATTAAAGCgtgtgtgtgtgtTACTGCAtgtgtgAGTGTGACGTTCAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTACTGCAtgtgtgAGTATGGTGTTCAAgtgtgtgtGAGTGTATGTATGTGTTATTGCAtgtgtgAATGTGGTGTTCAAGTGTGCGTG

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 1 1 9 0 160 TGAAAGGGAGGGAGACGTAGAGATagagagATATG TGAAAGGGAGGGAGACGTAGA TGCCACTGTTTCTATCCCGC 47 0 2 21 161 20 59,643 60,392 25,900 61,300 1,749,199 B 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 0 0 10 0 156 AGGGAGGGAGACGTAGAGATagagagATATGGTagaAGGGAGGGAGACGTAGAGAT TGCCACTGTTTCTATCCCGC 44 0 6 20 161 20 58,475 60,392 27,500 61,300 1,917,636 B 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 0 0 10 0 157 AAGGGAGGGAGACGTAGAGATagagagATATGGTa AAGGGAGGGAGACGTAGAGA TGCCACTGTTTCTATCCCGC 45 0 5 20 161 20 58,703 60,392 31,000 61,300 1,689,445 B 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 0 0 13 0 127 TGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgaTGGTAGAGAGGGAGAGAAAGTGA TGCCACTGTTTCTATCCCGC 12 0 35 23 161 20 59,666 60,392 34,100 61,300 3,726,441 F 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 0 0 16 0 122 gagagGgagagaAAGTGAGTGAAAGTGAGTgagagaG GAGAGGGAGAGAAAGTGAGTGA TGCCACTGTTTCTATCCCGC 8 0 40 22 161 20 58,573 60,392 34,100 61,300 3,819,076 F 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:21207:21069 1 70 72 20 1.5 AG GAGAGAGCGAGAGAGAGGGAGAGAGAGAGAGGGNA 0 0 17 0 123 agagagGgagagaAAGTGAGTGAAAGTGAGTgagaga AGAGAGGGAGAGAAAGTGAGTGA TGCCACTGTTTCTATCCCGC 8 0 39 23 161 20 59,925 60,392 34,100 61,300 3,467,744 F 161 ATGAAAGGGAGGGAGACGTAGAGATagagagATATGGTagagagGgagagaAAGTGAGTGAAAGTGAGTgagagaGCgagagagaGGgagagagagagaGGgagagagagagagagagagagagagagagagagagagagaGCGGGATAGAAACAGTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 15 171 TGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGA TGAATGAGTGTGAGCGCAGT GCACTAACACACACATCGCG 61 15 69 20 239 20 59,966 60,179 44,000 58,700 0.213170 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 12 168 TGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGA TGAATGAGTGTGAGCGCAGT CTAACACACACATCGCGCAG 61 12 69 20 236 20 59,966 59,906 44,000 51,800 0.127455 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 14 170 TGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGA TGAATGAGTGTGAGCGCAGT CACTAACACACACATCGCGC 61 14 69 20 238 20 59,966 60,179 44,000 68,600 0.213170 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 14 205 tgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATG TGTGTGTTTGAGTGTAGTGTAAGTG CACTAACACACACATCGCGC 91 14 34 25 238 20 59,421 60,179 31,600 68,600 5,758,369 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 12 203 tgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATG TGTGTGTTTGAGTGTAGTGTAAGTG CTAACACACACATCGCGCAG 91 12 34 25 236 20 59,421 59,906 31,600 51,800 5,672,654 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 12 202 gtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAGTGTGTTTGAGTGTAGTGTAAGTGT CTAACACACACATCGCGCAG 90 12 35 25 236 20 59,420 59,906 35,500 51,800 5,673,047 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 11 118 AtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtATGTGTGTGCATCTGTGTGT CTAACACACACATCGCGCAG 11 12 119 20 236 20 58,029 59,906 37,200 51,800 2,065,016 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 11 120 AtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtATGTGTGTGCATCTGTGTGT CACTAACACACACATCGCGC 11 14 119 20 238 20 58,029 60,179 37,200 68,600 2,150,731 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:22150:48019 1 150 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 12 130 GTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCt GTGAGTGTGTGTATGTGTGTGC CTAACACACACATCGCGCAG 21 12 107 22 236 20 60,033 59,906 45,700 51,800 2,126,429 F 241 TTTACTTTGTAAGTAGCTGGGGCTTTAGCATTTtgtgtgTTTGAGTGTAGTGTAAGTGTTTGAAAGTATGAATGAGTGTGAGCGCAGTGTAATTTTGAATGGATGAGTGAgtgtgtgtAtgtgtgtgCATCtgtgtgTAtttttGCGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagGgtgtgtgtGAGTGCgagagaCTGCGCGAtgtgtgtgTTAGTGCAT

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 1 1 14 7 144 TTGAACGCACATGCAAACCATCATCTGcacacacacac TTGAACGCACATGCAAACCA ATTGTGTGTATGTGCGTGCG 7 8 3 20 146 20 59,543 59,834 36,700 53,400 0.623170 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 0 0 14 6 143 TGAACGCACATGCAAACCATCATCTGcacacacacaca TGAACGCACATGCAAACCAT ATTGTGTGTATGTGCGTGCG 6 8 4 20 146 20 59,327 59,834 35,500 53,400 0.838617 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 0 0 14 4 141 AACGCACATGCAAACCATCATCTGcacacacacacaca AACGCACATGCAAACCATCA ATTGTGTGTATGTGCGTGCG 4 8 6 20 146 20 59,327 59,834 30,700 53,400 0.838617 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 0 0 15 1 133 AACGCACATGCAAACCATCATCTGcacacacacacaca AACGCACATGCAAACCATCA TATGTGCGTGCGAGGGTTT 4 1 6 20 138 19 59,327 60,004 30,700 32,700 1,677,209 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 0 0 15 1 136 TTGAACGCACATGCAAACCATCATCTGcacacacacac TTGAACGCACATGCAAACCA TATGTGCGTGCGAGGGTTT 7 1 3 20 138 19 59,543 60,004 36,700 32,700 1,461,763 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2202:27590:21614 1 30 89 20 3 AC CACACACACACACAAAAAAAACGCACACACACATG NA 0 0 15 1 139 CGCACATGCAAACCATCATCTGcacacacacacacaaaaCGCACATGCAAACCATCATCT ATTGTGTGTATGTGCGTGCG 1 8 8 21 146 20 59,866 59,834 29,000 53,400 1,299,326 G 192 CCTTGAACGCACATGCAAACCATCATCTGcacacacacacacaaaaaaaaCGcacacacacaTGCAAACCATCGCCTGcacacacacacacacacacacacacacacacacacacacaAAAACCCTCGCACGCACATacacacAATCaaaaaCCCTCGCACGCACACGCAAACCATCGCCTGcacacacaca

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 66 235 caacCACTGCCGCCTTGAAccccccccTCTcccccTccccc CAACCACTGCCGCCTTGAA AGTTTCTGGTCAATTGCAATCCC 66 87 19 19 253 23 61,193 59,741 26,900 38,500 5,451,984 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 72 240 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC TTTCTGGTCAATTGCAATCCC 72 87 12 20 251 21 59,404 57,040 65,300 38,500 4,555,617 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 72 241 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC GTTTCTGGTCAATTGCAATCCC 72 87 12 20 252 22 59,404 58,411 65,300 38,500 4,185,037 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 72 242 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC AGTTTCTGGTCAATTGCAATCCC 72 87 12 20 253 23 59,404 59,741 65,300 38,500 3,855,205 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 71 239 TaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTAACAACAACCACTGCCGCC TTTCTGGTCAATTGCAATCCC 71 87 13 20 251 21 61,449 57,040 61,300 38,500 5,408,457 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 69 237 aacaacCACTGCCGCCTTGAAccccccccTCTcccccTccc AACAACCACTGCCGCCTT AGTTTCTGGTCAATTGCAATCCC 69 87 17 18 253 23 60,124 59,741 43,500 38,500 5,383,020 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 152 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC AGCAGGGTCGGTGAGTGTAT 72 0 12 20 163 20 59,404 60,615 65,300 22,900 1,211,061 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 18 170 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC GAGGTGTTCGCTCTGTGGAG 72 18 12 20 181 20 59,404 60,389 65,300 38,600 0.985249 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 23 175 ATaacaacaacCACTGCCGCCTTGAAccccccccTCTccc ATAACAACAACCACTGCCGC ATGTGGAGGTGTTCGCTCTG 72 23 12 20 186 20 59,404 60,037 65,300 33,500 0.633034 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 7 110 CACCCAAcaccaccacAACACAAAACAacacacacacacaCACCCAACACCACCACAACA ATGTGGAGGTGTTCGCTCTG 7 23 77 20 186 20 60,968 60,037 33,300 33,500 1,004,839 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 5 108 CCCAAcaccaccacAACACAAAACAacacacacacacaca CCCAACACCACCACAACACA ATGTGGAGGTGTTCGCTCTG 5 23 79 20 186 20 60,968 60,037 37,200 33,500 1,004,839 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:15544:54963 1 104 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 4 107 CCAAcaccaccacAACACAAAACAacacacacacacacac CCAACACCACCACAACACAA ATGTGGAGGTGTTCGCTCTG 4 23 80 20 186 20 59,109 60,037 33,300 33,500 0.928325 F 254 TATAACAACACATaacaacaacCACTGCCGCCTTGAAccccccccTCTcccccTccccccATCCCACCACACCCCACACCCAAcaccaccacAACACAAAACAacacacacacacacacacacacacacacacacacacacacATACACTCACCGACCCTGCTCCACAGAGCGAACACCTCCACATTCTGTGGAATTAATATCGTTACATCCCAAACTATCAAAATTCTGGGGATTGCAATTGACCAGAAACTG

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 1 1 6 2 153 TGGGTcacacaCGCACACCCcacacacacaCCcacacaCCTGGGTCACACACGCACAC CACTTCAAATGTACTTCACTAGGG 2 2 99 18 251 24 60,513 57,272 38,200 35,300 9,240,568 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 154 TGGGTcacacaCGCACACCCcacacacacaCCcacacaCCTGGGTCACACACGCACAC ACACTTCAAATGTACTTCACTAGGG 2 2 99 18 252 25 60,513 58,769 38,200 35,300 8,743,956 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 228 CTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcaCTCCTGCTGCTGTCTGATCC ACACTTCAAATGTACTTCACTAGGG 74 2 25 20 252 25 60,179 58,769 33,600 35,300 6,410,290 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 229 CCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcCCTCCTGCTGCTGTCTGATC ACACTTCAAATGTACTTCACTAGGG 75 2 24 20 252 25 60,179 58,769 29,200 35,300 6,410,290 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 232 AATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGAATCCTCCTGCTGCTGTCTG ACACTTCAAATGTACTTCACTAGGG 78 2 21 20 252 25 59,748 58,769 35,100 35,300 6,483,690 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 240 GCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGGCTGGTTTAATCCTCCTGCTG ACACTTCAAATGTACTTCACTAGGG 85 2 13 21 252 25 58,980 58,769 44,100 35,300 8,251,196 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 241 TGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCT TGCTGGTTTAATCCTCCTGCT ACACTTCAAATGTACTTCACTAGGG 86 2 12 21 252 25 59,365 58,769 42,400 35,300 7,866,699 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 7 2 242 GTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCGTGCTGGTTTAATCCTCCTGC ACACTTCAAATGTACTTCACTAGGG 87 2 11 21 252 25 59,254 58,769 48,500 35,300 7,976,865 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:18061:2294 1 119 107 20 3 AC CACACACACACCCACACACCCTACACACACACACACNA 0 0 10 0 152 GGTcacacaCGCACACCCcacacacacaCCcacacaCCCT GGTCACACACGCACACCC ACACTTCAAATGTACTTCACTAGGG 0 2 101 18 252 25 61,277 58,769 46,100 35,300 9,508,057 G 252 gggggACCAAGTGCTGGTTTAATCCTCctgctgctgTCTGATCCCACTCTGCACAGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacacaGTGGGTcacacaCGCACACCCcacacacacaCCcacacaCCCTacacacacacacacacaccccccccccACGCACCCcacacacacacacacacacacacacacacacacacacacaCCcacacacacccccTAGTGAAGTACATTTGAAGTGT

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 1 38 180 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTACT GCTTCTTCTTTCCTTCAATGAGTGA 38 54 21 23 200 25 59,003 59,529 22,400 34,100 9,468,478 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 1 37 180 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTACTC GCTTCTTCTTTCCTTCAATGAGTGA 37 54 21 24 200 25 59,908 59,529 25,900 34,100 9,563,547 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 39 221 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTAC AGGTTTCAATGCTGATGATGCA 39 98 21 22 241 22 57,672 58,906 18,900 39,600 7,421,668 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 38 181 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTACT AGCTTCTTCTTTCCTTCAATGAGTG 38 55 21 23 201 25 59,003 59,527 22,400 35,100 9,469,841 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 38 221 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTACT AGGTTTCAATGCTGATGATGCA 38 98 21 23 241 22 59,003 58,906 22,400 39,600 7,090,836 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:22252:70029 1 82 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 37 221 GCACTTACTGCAGTGACATTACTCATGTCCTTTTATGGCACTTACTGCAGTGACATTACTC AGGTTTCAATGCTGATGATGCA 37 98 21 24 241 22 59,908 58,906 25,900 39,600 7,185,905 F 249 AAAGTTTTATATTTAAGTTTGCACTTACTGCAGTGACATTACTCATGTCCTTTTATGTTATGGTGCATACATCTTTTATTTtatatatatatatatatatatatatatatatatatatataTGTATGTTATGTTCCACATTCTCATTTATAAAACTGGCGAGTGTTTaaaaaTTGTCACTCATTGAAGGAaagaagaagCTaaaaaTATTAAAGaaaaaTGCATCATCAGCATTGAAACCTACACAACC

ST‐E00142:460:H2K7HCCXY:6:2203:26352:56352 1 24 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 0 121 CGGAGACAGACagagagACGcacacacacacacacacac CGGAGACAGACAGAGAGACG GCGTGGCTCTCACTGTCTAT 0 41 4 20 124 20 59,275 59,542 41,800 19,800 1,182,400 F 236 ACACGGAGACAGACagagagACGcacacacacacacacacacacacacacacacacacacacaGTTAGAGacacacacAATTAGACagagagagacacacATAGATAGACAGTGAGAGCCACGCACAGACAGGCATTgagagagagaGGCATACTGATGGACAGAGacacacacacAGATGGACagagagagagagCCACAGACagagagagagagagagagACACCAATGGACAG

ST‐E00142:460:H2K7HCCXY:6:2203:26352:56352 1 24 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 2 124 ACACGGAGACAGACagagagACGcacacacacacacacaACACGGAGACAGACAGAGAGA GCGTGGCTCTCACTGTCTAT 2 41 1 21 124 20 59,928 59,542 31,000 19,800 1,530,340 F 236 ACACGGAGACAGACagagagACGcacacacacacacacacacacacacacacacacacacacaGTTAGAGacacacacAATTAGACagagagagacacacATAGATAGACAGTGAGAGCCACGCACAGACAGGCATTgagagagagaGGCATACTGATGGACAGAGacacacacacAGATGGACagagagagagagCCACAGACagagagagagagagagagACACCAATGGACAG

ST‐E00142:460:H2K7HCCXY:6:2203:26352:56352 1 24 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 122 CGGAGACAGACagagagACGcacacacacacacacacac CGGAGACAGACAGAGAGACG TGCGTGGCTCTCACTGTCTA 0 42 4 20 125 20 59,275 60,894 41,800 25,900 1,618,275 F 236 ACACGGAGACAGACagagagACGcacacacacacacacacacacacacacacacacacacacaGTTAGAGacacacacAATTAGACagagagagacacacATAGATAGACAGTGAGAGCCACGCACAGACAGGCATTgagagagagaGGCATACTGATGGACAGAGacacacacacAGATGGACagagagagagagCCACAGACagagagagagagagagagACACCAATGGACAG

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 26 171 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT CTGTCAAGAGCTGGTGAGGG 26 44 32 20 202 20 60,179 60,037 48,300 43,000 0.215633 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 26 204 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT CTGTGGATGGAGAGGGCATC 26 77 32 20 235 20 60,179 59,892 48,300 39,100 0.287264 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 26 246 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT GGCCAAGATTTGAGCACAGTG 26 118 32 20 277 21 60,179 60,068 48,300 36,600 1,247,111 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 168 TTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCTTCACACTGTCCACCGTCAC CTGTCAAGAGCTGGTGAGGG 23 44 35 20 202 20 60,179 60,037 36,700 43,000 0.215671 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 201 TTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCTTCACACTGTCCACCGTCAC CTGTGGATGGAGAGGGCATC 23 77 35 20 235 20 60,179 59,892 36,700 39,100 0.287302 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 23 243 TTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCTTCACACTGTCCACCGTCAC GGCCAAGATTTGAGCACAGTG 23 118 35 20 277 21 60,179 60,068 36,700 36,600 1,247,149 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 52 263 GCCAACAGCTCGGTCATACATACATCCCTTTCACAC GCCAACAGCTCGGTCATACA TTGAGCACAGTGTGACCAGG 52 110 6 20 268 20 60,391 60,179 22,900 44,500 0.570179 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 162 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT GCTGGTGAGGGATGACAGAG 26 35 32 20 193 20 60,179 59,822 48,300 33,500 0.356661 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 237 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT TTGAGCACAGTGTGACCAGG 26 110 32 20 268 20 60,179 60,179 48,300 44,500 0.358105 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 127 TTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCTTCACACTGTCCACCGTCAC TCCTGTGTAATGGACCATTGCA 23 1 35 20 161 22 60,179 59,959 36,700 40,800 2,220,042 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 130 CCTTTCACACTGTCCACCGTCACCTTGGCACCCGGG CCTTTCACACTGTCCACCGT TCCTGTGTAATGGACCATTGCA 26 1 32 20 161 22 60,179 59,959 48,300 40,800 2,220,004 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:26961:57055 1 78 61 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 132 TCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGTCCCTTTCACACTGTCCACC TCCTGTGTAATGGACCATTGCA 28 1 30 20 161 22 59,528 59,959 46,100 40,800 2,513,418 D 279 GAATCGCCAACAGCTCGGTCATACATACATCCCTTTCACACTGTCCACCGTCACCTTGGCACCCGGGGCCAAGTCAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagaCTGCAATGGTCCATTACACAGGACGTCTAGAACTTCTCTGTCATCCCTCACCAGCTCTTGACAGATTGGGCTGCTGGGATGCCCTCTCCATCCACAGAGTGAGACCTGGCCCTGGTCACACTGTGCTCAAATCTTGGCCAT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 12 30 181 cccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCT CCCACTTTCTCCCTTTCCCTC GGGATGGAATGAAGGAGAGAGA 68 30 62 21 242 22 59,995 58,687 43,000 31,000 4,317,752 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 30 234 TCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctct TCCTCTAGTCTCTCGCCTCC GGGATGGAATGAAGGAGAGAGA 122 30 9 20 242 22 59,529 58,687 43,000 31,000 3,783,656 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 30 241 ACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCACTCCCATCCTCTAGTCTCTCG GGGATGGAATGAAGGAGAGAGA 127 30 2 22 242 22 59,894 58,687 40,400 31,000 5,418,711 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 181 cccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCT CCCACTTTCTCCCTTTCCCT GGGATGGAATGAAGGAGAGAGAC 69 29 62 20 242 23 58,924 59,929 42,000 33,600 4,147,316 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 181 cccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCT CCCACTTTCTCCCTTTCCCTC GGGATGGAATGAAGGAGAGAGAC 68 29 62 21 242 23 59,995 59,929 43,000 33,600 4,075,740 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 233 CCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctc CCTCTAGTCTCTCGCCTCCC GGGATGGAATGAAGGAGAGAGAC 121 29 10 20 242 23 60,536 59,929 43,000 33,600 3,607,338 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 234 TCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctct TCCTCTAGTCTCTCGCCTCC GGGATGGAATGAAGGAGAGAGAC 122 29 9 20 242 23 59,529 59,929 43,000 33,600 3,541,644 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 240 CTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCACTCCCATCCTCTAGTCTCTCG GGGATGGAATGAAGGAGAGAGAC 127 29 3 21 242 23 58,222 59,929 40,400 33,600 5,849,177 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 29 241 ACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCACTCCCATCCTCTAGTCTCTCG GGGATGGAATGAAGGAGAGAGAC 127 29 2 22 242 23 59,894 59,929 40,400 33,600 5,176,699 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 23 135 CCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCG CCTCCTCTCCCACTGTCTCT GGGATGGAATGAAGGAGAGAGAC 23 29 108 20 242 23 59,665 59,929 31,000 33,600 3,405,555 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 21 133 TCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCT TCCTCTCCCACTGTCTCTCC GGGATGGAATGAAGGAGAGAGAC 21 29 110 20 242 23 59,667 59,929 37,100 33,600 3,404,190 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2203:27509:48230 1 151 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 20 132 CCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTC CCTCTCCCACTGTCTCTCCT GGGATGGAATGAAGGAGAGAGAC 20 29 111 20 242 23 59,665 59,929 36,900 33,600 3,405,555 F 263 CACTCCCATCCTCTAGtctctcGCCTCCCCTCCATCCTCCAAtctctctcCCTCCATcccccccACTTTCTCCCTTTCCCTCTTAGtctctcTGTCTTCCTCCTTCCCCTCCTCTCCCACTGtctctcCTCACTTCCCTCCCTCCGCTCGtctctctctctctctctctctctctctctctctctctctcCCCTTCCCGCTGTcccccAGTATCTATCAGtctctctcCTTCATTCCATCCCCAGTATTtctctctctctcTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 0 158 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGAT TGGGTATCAGAGTCCATCCAGA 0 44 1 24 158 22 58,208 59,753 24,500 38,600 8,039,039 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 237 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGAT CCGGAGAGTAAGCAAAGCCA 0 125 1 24 237 20 58,208 60,036 24,500 47,500 5,828,055 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 158 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA TGGGTATCAGAGTCCATCCAG 1 45 1 23 158 21 57,794 58,317 30,700 38,600 7,888,353 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 158 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA TGGGTATCAGAGTCCATCCAGA 1 44 1 23 158 22 57,794 59,753 30,700 38,600 7,453,131 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 237 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA CCGGAGAGTAAGCAAAGCCA 1 125 1 23 237 20 57,794 60,036 30,700 47,500 5,242,147 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 238 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA TCCGGAGAGTAAGCAAAGCC 1 126 1 23 238 20 57,794 59,751 30,700 43,500 5,455,157 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 243 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA GTGGTTCCGGAGAGTAAGCA 1 131 1 23 243 20 57,794 59,393 30,700 39,100 5,812,362 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 244 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA GGTGGTTCCGGAGAGTAAGC 1 132 1 23 244 20 57,794 60,108 30,700 30,900 5,314,040 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:28899:9747 1 25 68 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 248 CATAGAGATACACAGCCACATGATacacacacacacac CATAGAGATACACAGCCACATGA AAGAGGTGGTTCCGGAGAGT 1 136 1 23 248 20 57,794 60,179 30,700 32,400 5,384,688 D 278 CATAGAGATACACAGCCACATGATacacacacacacacacacacacacacacacacacacacacAGACACATACACAGAGacacacacacacAGATACAGACAATTCAAAATGCACACTAACCTGAGTGCAGAATATCTGGATGGACTCTGATACCCATAATAAAGAACTCAGACAAGGTCGATAGAAATCATTCTGCATGAATCTCCTTTCTTGTTTGGCTTTGCTTACTCTCCGGAACCACCTCTTATTATAtttttCCACAATTGAATTAAAGTT

ST‐E00142:460:H2K7HCCXY:6:2204:30492:51781 1 51 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 2 93 TCCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgtgtgt TCCTCCTGTGTTTGTCTGTATT GCTAACTTAAACACACAAATGCTCA 4 2 25 22 117 25 57,025 58,794 18,900 42,600 11,180,429 F 117 tgtgtgtgAACgtgtgtAAAATTATCCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAGCATTtgtgtgTTTAAGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2204:30492:51781 1 51 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 2 96 TTATCCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgt TTATCCTCCTGTGTTTGTCTGT GCTAACTTAAACACACAAATGCTCA 7 2 22 22 117 25 57,025 58,794 34,100 42,600 11,180,429 F 117 tgtgtgtgAACgtgtgtAAAATTATCCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAGCATTtgtgtgTTTAAGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2204:30492:51781 1 51 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 92 CCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgtgtgtg CCTCCTGTGTTTGTCTGTATTTGT GCTAACTTAAACACACAAATGCTCA 1 2 26 24 117 25 59,178 58,794 28,300 42,600 11,027,589 F 117 tgtgtgtgAACgtgtgtAAAATTATCCTCCTGTGTTTGTCTGTATTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGAGCATTtgtgtgTTTAAGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 3 14 137 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGC TCAGATGCTGTTTGTCGTCT 14 40 66 23 202 20 58,735 57,180 38,600 41,800 7,085,132 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 14 141 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGC GTGATCAGATGCTGTTTGTCGT 14 42 66 23 206 22 58,735 59,261 38,600 43,400 7,003,919 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 136 CACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA TCAGATGCTGTTTGTCGTCT 13 40 67 23 202 20 58,736 57,180 39,100 41,800 7,084,312 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 137 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA TCAGATGCTGTTTGTCGTCT 13 40 66 24 202 20 60,263 57,180 39,100 41,800 7,083,521 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 140 CACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA GTGATCAGATGCTGTTTGTCGT 13 42 67 23 206 22 58,736 59,261 39,100 43,400 7,003,100 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 13 141 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA GTGATCAGATGCTGTTTGTCGT 13 42 66 24 206 22 60,263 59,261 39,100 43,400 7,002,309 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 14 194 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGC TCCCGCAACAATCCAAACCT 14 97 66 23 259 20 58,735 60,179 38,600 35,000 4,444,048 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 193 CACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA TCCCGCAACAATCCAAACCT 13 97 67 23 259 20 58,736 60,179 39,100 35,000 4,443,229 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 194 ACACCTGTATCAAGAATGGAAGCATTCCAGTAATACACACCTGTATCAAGAATGGAAGCA TCCCGCAACAATCCAAACCT 13 97 66 24 259 20 60,263 60,179 39,100 35,000 4,442,438 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 73 254 TGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACTGAACCCTGCTTAAAGTTTAATTGA CCCGCAACAATCCAAACCTT 73 96 5 25 258 20 57,410 59,321 25,700 35,000 8,268,908 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 73 255 TGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACTGAACCCTGCTTAAAGTTTAATTGA TCCCGCAACAATCCAAACCT 73 97 5 25 259 20 57,410 60,179 25,700 35,000 7,768,934 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:31264:27310 1 103 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 73 256 TTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAATTGAACCCTGCTTAAAGTTTAATTGA TCCCGCAACAATCCAAACCT 73 97 4 26 259 20 57,987 60,179 25,700 35,000 8,191,932 F 268 TATTTGAACCCTGCTTAAAGTTTAATTGATAACAGAAAACAATAGCGTAGTTACAAACCAAAACTACACCTGTATCAAGAATGGAAGCATTCCAGTAATACAagagagagagagagagagagagagagagagagagagagagaaaaaaaaGAGAggggggAATCATACTGATACAGGAATATAGACGACAAACAGCATCTGATCACTATATCtttttAAAATATTTCTGCAAGTTACCAAGGTTTGGATTGTTGCGGGATACTAGCTA

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 1 1 6 25 189 TGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAATGCGTATGAGCGTAATTGCA GGCATATGTGAGTGAAGGAGTC 25 54 3 20 191 22 58,354 58,538 40,800 33,600 5,108,210 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 6 0 138 TGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAATGCGTATGAGCGTAATTGCA ACAAATGTGCTATTCTTCACTTTGC 25 0 3 20 140 25 58,354 59,077 40,800 36,800 7,568,734 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 25 189 TGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAATGCGTATGAGCGTAATTGCA GGCATATGTGAGTGAAGGAGTCT 25 53 3 20 191 23 58,354 59,866 40,800 32,400 4,779,911 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 25 189 TGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAATGCGTATGAGCGTAATTGCA GGCATATGTGAGTGAAGGAGT 25 55 3 20 191 21 58,354 57,450 40,800 38,500 5,196,626 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 25 191 GTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAGTGCGTATGAGCGTAATTGCA TGGCATATGTGAGTGAAGGAGTC 25 54 2 21 192 23 59,674 60,119 40,800 33,600 4,444,874 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 25 191 GTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAGTGCGTATGAGCGTAATTGCA TGGCATATGTGAGTGAAGGAGT 25 55 2 21 192 22 59,674 59,160 40,800 38,500 4,166,283 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 0 138 GTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAGTGCGTATGAGCGTAATTGCA CAAATGTGCTATTCTTCACTTTGC 25 0 2 21 139 24 59,674 57,614 40,800 36,800 7,711,782 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 7 0 139 GTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAGTGCGTATGAGCGTAATTGCA ACAAATGTGCTATTCTTCACTTTGC 25 0 2 21 140 25 59,674 59,077 40,800 36,800 7,248,790 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2204:5538:41497 1 48 68 20 1.5 AC GTGTGTGTGTGTGTGCGTGTGTGTGTGAGTGTGTG NA 0 0 9 26 192 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGTGTGCGTATGAGCGTAATTGC TGGCATATGTGAGTGAAGGAGT 26 55 1 21 192 22 59,674 59,160 35,600 38,500 4,166,283 F 243 TGTGCGTATGAGCGTAATTGCATCTTGGTGtttttCTGAAGATGTCAgtgtgtgtgtgtgtGCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCAAAGTGAAGAATAGCACATTTGTTAAACAAGAGAAGACGAACTATATTCTAAGACTCCTTCACTCACATATGCCATTACAGATACCTCAAACTTTGTTAGGGTGAAACAAGTGaaaaaTGCTCGCT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 119 52 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 17 3 108 CGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgCGCTCTGTCTCTCATCTGTCT TGTGAGACAAACCCACACACA 3 11 95 21 202 21 58,984 59,996 34,100 37,200 3,020,014 F 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 119 52 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 2 98 CGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgCGCTCTGTCTCTCATCTGTCT ACCCACACACAGAGAGACAG 3 2 95 21 192 20 58,984 58,956 34,100 35,100 3,060,134 F 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 119 52 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 0 97 CGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgCGCTCTGTCTCTCATCTGTCT CCCACACACAGAGAGACAGAC 3 0 95 21 191 21 58,984 60,000 34,100 35,100 3,016,600 F 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 1 15 0 187 gtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATGTCTGTCTCTGTGTCTCTCTGTC CCCACACACAGAGAGACAGAC 0 0 5 23 191 21 59,812 60,000 35,100 35,100 4,188,743 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 15 0 187 gtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATGTCTGTCTCTGTGTCTCTCTGT CCCACACACAGAGAGACAGAC 1 0 5 22 191 21 58,854 60,000 34,100 35,100 4,146,349 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 15 0 188 tgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcA TGTCTGTCTCTGTGTCTCTCTG CCCACACACAGAGAGACAGAC 2 0 4 22 191 21 58,855 60,000 33,500 35,100 4,145,569 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 17 3 201 tctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcTCTGTCTGTCTCTGTGTCTCTCT TGTGAGACAAACCCACACACA 3 11 2 23 202 21 59,928 59,996 31,000 37,200 4,076,026 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 17 2 191 tctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcTCTGTCTGTCTCTGTGTCTCTCT ACCCACACACAGAGAGACAG 3 2 2 23 192 20 59,928 58,956 31,000 35,100 4,116,146 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:13677:60765 1 28 143 20 3 AC TGTGTGTGTCTCTCTCTCTCTCATCTGTCTGTGTGTGNA 0 0 17 0 190 tctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcTCTGTCTGTCTCTGTGTCTCTCT CCCACACACAGAGAGACAGAC 3 0 2 23 191 21 59,928 60,000 31,000 35,100 4,072,612 G 218 gtctgtctgtctCTGTGtctctcTGTCtgtgtgtgtctctctctctctcATCTGTCtgtgtgtgtgtgtgTTtctctctctcgtctgtctgtctCGCTCTGtctctcATCTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtctctctctcGTCTGtctctctgtgtgtgGGTTTGTCTCACACTTACtttttCATGTT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 26 140 TTGTGTCACTATGTATTGATGCACATATACGTGCCT TTGTGTCACTATGTATTGATGCACA ATATGCACATTCGCTCATACGC 26 27 10 25 149 22 59,063 59,587 45,700 44,200 8,350,067 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 26 140 TATTGTGTCACTATGTATTGATGCACATATACGTGC TATTGTGTCACTATGTATTGATGCACA ATGCACATTCGCTCATACGC 26 27 8 27 147 20 59,232 59,417 45,700 44,200 8,351,558 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 2 110 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT ATGCACATTCGCTCATACGC 2 27 38 21 147 20 57,112 59,417 33,200 44,200 4,471,059 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 110 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTTA ATGCACATTCGCTCATACGC 1 27 38 22 147 20 57,005 59,417 24,100 44,200 5,578,346 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 110 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTTAC ATGCACATTCGCTCATACGC 0 27 38 23 147 20 58,320 59,417 25,000 44,200 5,263,100 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 26 144 TGTGTCACTATGTATTGATGCACATATACGTGCCTG TGTGTCACTATGTATTGATGCACA CACTCATATGCACATTCGCTCA 26 32 11 24 154 22 58,513 59,132 45,700 42,600 8,354,501 B 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 26 191 TGTGTCACTATGTATTGATGCACATATACGTGCCTG TGTGTCACTATGTATTGATGCACA GCGCAGACACACATACACAC 26 81 11 24 201 20 58,513 59,836 45,700 38,200 5,650,314 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 26 192 TTGTGTCACTATGTATTGATGCACATATACGTGCCT TTGTGTCACTATGTATTGATGCACA GCGCAGACACACATACACAC 26 81 10 25 201 20 59,063 59,836 45,700 38,200 6,100,743 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 26 194 TGTGTCACTATGTATTGATGCACATATACGTGCCTG TGTGTCACTATGTATTGATGCACA CTCGCGCAGACACACATACA 26 84 11 24 204 20 58,513 60,733 45,700 22,900 6,219,064 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 102 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT TCGCTCATACGCACACACTC 2 19 38 21 139 20 57,112 60,456 33,200 35,100 4,343,763 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 103 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT TTCGCTCATACGCACACACT 2 20 38 21 140 20 57,112 60,039 33,200 35,500 3,926,239 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 108 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT GCACATTCGCTCATACGCAC 2 25 38 21 145 20 57,112 60,315 33,200 53,400 4,203,003 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 164 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT GCGCAGACACACATACACAC 2 81 38 21 201 20 57,112 59,836 33,200 38,200 4,051,409 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 2 167 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT CTCGCGCAGACACACATACA 2 84 38 21 204 20 57,112 60,733 33,200 22,900 4,620,159 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 2 152 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT ATACACACACGCACACTCCC 2 69 38 21 189 20 57,112 60,320 33,200 43,000 4,208,042 F 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 6 6 240 TATTGTGTCACTATGTATTGATGCACATATACGTGC TATTGTGTCACTATGTATTGATGCACA ACATTCAATCACCCAGGCAG 26 6 8 27 247 20 59,232 58,157 45,700 48,500 9,611,489 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 5 240 TATTGTGTCACTATGTATTGATGCACATATACGTGC TATTGTGTCACTATGTATTGATGCACA ACATTCAATCACCCAGGCAGA 26 5 8 27 247 21 59,232 59,645 45,700 42,600 9,123,501 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 5 240 TATTGTGTCACTATGTATTGATGCACATATACGTGC TATTGTGTCACTATGTATTGATGCAC ACATTCAATCACCCAGGCAGA 27 5 8 26 247 21 57,858 59,645 45,700 42,600 9,497,216 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 2 242 tgtgtgTATTGTGTCACTATGTATTGATGCACATATAC TGTGTGTATTGTGTCACTATGTATTG TCAATCACCCAGGCAGACAC 33 2 2 26 243 20 57,749 59,963 19,000 36,700 8,287,270 G 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 2 242 tgtgtgTATTGTGTCACTATGTATTGATGCACATATAC TGTGTGTATTGTGTCACTATGTATTGA TCAATCACCCAGGCAGACAC 32 2 2 27 243 20 58,909 59,963 25,700 36,700 8,128,181 G 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 241 tgtgtgTATTGTGTCACTATGTATTGATGCACATATAC TGTGTGTATTGTGTCACTATGTATTGA CAATCACCCAGGCAGACACT 32 1 2 27 242 20 58,909 59,963 25,700 35,500 8,128,752 G 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 2 206 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT TCAATCACCCAGGCAGACAC 2 2 38 21 243 20 57,112 59,963 33,200 36,700 3,924,353 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 2 207 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT TTCAATCACCCAGGCAGACA 2 3 38 21 244 20 57,112 59,230 33,200 34,100 4,658,120 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:16386:16727 1 61 161 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 205 ACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtg ACGTGCCTGTCTATATGTGTT CAATCACCCAGGCAGACACT 2 1 38 21 242 20 57,112 59,963 33,200 35,500 3,924,924 D 247 CtgtgtgTATTGTGTCACTATGTATTGATGCACATATACGTGCCTGTCTATATGTGTTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTGAATATGTGAGAgtgtgtGCGTATGAGCGAATGTGCATATGAGTGAgtgtgtgtGGGAGTGGGAGTGTGCgtgtgtgtAtgtgtgTCTGCGCGAGTGTGAgtgtgtgtgtgtTAGTGTCTGCCTGGGTGATTGAATGT

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 21 176 CTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGct CTCCATTTCCATCGGGCACT TAGCAACCCATCAGCACACA 54 21 33 20 208 20 60,107 59,600 44,000 37,200 0.506850 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 21 177 TCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGcTCTCCATTTCCATCGGGCAC TAGCAACCCATCAGCACACA 55 21 32 20 208 20 60,107 59,600 50,100 37,200 0.507047 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 47 204 CTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGct CTCCATTTCCATCGGGCACT AGAGGCAGAGAAATACGCATGA 54 47 33 20 236 22 60,107 59,568 44,000 30,700 2,539,163 D 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 45 202 CTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGct CTCCATTTCCATCGGGCACT AGGCAGAGAAATACGCATGAGA 54 45 33 20 234 22 60,107 59,568 44,000 32,700 2,539,163 D 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 45 203 TCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGcTCTCCATTTCCATCGGGCAC AGGCAGAGAAATACGCATGAGA 55 45 32 20 234 22 60,107 59,568 50,100 32,700 2,539,360 D 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 17 172 CTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGct CTCCATTTCCATCGGGCACT AACCCATCAGCACACACAGA 54 17 33 20 204 20 60,107 59,526 44,000 34,100 0.580772 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 3 121 tgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctcTGTTGTATTCGTGTGCGGGT AACCCATCAGCACACACAGA 3 17 84 20 204 20 60,250 59,526 52,800 34,100 0.723708 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 3 122 tgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctcTGTTGTATTCGTGTGCGGGT CAACCCATCAGCACACACAG 3 18 84 20 205 20 60,250 59,405 52,800 36,600 0.844555 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 3 125 tgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctcTGTTGTATTCGTGTGCGGGT TAGCAACCCATCAGCACACA 3 21 84 20 208 20 60,250 59,600 52,800 37,200 0.649786 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 50 240 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCCTTTCTTTCTCTCCTAGCAACTCT TCAAAGAGGCAGAGAAATACGCA 82 50 1 24 240 23 57,963 60,307 32,400 52,400 9,343,287 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 51 240 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCCTTTCTTTCTCTCCTAGCAACTCT TCAAAGAGGCAGAGAAATACGC 82 51 1 24 240 22 57,963 58,738 32,400 44,200 9,298,996 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:19806:54752 1 107 61 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 51 240 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCCTTTCTTTCTCTCCTAGCAACTCTCT TCAAAGAGGCAGAGAAATACGC 80 51 1 26 240 22 60,071 58,738 31,000 44,200 9,333,811 G 241 CTTTCTTtctctcCTAGCAActctctctATTTCTCCATTTCCATCGGGCACTGTAACTCAGCTCTCGctctctGTTTCTGtgttgttgtATTCGTGTGCGGGTTTTtctctctctctctctctctctctctctctctctctctctcTTCCtgtgtgAgtgtgtgtgtCCGTCTCTATGTATGTATCtgtgtgtgCTGATGGGTTGCTAAAATTCTCATGCGTATTTCTCTGCCTCTTTGAA

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 0 134 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG GTGGCTCACTGTTTGTAGCA 0 48 3 18 136 20 60,426 58,407 44,900 34,900 4,018,806 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 135 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG AGTGGCTCACTGTTTGTAGCA 0 48 3 18 137 21 60,426 59,859 44,900 34,900 3,566,462 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 146 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG AATGGATTCGCAGTGGCTCA 0 60 3 18 148 20 60,426 60,035 44,900 42,600 2,460,762 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 160 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG TGGATGTTTCCGGCAATGGA 0 74 3 18 162 20 60,426 59,961 44,900 34,100 2,464,500 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 167 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG TGGAGGTTGGATGTTTCCGG 0 81 3 18 169 20 60,426 59,962 44,900 51,400 2,463,200 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 222 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG TCGGAGCTTCAACATGTTGA 0 136 3 18 224 20 60,426 57,458 44,900 31,800 4,967,630 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 236 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG TGAGTCCTCTAAGATCGGAGCT 0 148 3 18 238 22 60,426 59,826 44,900 40,900 4,599,392 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 240 CACACGCACATGCACACGcacacacacacacacacacac CACACGCACATGCACACG TATTTGAGTCCTCTAAGATCGGAGC 0 149 3 18 242 25 60,426 59,758 44,900 47,000 7,667,559 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 240 CGCACACGCACATGCACACGcacacacacacacacacac CGCACACGCACATGCACA TTTGAGTCCTCTAAGATCGGAGC 2 149 1 18 240 23 62,311 59,618 45,700 47,000 7,692,696 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 136 GCACACGCACATGCACACGcacacacacacacacacaca GCACACGCACATGCACAC AGTGGCTCACTGTTTGTAGCA 1 48 2 18 137 21 60,727 59,859 38,200 34,900 3,867,765 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 237 GCACACGCACATGCACACGcacacacacacacacacaca GCACACGCACATGCACAC TGAGTCCTCTAAGATCGGAGCT 1 148 2 18 238 22 60,727 59,826 38,200 40,900 4,900,695 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:21907:2628 1 21 48 20 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 240 GCACACGCACATGCACACGcacacacacacacacacaca GCACACGCACATGCACAC ATTTGAGTCCTCTAAGATCGGAGC 1 149 2 18 241 24 60,727 59,961 38,200 47,000 6,765,555 F 265 CGCACACGCACATGCACACGcacacacacacacacacacacacacacacacacacacacaCGcacacaAACGCACTGTTTGACTGCACtttttCTCGACTGAAGCCAGAAACATGATGCTACAAACAGTGAGCCACTGCGAATCCATTGCCGGAAACATCCAACCTCCAGTTCTTCAGTGAATCaaaaaGAAAATCATCAGTCCTCAACATGTTGAAGCTCCGATCTTAGAGGACTCAAATATAAGGTGAATCTTTAGACTGTTT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 1 14 197 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG TGTTTGCTCAGCTCTCAGAGG 14 102 25 20 221 21 59,898 59,998 21,800 36,900 1,104,228 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 16 240 ccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCg CCGTCGATCCCACACCCTA ATCTGTCCCAAAGGAAAGTCAT 16 143 24 19 263 22 60,755 57,335 35,300 30,600 6,420,083 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 15 240 ccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCg CCGTCGATCCCACACCCTAA ATCTGTCCCAAAGGAAAGTCAT 15 143 24 20 263 22 61,325 57,335 26,900 30,600 5,989,428 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 15 240 ccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCg CCGTCGATCCCACACCCTAA ATCTGTCCCAAAGGAAAGTCATT 15 142 24 20 263 23 61,325 57,997 26,900 25,700 6,327,836 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 14 192 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG GCTCAGCTCTCAGAGGATGTC 14 97 25 20 216 21 59,898 59,932 21,800 30,600 1,169,998 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 14 193 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG TGCTCAGCTCTCAGAGGATG 14 99 25 20 217 20 59,898 58,887 21,800 35,100 1,215,431 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 13 191 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG GCTCAGCTCTCAGAGGATGTC 13 97 26 20 216 21 59,536 59,932 26,900 30,600 1,531,969 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 13 192 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG TGCTCAGCTCTCAGAGGATG 13 99 26 20 217 20 59,536 58,887 26,900 35,100 1,577,402 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 13 196 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG TGTTTGCTCAGCTCTCAGAGG 13 102 26 20 221 21 59,536 59,998 26,900 36,900 1,466,199 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 1 101 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG TCAATATTAGGTGTAAAGTGACCATTT 13 1 26 20 126 27 59,536 57,252 26,900 23,200 10,212,350 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 1 102 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG TCAATATTAGGTGTAAAGTGACCATTT 14 1 25 20 126 27 59,898 57,252 21,800 23,200 9,850,379 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 104 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG GATTCAATATTAGGTGTAAAGTGACCA 13 4 26 20 129 27 59,536 57,609 26,900 40,200 9,855,459 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 105 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG GATTCAATATTAGGTGTAAAGTGACCA 14 4 25 20 129 27 59,898 57,609 21,800 40,200 9,493,488 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 105 GTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtg GTCGATCCCACACCCTAAGG AGATTCAATATTAGGTGTAAAGTGACC 13 5 26 20 130 27 59,536 57,385 26,900 40,200 10,079,244 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 106 cGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgt CGTCGATCCCACACCCTAAG AGATTCAATATTAGGTGTAAAGTGACC 14 5 25 20 130 27 59,898 57,385 21,800 40,200 9,717,273 F 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 179 CCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgt CCCTAAGGGCAAAGTTCTGC GCTCAGCTCTCAGAGGATGTC 1 97 38 20 216 21 58,823 59,932 42,600 30,600 2,244,917 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 180 CCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgt CCCTAAGGGCAAAGTTCTGC TGCTCAGCTCTCAGAGGATG 1 99 38 20 217 20 58,823 58,887 42,600 35,100 2,290,351 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:23338:70785 1 59 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 184 CCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgt CCCTAAGGGCAAAGTTCTGC TGTTTGCTCAGCTCTCAGAGG 1 102 38 20 221 21 58,823 59,998 42,600 36,900 2,179,147 A 263 TTCCCGACTGcccccACCCAcccccGTCGATCCCACACCCTAAGGGCAAAGTTCTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAATGGTCACTTTACACCTAATATTGAATCTGAAAATAATAACATAAAGTATTAAAATTCTGAGGAGCTAAAGGAAACCTTTAATGAGTAACTGCAGACATCCTCTGAGAGCTGAGCAAACATTTCTCTTTTCTCAATATTAATGACTTTCCTTTGGGACAGAT

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 63 247 CCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATCCCATGTAAAGTCCTCTGTTGT GTACACCCATGCGTAAGACTGA 63 100 13 22 259 22 57,979 60,094 33,200 34,100 6,115,492 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 63 245 CCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATCCCATGTAAAGTCCTCTGTTGT ACACCCATGCGTAAGACTGAT 63 99 13 22 257 21 57,979 59,445 33,200 29,000 5,576,176 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 63 245 CCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATCCCATGTAAAGTCCTCTGTTGT ACACCCATGCGTAAGACTGA 63 100 13 22 257 20 57,979 59,026 33,200 34,100 4,994,734 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 41 222 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT ACACCCATGCGTAAGACTGA 41 100 36 21 257 20 58,363 59,026 43,400 34,100 3,610,797 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 40 222 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCTT ACACCCATGCGTAAGACTGA 40 100 36 22 257 20 59,010 59,026 39,500 34,100 3,963,204 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 126 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT CATGTAGGCATGCGCACG 41 6 36 21 161 18 58,363 59,674 43,400 53,400 4,962,676 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 126 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCTT CATGTAGGCATGCGCACG 40 6 36 22 161 18 59,010 59,674 39,500 53,400 5,315,083 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 41 188 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT CAGATGAACACATGCATGAGC 41 65 36 21 223 21 58,363 57,934 43,400 42,600 5,703,534 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 41 223 AACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATAACCAGAGGAAGATTGAACCCT ACACCCATGCGTAAGACTGA 41 100 35 22 257 20 59,010 59,026 43,400 34,100 3,963,204 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 127 AACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATAACCAGAGGAAGATTGAACCCT CATGTAGGCATGCGCACG 41 6 35 22 161 18 59,010 59,674 43,400 53,400 5,315,083 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt
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ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 41 189 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT ACAGATGAACACATGCATGAGC 41 65 36 21 224 22 58,363 59,578 43,400 42,600 5,059,644 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 40 189 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCTT ACAGATGAACACATGCATGAGC 40 65 36 22 224 22 59,010 59,578 39,500 42,600 5,412,051 B 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 35 157 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT GCACATACACAGCCATGCAC 41 35 36 21 192 20 58,363 60,179 43,400 45,700 2,816,320 F 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 35 157 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCTT GCACATACACAGCCATGCAC 40 35 36 22 192 20 59,010 60,179 39,500 45,700 3,168,727 F 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2205:3265:38368 1 98 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 27 149 ACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATT ACCAGAGGAAGATTGAACCCT ACAGCCATGCACACAAATGC 41 27 36 21 184 20 58,363 60,320 43,400 35,600 2,957,238 F 271 TCAAGCTTCCTCCCCATGTAAAGTCCTCTGTTGTAACCAGAGGAAGATTGAACCCTTTGGAAGTGAAATTTAAGATTTCAGTTTAGatatatatGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGCCCGTGCGCATGCCTACATGTATGCATTtgtgtgCATGGCTGTGTATGTGCCCATTTATGTGCTCATGCATGTGTTCATCTGTGTATATTTGTGTATCAGTCTTACGCATGGGTGTACgtgtgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 33 167 AGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGAGGGCCTTTGCATTACCTCC ATTTCACCAGCTGCCATGTC 54 33 18 20 184 20 60,033 58,820 43,000 30,600 1,213,138 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 32 166 AGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGAGGGCCTTTGCATTACCTCC TTTCACCAGCTGCCATGTCC 54 32 18 20 183 20 60,033 60,895 43,000 40,200 0.928209 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 7 117 TGGTACACCTTGTTCTGCCAATGtttttAATATTCCTG TGGTACACCTTGTTCTGCCA GCATTAGCTTGGGCATCTGG 30 7 42 20 158 20 59,159 59,328 49,200 38,600 1,512,960 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 7 141 AGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGAGGGCCTTTGCATTACCTCC GCATTAGCTTGGGCATCTGG 54 7 18 20 158 20 60,033 59,328 43,000 38,600 0.705452 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 113 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT TTCACCAGCTGCCATGTCC 0 32 70 22 182 19 57,565 60,304 44,000 40,200 5,738,106 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 114 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT TTTCACCAGCTGCCATGTCC 0 32 70 22 183 20 57,565 60,895 44,000 40,200 5,329,645 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 115 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT ATTTCACCAGCTGCCATGTC 0 33 70 22 184 20 57,565 58,820 44,000 30,600 5,614,574 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 54 226 AGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGAGGGCCTTTGCATTACCTCC ACTGGTGTTAGCTTTATATTCCAGA 54 87 18 20 243 25 60,033 57,805 43,000 38,600 7,228,483 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 0 174 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT ACTGGTGTTAGCTTTATATTCCAGA 0 87 70 22 243 25 57,565 57,805 44,000 38,600 11,629,919 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 0 174 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT ACTGGTGTTAGCTTTATATTCCAGATT 0 85 70 22 243 27 57,565 58,725 44,000 24,000 12,709,585 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 54 226 AGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGAGGGCCTTTGCATTACCTCC ACTGGTGTTAGCTTTATATTCCAGAT 54 86 18 20 243 26 60,033 58,194 43,000 29,000 7,839,289 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 52 224 GGCCTTTGCATTACCTCCCAGATGGTACACCTTGTT GGCCTTTGCATTACCTCCCA ACTGGTGTTAGCTTTATATTCCAGA 52 87 20 20 243 25 60,324 57,805 43,700 38,600 7,519,649 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 138 GCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCTTTGCATTACCTCCCAG GCATTAGCTTGGGCATCTGG 51 7 21 20 158 20 58,894 59,328 44,500 38,600 1,778,628 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 139 GGCCTTTGCATTACCTCCCAGATGGTACACCTTGTT GGCCTTTGCATTACCTCCCA GCATTAGCTTGGGCATCTGG 52 7 20 20 158 20 60,324 59,328 43,700 38,600 0.996618 F 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:12763:11224 1 92 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 0 174 AATATTCCTGATCAGCTGCAGTtctctctctctctctctctc AATATTCCTGATCAGCTGCAGT ACTGGTGTTAGCTTTATATTCCAGAT 0 86 70 22 243 26 57,565 58,194 44,000 29,000 12,240,725 A 252 AAGTTTCTGAAAATCTTAGGGCCTTTGCATTACCTCCCAGATGGTACACCTTGTTCTGCCAATGtttttAATATTCCTGATCAGCTGCAGTtctctctctctctctctctctctctctctctctctctctcTAGTAATCCAGATGCCCAAGCTAATGCTCTGGGGACATGGCAGCTGGTGAAATTTAAATTCAATTCAATTTAAATTAAATTAGTAAATCTGGAATATAAAGCTAACACCAGTAATGGTGAT

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 12 40 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCAT AAAGCAGGGAGGAATACAGACA CTGAACCACGCACTGCTTTAT 40 67 1 22 190 21 59,087 59,193 34,100 14,000 4,719,498 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 40 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCAT AAAGCAGGGAGGAATACAGACA CTGAACCACGCACTGCTTTA 40 68 1 22 190 20 59,087 58,774 34,100 18,500 4,138,810 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 39 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCAT AAAGCAGGGAGGAATACAGACAG CTGAACCACGCACTGCTTTA 39 68 1 23 190 20 60,055 58,774 35,100 18,500 4,280,657 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 22 147 ACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagaACAGATAGCGCCCATAAAGCA CCCTCTCCCTCTGCAAACTG 22 44 20 21 166 20 59,859 60,036 39,100 31,600 1,176,482 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 20 123 ACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagaACAGATAGCGCCCATAAAGCA ATGGGCTCTCTCTCCCTGAA 22 20 20 21 142 20 59,859 59,659 39,100 30,200 1,482,111 F 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 14 135 CCCATAAAGCAGGGCGGAGCGCagagagagAATgag CCCATAAAGCAGGGCGGAG CTCTCCCTCTGCAAACTGCT 14 42 30 19 164 20 60,527 59,676 46,300 42,400 1,851,202 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 14 136 CCCATAAAGCAGGGCGGAGCGCagagagagAATgag CCCATAAAGCAGGGCGGAG CCTCTCCCTCTGCAAACTGC 14 43 30 19 165 20 60,527 60,676 46,300 44,000 2,203,068 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 14 137 CCCATAAAGCAGGGCGGAGCGCagagagagAATgag CCCATAAAGCAGGGCGGAG CCCTCTCCCTCTGCAAACTG 14 44 30 19 166 20 60,527 60,036 46,300 31,600 1,562,546 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 9 112 ACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagaACAGATAGCGCCCATAAAGCA CTCCCTGAACACAGTGCTGA 22 9 20 21 131 20 59,859 59,606 39,100 42,600 1,535,044 F 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 20 120 GATAGCGCCCATAAAGCAGGGCGGAGCGCagagag GATAGCGCCCATAAAGCAGG ATGGGCTCTCTCTCCCTGAA 20 20 23 20 142 20 58,840 59,659 48,500 30,200 1,501,395 F 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 14 20 144 GATAGCGCCCATAAAGCAGGGCGGAGCGCagagag GATAGCGCCCATAAAGCAGG CCCTCTCCCTCTGCAAACTG 20 44 23 20 166 20 58,840 60,036 48,500 31,600 1,195,766 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:20273:54049 1 63 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 20 145 AGATAGCGCCCATAAAGCAGGGCGGAGCGCagaga AGATAGCGCCCATAAAGCAGG CCCTCTCCCTCTGCAAACTG 20 44 22 21 166 20 60,271 60,036 48,500 31,600 1,306,684 B 190 AAAGCAGGGAGGAATACAGACAGATAGCGCCCATAAAGCAGGGCGGAGCGCagagagagAATgagagagagagagagagagagagagagagagagagagagaGCCCATAAATCAGCACTGTGTTCAGGgagagagaGCCCATAAAGCAGTTTGCAGAGGGAGAGGGCCCATAAAGCAGTGCGTGGTTCAG

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 8 2 128 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG GAGACAGGCAAGAAAGCTGA 5 2 36 22 163 20 57,135 57,824 30,200 42,600 7,040,794 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 129 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG AGAGACAGGCAAGAAAGCTGA 5 2 36 22 164 21 57,135 59,304 30,200 42,600 6,561,252 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 130 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG AAGAGACAGGCAAGAAAGCTGA 5 2 36 22 165 22 57,135 59,895 30,200 42,600 6,970,393 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 135 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC GAGACAGGCAAGAAAGCTGA 13 2 29 21 163 20 60,202 57,824 44,200 42,600 3,377,799 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 136 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC AGAGACAGGCAAGAAAGCTGA 13 2 29 21 164 21 60,202 59,304 44,200 42,600 2,898,257 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 137 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC AAGAGACAGGCAAGAAAGCTGA 13 2 29 21 165 22 60,202 59,895 44,200 42,600 3,307,398 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 13 178 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC TGAGAGTGAGAGAGACCGGT 13 45 29 21 206 20 60,202 59,306 44,200 52,800 1,895,543 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 36 217 TGTGAGTGAAATGAGATCCAATGAGTGcacacaATG TGTGAGTGAAATGAGATCCAATGA GCATGAAGGCTGGTGAGAGT 36 58 3 24 219 20 58,192 60,036 25,700 32,400 5,843,539 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 35 217 TGTGAGTGAAATGAGATCCAATGAGTGcacacaATG TGTGAGTGAAATGAGATCCAATGAG GCATGAAGGCTGGTGAGAGT 35 58 3 25 219 20 59,121 60,036 29,000 32,400 5,914,299 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 33 215 TGAGTGAAATGAGATCCAATGAGTGcacacaATGTA TGAGTGAAATGAGATCCAATGAGTG GCATGAAGGCTGGTGAGAGT 33 58 5 25 219 20 59,121 60,036 35,100 32,400 5,914,299 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 27 206 TGAGATCCAATGAGTGcacacaATGTAGCTGTACGCATGAGATCCAATGAGTGCACACA GCATGAAGGCTGGTGAGAGT 27 58 14 22 219 20 59,961 60,036 37,200 32,400 2,074,450 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 13 191 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC GCATGAAGGCTGGTGAGAGT 13 58 29 21 219 20 60,202 60,036 44,200 32,400 1,237,551 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 5 184 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG GCATGAAGGCTGGTGAGAGT 5 58 36 22 219 20 57,135 60,036 30,200 32,400 4,900,546 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 185 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG GGCATGAAGGCTGGTGAGA 5 60 36 22 220 19 57,135 59,699 30,200 32,700 6,165,879 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 13 184 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC GGCTGGTGAGAGTGAGAGAG 13 51 29 21 212 20 60,202 59,183 44,200 32,000 2,018,934 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 13 185 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC AGGCTGGTGAGAGTGAGAGA 13 52 29 21 213 20 60,202 59,592 44,200 31,000 1,609,449 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 13 192 GcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctc GCACACAATGTAGCTGTACGC GGCATGAAGGCTGGTGAGAG 13 59 29 21 220 20 60,202 60,747 44,200 32,000 1,949,204 G 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2206:5741:32285 1 63 79 20 2 AG TCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 5 185 ATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctct ATGTAGCTGTACGCAATTCTTG GGCATGAAGGCTGGTGAGAG 5 59 36 22 220 20 57,135 60,747 30,200 32,000 5,612,199 D 220 GATGTGAGTGAAATGAGATCCAATGAGTGcacacaATGTAGCTGTACGCAATTCTTGCGCTTtctctcTTtctctctctctctctctctctctctctctctctctctctcGCTTTCTTGctctctctctctctctctctctCATCAGCTTTCTTGCCTGTCTCTTTGtctctcATCAGCTTTCATAACCGGtctctctcACTCTCACCAGCCTTCATGCC

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 1 1 3 44 191 AGGTCACGGACATTCCAACGAATCGGCTGGATTCTTAGGTCACGGACATTCCAACG TGATGACAGGACGTCCATTTGA 44 47 4 20 194 22 60,320 59,698 41,000 26,900 2,622,004 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 3 43 190 GGTCACGGACATTCCAACGAATCGGCTGGATTCTTGGGTCACGGACATTCCAACGA TGATGACAGGACGTCCATTTGA 43 47 5 20 194 22 60,320 59,698 38,500 26,900 2,621,656 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 3 43 190 GGTCACGGACATTCCAACGAATCGGCTGGATTCTTGGGTCACGGACATTCCAACGA TGATGACAGGACGTCCATTTG 43 48 5 20 194 21 60,320 58,301 38,500 23,200 3,018,876 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 4 32 179 TTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAATTCCAACGAATCGGCTGGAT TGATGACAGGACGTCCATTTGA 32 47 16 20 194 22 59,748 59,698 34,100 26,900 2,553,498 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 4 23 170 ATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAG ATCGGCTGGATTCTTGACGG TGATGACAGGACGTCCATTTGA 23 47 25 20 194 22 60,179 59,698 47,900 26,900 2,480,655 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 4 16 139 GCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGGCTGGATTCTTGACGGGTTTG CAGTATTTCCTTGAATATTGCAACCT 18 16 29 21 167 26 59,800 58,225 29,300 35,000 8,975,140 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 4 1 125 ATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAG ATCGGCTGGATTCTTGACGG TGCAACCTTTACTCTCTCGTTGT 23 1 25 20 149 23 60,179 60,181 47,900 33,200 3,360,542 G 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 4 1 134 TTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAATTCCAACGAATCGGCTGGAT TGCAACCTTTACTCTCTCGTTGT 32 1 16 20 149 23 59,748 60,181 34,100 33,200 3,433,385 G 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 5 16 139 GGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGGCTGGATTCTTGACGGGTT AGTATTTCCTTGAATATTGCAACCT 20 16 28 20 166 25 60,323 57,039 41,100 35,000 8,283,871 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 5 15 139 GGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGGCTGGATTCTTGACGGGTT AGTATTTCCTTGAATATTGCAACCTT 20 15 28 20 166 26 60,323 57,634 41,100 35,000 8,688,905 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 6 33 180 ATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAATTCCAACGAATCGGCTGGA TGATGACAGGACGTCCATTTGA 33 47 15 20 194 22 59,748 59,698 38,600 26,900 2,553,498 D 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:16366:54102 1 68 58 20 2 AG AGAGAGAGAGATAGAGATAGAGAGAGAGAGAGA NA 0 0 6 1 135 ATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAATTCCAACGAATCGGCTGGA TGCAACCTTTACTCTCTCGTTGT 33 1 15 20 149 23 59,748 60,181 38,600 33,200 3,433,385 G 233 CAAAGGTCACGGACATTCCAACGAATCGGCTGGATTCTTGACGGGTTTGAAGAACTGAGTAGGAGAAagagagagagATAGAGATagagagagagagagagagagagagagagagagagagagagAACAACgagagaGTAAAGGTTGCAATATTCAAGGAAATACTGTAGTTTCAAATGGACGTCCTGTCATCATATCTCAACGTAGAATTGTGTCCATGACTATCTGTCGAT

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 61 207 GGGTGATGGTTGGATTCTCTGTTATTGGAGATGGT GGGTGATGGTTGGATTCTCTGT GGGTTAAGGCCACAATCAGA 64 61 22 22 228 20 60,026 57,493 34,100 32,700 4,533,294 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 62 208 GGGTGATGGTTGGATTCTCTGTTATTGGAGATGGT GGGTGATGGTTGGATTCTCTGT AGGGTTAAGGCCACAATCAG 64 62 22 22 229 20 60,026 57,486 34,100 29,000 4,540,345 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 61 208 GGGTGATGGTTGGATTCTCTGTTATTGGAGATGGT GGGTGATGGTTGGATTCTCTGT AGGGTTAAGGCCACAATCAGA 64 61 22 22 229 21 60,026 59,007 34,100 32,700 4,018,444 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 18 139 GGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGGAGATGGTCCTTGCCTGAC CATAGCAGGCTTGATGGGTCA 40 18 48 20 186 21 60,107 60,134 35,100 40,200 1,241,466 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 134 GGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGGTCCTTGCCTGACACTTGT ACATAGCAGGCTTGATGGGT 34 20 54 20 187 20 60,179 59,078 31,600 45,100 1,100,913 F 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 135 TGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGGTCCTTGCCTGACACTTG ACATAGCAGGCTTGATGGGT 35 20 53 20 187 20 60,179 59,078 31,600 45,100 1,100,916 F 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 137 GATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTT GATGGTCCTTGCCTGACACT ACATAGCAGGCTTGATGGGT 37 20 51 20 187 20 59,674 59,078 35,500 45,100 1,248,159 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 140 GGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGGAGATGGTCCTTGCCTGAC ACATAGCAGGCTTGATGGGT 40 20 48 20 187 20 60,107 59,078 35,100 45,100 1,029,355 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 137 GGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGGAGATGGTCCTTGCCTGAC TAGCAGGCTTGATGGGTCAA 40 17 48 20 184 20 60,107 59,009 35,100 31,800 1,098,606 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 20 141 GGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGGAGATGGTCCTTGCCTGAC GACATAGCAGGCTTGATGGGT 40 20 48 20 188 21 60,107 60,134 35,100 45,100 1,241,435 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 19 140 GGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGGAGATGGTCCTTGCCTGAC ACATAGCAGGCTTGATGGGTC 40 19 48 20 187 21 60,107 60,134 35,100 44,600 1,241,435 B 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 108 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC TAGCAGGCTTGATGGGTCAA 12 17 77 19 184 20 60,226 59,009 53,600 31,800 2,217,441 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 111 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC ACATAGCAGGCTTGATGGGT 12 20 77 19 187 20 60,226 59,078 53,600 45,100 2,148,190 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 111 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC ACATAGCAGGCTTGATGGGTC 12 19 77 19 187 21 60,226 60,134 53,600 44,600 2,360,271 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 152 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC GGGTTAAGGCCACAATCAGA 12 61 77 19 228 20 60,226 57,493 53,600 32,700 3,733,702 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 153 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC AGGGTTAAGGCCACAATCAGA 12 61 77 19 229 21 60,226 59,007 53,600 32,700 3,218,851 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:21125:42095 1 108 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 153 GCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgt GCGCGAATGTTACTTGCCC AGGGTTAAGGCCACAATCAG 12 62 77 19 229 20 60,226 57,486 53,600 29,000 3,740,753 A 234 GTAATGCCATTGAATGTCAAGGGGTGATGGTTGGATTCTCTGTTATTGGAGATGGTCCTTGCCTGACACTtgtgtgGCGCGAATGTTACTTGCCCCTTGTCAGCCCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAGCAGGAGTAGGTCACTTGACCCATCAAGCCTGCTATGTCTTCAATAAAATTATGTTTGATCTGATTGTGGCCTTAACCCTACTTG

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 1 1 2 20 241 CCTCTATGCTCAAGGCCATTGACAAACAGATTATTG CCTCTATGCTCAAGGCCATTGA AAGATTAATACTTACAAGGCACTGACT 124 20 15 22 255 27 60,159 58,678 25,700 34,100 10,480,802 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 2 16 143 GTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATGTCCAGATTTCACTAGAGGCCA ACTTACAAGGCACTGACTATGT 35 16 104 22 246 22 59,498 57,108 53,600 22,900 7,393,715 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 2 16 144 GGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATAGGTCCAGATTTCACTAGAGGCC ACTTACAAGGCACTGACTATGT 36 16 103 22 246 22 60,159 57,108 51,900 22,900 7,050,878 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 2 15 144 GGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATAGGTCCAGATTTCACTAGAGGCC ACTTACAAGGCACTGACTATGTT 36 15 103 22 246 23 60,159 57,771 51,900 27,100 7,387,830 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 3 20 240 CCTCTATGCTCAAGGCCATTGACAAACAGATTATTG CCTCTATGCTCAAGGCCATTGA AGATTAATACTTACAAGGCACTGACT 124 20 15 22 254 26 60,159 58,148 25,700 34,100 10,010,974 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 3 20 240 CCTCTATGCTCAAGGCCATTGACAAACAGATTATTG CCTCTATGCTCAAGGCCATTG AGATTAATACTTACAAGGCACTGACT 125 20 15 21 254 26 58,772 58,148 28,200 34,100 10,080,322 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 16 225 GCTCAAGGCCATTGACAAACAGATTATTGCATTACAGCTCAAGGCCATTGACAAACA ACTTACAAGGCACTGACTATGT 118 16 22 21 246 22 59,659 57,108 28,300 22,900 6,232,881 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 16 226 TGCTCAAGGCCATTGACAAACAGATTATTGCATTACTGCTCAAGGCCATTGACAAAC ACTTACAAGGCACTGACTATGT 119 16 21 21 246 22 59,659 57,108 29,300 22,900 6,232,881 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:23125:72737 1 161 48 20 1.5 AT TGTGTGTGTATATATATATATATATATATATATATATNA 0 0 5 15 225 GCTCAAGGCCATTGACAAACAGATTATTGCATTACAGCTCAAGGCCATTGACAAACA ACTTACAAGGCACTGACTATGTT 118 15 22 21 246 23 59,659 57,771 28,300 27,100 6,569,834 F 264 TAATAGGCTgggggCCTCTATGCTCAAGGCCATTGACAAACAGATTATTGCATTACAATTAAAACAGCTTTGAAGAAAACAGATTAAGATACTATTATAGATGGTCCAGATTTCACTAGAGGCCAATaaaaaGCTTATATTGGGAAGCATTCCAGCTATAtgtgtgtgtatatatatatatatatatatatatatatatatatatataCATACATACACATAAAACATAGTCAGTGCCTTGTAAGTATTAATCTTTATTTAATC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 18 10 133 CCTGGGCACTcacacacaTTCAGACCCGGGcacacaca CCTGGGCACTCACACACATT CGGTCTGAATGTGTGTGGGT 10 43 93 20 225 20 60,538 60,250 27,100 45,100 0.788352 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 10 140 CCTGGGCACTcacacacaTTCAGACCCGGGcacacaca CCTGGGCACTCACACACATT GAGTGCCCGGTCTGAATGTG 10 50 93 20 232 20 60,538 61,021 27,100 32,100 1,559,448 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 8 131 TGGGCACTcacacacaTTCAGACCCGGGcacacacacac TGGGCACTCACACACATTCA CGGTCTGAATGTGTGTGGGT 8 43 95 20 225 20 59,818 60,250 25,700 45,100 0.432594 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 8 140 TGGGCACTcacacacaTTCAGACCCGGGcacacacacac TGGGCACTCACACACATTCA GTGAGTGCCCGGTCTGAATG 8 52 95 20 234 20 59,818 61,021 25,700 26,700 1,203,689 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 8 140 TGGGCACTcacacacaTTCAGACCCGGGcacacacacac TGGGCACTCACACACATTCA GTGAGTGCCCGGTCTGAAT 8 53 95 20 234 19 59,818 59,703 25,700 25,700 1,479,014 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 123 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 20 1 205 TcacacacaTTCAGACCCGGACACTcacacacacacacaT TCACACACATTCAGACCCGG TCTGAATGTGTGTGGGTGCC 1 40 102 20 222 20 59,965 60,537 57,300 50,100 0.571899 F 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 1 18 2 162 cacacaTTCAGACCCGGACACTcacacacacacacaTTCACACACATTCAGACCCGGACA GGAGTGTGTGTGGGTGGG 2 2 21 20 182 18 59,965 59,887 40,200 46,100 2,147,895 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 2 163 cacacaTTCAGACCCGGACACTcacacacacacacaTTCACACACATTCAGACCCGGACA GGGAGTGTGTGTGGGTGG 2 3 21 20 183 18 59,965 59,887 40,200 46,100 2,147,895 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 2 164 cacacacaTTCAGACCCGGACACTcacacacacacacaTT CACACACATTCAGACCCGGA GGAGTGTGTGTGGGTGGG 4 2 19 20 182 18 59,965 59,887 51,400 46,100 2,147,895 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 2 202 cacacaTTCAGACCCGGACACTcacacacacacacaTTCACACACATTCAGACCCGGACA TCTGAATGTGTGTGGGTGCC 2 40 21 20 222 20 59,965 60,537 40,200 50,100 0.571899 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 2 205 cacacaTTCAGACCCGGACACTcacacacacacacaTTCACACACATTCAGACCCGGACA CGGTCTGAATGTGTGTGGGT 2 43 21 20 225 20 59,965 60,250 40,200 45,100 0.285051 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:26748:58796 1 43 120 20 3 AC CACACACACACACATTCAGACCTGGGCACCCACACANA 0 0 18 1 204 acacaTTCAGACCCGGACACTcacacacacacacaTTCAGACACATTCAGACCCGGACAC CGGTCTGAATGTGTGTGGGT 1 43 22 20 225 20 59,965 60,250 36,700 45,100 0.285191 G 234 CATTCAGACCCGGGCACTcacacacaTTCAGACCCGGACACTcacacacacacacaTTCAGACCTGGGCACCcacacacacacacaTTCAGACCTGGGCACTcacacacaTTCAGACCCGGGcacacacacacacacacacacacacacacacacacacacacccccACCcacacacaCTcccccccTCCCCTTAAGGCCCGGGCACCcacacacaTTCAGACCGGGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 25 183 AGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGAGGGATCATGGGTTAAGGGT CCCTCAGTCTCCCTTTCACT 51 25 66 20 248 20 57,696 58,349 43,400 34,100 3,954,188 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 25 226 gggAGGAGACAGAGGGTGTTAGGTAATAaagaagaa GGGAGGAGACAGAGGGTGTT CCCTCAGTCTCCCTTTCACT 94 25 23 20 248 20 60,546 58,349 33,200 34,100 2,196,076 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 25 246 AAACGCCATgagagaACCgggggAGGAGACAGAGGG AAACGCCATGAGAGAACCGG CCCTCAGTCTCCCTTTCACT 114 25 3 20 248 20 60,674 58,349 52,800 34,100 2,324,173 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 183 AGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGAGGGATCATGGGTTAAGGGT CCCTCAGTCTCCCTTTCACTC 51 24 66 20 248 21 57,696 59,447 43,400 35,100 3,856,452 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 183 AGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGAGGGATCATGGGTTAAGGGTT CCCTCAGTCTCCCTTTCACTC 50 24 66 21 248 21 58,415 59,447 41,100 35,100 4,137,566 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 226 gggAGGAGACAGAGGGTGTTAGGTAATAaagaagaa GGGAGGAGACAGAGGGTGT CCCTCAGTCTCCCTTTCACTC 95 24 23 19 248 21 59,921 59,447 41,600 35,100 2,632,230 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 226 gggAGGAGACAGAGGGTGTTAGGTAATAaagaagaa GGGAGGAGACAGAGGGTGTT CCCTCAGTCTCCCTTTCACTC 94 24 23 20 248 21 60,546 59,447 33,200 35,100 2,098,340 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 245 AACGCCATgagagaACCgggggAGGAGACAGAGGGT AACGCCATGAGAGAACCGG CCCTCAGTCTCCCTTTCACTC 114 24 4 19 248 21 60,079 59,447 52,800 35,100 2,631,919 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2207:27407:47597 1 137 67 20 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 246 AAACGCCATgagagaACCgggggAGGAGACAGAGGG AAACGCCATGAGAGAACCGG CCCTCAGTCTCCCTTTCACTC 114 24 3 20 248 21 60,674 59,447 52,800 35,100 2,226,437 G 280 GAAAACGCCATgagagaACCgggggAGGAGACAGAGGGTGTTAGGTAATAaagaagaagGGATGTAGGGATCATGGGTTAAGGGTTTTGGTGTCATTCTAGGGTCAACTTTGGGGTTAAAGGGGAATTGGAGAGGCagagagagagagagagagagagagagagagagagagagagGgagagaAAGTGAGCGGgagagagagaCTGAAAATAAGAGaaaaaCagagagagTGAAAGGGAGACTGAgggggAAATGGAAAGGGTAATGATagagagCTGAG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 33 171 CGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATT CGTGACTTAATCCAGCCTGC CGCCCTTTCACCTTCAAGTT 33 58 53 20 223 20 58,990 58,681 48,500 26,600 2,328,405 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 33 172 TCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCAT TCGTGACTTAATCCAGCCTGC CGCCCTTTCACCTTCAAGTT 33 58 52 21 223 20 60,406 58,681 48,500 26,600 2,724,102 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 32 171 CGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATT CGTGACTTAATCCAGCCTGCA CGCCCTTTCACCTTCAAGTT 32 58 53 21 223 20 60,676 58,681 44,100 26,600 2,994,291 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 4 139 GTTTGCTTGGCATTATTAACTTTAACATATTtatatataGTTTGCTTGGCATTATTAACTTTAACA CCTTCAAGTTAGTCATTTCCTCCT 4 44 75 27 213 24 58,016 58,190 24,100 36,900 14,793,819 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 3 139 TTTGCTTGGCATTATTAACTTTAACATATTtatatatataTTTGCTTGGCATTATTAACTTTAACAT ACCTTCAAGTTAGTCATTTCCTCC 3 45 76 27 214 24 57,282 58,438 27,100 43,000 15,279,621 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:14336:24708 1 106 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 3 139 TTTGCTTGGCATTATTAACTTTAACATATTtatatatataTTTGCTTGGCATTATTAACTTTAACAT ACCTTCAAGTTAGTCATTTCCTCCT 3 44 76 27 214 25 57,282 59,689 27,100 36,900 15,028,799 A 223 CAGTTCAAACCCTTTATAATAATTATGTGAGGAAAACAAAGTGCGCTTTTGTCGTGACTTAATCCAGCCTGCATGTTTGCTTGGCATTATTAACTTTAACATATTtatatatatatatatatatatatatatatatatatatataTGAATACAGCATTAAAATGTTGTAACTTATGTTTGTTATAAGTTAGGAGGAAATGACTAACTTGAAGGTGAAAGGGCG

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 117 76 20 2 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 6 17 156 CTTTGACTCCAGTTGGCTCGatatatatatatatatatGTACTTTGACTCCAGTTGGCTCG GGCAACTTATTCTCCCAGCT 23 17 74 20 229 20 58,848 57,573 50,300 42,400 3,578,510 D 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 117 76 20 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 15 156 CTTTGACTCCAGTTGGCTCGatatatatatatatatatGTACTTTGACTCCAGTTGGCTCG GGCAACTTATTCTCCCAGCTGA 23 15 74 20 229 22 58,848 60,356 50,300 42,600 3,507,792 D 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 117 76 20 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 16 156 CTTTGACTCCAGTTGGCTCGatatatatatatatatatGTACTTTGACTCCAGTTGGCTCG GGCAACTTATTCTCCCAGCTG 23 16 74 20 229 21 58,848 58,980 50,300 42,400 3,171,652 D 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 94 99 20 3 AT ATATATATATATATATATGTATGTATATATATATATANA 0 1 6 15 194 TGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttTGGTTTACCACAGAGGATCCA GGCAACTTATTCTCCCAGCTGA 37 15 36 21 229 22 58,373 60,356 34,100 42,600 4,982,910 G 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 94 99 20 3 AT ATATATATATATATATATGTATGTATATATATATATANA 0 0 7 16 194 TGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttTGGTTTACCACAGAGGATCCA GGCAACTTATTCTCCCAGCTG 37 16 36 21 229 21 58,373 58,980 34,100 42,400 4,646,770 G 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 94 99 20 3 AT ATATATATATATATATATGTATGTATATATATATATANA 0 0 7 16 194 TGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttTGGTTTACCACAGAGGATCCAA GGCAACTTATTCTCCCAGCTG 36 16 36 22 229 21 59,017 58,980 35,300 42,400 5,003,177 G 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:7760:63032 1 94 99 20 3 AT ATATATATATATATATATGTATGTATATATATATATANA 0 0 7 0 157 tCTTTGACTCCAGTTGGCTCGatatatatatatatatatGT TCTTTGACTCCAGTTGGCTCG GGCAACTTATTCTCCCAGCTG 0 16 73 21 229 21 60,270 58,980 50,300 42,400 3,290,290 G 243 CTAATTTGATTTCATGTGgagagaTATAAAAGCTTTGGTTTACCACAGAGGATCCAATAGGTTTCCCCtttttCTTTGACTCCAGTTGGCTCGatatatatatatatatatGTATGtatatatatatatatatatatatatatatatatatatataCCAATCATACTGCACAAAatatatatatatatatatAGACAGTATAGTCTATCAGCTGGGAGAATAAGTTGCCTTCAGCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 1 1 9 11 150 GCGACAGCAAGAGATACATGAagagagagGGAAAGAGCGACAGCAAGAGATACATGA TCATCTCCACCTCTCTCTCCC 41 11 12 21 161 21 58,186 59,783 30,700 43,000 4,030,947 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 0 0 12 9 147 GCGACAGCAAGAGATACATGAagagagagGGAAAGAGCGACAGCAAGAGATACATGA TCTCCACCTCTCTCTCCCTC 41 9 12 21 158 20 58,186 59,077 30,700 43,000 3,737,626 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 0 0 12 8 146 GCGACAGCAAGAGATACATGAagagagagGGAAAGAGCGACAGCAAGAGATACATGA CTCCACCTCTCTCTCCCTCT 41 8 12 21 157 20 58,186 59,074 30,700 36,900 3,740,562 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 0 0 13 9 132 ACATGAagagagagGGAAAGAGAAAGATGgagagaAAACATGAAGAGAGAGGGAAAGAGA TCTCCACCTCTCTCTCCCTC 24 9 27 23 158 20 58,317 59,077 31,000 43,000 5,605,921 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 0 0 13 8 131 ACATGAagagagagGGAAAGAGAAAGATGgagagaAAACATGAAGAGAGAGGGAAAGAGA CTCCACCTCTCTCTCCCTCT 24 8 27 23 157 20 58,317 59,074 31,000 36,900 5,608,856 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2208:9617:43712 1 74 56 20 2 AG AGAGAGAGAGATAGATAGAGAGAGAGAGAGAGA NA 0 0 15 9 120 agGGAAAGAGAAAGATGgagagaAAGATACTGAAAaAGGGAAAGAGAAAGATGGAGAGA TCTCCACCTCTCTCTCCCTC 12 9 39 23 158 20 58,307 59,077 31,000 43,000 5,616,777 G 199 AAACAGATTGAGCGACAGCAAGAGATACATGAagagagagGGAAAGAGAAAGATGgagagaAAGATACTGAAAagagagagagATAGATagagagagagagagagagagagagagagagagagagagagATAGAAATAGAGGgagagagaGGTGGAGATGAagagagTTGGGGAGAGTgagagaTATTTATTGGCATAG

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 16 11 142 atgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgt ATGTGTATGTGTATGTTTGTGTGT TCGCTCATGCACGTAGAAACT 11 24 38 24 179 21 57,124 60,068 37,200 26,600 7,943,794 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 10 126 tgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtg TGTGTATGTGTATGTTTGTGTGTT GAAACTCACTCGCACGGAGA 10 10 39 24 164 20 57,314 60,039 33,200 37,100 6,724,964 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 10 141 tgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtg TGTGTATGTGTATGTTTGTGTGTT TCGCTCATGCACGTAGAAACT 10 24 39 24 179 21 57,314 60,068 33,200 26,600 7,753,372 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 10 147 tgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtg TGTGTATGTGTATGTTTGTGTGTT TCAAATTCGCTCATGCACGT 10 31 39 24 185 20 57,314 58,844 33,200 44,900 7,841,415 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 122 tgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtg TGTGTATGTGTATGTTTGTGTGTT CTCACTCGCACGGAGACATT 10 6 39 24 160 20 57,314 60,109 33,200 27,100 6,794,612 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:10551:62804 1 73 62 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 5 121 tgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtg TGTGTATGTGTATGTTTGTGTGTT TCACTCGCACGGAGACATTC 10 5 39 24 159 20 57,314 60,109 33,200 26,700 6,794,799 F 199 CTTAGAGGGATAGAGATTACCTGttttttATCtgtgtatgtgtatgtgtaTGTTtgtgtgTTTGTAAGTACTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagtgtgtgtgtgCATGTGAATGTCTCCGTGCGAGTGAGTTTCTACGTGCATGAGCGAATTTGATTTTGAATGTATTA

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 2 97 CTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtg CTGTATGCACTTCAAGGGTGA CCGCTGGTGGGAGTTTGTAA 2 14 10 21 106 20 57,942 60,251 40,200 24,100 3,308,523 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 2 98 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTGA CCGCTGGTGGGAGTTTGTAA 2 14 9 22 106 20 59,363 60,251 40,200 24,100 2,887,936 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 2 196 CTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtg CTGTATGCACTTCAAGGGTGA CCTTGCCTGTCCCAGTGTAA 2 113 10 21 205 20 57,942 59,600 40,200 24,100 3,458,182 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 2 197 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTGA CCTTGCCTGTCCCAGTGTAA 2 113 9 22 205 20 59,363 59,600 40,200 24,100 3,037,595 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 197 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTG CCTTGCCTGTCCCAGTGTAA 3 113 9 21 205 20 57,942 59,600 46,100 24,100 3,458,182 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 147 CTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtg CTGTATGCACTTCAAGGGTGA CCCAGTAGGAAGGCCATCTG 2 64 10 21 156 20 57,942 59,528 40,200 29,000 3,529,586 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 148 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTGA CCCAGTAGGAAGGCCATCTG 2 64 9 22 156 20 59,363 59,528 40,200 29,000 3,108,999 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 178 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTGA AAATTGCGGTGAGGTCAGGG 2 94 9 22 186 20 59,363 60,609 40,200 44,500 3,246,513 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:25601:43694 1 33 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 122 tCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgt TCTGTATGCACTTCAAGGGTGA TTTACAGCCACCCTGCCTAC 2 38 9 22 130 20 59,363 59,673 40,200 31,800 2,964,309 F 224 TCTGtttttCTGTATGCACTTCAAGGGTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAggggggCAGAATTTTACAAACTCCCACCAGCGGGTTTGTAGGCAGGGTGGCTGTAAAATTTCTCAGATGGCCTTCCTACTGGGCTCCCGCCTGCCCTGACCTCACCGCAATTTTACACTGGGACAGGCAAGGCCAAGACCGGCCCGCCCTC

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 1 3 9 233 gtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgGTGTATCAATGAGCACGCACA GGAATATCCCGGCCAGTGTC 9 101 34 21 266 20 59,268 60,250 45,700 36,700 1,982,047 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 5 10 234 tgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtTGTGTATCAATGAGCACGCAC GGAATATCCCGGCCAGTGTC 10 101 33 21 266 20 59,268 60,250 53,400 36,700 1,982,047 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 5 8 232 tgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtTGTATCAATGAGCACGCACAC GGAATATCCCGGCCAGTGTC 8 101 35 21 266 20 59,268 60,250 38,200 36,700 1,982,047 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 6 10 159 tgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtTGTGTATCAATGAGCACGCAC TTTCCTGTGTCCTTCTGATGAT 10 24 33 21 191 22 59,268 57,084 53,400 24,500 6,647,750 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 6 9 158 gtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgGTGTATCAATGAGCACGCACA TTTCCTGTGTCCTTCTGATGAT 9 24 34 21 191 22 59,268 57,084 45,700 24,500 6,647,750 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 6 8 157 tgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtTGTATCAATGAGCACGCACAC TTTCCTGTGTCCTTCTGATGAT 8 24 35 21 191 22 59,268 57,084 38,200 24,500 6,647,750 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 7 12 240 AgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtg AGTGTGTATCAATGAGCACGC CCATGGAATATCCCGGCCAG 12 105 31 21 270 20 58,997 60,323 53,400 48,500 2,325,402 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 8 12 240 GAgtgtgtATCAATGAGCACGCACACGCGCATGAgtg GAGTGTGTATCAATGAGCACGC CATGGAATATCCCGGCCAGT 12 104 30 22 269 20 59,970 59,598 53,400 40,000 2,431,466 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2209:31071:8904 1 64 82 20 3 AC GTGTGTGTGTGTCTGGGCACGAGTGTGTGTGTGAGNA 0 0 8 12 241 GAgtgtgtATCAATGAGCACGCACACGCGCATGAgtg GAGTGTGTATCAATGAGCACGC CCATGGAATATCCCGGCCAG 12 105 30 22 270 20 59,970 60,323 53,400 48,500 2,352,544 G 275 TGAGTGTAtgtgtgCATAtgtgtgAGAGTGAgtgtgtATCAATGAGCACGCACACGCGCATGAgtgtgtgtgtgtCTGGGCACGAgtgtgtgtgtGAGTGCATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTGTTTGCCTTCGGGGAACCAATATCATCAGAAGGACACAGGAAAATAACACTGACACATTAAATGCAGAGAAATGCAGGTTGAAACCATAGCCAAATAAGACACTGGCCGGGATATTCCATGGGGCAT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 1 1 2 27 180 TCACAACACCTGAAATGTATGCGACTAACACGCATTTCACAACACCTGAAATGTATGCG GGCCTGCAACACTTTGTCAA 27 59 24 23 203 20 59,812 59,541 47,300 31,800 3,647,743 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 0 0 2 27 196 TCACAACACCTGAAATGTATGCGACTAACACGCATTTCACAACACCTGAAATGTATGCG AAAGGGAATCCTCCAGGGCC 27 75 24 23 219 20 59,812 61,585 47,300 58,000 4,772,971 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 0 0 2 26 179 CACAACACCTGAAATGTATGCGACTAACACGCATTCCACAACACCTGAAATGTATGCGA GGCCTGCAACACTTTGTCAA 26 59 25 23 203 20 59,812 59,541 51,000 31,800 3,647,743 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 0 0 2 26 195 CACAACACCTGAAATGTATGCGACTAACACGCATTCCACAACACCTGAAATGTATGCGA AAAGGGAATCCTCCAGGGCC 26 75 25 23 219 20 59,812 61,585 51,000 58,000 4,772,971 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 0 0 2 25 178 ACAACACCTGAAATGTATGCGACTAACACGCATTCCACAACACCTGAAATGTATGCGAC GGCCTGCAACACTTTGTCAA 25 59 26 23 203 20 59,812 59,541 51,900 31,800 3,647,949 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29173:52977 1 74 51 20 1.5 AC ACACACACACGCACACACACACACACACACACACACNA 0 0 2 25 194 ACAACACCTGAAATGTATGCGACTAACACGCATTCCACAACACCTGAAATGTATGCGAC AAAGGGAATCCTCCAGGGCC 25 75 26 23 219 20 59,812 61,585 51,900 58,000 4,773,177 B 228 aaaaaTAGGATAAATGTTTATTTTCACAACACCTGAAATGTATGCGACTAACACGCATTCCCCAAACATGCAGacacacacacGcacacacacacacacacacacacacacacacacacacacaCTTAGATTACTAACAGAATAACAAGAAACAAATCAATTGTTTAACTGTTTAAATGGAGGTTGACAAAGTGTTGCAGGCCCTGGAGGATTCCCTTTTGATTCCTT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 11 120 TCCGTCATGTCAGATGATTTCCATTCCATTAACTACATCCGTCATGTCAGATGATTTCCA AGTCCGTGTGTCCGTATGTA 14 11 136 23 255 20 59,802 58,175 35,300 22,900 5,022,639 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 243 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA AGTCCGTGTGTCCGTATGTA 140 11 13 20 255 20 57,832 58,175 51,000 22,900 3,993,416 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 5 239 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA CGTGTGTCCGTATGTATGTGAA 140 5 13 20 251 22 57,832 58,496 51,000 31,800 5,672,217 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 12 121 TCCGTCATGTCAGATGATTTCCATTCCATTAACTACATCCGTCATGTCAGATGATTTCCA TAGTCCGTGTGTCCGTATGT 14 12 136 23 256 20 59,802 58,175 35,300 22,900 5,022,639 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 12 244 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA TAGTCCGTGTGTCCGTATGT 140 12 13 20 256 20 57,832 58,175 51,000 22,900 3,993,416 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 8 118 TCCGTCATGTCAGATGATTTCCATTCCATTAACTACATCCGTCATGTCAGATGATTTCCA TCCGTGTGTCCGTATGTATGT 14 8 136 23 253 21 59,802 58,906 35,300 22,900 5,291,439 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 8 188 ACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAA ACAATCTGAAGCTTTAGCCATTT TCCGTGTGTCCGTATGTATGT 84 8 66 23 253 21 57,010 58,906 23,200 22,900 8,084,011 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 8 189 ACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAA ACAATCTGAAGCTTTAGCCATTT GTCCGTGTGTCCGTATGTATGT 84 8 66 23 254 22 57,010 60,159 23,200 22,900 8,149,458 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 8 241 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA TCCGTGTGTCCGTATGTATGT 140 8 13 20 253 21 57,832 58,906 51,000 22,900 4,262,216 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 6 187 ACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAA ACAATCTGAAGCTTTAGCCATTT CCGTGTGTCCGTATGTATGTGA 84 6 66 23 252 22 57,010 60,159 23,200 35,800 8,149,472 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 6 239 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA CGTGTGTCCGTATGTATGTGA 140 6 13 20 251 21 57,832 57,860 51,000 35,800 5,307,929 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:29579:14406 1 173 52 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 2 237 TCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAA TCAGATGCAAACTTCTCGCA TGTGTCCGTATGTATGTGAAGGT 140 2 13 20 249 23 57,832 59,488 51,000 35,000 5,680,655 F 257 CAGCCTATACTTTCAGATGCAAACTTCTCGCatatatCTaaaaaTGCGAATTATCGTTAACACTTACAATCTGAAGCTTTAGCCAtttttACTTATTTAGCAATTCAAAACTGGCCTAtttttATTTACATCAAATCCGTCATGTCAGATGATTTCCATTCCATTAACTACAtctctctctctctctctctctctctctctctctctctctcacacacacacacTTACCTTCACATACATACGGacacacGGACTAT

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 1 1 2 14 199 ATTAACTATCTCATGTTGACAGCATGTTCTACAGCC ATTAACTATCTCATGTTGACAGCATG GGGACCATTACTAAACACACAGTG 14 69 17 26 215 24 57,849 59,545 40,600 36,600 12,605,644 G 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 2 0 135 AGCATGTTCTACAGCCCTGTacacacacacacacacacA AGCATGTTCTACAGCCCTGT AGTTGCCAGAACCGCTCTC 0 30 37 20 171 19 59,013 60,004 40,000 32,000 1,991,734 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 14 198 TTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTTTAACTATCTCATGTTGACAGCATG GGGACCATTACTAAACACACAGT 14 70 18 25 215 23 57,456 58,351 40,600 35,500 12,192,598 G 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 14 198 TTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTTTAACTATCTCATGTTGACAGCATG GGGACCATTACTAAACACACAGTG 14 69 18 25 215 24 57,456 59,545 40,600 36,600 11,998,451 G 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 1 149 CAGCATGTTCTACAGCCCTGTacacacacacacacacac CAGCATGTTCTACAGCCCTG GCTGGTGAACTTGAGTTGCC 1 42 36 20 184 20 58,623 59,688 44,500 45,200 1,688,645 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 0 139 AGCATGTTCTACAGCCCTGTacacacacacacacacacA AGCATGTTCTACAGCCCTGT CTTGAGTTGCCAGAACCGCT 0 33 37 20 175 20 59,013 60,886 40,000 55,200 1,873,784 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 0 148 AGCATGTTCTACAGCCCTGTacacacacacacacacacA AGCATGTTCTACAGCCCTGT GCTGGTGAACTTGAGTTGCC 0 42 37 20 184 20 59,013 59,688 40,000 45,200 1,299,397 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 3 0 149 CAGCATGTTCTACAGCCCTGTacacacacacacacacac CAGCATGTTCTACAGCCCTGT GCTGGTGAACTTGAGTTGCC 0 42 36 21 184 20 60,339 59,688 40,000 45,200 1,651,541 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2210:5112:63788 1 57 66 20 2 AC ACACACACACACACACACAAACACAAACACACACA NA 0 0 4 0 138 AGCATGTTCTACAGCCCTGTacacacacacacacacacA AGCATGTTCTACAGCCCTGT TTGAGTTGCCAGAACCGCTC 0 32 37 20 174 20 59,013 60,885 40,000 50,300 1,871,998 D 230 ATTAGCCATGATATTTATTAACTATCTCATGTTGACAGCATGTTCTACAGCCCTGTacacacacacacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacATACGCTACAGGCTGCATTATTTATAGAGTGAGAGCGGTTCTGGCAACTCAAGTTCACCAGCATGGAAACACtgtgtgTTTAGTAATGGTcccccTGCCAGGTTATGG

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 22 144 ATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAATCCCAGCCTGTGTGTGC AATGACACACACGCACACAC 22 30 2 18 145 20 59,965 59,623 45,700 38,200 2,411,539 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 22 145 ATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAATCCCAGCCTGTGTGTGC CAATGACACACACGCACACA 22 31 2 18 146 20 59,965 59,623 45,700 37,200 2,411,189 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 22 147 ATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAATCCCAGCCTGTGTGTGC CACAATGACACACACGCACA 22 33 2 18 148 20 59,965 59,623 45,700 45,700 2,411,189 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 125 ACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtg ACGTCAGTGTATGTGCCAGA CAATGACACACACGCACACA 0 31 22 20 146 20 59,034 59,623 38,600 37,200 1,342,681 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 1 113 CACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgt CACGTCAGTGTATGTGCCAG GCACACACTGACGCATACAC 1 18 21 20 133 20 58,929 59,836 48,500 29,000 1,234,609 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:1367:38702 1 42 54 20 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 112 ACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtg ACGTCAGTGTATGTGCCAGA GCACACACTGACGCATACAC 0 18 22 20 133 20 59,034 59,836 38,600 29,000 1,129,967 F 190 NATCCCAGCCtgtgtgtgCGCACGTCAGTGTATGTGCCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAtgtgtgGgtgtgtGCATATTGgtgtgtCtgtgtgTATGCGTCAgtgtgtGCgtgtgtgtCATTGTGATGAAAATATAATAACTTTCATAATATTATTGTGATTTATTN

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 1 1 6 29 241 AGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCA AGAGTCTGTCTGTATGCTTCCC AGCAACCACTGTCACAATAACA 29 33 21 22 261 22 59,237 58,449 39,700 24,100 6,314,268 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 6 28 240 GAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgGAGTCTGTCTGTATGCTTCCCT AGCAACCACTGTCACAATAACA 28 33 22 22 261 22 59,237 58,449 42,000 24,100 6,314,268 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 8 26 240 GTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtGTCTGTCTGTATGCTTCCCTGT CAAGCAACCACTGTCACAATAACA 26 33 24 22 263 24 59,765 60,202 40,000 24,100 6,436,908 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 8 8 207 GTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTT GTCTGTATGCTTCCCTGTGTGA TCTCCCTCAGCAACACACAC 22 8 28 22 234 20 60,028 59,893 35,800 38,200 2,134,819 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 8 0 186 tgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgTGAATTCATTCATGTGTGTTTCACA TCCCTCAGCAACACACACAT 0 6 47 25 232 20 58,196 59,526 35,800 32,100 7,277,397 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 8 0 188 tgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgTGAATTCATTCATGTGTGTTTCACA TCTCCCTCAGCAACACACAC 0 8 47 25 234 20 58,196 59,893 35,800 38,200 6,910,350 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 9 8 208 TGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTT TGTCTGTATGCTTCCCTGTGT TCTCCCTCAGCAACACACAC 24 8 27 21 234 20 59,022 59,893 37,200 38,200 2,084,562 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 10 8 209 CTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgT CTGTCTGTATGCTTCCCTGTGT TCTCCCTCAGCAACACACAC 24 8 26 22 234 20 60,028 59,893 37,200 38,200 2,134,453 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:7141:14107 1 72 135 20 3 AC GTGTGTGTGTGTGTGTGTGTGCACGTGTGTGGGTGNA 0 0 10 0 187 tgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgTGAATTCATTCATGTGTGTTTCACA CTCCCTCAGCAACACACACA 0 7 47 25 233 20 58,196 60,179 35,800 37,200 6,982,690 G 263 tgtgtgtgtgtgTATGTTTGAGAGTCTGTCTGTATGCTTCCCtgtgtgAATTCATTCAtgtgtgTTTCACAgtgtgtgtgtgtgtgtgtgtGCACgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGTGAtttttttGTTTGTTGTGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTTGAAtgtgtgtgTTGCTGAGGGAGATAAATTGTTATTGTGACAGTGGTTGCTTG

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 3 2 164 AAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAAAAGGGCAGAGGAATGGCTT GCTAACGCTTTCACTTGGAAT 81 2 78 20 241 21 59,589 57,168 43,500 30,100 4,242,772 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 2 165 CAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTCAAAGGGCAGAGGAATGGCT GCTAACGCTTTCACTTGGAAT 82 2 77 20 241 21 60,324 57,168 47,500 30,100 4,155,806 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 3 2 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGGTAGTGAGACTTCAGTTACACA GCTAACGCTTTCACTTGGAAT 155 2 1 23 241 21 57,551 57,168 37,200 30,100 9,280,822 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 163 AAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGAAGGGCAGAGGAATGGCTTT GCTAACGCTTTCACTTGGAAT 80 2 79 20 241 21 59,589 57,168 35,100 30,100 4,242,772 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 201 GGACAAGCAAAGGAACGGGAAaataataatTAGAAG GGACAAGCAAAGGAACGGGA GCTAACGCTTTCACTTGGAAT 118 2 41 20 241 21 60,536 57,168 51,400 30,100 4,368,174 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 202 TGGACAAGCAAAGGAACGGGAAaataataatTAGAA TGGACAAGCAAAGGAACGGG GCTAACGCTTTCACTTGGAAT 119 2 40 20 241 21 60,822 57,168 52,800 30,100 4,653,425 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 2 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGGTAGTGAGACTTCAGTTACACAA GCTAACGCTTTCACTTGGAAT 154 2 1 24 241 21 58,160 57,168 33,300 30,100 9,671,336 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 1 201 GGACAAGCAAAGGAACGGGAAaataataatTAGAAG GGACAAGCAAAGGAACGGGA GCTAACGCTTTCACTTGGAATT 118 1 41 20 241 22 60,536 57,839 51,400 21,700 4,697,196 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 1 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGGTAGTGAGACTTCAGTTACACA GCTAACGCTTTCACTTGGAATT 155 1 1 23 241 22 57,551 57,839 37,200 21,700 9,609,843 B 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 2 103 GGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGGGAAGGAGAGTAAAGAGTGCG GCTAACGCTTTCACTTGGAAT 18 2 139 22 241 21 60,418 57,168 53,400 30,100 6,249,229 A 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 1 103 GGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGGGAAGGAGAGTAAAGAGTGCG GCTAACGCTTTCACTTGGAATT 18 1 139 22 241 22 60,418 57,839 53,400 21,700 6,578,251 A 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2211:9211:67656 1 179 40 20 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 2 102 GGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGGGAAGGAGAGTAAAGAGTGCGA GCTAACGCTTTCACTTGGAAT 17 2 140 22 241 21 59,508 57,168 51,000 30,100 6,324,199 A 241 GGTAGTGAGACTTCAGTTACACAAAGAGAAGATTGGATTTGGACAAGCAAAGGAACGGGAAaataataatTAGAAGCAAAGGGCAGAGGAATGGCTTTTGAAAGGTAACTTAGGAAGATACGagaaagaaagaaAACAGGGAAGGAGAGTAAAGAGTGCGAAGATAGAGAAAGAGGAAagagagagagagagagagagagagagagagagagagagagAAATTCCAAGTGAAAGCGTTAGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 1 1 7 2 134 ACTAACGcacacaTGGGCATACACATATGCcacacaAAACTAACGCACACATGGGCAT TGCGTGCATGCATTTGTGC 10 2 117 20 250 19 60,322 61,023 44,000 45,700 2,345,132 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 7 2 136 TCACTAACGcacacaTGGGCATACACATATGCcacaca TCACTAACGCACACATGGGC TGCGTGCATGCATTTGTGC 12 2 115 20 250 19 60,953 61,023 53,600 45,700 2,976,147 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 8 2 131 AACGcacacaTGGGCATACACATATGCcacacaAAaca AACGCACACATGGGCATACA TGCGTGCATGCATTTGTGC 7 2 120 20 250 19 60,608 61,023 22,900 45,700 2,630,437 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 10 17 232 TCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctct TCTCTACCTCGCTCTGTCACT AGTGTCTGTTTGCATGTGCG 91 17 35 21 266 20 59,720 59,691 34,100 53,400 1,588,243 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 16 231 TCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctct TCTCTACCTCGCTCTGTCACT GTGTCTGTTTGCATGTGCGT 91 16 35 21 265 20 59,720 59,971 34,100 52,400 1,308,859 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 16 262 ACTGTTTGAAACACTCACACTGAAATATCATTCTCTAACTGTTTGAAACACTCACACTGA GTGTCTGTTTGCATGTGCGT 120 16 4 23 265 20 58,677 59,971 34,100 52,400 4,352,717 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 189 GCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTGCGCCTCTCTCTGTTTCTCT TGTCTGTTTGCATGTGCGTG 51 15 76 20 264 20 59,470 59,971 31,000 53,400 0.559455 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 190 TGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTGCGCCTCTCTCTGTTTCTC TGTCTGTTTGCATGTGCGTG 52 15 75 20 264 20 59,755 59,971 28,700 53,400 0.274161 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 192 tcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCATCTGCGCCTCTCTCTGTTTC TGTCTGTTTGCATGTGCGTG 54 15 73 20 264 20 59,755 59,971 27,800 53,400 0.274161 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 202 TTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcaTTTCTGTCTCTCTGCGCCTC TGTCTGTTTGCATGTGCGTG 64 15 63 20 264 20 59,755 59,971 47,000 53,400 0.274161 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 230 TCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctct TCTCTACCTCGCTCTGTCACT TGTCTGTTTGCATGTGCGTG 91 15 35 21 264 20 59,720 59,971 34,100 53,400 1,308,726 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 261 ACTGTTTGAAACACTCACACTGAAATATCATTCTCTAACTGTTTGAAACACTCACACTGA TGTCTGTTTGCATGTGCGTG 120 15 4 23 264 20 58,677 59,971 34,100 53,400 4,352,584 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 15 262 GACTGTTTGAAACACTCACACTGAAATATCATTCTC GACTGTTTGAAACACTCACACTGA TGTCTGTTTGCATGTGCGTG 120 15 3 24 264 20 59,608 59,971 34,100 53,400 4,420,997 D 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 10 148 ACTAACGcacacaTGGGCATACACATATGCcacacaAAACTAACGCACACATGGGCAT TGTCTGTTTGCATGTGCGTG 10 15 117 20 264 20 60,322 59,971 44,000 53,400 0.351623 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:10257:24145 1 147 83 20 2 AC CACACAAAACACACGCACACACACACACACACACA NA 0 0 12 10 149 ACTAACGcacacaTGGGCATACACATATGCcacacaAAACTAACGCACACATGGGCAT GTGTCTGTTTGCATGTGCGT 10 16 117 20 265 20 60,322 59,971 44,000 52,400 0.351756 G 289 CAGACTGTTTGAAACACTCACACTGAAATATCATTCTCTACCTCGCTCTGTCACTTTATCCCTTTCTGtctctcTGCGCctctctctGTTtctctcTGCctctctcacacacaCTCACTAACGcacacaTGGGCATACACATATGCcacacaAAacacacGcacacacacacacacacacacacacacacacacacacacaCTCcacacaTAGTAATAAacacacacacATGCACAAATGCATGCACGCACATGCAAACAGACACTCAAGTTAAACATCCATCACATGC

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 5 131 GGacacacCGtctctctcTATCTCTATCTAtctctctctctctc GGACACACCGTCTCTCTCTA AGAATGTGTGTGCGTGCATG 10 5 98 20 228 20 57,889 59,761 24,300 40,600 2,349,984 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 4 130 GGacacacCGtctctctcTATCTCTATCTAtctctctctctctc GGACACACCGTCTCTCTCTA GAATGTGTGTGCGTGCATGA 10 4 98 20 227 20 57,889 59,762 24,300 30,700 2,348,926 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 4 165 TGtctctcACATGcacacaAAAATAACTATCTAACGGac TGTCTCTCACATGCACACAA GAATGTGTGTGCGTGCATGA 45 4 63 20 227 20 57,382 59,762 33,300 30,700 2,856,466 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 4 166 tTGtctctcACATGcacacaAAAATAACTATCTAACGGa TTGTCTCTCACATGCACACA GAATGTGTGTGCGTGCATGA 46 4 62 20 227 20 57,382 59,762 37,200 30,700 2,856,466 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 3 129 GGacacacCGtctctctcTATCTCTATCTAtctctctctctctc GGACACACCGTCTCTCTCTA AATGTGTGTGCGTGCATGAG 10 3 98 20 226 20 57,889 59,761 24,300 29,000 2,349,984 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 128 76 20 2 AG TCTCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 3 164 TGtctctcACATGcacacaAAAATAACTATCTAACGGac TGTCTCTCACATGCACACAA AATGTGTGTGCGTGCATGAG 45 3 63 20 226 20 57,382 59,761 33,300 29,000 2,857,524 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 175 20 3 AG ACACACACACACAGTAAAACTCACATGCATATATTGNA 0 1 10 1 228 AGACAAACTTTCTATTtctctcACTCATacacacacacacAAGACAAACTTTCTATTTCTCTCACTCA AGAATGTGTGTGCGTGCATG 1 5 1 27 228 20 58,575 59,761 34,100 40,600 8,664,000 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 175 20 3 AG ACACACACACACAGTAAAACTCACATGCATATATTGNA 0 0 12 1 227 AGACAAACTTTCTATTtctctcACTCATacacacacacacAAGACAAACTTTCTATTTCTCTCACTCA GAATGTGTGTGCGTGCATGA 1 4 1 27 227 20 58,575 59,762 34,100 30,700 8,662,942 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:20080:22634 1 29 175 20 3 AG ACACACACACACAGTAAAACTCACATGCATATATTGNA 0 0 14 1 226 AGACAAACTTTCTATTtctctcACTCATacacacacacacAAGACAAACTTTCTATTTCTCTCACTCA AATGTGTGTGCGTGCATGAG 1 3 1 27 226 20 58,575 59,761 34,100 29,000 8,664,000 G 258 AGACAAACTTTCTATTtctctcACTCATacacacacacacAGTAAAACTCACATGCatatatTGtctctcACATGcacacaAAAATAACTATCTAACGGacacacCGtctctctcTATCTCTATCTAtctctctctctctctcTTtctctctctctctctctctctctctctctctctctctctcTGTCATtctctctctctcTTTCTCATGCACGcacacacaTTCTGTAACAAGTAGATtctctcATACCCGCAGA

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 8 59 241 CCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGCCTCAAGGCCTTTAATTTAGAGCT GCACATGCATGCACGTACAC 98 59 14 24 254 20 58,803 60,794 40,900 29,000 5,990,923 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 58 240 CCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGCCTCAAGGCCTTTAATTTAGAGC CACATGCATGCACGTACACA 99 58 14 23 253 20 57,493 59,484 40,900 37,200 6,023,124 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 58 240 CCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGCCTCAAGGCCTTTAATTTAGAGCT CACATGCATGCACGTACACA 98 58 14 24 253 20 58,803 59,484 40,900 37,200 5,713,133 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 4 142 AAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtg AAATGCTGTGGTGCCTGTGT CACATGCATGCACGTACACA 4 58 112 20 253 20 60,756 59,484 37,200 37,200 1,272,881 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 141 AAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtg AAATGCTGTGGTGCCTGTGT ACATGCATGCACGTACACAC 4 57 112 20 252 20 60,756 59,483 37,200 38,200 1,273,319 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 19 185 TTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACTTAGAGCTAGGCCATTCGGG CACGCACATGCACACCATAC 86 19 30 20 214 20 58,951 60,179 51,400 23,900 1,227,793 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 182 TTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACTTAGAGCTAGGCCATTCGGG GCACATGCACACCATACATG 86 16 30 20 211 20 58,951 57,802 51,400 32,100 3,246,393 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 183 TTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAATTTAGAGCTAGGCCATTCGGG GCACATGCACACCATACATG 86 16 29 21 211 20 59,584 57,802 51,400 32,100 3,614,193 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 184 ATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAATTTAGAGCTAGGCCATTCGGG GCACATGCACACCATACATG 86 16 28 22 211 20 59,961 57,802 51,400 32,100 4,236,876 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 191 GCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGAGCCTTTAATTTAGAGCTAGGCCA GCACATGCACACCATACATG 92 16 21 23 211 20 58,539 57,802 53,600 32,100 6,658,990 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 193 AGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGA AGGCCTTTAATTTAGAGCTAGGC GCACATGCACACCATACATG 94 16 19 23 211 20 58,280 57,802 39,300 32,100 6,917,838 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 16 195 CAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGCAAGGCCTTTAATTTAGAGCTAGGC GCACATGCACACCATACATG 94 16 17 25 211 20 59,991 57,802 39,300 32,100 7,206,902 B 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 103 AAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtg AAATGCTGTGGTGCCTGTGT CACGCACATGCACACCATAC 4 19 112 20 214 20 60,756 60,179 37,200 23,900 0.935634 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 40 206 TTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACTTAGAGCTAGGCCATTCGGG CACGCACATCATACACGCAC 86 40 30 20 235 20 58,951 60,247 51,400 53,400 1,295,863 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 38 204 TTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACTTAGAGCTAGGCCATTCGGG CGCACATCATACACGCACAC 86 38 30 20 233 20 58,951 60,247 51,400 38,200 1,295,863 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 34 200 TTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACTTAGAGCTAGGCCATTCGGG CATCATACACGCACACACGC 86 34 30 20 229 20 58,951 60,247 51,400 53,400 1,295,863 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 4 118 AAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtg AAATGCTGTGGTGCCTGTGT CATCATACACGCACACACGC 4 34 112 20 229 20 60,756 60,247 37,200 53,400 1,003,704 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:22059:15900 1 136 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 4 122 AAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtg AAATGCTGTGGTGCCTGTGT CGCACATCATACACGCACAC 4 38 112 20 233 20 60,756 60,247 37,200 38,200 1,003,704 F 270 CATGGCAATCCAGCCTCAAGGCCTTTAATTTAGAGCTAGGCCATTCGGGGTGATGACAGGAAACACTAATTGACACAAAGACTGGTGAAAATCTTGAACTTTCTCCCCACAAAATGCTGTGGTGCCtgtgtgGGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGGTGTGCAtgtgtgCATGTATGGTGTGCATGTGCgtgtgtGCGTGTATGATGTGCgtgtgtACGTGCATGCATGTGCgtgtgtgtgtGCATGT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 21 139 AGTCAAGTGTCAGGGATGTGGAAATTCCCAATATC AGTCAAGTGTCAGGGATGTGG AGACGAACAAATCTTCACGCA 21 36 28 21 166 21 59,651 58,520 41,700 52,400 3,828,863 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 20 138 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA AGACGAACAAATCTTCACGCA 20 36 29 21 166 21 59,652 58,520 40,200 52,400 3,827,544 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 20 178 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA CTCCTGCATGTCCCACAAGT 20 77 29 21 206 20 59,652 59,963 40,200 31,600 1,385,010 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 20 179 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA ACTCCTGCATGTCCCACAAG 20 78 29 21 207 20 59,652 59,963 40,200 31,600 1,385,010 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 21 199 AGTCAAGTGTCAGGGATGTGGAAATTCCCAATATC AGTCAAGTGTCAGGGATGTGG CCCACCTCCAATGGTTGTCA 21 97 28 21 226 20 59,651 59,888 41,700 35,800 1,461,244 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 122 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA ACGCAATGTGAAGCAACAAT 20 21 29 21 150 20 59,652 57,201 40,200 27,100 4,146,683 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 184 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA TTGTCACTCCTGCATGTCCC 20 83 29 21 212 20 59,652 59,963 40,200 44,600 1,384,439 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 197 TCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTCAAGTGTCAGGGATGTGGA CCCACCTCCAATGGTTGTCA 20 97 30 20 226 20 58,272 59,888 40,200 35,800 1,840,542 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 20 198 GTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCAGTCAAGTGTCAGGGATGTGGA CCCACCTCCAATGGTTGTCA 20 97 29 21 226 20 59,652 59,888 40,200 35,800 1,459,926 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 28 241 GGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCGGTCAGAAAGTCAAGTGTCAGG GGCCACTTGTGTAAGGAAGC 28 131 20 22 260 20 58,866 59,118 38,600 38,600 4,016,253 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 27 240 GTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCGTCAGAAAGTCAAGTGTCAGGG GGCCACTTGTGTAAGGAAGC 27 131 21 22 260 20 58,866 59,118 44,500 38,600 4,016,253 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:31456:15549 1 70 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 26 240 GTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCGTCAGAAAGTCAAGTGTCAGGGA GGCCACTTGTGTAAGGAAGC 26 131 21 23 260 20 60,181 59,118 42,000 38,600 4,063,260 F 263 TCACCAATAATGTTTTAATGGTCAGAAAGTCAAGTGTCAGGGATGTGGAAATTCCCAATATCCACTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGACaaaaaaCCTGAAGTAAAATTGTTGCTTCACATTGCGTGAAGATTTGTTCGTCTTCTTGCTTTATTACCCATTAACTTGTGGGACATGCAGGAGTGACAACCATTGGAGGTGGGGActgctgctgTCTGCTTCCTTACACAAGTGGCCACT

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 1 1 5 35 204 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA GCTTCAACTCAATACACTGAAACC 35 40 10 25 213 24 57,956 58,547 39,100 32,700 12,496,739 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 35 204 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA GCTTCAACTCAATACACTGAAACCA 35 39 10 25 213 25 57,956 59,991 39,100 36,700 12,052,574 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 35 205 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA AGCTTCAACTCAATACACTGAAACC 35 40 10 25 214 25 57,956 59,760 39,100 32,700 12,283,486 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 35 256 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA GGTTAACTTTCAACCGTCCAATCT 35 92 10 25 265 24 57,956 59,482 39,100 24,000 11,561,793 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 35 256 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA GGTTAACTTTCAACCGTCCAATC 35 93 10 25 265 23 57,956 58,209 39,100 26,700 11,834,839 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 35 256 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA GGTTAACTTTCAACCGTCCAAT 35 94 10 25 265 22 57,956 57,159 39,100 31,600 11,885,404 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 5 18 183 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA ACCAGACTTTGAAATCAATGACAGT 35 18 10 25 192 25 57,956 59,170 39,100 35,500 12,873,885 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 6 18 184 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA AACCAGACTTTGAAATCAATGACAGT 35 18 10 25 193 26 57,956 59,678 39,100 35,500 13,366,162 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:6137:72350 1 70 80 20 1.5 AT ATATATACATATATATATATATGTATATATGTATATANA 0 0 6 17 183 TTACAATGGTGTAAATCACAAAGCATTTTGAACATT TTACAATGGTGTAAATCACAAAGCA ACCAGACTTTGAAATCAATGACAGTT 35 17 10 25 192 26 57,956 59,678 39,100 31,600 13,366,162 B 271 TACTATAAATTACAATGGTGTAAATCACAAAGCATTTTGAACATTATATTTCAAAGTTTTCTAATGCACatatatACatatatatatatatGtatataTGtatatatatatatatatatatatatatatatatatatataGctctctctATAGATCCatatatGCAAACTGTCATTGATTTCAAAGTCTGGTTTCAGTGTATTGAGTTGAAGCTAGTAGATATGTGACTTCAATAGTTTTAAGATTGGACGGTTGAAAGTTAACCAAAAGC

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 13 0 140 ATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgt ATATGTCTGTGTGAGTGTGCCC TCACACACAAAGACAGACACA 0 30 62 22 201 21 60,355 57,673 53,600 37,200 5,681,944 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 29 193 TGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgt TGGTCTGTCAGAGATAATGTGTGT TCACACACAAAGACAGACACAC 51 29 9 24 201 22 59,472 59,000 37,200 38,200 7,528,246 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 27 191 TGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgt TGGTCTGTCAGAGATAATGTGTGT ACACACAAAGACAGACACACAG 51 27 9 24 199 22 59,472 58,997 37,200 36,600 7,530,997 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 136 ATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgATGTCTGTGTGAGTGTGCCC ACACACAAAGACAGACACACAG 0 27 64 20 199 22 60,250 58,997 53,600 36,600 3,253,258 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 138 ATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgATGTCTGTGTGAGTGTGCCC TCACACACAAAGACAGACACAC 0 29 64 20 201 22 60,250 59,000 53,600 38,200 3,250,508 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 140 ATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgt ATATGTCTGTGTGAGTGTGCCC TCACACACAAAGACAGACACAC 0 29 62 22 201 22 60,355 59,000 53,600 38,200 5,355,148 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 140 ATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgt ATATGTCTGTGTGAGTGTGCCC TCACACACAAAGACAGACACACA 0 28 62 22 201 23 60,355 60,556 53,600 37,200 5,911,112 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 28 192 TGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgt TGGTCTGTCAGAGATAATGTGTGT CACACACAAAGACAGACACACA 51 28 9 24 200 22 59,472 59,258 37,200 37,200 7,269,723 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:8207:8781 1 84 67 20 2 AC GTGTGTGTGTGAGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 137 ATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgATGTCTGTGTGAGTGTGCCC CACACACAAAGACAGACACACA 0 28 64 20 200 22 60,250 59,258 53,600 37,200 2,991,984 G 201 gagagaATTGGTCTGTCAGAGATAAtgtgtgTTtgtgtgtgTTTTAtgtgtgagagagAAAATATGTCtgtgtgAGTGTGCCCgtgtgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGTAtgtgtgtgtgTATACCTGTGTATGAGGAAGATAACATCtgtgtgTCTGTCTTtgtgtgtgA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 23 142 TTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTTTGCAGTTGACGTTGGGTC GTGTGGTGTTGTCAAGTGCG 23 39 80 20 221 20 59,264 60,248 44,600 53,400 0.984107 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 24 144 CATTTGCAGTTGACGTTGGGTCCCAATgaaagaaaga CATTTGCAGTTGACGTTGGGT GTGTGGTGTTGTCAAGTGCG 24 39 78 21 221 20 59,933 60,248 45,100 53,400 1,314,962 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 23 140 TTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTTTGCAGTTGACGTTGGGTC GTGGTGTTGTCAAGTGCGTT 23 37 80 20 219 20 59,264 59,550 44,600 48,400 1,186,237 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 39 194 TTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATA TTGTGGAGGAGTGCTAGACT GTGTGGTGTTGTCAAGTGCG 75 39 28 20 221 20 57,689 60,248 32,400 53,400 2,558,833 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 37 192 TTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATA TTGTGGAGGAGTGCTAGACT GTGGTGTTGTCAAGTGCGTT 75 37 28 20 219 20 57,689 59,550 32,400 48,400 2,760,963 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 140 TCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaag TCATTTGCAGTTGACGTTGGG GTGTTGTCAAGTGCGTTTGT 25 34 77 21 216 20 59,664 57,744 41,200 28,300 3,592,884 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 136 CAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACACAGTTGACGTTGGGTCCCAA GTGGTGTTGTCAAGTGCGTT 19 37 84 20 219 20 60,465 59,550 41,200 48,400 0.914919 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 138 CAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACACAGTTGACGTTGGGTCCCAA GTGTGGTGTTGTCAAGTGCG 19 39 84 20 221 20 60,465 60,248 41,200 53,400 0.712789 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 18 137 AGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATAGTTGACGTTGGGTCCCAAT GTGTGGTGTTGTCAAGTGCG 18 39 85 20 221 20 59,523 60,248 31,600 53,400 0.724825 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 39 195 TTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATATTTGTGGAGGAGTGCTAGACT GTGTGGTGTTGTCAAGTGCG 75 39 27 21 221 20 58,390 60,248 32,400 53,400 2,857,801 F 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 34 190 TTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATATTTGTGGAGGAGTGCTAGACT GTGTTGTCAAGTGCGTTTGT 75 34 27 21 216 20 58,390 57,744 32,400 28,300 4,866,192 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 32 190 TTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATATTTGTGGAGGAGTGCTAGACT GTGTTGTCAAGTGCGTTTGTAG 75 32 27 21 216 22 58,390 58,649 32,400 27,400 5,960,659 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 31 190 TTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATATTTGTGGAGGAGTGCTAGACT GTGTTGTCAAGTGCGTTTGTAGA 75 31 27 21 216 23 58,390 59,937 32,400 25,900 5,672,656 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 24 180 TTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATA TTGTGGAGGAGTGCTAGACT AGTGCGTTTGTAGAGCAGTCT 75 24 28 20 207 21 57,689 59,658 32,400 32,400 3,652,310 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 24 181 TTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATATTTGTGGAGGAGTGCTAGACT AGTGCGTTTGTAGAGCAGTCT 75 24 27 21 207 21 58,390 59,658 32,400 32,400 3,951,278 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 23 128 TTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTTTGCAGTTGACGTTGGGTC AGTGCGTTTGTAGAGCAGTCT 23 24 80 20 207 21 59,264 59,658 44,600 32,400 2,077,584 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 19 124 CAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACACAGTTGACGTTGGGTCCCAA AGTGCGTTTGTAGAGCAGTCT 19 24 84 20 207 21 60,465 59,658 41,200 32,400 1,806,265 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2212:9699:40618 1 123 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 18 123 AGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATAGTTGACGTTGGGTCCCAAT AGTGCGTTTGTAGAGCAGTCT 18 24 85 20 207 21 59,523 59,658 31,600 32,400 1,818,301 B 224 ATGtttttAATTTAATTAAATTTCCTTTTGTGGAGGAGTGCTAGACTATGAAGTTTGCCATAGTTACACAGTTCTTTCATTTGCAGTTGACGTTGGGTCCCAATgaaagaaagaaaTTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATCTATAGGGCATTATCCCTCCTAGACTGCTCTACAAACGCACTTGACAACACcacacaGA

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 11 0 137 TGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgt TGCATGTATGTATTCATGAACCTC ACACTCACACAAACTGTAATATTCACA 0 6 124 24 260 27 57,134 59,502 38,500 35,800 14,363,589 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 138 TGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgt TGCATGTATGTATTCATGAACCTC CACACTCACACAAACTGTAATATTCAC 0 7 124 24 261 27 57,134 59,201 38,500 31,800 14,664,526 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 16 171 TGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGCGTTTGTGTGAGTCTGTG GCACACACTCACACAAACTGT 34 16 94 20 264 21 58,994 59,531 36,600 35,500 2,474,606 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 17 171 GCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGCGTTTGTGTGAGTCTGTGT TGCACACACTCACACAAACTG 33 17 95 20 265 21 58,993 59,532 37,200 31,600 2,474,959 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 17 172 TGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGCGTTTGTGTGAGTCTGTG TGCACACACTCACACAAACTG 34 17 94 20 265 21 58,994 59,532 36,600 31,600 2,474,212 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 148 80 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 139 TGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgt TGCATGTATGTATTCATGAACCTC ACACACTCACACAAACTGTAATATTCA 0 8 124 24 262 27 57,134 59,502 38,500 25,700 14,363,589 F 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 1 10 6 239 ATCAGCCTGAGTGCACTGGTGCATGTGCATGAATG ATCAGCCTGAGTGCACTGG CACTCACACAAACTGTAATATTCACA 20 6 21 19 259 26 59,701 58,139 40,000 35,800 9,159,607 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 0 10 6 239 ATCAGCCTGAGTGCACTGGTGCATGTGCATGAATG ATCAGCCTGAGTGCACTGGT CACTCACACAAACTGTAATATTCACA 19 6 21 20 259 26 61,487 58,139 40,000 35,800 9,347,610 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 0 10 5 239 AATCAGCCTGAGTGCACTGGTGCATGTGCATGAAT AATCAGCCTGAGTGCACTGG ACTCACACAAACTGTAATATTCACAT 20 5 20 20 258 26 60,322 57,378 40,000 32,100 8,943,808 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 0 11 16 251 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG GCACACACTCACACAAACTGT 26 16 14 20 264 21 60,108 59,531 35,100 35,500 1,576,992 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 0 13 17 246 AATCAGCCTGAGTGCACTGGTGCATGTGCATGAAT AATCAGCCTGAGTGCACTGG TGCACACACTCACACAAACTG 20 17 20 20 265 21 60,322 59,532 40,000 31,600 1,790,404 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2213:26524:59815 1 60 168 20 2 AC TGTGTGTGTGTGTGTGTGTGTGCTTCTGTGTGTTTG NA 0 0 13 17 252 TCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGC TCTGCGAATCAGCCTGAGTG TGCACACACTCACACAAACTG 26 17 14 20 265 21 60,108 59,532 35,100 31,600 1,576,599 G 270 CTATTGCAGTGTTTCTGCGAATCAGCCTGAGTGCACTGGTGCATGTGCATGAATGCGAAtgtgtgtgtgtgtgtgtgtgtgCTTCtgtgtgTTTGCGTTtgtgtgAGTCTGTGTAATTGTGAATGCATGTATGTATTCATGAACCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagagagGTagagagagagagTGTTAATGTGAATATTACAGTTtgtgtgAgtgtgtGCAATTGT

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 1 1 12 1 138 TGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGC TGAGCCCTGTTTGTGTGTGA GCTCAAACACATACTTGAAGCTCT 5 1 66 20 203 24 59,746 59,546 35,800 40,900 4,708,282 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 12 1 186 GTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGTGAAGCGGAAGGTCCTACC GCTCAAACACATACTTGAAGCTCT 53 1 18 20 203 24 60,108 59,546 31,800 40,900 4,562,101 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 12 1 190 TTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTTTGAGTGAAGCGGAAGGTCC GCTCAAACACATACTTGAAGCTCT 57 1 14 20 203 24 59,965 59,546 44,600 40,900 4,488,715 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 13 3 139 TGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGC TGAGCCCTGTTTGTGTGTGA AGCTCAAACACATACTTGAAGCT 5 3 66 20 204 23 59,746 58,607 35,800 37,400 4,647,402 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 13 3 187 GTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGTGAAGCGGAAGGTCCTACC AGCTCAAACACATACTTGAAGCT 53 3 18 20 204 23 60,108 58,607 31,800 37,400 4,501,221 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 13 3 191 TTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTTTGAGTGAAGCGGAAGGTCC AGCTCAAACACATACTTGAAGCT 57 3 14 20 204 23 59,965 58,607 44,600 37,400 4,427,836 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 14 2 139 TGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGC TGAGCCCTGTTTGTGTGTGA AGCTCAAACACATACTTGAAGCTC 5 2 66 20 204 24 59,746 59,546 35,800 40,900 4,708,282 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 14 2 187 GTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGTGAAGCGGAAGGTCCTACC AGCTCAAACACATACTTGAAGCTC 53 2 18 20 204 24 60,108 59,546 31,800 40,900 4,562,101 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:13240:9765 1 91 88 20 3 AC GTGTGTGTGTGTGAGCTCTGAGATTTTGTGTGTGTGNA 0 0 14 2 191 TTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTTTGAGTGAAGCGGAAGGTCC AGCTCAAACACATACTTGAAGCTC 57 2 14 20 204 24 59,965 59,546 44,600 40,900 4,488,715 G 237 ACTGGAGTAGCAGTTGAGTGAAGCGGAAGGTCCTACCGCTCTTtctctcCTCCCAGGTaaaaaCTTGAGCCCTGTTtgtgtgtgAGCTCCgtgtgtgtgtgtGAGCTCTGAGATTTtgtgtgtgtgtgTCAGCTTCGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGCTTCAAGTATGTGTTTGAGCTTCGAgtgtgtgtgtACATGCATGTGAGCTTTGA

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 9 14 140 ACATATGATGACGCTGATAGAGTAATGCTGCCTCAGACATATGATGACGCTGATAGAGT TCAGGACACACACAGGCAC 29 14 46 23 185 19 57,026 59,854 32,400 50,100 7,119,940 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 9 181 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATGATTGAGGAGGGTATACAAGAAA GACACACACAGGCACACAGA 73 9 1 24 181 20 57,116 60,462 25,200 34,100 7,346,342 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 8 180 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATGATTGAGGAGGGTATACAAGAAA ACACACACAGGCACACAGAT 73 8 1 24 180 20 57,116 59,819 25,200 29,000 7,065,586 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 7 110 TGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgt TGCTGCCTCAGTTTCACTCT ACACACACAGGCACACAGAT 7 8 71 20 180 20 59,239 59,819 32,400 29,000 0.942300 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 7 111 TGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgt TGCTGCCTCAGTTTCACTCT GACACACACAGGCACACAGA 7 9 71 20 181 20 59,239 60,462 32,400 34,100 1,223,057 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:2889:46542 1 98 55 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 109 GCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtg GCTGCCTCAGTTTCACTCTG ACACACACAGGCACACAGAT 6 8 72 20 180 20 58,845 59,819 33,500 29,000 1,336,156 F 261 TGATTGAGGAGGGTATACAAGAAAACACAAAACTATAAGAGTTTTACATATGATGACGCTGATAGAGTAATGCTGCCTCAGTTTCACTCTGAGCTGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtCTATAAGTATCtgtgtgCCtgtgtgtgTCCTGAtgtgtgtgtgtgtgTCTCtgtgtgTAtgtgtgtgtgtgtgtgtgCGCAtgtgtgtgtgtgTAtgtgtgTTTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 36 155 CACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCACCCGAGCTCTTTCTCCC TGCTCCACATGCTTCATTTCC 36 39 102 19 256 21 59,781 59,179 43,000 31,300 3,039,913 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 36 157 CACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCACCCGAGCTCTTTCTCCC TGTGCTCCACATGCTTCATT 36 42 102 19 258 20 59,781 58,086 43,000 25,700 3,133,171 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 1 118 CACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCACCCGAGCTCTTTCTCCC AGCAATTTCCTCCATCAATCCA 36 1 102 19 219 22 59,781 58,015 43,000 34,100 5,204,521 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 118 CACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCACCCGAGCTCTTTCTCCC AGCAATTTCCTCCATCAATCCAG 36 0 102 19 219 23 59,781 59,041 43,000 38,600 5,178,191 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 119 GCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccc GCACCCGAGCTCTTTCTCC AGCAATTTCCTCCATCAATCCAG 37 0 101 19 219 23 60,449 59,041 37,100 38,600 5,407,514 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 36 167 CACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCACCCGAGCTCTTTCTCCC GCTCATGAATTGTGCTCCACA 36 51 102 19 268 21 59,781 59,186 43,000 41,700 3,033,787 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 59 203 TCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCT TCTGCTCAGTTAGAAAGCGGA GTGCCTTCTGAGCTCATGAA 59 63 77 21 279 20 59,107 57,895 55,400 25,700 3,998,143 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 51 192 TCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCT TCTGCTCAGTTAGAAAGCGGA GCTCATGAATTGTGCTCCACA 59 51 77 21 268 21 59,107 59,186 55,400 41,700 3,707,531 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2214:29559:54559 1 157 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 48 190 TCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCT TCTGCTCAGTTAGAAAGCGGA TCATGAATTGTGCTCCACATGC 59 48 77 21 266 22 59,107 59,835 55,400 40,600 4,057,964 F 279 ACACAGACAAGCATTTGCGTTTTGAGTGAGCTTTTGTACTGAGCTGCCAAttttttCTACTTAATGACATTCAGAATCTGCTCAGTTAGAAAGCGGAAGCGCACCCGAGCTCTTTCTCCCCACTTCCCGCACAcccccTCCCcacacacaAGCGTGcacacacacacacacacacacacacacacacacacacacaCTGGATTGATGGAGGAAATTGCtttttATTTCGCTTCCAGGAAATGAAGCATGTGGAGCACAATTCATGAGCTCAGAAGGCAC

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 11 17 213 TCTCCCTGtctctcAcactcactcactCTCACTCTCATacac TCTCCCTGTCTCTCACACTCA GGGAAGGTGAGAGGGTCTGT 17 115 17 21 229 20 59,575 60,546 34,100 34,100 1,970,996 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 17 247 TCTCCCTGtctctcAcactcactcactCTCACTCTCATacac TCTCCCTGTCTCTCACACTCA AGGACGAGAGAGAAAGAGCCT 17 148 17 21 263 21 59,575 59,995 34,100 45,800 2,430,899 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 117 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT AAGAGGCTGACTGGTGTGTG 15 21 19 21 135 20 59,854 59,893 34,100 38,200 1,253,400 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 144 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GTGGAGCTTAGTGTCGAGGG 15 48 19 21 162 20 59,854 59,826 34,100 43,000 1,319,652 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 149 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT ACGCTGTGGAGCTTAGTGTC 15 53 19 21 167 20 59,854 60,038 34,100 36,700 1,184,104 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc
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ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 150 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GACGCTGTGGAGCTTAGTGT 15 54 19 21 168 20 59,854 60,038 34,100 35,500 1,184,104 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 207 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT AGGTGAGAGGGTCTGTTGGG 15 111 19 21 225 20 59,854 60,838 34,100 41,200 1,984,067 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 211 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GGGAAGGTGAGAGGGTCTGT 15 115 19 21 229 20 59,854 60,546 34,100 34,100 1,691,493 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 244 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GGACGAGAGAGAAAGAGCCTG 15 147 19 21 262 21 59,854 59,866 34,100 48,500 2,280,119 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 245 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT AGGACGAGAGAGAAAGAGCCT 15 148 19 21 263 21 59,854 59,995 34,100 45,800 2,151,395 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 2 98 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GTGCGTGAGAGAGAGTGCAT 15 2 19 21 116 20 59,854 60,109 34,100 39,600 1,254,843 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:18802:52203 1 55 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 8 104 TCCCTGtctctcAcactcactcactCTCACTCTCATacacacaTCCCTGTCTCTCACACTCACT GTGTGTGTGCGTGAGAGAGA 15 8 19 21 122 20 59,854 59,969 34,100 31,000 1,176,718 F 270 cacacaACActctctATCTCCCTGtctctcAcactcactcactCTCACTCTCATacacacacacacacacacacacacacacacacacacacacTTATGCActctctctCACGcacacacaCCAGTCAGCCTCTTCTCCCACCCCTCGACACTAAGCTCCACAGCGTCTCACCTCTGGGcccccTAAGtctctcCTCCCTGAGGCCCCAACAGACCCTCTCACCTTCCCCTGTGGCCCTGACAGGCTCTTtctctctcGTCCTCAccccc

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 12 108 TGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgt TGCGCCTCAAGTGTGTACAT TGCTCATGCACACACAAACA 16 12 117 20 224 20 59,965 58,899 22,900 28,300 1,136,087 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 12 113 GAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTAGAGTTTGCGCCTCAAGTGTG TGCTCATGCACACACAAACA 21 12 112 20 224 20 60,041 58,899 38,200 28,300 1,142,290 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 12 115 GTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATT GTGAGTTTGCGCCTCAAGTG TGCTCATGCACACACAAACA 23 12 110 20 224 20 60,041 58,899 31,600 28,300 1,142,290 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 12 142 TCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGTCGGTTGGTGAGTGTTTGCT TGCTCATGCACACACAAACA 50 12 83 20 224 20 60,107 58,899 39,100 28,300 1,208,742 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 12 143 GTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGTCGGTTGGTGAGTGTTTGC TGCTCATGCACACACAAACA 51 12 82 20 224 20 59,971 58,899 36,800 28,300 1,130,234 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 153 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 10 142 GTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGTCGGTTGGTGAGTGTTTGC GCTCATGCACACACAAACACA 51 10 82 20 223 21 59,971 60,202 36,800 37,200 1,231,181 F 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 1 12 2 196 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT TGCTCATGCACACACAAACA 2 12 29 22 224 20 59,700 58,899 42,400 28,300 3,401,769 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 0 13 2 195 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT GCTCATGCACACACAAACACA 2 10 29 22 223 21 59,700 60,202 42,400 37,200 3,502,716 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 0 13 2 196 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT TGCTCATGCACACACAAACAC 2 11 29 22 224 21 59,700 60,202 42,400 33,200 3,502,716 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 0 15 3 189 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGC GCACACACAAACACAAACACA 3 4 29 21 217 21 58,310 58,602 44,000 37,200 5,088,143 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 0 15 2 189 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT GCACACACAAACACAAACACA 2 4 29 22 217 21 59,700 58,602 42,400 37,200 4,698,935 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:2169:38790 1 53 140 20 2 AC TGTGTGTGTGCGTGTGTTAGCCTCGCTGCGTCGGTTNA 0 0 16 2 189 GGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgGGAGTTCTCCAGTGTAACAGCT GCACACACAAACACAAACACAA 2 3 29 22 217 22 59,700 59,203 42,400 33,300 5,097,593 G 265 tgtgtgAgtgtgtgtgtgagagagagaGGGAGTTCTCCAGTGTAACAGCTATtgtgtgtgtgCgtgtgtTAGCCTCGCTGCGTCGGTTGGTGAGTGTTTGCTTGCGTGCGTGAGTTTGCGCCTCAAgtgtgtACATGctctctACATTCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtttttGTGTTTGTGTTtgtgtgtgCATGAGCATGAATGTATTtgtgtgtgCCTATAGGCGAAATTTTCCTAGN

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 1 1 4 39 205 ACCTGGGCTTCACagagagAACGTGTTTTAAACTAAAACCTGGGCTTCACAGAGAGA CTTGGTCACGCTGACTGTGT 64 39 66 20 270 20 60,179 60,531 31,000 37,200 0.709571 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 39 207 AGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAGACCTGGGCTTCACAGAGA CTTGGTCACGCTGACTGTGT 66 39 64 20 270 20 60,179 60,531 31,000 37,200 0.709571 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 39 210 CAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACAGAGACCTGGGCTTCACAG CTTGGTCACGCTGACTGTGT 69 39 61 20 270 20 60,037 60,531 36,600 37,200 0.567227 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 39 222 CCATACGCTGAGCAGAGACCTGGGCTTCACagagag CCATACGCTGAGCAGAGACC CTTGGTCACGCTGACTGTGT 81 39 49 20 270 20 60,249 60,531 38,500 37,200 0.779889 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 38 221 CCATACGCTGAGCAGAGACCTGGGCTTCACagagag CCATACGCTGAGCAGAGACC TTGGTCACGCTGACTGTGTA 81 38 49 20 269 20 60,249 59,252 38,500 29,000 0.997091 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 37 220 CCATACGCTGAGCAGAGACCTGGGCTTCACagagag CCATACGCTGAGCAGAGACC TGGTCACGCTGACTGTGTAA 81 37 49 20 268 20 60,249 59,252 38,500 24,100 0.997091 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 15 156 GGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCa GGTCCATTGGTTCCCTCCTC CTTGGTCACGCTGACTGTGT 15 39 115 20 270 20 59,744 60,531 37,100 37,200 0.786827 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 14 153 GTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCag GTCCATTGGTTCCCTCCTCG TGGTCACGCTGACTGTGTAA 14 37 116 20 268 20 60,108 59,252 46,300 24,100 0.855507 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 4 14 155 GTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCag GTCCATTGGTTCCCTCCTCG CTTGGTCACGCTGACTGTGT 14 39 116 20 270 20 60,108 60,531 46,300 37,200 0.638305 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 6 14 130 GTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCag GTCCATTGGTTCCCTCCTCG AAACATGCTGCAGCTCCTGG 14 14 116 20 245 20 60,108 61,249 46,300 44,500 1,356,439 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 6 14 131 GGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCa GGTCCATTGGTTCCCTCCTC AAACATGCTGCAGCTCCTGG 15 14 115 20 245 20 59,744 61,249 37,100 44,500 1,504,962 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 6 14 134 TTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGA TTCGGTCCATTGGTTCCCTC AAACATGCTGCAGCTCCTGG 18 14 112 20 245 20 59,673 61,249 43,000 44,500 1,575,711 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 14 39 247 cacaCTGAGTGGGAAGGATGTGAATCCATACGCTGACACACTGAGTGGGAAGGATGT CTTGGTCACGCTGACTGTGT 105 39 24 21 270 20 59,651 60,531 30,600 37,200 1,879,676 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 15 39 246 acaCTGAGTGGGAAGGATGTGAATCCATACGCTGA ACACTGAGTGGGAAGGATGTG CTTGGTCACGCTGACTGTGT 104 39 25 21 270 20 59,651 60,531 32,100 37,200 1,879,676 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 15 37 244 acaCTGAGTGGGAAGGATGTGAATCCATACGCTGA ACACTGAGTGGGAAGGATGTG TGGTCACGCTGACTGTGTAA 104 37 25 21 268 20 59,651 59,252 32,100 24,100 2,096,878 F 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 19 39 240 AGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGAGTGGGAAGGATGTGAATCCA CTTGGTCACGCTGACTGTGT 98 39 31 21 270 20 58,722 60,531 34,100 37,200 2,808,895 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 20 39 241 GAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGAGTGGGAAGGATGTGAATCCA CTTGGTCACGCTGACTGTGT 98 39 30 22 270 20 59,760 60,531 34,100 37,200 2,770,305 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:25540:26431 1 150 62 20 1.5 AC AGAGAGAGAGAGAGAGAGAGATACACACACACACNA 0 0 20 39 242 TGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGTGAGTGGGAAGGATGTGAATCC CTTGGTCACGCTGACTGTGT 99 39 29 22 270 20 59,760 60,531 30,100 37,200 2,770,305 B 272 TGAGTGGGAAGGATGAGAATCcacacaCTGAGTGGGAAGGATGTGAATCCATACGCTGAGCAGAGACCTGGGCTTCACagagagAACGTGTTTTAAACTAAATGGATCTGTTTCGGTCCATTGGTTCCCTCCTCGGCATGGCCTTGAGCagagagagagagagagagagATacacacacacacacacacacacacacacacacacacacacAGTGCCGCTCCTTCCCAGGAGCTGCAGCATGTTTTATTTACACAGTCAGCGTGACCAAGGC

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 13 1 114 CACAGAAGcacacaCCACCTAtctctctctctctctctctctct CACAGAAGCACACACCACCT GGGAGAGATTGGTGGTGAGTT 1 32 19 20 132 21 60,464 59,369 40,000 30,100 2,095,252 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 2 115 ACACAGAAGcacacaCCACCTAtctctctctctctctctctct ACACAGAAGCACACACCACC GGGAGAGATTGGTGGTGAGT 2 33 18 20 132 20 60,748 58,720 46,100 34,100 2,028,462 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 1 114 CACAGAAGcacacaCCACCTAtctctctctctctctctctctct CACAGAAGCACACACCACCT GGGAGAGATTGGTGGTGAGT 1 33 19 20 132 20 60,464 58,720 40,000 34,100 1,744,831 F 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 118 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 2 163 ACACAGAAGcacacaCCACCTAtctctctctctctctctctct ACACAGAAGCACACACCACC GGGTGGGTGTGTTTCTGAGT 2 3 18 20 180 20 60,748 59,817 46,100 34,100 0.930780 G 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 118 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 1 162 CACAGAAGcacacaCCACCTAtctctctctctctctctctctct CACAGAAGCACACACCACCT GGGTGGGTGTGTTTCTGAGT 1 3 19 20 180 20 60,464 59,817 40,000 34,100 0.647148 G 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2215:8846:62593 1 40 118 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 1 163 CACAGAAGcacacaCCACCTAtctctctctctctctctctctct CACAGAAGCACACACCACCT AGGGTGGGTGTGTTTCTGAG 1 4 19 20 181 20 60,464 59,526 40,000 33,500 0.938557 G 227 CTCACTcacacaGAGAAACACAGAAGcacacaCCACCTAtctctctctctctctctctctctctctctctctctctctcGCCCCAACACAAACATACACAGACACAGaaaaaaCTCACCACCAAtctctcCCCctctctctctctTGcacacacacaGACACTCAGAAacacacCCACCCTAtctctctctctctcTAtctctcAAacacacacacacacacATACA

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 27 153 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT GAGCTGTTCCTCCAATCAGAGA 44 27 14 20 166 22 57,779 59,501 23,200 31,000 4,719,941 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 26 152 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT AGCTGTTCCTCCAATCAGAGAC 44 26 14 20 165 22 57,779 59,764 23,200 33,600 4,456,551 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 25 151 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT GCTGTTCCTCCAATCAGAGACT 44 25 14 20 164 22 57,779 59,764 23,200 32,400 4,456,551 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 12 135 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT GAGACTGTTTCCCTCCCGC 44 12 14 20 148 19 57,779 60,079 23,200 61,300 3,299,710 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 137 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT CAGAGACTGTTTCCCTCCCG 44 13 14 20 150 20 57,779 59,752 23,200 51,400 2,468,389 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 138 cCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAACCACCCATCCCACTGACATT CAGAGACTGTTTCCCTCCCG 45 13 13 20 150 20 59,667 59,752 27,100 51,400 0.580368 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 139 tcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTA TCCACCCATCCCACTGACA CAGAGACTGTTTCCCTCCCG 47 13 12 19 150 20 60,152 59,752 35,800 51,400 1,399,657 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 139 tcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTA TCCACCCATCCCACTGACAT CAGAGACTGTTTCCCTCCCG 46 13 12 20 150 20 60,550 59,752 30,600 51,400 0.797638 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 144 TtctctcCACCCATCCCACTGACATTTTCTATTCCTCTC TTCTCTCCACCCATCCCACT CAGAGACTGTTTCCCTCCCG 51 13 7 20 150 20 59,881 59,752 40,000 51,400 0.366891 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 148 GCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCGCCTTTCTCTCCACCCATCC CAGAGACTGTTTCCCTCCCG 55 13 3 20 150 20 60,107 59,752 35,100 51,400 0.354703 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 150 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTGTGCCTTTCTCTCCACCCAT CAGAGACTGTTTCCCTCCCG 57 13 1 20 150 20 59,670 59,752 40,000 51,400 0.577332 F 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:15970:65898 1 78 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 12 136 CACCCATCCCACTGACATTTTCTATTCCTCTCCCTAA CACCCATCCCACTGACATTT AGAGACTGTTTCCCTCCCGC 44 12 14 20 149 20 57,779 61,546 23,200 61,300 3,766,359 B 169 GTGCCTTtctctcCACCCATCCCACTGACATTTTCTATTCCTCTCCCTAATACCTGtctctcCCCTGTCTGTAAGACcacacacacacacacacacacacacacacacacacacacaGACGCCTCCAGCGCGGGAGGGAAACAGTCTCTGATTGGAGGAACAGCTCCAT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 13 147 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT CCCTCTTTGTCCCACTCCTG 13 51 13 23 159 20 59,992 59,674 40,900 38,600 3,334,639 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 139 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGC GTCCCACTCCTGAGTTGGTT 14 43 13 22 151 20 58,662 59,234 42,600 36,700 4,103,759 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 139 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT GTCCCACTCCTGAGTTGGTT 13 43 13 23 151 20 59,992 59,234 40,900 36,700 3,773,885 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 192 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT GGCCCAAATATCTGTTATGACCAC 13 92 13 23 204 24 59,992 59,722 40,900 41,600 7,286,795 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 193 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT AGGCCCAAATATCTGTTATGACCA 13 93 13 23 205 24 59,992 59,832 40,900 40,200 7,176,268 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 192 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT GGCCCAAATATCTGTTATGACCA 13 93 13 23 204 23 59,992 58,530 40,900 40,200 7,478,032 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 13 139 GGCTTATTTCTCACACTGAGCTATACACAGTTAATtaGGCTTATTTCTCACACTGAGCT TGTCCCACTCCTGAGTTGGT 13 44 14 22 152 20 58,395 60,400 40,900 36,700 4,004,532 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 13 140 TGGCTTATTTCTCACACTGAGCTATACACAGTTAATtTGGCTTATTTCTCACACTGAGCT TGTCCCACTCCTGAGTTGGT 13 44 13 23 152 20 59,992 60,400 40,900 36,700 3,408,325 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:25225:68324 1 49 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 20 154 ACCTGACTGGCTTATTTCTCACACTGAGCTATACAC ACCTGACTGGCTTATTTCTCACA CCCTCTTTGTCCCACTCCTG 20 51 6 23 159 20 59,672 59,674 35,800 38,600 3,654,020 A 206 GAGGAACCTGACTGGCTTATTTCTCACACTGAGCTATACACAGTTAATtatatatatatatatatatatatatatatatatatatataAAATTGGCAATATTACCTCCCTTTTAAATTCAAATTCTGTTATAACCAACTCAGGAGTGGGACAAAGAGGGGAGTCAGTTCACCCCGTTAATGTGGTCATAACAGATATTTGGGCCTT

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 1 1 4 12 195 CGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtg CGCGTGAGTGTTTACCCATC GCATTTCCACTTCCTCTTGCA 12 71 48 20 242 21 59,281 59,111 35,100 40,800 2,607,977 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 0 0 8 12 164 CGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtg CGCGTGAGTGTTTACCCATC CACACATGCCCACAACGAAA 12 41 48 20 211 20 59,281 59,616 35,100 34,600 1,103,055 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 0 0 8 12 165 CGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtg CGCGTGAGTGTTTACCCATC ACACACATGCCCACAACGAA 12 42 48 20 212 20 59,281 60,750 35,100 38,500 1,469,283 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 0 0 8 11 163 GCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgt GCGTGAGTGTTTACCCATCC CACACATGCCCACAACGAAA 11 41 49 20 211 20 58,916 59,616 35,100 34,600 1,467,879 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 0 0 9 39 192 TGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGCGTGTGAGTTTGTGTACAA CACACATGCCCACAACGAAA 39 41 20 21 211 20 58,652 59,616 24,100 34,600 2,731,321 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:26159:45048 1 80 71 20 2 AC GTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGTG NA 0 0 10 40 192 TGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGCGTGTGAGTTTGTGTACA CACACATGCCCACAACGAAA 40 41 20 20 211 20 57,988 59,616 29,000 34,600 2,395,130 G 247 GTGTCTGtttttGAAACTATGCGTGTGAGTTTGTGTACAATTTTATGCGCGTGAGTGTTTACCCATCCATATAGGTGCCgtgtgtgtgtgtgtgtGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTTtgtgtgtgtgAGACTTTGTCTAAAGTGtttttGTATGAGTGTAAGTGCAtttttCGTTGTGGGCAtgtgtgtgGCAATGTATGCAAGAGGAAGTGGAAATGCTTGAG

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 19 203 ACAGTACCACTCACAAAGCGATGTAAGAAGGCACAACAGTACCACTCACAAAGCGA TCTTGAGTATGTTCACAGCAAGGA 99 19 86 21 288 24 59,589 59,960 49,300 33,600 5,451,586 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 14 195 ACAGTACCACTCACAAAGCGATGTAAGAAGGCACAACAGTACCACTCACAAAGCGA ATGTTCACAGCAAGGATCTCT 99 14 86 21 280 21 59,589 57,003 49,300 31,000 5,408,167 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 13 176 CGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCCGATGTAAGAAGGCACATGGC TGTTCACAGCAAGGATCTCTT 81 13 104 21 279 21 59,668 57,223 44,000 28,500 5,108,862 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 13 177 GCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTGCGATGTAAGAAGGCACATGG TGTTCACAGCAAGGATCTCTT 82 13 103 21 279 21 59,668 57,223 36,600 28,500 5,108,862 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 13 194 ACAGTACCACTCACAAAGCGATGTAAGAAGGCACAACAGTACCACTCACAAAGCGA TGTTCACAGCAAGGATCTCTT 99 13 86 21 279 21 59,589 57,223 49,300 28,500 5,188,353 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 13 244 CCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTT CCATTGCAGTAGTAGGGTCTGG TGTTCACAGCAAGGATCTCTT 148 13 36 22 279 21 60,159 57,223 38,600 28,500 5,936,006 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 241 TGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATG TGCAGTAGTAGGGTCTGGTACA ATGTTCACAGCAAGGATCTCT 144 14 40 22 280 21 59,958 57,003 29,000 31,000 6,038,947 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 131 TGGGCAGAGATGTGTAAAGACCTATAATTGAGTCA TGGGCAGAGATGTGTAAAGACC TGTTCACAGCAAGGATCTCTT 35 13 149 22 279 21 60,027 57,223 38,500 28,500 5,804,299 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 240 TGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATG TGCAGTAGTAGGGTCTGGTACA TGTTCACAGCAAGGATCTCTT 144 13 40 22 279 21 59,958 57,223 29,000 28,500 5,819,132 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 140 GCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAGCCTAGAGATGGGCAGAGATG TGTTCACAGCAAGGATCTCTT 45 13 140 21 279 21 59,724 57,223 29,000 28,500 5,052,962 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 14 137 AGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGAGATGGGCAGAGATGTGT ATGTTCACAGCAAGGATCTCT 42 14 144 20 280 21 58,123 57,003 37,200 31,000 5,873,769 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2216:6400:11347 1 206 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 13 136 AGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGAGATGGGCAGAGATGTGT TGTTCACAGCAAGGATCTCTT 42 13 144 20 279 21 58,123 57,223 37,200 28,500 5,653,955 A 290 CTTCAACATTGTCTGAAATGACAAGATCTAGAATACCATTGCAGTAGTAGGGTCTGGTACATAAAGGGTTAATGTGGGACTGAGTACAGTACCACTCACAAAGCGATGTAAGAAGGCACATGGCCCAGAGCCAGGTTCAGCCTAGAGATGGGCAGAGATGTGTAAAGACCTATAATTGAGTCAGCTTCATTATTGTACCCTCTACtatatatatatatatatatatatatatatatatatatataATTATGAGTTGTTAAGAGATCCTTGCTGTGAACATACTCAAGACT

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 1 1 3 14 139 AACCGCAATACTTAATGTAATGGTTTATCTTCTTATAAACCGCAATACTTAATGTAATGGTT TGAATGCAGTCGGGAGATGT 14 24 16 25 154 20 57,601 59,095 36,700 30,600 8,303,894 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 3 13 134 ACCGCAATACTTAATGTAATGGTTTATCTTCTTATATACCGCAATACTTAATGTAATGGTTT TGCAGTCGGGAGATGTAACA 13 20 17 25 150 20 57,601 58,738 32,700 24,100 8,661,662 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 3 13 138 ACCGCAATACTTAATGTAATGGTTTATCTTCTTATATACCGCAATACTTAATGTAATGGTTT TGAATGCAGTCGGGAGATGT 13 24 17 25 154 20 57,601 59,095 32,700 30,600 8,303,894 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 4 32 177 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGAATCGATCTACTCTTAACCGCA CAGAAGCAGAGGAGTCGAGG 32 47 1 22 177 20 57,087 59,545 56,900 46,300 5,368,745 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 4 30 175 TCGATCTACTCTTAACCGCAATACTTAATGTAATGG TCGATCTACTCTTAACCGCAAT CAGAAGCAGAGGAGTCGAGG 30 47 3 22 177 20 57,087 59,545 35,600 46,300 5,368,745 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 4 30 203 TCGATCTACTCTTAACCGCAATACTTAATGTAATGG TCGATCTACTCTTAACCGCAAT CGTGTGTAGCAGCACCAGAT 30 75 3 22 205 20 57,087 60,390 35,600 29,000 5,303,676 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 4 30 205 TCGATCTACTCTTAACCGCAATACTTAATGTAATGG TCGATCTACTCTTAACCGCAAT ATCGTGTGTAGCAGCACCAG 30 77 3 22 207 20 57,087 60,390 35,600 40,000 5,303,676 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 4 30 250 TCGATCTACTCTTAACCGCAATACTTAATGTAATGG TCGATCTACTCTTAACCGCAAT GGTGATATTAGAATTCGAGATGCCA 30 117 3 22 252 25 57,087 58,834 35,600 49,200 11,079,614 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 5 31 176 ATCGATCTACTCTTAACCGCAATACTTAATGTAATG ATCGATCTACTCTTAACCGCAA CAGAAGCAGAGGAGTCGAGG 31 47 2 22 177 20 57,087 59,545 48,500 46,300 5,368,745 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 5 31 204 ATCGATCTACTCTTAACCGCAATACTTAATGTAATG ATCGATCTACTCTTAACCGCAA CGTGTGTAGCAGCACCAGAT 31 75 2 22 205 20 57,087 60,390 48,500 29,000 5,303,676 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 5 31 251 ATCGATCTACTCTTAACCGCAATACTTAATGTAATG ATCGATCTACTCTTAACCGCAA GGTGATATTAGAATTCGAGATGCCA 31 117 2 22 252 25 57,087 58,834 48,500 49,200 11,079,614 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:15199:4931 1 55 56 20 1.5 AT TATATATATATATATGTATATATATATATATATATAT NA 0 0 5 30 251 TCGATCTACTCTTAACCGCAATACTTAATGTAATGG TCGATCTACTCTTAACCGCAAT TGGTGATATTAGAATTCGAGATGCC 30 118 3 22 253 25 57,087 58,834 35,600 44,000 11,079,614 F 270 AATCGATCTACTCTTAACCGCAATACTTAATGTAATGGTTTATCTTCTTATATTtatatatatatataTGtatatatatatatatatatatatatatatatatatatataTCAGTAGCGaaaaaaaaCGTTGTTACATCTCCCGACTGCATTCATTGCCTCGACTCCTCTGCTTCTGATTCCATCATCTGGTGCTGCTacacacGATAAGTCAAATTTACTCTTTATTGGCATCTCGAATTCTAATATCACCAGAAACTGGAGGTCGTCA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 1 1 12 35 240 CCTAGATGGAGAAAGAGACAGAAGGAGAAAATGACCTAGATGGAGAAAGAGACAGAAG CATCATTCTGCTCCTCTCAATGT 35 57 7 24 246 23 57,852 58,547 28,500 27,100 10,600,689 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 12 31 240 TGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGA TCTCTCCATCATTCTGCTCCT 31 65 13 22 252 21 57,880 57,957 37,100 36,900 7,163,022 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 12 31 240 TGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGA TCTCTCCATCATTCTGCTCCTC 31 64 13 22 252 22 57,880 59,036 37,100 37,100 7,084,021 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 12 25 199 TGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGA AATTCACTGTCTCGGCCCAC 31 25 13 22 211 20 57,880 60,322 37,100 46,100 4,441,209 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 12 11 185 TGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGA GCCCACCTCTCCCTATCTCT 31 11 13 22 197 20 57,880 59,810 37,100 31,000 4,309,378 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 34 240 CCTAGATGGAGAAAGAGACAGAAGGAGAAAATGACCTAGATGGAGAAAGAGACAGAAGG CATCATTCTGCTCCTCTCAATGTA 34 56 7 25 246 24 59,931 58,392 34,600 22,900 10,677,436 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 34 240 CCTAGATGGAGAAAGAGACAGAAGGAGAAAATGACCTAGATGGAGAAAGAGACAGAAGG CATCATTCTGCTCCTCTCAATGT 34 57 7 25 246 23 59,931 58,547 34,600 27,100 9,521,811 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 25 199 TGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGAA AATTCACTGTCTCGGCCCAC 30 25 13 23 211 20 58,516 60,322 28,700 46,100 4,805,603 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 25 200 ATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATGGAGAAAGAGACAGAAGGAGA AATTCACTGTCTCGGCCCAC 31 25 12 23 211 20 58,317 60,322 37,100 46,100 5,004,216 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 1 156 ACGGATAAAGAGACAGATGGACTAagagagagagTgaACGGATAAAGAGACAGATGGACT GCCCACCTCTCCCTATCTCT 1 11 42 23 197 20 58,718 59,810 38,500 31,000 4,472,318 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 13 1 170 ACGGATAAAGAGACAGATGGACTAagagagagagTgaACGGATAAAGAGACAGATGGACT AATTCACTGTCTCGGCCCAC 1 25 42 23 211 20 58,718 60,322 38,500 46,100 4,604,149 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 14 4 160 TGAGACGGATAAAGAGACAGATGGACTAagagagagTGAGACGGATAAAGAGACAGATGG GCCCACCTCTCCCTATCTCT 4 11 38 24 197 20 59,660 59,810 35,100 31,000 4,529,352 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 14 4 174 TGAGACGGATAAAGAGACAGATGGACTAagagagagTGAGACGGATAAAGAGACAGATGG AATTCACTGTCTCGGCCCAC 4 25 38 24 211 20 59,660 60,322 35,100 46,100 4,661,183 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 14 1 171 GACGGATAAAGAGACAGATGGACTAagagagagagT GACGGATAAAGAGACAGATGGACT AATTCACTGTCTCGGCCCAC 1 25 41 24 211 20 59,660 60,322 38,500 46,100 4,661,466 D 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:19096:52537 1 66 101 20 2 AG AGAGAGAGAGTGAGAGAAACAGAGAAACAAATTGNA 0 0 17 33 240 AGATGGAGAAAGAGACAGAAGGAGAAAATGAGACAGATGGAGAAAGAGACAGAAGGA CTCCATCATTCTGCTCCTCTCA 33 61 10 23 249 22 58,317 59,301 33,600 32,700 7,381,884 G 253 gagagaCCTAGATGGAGAAAGAGACAGAAGGAGAAAATGAGACGGATAAAGAGACAGATGGACTAagagagagagTgagagaAACAGAGAAACAAATTGTGAAagagagGgagagagagagagagagagagagagagagagagagagagaTAGGgaaagaaagaaaAAGGCAGAGGgagagaTAGGGAGAGGTGGGCCGAGACAGTGAATTAGACCgagagaTACATTGAGAGGAGCAGAATGATGgagagaA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 33 213 CGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGCGGTTTGTCTGGTGCTGC TGGTTAATCCCTTAGCCGGC 85 33 23 18 235 20 59,361 59,818 52,500 61,300 2,821,109 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 10 140 GGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctct GGGTCTATTCTTACCGCCCG TGGTTAATCCCTTAGCCGGC 10 33 96 20 235 20 59,967 59,818 61,300 61,300 0.214914 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 9 139 GGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctct GGTCTATTCTTACCGCCCGG TGGTTAATCCCTTAGCCGGC 9 33 97 20 235 20 59,967 59,818 57,300 61,300 0.214914 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 2 108 GGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctct GGTCTATTCTTACCGCCCGG GGAGCAACATTGAGTGACGG 9 2 97 20 204 20 59,967 59,201 57,300 47,900 0.831866 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 33 170 TGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTC TGGCCACAGGTTTGGGAAAT TGGTTAATCCCTTAGCCGGC 40 33 66 20 235 20 60,105 59,818 21,700 61,300 0.287070 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 33 210 TTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGTTTGTCTGGTGCTGCCCG TGGTTAATCCCTTAGCCGGC 82 33 26 18 235 20 60,594 59,818 61,300 61,300 2,776,126 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 1 107 GGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctct GGTCTATTCTTACCGCCCGG GAGCAACATTGAGTGACGGG 9 1 97 20 203 20 59,967 59,201 57,300 52,800 0.831866 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 33 169 GGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCT GGCCACAGGTTTGGGAAATC TGGTTAATCCCTTAGCCGGC 39 33 67 20 235 20 59,392 59,818 21,700 61,300 0.789954 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2217:6197:18836 1 126 57 20 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 33 212 GGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGAGGTTTGTCTGGTGCTGCCC TGGTTAATCCCTTAGCCGGC 83 33 24 19 235 20 61,565 59,818 53,600 61,300 2,746,545 B 237 AAGTTTGTCGTCAGATcccccGCGGTTTGTCTGGTGCTGCCCGGGGTCAGAACCGGGACGGTCGGTGGCCACAGGTTTGGGAAATCTTTTCGGGAGGGTCTATTCTTACCGCCCGGTGTCCCGGCctctctctctctctctctctctctctctctctctctctctCAcctcctcctcctcctCCCCGTCACTCAATGTTGCTCCTTCAGTGCCGCGCCGGCTAAGGGATTAACCACA

ST‐E00142:460:H2K7HCCXY:6:2218:21481:43589 1 50 74 20 2 AC ACACACACACTCCTGAGACTGGGGGGAACACCATC NA 1 1 13 0 111 GGGACTGGCGGAACACCAacacacacacTCCTGAGACGGGACTGGCGGAACACCA TGTTCTCCCGAGTCCCAGG 0 0 32 18 142 19 61,949 60,610 41,700 44,500 5,558,220 G 142 AGCTggggggAACACCGacacacacacacCTGGGACTGGCGGAACACCAacacacacacTCCTGAGACTggggggAACACCATcacacacacacacacacacacacacacacacacacacacaCCTGGGACTCGGGAGAACA

ST‐E00142:460:H2K7HCCXY:6:2218:21481:43589 1 50 74 20 2 AC ACACACACACTCCTGAGACTGGGGGGAACACCATC NA 0 0 13 0 113 CTGGGACTGGCGGAACACCAacacacacacTCCTGAGCTGGGACTGGCGGAACAC TGTTCTCCCGAGTCCCAGG 2 0 30 18 142 19 60,359 60,610 33,200 44,500 3,968,239 G 142 AGCTggggggAACACCGacacacacacacCTGGGACTGGCGGAACACCAacacacacacTCCTGAGACTggggggAACACCATcacacacacacacacacacacacacacacacacacacacaCCTGGGACTCGGGAGAACA

ST‐E00142:460:H2K7HCCXY:6:2218:21481:43589 1 50 74 20 2 AC ACACACACACTCCTGAGACTGGGGGGAACACCATC NA 0 0 13 0 113 CTGGGACTGGCGGAACACCAacacacacacTCCTGAGCTGGGACTGGCGGAACACC TGTTCTCCCGAGTCCCAGG 1 0 30 19 142 19 62,902 60,610 41,600 44,500 5,511,298 G 142 AGCTggggggAACACCGacacacacacacCTGGGACTGGCGGAACACCAacacacacacTCCTGAGACTggggggAACACCATcacacacacacacacacacacacacacacacacacacacaCCTGGGACTCGGGAGAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 48 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 8 7 105 TCACCACCTCACTCTCGCTATCCAATCTAtctctctctct TCACCACCTCACTCTCGCTA CAGAGCGAATGACAACAAGGG 9 7 34 20 138 21 59,962 59,534 42,600 39,500 1,503,901 B 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 48 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 6 104 TCACCACCTCACTCTCGCTATCCAATCTAtctctctctct TCACCACCTCACTCTCGCTA AGAGCGAATGACAACAAGGGA 9 6 34 20 137 21 59,962 59,652 42,600 42,000 1,385,441 B 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 48 20 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 6 107 CCTTCACCACCTCACTCTCGCTATCCAATCTAtctctct CCTTCACCACCTCACTCTCG AGAGCGAATGACAACAAGGGA 12 6 31 20 137 21 59,755 59,652 40,400 42,000 1,592,701 B 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 16 190 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCCTGTCTATATGTGTCTCACTCCC GAGGCACAGAGTGACAGAGG 39 16 1 23 190 20 57,554 59,754 43,000 36,900 5,692,229 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 16 190 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCCTGTCTATATGTGTCTCACTCCCT GAGGCACAGAGTGACAGAGG 38 16 1 24 190 20 58,863 59,754 42,000 36,900 5,382,914 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 12 157 CCTTCACCACCTCACTCTCGCTATCCAATCTAtctctct CCTTCACCACCTCACTCTCG GCACAGAGTGACAGAGGGAG 12 13 31 20 187 20 59,755 59,754 40,400 43,000 0.491080 G 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 12 160 CCTTCACCACCTCACTCTCGCTATCCAATCTAtctctct CCTTCACCACCTCACTCTCG GAGGCACAGAGTGACAGAGG 12 16 31 20 190 20 59,755 59,754 40,400 36,900 0.491080 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 11 159 CTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctCTTCACCACCTCACTCTCGC GAGGCACAGAGTGACAGAGG 11 16 32 20 190 20 60,389 59,754 50,300 36,900 0.635253 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 9 154 TCACCACCTCACTCTCGCTATCCAATCTAtctctctctct TCACCACCTCACTCTCGCTA GCACAGAGTGACAGAGGGAG 9 13 34 20 187 20 59,962 59,754 42,600 43,000 0.283820 G 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 9 157 TCACCACCTCACTCTCGCTATCCAATCTAtctctctctct TCACCACCTCACTCTCGCTA GAGGCACAGAGTGACAGAGG 9 16 34 20 190 20 59,962 59,754 42,600 36,900 0.283820 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 16 190 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCCTGTCTATATGTGTCTCACTCCCTC GAGGCACAGAGTGACAGAGG 37 16 1 25 190 20 59,759 59,754 43,000 36,900 5,486,710 D 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 139 CCACCTCACTCTCGCTATCCAATCTAtctctctctctctctcCCACCTCACTCTCGCTATCC AGAGGGAGAGAGACTGAGAAG 6 0 37 20 175 21 59,329 57,348 25,900 28,500 4,323,308 G 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 139 CACCTCACTCTCGCTATCCAATCTAtctctctctctctctct CACCTCACTCTCGCTATCCA CAGAGGGAGAGAGACTGAGAAG 5 0 38 20 176 22 58,606 58,718 34,100 28,500 4,675,624 G 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:26788:2540 1 63 92 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 2 139 ACCTCACTCTCGCTATCCAATCTAtctctctctctctctctc ACCTCACTCTCGCTATCCAA ACAGAGGGAGAGAGACTGAGA 4 2 39 20 177 21 57,855 58,725 35,300 32,700 4,419,939 G 192 CTGTCTATATGTGTCTCACTCCCTCCTTCTCCTTCACCACCTCACTCTCGCTATCCAATCTAtctctctctctctctctctctctctctctctctctctctcTGtctctcTTTCTTTCCCTTGTTGTCATTCGCTCTGtctctctctctctctcCTTCTCAGtctctctcCCTCTGTCACTCTGTGCCTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 31 155 TCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGTCCAGTGCTCATGTTCTTGC TGCACTCTCTCACCCTCTGA 31 44 38 20 192 20 58,473 59,887 40,100 32,700 1,640,224 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 154 CCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTG CCAGTGCTCATGTTCTTGCA TGCACTCTCTCACCCTCTGA 30 44 39 20 192 20 58,759 59,887 40,800 32,700 1,354,355 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 30 155 TCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGTCCAGTGCTCATGTTCTTGCA TGCACTCTCTCACCCTCTGA 30 44 38 21 192 20 60,203 59,887 40,800 32,700 1,315,984 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 26 137 CCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTG CCAGTGCTCATGTTCTTGCA TGACACACAGACTGACTCTCA 30 26 39 20 175 21 58,759 58,345 40,800 32,700 3,896,029 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 26 138 TCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGTCCAGTGCTCATGTTCTTGCA TGACACACAGACTGACTCTCA 30 26 38 21 175 21 60,203 58,345 40,800 32,700 3,857,658 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 50 192 ACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAG ACTGTTTGAATATTTGTGATGGTGT ATCGGATGCACTCTCTCACC 57 50 7 25 198 20 57,711 59,250 41,600 40,200 8,038,458 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 50 193 ACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAG ACTGTTTGAATATTTGTGATGGTGT AATCGGATGCACTCTCTCACC 57 50 7 25 199 21 57,711 59,862 41,600 40,200 8,426,682 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 47 190 AACTGTTTGAATATTTGTGATGGTGTATTTGTTCCA AACTGTTTGAATATTTGTGATGGTGT GGATGCACTCTCTCACCCTC 57 47 6 26 195 20 58,275 59,536 41,600 43,000 8,188,871 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 12 129 TCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGTCCAGTGCTCATGTTCTTGCA GACTGACTCTCATACACATAGAAAGA 30 12 38 21 166 26 60,203 58,009 40,800 25,200 9,193,711 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 12 140 GGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTGGTGTATTTGTTCCAGTGCTCA GACTGACTCTCATACACATAGAAAGA 40 12 27 22 166 26 58,854 58,009 42,600 25,200 11,136,983 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 12 141 TGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTGGTGTATTTGTTCCAGTGCTC GACTGACTCTCATACACATAGAAAGA 41 12 26 22 166 26 58,854 58,009 42,600 25,200 11,136,983 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 12 127 CCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTG CCAGTGCTCATGTTCTTGCA ACTGACTCTCATACACATAGAAAGA 30 12 39 20 165 25 58,759 57,054 40,800 25,200 9,187,546 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 12 128 TCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGTCCAGTGCTCATGTTCTTGCA ACTGACTCTCATACACATAGAAAGA 30 12 38 21 165 25 60,203 57,054 40,800 25,200 9,149,175 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 12 140 TGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTGGTGTATTTGTTCCAGTGCTC ACTGACTCTCATACACATAGAAAGA 41 12 26 22 165 25 58,854 57,054 42,600 25,200 11,092,447 B 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:6066:14389 1 89 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 3 128 tgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgt TGTGTGTATGTGAGTGTGTGT TGCACTCTCTCACCCTCTGA 3 44 65 21 192 20 57,465 59,887 37,200 32,700 3,648,470 F 204 TGTGTAACTGTTTGAATATTTGTGATGGTGTATTTGTTCCAGTGCTCATGTTCTTGCATTTGTTtgtgtgTATGTGAgtgtgtgtAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTGTTTATCTTTCTATGTGTATGAGAGTCAGTCtgtgtgTCAGAGGGTgagagaGTGCATCCGATTGAAGG

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 4 11 240 AAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAAT AAGCAATTGTCTCCCTCTTCTCT AGTGCATTGACTGGCCTAGA 146 11 23 23 262 20 59,413 58,721 31,000 24,300 4,866,114 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 11 240 AAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAAT AAGCAATTGTCTCCCTCTTCTC AGTGCATTGACTGGCCTAGA 147 11 23 22 262 20 58,051 58,721 28,700 24,300 5,228,628 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 11 247 cccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCC CCCATTTAAGCAATTGTCTCCCT AGTGCATTGACTGGCCTAGA 153 11 16 23 262 20 58,974 58,721 42,000 24,300 5,305,548 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 11 204 TGCACAATGAGTTCCCTGAAATCTAATCAGCATATA TGCACAATGAGTTCCCTGAAA AGTGCATTGACTGGCCTAGA 112 11 59 21 262 20 58,057 58,721 26,900 24,300 4,222,301 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 11 205 ATGCACAATGAGTTCCCTGAAATCTAATCAGCATAT ATGCACAATGAGTTCCCTGA AGTGCATTGACTGGCCTAGA 114 11 58 20 262 20 57,115 58,721 38,600 24,300 4,164,632 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 11 160 TGAGCGCACACTGTGATTCAAGAAGAatatatACtataTGAGCGCACACTGTGATTCA AGTGCATTGACTGGCCTAGA 69 11 103 20 262 20 60,250 58,721 25,700 24,300 1,529,322 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 11 161 GTGAGCGCACACTGTGATTCAAGAAGAatatatACta GTGAGCGCACACTGTGATTC AGTGCATTGACTGGCCTAGA 70 11 102 20 262 20 59,835 58,721 25,200 24,300 1,444,144 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 11 171 ATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGATACCACTCTGTGAGCGCAC AGTGCATTGACTGGCCTAGA 80 11 92 20 262 20 60,109 58,721 53,400 24,300 1,388,111 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:8968:15584 1 192 40 20 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 11 204 TGCACAATGAGTTCCCTGAAATCTAATCAGCATATA TGCACAATGAGTTCCCTGAA AGTGCATTGACTGGCCTAGA 113 11 59 20 262 20 57,345 58,721 30,200 24,300 3,934,586 F 264 GTCACTTGTCAATcccccATTTAAGCAATTGTCTCCCTCTTCTCTTCATTCCCATTAATGCACAATGAGTTCCCTGAAATCTAATCAGCATATACCACTCTGTGAGCGCACACTGTGATTCAAGAAGAatatatACtatataATTATTACACTCTTTCTCCaaaaaaaTaaaaaaaGAGTGTGCTTGTAACtatatatatatatatatatatatatatatatatatatataCTGTACATCTATCTAGGCCAGTCAATGCACTAC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 1 10 18 134 TGCCACAGAACTACCCACATacacacCAGAGACACCCTGCCACAGAACTACCCACAT GTGCGAGTGGGTGCTTCTAT 30 18 10 20 143 20 58,936 60,108 32,100 19,800 1,172,141 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 18 135 ATGCCACAGAACTACCCACATacacacCAGAGACACCATGCCACAGAACTACCCACA GTGCGAGTGGGTGCTTCTAT 31 18 9 20 143 20 58,936 60,108 41,700 19,800 1,172,141 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 18 142 cacacacATGCCACAGAACTACCCACATacacacCAGA CACACACATGCCACAGAACT GTGCGAGTGGGTGCTTCTAT 38 18 2 20 143 20 58,688 60,108 30,100 19,800 1,419,996 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 18 143 acacacacATGCCACAGAACTACCCACATacacacCAG ACACACACATGCCACAGAAC GTGCGAGTGGGTGCTTCTAT 39 18 1 20 143 20 58,976 60,108 30,100 19,800 1,132,409 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 17 133 TGCCACAGAACTACCCACATacacacCAGAGACACCCTGCCACAGAACTACCCACAT TGCGAGTGGGTGCTTCTATG 30 17 10 20 142 20 58,936 60,108 32,100 22,300 1,172,189 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 17 142 acacacacATGCCACAGAACTACCCACATacacacCAG ACACACACATGCCACAGAAC TGCGAGTGGGTGCTTCTATG 39 17 1 20 142 20 58,976 60,108 30,100 22,300 1,132,457 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 28 143 TGCCACAGAACTACCCACATacacacCAGAGACACCCTGCCACAGAACTACCCACAT TTCTCTGGTGTGCGAGTGG 30 28 10 20 152 19 58,936 59,633 32,100 40,000 2,431,474 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 28 144 ATGCCACAGAACTACCCACATacacacCAGAGACACCATGCCACAGAACTACCCACAT TTCTCTGGTGTGCGAGTGG 30 28 9 21 152 19 59,365 59,633 32,100 40,000 3,002,958 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 28 144 ATGCCACAGAACTACCCACATacacacCAGAGACACCATGCCACAGAACTACCCACA TTCTCTGGTGTGCGAGTGG 31 28 9 20 152 19 58,936 59,633 41,700 40,000 2,431,474 B 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 9 110 cacacCAGAGACACCCACATacacacCAGacacacacac CACACCAGAGACACCCACAT CGAGTGGGTGCTTCTATGGT 9 15 31 20 140 20 59,602 59,463 32,100 35,500 0.935129 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 9 112 cacacCAGAGACACCCACATacacacCAGacacacacac CACACCAGAGACACCCACAT TGCGAGTGGGTGCTTCTATG 9 17 31 20 142 20 59,602 60,108 32,100 22,300 0.506126 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 46 20 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 9 113 cacacCAGAGACACCCACATacacacCAGacacacacac CACACCAGAGACACCCACAT GTGCGAGTGGGTGCTTCTAT 9 18 31 20 143 20 59,602 60,108 32,100 19,800 0.506078 F 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 10 21 194 TGCCACAGAACTACCCACATacacacCAGAGACACCCTGCCACAGAACTACCCACAT GGGTGCGTGTTAATGTGTCT 30 21 10 20 203 20 58,936 58,481 32,100 34,100 2,583,412 D 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 20 194 TGCCACAGAACTACCCACATacacacCAGAGACACCCTGCCACAGAACTACCCACAT GGGTGCGTGTTAATGTGTCTG 30 20 10 20 203 21 58,936 59,803 32,100 35,100 2,260,812 D 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 20 195 ATGCCACAGAACTACCCACATacacacCAGAGACACCATGCCACAGAACTACCCACA GGGTGCGTGTTAATGTGTCTG 31 20 9 20 203 21 58,936 59,803 41,700 35,100 2,260,812 D 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 20 203 acacacacATGCCACAGAACTACCCACATacacacCAG ACACACACATGCCACAGAAC GGGTGCGTGTTAATGTGTCTG 39 20 1 20 203 21 58,976 59,803 30,100 35,100 2,221,080 G 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 9 173 cacacCAGAGACACCCACATacacacCAGacacacacac CACACCAGAGACACCCACAT GGGTGCGTGTTAATGTGTCT 9 21 31 20 203 20 59,602 58,481 32,100 34,100 1,917,349 G 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 9 173 cacacCAGAGACACCCACATacacacCAGacacacacac CACACCAGAGACACCCACAT GGGTGCGTGTTAATGTGTCTG 9 20 31 20 203 21 59,602 59,803 32,100 35,100 1,594,749 G 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2218:9039:4772 1 60 103 20 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 10 174 acacacCAGAGACACCCACATacacacCAGacacacaca ACACACCAGAGACACCCACA GGGTGCGTGTTAATGTGTCTG 10 20 30 20 203 21 60,981 59,803 41,700 35,100 2,177,562 G 204 acacacacATGCCACAGAACTACCCACATacacacCAGAGACACCCACATacacacCAGacacacacacacacacacacacacacacacacacacacacgcgcgcATATACCACAGATACACCATAGAAGCACCCACTCGCACACCAGAGAAacacacacacGCCCCACAGGAacacacATACAGACACATTAACACGCACCCC

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 68 57 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 14 0 101 TGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgTGCGTGTTTGTGTGTTGC CTCACACATACATTCACTCTCACA 0 2 50 18 150 24 57,533 58,527 41,700 35,800 9,940,271 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 68 57 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 100 TGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgTGCGTGTTTGTGTGTTGC TCACACATACATTCACTCTCACA 0 2 50 18 149 23 57,533 57,533 41,700 35,800 9,934,267 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 68 57 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 102 TGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgTGCGTGTTTGTGTGTTGC TCTCACACATACATTCACTCTCACA 0 2 50 18 151 25 57,533 59,756 41,700 35,800 9,710,962 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 1 15 4 140 GCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGGCAGTTGAGTGTGTGTGGGA ACTCTCACACATACATTCACTCTCA 6 4 14 20 153 25 60,464 59,522 43,700 32,700 5,941,985 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 0 15 2 136 GCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGGCAGTTGAGTGTGTGTGGGA TCACACATACATTCACTCTCACA 6 2 14 20 149 23 60,464 57,533 43,700 35,800 5,930,689 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 0 15 2 138 GCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGGCAGTTGAGTGTGTGTGGGA TCTCACACATACATTCACTCTCACA 6 2 14 20 151 25 60,464 59,756 43,700 35,800 5,707,384 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 0 15 2 138 AGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGAGGCAGTTGAGTGTGTGTGG TCACACATACATTCACTCTCACA 8 2 12 20 149 23 60,464 57,533 41,700 35,800 5,931,409 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 0 15 2 140 AGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGAGGCAGTTGAGTGTGTGTGG TCTCACACATACATTCACTCTCACA 8 2 12 20 151 25 60,464 59,756 41,700 35,800 5,708,103 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:18436:4210 1 40 85 20 3 AC GTGTGTGTGTTGCGTGTTTGTGTGTTGCGTGTGTGTNA 0 0 15 2 142 TGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtg TGAGGCAGTTGAGTGTGTGT TCTCACACATACATTCACTCTCACA 10 2 10 20 151 25 59,459 59,756 37,200 35,800 5,785,122 G 154 GAGTGGGAATGAGGCAGTTGAgtgtgtgtGGGAGTGAAAgtgtgtgtgtTGCGTGTTtgtgtgTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAGTTtgtgtgtgtgTATGTGAGAGTGAATGTAtgtgtgAGAGTG

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 57 195 ACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACA ACGTTCAGGGTGTCGAACTC GGTCCAAAGAGACGGCTGAA 58 57 31 20 225 20 59,968 59,965 30,100 30,200 0.066617 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 51 188 GGGTGTCGAACTCTCCTTCCATTGATACACTCTGCT GGGTGTCGAACTCTCCTTCC GGTCCAAAGAGACGGCTGAA 51 57 38 20 225 20 59,753 59,965 34,600 30,200 0.281805 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 50 187 GGTGTCGAACTCTCCTTCCATTGATACACTCTGCTG GGTGTCGAACTCTCCTTCCA GGTCCAAAGAGACGGCTGAA 50 57 39 20 225 20 59,033 59,965 35,300 30,200 1,001,816 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 57 199 CTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGA CTTCACGTTCAGGGTGTCGA GGTCCAAAGAGACGGCTGAA 62 57 27 20 225 20 59,968 59,965 42,000 30,200 0.066481 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 57 212 GCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTGCCTTCTGCAACACTTCACG GGTCCAAAGAGACGGCTGAA 75 57 14 20 225 20 60,041 59,965 43,500 30,200 0.075854 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 51 189 GGGTGTCGAACTCTCCTTCCATTGATACACTCTGCT GGGTGTCGAACTCTCCTTCC AGGTCCAAAGAGACGGCTGA 51 58 38 20 226 20 59,753 60,832 34,600 42,600 1,079,044 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 20 129 CTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCA CTGCTGAGTCACCAAATGCA ACTCTTTGGTATTGGCAGGTGT 20 27 69 20 197 22 58,759 59,892 39,600 41,600 3,349,416 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 21 131 CTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCCTCTGCTGAGTCACCAAATGC ACTCTTTGGTATTGGCAGGTGT 21 27 67 21 197 22 59,532 59,892 35,600 41,600 3,575,984 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2219:9090:10697 1 109 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 20 130 TCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCATCTGCTGAGTCACCAAATGCA ACTCTTTGGTATTGGCAGGTGT 20 27 68 21 197 22 60,203 59,892 39,600 41,600 3,311,044 A 264 TATTCTCTAAGATGCCTTCTGCAACACTTCACGTTCAGGGTGTCGAACTCTCCTTCCATTGATACACTCTGCTGAGTCACCAAATGCATTTAAACTTTCCTGCACTCActctctctctctctctctctctctctctctctctctctctCCTCAGAGTTAACAGTAAATCACTGNAACACCTGCCAATACCAAAGAGTTTCAGAACTTCAGCCGTCTCTTTGGACCTCTTGCNTCTTGCAGGCTGCTCTCGCATTAAACCTCCTT

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 16 14 151 AAGacacacAGACACGcacacaCCGACACAGGCAGATAAGACACACAGACACGCACA GCGTATGTGTGTCAGTGTGC 25 14 30 20 180 20 60,108 59,836 45,700 45,700 0.272165 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 1 121 GACACAGGCAGATGCACACTGacacacacacacacaca GACACAGGCAGATGCACACT GTGTGTCAGTGTGCATCTGC 1 8 54 20 174 20 60,605 59,763 35,500 42,600 0.841491 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 1 127 GACACAGGCAGATGCACACTGacacacacacacacaca GACACAGGCAGATGCACACT GCGTATGTGTGTCAGTGTGC 1 14 54 20 180 20 60,605 59,836 35,500 45,700 0.768568 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 ‐86 145 AAGacacacAGACACGcacacaCCGACACAGGCAGATAAGACACACAGACACGCACA GTGTGTCAGTGTGCATCTGC 25 ‐86 30 20 80 20 60,108 59,763 45,700 42,600 0.345087 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 ‐91 140 AAGacacacAGACACGcacacaCCGACACAGGCAGATAAGACACACAGACACGCACA TCAGTGTGCATCTGCCTGTG 25 ‐91 30 20 75 20 60,108 60,605 45,700 36,600 0.712888 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:10531:38403 1 75 72 20 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 ‐93 138 AAGacacacAGACACGcacacaCCGACACAGGCAGATAAGACACACAGACACGCACA AGTGTGCATCTGCCTGTGTC 25 ‐93 30 20 73 20 60,108 60,605 45,700 36,700 0.713157 G 187 AAAGGTCAGAGCTGTGAATTAGTTTAGGTAAGacacacAGACACGcacacaCCGACACAGGCAGATGCACACTGacacacacacacacacacacacacacacacacacacacacAGCcacacacacaGACACAGacacacacacacCGACACAGGCAGATGCACACTGacacacATACGCACAGAGA

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 37 232 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA ATGTTTGTGAATGCGGTGCC 113 37 3 22 234 20 58,540 60,038 30,200 50,100 3,498,171 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 4 121 AGAAATTGTCTGCAAGCTGCATCAatatatatatatatatAGAAATTGTCTGCAAGCTGC ATGTTTGTGAATGCGGTGCC 4 37 114 20 234 20 57,281 60,038 52,500 50,100 2,757,769 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 37 182 ACAACATTTGGTTAGCTCGAGAATATTATCCATTCA ACAACATTTGGTTAGCTCGAGA ATGTTTGTGAATGCGGTGCC 63 37 53 22 234 20 57,997 60,038 40,400 50,100 4,041,249 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 33 228 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA TTGTGAATGCGGTGCCAATC 113 33 3 22 230 20 58,540 59,757 30,200 26,700 3,703,193 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 13 208 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA TTGAGTGTTGGAGCTGCACT 113 13 3 22 210 20 58,540 59,819 30,200 44,000 3,640,941 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 4 97 AGAAATTGTCTGCAAGCTGCATCAatatatatatatatatAGAAATTGTCTGCAAGCTGC TTGAGTGTTGGAGCTGCACT 4 13 114 20 210 20 57,281 59,819 52,500 44,000 2,900,539 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 4 117 AGAAATTGTCTGCAAGCTGCATCAatatatatatatatatAGAAATTGTCTGCAAGCTGC TTGTGAATGCGGTGCCAATC 4 33 114 20 230 20 57,281 59,757 52,500 26,700 2,962,791 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 54 249 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA GGCAGTGGAGGGAGTGAATG 113 54 3 22 251 20 58,540 60,394 30,200 26,700 3,853,365 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 74 269 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA CACTGCTGCCACTGTACACA 113 74 3 22 271 20 58,540 60,533 30,200 37,200 3,992,467 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 53 248 TCCCATGTTCCTACCATCAAGATACCTAGCAGATGT TCCCATGTTCCTACCATCAAGA GCAGTGGAGGGAGTGAATGT 113 53 3 22 250 20 58,540 59,674 30,200 27,100 3,786,091 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 4 158 AGAAATTGTCTGCAAGCTGCATCAatatatatatatatatAGAAATTGTCTGCAAGCTGC CACTGCTGCCACTGTACACA 4 74 114 20 271 20 57,281 60,533 52,500 37,200 3,252,065 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:5792:4526 1 138 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 4 159 AGAAATTGTCTGCAAGCTGCATCAatatatatatatatatAGAAATTGTCTGCAAGCTGC ACACTGCTGCCACTGTACAC 4 75 114 20 272 20 57,281 60,533 52,500 29,000 3,252,288 A 272 AATCCCATGTTCCTACCATCAAGATACCTAGCAGATGTTAATCTGGATCAATACAACATTTGGTTAGCTCGAGAATATTATCCATTCATTCCAGTTTCACAGATAGCATGATCAGAAATTGTCTGCAAGCTGCATCAatatatatatatatatatatatatatatatatatatatatACTTGCCTGGATGAGTGCAGCTCCAACACTCAAGATTGGCACCGCATTCACAAACATTCACTCCCTCCACTGCCTGTGTACAGTGGCAGCAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 0 99 CCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACCCTGCATGCCGAGTGAAA AGATTCCTCTGTGTGCGTGC 20 0 142 19 240 20 60,675 60,672 26,900 53,400 2,347,091 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 99 CCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACCCTGCATGCCGAGTGAA AGATTCCTCTGTGTGCGTGC 21 0 142 18 240 20 60,046 60,672 31,800 53,400 2,717,804 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 101 ATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTATCCCTGCATGCCGAGTGAA AGATTCCTCTGTGTGCGTGC 21 0 140 20 240 20 61,914 60,672 31,800 53,400 2,585,732 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 176 AACTCAGCGCGACAACGTCGGGGacacacGCCCAACAACTCAGCGCGACAACGT AGATTCCTCTGTGTGCGTGC 98 0 65 18 240 20 60,279 60,672 39,900 53,400 2,951,033 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 177 CAACTCAGCGCGACAACGTCGGGGacacacGCCCAACAACTCAGCGCGACAACG AGATTCCTCTGTGTGCGTGC 99 0 64 18 240 20 59,831 60,672 41,000 53,400 2,840,402 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 178 GCAACTCAGCGCGACAACGTCGGGGacacacGCCCAGCAACTCAGCGCGACAAC AGATTCCTCTGTGTGCGTGC 100 0 63 18 240 20 60,128 60,672 33,200 53,400 2,799,389 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 202 CACATGCCCAACGAACGAAATATCGCAACTCAGCG CACATGCCCAACGAACGAAA AGATTCCTCTGTGTGCGTGC 122 0 39 20 240 20 59,691 60,672 34,600 53,400 0.981083 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 240 GTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACGTTTACATATCGGTGGGCGC GGGAAGATTCCTCTGTGTGC 156 4 5 20 244 20 59,415 58,256 65,300 45,700 2,328,872 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 3 240 GTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACGTTTACATATCGGTGGGCGC GGGAAGATTCCTCTGTGTGCG 156 3 5 20 244 21 59,415 61,009 65,300 53,400 2,593,919 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 236 GTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACGTTTACATATCGGTGGGCGC AGATTCCTCTGTGTGCGTGC 156 0 5 20 240 20 59,415 60,672 65,300 53,400 1,256,657 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 0 240 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGGCTGTTTACATATCGGTGGG AGATTCCTCTGTGTGCGTGC 159 0 1 21 240 20 58,781 60,672 46,100 53,400 2,890,384 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:6634:21913 1 181 40 20 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 235 TTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATTTACATATCGGTGGGCGCG AGATTCCTCTGTGTGCGTGC 155 0 6 20 240 20 60,877 60,672 68,600 53,400 1,548,558 F 274 GGCTGTTTACATATCGGTGGgcgcgcAACTGACTCCGGCACATGCCCAACGAACGAAATATCGCAACTCAGCGCGACAACGTCGGGGacacacGCCCAACGTCATCGTGCATCATTTTACACATCGGCGTGTCGGGCCCATCCCTGCATGCCGAGTGAAAAGTCCTGCCCAGTGTTACTAacacacacacacacacacacacacacacacacacacacacGCACGcacacaGAGGAATCTTcccccATTTCCCTACTAAACCAGATGAgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 30 164 TGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGTGGTGAATTCCTGCAGTGCA CCCAGCAAACACAAACATCCA 36 30 23 20 186 21 60,179 59,588 45,700 34,100 1,590,972 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 30 169 AGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAA AGCCTTGGTGAATTCCTGCA CCCAGCAAACACAAACATCCA 41 30 18 20 186 21 59,887 59,588 44,100 34,100 1,524,972 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 7 135 AAGGAGGCAACATGAGGTGAAATGAAActctctctAt AAGGAGGCAACATGAGGTGA CCCAGCAAACACAAACATCCA 7 30 52 20 186 21 58,933 59,588 40,200 34,100 2,479,272 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 134 AGGAGGCAACATGAGGTGAAATGAAActctctctAtct AGGAGGCAACATGAGGTGAA CCCAGCAAACACAAACATCCA 6 30 53 20 186 21 58,933 59,588 31,800 34,100 2,479,272 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 5 134 AGGAGGCAACATGAGGTGAAATGAAActctctctAtct AGGAGGCAACATGAGGTGAAA CCCAGCAAACACAAACATCCA 5 30 53 21 186 21 59,575 59,588 26,900 34,100 2,837,043 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 Mar‐75 30 168 GCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAG GCCTTGGTGAATTCCTGCAG CCCAGCAAACACAAACATCCA 40 30 19 20 186 21 59,471 59,588 44,100 34,100 1,941,355 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 41 232 AGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAA AGCCTTGGTGAATTCCTGCA TGGAGGCATCAGTCACACAT 41 94 18 20 249 20 59,887 59,013 44,100 32,100 1,099,522 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 41 233 AGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAA AGCCTTGGTGAATTCCTGCA ATGGAGGCATCAGTCACACA 41 95 18 20 250 20 59,887 59,013 44,100 37,200 1,099,522 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 41 271 AGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAA AGCCTTGGTGAATTCCTGCA CTTGTTGCAGCTCCACTCAT 41 133 18 20 288 20 59,887 58,469 44,100 29,000 1,644,418 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 40 270 GCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAG GCCTTGGTGAATTCCTGCAG CTTGTTGCAGCTCCACTCAT 40 133 19 20 288 20 59,471 58,469 44,100 29,000 2,060,801 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 36 227 TGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGTGGTGAATTCCTGCAGTGCA TGGAGGCATCAGTCACACAT 36 94 23 20 249 20 60,179 59,013 45,700 32,100 1,165,522 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:7933:1028 1 79 57 20 1.5 AG CTCTCTCTATCTCTCTCCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 36 266 TGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGTGGTGAATTCCTGCAGTGCA CTTGTTGCAGCTCCACTCAT 36 133 23 20 288 20 60,179 58,469 45,700 29,000 1,710,418 F 289 NAAGGTACTGTTTAAGGAGCCTTGGTGAATTCCTGCAGTGCATCTTGTTTAAAGGAGGCAACATGAGGTGAAATGAAActctctctAtctctctcctctctctctctctctctctctctctctctctctctctctTCTTATaaaaaaCCAAGAGCATATTTACAGTGGATGTTTGTGTTTGCTGGGGAtttttAtttttttttAAtttttGATGTTGTTTTGGAACCTGAtgtgtgACTGATGCCTCCATCTCatatatatTTGatatatGAGTGGAGCTGCAACAAGN

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 145 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 13 11 114 CTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGCTGCATCTCTCTTTCTCTCTCCA AGGATAACTGGCTGAGAGGGT 19 11 103 23 216 21 59,299 59,991 38,600 43,400 4,709,477 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 145 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 11 113 TGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTG TGCATCTCTCTTTCTCTCTCCA AGGATAACTGGCTGAGAGGGT 19 11 104 22 216 21 58,294 59,991 38,600 43,400 4,715,121 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 145 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 11 115 TCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTTCTGCATCTCTCTTTCTCTCTCC AGGATAACTGGCTGAGAGGGT 20 11 102 23 216 21 59,046 59,991 37,100 43,400 4,962,550 F 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 1 5 1 189 ACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctct ACCTAGCTCCCATCTCTGTGT GGATAACTGGCTGAGAGGGTC 1 10 27 21 215 21 59,992 59,585 37,200 44,600 2,422,270 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 0 6 1 189 ACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctct ACCTAGCTCCCATCTCTGTGT GGATAACTGGCTGAGAGGGT 1 11 27 21 215 20 59,992 58,498 37,200 43,400 2,509,302 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 0 7 9 197 ACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctct ACTCTGCACCTAGCTCCCAT AGGATAACTGGCTGAGAGGGT 9 11 20 20 216 21 60,326 59,991 40,000 43,400 1,334,986 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 0 7 7 195 TCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctc TCTGCACCTAGCTCCCATCT AGGATAACTGGCTGAGAGGGT 7 11 22 20 216 21 60,032 59,991 29,000 43,400 1,040,654 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 0 7 5 193 TGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctc TGCACCTAGCTCCCATCTCT AGGATAACTGGCTGAGAGGGT 5 11 24 20 216 21 60,032 59,991 31,000 43,400 1,040,654 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2220:9922:62066 1 49 136 20 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCANA 0 0 8 4 189 GCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctcGCACCTAGCTCCCATCTCTG ATAACTGGCTGAGAGGGTCA 4 9 25 20 213 20 59,608 57,746 33,500 40,200 2,646,488 G 252 CTATTTCTCTATATCACTCACTCTGCACCTAGCTCCCATCTCTGTGTAtctctctctctctctctctctctctctctctctcTGTCAGTTCtttttCTATCTCTGCAtctctcTTtctctctcCAATATCTCGTCTTTCTCTTGctctctctctctctctctctctctctctctctctctctctATTGGTCTCTGACCCTCTCAGCCAGTTATCCTTCACAGTCAAActctctctctctctctgtgtgtgtC

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 93 53 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 15 1 100 TGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgTGATTGAGTGTGTGTGACCGA CGCACACTTACACAAACAGTCA 1 3 71 21 170 22 59,589 59,650 46,900 34,100 3,761,073 F 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 93 53 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 1 102 TGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgTGATTGAGTGTGTGTGACCGA GTCGCACACTTACACAAACAGT 1 5 71 21 172 22 59,589 59,650 46,900 35,500 3,761,379 F 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 93 53 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 1 104 TGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgTGATTGAGTGTGTGTGACCGA CAGTCGCACACTTACACAAACA 1 7 71 21 174 22 59,589 59,650 46,900 28,300 3,761,073 F 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 45 101 20 2 AC TGTGTGTGTGTGCATGTGTGTGTGATTGATTGAGTGNA 0 1 16 7 158 ACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAt ACGTGTGTCTGACTGTGTGT CAGTCGCACACTTACACAAACA 8 7 17 20 174 22 59,469 59,650 37,200 28,300 2,880,936 G 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 45 101 20 2 AC TGTGTGTGTGTGCATGTGTGTGTGATTGATTGAGTGNA 0 0 16 5 156 ACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAt ACGTGTGTCTGACTGTGTGT GTCGCACACTTACACAAACAGT 8 5 17 20 172 22 59,469 59,650 37,200 35,500 2,881,242 G 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:19299:28839 1 45 101 20 2 AC TGTGTGTGTGTGCATGTGTGTGTGATTGATTGAGTGNA 0 0 16 3 154 ACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAt ACGTGTGTCTGACTGTGTGT CGCACACTTACACAAACAGTCA 8 3 17 20 170 22 59,469 59,650 37,200 34,100 2,880,936 G 224 GATGGACTGACGAAGTACgtgtgtCTGACtgtgtgtgAATTGACtgtgtgtgtgtgCAtgtgtgtgtgATTGATTGAgtgtgtgtGACCGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtGACTGACTGTTTGTGTAAGTGTGCGACTGATAGTGTAtgtgtgAgtgtgtgtgtCTGACtgtgtgTATTtgtgtgtgtg

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 20 252 GTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTGTGGGACGAAACATTCTGCC CCTTCCTGCACTGTGTCACA 20 152 30 20 281 20 59,478 60,179 48,500 35,800 0.700784 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 48 195 CGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGA CGTTCAGCTCGGACGCAT AACATCCCAAGGTGCTCACA 48 69 4 18 198 20 60,507 59,522 47,300 35,800 2,985,174 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 48 243 CGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGA CGTTCAGCTCGGACGCAT TCAACAACATCAACCACATGCA 48 115 4 18 246 22 60,507 59,308 47,300 39,600 5,199,144 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 46 241 TTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAA TTCAGCTCGGACGCATGC TCAACAACATCAACCACATGCA 46 115 6 18 246 22 60,815 59,308 40,600 39,600 5,507,253 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 25 173 TGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTGCCTGTGGGACGAAACATT ACATCCCAAGGTGCTCACAT 25 68 25 20 197 20 60,179 59,299 27,100 32,100 0.879567 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 25 174 TGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTGCCTGTGGGACGAAACATT AACATCCCAAGGTGCTCACA 25 69 25 20 198 20 60,179 59,522 27,100 35,800 0.657076 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 25 222 TGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTGCCTGTGGGACGAAACATT TCAACAACATCAACCACATGCA 25 115 25 20 246 22 60,179 59,308 27,100 39,600 2,871,045 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 25 257 TGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTGCCTGTGGGACGAAACATT CCTTCCTGCACTGTGTCACA 25 152 25 20 281 20 60,179 60,179 27,100 35,800 0.358052 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 18 167 GGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAGGGACGAAACATTCTGCCCT AACATCCCAAGGTGCTCACA 18 69 32 20 198 20 60,323 59,522 51,900 35,800 0.800618 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 18 215 GGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAGGGACGAAACATTCTGCCCT TCAACAACATCAACCACATGCA 18 115 32 20 246 22 60,323 59,308 51,900 39,600 3,014,587 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 18 250 GGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAGGGACGAAACATTCTGCCCT CCTTCCTGCACTGTGTCACA 18 152 32 20 281 20 60,323 60,179 51,900 35,800 0.501594 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 47 243 CGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGA CGTTCAGCTCGGACGCATG TCAACAACATCAACCACATGCA 47 115 4 19 246 22 61,792 59,308 40,600 39,600 5,484,332 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 5 132 TCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctc TCTGCCCTAGAATTGTCTCCC TCAGATAAAGCCAGTGACCAAA 5 44 44 21 175 22 58,881 57,634 43,000 32,800 6,485,009 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 5 238 TCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctc TCTGCCCTAGAATTGTCTCCC CCTTCCTGCACTGTGTCACA 5 152 44 21 281 20 58,881 60,179 43,000 35,800 2,298,543 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 4 131 CTGCCCTAGAATTGTCTCCCTAAACctctctctctctctct CTGCCCTAGAATTGTCTCCCT TCAGATAAAGCCAGTGACCAAA 4 44 45 21 175 22 58,877 57,634 42,000 32,800 6,488,282 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 4 237 CTGCCCTAGAATTGTCTCCCTAAACctctctctctctctct CTGCCCTAGAATTGTCTCCCT CCTTCCTGCACTGTGTCACA 4 152 45 21 281 20 58,877 60,179 42,000 35,800 2,301,816 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 25 227 TGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTGCCTGTGGGACGAAACATT CCCACTCAACAACATCAACCAC 25 120 25 20 251 22 60,179 59,965 27,100 41,600 2,213,562 F 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:4838:7585 1 70 40 20 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 4 130 TGCCCTAGAATTGTCTCCCTAAACctctctctctctctctct TGCCCTAGAATTGTCTCCCT TCAGATAAAGCCAGTGACCAAA 4 44 46 20 175 22 57,730 57,634 42,000 32,800 6,635,948 A 287 TCCCGTTCAGCTCGGACGCATGCCTGCCTGTGGGACGAAACATTCTGCCCTAGAATTGTCTCCCTAAACctctctctctctctctctctctctctctctctctctctctCCTTCAATAATCTGCGTTTTAAAACTTACTTCTTTGACCAAGATTTTGGTCACTGGCTTTATCTGATAATGTGAGCACCTTGGGATGTTTTACTATGTTAAAGATGTTACATAAATGCATGTGGTTGATGTTGTTGAGTggggggCAAGATATGTGACACAGTGCAGGAAGGGGTTCA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 1 1 5 15 181 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT GGCTGTGAGGGAGAGAGACA 15 34 11 21 191 20 59,928 60,613 42,400 34,100 1,685,464 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 6 15 182 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT TGGCTGTGAGGGAGAGAGAC 15 35 11 21 192 20 59,928 60,613 42,400 33,600 1,685,464 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 8 15 183 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT GTGGCTGTGAGGGAGAGAGA 15 36 11 21 193 20 59,928 60,613 42,400 31,000 1,685,464 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 8 15 191 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT ACATGTGTGTGGCTGTGAGG 15 44 11 21 201 20 59,928 60,536 42,400 38,600 1,607,952 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 10 15 198 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT CGTGTGTACATGTGTGTGGC 15 51 11 21 208 20 59,928 59,765 42,400 50,100 1,306,797 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 10 15 240 TATGCATacacacAGGTTCAGCTCATTAAAACGTACA TATGCATACACACAGGTTCAGCT TCAGTGTTTCTCTGTGTCTGTATG 15 87 9 23 248 24 60,055 58,467 42,400 23,900 8,587,724 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 11 16 240 TATGCATacacacAGGTTCAGCTCATTAAAACGTACA TATGCATACACACAGGTTCAGC TCAGTGTTTCTCTGTGTCTGTATGT 16 86 9 22 248 25 58,730 59,931 42,600 22,900 8,339,146 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 11 15 240 TATGCATacacacAGGTTCAGCTCATTAAAACGTACA TATGCATACACACAGGTTCAGCT TCAGTGTTTCTCTGTGTCTGTATGT 15 86 9 23 248 25 60,055 59,931 42,400 22,900 8,124,286 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:19938:49250 1 47 91 20 2 AC ACACACACACACTCACACGCACAGACACACACACACNA 0 0 12 15 199 TGCATacacacAGGTTCAGCTCATTAAAACGTACATa TGCATACACACAGGTTCAGCT GCGTGTGTACATGTGTGTGG 15 52 11 21 209 20 59,928 59,765 42,400 41,700 1,306,797 G 248 cacacaTATATGCATacacacAGGTTCAGCTCATTAAAACGTACATacacacacacacTCACACGCACAGacacacacacacacacacacacacacCcacacacacacacacacacacacacacacacacacacacaCGCAAAGACATACCTGGATAGACAGAGATAACTTTGtctctctcCCTCACAGCcacacacaTGTacacacGCTAAAACTAACACATACATACAGACACAGAGAAACACTGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 14 0 90 CCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgt CCGTGTATGCGTTTGTGTGT CACCCACACACACCCACC 12 0 27 20 116 18 59,416 60,518 37,200 46,100 3,102,745 F 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 0 91 CCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtg CCCGTGTATGCGTTTGTGTG CACCCACACACACCCACC 13 0 26 20 116 18 60,110 60,518 38,200 46,100 2,628,768 F 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 1 92 CCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtg CCCGTGTATGCGTTTGTGTG CCACCCACACACACCCAC 13 1 26 20 117 18 60,110 60,518 38,200 46,100 2,628,768 F 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 11 1 153 CCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtg CCCGTGTATGCGTTTGTGTG TCTCATACACACGCAGAATCACA 13 1 26 20 178 23 60,110 60,057 38,200 35,800 3,167,310 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 138 TtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTGTCTGTTGGAGAGC TCATACACACGCAGAATCACAC 0 0 39 20 176 22 58,046 59,007 40,900 38,200 4,946,779 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 139 TtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTGTCTGTTGGAGAGC CTCATACACACGCAGAATCACA 0 1 39 20 177 22 58,046 58,747 40,900 35,800 5,206,789 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 151 CCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtg CCCGTGTATGCGTTTGTGTG TCATACACACGCAGAATCACAC 13 0 26 20 176 22 60,110 59,007 38,200 38,200 3,103,639 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 139 TtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgTTGTGTGTCTGTTGGAGAGC CTCATACACACGCAGAATCACAC 0 0 39 20 177 23 58,046 59,939 40,900 38,200 5,014,854 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:28980:2188 1 59 96 20 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 0 152 CCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtg CCCGTGTATGCGTTTGTGTG CTCATACACACGCAGAATCACAC 13 0 26 20 177 23 60,110 59,939 38,200 38,200 3,171,713 G 227 tgtgtgtgAGCGtttttAGGAGGGGCCCGTGTATGCGTTtgtgtgTCTGTTGGAGAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGgtgtgtgtGGGTGGGGgtgtgtgtgtgtgtgtTGAAGGGGCtgtgtgtgtgGTGTGATTCTGCgtgtgtATGAGATATTCtgtgtgtgtgGTGTGATTCTACATCtgtgtgtgtgtgtgTATGA

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 13 176 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC GGTAGCTCTTTGCCTCTGGG 13 78 17 18 192 20 60,739 60,107 52,500 44,500 2,845,981 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 13 177 GTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgGTGAAACGAGAGCGGCAGC GGTAGCTCTTTGCCTCTGGG 13 78 16 19 192 20 62,016 60,107 52,500 44,500 3,123,933 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 13 182 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC CCCTGAGGTAGCTCTTTGCC 13 84 17 18 198 20 60,739 60,107 52,500 45,200 2,845,981 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 14 192 GTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgGTGAAACGAGAGCGGCAG CCGTCATTGCCCTGAGGTAG 14 93 16 18 207 20 58,840 60,179 48,500 31,800 3,339,057 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 134 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC GTGATTGCCAGAAGTTCGCG 13 36 17 18 150 20 60,739 60,179 52,500 58,700 2,917,736 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 135 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC GGTGATTGCCAGAAGTTCGC 13 37 17 18 151 20 60,739 59,831 52,500 47,000 2,907,530 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 136 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC CGGTGATTGCCAGAAGTTCG 13 38 17 18 152 20 60,739 59,556 52,500 39,500 3,182,390 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 191 TGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgt TGAAACGAGAGCGGCAGC CCGTCATTGCCCTGAGGTAG 13 93 17 18 207 20 60,739 60,179 52,500 31,800 2,917,594 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2222:31193:8447 1 48 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 13 192 GTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgGTGAAACGAGAGCGGCAGC CCGTCATTGCCCTGAGGTAG 13 93 16 19 207 20 62,016 60,179 52,500 31,800 3,195,547 F 256 TAAGATCCGCCCAGCGTGAAACGAGAGCGGCAGCGCTCAACACTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtTgggggggggggggggAGGAGGGTGAGCAGGGCAAGCGCGAACTTCTGGCAATCACCGAAGTGCGTGCTTGAGAATCTCCCAGAGGCAAAGAGCTACCTCAGGGCAATGACGGGTTTTCaaaaaaaaaaaTGAAGATATGAGAAATGTTATAAAACATGTAG

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 1 1 13 1 139 acagacagacaCAGACTGACAAACATACACCCTcacacaACAGACAGACACAGACTGACA TGTATATGTGTGAGCGTGTGA 12 1 134 21 272 21 58,621 57,141 35,800 35,800 6,238,416 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 13 0 139 acagacagacaCAGACTGACAAACATACACCCTcacacaACAGACAGACACAGACTGACA TGTATATGTGTGAGCGTGTGAC 12 0 134 21 272 22 58,621 58,492 35,800 36,700 5,886,790 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 15 1 139 agacagacaCAGACTGACAAACATACACCCTcacacacaAGACAGACACAGACTGACAAACA TGTGTATATGTGTGAGCGTGTGA 8 1 136 23 274 23 59,804 60,057 28,300 35,800 6,252,785 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 15 1 177 AGCTTGTCACCAGTGAGAGCACAAGATTCcacacagaAGCTTGTCACCAGTGAGAGC TGTGTATATGTGTGAGCGTGTGA 49 1 98 20 274 23 59,965 60,057 40,900 35,800 3,091,790 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 15 1 183 CCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTC CCTCGAAGCTTGTCACCAGT TGTGTATATGTGTGAGCGTGTGA 55 1 92 20 274 23 59,966 60,057 40,000 35,800 3,091,233 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 15 1 206 TACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGT TACTTGACACGGTGCCCTTC TGTGTATATGTGTGAGCGTGTGA 78 1 69 20 274 23 59,966 60,057 34,600 35,800 3,091,511 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 15 1 239 CGAACTGGAGGTGACAAGCTGGCAACATGGTTTTA CGAACTGGAGGTGACAAGCT TGTGTATATGTGTGAGCGTGTGA 111 1 36 20 274 23 59,966 60,057 37,400 35,800 3,091,233 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 16 4 241 CGAACTGGAGGTGACAAGCTGGCAACATGGTTTTA CGAACTGGAGGTGACAAGCT TGTGTGTATATGTGTGAGCGTG 111 4 36 20 276 22 59,966 58,750 37,400 53,400 3,283,975 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 16 3 240 CGAACTGGAGGTGACAAGCTGGCAACATGGTTTTA CGAACTGGAGGTGACAAGCT GTGTGTATATGTGTGAGCGTGT 111 3 36 20 275 22 59,966 58,749 37,400 44,900 3,284,802 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 17 2 184 CCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTC CCTCGAAGCTTGTCACCAGT GTGTGTATATGTGTGAGCGTGTG 55 2 92 20 275 23 59,966 59,939 40,000 38,200 3,094,820 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 17 2 207 TACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGT TACTTGACACGGTGCCCTTC GTGTGTATATGTGTGAGCGTGTG 78 2 69 20 275 23 59,966 59,939 34,600 38,200 3,095,098 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:14387:67551 1 167 84 20 1.5 AC CACACACACGCACACACACACACGCACACACACACANA 0 0 17 2 240 CGAACTGGAGGTGACAAGCTGGCAACATGGTTTTA CGAACTGGAGGTGACAAGCT GTGTGTATATGTGTGAGCGTGTG 111 2 36 20 275 23 59,966 59,939 37,400 38,200 3,094,820 F 277 ATCAGGCATTGAATGCCTATGAATGAGGGACACCCCGAACTGGAGGTGACAAGCTGGCAACATGGTTTTACTTGACACGGTGCCCTTCCTGCCTCGAAGCTTGTCACCAGTGAGAGCACAAGATTCcacacagacagacagacaCAGACTGACAAACATACACCCTcacacacaCGcacacacacacaCGcacacacacacacacacacacacacacacacacacacacaCCcacacaCGcacacacacaGTCACACGCTcacacaTATacacacAA

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 30 154 GCACGAAGTTCTCCGCTCATTCTccccccccccccccccc GCACGAAGTTCTCCGCTCAT ATGCTGGGTGGGCCAATTAA 30 44 75 20 228 20 60,738 59,958 29,000 14,000 0.780146 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 30 168 GCACGAAGTTCTCCGCTCATTCTccccccccccccccccc GCACGAAGTTCTCCGCTCAT GTGACCGCGATTTCATGCTG 30 58 75 20 242 20 60,738 60,248 29,000 44,100 0.985529 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 44 204 GAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgc GAGGCAGCTCAGTCCCTCAG ATGCTGGGTGGGCCAATTAA 80 44 25 20 228 20 61,959 59,958 33,500 14,000 2,001,332 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 44 206 CTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgc CTGAGGCAGCTCAGTCCCTC ATGCTGGGTGGGCCAATTAA 82 44 23 20 228 20 61,959 59,958 43,000 14,000 2,001,332 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 134 AGTTCTCCGCTCATTCTccccccccccccccccccccccccc AGTTCTCCGCTCATTCTCCC AATTAAGGCCTGCCCAGCG 24 31 81 20 214 19 59,173 60,754 43,000 51,800 2,581,602 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 135 AGTTCTCCGCTCATTCTccccccccccccccccccccccccc AGTTCTCCGCTCATTCTCCC CAATTAAGGCCTGCCCAGC 24 32 81 20 215 19 59,173 59,181 43,000 48,500 2,645,923 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 136 AGTTCTCCGCTCATTCTccccccccccccccccccccccccc AGTTCTCCGCTCATTCTCCC CCAATTAAGGCCTGCCCAGC 24 32 81 20 216 20 59,173 61,680 43,000 48,500 2,506,927 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 148 AGTTCTCCGCTCATTCTccccccccccccccccccccccccc AGTTCTCCGCTCATTCTCCC ATGCTGGGTGGGCCAATTAA 24 44 81 20 228 20 59,173 59,958 43,000 14,000 0.869799 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:15727:45716 1 125 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 44 210 CTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTCCCTGAGGCAGCTCAGTC ATGCTGGGTGGGCCAATTAA 86 44 19 20 228 20 61,959 59,958 35,100 14,000 2,001,332 F 251 AAttttttAAATCTTCAGCTCCCTGAGGCAGCTCAGTCCCTCAGGGAGCTTTCCCTgcgcgcACCtgtgtgCACGCACGAAGTTCTCCGCTCATTCTccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacaGGCAGCACCGAGCGCTACAGCATGCGTTTCACGCTGGGCAGGCCTTAATTGGCCCACCCAGCATGAAATCGCGGTCACGGCCCAATC

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 45 210 AAACGCTGCCCACTCCTAATAAGAAATGGgagagaG AAACGCTGCCCACTCCTAAT CTTTGGGATGTCCTGAGCTGT 45 84 7 20 216 21 59,672 59,996 17,300 44,000 1,332,302 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 45 211 AAACGCTGCCCACTCCTAATAAGAAATGGgagagaG AAACGCTGCCCACTCCTAAT ACTTTGGGATGTCCTGAGCTG 45 85 7 20 217 21 59,672 59,996 17,300 42,400 1,332,302 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 45 212 AAACGCTGCCCACTCCTAATAAGAAATGGgagagaG AAACGCTGCCCACTCCTAAT CACTTTGGGATGTCCTGAGCT 45 86 7 20 218 21 59,672 59,996 17,300 40,900 1,332,302 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 46 240 CAAACGCTGCCCACTCCTAATAAGAAATGGgagaga CAAACGCTGCCCACTCCTAA ACTTCAAGAACTTCATTGGCTG 46 112 6 20 245 22 60,605 57,157 26,900 48,500 5,448,539 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 185 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG CTTTGGGATGTCCTGAGCTGT 20 84 32 20 216 21 60,690 59,996 44,500 44,000 1,694,455 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 186 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG ACTTTGGGATGTCCTGAGCTG 20 85 32 20 217 21 60,690 59,996 44,500 42,400 1,694,455 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 20 187 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG CACTTTGGGATGTCCTGAGCT 20 86 32 20 218 21 60,690 59,996 44,500 40,900 1,694,455 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 47 240 CAAACGCTGCCCACTCCTAATAAGAAATGGgagaga CAAACGCTGCCCACTCCTA ACTTCAAGAACTTCATTGGCTGT 47 111 6 19 245 23 60,004 58,790 29,400 44,000 5,214,170 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 46 240 CAAACGCTGCCCACTCCTAATAAGAAATGGgagaga CAAACGCTGCCCACTCCTAA ACTTCAAGAACTTCATTGGCTGT 46 111 6 20 245 23 60,605 58,790 26,900 44,000 4,815,651 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 20 121 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG ACGCTTTCCCTTTCACTCTCT 20 20 32 20 152 21 60,690 59,305 44,500 31,000 2,385,106 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 20 123 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG TCACGCTTTCCCTTTCACTCT 20 22 32 20 154 21 60,690 59,584 44,500 32,400 2,106,812 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:16782:13510 1 72 40 20 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 14 115 ATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAATGGGAGAGAGCAGACTGGG TCCCTTTCACTCTCTCTCCCT 20 14 32 20 146 21 60,690 59,281 44,500 42,000 2,409,788 F 260 AGCATCAAACGCTGCCCACTCCTAATAAGAAATGGgagagaGCAGACTGGGGTGTTCCACATCCAGAGTGTgagagagagagagagagagagagagagagagagagagagaGGaaaaaaaaaGAGAGGgagagagaGTGAAAGGGAAAGCGTGaaaaaaGTgagagagaGCAGGTATGAGACaaaaaCAGAAAGTACAGCTCAGGACATCCCAAAGTGCTTTACAGCCAATGAAGTTCTTGAAGTATATTCACTGTTGTA

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 54 20 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 1 10 3 128 GGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGACA TCCATCATTCTGCCTGTCCC 31 3 2 20 129 20 60,392 59,452 34,100 44,600 0.939692 B 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 54 20 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 3 129 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC TCCATCATTCTGCCTGTCCC 32 3 1 20 129 20 60,108 59,452 33,600 44,600 0.655976 B 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 54 20 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 2 128 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC CCATCATTCTGCCTGTCCCT 32 2 1 20 128 20 60,108 59,450 33,600 42,000 0.657895 B 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 1 9 1 138 AGCCAGAAGTAGAGAAAGGGATagagagagagagAC AGCCAGAAGTAGAGAAAGGGA CCCGCTCTCTCTTCCATTCA 1 1 31 21 168 20 57,808 59,173 42,000 25,700 4,018,603 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 9 1 139 AGCCAGAAGTAGAGAAAGGGATagagagagagagAC AGCCAGAAGTAGAGAAAGGGA ACCCGCTCTCTCTTCCATTC 1 2 31 21 169 20 57,808 59,173 42,000 26,700 4,019,256 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 21 188 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC TACCTGTCCCTCTCTCTGCA 32 21 1 20 188 20 60,108 59,295 33,600 44,100 0.812609 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG
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ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 3 169 GGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGACA CACCCGCTCTCTCTTCCATT 31 3 2 20 170 20 60,392 59,461 34,100 31,600 0.930711 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 3 170 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC CACCCGCTCTCTCTTCCATT 32 3 1 20 170 20 60,108 59,461 33,600 31,600 0.646996 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 10 1 139 GAGCCAGAAGTAGAGAAAGGGATagagagagagagA GAGCCAGAAGTAGAGAAAGGGA CCCGCTCTCTCTTCCATTCA 1 1 30 22 168 20 58,899 59,173 42,000 25,700 3,927,385 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 13 22 190 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC TCTACCTGTCCCTCTCTCTGC 32 22 1 20 190 21 60,108 60,064 33,600 42,600 1,172,259 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 14 27 196 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC TCACTCTCTACCTGTCCCTCTC 32 27 1 20 196 22 60,108 59,760 33,600 32,000 2,348,105 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:23876:66724 1 53 95 20 2 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 14 26 195 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGGCAAATGGAGAGCGAGAC CACTCTCTACCTGTCCCTCTCT 32 26 1 20 195 22 60,108 59,759 33,600 31,000 2,349,121 G 210 AGGCAAATGGAGAGCGAGACAGTAAAGGGGAGCCAGAAGTAGAGAAAGGGATagagagagagagACagagagagagagagagagagagagagagagagagagagagTGAGGGACAGGCAGAATGATGGACAGAGTgagagagagagaGTGAATGGAagagagagCGGGTGCagagagagGGACAGGTagagagTGATAAATAGAGGAAGG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 37 190 TGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgTGTGAGTAATATTTAGTTTGTGCGTG CATACAGAGCCACTCAGACAT 66 37 14 26 203 21 58,485 57,184 53,400 30,600 11,330,661 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 113 GAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTGAGTGAGTGGGAGAGCGTTT TATGCACTCACACGCCTTCA 29 4 57 20 169 20 59,681 59,680 36,000 30,200 0.638812 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 116 tTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTT TTTGAGTGAGTGGGAGAGCG TATGCACTCACACGCCTTCA 32 4 54 20 169 20 59,682 59,680 50,300 30,200 0.638491 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 37 190 TGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgTGTGAGTAATATTTAGTTTGTGCGTGT CATACAGAGCCACTCAGACAT 65 37 14 27 203 21 59,828 57,184 44,900 30,600 10,987,704 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 29 140 TGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTGAGTGAGTGGGAGAGCGT GCCACTCAGACATACAATCGC 31 29 56 19 195 21 60,229 59,405 50,700 45,800 2,823,445 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 29 140 TGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTGAGTGAGTGGGAGAGCGTT GCCACTCAGACATACAATCGC 30 29 56 20 195 21 60,828 59,405 48,400 45,800 2,422,787 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 29 141 TTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTT TTGAGTGAGTGGGAGAGCGT GCCACTCAGACATACAATCGC 31 29 55 20 195 21 60,828 59,405 50,700 45,800 2,422,787 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 34 190 TGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgTGTGAGTAATATTTAGTTTGTGCGTGT CATACAGAGCCACTCAGACATACA 65 34 14 27 203 24 59,828 59,901 44,900 22,900 11,270,350 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 109 GAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTGAGTGAGTGGGAGAGCGTTT CACTCACACGCCTTCACAGA 29 0 57 20 165 20 59,681 60,249 36,000 34,100 0.568209 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 110 TGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTGAGTGAGTGGGAGAGCGTT CACTCACACGCCTTCACAGA 30 0 56 20 165 20 60,828 60,249 48,400 34,100 1,077,372 B 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 112 tTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTT TTTGAGTGAGTGGGAGAGCG CACTCACACGCCTTCACAGA 32 0 54 20 165 20 59,682 60,249 50,300 34,100 0.567888 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 142 AGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGTTTGTGCGTGTGTGTGAG TATGCACTCACACGCCTTCA 58 4 28 20 169 20 59,273 59,680 35,100 30,200 1,046,877 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 141 GTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGTTTGTGCGTGTGTGTGAGT TATGCACTCACACGCCTTCA 57 4 29 20 169 20 59,554 59,680 34,100 30,200 0.766273 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:24657:32285 1 106 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 140 TTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGTTTGTGCGTGTGTGTGAGTG TATGCACTCACACGCCTTCA 56 4 30 20 169 20 59,554 59,680 35,100 30,200 0.765879 F 203 ACGGgtgtgtTTTTGTGAGTAATATTTAGTTTGTGCgtgtgtgtGAgtgtgtgtTTGAGTGAGTGGGAGAGCGTTTATTTTATAACTTTTGTTTGGgtgtgtTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGAAGGCGTGTGAGTGCATATTTATGCGATTGTATGTCTGAGTGGCTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2223:29508:54014 1 34 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 2 94 cacacTTCTCACCCATCCGTAGGACCACTCACcacaca CACACTTCTCACCCATCCGT CTATGGACGGGTGAGAAGGG 12 2 2 20 95 20 59,678 59,247 46,900 39,500 1,074,932 F 101 acacacTTCTCACCCATCCGTAGGACCACTCACcacacacacacacacacacacacacacacacacacacacaGACCCTTCTCACCCGTCCATAGGACCAC

ST‐E00142:460:H2K7HCCXY:6:2223:29508:54014 1 34 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 93 cacacTTCTCACCCATCCGTAGGACCACTCACcacaca CACACTTCTCACCCATCCGT TATGGACGGGTGAGAAGGGT 12 1 2 20 94 20 59,678 59,958 46,900 43,400 0.363802 F 101 acacacTTCTCACCCATCCGTAGGACCACTCACcacacacacacacacacacacacacacacacacacacacaGACCCTTCTCACCCGTCCATAGGACCAC

ST‐E00142:460:H2K7HCCXY:6:2223:29508:54014 1 34 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 94 acacacTTCTCACCCATCCGTAGGACCACTCACcacac ACACACTTCTCACCCATCCG TATGGACGGGTGAGAAGGGT 13 1 1 20 94 20 59,678 59,958 41,800 43,400 0.363802 F 101 acacacTTCTCACCCATCCGTAGGACCACTCACcacacacacacacacacacacacacacacacacacacacaGACCCTTCTCACCCGTCCATAGGACCAC

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 13 41 187 CACGcacacaGGAGacacacCCCCATCCACCCCAAAGCCACGCACACAGGAGACACA CGTGCCTGTGTGTTCATCTG 41 67 4 19 190 20 60,227 59,486 37,200 29,000 1,741,489 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 41 205 CACGcacacaGGAGacacacCCCCATCCACCCCAAAGCCACGCACACAGGAGACACA TAGGCGTGTATGTGTGTGCG 41 85 4 19 208 20 60,227 60,735 37,200 53,400 1,961,831 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 20 138 GcacacaGGAGacacacCCCCATCCACCCCAAAGCACAGCACACAGGAGACACACCC TGTCTGTCTCCTGTGTGTGTT 38 20 7 19 144 21 60,598 59,169 46,100 33,200 3,429,237 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 21 138 GcacacaGGAGacacacCCCCATCCACCCCAAAGCACAGCACACAGGAGACACACCC TGTCTGTCTCCTGTGTGTGT 38 21 7 19 144 20 60,598 58,515 46,100 37,200 3,083,254 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 21 139 CGcacacaGGAGacacacCCCCATCCACCCCAAAGCACCGCACACAGGAGACACACC TGTCTGTCTCCTGTGTGTGT 39 21 6 19 144 20 60,956 58,515 41,600 37,200 3,441,294 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 40 186 ACGcacacaGGAGacacacCCCCATCCACCCCAAAGCAACGCACACAGGAGACACAC CGTGCCTGTGTGTTCATCTG 40 67 5 19 190 20 60,227 59,486 38,200 29,000 1,741,518 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 40 204 ACGcacacaGGAGacacacCCCCATCCACCCCAAAGCAACGCACACAGGAGACACAC TAGGCGTGTATGTGTGTGCG 40 85 5 19 208 20 60,227 60,735 38,200 53,400 1,961,860 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 43 189 CACACGcacacaGGAGacacacCCCCATCCACCCCAAACACACGCACACAGGAGACA CGTGCCTGTGTGTTCATCTG 43 67 2 19 190 20 60,227 59,486 34,100 29,000 1,741,489 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:14763:55930 1 64 40 20 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 43 207 CACACGcacacaGGAGacacacCCCCATCCACCCCAAACACACGCACACAGGAGACA TAGGCGTGTATGTGTGTGCG 43 85 2 19 208 20 60,227 60,735 34,100 53,400 1,961,831 F 250 GCACACGcacacaGGAGacacacCCCCATCCACCCCAAAGCACAAcccccACTTCCCATCCAGcacacacacacacacacacacacacacacacacacacacaGGAGACAACATGCATATACAAacacacacAGGAGACAGACACATATACACAACCATTCATaaaaaCACAGATGAacacacAGGCACGcacacacaTACACGCCTATTTGGTACACCAGTTCTGACTCTGCtttttCCTGCTACTTGT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 7 27 222 GGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCGGGCTTCGCTGGCTATAACT ACATACACAACGCAGGAGCA 115 27 42 20 263 20 59,893 59,965 22,400 42,600 0.141650 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 27 223 TGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCTGGGCTTCGCTGGCTATAAC ACATACACAACGCAGGAGCA 116 27 41 20 263 20 60,179 59,965 18,900 42,600 0.213812 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 27 224 GTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATGTGGGCTTCGCTGGCTATAA ACATACACAACGCAGGAGCA 117 27 40 20 263 20 60,179 59,965 0.9800 42,600 0.213812 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 28 150 CGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTACGTGCATGCATTTGTGCTTG CACATACACAACGCAGGAGC 42 28 115 20 264 20 59,563 59,556 40,100 47,000 0.880782 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 27 149 CGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTACGTGCATGCATTTGTGCTTG ACATACACAACGCAGGAGCA 42 27 115 20 263 20 59,563 59,965 40,100 42,600 0.471669 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 23 145 CGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTACGTGCATGCATTTGTGCTTG ACACAACGCAGGAGCAAAGA 42 23 115 20 259 20 59,563 60,464 40,100 25,200 0.900566 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 23 139 TGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTGCATTTGTGCTTGTGTGTGT ACACAACGCAGGAGCAAAGA 35 23 121 21 259 20 59,796 60,464 37,200 25,200 1,667,884 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 22 138 TGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTGCATTTGTGCTTGTGTGTGT CACAACGCAGGAGCAAAGAT 35 22 121 21 258 20 59,796 59,123 37,200 24,000 2,081,301 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28270:14002 1 177 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 21 137 TGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTGCATTTGTGCTTGTGTGTGT ACAACGCAGGAGCAAAGATG 35 21 121 21 257 20 59,796 59,123 37,200 29,000 2,081,301 F 272 TGTATGTTTGTGAGGGGTTAAAATTCAtttttAGGGGATGTGGGCTTCGCTGGCTATAACTGCATTTATTTTCTATCCCTAATTGTTCTTGAGAAatatatGAACAtttttGTGCGTGCATGCATTTGTGCTtgtgtgtgTTTGTAGGTTTTAGAGTGTTTGttttttGTGCACGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCTTCTGTGTTTGTGCATTTGCATCTTTGCTCCTGCGTTGTGTATGTGTTTGTATT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 11 22 176 CTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCTTGAAGGTCTTGCAGGTGC TTGTGCGTATGTGTTAGTGGA 29 22 30 20 205 21 59,405 57,612 50,100 40,200 3,983,440 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 22 177 GCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCTTGAAGGTCTTGCAGGTG TTGTGCGTATGTGTTAGTGGA 30 22 29 20 205 21 59,405 57,612 40,000 40,200 3,983,440 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 22 178 AGCTTGAAGGTCTTGCAGGTGCACACGCATCcacac AGCTTGAAGGTCTTGCAGGT TTGTGCGTATGTGTTAGTGGA 31 22 28 20 205 21 59,524 57,612 40,000 40,200 3,864,252 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 22 190 GCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCA GCTGCAGTTCAGAGCTTGAAG TTGTGCGTATGTGTTAGTGGA 42 22 16 21 205 21 59,803 57,612 30,200 40,200 4,585,609 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 22 191 CGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGC CGCTGCAGTTCAGAGCTTGA TTGTGCGTATGTGTTAGTGGA 44 22 15 20 205 21 60,948 57,612 30,200 40,200 4,336,006 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 21 190 CGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGC CGCTGCAGTTCAGAGCTTGA TGTGCGTATGTGTTAGTGGAT 44 21 15 20 204 21 60,948 57,397 30,200 34,100 4,550,818 D 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 36 218 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGG GATGATGATTGTGCCGCTGC TGGATGTGTGTGTTTGTGCG 58 36 1 20 218 20 60,318 59,620 52,500 53,400 0.697626 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 35 217 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGG GATGATGATTGTGCCGCTGC GGATGTGTGTGTTTGTGCGT 58 35 1 20 217 20 60,318 59,620 52,500 52,400 0.697981 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 31 191 AGCTTGAAGGTCTTGCAGGTGCACACGCATCcacac AGCTTGAAGGTCTTGCAGGT TGGATGTGTGTGTTTGTGCG 31 36 28 20 218 20 59,524 59,620 40,000 53,400 0.855930 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 30 189 GCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCTTGAAGGTCTTGCAGGTG GGATGTGTGTGTTTGTGCGT 30 35 29 20 217 20 59,405 59,620 40,000 52,400 0.975473 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 29 188 CTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCTTGAAGGTCTTGCAGGTGC GGATGTGTGTGTTTGTGCGT 29 35 30 20 217 20 59,405 59,620 50,100 52,400 0.975473 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 29 189 CTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCTTGAAGGTCTTGCAGGTGC TGGATGTGTGTGTTTGTGCG 29 36 30 20 218 20 59,405 59,620 50,100 53,400 0.975118 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 130 GCATCcacacaCGCACATGTGCGTGcacacacacacaca GCATCCACACACGCACATG GTGTGTATTAGTGGATGTGCG 6 0 54 19 183 21 60,154 57,074 32,100 53,400 5,079,857 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 0 131 GCATCcacacaCGCACATGTGCGTGcacacacacacaca GCATCCACACACGCACATG TGTGTGTATTAGTGGATGTGCG 6 0 54 19 184 22 60,154 58,742 32,100 53,400 4,412,397 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:28483:67744 1 79 84 20 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 0 132 GCATCcacacaCGCACATGTGCGTGcacacacacacaca GCATCCACACACGCACATG ATGTGTGTATTAGTGGATGTGCG 6 0 54 19 185 23 60,154 59,129 32,100 53,400 5,025,175 G 231 gatgatgatTGTGCCGCTGCAGTTCAGAGCTTGAAGGTCTTGCAGGTGCACACGCATCcacacaCGCACATGTGCGTGcacacacacacacacacacacacacacacacacacacacaTCcacacaCGCACATGCGCGTGcacacacacacacaTCcacacaCGCACATCCACTAATacacacATCCACTAACACATACGCACAAacacacacATCCACTAacacacacAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 25 240 TTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGTTCCTTGGCCTATGTTAGCTCC TCTATCCCAGGATTTAACTAGCTGA 121 25 15 22 254 25 59,827 58,618 47,000 42,600 8,554,805 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 24 240 TTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGTTCCTTGGCCTATGTTAGCTCC TCTATCCCAGGATTTAACTAGCTGAG 121 24 15 22 254 26 59,827 59,505 47,000 33,500 8,667,898 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 25 240 TCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGATCCTTGGCCTATGTTAGCTCC TTCTATCCCAGGATTTAACTAGCTGA 121 25 16 21 255 26 59,231 59,156 47,000 42,600 8,613,258 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 10 109 ACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtg ACCTGATTGCTAGCCTTTGC AGCTGAGGATGATTCTGCCTT 11 10 127 20 235 21 58,532 59,155 36,800 43,500 3,313,063 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 10 206 TAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGA TAGCTCCATTGCTCTCAGCC AGCTGAGGATGATTCTGCCTT 108 10 30 20 235 21 59,533 59,155 48,500 43,500 2,312,527 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 109 ACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtg ACCTGATTGCTAGCCTTTGC AGCTGAGGATGATTCTGCCT 11 11 127 20 235 20 58,532 58,491 36,800 47,500 2,977,293 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 161 TGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTA TGGTCTCAGCATCCTCGGAT AGCTGAGGATGATTCTGCCT 63 11 75 20 235 20 60,398 58,491 41,800 47,500 1,907,049 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 162 ATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACT ATGGTCTCAGCATCCTCGGA AGCTGAGGATGATTCTGCCT 64 11 74 20 235 20 60,398 58,491 45,500 47,500 1,907,049 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 163 CATGGTCTCAGCATCCTCGGATTAAGGAGGGAAAC CATGGTCTCAGCATCCTCGG AGCTGAGGATGATTCTGCCT 65 11 73 20 235 20 60,250 58,491 46,300 47,500 1,759,157 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 203 CTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATG CTCCATTGCTCTCAGCCAGA AGCTGAGGATGATTCTGCCT 105 11 33 20 235 20 59,460 58,491 38,600 47,500 2,049,827 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 206 TAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGA TAGCTCCATTGCTCTCAGCC AGCTGAGGATGATTCTGCCT 108 11 30 20 235 20 59,533 58,491 48,500 47,500 1,976,757 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

ST‐E00142:460:H2K7HCCXY:6:2224:30168:57688 1 158 47 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 9 109 ACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtg ACCTGATTGCTAGCCTTTGC AGCTGAGGATGATTCTGCCTTC 11 9 127 20 235 22 58,532 60,159 36,800 34,600 3,626,704 B 256 AGAAAGTCTCCATTTTCCTTGGCCTATGTTAGCTCCATTGCTCTCAGCCAGAGCAGCAGGCAGAATGCTACACATGGTCTCAGCATCCTCGGATTAAGGAGGGAAACTATCAGCCAAGTTTCTCATACCTGATTGCTAGCCTTTGCTAGAAGGTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtCTATTCAGTGAAGGCAGAATCATCCTCAGCTAGTTAAATCCTGGGATAGAAT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 8 27 172 TTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACTTGTGGGTGCCTGTATGTGA GGGAGAAATGAAAGGTAGCACC 27 63 26 20 197 22 59,232 58,983 35,800 50,100 3,785,440 B 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 26 171 TGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATGTGGGTGCCTGTATGTGAG GGGAGAAATGAAAGGTAGCACC 26 63 27 20 197 22 59,675 58,983 35,100 50,100 3,342,056 B 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 26 232 TGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATGTGGGTGCCTGTATGTGAG CGAGTCCACACTTCCAGCTG 26 126 27 20 258 20 59,675 60,669 35,100 42,400 0.993320 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 26 248 TGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATGTGGGTGCCTGTATGTGAG AAGTGACAGTGGAAGCCGAG 26 142 27 20 274 20 59,675 59,966 35,100 46,300 0.358672 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 25 170 GTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATGTGGGTGCCTGTATGTGAGT GGGAGAAATGAAAGGTAGCACC 25 63 28 20 197 22 59,675 58,983 34,100 50,100 3,342,385 B 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 22 128 TGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATGTGGGTGCCTGTATGTGAG AACACACAAGCCCACTCACA 26 22 27 20 154 20 59,675 60,035 35,100 35,800 0.359188 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 37 259 CAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAA CAGTGTGTGTTTGTGGGTGC AAGTGACAGTGGAAGCCGAG 37 142 16 20 274 20 60,179 59,966 50,100 46,300 0.213198 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 32 237 tgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCC TGTGTTTGTGGGTGCCTGTA GAGTCCACACTTCCAGCTGA 32 125 21 20 257 20 59,744 59,318 27,400 42,600 0.937910 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 32 238 tgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCC TGTGTTTGTGGGTGCCTGTA CGAGTCCACACTTCCAGCTG 32 126 21 20 258 20 59,744 60,669 27,400 42,400 0.924883 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 32 254 tgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCC TGTGTTTGTGGGTGCCTGTA AAGTGACAGTGGAAGCCGAG 32 142 21 20 274 20 59,744 59,966 27,400 46,300 0.290236 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 22 134 tgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCC TGTGTTTGTGGGTGCCTGTA AACACACAAGCCCACTCACA 32 22 21 20 154 20 59,744 60,035 27,400 35,800 0.290751 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 22 139 CAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAA CAGTGTGTGTTTGTGGGTGC AACACACAAGCCCACTCACA 37 22 16 20 154 20 60,179 60,035 50,100 35,800 0.213714 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 22 140 CCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTA CCAGTGTGTGTTTGTGGGTG AACACACAAGCCCACTCACA 38 22 15 20 154 20 59,545 60,035 46,100 35,800 0.489984 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 22 141 TCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTT TCCAGTGTGTGTTTGTGGGT AACACACAAGCCCACTCACA 39 22 14 20 154 20 59,670 60,035 45,100 35,800 0.364505 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1028_2 2 73 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 21 140 TCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTT TCCAGTGTGTGTTTGTGGGT ACACACAAGCCCACTCACAC 39 21 14 20 153 20 59,670 60,748 45,100 38,200 1,077,936 F 274 TGTTTCTCTGTGTTCCAgtgtgtgtTTGTGGGTGCCTGTATGTGAGTATTTAAGTCCGCACATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAAGTGCANGTGTTCTTTTAtgtgtgAGTGGGCTtgtgtgTTTGTAATTCGCACATTAGGGGAGGTGCTACCTTTCATTTCTCCCCAATTGGATGAGGNCCAGGttttttGTGGCTGAGGGTATTTCAGCTGGAAGTGTGGACTCGGCTTCCACTGTCACTT

cons_gr1042_2 2 40 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 4 5 102 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TCTTCCTTCACAGATTGCTCC 16 5 4 20 105 21 60,250 57,659 33,600 47,000 3,591,152 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 4 98 ACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtg ACCTGGCCTTCGAGACATTC TCTTCCTTCACAGATTGCTCCT 12 4 8 20 105 22 59,749 59,091 26,700 36,900 3,159,519 F 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 4 99 CACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtCACCTGGCCTTCGAGACATT TCTTCCTTCACAGATTGCTCCT 13 4 7 20 105 22 60,036 59,091 27,100 36,900 2,945,016 F 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 4 102 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TCTTCCTTCACAGATTGCTCCT 16 4 4 20 105 22 60,250 59,091 33,600 36,900 3,159,344 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 4 101 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC CTTCCTTCACAGATTGCTCCT 16 4 4 20 104 21 60,250 57,653 33,600 36,900 3,597,414 B 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 1 3 4 139 GGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgt GGCCTTCGAGACATTCTCTCC ACTCCAGACTGTAGGCAATACA 7 4 12 21 150 22 60,202 58,559 37,100 22,900 4,643,576 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 213 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TCACTTGTCGCAGCTTCACT 16 72 4 20 216 20 60,250 59,895 33,600 34,100 0.355193 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 215 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TCTCACTTGTCGCAGCTTCA 16 74 4 20 218 20 60,250 59,611 33,600 30,200 0.639363 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 217 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC ACTCTCACTTGTCGCAGCTT 16 76 4 20 220 20 60,250 59,609 33,600 37,400 0.641197 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 279 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC GGGCACTGCAGTTATCTGGA 16 138 4 20 282 20 60,250 59,747 33,600 38,600 0.503382 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 280 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TGGGCACTGCAGTTATCTGG 16 139 4 20 283 20 60,250 60,035 33,600 38,600 0.285489 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 13 210 CACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtCACCTGGCCTTCGAGACATT TCACTTGTCGCAGCTTCACT 13 72 7 20 216 20 60,036 59,895 27,100 34,100 0.140865 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 13 277 CACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtCACCTGGCCTTCGAGACATT TGGGCACTGCAGTTATCTGG 13 139 7 20 283 20 60,036 60,035 27,100 38,600 0.071162 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 12 209 ACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtg ACCTGGCCTTCGAGACATTC TCACTTGTCGCAGCTTCACT 12 72 8 20 216 20 59,749 59,895 26,700 34,100 0.355368 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 12 276 ACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtg ACCTGGCCTTCGAGACATTC TGGGCACTGCAGTTATCTGG 12 139 8 20 283 20 59,749 60,035 26,700 38,600 0.285665 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 10 151 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC CTCCACTCCAGACTGTAGGC 16 10 4 20 154 20 60,250 59,179 33,600 39,300 1,071,209 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 146 ACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtg ACCTGGCCTTCGAGACATTC TCCACTCCAGACTGTAGGCA 12 9 8 20 153 20 59,749 59,886 26,700 47,500 0.364877 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 147 CACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtCACCTGGCCTTCGAGACATT TCCACTCCAGACTGTAGGCA 13 9 7 20 153 20 60,036 59,886 27,100 47,500 0.150374 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 9 150 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC TCCACTCCAGACTGTAGGCA 16 9 4 20 153 20 60,250 59,886 33,600 47,500 0.364702 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 8 149 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC CCACTCCAGACTGTAGGCAA 16 8 4 20 152 20 60,250 59,023 33,600 45,200 1,226,978 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 16 284 AAACACCTGGCCTTCGAGACATtctctcCAAACATTtg AAACACCTGGCCTTCGAGAC GCACTGGGCACTGCAGTTAT 16 143 4 20 287 20 60,250 60,962 33,600 18,900 1,212,694 D 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 4 139 GCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgt GCCTTCGAGACATTCTCTCCA CACTCCAGACTGTAGGCAATACA 6 4 13 21 151 23 59,521 59,804 38,600 22,900 4,674,121 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1042_2 2 40 85 20 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 2 139 CTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgCTTCGAGACATTCTCTCCAAACA TCCACTCCAGACTGTAGGCA 2 9 15 23 153 20 58,440 59,886 28,300 47,500 4,674,492 G 290 TGAAAACACCTGGCCTTCGAGACATtctctcCAAACATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTTAGGAGCAATCTGTGAAGGAAGATTGCTTCTTtctctctctcCCCCTGTATTGCCTACAGTCTGGAGTGGAGTGTTCACCTACATCGCAatatatCTCATTTGTGTTGAAAGCCAGTGAAGCTGCGACAAGTGAGAGTTAACAAAGATAGATTTTCACTGAAGATCCATCCAAAAGGACTTCCAGATAACTGCAGTGCCCAGTGCCCT

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 1 1 Aug‐75 9 145 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT CAGCGAAACAGACTGCGAGA 9 56 1 20 145 20 57,516 60,664 31,000 40,400 3,148,050 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Aug‐75 9 147 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT AACAGCGAAACAGACTGCGA 9 58 1 20 147 20 57,516 60,530 31,000 51,000 3,013,357 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Aug‐75 9 148 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT AAACAGCGAAACAGACTGCG 9 59 1 20 148 20 57,516 59,695 31,000 51,800 2,788,288 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Oct‐75 9 132 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT TGCGAGACAGAGGGAGATAG 9 43 1 20 132 20 57,516 58,026 31,000 20,800 4,457,848 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Oct‐75 9 159 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT CACAGAGAGGGAAACAGCGA 9 70 1 20 159 20 57,516 59,682 31,000 49,300 2,802,024 F 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Oct‐75 9 160 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT ACACAGAGAGGGAAACAGCG 9 71 1 20 160 20 57,516 59,966 31,000 51,800 2,517,642 F 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 Nov‐75 9 132 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT TGCGAGACAGAGGGAGATAGA 9 42 1 20 132 21 57,516 59,509 31,000 19,800 3,974,494 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1068_2 2 30 40 20 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_30_69 0 0 13.75 9 131 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctc CGCTCTTGCTCGTTATCTCT GCGAGACAGAGGGAGATAGAG 9 41 1 20 131 21 57,516 58,849 31,000 24,300 4,634,785 B 163 CGCTCTTGCTCGTTATCTCTNNNNNTCTNtctctctctctctctctctctctctctctctctctctctcTGTNTCTCTTtctctcANACAGTCTTtctctctcTGCCTTTCTCTATCTCCCTCTGTCTCGCAGTCTGTTTCGCTGTTTCCctctctGTGTCTC

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 1 1 12 2 144 aCCGGGACAGAGACAGAAACATacacacacacacacac ACCGGGACAGAGACAGAAAC TTGCCTGTGTGTGTCAGTGT 2 14 41 20 184 20 59,320 60,036 27,800 35,500 0.715595 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 12 2 145 aaCCGGGACAGAGACAGAAACATacacacacacacacaAACCGGGACAGAGACAGAAAC TTGCCTGTGTGTGTCAGTGT 2 14 40 21 184 20 59,930 60,036 27,800 35,500 1,105,824 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 12 1 143 CCGGGACAGAGACAGAAACATacacacacacacacaca CCGGGACAGAGACAGAAACA TTGCCTGTGTGTGTCAGTGT 1 14 42 20 184 20 59,320 60,036 28,300 35,500 0.715039 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 12‐May 1 134 CCGGGACAGAGACAGAAACATacacacacacacacaca CCGGGACAGAGACAGAAACA TGTGTCAGTGTGTTGGTCTGT 1 4 42 20 175 21 59,320 59,722 28,300 34,100 1,957,347 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 13 2 139 aCCGGGACAGAGACAGAAACATacacacacacacacac ACCGGGACAGAGACAGAAAC TGTGTGTGTCAGTGTGTTGGT 2 8 41 20 179 21 59,320 60,271 27,800 36,700 1,951,170 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 13 1 138 CCGGGACAGAGACAGAAACATacacacacacacacaca CCGGGACAGAGACAGAAACA TGTGTGTGTCAGTGTGTTGGT 1 8 42 20 179 21 59,320 60,271 28,300 36,700 1,950,614 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 15.75 26 190 CGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGCGAAGCCCACATCTCATGAA TGTCTGTCTCTGTTTGCCTGT 35 26 8 20 197 21 57,972 59,514 25,700 40,000 3,514,730 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 15.75 26 190 CGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGCGAAGCCCACATCTCATGAATG TGTCTGTCTCTGTTTGCCTGT 33 26 8 22 197 21 59,710 59,514 26,700 40,000 3,776,130 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1130_2 2 63 88 20 2 AC ACACACACACACACACACACACACACACACACACACAC_63_102 0 0 15.75 26 190 CGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGCGAAGCCCACATCTCATGAAT TGTCTGTCTCTGTTTGCCTGT 34 26 8 21 197 21 58,431 59,514 25,700 40,000 4,055,370 G 197 CAGCCAGCGAAGCCCACATCTCATGAATGAATaaaaaaaaaCCGGGACAGAGACAGAAACATacacacacacacacacacacacacacacacacacacacacANANANAGACTGacacacANACACAGNCAAACAGacacacacacacacGCAAACAGACCAacacacTGacacacacAGGCAAACAGAGACAGACA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 1 1 4 17 192 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGCTTTGCCTCACTTCCCGTCC ACGGTCAGGCACTTCTGTTC 48 17 1 20 192 20 60,956 60,250 47,900 31,800 1,205,830 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 16 191 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGCTTTGCCTCACTTCCCGTCC CGGTCAGGCACTTCTGTTCA 48 16 1 20 191 20 60,956 60,250 47,900 31,800 1,205,787 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 16 190 TTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTTTTGCCTCACTTCCCGTCC CGGTCAGGCACTTCTGTTCA 48 16 2 19 191 20 59,927 60,250 47,900 31,800 1,322,373 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 Jun‐75 13 156 cccGTCTCACACTCTGACACCCANACACNCNCGcaca CCCGTCTCACACTCTGACAC CGGTCAGGCACTTCTGTTCA 13 16 36 20 191 20 60,039 60,250 36,700 31,800 0.288942 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 7‐May 12 155 ccGTCTCACACTCTGACACCCANACACNCNCGcacac CCGTCTCACACTCTGACACC CGGTCAGGCACTTCTGTTCA 12 16 37 20 191 20 60,039 60,250 41,600 31,800 0.288942 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 7‐May 11 154 cGTCTCACACTCTGACACCCANACACNCNCGcacacaCGTCTCACACTCTGACACCC CGGTCAGGCACTTCTGTTCA 11 16 38 20 191 20 60,039 60,250 46,100 31,800 0.288942 G 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 Aug‐25 10 153 GTCTCACACTCTGACACCCANACACNCNCGcacacacGTCTCACACTCTGACACCCA CGGTCAGGCACTTCTGTTCA 10 16 39 20 191 20 58,959 60,250 45,100 31,800 1,290,515 D 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 Aug‐25 10 154 GTCTCACACTCTGACACCCANACACNCNCGcacacacGTCTCACACTCTGACACCCA ACGGTCAGGCACTTCTGTTC 10 17 39 20 192 20 58,959 60,250 45,100 31,800 1,290,557 D 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1143_2 2 69 87 20 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 Aug‐25 10 155 GTCTCACACTCTGACACCCANACACNCNCGcacacacGTCTCACACTCTGACACCCA CACGGTCAGGCACTTCTGTT 10 18 39 20 193 20 58,959 60,533 45,100 31,600 1,573,508 D 215 CTTTGCCTCACTTCCCGTCCCCTTCCACCTCTccccccGTCTCACACTCTGACACCCANACACNCNCGcacacacacacacacacacacacacacacacacacacacaGACANNNNNNNNcacacacacacacacacacacacacacaGacacacGCTCAATATAGGTCATTGAACAGAAGTGCCTGACCGTGGTCTCAAAGCCCATATAGGGNA

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 1 1 14 18 140 TCGACATTGAATATAACTCCGATTCACGCTCCAGGT TCGACATTGAATATAACTCCGATTCAC AACATACACGCACAGACACAC 34 18 59 27 198 21 59,619 59,135 31,800 38,200 9,246,119 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 14 18 140 TCGACATTGAATATAACTCCGATTCACGCTCCAGGT TCGACATTGAATATAACTCCGATTCA AACATACACGCACAGACACAC 35 18 59 26 198 21 58,570 59,135 25,700 38,200 9,295,152 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 14 18 196 TCGTGCGTGTCTACATCACAATTTTCATTTTATTTCA TCGTGCGTGTCTACATCACA ACATACACGCACAGACACAC 98 18 2 20 197 20 59,406 58,502 35,800 38,200 2,092,101 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 14 17 195 TCGTGCGTGTCTACATCACAATTTTCATTTTATTTCA TCGTGCGTGTCTACATCACA CATACACGCACAGACACACA 98 17 2 20 196 20 59,406 58,503 35,800 37,200 2,091,044 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 15 17 117 TTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGT TTCACGCTCCAGGTATCTGC ACATACACGCACAGACACACA 19 17 81 20 197 21 59,824 60,202 42,600 37,200 1,378,235 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 15 17 125 AACTCCGATTCACGCTCCAGGTATCTGCCATGATCC AACTCCGATTCACGCTCCAG ACATACACGCACAGACACACA 27 17 73 20 197 21 60,109 60,202 38,600 37,200 1,311,089 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 15 17 140 ATCGACATTGAATATAACTCCGATTCACGCTCCAGGATCGACATTGAATATAACTCCGATTCA ACATACACGCACAGACACACA 35 17 58 27 197 21 58,912 60,202 25,700 37,200 9,290,840 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 15 17 196 TCGTGCGTGTCTACATCACAATTTTCATTTTATTTCA TCGTGCGTGTCTACATCACA ACATACACGCACAGACACACA 98 17 2 20 197 21 59,406 60,202 35,800 37,200 1,796,585 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1166_2 2 120 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_120_159 0 0 15 2 100 TGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgt TGCCATGATCCTGCGAAGTT ACATACACGCACAGACACACA 2 17 98 20 197 21 60,035 60,202 26,600 37,200 1,237,626 F 266 CTCGTGCGTGTCTACATCACAATTTTCATTTTATTTCACACTGCAACAGAAAACTTAATCGACATTGAATATAACTCCGATTCACGCTCCAGGTATCTGCCATGATCCTGCGAAGTTCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNCTTtgtgtgtgTTTtgtgtgTCTGTGCGTGTATGTTTtgtgtgtgtgtgtgtgTCTGTGCGTTTtgtgtgtgtgtgtgtgATTTGTGCgtgtgtgtgtgtATGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 3 59 237 CGGACTCCTGAAATCGCATGAACTAACATTCATTTC CGGACTCCTGAAATCGCATG ACTCTCTTTGTGGTTACCTCAGA 95 59 24 20 260 23 59,067 58,776 40,600 32,700 5,157,050 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 59 238 TCGGACTCCTGAAATCGCATGAACTAACATTCATTT TCGGACTCCTGAAATCGCAT ACTCTCTTTGTGGTTACCTCAGA 96 59 23 20 260 23 59,176 58,776 47,300 32,700 5,048,062 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 59 239 TTCGGACTCCTGAAATCGCATGAACTAACATTCATT TTCGGACTCCTGAAATCGCA ACTCTCTTTGTGGTTACCTCAGA 97 59 22 20 260 23 59,394 58,776 51,000 32,700 4,830,049 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 68 244 CGGACTCCTGAAATCGCATGAACTAACATTCATTTC CGGACTCCTGAAATCGCATG ACAGCAAACTCTCTTTGTGGT 95 68 24 20 267 21 59,067 57,995 40,600 41,600 3,937,849 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 68 245 TCGGACTCCTGAAATCGCATGAACTAACATTCATTT TCGGACTCCTGAAATCGCAT ACAGCAAACTCTCTTTGTGGT 96 68 23 20 267 21 59,176 57,995 47,300 41,600 3,828,861 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 68 246 TTCGGACTCCTGAAATCGCATGAACTAACATTCATT TTCGGACTCCTGAAATCGCA ACAGCAAACTCTCTTTGTGGT 97 68 22 20 267 21 59,394 57,995 51,000 41,600 3,610,848 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 6 182 TCGGACTCCTGAAATCGCATGAACTAACATTCATTT TCGGACTCCTGAAATCGCAT TTCACATACAAGCACGCACG 96 6 23 20 204 20 59,176 59,489 47,300 53,400 1,334,899 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 6 183 TTCGGACTCCTGAAATCGCATGAACTAACATTCATT TTCGGACTCCTGAAATCGCA TTCACATACAAGCACGCACG 97 6 22 20 204 20 59,394 59,489 51,000 53,400 1,116,886 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr1205_2 2 139 40 20 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 Jun‐75 5 182 TTCGGACTCCTGAAATCGCATGAACTAACATTCATT TTCGGACTCCTGAAATCGCA TCACATACAAGCACGCACGT 97 5 22 20 203 20 59,394 60,599 51,000 44,900 1,205,038 F 267 ACActctctGGACTTTGACTTTTCGGACTCCTGAAATCGCATGAACTAACATTCATTTCTGTGGTTCTTTTATTGTTGTCATCCATAGTTATaaaaaCTcccccTTTTCTATCACCTCTTAATCtatatataTGTGANtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCACGTGCGTGCTTGTATGTGaaaaaTGAAACTTTGAATATGAAATAAATTAACCTTCTGAGGTAACCACAAagagagTTTGCTGT

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 12 13 139 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA GTGAGTAAGCGAGTGAGTGA 46 13 102 20 240 20 60,038 57,009 34,900 34,100 3,029,132 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 131 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA GCGAGTGAGTGAGTGTGTGA 46 5 102 20 232 20 60,038 59,969 34,900 35,800 0.068470 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 138 CCTCACTACCGCGACTGAATTGTAGCATCACAACTA CCTCACTACCGCGACTGAAT GCGAGTGAGTGAGTGTGTGA 53 5 95 20 232 20 59,544 59,969 25,700 35,800 0.486995 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 141 TTTCCTCACTACCGCGACTGAATTGTAGCATCACAA TTTCCTCACTACCGCGACTG GCGAGTGAGTGAGTGTGTGA 56 5 92 20 232 20 59,757 59,969 35,100 35,800 0.273598 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 143 TCTTTCCTCACTACCGCGACTGAATTGTAGCATCACATCTTTCCTCACTACCGCGAC GCGAGTGAGTGAGTGTGTGA 58 5 90 20 232 20 59,475 59,969 51,900 35,800 0.555636 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 216 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGT GCGAGTGAGTGAGTGTGTGA 125 5 17 26 232 20 57,434 59,969 34,100 35,800 8,596,670 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 5 216 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGTT GCGAGTGAGTGAGTGTGTGA 124 5 17 27 232 20 57,987 59,969 31,600 35,800 9,044,002 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 13 13 140 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA AGTGAGTAAGCGAGTGAGTGA 46 13 102 20 241 21 60,038 58,495 34,900 34,100 2,543,102 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 13 13 225 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGT AGTGAGTAAGCGAGTGAGTGA 125 13 17 26 241 21 57,434 58,495 34,100 34,100 11,071,301 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 13 12 139 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA GTGAGTAAGCGAGTGAGTGAG 46 12 102 20 240 21 60,038 58,142 34,900 35,100 2,895,315 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 13 141 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA GAGTGAGTAAGCGAGTGAGTGA 46 13 102 20 242 22 60,038 59,515 34,900 34,100 2,522,348 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 13 226 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGT GAGTGAGTAAGCGAGTGAGTGA 125 13 17 26 242 22 57,434 59,515 34,100 34,100 11,050,547 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 12 139 CCGCGACTGAATTGTAGCATCACAACTAAGTCCAATCCGCGACTGAATTGTAGCATC AGTGAGTAAGCGAGTGAGTGAG 44 12 103 21 241 22 59,741 59,514 39,100 35,100 3,745,185 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 12 140 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA AGTGAGTAAGCGAGTGAGTGAG 46 12 102 20 241 22 60,038 59,514 34,900 35,100 2,523,900 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 12 225 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGT AGTGAGTAAGCGAGTGAGTGAG 125 12 17 26 241 22 57,434 59,514 34,100 35,100 11,052,099 B 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 6 132 ACCGCGACTGAATTGTAGCATCACAACTAAGTCCAAACCGCGACTGAATTGTAGCA AGCGAGTGAGTGAGTGTGTG 46 6 102 20 233 20 60,038 59,969 34,900 38,200 0.069011 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 6 142 TTTCCTCACTACCGCGACTGAATTGTAGCATCACAA TTTCCTCACTACCGCGACTG AGCGAGTGAGTGAGTGTGTG 56 6 92 20 233 20 59,757 59,969 35,100 38,200 0.274139 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr28_2 2 168 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 6 217 TGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAAACTGCAATGAAATAGATCAGT AGCGAGTGAGTGAGTGTGTG 125 6 17 26 233 20 57,434 59,969 34,100 38,200 8,597,210 F 242 GTTGaaaaaTTCAAATTGTAAACTGCAATGAAATAGATCAGTTTAATAAATATGTAGCTTCTTAAAAGAAAATTATCTTTTCCTTATTTTCTTTCCTCACTACCGCGACTGAATTGTAGCATCACAACTAAGTCCAATATGGTTCTCNGAGATATTTTATGCAGACTcacacacacacacacacacacacacacacacacacacacaCTCATTcacacaCTCACTCACTCGCTTACTCACTC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 1 1 2 5 113 TCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGTCAGTTTCACTCAGGCAGCC TACCACAATGCCACTGCCTC 28 5 67 20 179 20 60,250 60,322 48,500 47,000 0.572923 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 2 5 155 TGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTA TGTCTGCAGCTCTTCAGTGT TACCACAATGCCACTGCCTC 70 5 25 20 179 20 59,245 60,322 35,500 47,000 1,077,535 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 3 5 99 GCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNta GCAGCCCTTCCTGTTGTAGT TACCACAATGCCACTGCCTC 14 5 81 20 179 20 59,963 60,322 27,300 47,000 0.359331 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 48 198 TGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTA TGTCTGCAGCTCTTCAGTGT CTGAGCATTACTCTGGGCCT 70 48 25 20 222 20 59,245 59,164 35,500 51,900 1,591,019 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 48 202 TCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAG TCCATGTCTGCAGCTCTTCAG CTGAGCATTACTCTGGGCCT 73 48 21 21 222 20 60,066 59,164 30,200 51,900 1,902,299 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 48 202 TCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAG TCCATGTCTGCAGCTCTTCA CTGAGCATTACTCTGGGCCT 74 48 21 20 222 20 59,021 59,164 30,200 51,900 1,814,848 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 28 156 TCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGTCAGTTTCACTCAGGCAGCC CTGAGCATTACTCTGGGCCT 28 48 67 20 222 20 60,250 59,164 48,500 51,900 1,086,408 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 14 142 GCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNta GCAGCCCTTCCTGTTGTAGT CTGAGCATTACTCTGGGCCT 14 48 81 20 222 20 59,963 59,164 27,300 51,900 0.872815 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 4 6 100 GCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNta GCAGCCCTTCCTGTTGTAGT ATACCACAATGCCACTGCCT 14 6 81 20 180 20 59,963 59,667 27,300 47,500 0.369507 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 5 75 240 TGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGT TGATCCATCAAATCCATGTCTGCA GGTGCTGGGATTGGAACCC 82 75 9 24 248 19 60,629 60,682 44,100 41,100 6,311,548 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 5 75 240 TGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGT TGATCCATCAAATCCATGTCTGC GGTGCTGGGATTGGAACCC 83 75 9 23 248 19 59,113 60,682 42,600 41,100 5,569,454 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr306_2 2 115 40 20 1 AT TATATATATATATATATATATATATATATATATATAT TA_115_154 0 0 May‐75 75 241 TTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTG TTGATCCATCAAATCCATGTCTGC GGTGCTGGGATTGGAACCC 83 75 8 24 248 19 59,660 60,682 42,600 41,100 6,022,441 A 248 NGGTCATTTGATCCATCAAATCCATGTCTGCAGCTCTTCAGTGTAACCAGTCAAAGCCTACTTTTGTCAGTTTCACTCAGGCAGCCCTTCCTGTTGTAGTATGCCTNTANTGNNtatatatatatatatatatatatatatatatatatatataNATGGGAGGCAGTGGCATTGTGGTATAATCANTGGACTAGTATTCCATAGGCCCAGAGTAATGCTCAGGGGACCTGGGTTCCAATCCCAGCACC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 4 47 235 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC TTCTGTCGTCTTTGCGCTCT 47 108 10 20 244 20 60,040 59,968 48,400 40,900 0.072287 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 47 237 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC TCTTCTGTCGTCTTTGCGCT 47 110 10 20 246 20 60,040 59,968 48,400 59,200 0.072287 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 47 252 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC GCCTCAGTCGCTCTCTCTTC 47 125 10 20 261 20 60,040 59,899 48,400 28,700 0.140660 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 47 253 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC AGCCTCAGTCGCTCTCTCTT 47 126 10 20 262 20 60,040 60,323 48,400 28,500 0.363517 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 45 233 TGCACATTCAAGCAACGCAAAGGCACCAAAGTGCC TGCACATTCAAGCAACGCAA TTCTGTCGTCTTTGCGCTCT 45 108 12 20 244 20 59,898 59,968 48,500 40,900 0.134069 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 45 250 TGCACATTCAAGCAACGCAAAGGCACCAAAGTGCC TGCACATTCAAGCAACGCAA GCCTCAGTCGCTCTCTCTTC 45 125 12 20 261 20 59,898 59,899 48,500 28,700 0.202442 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 42 167 TGCACATTCAAGCAACGCAAAGGCACCAAAGTGCC TGCACATTCAAGCAACGCAA ATGTACTCCTCCTGCAGGGT 45 42 12 20 178 20 59,898 59,957 48,500 43,400 0.145273 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 42 169 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC ATGTACTCCTCCTGCAGGGT 47 42 10 20 178 20 60,040 59,957 48,400 43,400 0.083491 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 33 155 CAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCC CAACGCAAAGGCACCAAAGT ATGTACTCCTCCTGCAGGGT 33 42 24 20 178 20 60,179 59,957 26,600 43,400 0.222447 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 123 TCCAGAGCTCTCCGCCATCACcacacacacacacacaca TCCAGAGCTCTCCGCCAT ATGTACTCCTCCTGCAGGGT 3 42 56 18 178 20 60,043 59,957 44,000 43,400 2,085,871 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 0 121 CAGAGCTCTCCGCCATCACcacacacacacacacacacacCAGAGCTCTCCGCCATCAC ATGTACTCCTCCTGCAGGGT 0 42 58 19 178 20 60,227 59,957 30,600 43,400 1,270,539 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 0 122 CAGAGCTCTCCGCCATCACcacacacacacacacacacacCAGAGCTCTCCGCCATCAC GATGTACTCCTCCTGCAGGG 0 43 58 19 179 20 60,227 59,244 30,600 44,500 1,982,891 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 23 135 CACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCG CACCAAAGTGCCACCAAGC TCCTGCAGGGTGAGAGAGAT 23 33 35 19 169 20 59,932 59,662 40,100 27,500 1,405,689 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 23 136 CACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCG CACCAAAGTGCCACCAAGC CTCCTGCAGGGTGAGAGAGA 23 34 35 19 170 20 59,932 60,324 40,100 31,000 1,392,099 F 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 51 240 AGGTTATCTGCACATTCAAGCAACGCAAAGGCACC AGGTTATCTGCACATTCAAGCA TCTGTCGTCTTTGCGCTCTG 51 107 4 22 243 20 58,311 60,664 39,100 33,500 4,353,814 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 50 240 AGGTTATCTGCACATTCAAGCAACGCAAAGGCACC AGGTTATCTGCACATTCAAGCAA TCTGTCGTCTTTGCGCTCTG 50 107 4 23 243 20 58,919 60,664 39,100 33,500 4,745,872 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 49 240 AGGTTATCTGCACATTCAAGCAACGCAAAGGCACC AGGTTATCTGCACATTCAAGCAAC TCTGTCGTCTTTGCGCTCTG 49 107 4 24 243 20 60,083 60,664 41,700 33,500 4,747,038 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 47 230 TCTGCACATTCAAGCAACGCAAAGGCACCAAAGTG TCTGCACATTCAAGCAACGC TCGTCTTTGCGCTCTGTAGG 47 103 10 20 239 20 60,040 60,109 48,400 31,800 0.149429 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 45 228 TGCACATTCAAGCAACGCAAAGGCACCAAAGTGCC TGCACATTCAAGCAACGCAA TCGTCTTTGCGCTCTGTAGG 45 103 12 20 239 20 59,898 60,109 48,500 31,800 0.211211 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr352_2 2 77 40 20 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 33 216 CAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCC CAACGCAAAGGCACCAAAGT TCGTCTTTGCGCTCTGTAGG 33 103 24 20 239 20 60,179 60,109 26,600 31,800 0.288386 B 264 TGTAGGTTATCTGCACATTCAAGCAACGCAAAGGCACCAAAGTGCCACCAAGCGCTCCAGAGCTCTCCGCCATCACcacacacacacacacacacacacacacacacacacacacaTCATacacacTAGTACATCCATGCTAACCATGTAtctctctcACCCTGCAGGAGGAGTACATCACTTTCATGGAACCTGGTGAACTACCTGGATGCCTAATAGCCTACAGAGCGCAAAGACGACAGAagagagagCGACTGAGGCTCC

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 1 1 18.75 4 163 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC GGCTTCCATGCTGATTTGGG 4 79 4 20 166 20 59,836 59,537 60,900 41,200 0.626577 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 4 217 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC AGTGATCACATCGGGAAGTGAA 4 131 4 20 220 22 59,836 59,433 60,900 31,800 2,730,957 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 4 222 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC AGGAAAGTGATCACATCGGGA 4 137 4 20 225 21 59,836 58,812 60,900 51,400 2,351,746 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 4 273 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC GTTCCTGTGTTCCAGAGGCA 4 189 4 20 276 20 59,836 59,891 60,900 47,500 0.272373 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 4 274 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC TGTTCCTGTGTTCCAGAGGC 4 190 4 20 277 20 59,836 59,891 60,900 47,000 0.272373 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 4 279 gtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgt GTGTGTGTATGTGAGTGCGC CCCACTGTTCCTGTGTTCCA 4 195 4 20 282 20 59,836 59,817 60,900 35,300 0.346325 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 3 162 tgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtg TGTGTGTATGTGAGTGCGCA GGCTTCCATGCTGATTTGGG 3 79 5 20 166 20 60,250 59,537 60,900 41,200 0.712446 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 3 221 tgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtg TGTGTGTATGTGAGTGCGCA AGGAAAGTGATCACATCGGGA 3 137 5 20 225 21 60,250 58,812 60,900 51,400 2,437,615 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr458_2 2 28 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_28_67 0 0 18.75 2 161 gtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgt GTGTGTATGTGAGTGCGCAA GGCTTCCATGCTGATTTGGG 2 79 6 20 166 20 59,135 59,537 48,500 41,200 1,327,901 F 290 CAAgtgtgtgtATGTGAGTGCGCAAGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGTGCAAgtgtgtgtATGNGAGTGCGCAAGNgtgtgtGCGNgagagaGGGTGTGGATAAAAGGTTGCAATGTGCTTCCCAAATCAGCATGGAAGCCNTATGTCAAACTCGGAAGAAAACAAAACGGAATTCACTTCCCGATGTGATCACTTTCCTTTCCCCAGTCAGTCGAGTCCGGACAGGGTGCTGCCTCTGGAACACAGGAACAGTGGGGCGGGTGG

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 1 1 8 3 138 AGCACTCACATATACAGTAACATTCTTAGGAAAaca AGCACTCACATATACAGTAACATTCT TCATGAACTTGTGCACGTACA 7 3 34 26 171 21 58,214 58,172 24,000 29,000 10,613,681 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 8 3 139 AGCACTCACATATACAGTAACATTCTTAGGAAAaca AGCACTCACATATACAGTAACATTCT TTCATGAACTTGTGCACGTACA 7 3 34 26 172 22 58,214 58,801 24,000 29,000 10,984,902 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 8 2 138 AGCACTCACATATACAGTAACATTCTTAGGAAAaca AGCACTCACATATACAGTAACATTCT TCATGAACTTGTGCACGTACAA 7 2 34 26 171 22 58,214 58,801 24,000 24,100 10,984,902 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 10 16 172 aCGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACAG TCTGCGTATGTGTGTCTGCA 16 33 29 22 200 20 58,810 59,683 27,400 44,100 3,506,920 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 10 15 171 CGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACAGT TCTGCGTATGTGTGTCTGCA 15 33 30 22 200 20 58,810 59,683 35,500 44,100 3,506,920 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 10 7 147 CGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACAGT TGTGTTCATGAACTTGTGCACG 15 7 30 22 176 22 58,810 60,223 35,500 53,400 5,413,305 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 10 6 145 CGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACAGT TGTTCATGAACTTGTGCACGT 15 6 30 22 174 21 58,810 58,987 35,500 44,900 5,203,479 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 10 6 146 CGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACAGT GTGTTCATGAACTTGTGCACGT 15 6 30 22 175 22 58,810 60,223 35,500 44,900 5,413,328 B 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 11 17 172 aCGCAAGCACTCACATATACAGTAACATTCTTAGGAACGCAAGCACTCACATATACA TCTGCGTATGTGTGTCTGCA 17 33 29 21 200 20 57,754 59,683 22,900 44,100 3,562,359 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 12 34 201 ACAAACACATACAGAATCTTACACaaaaaCGCAAGC ACAAACACATACAGAATCTTACACAA GTCTGCGTATGTGTGTCTGC 40 34 1 26 201 20 57,555 59,284 33,300 42,600 9,161,383 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 12 33 200 ACAAACACATACAGAATCTTACACaaaaaCGCAAGC ACAAACACATACAGAATCTTACACAA TCTGCGTATGTGTGTCTGCA 40 33 1 26 200 20 57,555 59,683 33,300 44,100 8,762,116 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr527_2 2 67 81 20 1.5 AG ACACACACGGCTCTCTCTCTCACTCTCTCTCTGTCTC NO 0 0 13 33 200 ACAAACACATACAGAATCTTACACaaaaaCGCAAGC ACAAACACATACAGAATCTTACACAAA TCTGCGTATGTGTGTCTGCA 39 33 1 27 200 20 58,101 59,683 28,300 44,100 9,215,602 F 262 ACAAACACATACAGAATCTTACACaaaaaCGCAAGCACTCACATATACAGTAACATTCTTAGGAAAacacacacGGctctctctctCActctctctctGtctctctctctctctctctctctctctctctctctctctcTNtctctcCCTTGTACGTGCACAAGTTCATGAACACAGACATGCAGacacacATACGCAGacacacTCAATCACAAacacacacacacacAGACATATacacacacAGacacacacacAGACA

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 1 1 5 23 173 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCTC GTCAAGTTTGTCTGTGGGTTTGA 34 23 102 21 274 23 58,897 59,558 47,000 26,900 5,545,647 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 5 23 173 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCT GTCAAGTTTGTCTGTGGGTTTGA 35 23 102 20 274 23 57,762 59,558 45,800 26,900 5,680,358 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 5 23 173 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCTCT GTCAAGTTTGTCTGTGGGTTTGA 33 23 102 22 274 23 60,292 59,558 40,900 26,900 5,734,138 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 5 23 241 GAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTT GAAGTCCTTGTCATGGAGTGAGT GTCAAGTTTGTCTGTGGGTTTGA 100 23 34 23 274 23 59,993 59,558 34,100 26,900 6,449,671 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 6 23 240 AAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTA AAGTCCTTGTCATGGAGTGAGT GTCAAGTTTGTCTGTGGGTTTGA 100 23 35 22 274 23 59,025 59,558 34,100 26,900 6,417,763 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 6 23 242 AGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGT AGAAGTCCTTGTCATGGAGTGA GTCAAGTTTGTCTGTGGGTTTGA 102 23 33 22 274 23 58,757 59,558 34,100 26,900 6,685,140 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 27 240 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TGTCAAGTTTGTCTGTGGGT 100 27 36 21 275 20 58,386 57,201 34,100 45,100 5,413,385 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 27 241 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TTGTCAAGTTTGTCTGTGGGT 100 27 36 21 276 21 58,386 57,920 34,100 45,100 5,694,559 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 26 240 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TGTCAAGTTTGTCTGTGGGTT 100 26 36 21 275 21 58,386 57,920 34,100 41,100 5,694,559 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 24 239 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT GTCAAGTTTGTCTGTGGGTTTG 100 24 36 21 274 22 58,386 58,230 34,100 29,300 6,383,795 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 23 238 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TCAAGTTTGTCTGTGGGTTTGA 100 23 36 21 273 22 58,386 58,308 34,100 26,900 6,305,834 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 7 23 239 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT GTCAAGTTTGTCTGTGGGTTTGA 100 23 36 21 274 23 58,386 59,558 34,100 26,900 6,056,533 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 8 0 139 TGTTCACTTCATCACATGCTCTcacacacacaGAGTCA TGTTCACTTCATCACATGCTCT TCAAGTTTGTCTGTGGGTTTGA 0 23 135 22 273 22 57,988 58,308 40,900 26,900 7,703,541 D 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 17 165 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCTC TGTCTGTGGGTTTGAGTGTGT 34 17 102 21 266 21 58,897 59,719 47,000 37,200 3,384,083 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 17 231 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TGTCTGTGGGTTTGAGTGTGT 100 17 36 21 266 21 58,386 59,719 34,100 37,200 3,894,969 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 15 163 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCTC TCTGTGGGTTTGAGTGTGTGT 34 15 102 21 264 21 58,897 59,719 47,000 37,200 3,384,083 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 15 163 TGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTGTCACAGATGGACTAGGCT TCTGTGGGTTTGAGTGTGTGT 35 15 102 20 264 21 57,762 59,719 45,800 37,200 3,518,794 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 15 229 AGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATAGTCCTTGTCATGGAGTGAGT TCTGTGGGTTTGAGTGTGTGT 100 15 36 21 264 21 58,386 59,719 34,100 37,200 3,894,969 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 15 230 AAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTA AAGTCCTTGTCATGGAGTGAGT TCTGTGGGTTTGAGTGTGTGT 100 15 35 22 264 21 59,025 59,719 34,100 37,200 4,256,199 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 3 134 AGGATGTTCACTTCATCACATGCTCTcacacacacaGAAGGATGTTCACTTCATCACATGC TCTGTGGGTTTGAGTGTGTGT 3 15 131 23 264 21 59,307 59,719 40,600 37,200 4,973,795 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 2 133 GGATGTTCACTTCATCACATGCTCTcacacacacaGAGGGATGTTCACTTCATCACATGCT TCTGTGGGTTTGAGTGTGTGT 2 15 132 23 264 21 59,307 59,719 37,900 37,200 4,973,795 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr612_2 2 157 72 20 2 AC CACACACACAGAGTCATAAATGCCCTCACNCTCACANO 0 0 13 2 135 GGATGTTCACTTCATCACATGCTCTcacacacacaGAGGGATGTTCACTTCATCACATGCT TGTCTGTGGGTTTGAGTGTGT 2 17 132 23 266 21 59,307 59,719 37,900 37,200 4,973,795 G 280 CCAATATACGGGAGGCTAACTTTTGTCTTAATAGAAGTCCTTGTCATGGAGTGAGTAACAGGTATGTTAATCTTATGCGAAGGGAACCCATTGATGTTCCTTGTCACAGATGGACTAGGCTCTTCTAATGAGGATGTTCACTTCATCACATGCTCTcacacacacaGAGTCATAAATGCCCTCACNCTcacacacacacacacacacacacacacacacacacacacaTACACTTACACCTTTacacacacTCAAACCCACAGACAAACTTGACaaaaaC

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 1 1 4 0 129 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TATTTGCTGTTGCTGCGCAT 0 45 7 24 135 20 57,241 59,473 50,100 47,300 7,286,610 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 130 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TTATTTGCTGTTGCTGCGCA 0 46 7 24 136 20 57,241 59,687 50,100 60,900 7,072,854 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 175 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TCACCTCCTGGGATTTGTGT 0 91 7 24 181 20 57,241 58,555 50,100 37,200 8,204,430 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 175 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TCACCTCCTGGGATTTGTGTT 0 90 7 24 181 21 57,241 59,220 50,100 33,200 8,539,806 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 176 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC ATCACCTCCTGGGATTTGTGT 0 91 7 24 182 21 57,241 59,004 50,100 37,200 8,755,039 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 205 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC CAATGTCTAGCTGTGCCGGT 0 121 7 24 211 20 57,241 60,392 50,100 52,800 7,151,158 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 207 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC ACCAATGTCTAGCTGTGCCG 0 123 7 24 213 20 57,241 60,392 50,100 56,900 7,151,158 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 239 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TGGATATCCTAGCAGGGCGA 0 155 7 24 245 20 57,241 59,886 50,100 55,400 6,873,861 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 240 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC CTGGATATCCTAGCAGGGCG 0 156 7 24 246 20 57,241 59,466 50,100 61,300 7,293,909 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 261 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC TTGCTGCACCATCTCCAGTG 0 177 7 24 267 20 57,241 60,607 50,100 36,600 7,366,714 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 0 262 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC GTTGCTGCACCATCTCCAGT 0 178 7 24 268 20 57,241 60,607 50,100 40,000 7,366,986 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr679_2 2 31 40 20 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 5 0 128 AATTACTGGTCTATTCTTTGCACCatatatatatatatataAATTACTGGTCTATTCTTTGCACC ATTTGCTGTTGCTGCGCATT 0 44 7 24 134 20 57,241 60,320 50,100 35,600 7,079,570 F 284 ATTACTAATTACTGGTCTATTCTTTGCACCatatatatatatatatatatatatatatatatatatatatTTaaaaaGTTGCATCTAATTGAATTTANCAtttttNACAGATTCAATGCGCAGCAACAGCAAATAATGCTAACCAGATCTTGGGATGTAGAACACAAATCCCAGGAGGTGATGTATCTGATACCGGCACAGCTAGACATTGGTGTACAATTCTGGTCGCCCTGCTAGGATATCCAGGCACTGGAGATGGTGCAGCAACGAGCAACCAATCTGCT

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 1 1 3 9 207 GCCTACAGGGTGTCATGATCACAAGACAGGatatataGCCTACAGGGTGTCATGATCA ACGAGCATGTGGTCAACTGT 9 82 2 21 208 20 59,514 59,893 29,200 35,500 1,593,018 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 11 208 AGCCTACAGGGTGTCATGATCACAAGACAGGatata AGCCTACAGGGTGTCATGAT ACGAGCATGTGGTCAACTGT 11 82 1 20 208 20 58,115 59,893 24,500 35,500 1,991,757 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 10 176 AGCCTACAGGGTGTCATGATCACAAGACAGGatata AGCCTACAGGGTGTCATGATC AGTCCAGCCATTAGTCCGTT 10 50 1 21 176 20 59,235 58,723 29,200 44,400 3,041,935 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 10 208 AGCCTACAGGGTGTCATGATCACAAGACAGGatata AGCCTACAGGGTGTCATGATC ACGAGCATGTGGTCAACTGT 10 82 1 21 208 20 59,235 59,893 29,200 35,500 1,872,021 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 10 245 AGCCTACAGGGTGTCATGATCACAAGACAGGatata AGCCTACAGGGTGTCATGATC TCCAGGAGGATGAAACAGCT 10 119 1 21 245 20 59,235 58,339 29,200 42,400 3,426,777 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 9 175 GCCTACAGGGTGTCATGATCACAAGACAGGatatataGCCTACAGGGTGTCATGATCA AGTCCAGCCATTAGTCCGTT 9 50 2 21 176 20 59,514 58,723 29,200 44,400 2,762,932 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 9 175 GCCTACAGGGTGTCATGATCACAAGACAGGatatataGCCTACAGGGTGTCATGATCA AGTCCAGCCATTAGTCCGTTT 9 49 2 21 176 21 59,514 59,371 29,200 36,000 3,115,157 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 9 244 GCCTACAGGGTGTCATGATCACAAGACAGGatatataGCCTACAGGGTGTCATGATCA TCCAGGAGGATGAAACAGCT 9 119 2 21 245 20 59,514 58,339 29,200 42,400 3,147,773 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr73_2 2 32 75 20 2 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 9 244 GCCTACAGGGTGTCATGATCACAAGACAGGatatataGCCTACAGGGTGTCATGATCA TCCAGGAGGATGAAACAGCTT 9 118 2 21 245 21 59,514 59,012 29,200 37,400 3,474,417 G 273 AGCCTACAGGGTGTCATGATCACAAGACAGGatatatatatatatatatatatatatatatatatatatatACATAAAatatatatatatatatatatatatatatANANatatatatCANNCTGGCTACTTTATAAACATATTACttttttaaaaaaCGGACTAATGGCTGGACTAATaaaaaGACTACAGTTGACCACATGCTCGTAGTTCTGGAAGATTCTAAGCTGTTTCATCCTCCTGGAATGTGACTTGTATTGTATAAACATTCCA

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 14 3 188 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT AGACTGAGAAGCTCACAAAGTT 3 86 9 20 196 22 60,042 57,586 37,200 26,600 4,456,001 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 3 189 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT CAGACTGAGAAGCTCACAAAGTT 3 86 9 20 197 23 60,042 58,874 37,200 26,600 4,167,366 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 3 189 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT CAGACTGAGAAGCTCACAAAGT 3 87 9 20 197 22 60,042 58,273 37,200 26,600 3,768,271 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 3 220 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT TCGCACATGCACAAAGATGC 3 120 9 20 228 20 60,042 60,110 37,200 39,100 0.151306 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 3 222 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT GCTCGCACATGCACAAAGAT 3 122 9 20 230 20 60,042 59,830 37,200 24,000 0.211336 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 3 224 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT AAGCTCGCACATGCACAAAG 3 124 9 20 232 20 60,042 60,040 37,200 27,700 0.081461 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 2 104 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT ACACACTGAAACAAACACATGC 3 2 9 20 112 22 60,042 58,489 37,200 40,600 3,552,382 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 1 103 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT CACACTGAAACAAACACATGCA 3 1 9 20 111 22 60,042 58,490 37,200 39,600 3,551,403 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr805_2 2 32 57 20 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 1 104 GCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtg GCGTGTGCGTGTATTTGTGT ACACACTGAAACAAACACATGCA 3 1 9 20 112 23 60,042 60,057 37,200 39,600 3,098,626 F 236 GTTCGTGTGCGTGTGCGTGTATTTGTGTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtCTGCATGTGTTTGTTTCAgtgtgtATGTAATTGCTTATATCTATGTGtttttGTGAGAGTGTgggggtttttGTGTGAATTTGGATAACTTTGTGAGCTTCTCAGTCTGTGAGTCtgtgtgCATCTTTGTGCATGTGCGAGCTTAAAT

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 1 1 9 20 190 AGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTG AGTCTTTCTGTCAGTATGTGTGC ACACAAACAGCTAGAATGGGTCA 23 20 4 23 193 23 58,689 60,181 45,700 40,200 7,492,214 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 0 0 9 20 190 AGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTG AGTCTTTCTGTCAGTATGTGTGCA ACACAAACAGCTAGAATGGGTCA 22 20 4 24 193 23 60,202 60,181 45,700 40,200 7,383,698 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 0 0 9 20 191 GAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTT GAGTCTTTCTGTCAGTATGTGTGC ACACAAACAGCTAGAATGGGTCA 23 20 3 24 193 23 59,613 60,181 45,700 40,200 7,568,701 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 0 0 12 10 173 tgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgt TGTGTGCATGTGTGTGTTCA CACAAACAGCTAGAATGGGTCA 10 20 20 20 192 22 58,543 58,589 31,800 40,200 4,868,792 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 0 0 12 10 174 tgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgt TGTGTGCATGTGTGTGTTCA ACACAAACAGCTAGAATGGGTC 10 21 20 20 193 22 58,543 58,588 31,800 44,600 4,869,732 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr877_2 2 50 101 20 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_129_150 0 0 12 10 174 tgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgt TGTGTGCATGTGTGTGTTCA ACACAAACAGCTAGAATGGGTCA 10 20 20 20 193 23 58,543 60,181 31,800 40,200 4,638,791 G 201 GTGAGTCTTTCTGTCAGTAtgtgtgCAtgtgtgtgTTCATTTGCCTGTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTNTCtgtgtgtgNNTGCANGTNtgtgtgtgTNNCTNTNtgtgtgtgtgtgtgtgtgtgtgCCCGTTACTGTCAAAGATTTTGACCCATTCTAGCTGTTTGTGTTTGNGTCC

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 1 1 12 31 221 TGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGC TGCTTCAGGACAGTGCTGAG ACATGGGTGTGTGAGTGTGT 64 31 60 20 280 20 59,966 59,454 33,500 37,200 0.580598 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 31 267 CAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCT CAGTGCCTCAATCTGCCTCC ACATGGGTGTGTGAGTGTGT 110 31 14 20 280 20 60,747 59,454 43,000 37,200 1,293,405 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 1 167 GCAATCCGAGCTTGACCAACACTGAGTGTGAAAAG GCAATCCGAGCTTGACCAAC GTCTGTGTGTGCGCATGTAT 40 1 84 20 250 20 59,831 58,921 37,700 22,900 1,247,717 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 1 168 AGCAATCCGAGCTTGACCAACACTGAGTGTGAAAA AGCAATCCGAGCTTGACCAA GTCTGTGTGTGCGCATGTAT 41 1 83 20 250 20 59,963 58,921 36,700 22,900 1,115,441 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 12 1 185 AGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAGGACAGTGCTGAGTGAAGC GTCTGTGTGTGCGCATGTAT 58 1 66 20 250 20 59,965 58,921 38,600 22,900 1,113,325 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 29 213 AGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAGGACAGTGCTGAGTGAAGC ATGGGTGTGTGAGTGTGTGT 58 29 66 20 278 20 59,965 59,454 38,600 37,200 0.580738 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 29 219 TGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGC TGCTTCAGGACAGTGCTGAG ATGGGTGTGTGAGTGTGTGT 64 29 60 20 278 20 59,966 59,454 33,500 37,200 0.580598 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 29 265 CAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCT CAGTGCCTCAATCTGCCTCC ATGGGTGTGTGAGTGTGTGT 110 29 14 20 278 20 60,747 59,454 43,000 37,200 1,293,405 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr894_3 3 144 86 20 3 AC CACACACACACACACACACACACACACACACACACANO 0 0 14 29 266 CCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGC CCAGTGCCTCAATCTGCCTC ATGGGTGTGTGAGTGTGTGT 111 29 13 20 278 20 60,747 59,454 47,000 37,200 1,293,405 G 313 GTATCACAGACCCCAGTGCCTCAATCTGCCTCCCGTATTCTGACAAGCTGTGATGGGATTGCTTCAGGACAGTGCTGAGTGAAGCAATCCGAGCTTGACCAACACTGAGTGTGAAAAGTCGAAATGTGATTgggggTATACCCcacacacacacacacacacacacacacacacacacacacaAAAATGCATACACAGacacacacacacGTACATGTGcacacacacaAATACATGCGcacacacaGACGCAGACATacacacacTcacacaCCCATGTACACATGGacacacacacacacacacAAATGCA

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 6 39 210 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGT CGGAGGAGGAGAGCATATGT 91 39 78 20 287 20 57,820 58,373 26,600 22,900 3,807,118 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 39 210 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGTT CGGAGGAGGAGAGCATATGT 90 39 78 21 287 20 58,499 58,373 26,600 22,900 4,127,948 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 39 210 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGTTC CGGAGGAGGAGAGCATATGT 89 39 78 22 287 20 59,517 58,373 30,100 22,900 4,109,792 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 11 182 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGT CAACCCGGCGCAGAGTTATT 91 11 78 20 259 20 57,820 61,025 26,600 14,000 3,205,011 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 7 11 181 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGT AACCCGGCGCAGAGTTATT 91 11 78 20 258 19 57,820 59,701 26,600 14,000 3,479,099 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

cons_gr992_2 2 189 40 20 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 8 10 181 GGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTGGGCGTACCAGAAAGAAAGT AACCCGGCGCAGAGTTATTG 91 10 78 20 258 20 57,820 61,025 26,600 19,000 3,205,011 F 287 CTGAGAAGGAggggggCTTTTGGGTGGGGTATggggggggAGTGAGGTGTAAgggggggNTAggggggANNGTGGTGGGGCGTACCAGAAAGAAAGTTCAAAACAATTGAGTATGGGGAGGCTTTTGTAGGGGATGTgggggTgggggggNGAGAAAGCAAANAAAAGGAGGGATTCCCTTCTATGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATcccccccccAATAACTCTGCGCCGGGTTGCTGTTGCAACATATGCTctcctcctcCG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 28 168 TCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATG TCCCATGTGCATTTGCCTTC AACTCACTCACACACGGACG 31 28 102 20 269 20 59,103 60,249 34,600 47,900 1,145,830 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 28 222 TCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTCTGTCGCCTCCAACTAAGC AACTCACTCACACACGGACG 85 28 48 20 269 20 59,753 60,249 30,900 47,900 0.495542 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 28 242 GCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAGCATCCTTCTGTCATCACCCT AACTCACTCACACACGGACG 104 28 28 21 269 20 59,789 60,249 43,400 47,900 1,460,365 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 1 138 TCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgt TCCCATGTGGAACTTTGGCA AACTCACTCACACACGGACG 1 28 132 20 269 20 59,813 60,249 49,200 47,900 0.436025 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 152 CCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGT CCCATGTGCATTTGCCTTCT GGACGCACACAATCACACAC 30 13 103 20 254 20 59,100 60,041 28,500 38,200 0.941032 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 153 TCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATG TCCCATGTGCATTTGCCTTC GGACGCACACAATCACACAC 31 13 102 20 254 20 59,103 60,041 34,600 38,200 0.938235 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 204 GTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATGTCGCCTCCAACTAAGCCAA GGACGCACACAATCACACAC 82 13 51 20 254 20 60,321 60,041 45,200 38,200 0.362610 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 207 TCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTCTGTCGCCTCCAACTAAGC GGACGCACACAATCACACAC 85 13 48 20 254 20 59,753 60,041 30,900 38,200 0.287947 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 240 TCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCCAGCCACTAAAGCATCCT GGACGCACACAATCACACAC 118 13 15 20 254 20 58,711 60,041 32,400 38,200 1,330,472 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 243 GCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTGCTTCCAGCCACTAAAGCATC GGACGCACACAATCACACAC 120 13 12 21 254 20 59,597 60,041 39,100 38,200 1,444,635 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 123 TCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgt TCCCATGTGGAACTTTGGCA GGACGCACACAATCACACAC 1 13 132 20 254 20 59,813 60,041 49,200 38,200 0.228429 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:13047:10978 1 153 69 21 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 122 CCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtg CCCATGTGGAACTTTGGCAC GGACGCACACAATCACACAC 0 13 133 20 254 20 59,682 60,041 50,100 38,200 0.359432 G 275 ACTGGACACTGGCTTCCAGCCACTAAAGCATCCTTCTGTCATCACCCTCTGTCGCCTCCAACTAAGCCAATTTTGAATCCACCTTATCAAATTACCCTGTATCCCATGTGCATTTGCCTTCTTTATAAGTCTCCCATGTGGAACTTTGGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTCACgtgtgtgtATCAAtgtgtgtgtgCATTTGTGTTCgtgtgtgtGATtgtgtgCGTCCgtgtgtGAGTGAGtttttGTG

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 4 208 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA CCCTCTTTGTCAGTCTCGCT 4 38 3 21 210 20 58,372 59,394 34,100 49,300 3,233,534 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 209 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA TCCCTCTTTGTCAGTCTCGC 4 39 3 21 211 20 58,372 59,396 34,100 50,300 3,231,514 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 4 193 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA TCGCTCTCTGGCTGTCTCTA 4 23 3 21 195 20 58,372 59,747 34,100 24,300 2,881,272 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 4 187 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA TCTGGCTGTCTCTATCTTACTCTC 4 13 3 21 189 24 58,372 58,627 34,100 32,000 8,001,167 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 4 187 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA TCTGGCTGTCTCTATCTTACTCTCT 4 12 3 21 189 25 58,372 59,868 34,100 31,000 7,759,922 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:15625:21878 1 28 125 21 5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 4 189 ACAGAAAGCGTGAAACAGACAAAAGcacacacacacaACAGAAAGCGTGAAACAGACA TCTCTGGCTGTCTCTATCTTACTCT 4 14 3 21 191 25 58,372 59,868 34,100 32,400 7,759,922 G 211 ATACAGAAAGCGTGAAACAGACAAAAGcacacacacacacacacacacacacacacacacacacacacaCGCAGACTCagagagagagagagGGGGACagagagagagGGAAagagagagagAAAGACagagagagACATagagagagagagACAGTGAGGGATagagagTAAGATAGAGACAGCCagagagCGAGACTGACAAAGAGGGA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 8 166 ACGTGTACGCGCACTCATacacacGcacacaAacacacT ACGTGTACGCGCACTCAT AGTGCACTATTCTCTTCAAATGTACT 55 8 27 18 192 26 59,743 58,610 29,000 27,300 9,647,398 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 11 169 CACGTGTACGCGCACTCATacacacGcacacaAacacac CACGTGTACGCGCACTCAT AAAGTGCACTATTCTCTTCAAATGT 55 11 26 19 194 25 61,086 57,484 29,000 27,100 9,602,625 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 8 167 CACGTGTACGCGCACTCATacacacGcacacaAacacac CACGTGTACGCGCACTCAT AGTGCACTATTCTCTTCAAATGTACT 55 8 26 19 192 26 61,086 58,610 29,000 27,300 9,476,453 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 113 TACTCACCCGTACGCACATGcacacacacacacacacacaTACTCACCCGTACGCACATG AGTGCACTATTCTCTTCAAATGTACT 0 8 80 20 192 26 59,828 58,610 32,100 27,300 7,561,706 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 4 117 CACATACTCACCCGTACGCACATGcacacacacacacacCACATACTCACCCGTACGCA AGTGCACTATTCTCTTCAAATGTACT 4 8 76 20 192 26 59,828 58,610 52,400 27,300 7,561,706 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 2 115 CATACTCACCCGTACGCACATGcacacacacacacacac CATACTCACCCGTACGCACA AGTGCACTATTCTCTTCAAATGTACT 2 8 78 20 192 26 59,828 58,610 45,700 27,300 7,561,706 B 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 8 147 cacacGcacacaAacacacTCATGCATACGCACATACTC CACACGCACACAAACACACT AGTGCACTATTCTCTTCAAATGTACT 34 8 46 20 192 26 59,832 58,610 35,500 27,300 7,557,935 F 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 8 156 GCACTCATacacacGcacacaAacacacTCATGCATACG GCACTCATACACACGCACAC AGTGCACTATTCTCTTCAAATGTACT 43 8 37 20 192 26 59,836 58,610 38,200 27,300 7,553,815 F 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:24637:8974 1 100 59 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 8 148 acacacGcacacaAacacacTCATGCATACGCACATACT ACACACGCACACAAACACAC AGTGCACTATTCTCTTCAAATGTACT 35 8 45 20 192 26 60,110 58,610 38,200 27,300 7,499,991 F 216 acacacGTGTTCATacacacacTCTCACGTGTACGCGCACTCATacacacGcacacaAacacacTCATGCATACGCACATACTCACCCGTACGCACATGcacacacacacacacacacacacacacacacacacacacacaTacacacacATacacacGGTAGGAAAGTACATTTGAAGAGAATAGTGCACTTTTACAGGTCATTAACAAAAGAAA

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 15 9 109 GTGAAGCCCACATCCTGTAAAGAATAAAAacacacacGTGAAGCCCACATCCTGTAA CGGTGTCTGTGTTTGTCTGTG 9 17 5 20 113 21 57,510 59,673 24,100 36,600 3,817,398 B 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 9 110 GTGAAGCCCACATCCTGTAAAGAATAAAAacacacacGTGAAGCCCACATCCTGTAA TCGGTGTCTGTGTTTGTCTGT 9 18 5 20 114 21 57,510 59,794 24,100 34,100 3,696,070 F 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 9 112 GTGAAGCCCACATCCTGTAAAGAATAAAAacacacacGTGAAGCCCACATCCTGTAA TGTCGGTGTCTGTGTTTGTCT 9 20 5 20 116 21 57,510 59,794 24,100 34,100 3,696,070 F 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 7 109 GTGAAGCCCACATCCTGTAAAGAATAAAAacacacacGTGAAGCCCACATCCTGTAAAG CGGTGTCTGTGTTTGTCTGTG 7 17 5 22 113 21 59,250 59,673 18,500 36,600 4,077,081 B 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 6 108 TGAAGCCCACATCCTGTAAAGAATAAAAacacacaca TGAAGCCCACATCCTGTAAAGA CGGTGTCTGTGTTTGTCTGTG 6 17 6 22 113 21 59,358 59,673 25,200 36,600 3,969,771 B 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:31812:65248 1 34 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 9 115 GTGAAGCCCACATCCTGTAAAGAATAAAAacacacacGTGAAGCCCACATCCTGTAA GTGTGTCGGTGTCTGTGTTTG 9 23 5 20 119 21 57,510 59,938 24,100 29,300 3,551,941 F 119 GACAGTGAAGCCCACATCCTGTAAAGAATAAAAacacacacacacacacacacacacacacacacacacacacacAGACACAGacacacAGACACAGACAAACACAGACACCGacacac

ST‐E00142:460:H2K7HCCXY:6:2117:4503:32144 1 122 48 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 23 174 CCTGACACCAGAATGTTATTGGAATTTAATGTTAAGCCTGACACCAGAATGTTATTGGA TCCCTTTAACCCTATGTTTACCGA 23 56 76 23 249 24 58,411 59,218 35,300 46,900 9,371,055 B 250 tttttCTTTCAAATTAATAATATTGCATGATGCTGTTAAAGTAAAATTTGTACTCTATGAGAATTATTATATCTTCCTGACACCAGAATGTTATTGGAATTTAATGTTAAGTAGAGTTATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTTTAATTGAATTAAGCTTTGATGTATTAGAAAATAAGCTATGTTTGAAATGTTAAGTCGGTAAACATAGGGTTAAAGGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:4503:32144 1 122 48 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 174 TCCTGACACCAGAATGTTATTGGAATTTAATGTTAA TCCTGACACCAGAATGTTATTGGA CCCTTTAACCCTATGTTTACCGAC 23 55 75 24 248 24 59,712 59,122 35,300 47,900 9,166,189 B 250 tttttCTTTCAAATTAATAATATTGCATGATGCTGTTAAAGTAAAATTTGTACTCTATGAGAATTATTATATCTTCCTGACACCAGAATGTTATTGGAATTTAATGTTAAGTAGAGTTATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTTTAATTGAATTAAGCTTTGATGTATTAGAAAATAAGCTATGTTTGAAATGTTAAGTCGGTAAACATAGGGTTAAAGGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:4503:32144 1 122 48 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 175 TCCTGACACCAGAATGTTATTGGAATTTAATGTTAA TCCTGACACCAGAATGTTATTGGA TCCCTTTAACCCTATGTTTACCGA 23 56 75 24 249 24 59,712 59,218 35,300 46,900 9,070,521 B 250 tttttCTTTCAAATTAATAATATTGCATGATGCTGTTAAAGTAAAATTTGTACTCTATGAGAATTATTATATCTTCCTGACACCAGAATGTTATTGGAATTTAATGTTAAGTAGAGTTATAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTTTAATTGAATTAAGCTTTGATGTATTAGAAAATAAGCTATGTTTGAAATGTTAAGTCGGTAAACATAGGGTTAAAGGGAA

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 1 1 6 17 146 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG AAGAGGACGGAACCAGAAGC 17 17 3 19 148 20 59,576 59,678 43,500 38,600 1,746,236 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 156 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG CTGGCTGAAGAAGAGGACGG 17 27 3 19 158 20 59,576 60,108 43,500 47,900 1,532,664 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 159 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG GCACTGGCTGAAGAAGAGGA 17 30 3 19 161 20 59,576 59,677 43,500 37,100 1,747,214 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 226 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG TTGGCTCCATTGGTCCCTTC 17 97 3 19 228 20 59,576 59,960 43,500 34,600 1,463,858 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 227 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG GTTGGCTCCATTGGTCCCTT 17 98 3 19 229 20 59,576 60,252 43,500 39,500 1,676,027 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 239 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG GCAAGGGAATTGGTTGGCTC 17 110 3 19 241 20 59,576 59,753 43,500 47,000 1,671,700 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 247 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG GATGCAGGGCAAGGGAATTG 17 118 3 19 249 20 59,576 59,537 43,500 23,200 1,887,029 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG
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ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 254 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG CTTGAACGATGCAGGGCAAG 17 125 3 19 256 20 59,576 59,830 43,500 40,100 1,593,912 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 17 258 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG TGACCTTGAACGATGCAGGG 17 129 3 19 260 20 59,576 60,322 43,500 44,500 1,745,804 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 8 137 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG GAACCAGAAGCCAGGAGGAG 17 8 3 19 139 20 59,576 59,748 43,500 36,900 1,675,874 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 6 7 136 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG AACCAGAAGCCAGGAGGAGA 17 7 3 19 138 20 59,576 60,179 43,500 37,100 1,603,131 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:7212:18731 1 39 73 21 2 AG CTGCTGCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTC NA 0 0 10 3 132 CTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGC CTGCAGCTCAGCATTCGTG AGAAGCCAGGAGGAGAGAGG 17 3 3 19 134 20 59,576 60,032 43,500 36,900 1,456,456 G 276 TGCTGCAGCTCAGCATTCGTGGGCCCCTTTTCTTCTGCctgctgctgctctctctctctctctctctctctctctctctctctctctctGTCTCGctctctctctctctctccccctctctcCTCCTGGCTTCTGGTTCCGTCCTCTTCTTCAGCCAGTGCTCCGGAATTCAGGCTCTGCCCCTGCAGAGGGCATCGCTGCTTGCCCCGAAGGGACCAATGGAGCCAACCAATTCCCTTGCCCTGCATCGTTCAAGGTCAATGACCTCTGCTGGTG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 14 0 141 tctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctcTCTCTTTCTCTGTCTCTCCCTG GAGAGACTAGGACCCGAGGG 0 46 20 22 160 20 58,304 60,179 44,500 43,000 3,875,057 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 7 190 TCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctc TCTGTCTCTCTCTTTCTCTGTCT CCTGGATAGAGTGGACGTGG 7 87 12 23 201 20 57,759 59,253 34,100 49,400 5,988,658 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 124 tctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctcTCTCTCTTTCTCTGTCTCTCCCT GCACAGCCTCAGAGTAAAGG 1 27 18 23 141 20 59,408 58,268 42,000 31,100 5,323,247 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 124 tctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctcTCTCTCTTTCTCTGTCTCTCCCT GCACAGCCTCAGAGTAAAGGG 1 26 18 23 141 21 59,408 60,677 42,000 39,500 5,268,744 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 125 tctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctcTCTCTCTTTCTCTGTCTCTCCCT GGCACAGCCTCAGAGTAAAGG 1 27 18 23 142 21 59,408 60,677 42,000 31,100 5,268,744 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 143 tctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctcTCTCTCTTTCTCTGTCTCTCCCT GAGAGACTAGGACCCGAGGG 1 46 18 23 160 20 59,408 60,179 42,000 43,000 3,770,540 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 144 tctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctcTCTCTCTTTCTCTGTCTCTCCCT GGAGAGACTAGGACCCGAGG 1 47 18 23 161 20 59,408 60,179 42,000 46,300 3,770,540 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 6 190 TCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctc TCTGTCTCTCTCTTTCTCTGTCTC CCTGGATAGAGTGGACGTGG 6 87 12 24 201 20 58,754 59,253 33,600 49,400 5,992,786 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2117:8217:7181 1 42 53 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 19 5 190 TCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctc TCTGTCTCTCTCTTTCTCTGTCTCT CCTGGATAGAGTGGACGTGG 5 87 12 25 201 20 59,987 59,253 31,000 49,400 5,760,334 F 201 ctctctctGTATCTGtctctctcTTTCTCTGtctctcCCTGtctctctctctctctctctctctctctctctctctctctctcActctctctctGTCTCATCTCTGTTCTAAAAGGTCTTCCCTTTACTCTGAGGCTGTGCCCTCGGGTCCTAGtctctcCTACTAATGGAAACATCTTCCCCACGTCCACTCTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 4 5 97 AGAAACCACCAGTAGGAGCAttttttttatatatatatatatAGAAACCACCAGTAGGAGCA GGGCTATGATTGATACCTTCAGC 7 5 131 20 227 23 58,270 58,994 42,600 42,600 5,735,905 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 5 98 AAGAAACCACCAGTAGGAGCAttttttttatatatatatat AAGAAACCACCAGTAGGAGCA GGGCTATGATTGATACCTTCAGC 7 5 130 21 227 23 58,945 58,994 42,600 42,600 6,061,118 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 5 211 ATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAAATTATAAAGCAGATTGCCTTCCTTT GGGCTATGATTGATACCTTCAGC 116 5 17 25 227 23 57,334 58,994 31,100 42,600 11,672,382 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 5 212 AATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAAATTATAAAGCAGATTGCCTTCCTT GGGCTATGATTGATACCTTCAGC 117 5 16 25 227 23 57,334 58,994 33,600 42,600 11,672,382 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 97 AGAAACCACCAGTAGGAGCAttttttttatatatatatatatAGAAACCACCAGTAGGAGCA GGGCTATGATTGATACCTTCAGCT 7 4 131 20 227 24 58,270 60,263 42,600 42,400 5,992,829 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 4 211 ATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAAATTATAAAGCAGATTGCCTTCCTTT GGGCTATGATTGATACCTTCAGCT 116 4 17 25 227 24 57,334 60,263 31,100 42,400 11,929,306 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 5 140 ACTGGATCACAATCGTCATGCAATGAATTCTGAaca ACTGGATCACAATCGTCATGC GGGCTATGATTGATACCTTCAGC 49 5 88 21 227 23 58,717 58,994 40,600 42,600 6,289,617 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 4 140 ACTGGATCACAATCGTCATGCAATGAATTCTGAaca ACTGGATCACAATCGTCATGC GGGCTATGATTGATACCTTCAGCT 49 4 88 21 227 24 58,717 60,263 40,600 42,400 6,546,541 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:13606:19856 1 158 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 5 140 ACTGGATCACAATCGTCATGCAATGAATTCTGAaca ACTGGATCACAATCGTCATGCA GGGCTATGATTGATACCTTCAGC 48 5 88 22 227 23 60,355 58,994 39,600 42,600 6,361,326 F 255 ATTTACTCAGTTAATAATTATAAAGCAGATTGCCTTCCTTTTACAATTTGAAACAGTTAACAGAATTGTAAATTTGAAGCCCAGATAACTGGATCACAATCGTCATGCAATGAATTCTGAacacacCTTAAGAAACCACCAGTAGGAGCAttttttttatatatatatatatatatatatatatatatatatatatataTGTGAGCTGAAGGTATCAATCATAGCCCCAGTGCGTGGGGCATGGGGTGGTGAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 83 252 GCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGG GCAACTTGTGGCACCATCC TGCGTATTTGTTAGATAGCTGGAC 83 84 8 19 259 24 59,710 58,952 35,100 40,200 6,337,855 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 47 211 GCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGG GCAACTTGTGGCACCATCC TGGACAATTGTTGAGCGCAC 83 47 8 19 218 20 59,710 59,689 35,100 53,400 1,600,552 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 83 253 GCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGG GCAACTTGTGGCACCATCC GTGCGTATTTGTTAGATAGCTGGA 83 85 8 19 260 24 59,710 58,952 35,100 38,600 6,337,855 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 83 253 GCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGG GCAACTTGTGGCACCATCC GTGCGTATTTGTTAGATAGCTGGAC 83 84 8 19 260 25 59,710 60,051 35,100 40,200 6,340,980 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 49 213 GCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGG GCAACTTGTGGCACCATCC CCTGGACAATTGTTGAGCGC 83 49 8 19 220 20 59,710 60,110 35,100 59,200 1,399,606 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 49 214 TGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGTGCAACTTGTGGCACCATCC CCTGGACAATTGTTGAGCGC 83 49 7 20 220 20 61,463 60,110 35,100 59,200 1,572,328 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 150 GCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTgg GCTGGGAGGCATTCCTGAAT CCTGGACAATTGTTGAGCGC 19 49 71 20 220 20 60,106 60,110 25,700 59,200 0.215915 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 131 TGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtTGAATAGTTCTTCCTGGCTGGG GACAATTGTTGAGCGCACCC 2 45 86 22 216 20 59,760 60,387 44,500 46,100 2,626,893 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 133 TGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtTGAATAGTTCTTCCTGGCTGGG TGGACAATTGTTGAGCGCAC 2 47 86 22 218 20 59,760 59,689 44,500 53,400 2,550,197 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 135 TGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtTGAATAGTTCTTCCTGGCTGGG CCTGGACAATTGTTGAGCGC 2 49 86 22 220 20 59,760 60,110 44,500 59,200 2,349,251 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 29 158 GATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTGATGTACTCTGCTGGGAGGC TGGACAATTGTTGAGCGCAC 29 47 61 20 218 20 59,894 59,689 47,000 53,400 0.416321 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:14996:15162 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 29 160 GATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTGATGTACTCTGCTGGGAGGC CCTGGACAATTGTTGAGCGC 29 49 61 20 220 20 59,894 60,110 47,000 59,200 0.215375 F 260 AATAAGTGCAACTTGTGGCACCATCCCCAATTCTGTTTGTTGGAAAGGGTTCAGAGTATCGATGTACTCTGCTGGGAGGCATTCCTGAATAGTTCTTCCTGGCTggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAGTAAACAGCaaaaaCATTGTCCTTCACCAAGAGTTTGGCAgggggTGCGCTCAACAATTGTCCAGGAGCAGTTTTCTTCAAGTCCAGCTATCTAACAAATACGCAC

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 0 231 ACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtg ACTTCCCAGACAATTACAGCAC AGCAAGTGCACCACAGTATGA 0 146 20 22 250 21 58,588 59,928 44,000 21,500 4,484,558 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 231 ACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtg ACTTCCCAGACAATTACAGCA AGCAAGTGCACCACAGTATGA 1 146 20 21 250 21 57,212 59,928 44,100 21,500 4,860,400 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 0 232 AACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtg AACTTCCCAGACAATTACAGCAC AGCAAGTGCACCACAGTATGA 0 146 19 23 250 21 59,179 59,928 44,000 21,500 4,893,206 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 146 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT TCCAGAGGAGTGACATTTGGAC 19 41 1 22 146 22 58,918 59,697 26,600 40,200 5,384,826 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 147 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT GTCCAGAGGAGTGACATTTGGA 19 42 1 22 147 22 58,918 59,697 26,600 35,300 5,384,826 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 148 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT TGTCCAGAGGAGTGACATTTGG 19 43 1 22 148 22 58,918 59,961 26,600 32,800 5,120,756 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 249 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT GCAAGTGCACCACAGTATGA 19 146 1 22 249 20 58,918 58,477 26,600 21,500 4,604,473 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 250 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT AGCAAGTGCACCACAGTATGA 19 146 1 22 250 21 58,918 59,928 26,600 21,500 4,153,977 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 117 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT TGTGTTGTGCATTGGGACCT 19 14 1 22 117 20 58,918 60,106 26,600 38,500 3,188,072 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 115 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT TGTTGTGCATTGGGACCTGT 19 12 1 22 115 20 58,918 60,106 26,600 40,000 3,188,072 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 110 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAACT TGCATTGGGACCTGTGGAAG 19 7 1 22 110 20 58,918 60,251 26,600 34,600 3,333,101 A 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:19827:7146 1 42 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 20 250 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTAC CCGCCCATCAGAAGTTTAAAC AGCAAGTGCACCACAGTATGA 20 146 1 21 250 21 57,512 59,928 20,100 21,500 4,559,735 B 279 CCGCCCATCAGAAGTTTAAACTTCCCAGACAATTACAGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCAGGACTTCCACAGGTCCCAATGCACAACACAGACTTGAGTCCAAATGTCACTCCTCTGGACATCAAAGGATTCAAGCTGTTGTCATGTAATACTTATAAATAACAATGacacacTTTCTATAGTATTATCCAGAACAGAAAGTTCATACTGTGGTGCACTTGCTATTATGACTAAATATAAGGCATCATGCCA

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 21 136 AGATGAGGAATAGTTTATTTATGGCACACCCCAAAAAGATGAGGAATAGTTTATTTATGGCAC AGTGCAGTATTCTCTTCAACTGT 21 23 58 27 193 23 57,710 57,779 50,100 35,500 14,510,492 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 21 137 AGATGAGGAATAGTTTATTTATGGCACACCCCAAAAAGATGAGGAATAGTTTATTTATGGCAC AAGTGCAGTATTCTCTTCAACTGT 21 23 58 27 194 24 57,710 58,385 50,100 35,500 14,905,070 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 12 126 AGATGAGGAATAGTTTATTTATGGCACACCCCAAAAAGATGAGGAATAGTTTATTTATGGCAC TCTCTTCAACTGTACTCTCCTTGA 21 12 58 27 183 24 57,710 58,614 50,100 30,200 14,675,842 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 80 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA CAGAACAAGACAATCACGTGAA 83 80 1 22 249 22 59,189 57,206 26,900 31,800 7,605,679 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 80 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGAA CAGAACAAGACAATCACGTGAA 82 80 1 23 249 22 59,748 57,206 26,900 31,800 8,046,462 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 80 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTG CAGAACAAGACAATCACGTGAA 84 80 1 21 249 22 57,798 57,206 23,200 31,800 7,995,974 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 23 193 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTG AGTGCAGTATTCTCTTCAACTGT 84 23 1 21 193 23 57,798 57,779 23,200 35,500 8,422,437 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 23 193 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA AGTGCAGTATTCTCTTCAACTGT 83 23 1 22 193 23 59,189 57,779 26,900 35,500 8,032,141 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 23 194 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA AAGTGCAGTATTCTCTTCAACTGT 83 23 1 22 194 24 59,189 58,385 26,900 35,500 8,426,719 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 13 183 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA TCTCTTCAACTGTACTCTCCTTG 83 13 1 22 183 23 59,189 57,286 26,900 36,100 8,525,223 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 12 182 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA CTCTTCAACTGTACTCTCCTTGA 83 12 1 22 182 23 59,189 57,286 26,900 30,200 8,525,223 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2118:24028:58831 1 106 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 12 183 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCA CCTGAACGTGTAGGCAATTTGA TCTCTTCAACTGTACTCTCCTTGA 83 12 1 22 183 24 59,189 58,614 26,900 30,200 8,197,491 F 249 CCTGAACGTGTAGGCAATTTGAATAACAAGCAGCAAGCTTTTCATAGATTTAAATAAAGATGAGGAATAGTTTATTTATGGCACACCCCAAAATCTAACACTACAacacacacacacacacacacacacacacacacacacacacacATaaaaaTACACTCAAGGAGAGTACAGTTGAAGAGAATACTGCACTTTTACAGGTTATAAACaaaaaGTATAGTTCATAATTCACGTGATTGTCTTGTTCTG

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 25 241 GGGAGCAGCTTCGCCTTGACACGAGCAAACACTCG GGGAGCAGCTTCGCCTTG GTACCGGCGAGCTCCTCC 25 138 3 18 243 18 61,130 61,902 36,100 43,000 7,032,246 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 24 240 GGAGCAGCTTCGCCTTGACACGAGCAAACACTCGC GGAGCAGCTTCGCCTTGA GTACCGGCGAGCTCCTCC 24 138 4 18 243 18 60,047 61,902 30,200 43,000 5,948,978 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 240 GGAGCAGCTTCGCCTTGACACGAGCAAACACTCGC GGAGCAGCTTCGCCTTGAC GTACCGGCGAGCTCCTCC 23 138 4 19 243 18 61,395 61,902 31,800 43,000 6,296,650 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 112 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC TGAGGCGTCCGCTTAAGAAA 11 19 15 20 126 20 60,317 59,681 33,200 25,200 0.636103 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 113 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC TTGAGGCGTCCGCTTAAGAA 11 20 15 20 127 20 60,317 59,681 33,200 25,200 0.636103 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 114 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC CTTGAGGCGTCCGCTTAAGA 11 21 15 20 128 20 60,317 60,109 33,200 21,000 0.425824 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 163 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC TGAACCAGCTGGAGAAACCT 11 70 15 20 177 20 60,317 58,860 33,200 35,000 1,457,332 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 205 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC CCCAATCCTCATTCCCGGAG 11 112 15 20 219 20 60,317 59,891 33,200 46,300 0.426362 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 166 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC TGGTGAACCAGCTGGAGAAA 11 73 15 20 180 20 60,317 59,157 33,200 25,200 1,160,329 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 194 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC TTCCCGGAGCTCCAGAGATT 11 101 15 20 208 20 60,317 60,326 33,200 24,000 0.642691 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 11 195 GCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgt GCCTTGACACGAGCAAACAC ATTCCCGGAGCTCCAGAGAT 11 102 15 20 209 20 60,317 60,105 33,200 27,500 0.422266 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:1570:10468 1 46 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 0 184 AGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtAGCAAACACTCGCTCTTGAC ATTCCCGGAGCTCCAGAGAT 0 102 26 20 209 20 58,779 60,105 31,800 27,500 1,326,660 A 244 TGGGGAGCAGCTTCGCCTTGACACGAGCAAACACTCGCTCTTGACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCCAGAGCCGTGCCCAGTCTTTCTTAAGCGGACGCCTCAAGGGTCCTGTGACCTGTGCCAAATTCAGTAAAGGTTTCTCCAGCTGGTTCACCATCCTCAGGAATCTCTGGAGCTCCGGGAATGAGGATTGGGGTGAGGGGAGGAGCTCGCCGGTACN

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 6 152 GCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgt GCATGCCTCAGAATGCAATACT GGTGTAAAGTCAGTGGCCCA 6 62 63 22 214 20 59,378 59,890 21,200 53,600 2,731,720 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 2 148 GCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtg GCCTCAGAATGCAATACTGTCC GGTGTAAAGTCAGTGGCCCA 2 62 67 22 214 20 59,384 59,890 40,200 53,600 2,725,634 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 12 121 TGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtTGAGCATGCCTCAGAATGC ACCAAAGCACACAGAGGAGG 12 28 60 19 180 20 58,210 59,891 35,600 43,000 2,899,184 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 118 GCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgt GCATGCCTCAGAATGCAATACT ACCAAAGCACACAGAGGAGG 6 28 63 22 180 20 59,378 59,891 21,200 43,000 2,731,340 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 114 GCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtg GCCTCAGAATGCAATACTGTCC ACCAAAGCACACAGAGGAGG 2 28 67 22 180 20 59,384 59,891 40,200 43,000 2,725,254 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 51 189 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT AAGTCAGTGGCCCAATTTGG 51 56 20 20 208 20 58,514 58,659 33,200 32,800 2,827,291 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 51 195 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT GGTGTAAAGTCAGTGGCCCA 51 62 20 20 214 20 58,514 59,890 33,200 53,600 1,595,934 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 51 196 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT AGGTGTAAAGTCAGTGGCCC 51 63 20 20 215 20 58,514 59,599 33,200 58,000 1,886,805 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 51 249 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT CGCACTGACAGAAAGAACAGC 51 115 20 20 268 21 58,514 60,070 33,200 44,000 2,556,520 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 28 161 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT ACCAAAGCACACAGAGGAGG 51 28 20 20 180 20 58,514 59,891 33,200 43,000 1,595,553 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 27 160 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCT CCAAAGCACACAGAGGAGGA 51 27 20 20 179 20 58,514 59,602 33,200 37,100 1,884,152 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 51 250 AAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCAAGGTATTGGCGTCAGTAGCT CGCACTGACAGAAAGAACAGC 51 115 19 21 268 21 59,168 60,070 33,200 44,000 2,902,045 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 50 195 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCTT GGTGTAAAGTCAGTGGCCCA 50 62 20 21 214 20 59,168 59,890 37,400 53,600 1,941,458 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 50 249 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCTT CGCACTGACAGAAAGAACAGC 50 115 20 21 268 21 59,168 60,070 37,400 44,000 2,902,045 B 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:22526:15127 1 91 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 28 161 AGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCT AGGTATTGGCGTCAGTAGCTT ACCAAAGCACACAGAGGAGG 50 28 20 21 180 20 59,168 59,891 37,400 43,000 1,941,078 F 280 AGTAAACAATCCCTGTTTAAGGTATTGGCGTCAGTAGCTTTTCAATAGACATTCTTTTGTGAGCATGCCTCAGAATGCAATACTGTCCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGCATCTCATTACAGAAAAGCAATTTGTTCCTCCTCtgtgtgCTTTGGTACTTGTTGCCAAATTGGGCCACTGACTTTACACCTTATCATCCTGTGGCCATATAGTTACATTTAGTGCTGTTCTTTCTGTCAGTGCGAGTAGATGAATC

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 35 190 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG CTGATGCACCTTTCTGCTGG 35 74 1 19 190 20 59,312 59,191 38,600 48,500 2,496,997 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 191 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG CCTGATGCACCTTTCTGCTG 35 75 1 19 191 20 59,312 59,191 38,600 44,100 2,496,997 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 250 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG TTGGCCTGCGCATCAGTTAA 35 134 1 19 250 20 59,312 60,608 38,600 20,100 2,295,374 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 35 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG TTTGGCCTGCGCATCAGTTA 35 135 1 19 251 20 59,312 60,608 38,600 22,400 2,295,374 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 32 148 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG ACCTTTCTCTCATGCAGCCC 35 32 1 19 148 20 59,312 60,035 38,600 51,900 1,722,282 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 31 143 AGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGC AGGTGGCCATCCTGCAAC ACCTTTCTCTCATGCAGCCC 31 32 6 18 148 20 59,964 60,035 41,700 51,900 2,070,926 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 31 144 GAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGG GAGGTGGCCATCCTGCAAC ACCTTTCTCTCATGCAGCCC 31 32 5 19 148 20 61,049 60,035 41,700 51,900 2,083,274 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 118 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG CGTTGACCCTCTGGCTCTG 35 3 1 19 118 19 59,312 60,080 38,600 33,500 2,767,155 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 117 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG GTTGACCCTCTGGCTCTGAT 35 1 1 19 117 20 59,312 59,092 38,600 29,000 2,595,810 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 192 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG GCCTGATGCACCTTTCTGCT 35 76 1 19 192 20 59,312 60,964 38,600 42,400 2,651,970 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 247 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG GCCTGCGCATCAGTTAACAA 35 131 1 19 247 20 59,312 59,479 38,600 28,300 2,208,903 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:25868 1 55 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 116 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGAACAGAGGTGGCCATCCTG TTGACCCTCTGGCTCTGATG 35 0 1 19 116 20 59,312 59,093 38,600 30,700 2,595,098 F 251 AACAGAGGTGGCCATCCTGCAACAGGCCAGGGGTGGGGCTgggggggAGTGGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCATCAGAGCCAGAGGGTCAACGCCGCAAGGTGGGGCTGCATgagagaAAGGTCACAATCGCGGCCAAGAGCAAGCCAGCAGAAAGGTGCATCAGGCACGAGGGGTAACTCATCAGTCTATAAGTCGGTTATTTGTTAACTGATGCGCAGGCCAAA

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 6 124 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC GGCTGCAACATGTTCTCTCA 6 29 2 27 125 20 57,117 58,473 33,400 32,700 11,410,176 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 125 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC AGGCTGCAACATGTTCTCTC 6 30 2 27 126 20 57,117 58,181 33,400 32,000 11,701,784 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 125 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC AGGCTGCAACATGTTCTCTCA 6 29 2 27 126 21 57,117 59,927 33,400 32,700 10,955,948 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 164 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC CATGGACACGTATCTGCAGTG 6 68 2 27 165 21 57,117 59,071 33,400 36,600 11,812,311 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 165 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC ACATGGACACGTATCTGCAGT 6 69 2 27 166 21 57,117 59,449 33,400 44,000 11,433,666 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 221 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC CACACAGGCCGTTGACTTTG 6 126 2 27 222 20 57,117 59,971 33,400 27,700 9,912,442 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 229 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC TAATGATGCACACAGGCCGT 6 134 2 27 230 20 57,117 60,036 33,400 56,800 9,918,676 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 260 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC TGAGAGCAGGTAGTTTCTTGTT 6 163 2 27 261 22 57,117 57,310 33,400 28,300 14,572,754 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 262 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC CTTGAGAGCAGGTAGTTTCTTGT 6 164 2 27 263 23 57,117 58,364 33,400 31,600 14,519,391 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 220 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC ACACAGGCCGTTGACTTTGT 6 125 2 27 221 20 57,117 60,394 33,400 28,300 10,276,950 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 261 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC TTGAGAGCAGGTAGTTTCTTGT 6 164 2 27 262 22 57,117 57,310 33,400 31,600 14,572,754 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:29508:11541 1 35 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 6 159 ACTCCAGTATTAGATACTATACGGTACTCTGTAatat ACTCCAGTATTAGATACTATACGGTAC ACACGTATCTGCAGTGTCTGA 6 63 2 27 160 21 57,117 59,113 33,400 32,700 11,769,684 F 268 GACTCCAGTATTAGATACTATACGGTACTCTGTAatatatatatatatatatatatatatatatatatatatatatGGGGTCACCTGACCTggggggTGAAGGTTTgagagaACATGTTGCAGCCTTGCTTGATAGAGTTCAGACACTGCAGATACGTGTCCATGTTAGGAAAATGTCTCATCAATAAAGTTAGCTCAGCTACAAAGTCAACGGCCtgtgtgCATCATTaaaaaaCAGAAACAAGAAACTACCTGCTCTCAAGCTGGC

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 14 4 137 gtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGTGTGTGAGAGAGTGAGAGTGA TCACATGCCTTTCTCCCTGT 23 4 35 22 171 20 59,118 58,933 34,100 40,000 3,948,808 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 4 138 gtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGTGTGTGAGAGAGTGAGAGTGA CTCACATGCCTTTCTCCCTGT 23 4 35 22 172 21 59,118 59,996 34,100 40,000 3,885,557 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 4 139 agtgtgtgagagaGTGAGAGTGATCCAAagagagagATT AGTGTGTGAGAGAGTGAGAGTG CTCACATGCCTTTCTCCCTGT 24 4 34 22 172 21 59,116 59,996 35,100 40,000 3,888,056 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 4 150 gTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAGTGAGTGAGAGAGTGTGTGAGA CTCACATGCCTTTCTCCCTGT 35 4 23 22 172 21 59,118 59,996 32,700 40,000 3,885,557 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 4 151 agTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAGTGAGTGAGAGAGTGTGTGAG CTCACATGCCTTTCTCCCTGT 36 4 22 22 172 21 59,116 59,996 35,100 40,000 3,888,056 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:30746:15865 1 80 68 21 1.5 AG AGAGAGAGCCAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 4 152 gagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCC GAGTGAGTGAGAGAGTGTGTGA CTCACATGCCTTTCTCCCTGT 37 4 21 22 172 21 59,118 59,996 35,800 40,000 3,885,557 F 177 GAGAGTgagagagaTagagagagTGAGTgagagagtgtgtgagagaGTGAGAGTGATCCAAagagagagATTGGGAGATagagagagCCagagagagagagagagagagagagagagagagagagagagagACagagagagagagagATATACAGGGAGAAAGGCATGTGAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 3 138 gtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTT GTGTGTTTGTGCGTTTCTGT GCACAAAGGCACACTCATGC 53 3 86 20 223 20 57,744 60,665 34,100 40,600 2,921,813 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 3 139 tgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTGTGTGTTTGTGCGTTTCTG GCACAAAGGCACACTCATGC 54 3 85 20 223 20 57,745 60,665 30,200 40,600 2,920,286 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 50 192 TGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCTGTGATTGTGTGTTTGTGCGT GCCCACATACTCGAGCATCC 59 50 79 21 270 20 59,530 60,601 52,400 35,100 2,071,805 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 49 191 TGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCTGTGATTGTGTGTTTGTGCGT CCCACATACTCGAGCATCCA 59 49 79 21 269 20 59,530 59,247 52,400 34,100 2,223,152 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 48 191 TGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCTGTGATTGTGTGTTTGTGCGT CCCACATACTCGAGCATCCAA 59 48 79 21 269 21 59,530 59,861 52,400 35,300 2,609,353 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 42 178 tgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTGTGTGTTTGTGCGTTTCTGT ACTCGAGCATCCAACACACA 53 42 85 21 262 20 59,462 59,607 34,100 37,200 1,930,344 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 42 184 TGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCTGTGATTGTGTGTTTGTGCGT ACTCGAGCATCCAACACACA 59 42 79 21 262 20 59,530 59,607 52,400 37,200 1,863,200 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 139 tgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTGTGTGTTTGTGCGTTTCTGT GCACAAAGGCACACTCATGC 53 3 85 21 223 20 59,462 60,665 34,100 40,600 2,203,007 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 159 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 145 TGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCTGTGATTGTGTGTTTGTGCGT GCACAAAGGCACACTCATGC 59 3 79 21 223 20 59,530 60,665 52,400 40,600 2,135,863 F 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 1 14 13 257 AagagagCAagagagACAGAGATagagagagTGAGatat AAGAGAGCAAGAGAGACAGAGA ACTCGAGCATCCAACACACA 13 42 6 22 262 20 57,967 59,607 31,000 37,200 4,425,666 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 0 14 3 218 AagagagCAagagagACAGAGATagagagagTGAGatat AAGAGAGCAAGAGAGACAGAGA GCACAAAGGCACACTCATGC 13 3 6 22 223 20 57,967 60,665 31,000 40,600 4,698,328 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 0 15 13 256 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA ACTCGAGCATCCAACACACA 13 42 7 21 262 20 57,281 59,607 31,000 37,200 4,111,975 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 0 15 13 264 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA GCCCACATACTCGAGCATCC 13 50 7 21 270 20 57,281 60,601 31,000 35,100 4,320,579 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 0 15 4 218 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA TGCACAAAGGCACACTCATG 13 4 7 21 224 20 57,281 59,330 31,000 30,700 4,388,888 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2119:31893:15074 1 41 160 21 2 AC ATATATATATATAGAGAGAGAGAGAGAGAGAGAC NA 0 0 15 3 217 agagagCAagagagACAGAGATagagagagTGAGatata AGAGAGCAAGAGAGACAGAGA GCACAAAGGCACACTCATGC 13 3 7 21 223 20 57,281 60,665 31,000 40,600 4,384,637 G 270 AGAGAAagagagCAagagagACAGAGATagagagagTGAGatatatatatatagagagagagagagagagagACTGTTTGTGATtgtgtgTTTGTGCGTTTCTGTACAAGAGAATCAGTGTTTCCATATGTCTGTGAATGTGAGAGTTTGtttttGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCATGAGTGTGCCTTTGTGCACTCgtgtgtTTCTGTGTAtgtgtgTTGGATGCTCGAGTATGTGGGC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 3 144 TGCACTcacacactctctcacacacaGacacacATGcacaca TGCACTCACACACTCTCTCA GTTTGCTCGCAGACAGGTTG 34 3 25 20 168 20 58,597 60,041 32,700 37,700 1,443,745 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 3 144 TGCACTcacacactctctcacacacaGacacacATGcacaca TGCACTCACACACTCTCTCAC GTTTGCTCGCAGACAGGTTG 33 3 25 21 168 20 59,932 60,041 35,100 37,700 1,108,627 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 0 109 GcacacacaCGCACTCAAGcacacacacacacacacacaca GCACACACACGCACTCAAG GTTTGCTCGCAGACAGGTTG 0 3 60 19 168 20 60,011 60,041 30,200 37,700 1,051,755 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 3 143 GCACTcacacactctctcacacacaGacacacATGcacacacaGCACTCACACACTCTCTCACA GTTTGCTCGCAGACAGGTTG 32 3 26 21 168 20 59,932 60,041 35,800 37,700 1,108,627 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 3 118 GacacacATGcacacacaCGCACTCAAGcacacacacaca GACACACATGCACACACACG GTTTGCTCGCAGACAGGTTG 8 3 51 20 168 20 60,316 60,041 44,900 37,700 0.357073 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:11779:14195 1 79 67 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 117 GacacacATGcacacacaCGCACTCAAGcacacacacaca GACACACATGCACACACACG TTTGCTCGCAGACAGGTTGT 8 2 51 20 167 20 60,316 60,464 44,900 33,200 0.779768 G 178 TTcacacaTTCACTcacacacacaTGCACTcacacactctctcacacacaGacacacATGcacacacaCGCACTCAAGcacacacacacacacacacacacacacacacacacacacacaTACTCACGCACAAacacacacacacTCACAACCTGTCTGCGAGCAAACGCACACCCAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 18 119 ACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAACCTCAGTTGCCTATGTGCC TAATGCGCGATGAGACTGCA 18 19 55 20 173 20 60,035 60,179 50,100 44,100 0.214169 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 18 144 ACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAACCTCAGTTGCCTATGTGCC GGGAGTGGCTTGCAAGTCTT 18 44 55 20 198 20 60,035 60,538 50,100 30,100 0.573342 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 18 151 ACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAACCTCAGTTGCCTATGTGCC ATAGGTTGGGAGTGGCTTGC 18 51 55 20 205 20 60,035 60,034 50,100 40,100 0.069144 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 18 191 ACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAACCTCAGTTGCCTATGTGCC GCATTCAAGGACAGGCCAAG 18 91 55 20 245 20 60,035 59,471 50,100 36,100 0.564434 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 18 192 ACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAACCTCAGTTGCCTATGTGCC AGCATTCAAGGACAGGCCAA 18 92 55 20 246 20 60,035 59,887 50,100 45,200 0.148051 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 17 118 CCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAC CCTCAGTTGCCTATGTGCCA TAATGCGCGATGAGACTGCA 17 19 56 20 173 20 60,035 60,179 49,200 44,100 0.214265 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 17 139 CCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAC CCTCAGTTGCCTATGTGCCA GTGGCTTGCAAGTCTTGTGC 17 40 56 20 194 20 60,035 60,596 49,200 45,700 0.630976 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 17 150 CCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAC CCTCAGTTGCCTATGTGCCA ATAGGTTGGGAGTGGCTTGC 17 51 56 20 205 20 60,035 60,034 49,200 40,100 0.069240 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 17 191 CCTCAGTTGCCTATGTGCCAAAACTAAACTGACCAC CCTCAGTTGCCTATGTGCCA AGCATTCAAGGACAGGCCAA 17 92 56 20 246 20 60,035 59,887 49,200 45,200 0.148147 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 73 245 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATC ATCAACTGCTCACTGGCGC GCATTCAAGGACAGGCCAAG 73 91 1 19 245 20 61,037 59,471 65,300 36,100 2,566,514 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 73 246 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATC ATCAACTGCTCACTGGCGC AGCATTCAAGGACAGGCCAA 73 92 1 19 246 20 61,037 59,887 65,300 45,200 2,150,131 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:12916:62611 1 93 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 73 247 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATC ATCAACTGCTCACTGGCGC CAGCATTCAAGGACAGGCCA 73 93 1 19 247 20 61,037 60,610 65,300 53,600 2,647,093 A 269 ATCAACTGCTCACTGGCGCCAGCATTAAATACCATCTAGATGGAAAATTCTTTAACCTCAGTTGCCTATGTGCCAAAACTAAACTGACCACCatatatatatatatatatatatatatatatatatatatatatTCTATTGTTTGTGGATGAGTGCAGTCTCATCGCGCATTATGCACAAGACTTGCAAGCCACTCCCAACCTATTGAATTCTGTGTACAAGAAACTTGGCCTGTCCTTGAATGCTGCCAAAACAAAACTCATATCAAC

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 9 1 135 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT ACCCTCTCCTCCTTAACCCA 1 51 70 21 204 20 57,733 59,202 34,100 45,100 4,064,089 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 135 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT ACCCTCTCCTCCTTAACCCAA 1 50 70 21 204 21 57,733 59,846 34,100 41,200 4,420,075 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 141 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT TGCTTCACCCTCTCCTCCTT 1 57 70 21 210 20 57,733 60,179 34,100 33,600 3,445,401 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 143 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT TCTGCTTCACCCTCTCCTCC 1 59 70 21 212 20 57,733 60,616 34,100 43,000 3,882,621 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 196 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT TGCTGGCTAACTGTAATATCTCAG 1 108 70 21 265 24 57,733 58,153 34,100 33,500 9,113,813 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 1 196 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGT TGCTGGCTAACTGTAATATCTCAGT 1 107 70 21 265 25 57,733 59,636 34,100 34,100 8,630,378 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 135 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGTT ACCCTCTCCTCCTTAACCCA 0 51 70 22 204 20 58,390 59,202 31,600 45,100 4,407,432 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 141 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGTT TGCTTCACCCTCTCCTCCTT 0 57 70 22 210 20 58,390 60,179 31,600 33,600 3,788,744 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 196 TGTGACAGCTTGAACTTCAGTTagagagagagagagag TGTGACAGCTTGAACTTCAGTT TGCTGGCTAACTGTAATATCTCAGT 0 107 70 22 265 25 58,390 59,636 31,600 34,100 8,973,722 A 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 48 191 AAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATT AAGGTTGAATTTCAATTAGAGGCA TGCTTCACCCTCTCCTCCTT 48 57 20 24 210 20 57,084 60,179 47,500 33,600 7,095,251 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 48 246 AAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATT AAGGTTGAATTTCAATTAGAGGCA TGCTGGCTAACTGTAATATCTCAGT 48 107 20 24 265 25 57,084 59,636 47,500 34,100 12,280,228 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 47 190 AGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTG AGGTTGAATTTCAATTAGAGGCAA TGCTTCACCCTCTCCTCCTT 47 57 21 24 210 20 57,084 60,179 45,200 33,600 7,095,251 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 47 245 AGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTG AGGTTGAATTTCAATTAGAGGCAA TGCTGGCTAACTGTAATATCTCAGT 47 107 21 24 265 25 57,084 59,636 45,200 34,100 12,280,228 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 46 190 AGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTG AGGTTGAATTTCAATTAGAGGCAAA TGCTTCACCCTCTCCTCCTT 46 57 21 25 210 20 57,698 60,179 36,800 33,600 7,480,760 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:19177:24796 1 92 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 46 245 AGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTG AGGTTGAATTTCAATTAGAGGCAAA TGCTGGCTAACTGTAATATCTCAGT 46 107 21 25 265 25 57,698 59,636 36,800 34,100 12,665,737 F 276 GAAACTAATTAAAATGGAAAAGGTTGAATTTCAATTAGAGGCaaaaaTACAGATTGAACGAAATTAAAATGTGACAGCTTGAACTTCAGTTagagagagagagagagagagagagagagagagagagagagagAAATAATCAGACAACTTCCGTTGGCTGGAAAATCATAGAAATAAGGGGAGTTGGGTTAAGGAGGAGAGGGTGAAGCAGATAATCATTAAGAGGGTGATCGTAATTCAACTGAGATATTACAGTTAGCCAGCAttttttGCTTG

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 1 1 15 7 172 ACCCACGcacacaTATacacacacATATacacacacacaca ACCCACGCACACATATACACA TCAATAAGACGAGGAGCTGTGT 7 32 6 21 177 22 59,723 59,174 37,200 37,200 4,102,833 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 0 0 15 7 174 ACCCACGcacacaTATacacacacATATacacacacacaca ACCCACGCACACATATACACA ACTCAATAAGACGAGGAGCTGT 7 34 6 21 179 22 59,723 58,907 37,200 44,000 4,369,762 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 0 0 16 13 193 CATACACCCACGcacacaTATacacacacATATacacaca CATACACCCACGCACACATA GCACAAATTTATGAACTCAATAAGACG 13 43 1 20 193 27 57,983 58,211 22,900 41,800 10,805,951 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 0 0 16 10 190 ACACCCACGcacacaTATacacacacATATacacacacacaACACCCACGCACACATATAC GCACAAATTTATGAACTCAATAAGACG 10 43 4 20 193 27 57,981 58,211 14,700 41,800 10,807,355 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 0 0 17 9 174 ACACCCACGcacacaTATacacacacATATacacacacacaACACCCACGCACACATATACA TCAATAAGACGAGGAGCTGTGT 9 32 4 21 177 22 59,723 59,174 22,900 37,200 4,102,833 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:6360:28189 1 34 90 21 2 AC ACACACACACACACCTATACATACACATATATACAC NA 0 0 17 9 190 ACACCCACGcacacaTATacacacacATATacacacacacaACACCCACGCACACATATACA GCACAAATTTATGAACTCAATAAGACG 9 43 4 21 193 27 59,723 58,211 22,900 41,800 10,065,518 G 220 CATACACCCACGcacacaTATacacacacATATacacacacacacacCTATACATACACatatatacacacacacacacacacacacacacacacacacacacacacATacacacacacacacATATACATATACACTcacacatatataTGGCTACACAGCTCCTCGTCTTATTGAGTTCATAAATTTGTGCAGATATAACAATAATTCATCTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 15 13 112 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT GGCAAGAAATCTGGTGAGGGA 13 15 13 21 124 21 59,292 59,995 42,000 42,000 2,712,733 F 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 13 114 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT AGGGCAAGAAATCTGGTGAGG 13 17 13 21 126 21 59,292 59,995 42,000 38,600 2,713,203 F 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 11 108 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT AGAAATCTGGTGAGGGAGGGA 13 11 13 21 120 21 59,292 59,919 42,000 42,000 2,789,162 F 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 101 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 15 1 156 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT TGGCAGTGCAATAAGGCTGG 13 1 13 21 168 20 59,292 60,967 42,000 48,500 2,674,864 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 101 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 0 155 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT GGCAGTGCAATAAGGCTGGT 13 0 13 21 167 20 59,292 60,967 42,000 40,000 2,675,369 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 101 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 16 1 155 GTCActctctGtctctcCctctctctGTCTCTGtctctctctctct GTCACTCTCTGTCTCTCCCTCT TGGCAGTGCAATAAGGCTGG 11 1 14 22 168 20 60,026 60,967 36,900 48,500 2,993,137 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 1 10 23 244 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTC ACCAGGTTTCAATGTCACTCTCT CGCACAGGGAAAGAAAGCTG 23 44 1 23 244 20 59,607 59,761 31,000 42,400 3,631,963 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 23 245 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTC ACCAGGTTTCAATGTCACTCTCT ACGCACAGGGAAAGAAAGCT 23 45 1 23 245 20 59,607 60,179 31,000 37,400 3,571,634 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 23 246 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTC ACCAGGTTTCAATGTCACTCTCT GACGCACAGGGAAAGAAAGC 23 46 1 23 246 20 59,607 59,761 31,000 35,100 3,631,169 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 13 202 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT AGCGAGAGAGATACAGGGCA 13 14 13 21 214 20 59,292 60,106 42,000 53,600 1,814,458 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 13 216 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT GCTGGAGAGTGAAGAGCGAG 13 28 13 21 228 20 59,292 60,179 42,000 50,300 1,887,129 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 13 233 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT ACGCACAGGGAAAGAAAGCT 13 45 13 21 245 20 59,292 60,179 42,000 37,400 1,887,007 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 15 0 189 TGTCActctctGtctctcCctctctctGTCTCTGtctctctctctc TGTCACTCTCTGTCTCTCCCT CAGGGCAATAAAGCTGGTGTG 13 0 13 21 201 21 59,292 59,797 42,000 38,200 2,911,041 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 16 1 189 GTCActctctGtctctcCctctctctGTCTCTGtctctctctctct GTCACTCTCTGTCTCTCCCTCT ACAGGGCAATAAAGCTGGTGT 11 1 14 22 202 21 60,026 60,203 36,900 41,600 3,229,312 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2120:7121:21632 1 47 134 21 3 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 0 189 ctctcCctctctctGTCTCTGtctctctctctctctctctctctctctcCTCTCCCTCTCTCTGTCTCTG AGCGAGAGAGATACAGGGCA 0 14 26 21 214 20 58,077 60,106 33,500 53,600 3,029,590 G 248 ACCAGGTTTCAATGTCActctctGtctctcCctctctctGTCTCTGtctctctctctctctctctctctctctctctctctctctctcTGTCTCTTCTATCCCTCCCTCACCAGATTTCTTGCCCTGtctctctcTAtctctctctcACCAGCCTTATTGCACTGCCActctctctctctCACACCAGCTTTATTGCCCTGTAtctctctcGCTCTTCACTCTCCAGCTTTCTTTCCCTGTGCGTCTC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 1 119 tttCTATATTTCTCACACGCACTTTTtctctctctctctctctcTTTCTATATTTCTCACACGCACTTT TGTCTATATGTGTGCCTGTGTC 1 1 43 25 161 22 57,333 57,877 26,600 36,700 11,790,539 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 120 tttCTATATTTCTCACACGCACTTTTtctctctctctctctctcTTTCTATATTTCTCACACGCACTTT TTGTCTATATGTGTGCCTGTGTCT 1 0 43 25 162 24 57,333 59,777 26,600 34,100 11,889,853 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 119 tttCTATATTTCTCACACGCACTTTTtctctctctctctctctcTTTCTATATTTCTCACACGCACTTT TGTCTATATGTGTGCCTGTGTCT 1 0 43 25 161 23 57,333 59,231 26,600 34,100 11,436,343 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 147 ACCCTCACAAGCACGTTCatatatattttttCTATATTTCTACCCTCACAAGCACGTTCAT TGTCTATATGTGTGCCTGTGTCT 34 0 15 20 161 23 59,891 59,231 25,700 34,100 3,877,885 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 157 ACGcacacaTACCCTCACAAGCACGTTCatatatatttttt ACGCACACATACCCTCACAA TGTCTATATGTGTGCCTGTGTCT 44 0 5 20 161 23 59,605 59,231 33,300 34,100 4,164,238 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:11363:55245 1 69 70 21 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 158 CACGcacacaTACCCTCACAAGCACGTTCatatatatttt CACGCACACATACCCTCACA TGTCTATATGTGTGCCTGTGTCT 45 0 4 20 161 23 60,320 59,231 35,800 34,100 4,089,634 G 174 AGGCACGcacacaTACCCTCACAAGCACGTTCatatatattttttCTATATTTCTCACACGCACTTTTtctctctctctctctctctctctctctctctctctctctctcTTCCCcacacacacacacacaGacacacAGACACAGGcacacaTATAGACAAATATTTTCTATC

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 6 141 GGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGT GGCTGTGCGAGTGTATCTGA TTCCCACACTCACTTACGCC 53 6 58 20 198 20 59,827 59,966 32,700 56,800 0.207818 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 196 TCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGC TCACTGTCAGTTTGGAGACACA TTCCCACACTCACTTACGCC 106 6 3 22 198 20 59,500 59,966 37,200 56,800 2,534,030 F 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 6 142 TGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAG TGGCTGTGCGAGTGTATCTG TTCCCACACTCACTTACGCC 54 6 57 20 198 20 60,109 59,966 29,000 56,800 0.142999 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 115 TCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGG TCTCGGAGAAGTGCTCAAGC CCACACTCACTTACGCCAGT 30 3 81 20 195 20 59,755 59,966 40,100 40,000 0.278498 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 138 GGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGT GGCTGTGCGAGTGTATCTGA CCACACTCACTTACGCCAGT 53 3 58 20 195 20 59,827 59,966 32,700 40,000 0.206985 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 139 TGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAG TGGCTGTGCGAGTGTATCTG CCACACTCACTTACGCCAGT 54 3 57 20 195 20 60,109 59,966 29,000 40,000 0.142166 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 140 CTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAA CTGGCTGTGCGAGTGTATCT CCACACTCACTTACGCCAGT 55 3 56 20 195 20 59,826 59,966 19,800 40,000 0.207893 A 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 192 CACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGCACTGTCAGTTTGGAGACACAC CCACACTCACTTACGCCAGT 105 3 4 22 195 20 59,391 59,966 38,200 40,000 2,642,963 F 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:25093:48898 1 131 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 3 193 TCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGC TCACTGTCAGTTTGGAGACACA CCACACTCACTTACGCCAGT 106 3 3 22 195 20 59,500 59,966 37,200 40,000 2,533,197 F 202 ATTCACTGTCAGTTTGGAGacacacTGATTTCAGCCAGCGGCCAATCTGAAGGTCCTGGCTGTGCGAGTGTATCTGACACTCTCGGAGAAGTGCTCAAGCCTAGCATGGCACCGGCATCTGCTTGATGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCAGACTGGCGTAAGTGAGTGTGGGAAAGCA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 7 210 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG GTGCATGAACACACGTACGC 7 103 2 20 211 20 59,832 60,450 49,400 44,200 0.618609 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 107 CCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgCCTCGGTTTGAATTCGTGGG AGACTCTCTTGCACTTGAGCC 6 0 3 20 109 21 59,198 59,998 46,100 47,000 1,804,354 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 107 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG GACTCTCTTGCACTTGAGCC 7 0 2 20 108 20 59,832 58,562 49,400 47,000 1,605,753 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 108 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG AGACTCTCTTGCACTTGAGCC 7 0 2 20 109 21 59,832 59,998 49,400 47,000 1,169,988 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 208 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG GCATGAACACACGTACGCAT 7 101 2 20 209 20 59,832 59,558 49,400 47,300 0.610437 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 209 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG TGCATGAACACACGTACGCA 7 102 2 20 210 20 59,832 60,876 49,400 52,400 1,044,470 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 7 184 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG ACACAAATTGTCACATGCACACA 7 74 2 20 185 23 59,832 60,119 49,400 37,200 3,287,336 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 7 186 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG ACACACAAATTGTCACATGCACA 7 76 2 20 187 23 59,832 60,119 49,400 45,700 3,287,336 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2121:3468:16217 1 29 60 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 7 188 GCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtg GCCTCGGTTTGAATTCGTGG ACACACACAAATTGTCACATGCA 7 78 2 20 189 23 59,832 60,119 49,400 39,600 3,287,336 G 219 TGCCTCGGTTTGAATTCGTGGGTATGCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTTTAagagagagagagGGCTCAAGTGCAagagagTCTGATTTtgtgtgTATGTTTCtttttCTGCATCATTGAATCTGTATGTCtatatatgtgtgCATGTGACAATTtgtgtgtgTATGCGTACgtgtgtTCATGCACGTATGTGA

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 86 262 cAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAA CAGGTCTTTCTGTCCAGGCA GGAACGCAATGCTCTAAGGG 94 86 6 20 267 20 59,602 58,983 47,500 39,500 1,415,327 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 86 263 ccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACCAGGTCTTTCTGTCCAGGC GGAACGCAATGCTCTAAGGG 95 86 5 20 267 20 60,322 58,983 48,500 39,500 1,339,395 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 86 264 cccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTACCCAGGTCTTTCTGTCCAGG GGAACGCAATGCTCTAAGGG 96 86 4 20 267 20 59,674 58,983 44,500 39,500 1,343,651 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 22 198 cAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAA CAGGTCTTTCTGTCCAGGCA CAGTGGTATTGGCAGGCAGA 94 22 6 20 203 20 59,602 60,035 47,500 42,600 0.433092 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 22 199 ccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACCAGGTCTTTCTGTCCAGGC CAGTGGTATTGGCAGGCAGA 95 22 5 20 203 20 60,322 60,035 48,500 42,600 0.357160 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 22 200 cccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTACCCAGGTCTTTCTGTCCAGG CAGTGGTATTGGCAGGCAGA 96 22 4 20 203 20 59,674 60,035 44,500 42,600 0.361415 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 22 138 ccaccaccTCACACCATCAGCGCCCTCGcccccccccccc CCACCACCTCACACCATCAG CAGTGGTATTGGCAGGCAGA 34 22 66 20 203 20 60,322 60,035 29,000 42,600 0.357071 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 22 146 CACTaccaccaccaccTCACACCATCAGCGCCCTCGccc CACTACCACCACCACCTCAC CAGTGGTATTGGCAGGCAGA 42 22 58 20 203 20 59,965 60,035 35,100 42,600 0.070047 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 21 137 ccaccaccTCACACCATCAGCGCCCTCGcccccccccccc CCACCACCTCACACCATCAG AGTGGTATTGGCAGGCAGAG 34 21 66 20 202 20 60,322 59,746 29,000 33,500 0.576097 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 22 144 CTaccaccaccaccTCACACCATCAGCGCCCTCGccccccCTACCACCACCACCTCACAC CAGTGGTATTGGCAGGCAGA 40 22 60 20 203 20 59,965 60,035 38,200 42,600 0.070047 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 21 143 CTaccaccaccaccTCACACCATCAGCGCCCTCGccccccCTACCACCACCACCTCACAC AGTGGTATTGGCAGGCAGAG 40 21 60 20 202 20 59,965 59,746 38,200 33,500 0.289074 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:21105:3137 1 120 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 17 139 CTaccaccaccaccTCACACCATCAGCGCCCTCGccccccCTACCACCACCACCTCACAC GTATTGGCAGGCAGAGGTCT 40 17 60 20 198 20 59,965 59,456 38,200 38,500 0.578645 F 270 AcccccAGGTCTTTCTGTCCAGGCACCCCTTTAAGTAGTAACATTTTGTTCATATTACACTaccaccaccaccTCACACCATCAGCGCCCTCGccccccccccccccccccccccACCCcacacacacacacacacacacacacacacacacacacacacaCCGGCTATTCCTCTTCCAGACCTCTGCCTGCCAATACCACTGGCCATGAGACCCCaaaaaCTGACATGaaaaaTGaaaaaTTCTACCCCTTAGAGCATTGCGTTCCATT

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 1 1 8 28 199 AGATGAACAGAGAAACAAACgggggagagagAAAGA AGATGAACAGAGAAACAAACGGG AGAGGCTTTAGAGAGACAGAGA 41 28 53 23 251 22 59,185 57,415 52,800 31,000 8,400,040 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 0 0 8 24 197 AGATGAACAGAGAAACAAACgggggagagagAAAGA AGATGAACAGAGAAACAAACGGG AGGCTTTAGAGAGACAGAGAAACA 41 24 53 23 249 24 59,185 59,164 52,800 28,300 8,651,017 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 0 0 11 8 179 GATGAACAGAGAAACAAACgggggagagagAAAGAG GATGAACAGAGAAACAAACGGG AGAAACAGAGTCATAGACAGCGA 41 8 54 22 232 23 57,853 59,241 52,800 49,300 7,906,304 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 0 0 11 8 180 AGATGAACAGAGAAACAAACgggggagagagAAAGA AGATGAACAGAGAAACAAACGGG AGAAACAGAGTCATAGACAGCGA 41 8 53 23 232 23 59,185 59,241 52,800 49,300 7,574,487 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 0 0 11 8 181 GAGATGAACAGAGAAACAAACgggggagagagAAAG GAGATGAACAGAGAAACAAACGGG AGAAACAGAGTCATAGACAGCGA 41 8 52 24 232 23 60,084 59,241 52,800 49,300 7,842,888 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25550:6372 1 117 85 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTTCTCTCNA 0 0 15 18 190 AGATGAACAGAGAAACAAACgggggagagagAAAGA AGATGAACAGAGAAACAAACGGG AGAGAGACAGAGAAACAGAGTCA 41 18 53 23 242 23 59,185 58,276 52,800 34,100 8,539,800 G 262 AGGGAAAGTGAATTAGAGaaaaaaGGAGACAAAGAGTGGAAAACAGAATTTGAGATGAACAGAGAAACAAACgggggagagagAAAGAGATAGAGACGTgggggggAGAAGACTCActctctctctctctctctctctctctctctCGTtctctctctctctctctctctctctctctctctctctctctcTTtctctctcTGTGTCTATCGCTGTCTATGACTCTGTTTCTCTGtctctcTAAAGCCTCTAGAATGCATCA

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 1 1 4 4 139 GGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTT GGTAGCCACTTAAGGGTTATTTCA GGTTGGTGAGTAACTGCTGT 30 4 97 24 235 20 58,497 57,744 26,900 44,000 7,759,120 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 4 4 139 GGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTT GGTAGCCACTTAAGGGTTATTTCAA GGTTGGTGAGTAACTGCTGT 29 4 97 25 235 20 59,052 57,744 26,900 44,000 8,203,684 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 4 3 139 GGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTT GGTAGCCACTTAAGGGTTATTTCA GGTTGGTGAGTAACTGCTGTT 30 3 97 24 235 21 58,497 58,428 26,900 31,600 8,075,292 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 21 157 AGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTT AGGTAGCCACTTAAGGGTTATTTCA AGGAAAGCTGGTTGGTTGGT 30 21 96 25 252 20 59,748 59,738 26,900 36,700 5,513,861 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 21 214 ACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTAACAGTAGACTCATCAGCTTCCT AGGAAAGCTGGTTGGTTGGT 90 21 39 22 252 20 58,293 59,738 33,600 36,700 3,969,013 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 21 249 CCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACCCGTAGTATAATAACTGCCGCCA AGGAAAGCTGGTTGGTTGGT 124 21 4 23 252 20 60,306 59,738 56,900 36,700 3,567,236 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 21 249 CCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACCCGTAGTATAATAACTGCCGCC AGGAAAGCTGGTTGGTTGGT 125 21 4 22 252 20 58,752 59,738 61,300 36,700 3,509,962 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 21 250 ACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAAACCGTAGTATAATAACTGCCGCC AGGAAAGCTGGTTGGTTGGT 125 21 3 23 252 20 60,306 59,738 61,300 36,700 3,567,304 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 17 153 AGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTT AGGTAGCCACTTAAGGGTTATTTCA AAGCTGGTTGGTTGGTTGGT 30 17 96 25 248 20 59,748 60,325 26,900 36,700 5,577,367 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 10 17 210 ACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTAACAGTAGACTCATCAGCTTCCT AAGCTGGTTGGTTGGTTGGT 90 17 39 22 248 20 58,293 60,325 33,600 36,700 4,032,519 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 12 13 149 AGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTT AGGTAGCCACTTAAGGGTTATTTCA TGGTTGGTTGGTTGGTGAGT 30 13 96 25 244 20 59,748 59,667 26,900 34,100 5,585,476 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:25773:10310 1 151 61 21 1.5 AC TATATATACACACACACACACACACACACACACACANA 0 0 12 13 206 ACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTAACAGTAGACTCATCAGCTTCCT TGGTTGGTTGGTTGGTGAGT 90 13 39 22 244 20 58,293 59,667 33,600 34,100 4,040,628 F 283 AAACCGTAGTATAATAACTGCCGCCACTTaaaaaTGAAACAGTAGACTCATCAGCTTCCTACTTTCCTTTTGCTATTGtctctcAATTAATTATAAGGTAGCCACTTAAGGGTTATTTCaaaaaTTATCCTTTTCTGATTTCCAGCAGTTtatataTacacacacacacacacacacacacacacacacacacacacacccacccacccacCCTAACAGCAGTTACTCaccaaccaaccaaccaGCTTTCCTGTGATGTCCCTGTTCATCtttttttCCAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 94 21 3 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 1 1 13 0 135 AgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGg AGTGTGTGTGACAGAGAGGAA AACAGACACACGCACATCTC 0 0 3 21 137 20 58,611 58,498 33,600 27,500 3,890,966 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 94 21 3 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 0 0 14 0 135 AgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGg AGTGTGTGTGACAGAGAGGA AACAGACACACGCACATCTC 1 0 3 20 137 20 57,927 58,498 37,100 27,500 3,575,483 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 94 21 3 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 0 0 14 0 137 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGAAGTGTGTGTGACAGAGAGGA AACAGACACACGCACATCTC 1 0 1 22 137 20 59,638 58,498 37,100 27,500 3,864,628 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 126 21 4 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 0 1 14 1 171 AgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGg AGTGTGTGTGACAGAGAGGA AACACATTCTCACACACAAACAA 1 1 3 20 173 23 57,927 57,616 37,100 28,300 7,457,315 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 126 21 4 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 0 0 15 0 170 AgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGg AGTGTGTGTGACAGAGAGGA ACACATTCTCACACACAAACAAA 1 0 3 20 172 23 57,927 57,616 37,100 28,300 7,457,315 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:27062:48371 1 24 126 21 4 AC GTGTGTGTGTGAGAGAGAGGGTGTGTGAGAGGGTNA 0 0 15 0 172 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGAAGTGTGTGTGACAGAGAGGA ACACATTCTCACACACAAACAAA 1 0 1 22 172 23 59,638 57,616 37,100 28,300 7,746,460 G 206 GAAgtgtgtgtGACagagagGAAgtgtgtgtgtgagagagaGGgtgtgtGAGAGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGTGACTGAgtgtgtgtgtGAGATGTGCgtgtgtCTGTTtgtgtgtgtgtgTTTGTTtgtgtgtgAGAATGTGTTtgtgtgtgtgtgAgtgtgtGCGTGCGTAGACCT

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 4 223 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCC TAACCCAGCATGTCCCGAAG 4 131 2 26 224 20 58,839 59,748 43,500 37,900 7,412,641 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 125 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT AGTTCCAGGTGGCATGAACT 3 33 2 27 126 20 59,984 59,226 45,800 30,100 7,790,109 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 131 GCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacaGCTTCTCTTCTGATATATCAAAGCCT ATCATGCAGTTCCAGGTGGC 3 40 3 26 133 20 58,839 60,682 45,800 50,100 7,842,935 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 132 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT ATCATGCAGTTCCAGGTGGC 3 40 2 27 133 20 59,984 60,682 45,800 50,100 7,698,674 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 163 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT AGCTGTTGTGATGCCAAGGT 3 71 2 27 164 20 59,984 60,179 45,800 35,000 7,195,446 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 164 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT CAGCTGTTGTGATGCCAAGG 3 72 2 27 165 20 59,984 59,757 45,800 36,100 7,259,290 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 165 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT CCAGCTGTTGTGATGCCAAG 3 73 2 27 166 20 59,984 59,757 45,800 36,100 7,259,290 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 222 GCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacaGCTTCTCTTCTGATATATCAAAGCCT TAACCCAGCATGTCCCGAAG 3 131 3 26 224 20 58,839 59,748 45,800 37,900 7,412,641 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:30492:40073 1 32 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 3 223 AGCTTCTCTTCTGatatatCAAAGCCTAAGacacacaca AGCTTCTCTTCTGATATATCAAAGCCT TAACCCAGCATGTCCCGAAG 3 131 2 27 224 20 59,984 59,748 45,800 37,900 7,268,380 F 238 TAGCTTCTCTTCTGatatatCAAAGCCTAAGacacacacacacacacacacacacacacacacacacacacacAAGGCCCCACTATTCCTACTTTACAATAAATCCAGTTCATGCCACCTGGAACTGCATGATCCAAATTAGGTACCTTGGCATCACAACAGCTGGTTGGACTATGAGACATCAGGATAATGTGCATACACAGCCTTCGGGACATGCTGGGTTATATCAGCATGGATG

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 0 188 CgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtg CGAGAGACAGAGAACGTTTGC GCCCTGCTCACTACCTCTCT 0 47 30 21 217 20 59,283 60,686 36,800 31,000 2,402,693 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 204 AAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgAAGCGAGAGACAGAGAACGT AACTCTCAATCTCGCCCTGC 4 60 27 20 230 20 58,760 60,108 39,900 48,500 1,348,201 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 188 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT CCTGCTCACTACCTCTCTCCA 3 44 28 20 215 21 58,760 60,341 39,900 38,600 2,581,738 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 201 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT CTCTCAATCTCGCCCTGCTC 3 58 28 20 228 20 58,760 60,249 39,900 42,600 1,489,661 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 203 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT AACTCTCAATCTCGCCCTGC 3 60 28 20 230 20 58,760 60,108 39,900 48,500 1,348,201 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 250 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT TCTCATGGTCGCTCTCCCTC 3 107 28 20 277 20 58,760 60,753 39,900 43,000 1,993,735 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 1 189 GCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtg GCGAGAGACAGAGAACGTTTG GCCCTGCTCACTACCTCTCT 1 47 29 21 217 20 59,283 60,686 29,300 31,000 2,402,693 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 254 AAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgAAGCGAGAGACAGAGAACGT CTCTCTCATGGTCGCTCTCC 4 110 27 20 280 20 58,760 59,332 39,900 37,100 1,908,249 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2123:8907:9431 1 51 100 21 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 253 AGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgt AGCGAGAGACAGAGAACGTT CTCTCTCATGGTCGCTCTCC 3 110 28 20 280 20 58,760 59,332 39,900 37,100 1,908,249 G 288 TAGAGATACTGaaaaaaGAAGAAACTAAGCgagagaCAGAGAACGTTTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGTagagagagagagagATtgtgtgTCTgcgcgcgcGTGTGAGAGGgagagagagagaGGAGAAAAGCAagagagATAGAAACAAAGACAGGgagagagaCATGgagagaGGTAGTGAGCAGGGCGAGATTGAGAGTTAGGgagagagaGGGAGAGGGAGGGCGTGAGGGAGAGCGACCATgagagagaAGGAGAA

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 1 1 2 21 187 CCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGCCTCCTGTGCAAACTGCTTT TCTTGCTGCTTGTCCAGAGG 21 76 15 20 201 20 58,965 59,964 35,100 36,900 1,071,020 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 2 21 189 CCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGCCTCCTGTGCAAACTGCTTT CCTCTTGCTGCTTGTCCAGA 21 78 15 20 203 20 58,965 59,964 35,100 38,600 1,071,020 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 3 21 186 CCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGCCTCCTGTGCAAACTGCTTT CTTGCTGCTTGTCCAGAGGA 21 75 15 20 200 20 58,965 59,964 35,100 37,100 1,071,020 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 33 241 CCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACAC CCCTGGATAAAGCCTCCTGT CCTTTCTGTCAGTCACCCTCC 33 117 3 20 243 21 58,783 59,997 40,000 43,000 2,219,534 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 32 241 CCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACAC CCCTGGATAAAGCCTCCTGTG CCTTTCTGTCAGTCACCCTCC 32 117 3 21 243 21 60,134 59,997 36,600 43,000 2,136,520 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 30 195 TGGATAAAGCCTCCTGTGCAAACTGCTTTACACATT TGGATAAAGCCTCCTGTGCA CTTGCTGCTTGTCCAGAGGA 30 75 6 20 200 20 59,009 59,964 45,700 37,100 1,027,027 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 30 196 TGGATAAAGCCTCCTGTGCAAACTGCTTTACACATT TGGATAAAGCCTCCTGTGCA TCTTGCTGCTTGTCCAGAGG 30 76 6 20 201 20 59,009 59,964 45,700 36,900 1,027,027 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 30 198 TGGATAAAGCCTCCTGTGCAAACTGCTTTACACATT TGGATAAAGCCTCCTGTGCA CCTCTTGCTGCTTGTCCAGA 30 78 6 20 203 20 59,009 59,964 45,700 38,600 1,027,027 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 9 135 ACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacACTGCTTTACACATTCCGCA CCTTTCAACAGCCAATCACCAC 9 34 27 20 161 22 58,109 60,288 56,900 41,600 4,179,272 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 4 9 135 ACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacACTGCTTTACACATTCCGCA CCTTTCAACAGCCAATCACCA 9 35 27 20 161 21 58,109 59,037 56,900 41,700 3,853,683 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 5 33 242 TCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACA TCCCTGGATAAAGCCTCCTGT CCTTTCTGTCAGTCACCCTCC 33 117 2 21 243 21 60,274 59,997 40,000 43,000 2,276,960 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:10866:33744 1 56 50 21 1.5 AC TGTGTGATACACACACACACACACACACACACACACNA 0 0 5 9 136 ACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacACTGCTTTACACATTCCGCA ACCTTTCAACAGCCAATCACC 9 36 27 20 162 21 58,109 59,036 56,900 40,200 3,854,391 B 278 ATCCCTGGATAAAGCCTCCTGTGCAAACTGCTTTACACATTCCGCATTGTGTTATtgtgtgATacacacacacacacacacacacacacacacacacacacacacGTCTCGGCAATGTATTGCATTTCACATGTTACTAGTGGTGATTGGCTGTTGAAAGGTAACATTATAACAGGCAGTTCCTCTGGACAAGCAGCAAGAGGTGCAACTGAGAATTACTTTGGAGGGTGACTGACAGAAAGGTTATCAGTTGATATGTTAAATTAAACTTCTCACTT

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 5 53 240 AGTGATCTTGTTTCATGAGGAAGCTATTTATTATGC AGTGATCTTGTTTCATGAGGAAGC TGATGTATCATTGATGGTCGCTG 75 53 38 24 277 23 59,301 58,940 38,600 51,800 8,759,462 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 43 227 GTGATCTTGTTTCATGAGGAAGCTATTTATTATGCG GTGATCTTGTTTCATGAGGAAGCT GATGGTCGCTGATGAAACACA 74 43 39 24 265 21 59,301 58,924 37,400 37,200 6,775,357 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 43 228 AGTGATCTTGTTTCATGAGGAAGCTATTTATTATGC AGTGATCTTGTTTCATGAGGAAGC GATGGTCGCTGATGAAACACA 75 43 38 24 265 21 59,301 58,924 38,600 37,200 6,775,357 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 10 161 AGCTTATCCTCCAATTGCTTGCTATTTGCAATtatata AGCTTATCCTCCAATTGCTTGC GATGGTCGCTGATGAAACACA 10 43 105 22 265 21 59,308 58,924 40,100 37,200 4,768,141 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 9 160 GCTTATCCTCCAATTGCTTGCTATTTGCAATtatatataGCTTATCCTCCAATTGCTTGCT GATGGTCGCTGATGAAACACA 9 43 106 22 265 21 59,308 58,924 39,100 37,200 4,768,141 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 44 228 GTGATCTTGTTTCATGAGGAAGCTATTTATTATGCG GTGATCTTGTTTCATGAGGAAGCT TGATGGTCGCTGATGAAACAC 74 44 39 24 266 21 59,301 58,924 37,400 33,200 6,775,357 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 44 240 TGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCT TGTTTCTGAACAGTGATCTTGTTT TGATGGTCGCTGATGAAACAC 86 44 27 24 266 21 57,242 58,924 28,300 33,200 8,833,997 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 44 240 TGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCT TGTTTCTGAACAGTGATCTTGTTTCA TGATGGTCGCTGATGAAACAC 84 44 27 26 266 21 59,626 58,924 26,900 33,200 8,450,153 G 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 9 161 GCTTATCCTCCAATTGCTTGCTATTTGCAATtatatataGCTTATCCTCCAATTGCTTGCT TGATGGTCGCTGATGAAACAC 9 44 106 22 266 21 59,308 58,924 39,100 33,200 4,768,141 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 16 3 125 GCTTATCCTCCAATTGCTTGCTATTTGCAATtatatataGCTTATCCTCCAATTGCTTGC GCATACATATAAATATGCTATGCGGT 10 3 106 21 230 26 57,910 57,912 40,100 56,800 11,177,555 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 16 3 125 GCTTATCCTCCAATTGCTTGCTATTTGCAATtatatataGCTTATCCTCCAATTGCTTGCT GCATACATATAAATATGCTATGCGGT 9 3 106 22 230 26 59,308 57,912 39,100 56,800 10,780,024 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2124:9536:2610 1 137 65 21 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 16 3 126 AGCTTATCCTCCAATTGCTTGCTATTTGCAATtatata AGCTTATCCTCCAATTGCTTGC GCATACATATAAATATGCTATGCGGT 10 3 105 22 230 26 59,308 57,912 40,100 56,800 10,780,024 D 278 TTCAACtttttGTTACTGGTTCTAAATGTTTCTGAACAGTGATCTTGTTTCATGAGGAAGCTATTTATTATGCGTACATGAATAAGtttttATTTACATTAATGAGCTTATCCTCCAATTGCTTGCTATTTGCAATtatatatatatatatatatatatatatatatatatatatatacacacaGACATACatatatatatAGTACCGCATAGCATATTTATATGTATGCTATGTGGTATAAAATGTGTTTCATCAGCGACCATCAATGATACATCAG

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 0 133 GCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgt GCGAGTGTGAATATGTAACTTGC ACATAGACGCATGCAGAGGC 0 6 86 23 218 20 58,421 60,532 40,100 47,000 5,110,132 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 134 TGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtg TGCGAGTGTGAATATGTAACTTGC ACATAGACGCATGCAGAGGC 0 6 85 24 218 20 59,907 60,532 40,100 47,000 4,624,353 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 6 161 GGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTG GGTGTGCGTTTGTGGTTTGT ACATAGACGCATGCAGAGGC 31 6 58 20 218 20 60,109 60,532 28,300 47,000 0.640570 F 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 3 136 TGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgt TGTGCGAGTGTGAATATGTAACT ACATAGACGCATGCAGAGGC 3 6 83 23 218 20 58,184 60,532 22,400 47,000 5,347,924 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 6 171 TGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATG TGTATGAGTGGGTGTGCGTT ACATAGACGCATGCAGAGGC 41 6 48 20 218 20 59,605 60,532 48,400 47,000 0.926469 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 6 173 TCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTA TCTGTATGAGTGGGTGTGCG ACATAGACGCATGCAGAGGC 43 6 46 20 218 20 59,754 60,532 53,400 47,000 0.777892 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:13352:66039 1 109 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 6 172 CTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTAT CTGTATGAGTGGGTGTGCGT ACATAGACGCATGCAGAGGC 42 6 47 20 218 20 60,037 60,532 52,400 47,000 0.568857 B 219 AGTGTTTGTGtatataTGTTTGTAtgtgtgtgtgTTGTCTGTATGTCTGTATGAGTGGGTGTGCGTTTGTGGTTtgtgtgTATGTGCGAGTGTGAATATGTAACTTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCTtgtgtgtgtgtgtgTAtgtgtgtgTTtgtgtgtgtgtgtgGTGGATGCCTCTGCATGCGTCTATGTT

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 38 223 GGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGGGCATGACTCTCCGTTCAGA CTGTCGCTGCCATGGGATAT 103 38 13 20 235 20 59,467 59,964 32,700 16,300 0.568454 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 38 224 AGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAAGGCATGACTCTCCGTTCAG CTGTCGCTGCCATGGGATAT 104 38 12 20 235 20 59,466 59,964 30,200 16,300 0.570293 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 38 225 CAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTCAGGCATGACTCTCCGTTCA CTGTCGCTGCCATGGGATAT 105 38 11 20 235 20 59,753 59,964 31,800 16,300 0.283341 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 54 240 CAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTCAGGCATGACTCTCCGTTCA TTGAGCCCGACATCCCTGT 105 54 11 20 250 19 59,753 60,918 31,800 40,000 2,165,754 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 11 130 CATGGAGCAGCCTTGACGGAGccccccccccacacacacCATGGAGCAGCCTTGACGG CTGTCGCTGCCATGGGATAT 11 38 106 19 235 20 61,111 59,964 47,900 16,300 2,146,847 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 53 240 CAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTCAGGCATGACTCTCCGTTCA TTGAGCCCGACATCCCTGTC 105 53 11 20 250 20 59,753 61,899 31,800 35,100 2,146,897 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 53 241 GCAGGCATGACTCTCCGTTCAGAGGTGTGAACCAT GCAGGCATGACTCTCCGTT TTGAGCCCGACATCCCTGTC 107 53 10 19 250 20 60,079 61,899 44,400 35,100 2,978,285 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 38 188 GCAGCAGTGTCATAGCCATGAGGGCATCCATTGCC GCAGCAGTGTCATAGCCATG CTGTCGCTGCCATGGGATAT 68 38 48 20 235 20 59,338 59,964 36,600 16,300 0.697433 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 38 189 AGCAGCAGTGTCATAGCCATGAGGGCATCCATTGC AGCAGCAGTGTCATAGCCAT CTGTCGCTGCCATGGGATAT 69 38 47 20 235 20 59,455 59,964 44,000 16,300 0.581052 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 14 132 GCCATGGAGCAGCCTTGACGGAGccccccccccacaca GCCATGGAGCAGCCTTGA CTGTCGCTGCCATGGGATAT 14 38 104 18 235 20 60,045 59,964 30,200 16,300 2,080,530 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 12 131 CCATGGAGCAGCCTTGACGGAGccccccccccacacacaCCATGGAGCAGCCTTGACG CTGTCGCTGCCATGGGATAT 12 38 105 19 235 20 61,111 59,964 43,500 16,300 2,146,847 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:15412:43097 1 136 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 1 188 CAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTCAGGCATGACTCTCCGTTCA ACAGAGACACAGCTACCAGC 105 1 11 20 198 20 59,753 59,394 31,800 48,500 0.853049 F 250 ATGAGCCAGGCAGGCATGACTCTCCGTTCAGAGGTGTGAACCATCTAGCAGCAGTGTCATAGCCATGAGGGCATCCATTGCCGCCAGGGGCTCCTGTCCGTGGGCCATGGAGCAGCCTTGACGGAGccccccccccacacacacacacacacacacacacacacacacacacacacaAGCTGGTAGCTGTGTCTCTGTGGTTCCTGATCCTGAGTATATCCCATGGCAGCGACAGGGATGTCGGGCTCAA

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 3 174 TCCTAACCCAAGGTacacacAGAAacacacacacacaca TCCTAACCCAAGGTACACACA ACAAAGGCAAGGACACCACA 3 88 22 21 195 20 58,308 60,034 37,200 41,700 2,725,625 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 90 TTCCTAACCCAAGGTacacacAGAAacacacacacacac TTCCTAACCCAAGGTACACACA ATCCAACAATCCCTGCTAGCA 3 2 21 22 110 21 58,953 59,434 37,200 34,900 4,612,874 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 90 TTTCCTAACCCAAGGTacacacAGAAacacacacacaca TTTCCTAACCCAAGGTACACACA TCCAACAATCCCTGCTAGCA 3 2 20 23 109 20 59,541 59,009 37,200 34,900 4,450,003 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 90 TTCCTAACCCAAGGTacacacAGAAacacacacacacac TTCCTAACCCAAGGTACACACAG ATCCAACAATCCCTGCTAGCA 2 2 21 23 110 21 59,928 59,434 36,600 34,900 4,637,651 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 174 TCCTAACCCAAGGTacacacAGAAacacacacacacaca TCCTAACCCAAGGTACACACAG ACAAAGGCAAGGACACCACA 2 88 22 22 195 20 59,364 60,034 36,600 41,700 2,669,516 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2202:18304:63331 1 46 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 173 CCTAACCCAAGGTacacacAGAAacacacacacacacacaCCTAACCCAAGGTACACACAGA ACAAAGGCAAGGACACCACA 1 88 23 22 195 20 59,364 60,034 34,100 41,700 2,669,516 F 208 TGGATGTCTGGGTCAGTATTTTCCTAACCCAAGGTacacacAGAAacacacacacacacacacacacacacacacacacacacacacATTGCTAGCAGGGATTGTTGGATTACAGTCAGTACAGAATACCTGACTAAGTCCtttttAAATTTCCAACACAGGTGCTGAGACCACTTGTGGTGTCCTTGCCTTTGTTCTGGCTGGGATC

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 67 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 16 1 90 AGACTCACATGCATACGGAGTcacacacacacacacacaAGACTCACATGCATACGGAG TCACACCTCAGACAGACTGT 1 7 46 20 135 20 57,121 57,927 46,300 35,500 4,952,254 A 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 67 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 91 AGACTCACATGCATACGGAGTcacacacacacacacacaAGACTCACATGCATACGGAG CTCACACCTCAGACAGACTGT 1 7 46 20 136 21 57,121 59,040 46,300 35,500 4,838,987 A 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 67 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 1 92 AGACTCACATGCATACGGAGTcacacacacacacacacaAGACTCACATGCATACGGAG ACTCACACCTCAGACAGACTG 1 8 46 20 137 21 57,121 59,040 46,300 35,100 4,838,987 A 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 22 87 21 2 AC ACACACACACACACACACACACACAGACTCACATGCNA 0 1 19 0 135 ACTCACACCTcacacaGACTGacacacacacacacacacacACTCACACCTCACACAGACTG TCACACCTCAGACAGACTGT 0 7 1 21 135 20 59,589 57,927 35,100 35,500 3,483,769 G 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 22 87 21 2 AC ACACACACACACACACACACACACAGACTCACATGCNA 0 0 19 0 136 ACTCACACCTcacacaGACTGacacacacacacacacacacACTCACACCTCACACAGACTG CTCACACCTCAGACAGACTGT 0 7 1 21 136 21 59,589 59,040 35,100 35,500 3,370,502 G 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:17239:6354 1 22 87 21 2 AC ACACACACACACACACACACACACAGACTCACATGCNA 0 0 19 0 137 ACTCACACCTcacacaGACTGacacacacacacacacacacACTCACACCTCACACAGACTG ACTCACACCTCAGACAGACTG 0 8 1 21 137 21 59,589 59,040 35,100 35,100 3,370,502 G 137 ACTCACACCTcacacaGACTGacacacacacacacacacacacacAGACTCACATGCATACGGAGTcacacacacacacacacacacacacacacacacacacacacaCTAACTGACAGTCTGTCTGAGGTGTGAGT

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 15 126 TTCTTATGTTCTTACATTACGcccccTCATACCCACAc TTCTTATGTTCTTACATTACGCCC CCGCTGACAGCACTGTTGAT 25 15 115 24 240 20 57,086 60,952 61,300 25,700 7,866,370 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 138 TCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTTCCTGCTCCTATTTCTTATGTTCT CCGCTGACAGCACTGTTGAT 37 15 103 24 240 20 57,185 60,952 30,100 25,700 7,767,451 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 146 TGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTTGGCCTACTCCTGCTCCTAT CCGCTGACAGCACTGTTGAT 49 15 95 20 240 20 59,437 60,952 25,700 25,700 1,515,669 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 148 AATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTAC AATGGCCTACTCCTGCTCCT CCGCTGACAGCACTGTTGAT 51 15 93 20 240 20 60,327 60,952 36,900 25,700 1,279,496 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 149 GAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTA GAATGGCCTACTCCTGCTCC CCGCTGACAGCACTGTTGAT 52 15 92 20 240 20 59,892 60,952 47,000 25,700 1,060,140 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 218 GAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCAT GAAGAGGAGCTGAAGCCTGG CCGCTGACAGCACTGTTGAT 121 15 23 20 240 20 60,108 60,952 44,500 25,700 1,060,248 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 229 GAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCGAGCTGGCATGGAAGAGGAG CCGCTGACAGCACTGTTGAT 132 15 12 20 240 20 60,179 60,952 36,900 25,700 1,131,548 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 240 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAGGGCTATGAGGAGCTGGC CCGCTGACAGCACTGTTGAT 144 15 1 19 240 20 61,146 60,952 48,500 25,700 3,098,558 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 139 CTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccc CTCCTGCTCCTATTTCTTATGTTCT CCGCTGACAGCACTGTTGAT 37 15 102 25 240 20 58,174 60,952 30,100 25,700 7,778,107 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 27 242 GAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGAGGAGCTGGCATGGAAGAG GAAGCAGGTGCCGCTGAC 135 27 9 20 250 18 60,179 61,427 28,500 35,100 3,605,619 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 15 219 GGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCAGGAAGAGGAGCTGAAGCCTG CCGCTGACAGCACTGTTGAT 122 15 22 20 240 20 60,108 60,952 48,500 25,700 1,060,248 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:7395:39370 1 164 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 27 244 ATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCT ATGAGGAGCTGGCATGGAAG GAAGCAGGTGCCGCTGAC 137 27 7 20 250 18 59,817 61,427 34,600 35,100 3,609,582 F 266 AGGGCTATGAGGAGCTGGCATGGAAGAGGAGCTGAAGCCTGGGGCAGGTCAGCCATGATCTTATTGAATGGCGGGGCAGACTTGAGGGGCTGAATGGCCTACTCCTGCTCCTATTTCTTATGTTCTTACATTACGcccccTCATACCCACAcccccccACGCGcacacacacacacacacacacacacacacacacacacacacaCTTCCACAAGGGGTTATCAACAGTGCTGTCAGCGGCACCTGCTTCGCAATAACCTGCTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 11 8 132 GGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCGGCCTCTCTTACGTTGTCCC ACAGAGGCAGACTGAGAGAGA 23 8 130 20 261 21 60,108 59,646 44,600 31,000 1,462,312 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 8 167 TGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGC TGCTCTCCCTGCCTCTAACT ACAGAGGCAGACTGAGAGAGA 58 8 95 20 261 21 59,958 59,646 22,400 31,000 1,395,863 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 8 239 GCAATTCAGCTGCTGCACATGGTCggggggCAGAGG GCAATTCAGCTGCTGCACAT ACAGAGGCAGACTGAGAGAGA 130 8 23 20 261 21 60,109 59,646 32,100 31,000 1,462,834 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 8 256 GGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCAC GGACAAGCCTTGAGTGAGCA ACAGAGGCAGACTGAGAGAGA 147 8 6 20 261 21 60,250 59,646 42,600 31,000 1,604,498 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 6 130 GGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCGGCCTCTCTTACGTTGTCCC AGAGGCAGACTGAGAGAGACA 23 6 130 20 259 21 60,108 59,646 44,600 34,100 1,462,312 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 6 165 TGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGC TGCTCTCCCTGCCTCTAACT AGAGGCAGACTGAGAGAGACA 58 6 95 20 259 21 59,958 59,646 22,400 34,100 1,395,863 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 6 237 GCAATTCAGCTGCTGCACATGGTCggggggCAGAGG GCAATTCAGCTGCTGCACAT AGAGGCAGACTGAGAGAGACA 130 6 23 20 259 21 60,109 59,646 32,100 34,100 1,462,834 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC
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ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 6 254 GGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCAC GGACAAGCCTTGAGTGAGCA AGAGGCAGACTGAGAGAGACA 147 6 6 20 259 21 60,250 59,646 42,600 34,100 1,604,498 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 4 128 GGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCGGCCTCTCTTACGTTGTCCC AGGCAGACTGAGAGAGACAGA 23 4 130 20 257 21 60,108 59,646 44,600 34,100 1,462,312 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 4 163 TGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGC TGCTCTCCCTGCCTCTAACT AGGCAGACTGAGAGAGACAGA 58 4 95 20 257 21 59,958 59,646 22,400 34,100 1,395,863 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 4 235 GCAATTCAGCTGCTGCACATGGTCggggggCAGAGG GCAATTCAGCTGCTGCACAT AGGCAGACTGAGAGAGACAGA 130 4 23 20 257 21 60,109 59,646 32,100 34,100 1,462,834 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2203:9211:57811 1 173 60 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 4 252 GGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCAC GGACAAGCCTTGAGTGAGCA AGGCAGACTGAGAGAGACAGA 147 4 6 20 257 21 60,250 59,646 42,600 34,100 1,604,498 F 282 AGTGAGGACAAGCCTTGAGTGAGCAATTCAGCTGCTGCACATGGTCggggggCAGAGGACATAATGAGAGGCGGTGGGAGGTCTCCTTGCCTCTTGCTCTCCCTGCCTCTAACTGTCAtctctcAATCAGGCctctctTACGTTGTCCCTTCTCACTCTGTCTCTGTCTCTGtctctctctctctctctctctctctctctctctctctctctctatctatctatctctctcTTTCTCTGtctctctcAGTCTGCCTCTGTAATTCAGTATAATTGTCGCTC

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 1 1 4 18 203 TTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAA TTGAGGTGCTTGTTGGAGAA ACCACCCACCAACATTCTGA 33 18 81 20 283 20 57,273 59,150 28,700 32,700 3,577,223 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 4 18 204 TTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATA TTTGAGGTGCTTGTTGGAGA ACCACCCACCAACATTCTGA 34 18 80 20 283 20 57,273 59,150 37,100 32,700 3,577,223 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 4 18 235 TGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGTGCATTTGTGTAGTGCCTGC ACCACCCACCAACATTCTGA 65 18 49 20 283 20 59,402 59,150 48,500 32,700 1,447,668 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 4 18 245 AGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaa AGCAGCCACTTGCATTTGTG ACCACCCACCAACATTCTGA 75 18 39 20 283 20 59,967 59,150 33,300 32,700 0.883052 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 4 0 188 TTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAA TTGAGGTGCTTGTTGGAGAA TCTGACAGTACCTTATGGAACTC 33 0 81 20 268 23 57,273 57,083 28,700 30,100 8,643,784 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 4 0 189 TTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATA TTTGAGGTGCTTGTTGGAGA TCTGACAGTACCTTATGGAACTC 34 0 80 20 268 23 57,273 57,083 37,100 30,100 8,643,784 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 18 202 TGAGGTGCTTGTTGGAGAAATAATCAGAGAATAAT TGAGGTGCTTGTTGGAGAAA ACCACCCACCAACATTCTGA 32 18 82 20 283 20 57,273 59,150 25,200 32,700 3,577,223 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 18 234 GCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAG GCATTTGTGTAGTGCCTGCA ACCACCCACCAACATTCTGA 64 18 50 20 283 20 59,402 59,150 44,100 32,700 1,447,668 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 18 246 CAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaCAGCAGCCACTTGCATTTGT ACCACCCACCAACATTCTGA 76 18 38 20 283 20 59,967 59,150 28,300 32,700 0.883052 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 18 247 ACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaACAGCAGCCACTTGCATTTG ACCACCCACCAACATTCTGA 77 18 37 20 283 20 59,967 59,150 23,200 32,700 0.883052 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 17 233 GCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAG GCATTTGTGTAGTGCCTGCA CCACCCACCAACATTCTGAC 64 17 50 20 282 20 59,402 58,752 44,100 35,100 1,845,135 F 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:15747:25780 1 134 112 21 1.5 AC TATATATATATATATATATATATATATATATACACAC NA 0 0 6 0 187 TGAGGTGCTTGTTGGAGAAATAATCAGAGAATAAT TGAGGTGCTTGTTGGAGAAA TCTGACAGTACCTTATGGAACTC 32 0 82 20 268 23 57,273 57,083 25,200 30,100 8,643,784 B 284 AATTGATCAAAAGCATAAGGGTTGTAAGTGCAATTGACAGCAGCCACTTGCATTTGTGTAGTGCCTGCAAGaaaaaCAATTTGAGGTGCTTGTTGGAGAAATAATCAGAGAATAATTGAAAACCGATACCAGGtatatatatatatatatatatatatatatatacacacacacacacacacacacacacacacacacacacacacatatatatatatatatatatatatatatatatatatataGAGTTCCATAAGGTACTGTCAGAATGTTGGTGGGTGGTA

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 2 63 239 TCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATT TCTTGGAAGCGGGTGGAAAT ACAGGCATATCCAAACAAACACC 91 63 3 20 241 23 59,596 59,742 21,700 41,600 3,662,163 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 65 242 TTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACAT TTCTTGGAAGCGGGTGGAAA CCACAGGCATATCCAAACAAACA 92 65 2 20 243 23 59,816 59,742 31,300 28,300 3,441,844 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 65 243 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACA TTTCTTGGAAGCGGGTGGAA CCACAGGCATATCCAAACAAACA 93 65 1 20 243 23 59,816 59,742 35,300 28,300 3,441,844 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 63 240 TTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACAT TTCTTGGAAGCGGGTGGAAA ACAGGCATATCCAAACAAACACC 92 63 2 20 241 23 59,816 59,742 31,300 41,600 3,442,093 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 62 239 TTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACAT TTCTTGGAAGCGGGTGGAAA CAGGCATATCCAAACAAACACCT 92 62 2 20 240 23 59,816 59,489 31,300 40,000 3,695,117 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 54 231 TTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACAT TTCTTGGAAGCGGGTGGAAA TCCAAACAAACACCTTGGAAACA 92 54 2 20 232 23 59,816 59,421 31,300 28,300 3,762,687 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 9 119 TTCATCAGATGAACCACGCtttttCAACAagagagagag TTCATCAGATGAACCACGCT TGTTGAGGTATTTCAAGGAGAGACT 9 23 85 20 203 25 57,232 59,456 50,700 32,400 8,312,429 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 8 118 TCATCAGATGAACCACGCtttttCAACAagagagagaga TCATCAGATGAACCACGCTT TGTTGAGGTATTTCAAGGAGAGACT 8 23 86 20 203 25 57,232 59,456 46,800 32,400 8,312,429 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 45 184 TGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTGCCCATTTCCTGGTATGTGT CCAAACAAACACCTTGGAAACA 45 54 48 21 231 22 59,643 58,068 37,200 28,300 5,288,998 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 45 185 TGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTGCCCATTTCCTGGTATGTGT TCCAAACAAACACCTTGGAAACA 45 54 48 21 232 23 59,643 59,421 37,200 28,300 4,936,136 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 45 185 TGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTGCCCATTTCCTGGTATGTGT TCCAAACAAACACCTTGGAAAC 45 55 48 21 232 22 59,643 57,805 37,200 27,800 5,552,645 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:27184:40319 1 114 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 7 8 115 TCATCAGATGAACCACGCtttttCAACAagagagagaga TCATCAGATGAACCACGCTT TGAGGTATTTCAAGGAGAGACTTCA 8 20 86 20 200 25 57,232 59,220 46,800 30,200 8,548,535 F 263 TTTCTTGGAAGCGGGTGGAAATAGAAGTTGTCACATTTATGAAGAAATGCCCATTTCCTGGTATGTGTCTGCTAACACTGACTTTTCATCAGATGAACCACGCtttttCAACAagagagagagagagagagagagagagagagagagagagagagACTACAGCTTTCAGAAGTTTTGAAGtctctcCTTGAAATACCTCAACAATCATTTGTTTCCAAGGTGTTTGTTTGGATATGCCTGTGGCAACCATTAATTCACTCTCC

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 1 1 2 1 138 CAGCAATTTAGCGTGGGCCGgagagagagagagagaca CAGCAATTTAGCGTGGGCC GGGAGAGCCGTCCAATTGTT 1 40 73 19 210 20 59,860 60,323 58,000 28,300 1,462,066 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 3 2 157 GTCAGCAATTTAGCGTGGGCCGgagagagagagagag GTCAGCAATTTAGCGTGGGC CGAGTAAAGCTGGTACCGGG 2 57 71 20 227 20 60,179 60,179 53,600 57,300 0.358282 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 3 2 158 GTCAGCAATTTAGCGTGGGCCGgagagagagagagag GTCAGCAATTTAGCGTGGGC CCGAGTAAAGCTGGTACCGG 2 58 71 20 228 20 60,179 60,179 53,600 52,800 0.358282 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 3 1 139 TCAGCAATTTAGCGTGGGCCGgagagagagagagagac TCAGCAATTTAGCGTGGGCC GGGAGAGCCGTCCAATTGTT 1 40 72 20 210 20 61,312 60,323 58,000 28,300 1,634,916 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 4 58 224 TCAGGCGACACAAACAGACTTTCAAATCCGTTGAAATCAGGCGACACAAACAGACT CCGAGTAAAGCTGGTACCGG 68 58 5 20 228 20 59,536 60,179 32,400 52,800 0.643154 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 4 57 223 TCAGGCGACACAAACAGACTTTCAAATCCGTTGAAATCAGGCGACACAAACAGACT CGAGTAAAGCTGGTACCGGG 68 57 5 20 227 20 59,536 60,179 32,400 57,300 0.643154 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 4 28 183 AATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATT AATCGCTGTCGTCTGTTGGA CGAGTAAAGCTGGTACCGGG 28 57 45 20 227 20 59,683 60,179 35,300 57,300 0.496279 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 6 2 103 GTCAGCAATTTAGCGTGGGCCGgagagagagagagag GTCAGCAATTTAGCGTGGGC TAACCAAAGTCCGACAGGGA 2 3 71 20 173 20 60,179 58,280 53,600 42,000 1,898,693 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 8 68 250 TCAGGCGACACAAACAGACTTTCAAATCCGTTGAAATCAGGCGACACAAACAGACT CAACCAAGGCTAGGTGGGAA 68 84 5 20 254 20 59,536 59,596 32,400 39,700 0.868076 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 8 68 253 TCAGGCGACACAAACAGACTTTCAAATCCGTTGAAATCAGGCGACACAAACAGACT ATCCAACCAAGGCTAGGTGG 68 87 5 20 257 20 59,536 59,374 32,400 46,100 1,089,885 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 8 28 210 AATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATT AATCGCTGTCGTCTGTTGGA CAACCAAGGCTAGGTGGGAA 28 84 45 20 254 20 59,683 59,596 35,300 39,700 0.721200 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2204:7912:60448 1 93 58 21 1.5 AC GAGAGAGAGAGAGAGACACACACACACACACACA NA 0 0 9 68 251 TCAGGCGACACAAACAGACTTTCAAATCCGTTGAAATCAGGCGACACAAACAGACT CCAACCAAGGCTAGGTGGG 68 86 5 20 255 19 59,536 60,001 32,400 46,100 1,464,932 B 274 AGTTTCAGGCGACACAAACAGACTTTCAAATCCGTTGAAAGTGTAATCGCTGTCGTCTGTTGGATGTTGTGTCAGCAATTTAGCGTGGGCCGgagagagagagagagacacacacacacacacacacacacacacacacacacacacacaTCCTCCCTGTCGGACTTTGGTTAACCAGTTGGGAATTTCTAACAATTGGACGGCTCTCCCGGTACCAGCTTTACTCGGTCCATTTTCCCACCTAGCCTTGGTTGGATTTGAAACCAGTTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 20 260 GTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTGTACTGCCACCACGATCAGT TGCTAATGAGTGATGTAGACGATGA 137 20 30 20 289 25 59,753 59,701 34,100 29,200 5,545,914 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 20 261 TGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTGTACTGCCACCACGATCAG TGCTAATGAGTGATGTAGACGATGA 138 20 29 20 289 25 59,754 59,701 29,000 29,200 5,545,640 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 6 131 CAGGTCagagagTACAgtgtgtTCCACCctctctctctctctc CAGGTCAGAGAGTACAGTGTGT TGCTAATGAGTGATGTAGACGATGA 6 20 159 22 289 25 59,112 59,701 37,200 29,200 8,187,062 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 21 198 TCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTT TCTTCCCTAGTCAGCCGTCT TGCTAATGAGTGATGTAGACGATG 75 21 92 20 289 24 59,668 58,477 41,800 38,400 5,855,324 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 21 261 TGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTGTACTGCCACCACGATCAG TGCTAATGAGTGATGTAGACGATG 138 21 29 20 289 24 59,754 58,477 29,000 38,400 5,769,730 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 20 197 TCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTT TCTTCCCTAGTCAGCCGTCT GCTAATGAGTGATGTAGACGATGA 75 20 92 20 288 24 59,668 58,237 41,800 29,200 6,095,042 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 20 198 TCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTT TCTTCCCTAGTCAGCCGTCT TGCTAATGAGTGATGTAGACGATGA 75 20 92 20 289 25 59,668 59,701 41,800 29,200 5,631,234 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 125 agagagTACAgtgtgtTCCACCctctctctctctctctctctctct AGAGAGTACAGTGTGTTCCACC TGCTAATGAGTGATGTAGACGATGA 0 20 165 22 289 25 59,371 59,701 46,100 29,200 7,927,936 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 125 agagagTACAgtgtgtTCCACCctctctctctctctctctctctct AGAGAGTACAGTGTGTTCCACC TGCTAATGAGTGATGTAGACGATG 0 21 165 22 289 24 59,371 58,477 46,100 38,400 8,152,026 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 21 189 GTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGG GTCAGCCGTCTTACTCTGGT TGCTAATGAGTGATGTAGACGATG 66 21 101 20 289 24 59,111 58,477 40,000 38,400 6,412,675 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 188 GTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGG GTCAGCCGTCTTACTCTGGT GCTAATGAGTGATGTAGACGATGA 66 20 101 20 288 24 59,111 58,237 40,000 29,200 6,652,394 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:19786:56932 1 187 58 21 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 189 GTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGG GTCAGCCGTCTTACTCTGGT TGCTAATGAGTGATGTAGACGATGA 66 20 101 20 289 25 59,111 59,701 40,000 29,200 6,188,585 G 289 AATCTATTTGCTCAGATAGAGGATGCTTTGTACTGCCACCACGATCAGTGTTCTTTTGGCGTGGTTGCTGGGTTCTGGTGTCCGTGACCTATCTTCCCTAGTCAGCCGTCTTACTCTGGTACTTGCTTTAAACTGGttttttAACACTACATAAAGAACAGGTCagagagTACAgtgtgtTCCACCctctctctctctctctctctctctctctctctctctctctctCAAGAAagagagagagTCTATCAAATGACTGATACATCATCGTCTACATCACTCATTAGCA

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 18 1 125 CAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAG CAGCGGGAGAGACAAAGGAA TGTCTGTCTGTCTCTCTGTCTG 20 1 53 20 177 22 59,678 58,855 33,600 35,100 3,466,957 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 1 158 AGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGAGGTCTTTGGTGCACAGCAT TGTCTGTCTGTCTCTCTGTCTG 53 1 20 20 177 22 60,179 58,855 37,900 35,100 3,324,267 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 4 129 CAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAG CAGCGGGAGAGACAAAGGAA TCTCTGTCTGTCTGTCTCTCTGT 20 4 53 20 181 23 59,678 59,928 33,600 34,100 3,394,000 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 4 162 AGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGAGGTCTTTGGTGCACAGCAT TCTCTGTCTGTCTGTCTCTCTGT 53 4 20 20 181 23 60,179 59,928 37,900 34,100 3,251,311 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 2 127 CAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAG CAGCGGGAGAGACAAAGGAA TCTGTCTGTCTGTCTCTCTGTCT 20 2 53 20 179 23 59,678 59,928 33,600 34,100 3,394,000 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:20760:57917 1 93 62 21 1.5 AG AGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 21 2 160 AGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGAGGTCTTTGGTGCACAGCAT TCTGTCTGTCTGTCTCTCTGTCT 53 2 20 20 179 23 60,179 59,928 37,900 34,100 3,251,311 F 182 CAACAAGACAGAGATTGCTAGGTCTTTGGTGCACAGCATTCTTCAAGGTCAGCAGCGGgagagaCAAAGGAAAGAGGCgagagaCAAGAGACagagagACagagagagagagagagagagagagagagagagagagagagagACagagagagagACAGACagagagacagacagacagAGAG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 1 1 6 1 189 CTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcCTTTCTCACACATGCATTAAGAGT CCAGCCTGAGACCATCCAAA 1 85 41 24 229 20 57,508 59,671 32,400 32,800 6,821,267 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 6 0 188 TTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcaTTTCTCACACATGCATTAAGAGTT CCAGCCTGAGACCATCCAAA 0 85 42 24 229 20 57,117 59,671 30,100 32,800 7,211,871 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 6 0 189 CTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcCTTTCTCACACATGCATTAAGAGTT CCAGCCTGAGACCATCCAAA 0 85 41 25 229 20 58,093 59,671 30,100 32,800 7,235,920 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 7 9 121 TCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActc TCCAACTTTCTCACACATGCA ACCATTTACCTACCCTCCCTCT 9 10 36 21 156 22 58,070 59,679 39,600 36,900 5,250,938 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 8 10 123 ACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcA ACTCCAACTTTCTCACACATGC ACCATTTACCTACCCTCCCTCT 10 10 34 22 156 22 59,119 59,679 40,600 36,900 5,202,186 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 8 10 198 ACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcA ACTCCAACTTTCTCACACATGC ATCCAGCCTGAGACCATCCA 10 87 34 22 231 20 59,119 60,327 40,600 34,100 3,207,794 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 8 9 122 CTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcAct CTCCAACTTTCTCACACATGCA ACCATTTACCTACCCTCCCTCT 9 10 35 22 156 22 59,120 59,679 39,600 36,900 5,201,564 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 8 9 195 CTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcAct CTCCAACTTTCTCACACATGCA CCAGCCTGAGACCATCCAAA 9 85 35 22 229 20 59,120 59,671 39,600 32,800 3,209,529 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2205:6431:70363 1 66 59 21 1.5 AC TCTCTCACTCTCTCTCTCACACACACACACACACACANA 0 0 8 9 197 CTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcAct CTCCAACTTTCTCACACATGCA ATCCAGCCTGAGACCATCCA 9 87 35 22 231 20 59,120 60,327 39,600 34,100 3,207,172 F 263 AATTTAACACCCAATGTGTaaaaaTAATAAAACACTCCAACTTTCTcacacaTGCATTAAGAGTTtctctcActctctctctcacacacacacacacacacacacacacacacacacacacacaGAAATTACAAAGAGGGAGGGTAGGTAAATGGTTTAAAAGTCCCAAAagagagTCAATCATATACAGTTCCTGGAGATTGATGGtttttGGATGGTCTCAGGCTGGATTTGATGAtttttCCAGATTCTACGTCAAGACG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 1 1 12 5 196 CActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctct CACTCTCTTTCCCTCGGTCC GAGCGATCGACAGAGAGACG 5 44 19 20 214 20 59,467 60,043 44,600 41,800 0.575567 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 0 0 12 3 194 ctctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctc CTCTCTTTCCCTCGGTCCCT GAGCGATCGACAGAGAGACG 3 44 21 20 214 20 60,325 60,043 42,000 41,800 0.367365 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 0 0 12 3 199 ctctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctc CTCTCTTTCCCTCGGTCCCT CGAGAGAGCGATCGACAGAG 3 49 21 20 219 20 60,325 59,768 42,000 33,500 0.556877 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 0 0 14 8 170 GGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtct GGTCACTCTCTTTCCCTCGG AGAGAGAGGCTGAGGGAGAG 8 15 16 20 185 20 59,467 59,447 46,300 32,000 1,085,880 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 0 0 14 5 167 CActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctct CACTCTCTTTCCCTCGGTCC AGAGAGAGGCTGAGGGAGAG 5 15 19 20 185 20 59,467 59,447 44,600 32,000 1,085,880 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2206:13535:30949 1 44 107 21 3 AG TCTCTCTCGGTCTCTCTCTCTCTAGTCTCTTGGTCTCTNA 0 0 14 3 165 ctctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctc CTCTCTTTCCCTCGGTCCCT AGAGAGAGGCTGAGGGAGAG 3 15 21 20 185 20 60,325 59,447 42,000 32,000 0.877678 G 226 ctctctCGGGCTCTGGGTCActctctTTCCCTCGGTCCCTGGGtctctctcGGtctctctctctcTAGTCTCTTGGtctctctctcGctctctctctctCAGTCTCTTtctctctctctctctctctctctctctctctctctctctctcTGTCTCTGTGCGGCGCTCTCCCTCAGCctctctctTTccccccccGtctctcTGTCGATCGctctctCGGGCTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 9 0 115 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA AGTGTATCTGTGCATATTTGTGC 21 0 15 20 129 23 59,219 57,510 38,600 45,700 6,270,777 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 116 AACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTC AACACTCTGTCTCCCTCTCCA AGTGTATCTGTGCATATTTGTGC 21 0 14 21 129 23 59,852 57,510 38,600 45,700 6,638,166 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 0 116 AACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTC AACACTCTGTCTCCCTCTCC AGTGTATCTGTGCATATTTGTGC 22 0 14 20 129 23 58,068 57,510 37,100 45,700 7,421,775 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 21 164 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA ATGTGAGTGCGTGCATGTGA 21 52 15 20 178 20 59,219 60,603 38,600 35,800 1,384,076 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 32 190 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctc TCACACACATTGAAACACTCTGT GCATGTGAGTGCATGTGAGT 32 64 1 23 190 20 58,739 58,837 34,100 34,100 5,423,683 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 21 149 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA TGTGAGTGTGTGTGCCTGTT 21 37 15 20 163 20 59,219 60,036 38,600 31,600 0.816172 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 21 165 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA CATGTGAGTGCGTGCATGTG 21 53 15 20 179 20 59,219 60,454 38,600 32,100 1,234,420 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 21 166 AACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTC AACACTCTGTCTCCCTCTCCA CATGTGAGTGCGTGCATGTG 21 53 14 21 179 20 59,852 60,454 38,600 32,100 1,601,809 B 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 7 138 CCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacaca CCCTCTCCATCTCTCTATTTCGC TGTGAGTGTGTGTGCCTGTT 7 37 26 23 163 20 60,057 60,036 47,000 31,600 3,092,426 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 6 137 CCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacaCCTCTCCATCTCTCTATTTCGCT TGTGAGTGTGTGTGCCTGTT 6 37 27 23 163 20 59,174 60,036 49,300 31,600 3,861,691 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 32 190 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctc TCACACACATTGAAACACTCTGT GCATGTGAGTGCATGTGAGTG 32 63 1 23 190 21 58,739 60,136 34,100 35,100 5,396,759 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 31 190 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctc TCACACACATTGAAACACTCTGTC GCATGTGAGTGCATGTGAGTG 31 63 1 24 190 21 59,667 60,136 35,100 35,100 5,468,318 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 21 150 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA ATGTGAGTGTGTGTGCCTGT 21 38 15 20 164 20 59,219 59,819 38,600 40,000 0.961751 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 21 155 ACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCA ACACTCTGTCTCCCTCTCCA CGTGCATGTGAGTGTGTGTG 21 43 15 20 169 20 59,219 60,042 38,600 38,200 0.822563 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:10368:42411 1 56 51 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 7 139 CCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacaca CCCTCTCCATCTCTCTATTTCGC ATGTGAGTGTGTGTGCCTGT 7 38 26 23 164 20 60,057 59,819 47,000 40,000 3,238,005 F 197 TcacacacaTTGAAACACTCTGTCTCCCTCTCCAtctctcTATTTCGCTCTCAAGcacacacacacacacacacacacacacacacacacacacacaTacacacacGCACAAATATGCACAGATACACTcacacaAAAACTTTAACAGGcacacacaCTCACATGCACGCACTCACATGCACTCACATGCGCCCGTA

ST‐E00142:460:H2K7HCCXY:6:2207:9323:27732 1 62 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 8 3 90 tgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgtgtgt TGTCTGATCGAGCGTGTGTT CAAGCACACACATCCACGTG 5 3 37 20 126 20 59,686 60,041 33,200 44,900 0.355034 F 128 TAACTGTCAGTCtgtgtgTATGTGTTTGTGTTtgtgtgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCACGTGGAtgtgtgtgCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:9323:27732 1 62 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 3 95 TtgtgtgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgTTGTGTGTCTGATCGAGCGT CAAGCACACACATCCACGTG 10 3 32 20 126 20 59,686 60,041 50,700 44,900 0.355034 F 128 TAACTGTCAGTCtgtgtgTATGTGTTTGTGTTtgtgtgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCACGTGGAtgtgtgtgCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2207:9323:27732 1 62 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 5 92 tgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgtgtgt TGTCTGATCGAGCGTGTGTT CACAAGCACACACATCCACG 5 5 37 20 128 20 59,686 60,041 33,200 49,400 0.355034 F 128 TAACTGTCAGTCtgtgtgTATGTGTTTGTGTTtgtgtgTCTGATCGAGCgtgtgtTTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGCACGTGGAtgtgtgtgCTTGTG

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 90 21 3 AC CACACACTCACACACACACACGCACCCACACACACANA 0 1 4 12 220 AGcacacaGGCCCATTCTActctctCACCTCACGCACTAAGCACACAGGCCCATTCTAC GTAAGGAGACAACGGCGAGT 78 12 28 20 247 20 60,035 59,757 25,900 41,800 0.278151 G 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 90 21 3 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 4 12 221 CAGcacacaGGCCCATTCTActctctCACCTCACGCACT CAGCACACAGGCCCATTCTA GTAAGGAGACAACGGCGAGT 79 12 27 20 247 20 60,035 59,757 21,000 41,800 0.278247 G 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:11921:55754 1 126 90 21 3 AC CACACACTCACACACACACACGCACCCACACACACANA 0 0 6 12 219 GcacacaGGCCCATTCTActctctCACCTCACGCACTAAGCACACAGGCCCATTCTACT GTAAGGAGACAACGGCGAGT 77 12 29 20 247 20 60,035 59,757 25,700 41,800 0.278151 G 258 ATAGCCTCTAAGTCCTCGGCATTGTCCAGcacacaGGCCCATTCTActctctCACCTCACGCACTAAAACCCTAGGCCTTCAATCATGTCACCCTTTATGCGAGGCCTACTGCCAACCTTCATATcacacaCTcacacacacacaCGCACCcacacacacacacacaCCCACCcacacacacacacacacacacacacacacacacacacacacaCCCACGCCCCTAACTCGCCGTTGTCTCCTTACCTGAAGCTTTC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 49 21 1.5 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 10 2 114 acacacGTATACAGATGCAGaaaaaTacacacacCCTAT ACACACGTATACAGATGCAGAA TTCTGTGTGTCTGTGATTGTGT 19 2 34 22 147 22 57,550 58,127 30,200 37,200 8,322,778 F 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 49 21 1.5 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 2 113 acacacGTATACAGATGCAGaaaaaTacacacacCCTAT ACACACGTATACAGATGCAGAA TCTGTGTGTCTGTGATTGTGT 19 2 34 22 146 21 57,550 57,458 30,200 37,200 7,992,078 F 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 49 21 1.5 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 2 114 AacacacGTATACAGATGCAGaaaaaTacacacacCCTAAACACACGTATACAGATGCAGA TCTGTGTGTCTGTGATTGTGT 20 2 33 22 146 21 57,550 57,458 42,600 37,200 7,992,078 F 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 102 21 3 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 1 9 1 165 acacacGTATACAGATGCAGaaaaaTacacacacCCTAT ACACACGTATACAGATGCAGAA TGTCAGTGTATGTGTGTACGT 19 1 34 22 198 21 57,550 57,006 30,200 35,700 8,444,286 G 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 102 21 3 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 1 166 acacacGTATACAGATGCAGaaaaaTacacacacCCTAT ACACACGTATACAGATGCAGAA GTGTCAGTGTATGTGTGTACGT 19 1 34 22 199 22 57,550 58,365 30,200 35,700 8,085,413 G 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:12012:29156 1 75 102 21 3 AG CTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 1 167 AacacacGTATACAGATGCAGaaaaaTacacacacCCTAAACACACGTATACAGATGCAGA GTGTCAGTGTATGTGTGTACGT 20 1 33 22 199 22 57,550 58,365 42,600 35,700 8,085,413 G 199 CTCTAtctctctcTAtctctctctctcAGTCTAacacacGTATACAGATGCAGaaaaaTacacacacCCTATCActctctTtctctctctctctctctctctctctctctctctctctctctcTTACACAATCACAGacacacAGAAacacacacacCATATCACCctctctctctAACGTacacacATACACTGACAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 15 31 176 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GGTTGTGGGTGTGTAATTGGG 31 33 24 21 199 21 57,441 59,384 34,100 41,200 5,175,305 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 31 177 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GGGTTGTGGGTGTGTAATTGG 31 34 24 21 200 21 57,441 59,384 34,100 31,600 5,175,305 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 31 194 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GTGTGGGTGGGTAGTTGGG 31 53 24 21 217 19 57,441 59,926 34,100 41,200 4,633,179 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 31 195 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GGTGTGGGTGGGTAGTTGG 31 54 24 21 218 19 57,441 59,926 34,100 37,700 4,633,179 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 31 196 ACAGACACAAACACAGATGGAAATACACATAAACA ACAGACACAAACACAGATGGA GGGTGTGGGTGGGTAGTTG 31 55 24 21 219 19 57,441 59,926 34,100 31,600 4,633,179 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:17381:65740 1 76 70 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 5 170 ACACATAAACACTGacacacacATACATacacacacaca ACACATAAACACTGACACACACA GTGTGGGTGGGTAGTTGGG 5 53 48 23 217 19 58,742 59,926 37,200 41,200 5,331,979 G 244 AAGATGCACGTCCAAATTAACAAACAGACACAAACACAGATGGAAATACACATAAACACTGacacacacATACATacacacacacacacacacacacacacacacacacacacacacGcacacaCCTGAGCGCAAacacacacacAAcccccccACAcccccAAGTAccccccACAcccccAATTacacacCCACAACCCCAACTACCCACCCACAcccccAACTAcccccccACAACCCCAAC

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 6 128 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG ACTCAATCTCAAGCTGCCCA 8 6 36 19 163 20 59,210 59,305 48,500 53,600 2,485,159 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 120 CAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtCAGAGCGCCTGTGAATGTC ACTCAATCTCAAGCTGCCCA 0 6 44 19 163 20 58,915 59,305 30,600 53,600 2,779,616 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 129 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG CACTCAATCTCAAGCTGCCC 8 7 36 19 164 20 59,210 58,907 48,500 53,600 2,883,547 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 8 191 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG TTCAAACACAATCACACTCACATG 8 65 36 19 226 24 59,210 58,419 48,500 32,100 7,371,048 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 8 184 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG ACAATCACACTCACATGCACA 8 61 36 19 219 21 59,210 58,426 48,500 45,700 4,364,837 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 8 190 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG TCAAACACAATCACACTCACATG 8 65 36 19 225 23 59,210 57,828 48,500 32,100 6,962,847 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 22 202 tGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTTGTGTGAGAGAAATAAGGTGCT CACAATCACACTCACATGCACA 22 61 19 22 220 22 57,376 59,709 44,000 45,700 6,915,123 G 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 22 203 tGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTTGTGTGAGAGAAATAAGGTGCT ACACAATCACACTCACATGCAC 22 62 19 22 221 22 57,376 59,709 44,000 45,700 6,915,398 G 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 8 185 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG CACAATCACACTCACATGCACA 8 61 36 19 220 22 59,210 59,709 48,500 45,700 4,081,578 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 8 186 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG ACACAATCACACTCACATGCAC 8 62 36 19 221 22 59,210 59,709 48,500 45,700 4,081,853 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:28128:66461 1 63 75 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 8 190 GTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgGTGCTTTACAGAGCGCCTG TCAAACACAATCACACTCACATGC 8 64 36 19 225 24 59,210 60,498 48,500 40,600 6,288,229 D 232 GGAGTGAGTGAttttttttGTGTgagagaAATAAGGTGCTTTACAGAGCGCCTGTGAATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGGgagagagagagagagagagaGTgagagaACAATATGGGCAGCTTGAGATTGAGTGTGCATGTTAACTCGTGAAAATTTGTGAATGAGAATGTGCATGTGAGTGTGATTGTGTTTGAATAAGAA

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 6 165 TCCTTATGAGAACCTTGGGACCTTTTACCAAATTAA TCCTTATGAGAACCTTGGGACC AATCAGTCTGCTGCAAAGGC 75 6 53 22 217 20 59,156 59,113 44,600 43,500 3,730,910 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 167 GCTCCTTATGAGAACCTTGGGACCTTTTACCAAATT GCTCCTTATGAGAACCTTGGGA AATCAGTCTGCTGCAAAGGC 77 6 51 22 217 20 59,494 59,113 43,700 43,500 3,392,382 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 208 TTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGTTGACTGAGATGTGGTTCGGG AATCAGTCTGCTGCAAAGGC 119 6 10 21 217 20 59,998 59,113 51,400 43,500 1,888,536 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 112 CGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCC CGGTCACTGTTACTGGGTGT AATCAGTCTGCTGCAAAGGC 24 6 106 20 217 20 59,608 59,113 41,600 43,500 1,278,159 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 113 CCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGC CCGGTCACTGTTACTGGGTG AATCAGTCTGCTGCAAAGGC 25 6 105 20 217 20 60,320 59,113 46,100 43,500 1,206,984 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 116 TTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCATTGCCGGTCACTGTTACTGG AATCAGTCTGCTGCAAAGGC 28 6 102 20 217 20 60,250 59,113 40,000 43,500 1,136,686 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 168 AGCTCCTTATGAGAACCTTGGGACCTTTTACCAAAT AGCTCCTTATGAGAACCTTGGG AATCAGTCTGCTGCAAAGGC 78 6 50 22 217 20 59,493 59,113 41,200 43,500 3,394,034 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 207 TGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATGACTGAGATGTGGTTCGGG AATCAGTCTGCTGCAAAGGC 119 6 11 20 217 20 59,392 59,113 51,400 43,500 1,494,692 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2210:29823:72244 1 150 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 208 TGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATGACTGAGATGTGGTTCGGG AAATCAGTCTGCTGCAAAGGC 119 6 11 20 218 21 59,392 59,728 51,400 43,500 1,879,786 A 252 GGTTTGATTTTGACTGAGATGTGGTTCGGGGTTTAATTTTGACTGATAAAGCTCCTTATGAGAACCTTGGGACCTTTTACCAAATTAAAATGGCTCTGTAATTGCCGGTCACTGTTACTGGGTGTAATGTTGGGTCAGCCGCTGTTCTTtctctctctctctctctctctctctctctctctctctctctcAGTCATGCCTTTGCAGCAGACTGATTTACCCTATTGTTCACTTTTACCTGATTGACACCAC

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 1 118 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT ACACAGAAACATACACACTAATCTCTC 1 23 27 25 144 27 59,352 59,185 28,300 32,000 13,462,726 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 1 171 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT TTCACAGGCAGAAACGTTCA 1 83 27 25 197 20 59,352 57,969 28,300 31,800 7,678,917 B 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 1 174 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT ACTTTCACAGGCAGAAACGT 1 86 27 25 200 20 59,352 57,962 28,300 39,900 7,686,045 B 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 118 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT ACACAGAAACATACACACTAATCTCT 1 24 27 25 144 26 59,352 58,329 28,300 31,000 13,318,960 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 157 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT CGTTCATTCAAACGCACTCACT 1 67 27 25 183 22 59,352 60,033 28,300 34,100 7,680,552 B 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 13 190 tgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTGTGTGAATGTTATTCAATGACAGTGT CAACTTTCACAGGCAGAAACGT 13 86 13 27 202 22 59,987 59,903 35,500 39,900 9,110,645 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 13 191 tgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTGTGTGAATGTTATTCAATGACAGTGT TCAACTTTCACAGGCAGAAACG 13 87 13 27 203 22 59,987 59,645 35,500 36,000 9,367,688 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 13 197 tgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTGTGTGAATGTTATTCAATGACAGTGT CACACATCAACTTTCACAGGCA 13 93 13 27 209 22 59,987 59,641 35,500 47,500 9,371,761 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 147 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT AACGCACTCACTCACACACA 1 59 27 25 173 20 59,352 60,108 28,300 37,200 5,756,035 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 1 139 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT CACTCACACACATTCAAATATACACA 1 45 27 25 165 26 59,352 58,194 28,300 37,200 13,453,359 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 1 145 CAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgt CAATGACAGTGTTTCTGAGTTTGT ACGCACTCACTCACACACAT 1 58 28 24 172 20 58,116 59,895 28,300 32,100 5,988,516 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:1570:22317 1 53 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 1 146 TCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtg TCAATGACAGTGTTTCTGAGTTTGT ACGCACTCACTCACACACAT 1 58 27 25 172 20 59,352 59,895 28,300 32,100 5,752,513 F 233 NTTCGTTAGTTTtgtgtgAATGTTATTCAATGACAGTGTTTCTGAGTTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTGTAGAAAATAGAAATagagagagATTAgtgtgtATGTTTCTGTGTATATTTGAAtgtgtgtgAGTGAGTGCGTTTGAATGAACGTTTCTGCCTGTGAAAGTTGAtgtgtgTCTTTATGTATGCAGATGCATGTN

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 1 1 6 33 193 GTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACG GTACCTGCCCGTGAGTGTAC CAGTCAGAGAAATACACTAGCACA 49 33 21 20 213 24 60,109 58,286 29,000 45,700 5,822,992 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 6 33 194 GTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACG GTACCTGCCCGTGAGTGTAC TCAGTCAGAGAAATACACTAGCACA 49 33 21 20 214 25 60,109 59,523 29,000 45,700 5,585,890 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 6 33 195 TGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGTGTACCTGCCCGTGAGTGTA TCAGTCAGAGAAATACACTAGCACA 50 33 20 20 214 25 60,540 59,523 29,000 45,700 6,017,078 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 146 GAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtGAGAAAGTGATCCAGAGTGGT TCAGTCAGAGAAATACACTAGCACA 0 33 69 21 214 25 57,029 59,523 41,600 45,700 9,448,190 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 146 AGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAAGAGAAAGTGATCCAGAGTGGT CAGTCAGAGAAATACACTAGCACA 0 33 68 22 213 24 58,484 58,286 41,600 45,700 9,229,609 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 147 AGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAAGAGAAAGTGATCCAGAGTGGT TCAGTCAGAGAAATACACTAGCACA 0 33 68 22 214 25 58,484 59,523 41,600 45,700 8,992,507 D 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 10 159 CCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGCCGTGAGTGTACGTGTGTCA AGCAAATAGAAGCACACAGGC 41 10 29 20 187 21 59,970 59,185 35,800 48,500 1,844,703 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 9 158 CCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGCCGTGAGTGTACGTGTGTCA GCAAATAGAAGCACACAGGCA 41 9 29 20 186 21 59,970 59,459 35,800 47,500 1,570,847 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 9 166 GTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACG GTACCTGCCCGTGAGTGTAC GCAAATAGAAGCACACAGGCA 49 9 21 20 186 21 60,109 59,459 29,000 47,500 1,650,092 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 118 GAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtGAGAAAGTGATCCAGAGTGGT GCAAATAGAAGCACACAGGCA 0 9 69 21 186 21 57,029 59,459 41,600 47,500 5,512,393 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 119 AGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAAGAGAAAGTGATCCAGAGTGGT GCAAATAGAAGCACACAGGCA 0 9 68 22 186 21 58,484 59,459 41,600 47,500 5,056,709 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:19755:25833 1 90 67 21 2 AC TGTGTGTGTGAATGCATGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 120 AGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAAGAGAAAGTGATCCAGAGTGGT AGCAAATAGAAGCACACAGGC 0 10 68 22 187 21 58,484 59,185 41,600 48,500 5,330,565 G 234 GTGTCTGtttttGTATCTGTGTACCTGCCCGTGAGTGTACgtgtgtCATCATGTACGACTGTTTGGTAGAGAAAGTGATCCAGAGTGGTtgtgtgtgtgAATGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGCTTATTTATGCCtgtgtgCTTCTATTTGCTTTTGTGCTAGTGTATTTCTCTGACTGAGCACATCAGTAAAAGTGATT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 1 31 177 TGTAGCTCTGACTCACTTAACCAAATATTAATGAGA TGTAGCTCTGACTCACTTAACCA ATGAGGGAGTGGCTGGGAAT 61 31 86 23 262 20 58,850 60,626 36,700 30,100 4,775,281 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 1 29 175 TGTAGCTCTGACTCACTTAACCAAATATTAATGAGA TGTAGCTCTGACTCACTTAACCA GAGGGAGTGGCTGGGAATTT 61 29 86 23 260 20 58,850 59,667 36,700 18,200 4,482,570 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 35 181 TGTAGCTCTGACTCACTTAACCAAATATTAATGAGA TGTAGCTCTGACTCACTTAACCA AGAGATGAGGGAGTGGCTGG 61 35 86 23 266 20 58,850 60,690 36,700 48,500 4,840,009 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 36 190 ACATACTATGTAGCTCTGACTCACTTAACCAAATATTACATACTATGTAGCTCTGACTCAC AAGAGATGAGGGAGTGGCTG 68 36 78 24 267 20 57,373 58,798 35,100 48,500 7,829,725 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 36 190 ACATACTATGTAGCTCTGACTCACTTAACCAAATATTACATACTATGTAGCTCTGACTCACT AAGAGATGAGGGAGTGGCTG 67 36 78 25 267 20 58,639 58,798 34,100 48,500 7,563,763 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2211:25236:6284 1 170 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 36 190 ACATACTATGTAGCTCTGACTCACTTAACCAAATATTACATACTATGTAGCTCTGACTCACTT AAGAGATGAGGGAGTGGCTG 66 36 78 26 267 20 59,169 58,798 31,600 48,500 8,033,683 F 267 GCTTTCAGTGCAGTAAACTAAAACTAAATGAATTTGGAAAATAATTAACATCCCTGTACAATAAATTAATCTTTAGTACATACTATGTAGCTCTGACTCACTTAACCAAATATTAATGAGAAATTATTTAAAATCAGCAACAGACCATTGCTTAtttttATTCAATTAAatatatatatatatatatatatatatatatatatatatatataaaaaaCATAatatatGTATGCATTGTATAAATTCCCAGCCACTCCCTCATCTCTT

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 2 132 GTCCAATATCAGAGAACCAGGGAGTtctctctctctctctGTCCAATATCAGAGAACCAGGGA CCGATGCTGCTGGACCAG 2 47 90 23 221 18 59,288 60,513 42,000 40,000 6,224,908 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 130 CCAATATCAGAGAACCAGGGAGTtctctctctctctctctcCCAATATCAGAGAACCAGGGAGT CCGATGCTGCTGGACCAG 0 47 92 23 221 18 59,286 60,513 38,500 40,000 6,226,968 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 0 139 CCAATATCAGAGAACCAGGGAGTtctctctctctctctctcCCAATATCAGAGAACCAGGGAGT TCTCCTTCGCCGATGCTG 0 56 92 23 230 18 59,286 59,504 38,500 44,100 6,210,105 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 57 200 TGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCA TGGCTCCTCATGACCTGTCT ACTCTACTCTCCTTCGCCGA 57 61 38 20 237 20 60,252 59,748 34,100 55,400 0.504900 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 55 198 GCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATC GCTCCTCATGACCTGTCTCC ACTCTACTCTCCTTCGCCGA 55 61 40 20 237 20 59,536 59,748 37,100 55,400 0.716099 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 44 187 CCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTC CCTGTCTCCTCCTTTCCACC ACTCTACTCTCCTTCGCCGA 44 61 51 20 237 20 59,384 59,748 46,100 55,400 0.868329 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 40 183 TCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGT TCTCCTCCTTTCCACCTCCA ACTCTACTCTCCTTCGCCGA 40 61 55 20 237 20 59,508 59,748 38,600 55,400 0.744302 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 57 197 TGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCA TGGCTCCTCATGACCTGTCT CTACTCTCCTTCGCCGATGC 57 58 38 20 234 20 60,252 60,318 34,100 39,100 0.570696 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:13504:2803 1 115 42 21 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 40 180 TCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGT TCTCCTCCTTTCCACCTCCA CTACTCTCCTTCGCCGATGC 40 58 55 20 234 20 59,508 60,318 38,600 39,100 0.810099 F 239 CACCTTcccccATTCCCTTAGGAGGAAAATACCTTAATGGCTCCTCATGACCTGTCTCCTCCTTTCCACCTCCATCACTAAGATTTCCAGTCCAATATCAGAGAACCAGGGAGTtctctctctctctctctctctctctctctctctctctctctcTGGAAATTCAAAACaaaaaCAGAAGaaaaaTACCTGGaaaaaCTCAGCTGGTCCAGCAGCATCGGCGAAGGAGAGTAGAGTTG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 72 246 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC ACTCACTGATGGACGTGTGT 92 72 6 20 251 20 60,034 58,959 53,600 37,200 1,074,735 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 69 243 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC CACTGATGGACGTGTGTTGG 92 69 6 20 248 20 60,034 59,132 53,600 37,700 0.901834 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 50 224 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC GAACCTTACACGCTGGCACC 92 50 6 20 229 20 60,034 61,575 53,600 50,100 1,608,791 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 79 256 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC GACATGACATACTCACTGATGGA 92 79 6 20 261 23 60,034 57,732 53,600 34,100 5,302,207 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 78 255 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC ACATGACATACTCACTGATGGAC 92 78 6 20 260 23 60,034 57,984 53,600 40,200 5,050,139 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 68 242 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC ACTGATGGACGTGTGTTGGA 92 68 6 20 247 20 60,034 59,244 53,600 35,300 0.790383 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 53 226 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC TGGAACCTTACACGCTGGC 92 53 6 20 231 19 60,034 60,302 53,600 48,500 1,336,280 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 52 225 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC GGAACCTTACACGCTGGCA 92 52 6 20 230 19 60,034 60,302 53,600 49,200 1,336,280 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 17 152 CCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACCCAGCATGTTTCTGATTCCTGG GGAACCTTACACGCTGGCA 17 52 79 22 230 19 59,574 60,302 44,500 49,200 3,728,215 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 78 256 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC GACATGACATACTCACTGATGGAC 92 78 6 20 261 24 60,034 58,953 53,600 40,200 5,080,618 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 63 220 CCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGC CCCGCACTAAACTCTCTCCC TGGACGTGTGTTGGAACCTT 75 63 23 20 242 20 59,824 59,746 43,000 35,000 0.429600 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 63 222 TGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTG TGCCCGCACTAAACTCTCTC TGGACGTGTGTTGGAACCTT 77 63 21 20 242 20 59,753 59,746 32,000 35,000 0.500245 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 63 237 ACCAGACCTGCTTTATGCCCGCACTAAActctctCCCT ACCAGACCTGCTTTATGCCC TGGACGTGTGTTGGAACCTT 92 63 6 20 242 20 60,034 59,746 53,600 35,000 0.287699 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 17 164 CCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACCCAGCATGTTTCTGATTCCTGG TGGACGTGTGTTGGAACCTT 17 63 79 22 242 20 59,574 59,746 44,500 35,000 2,679,634 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 135 TCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtg TCCTGGAATTTGCATTTCCACA GAACCTTACACGCTGGCACC 1 50 95 22 229 20 58,762 61,575 41,700 50,100 4,812,448 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 136 TCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtg TCCTGGAATTTGCATTTCCACA GGAACCTTACACGCTGGCA 1 52 95 22 230 19 58,762 60,302 41,700 49,200 4,539,938 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 137 TCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtg TCCTGGAATTTGCATTTCCACA TGGAACCTTACACGCTGGC 1 53 95 22 231 19 58,762 60,302 41,700 48,500 4,539,938 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 138 TCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtg TCCTGGAATTTGCATTTCCACA TTGGAACCTTACACGCTGGC 1 53 95 22 232 20 58,762 60,887 41,700 48,500 4,125,133 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 139 TTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgt TTCCTGGAATTTGCATTTCCACA TTGGAACCTTACACGCTGGC 1 53 94 23 232 20 59,355 60,887 41,700 48,500 4,532,599 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 139 TCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtg TCCTGGAATTTGCATTTCCACA GTTGGAACCTTACACGCTGG 1 54 95 22 233 20 58,762 59,128 41,700 48,500 4,110,134 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 161 TGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGTGTCCATCTCCAGCATGTTTCT GGAACCTTACACGCTGGCA 26 52 70 22 230 19 59,693 60,302 25,200 49,200 3,608,996 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 162 TGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGTGTCCATCTCCAGCATGTTTCT TGGAACCTTACACGCTGGC 26 53 70 22 231 19 59,693 60,302 25,200 48,500 3,608,996 B 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 173 TGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGTGTCCATCTCCAGCATGTTTCT TGGACGTGTGTTGGAACCTT 26 63 70 22 242 20 59,693 59,746 25,200 35,000 2,560,415 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2212:3833:18889 1 118 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 26 174 TGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGTGTCCATCTCCAGCATGTTTCT ATGGACGTGTGTTGGAACCT 26 64 70 22 243 20 59,693 59,528 25,200 35,000 2,779,275 F 268 TCATTACCAGACCTGCTTTATGCCCGCACTAAActctctCCCTTCGCTTTTGGAGTTGGCTAAAGTTAATGTCCATCTCCAGCATGTTTCTGATTCCTGGAATTTGCATTTCCACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGCTCGTTATTTTAtgtgtgCACTTGTGCTTTTGACtgtgtgTATATCTGGGTGCCAGCGTGTAAGGTTCCAacacacGTCCATCAGTGAGTATGTCATGTCtgtgtgG

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 22 177 TCAGTCCTTTAGGAGCTGCACTTTACagagagaggggg TCAGTCCTTTAGGAGCTGCAC CTGTAGCCCACCCGTGTC 22 54 7 21 183 18 59,724 59,735 45,700 36,700 3,541,215 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 22 164 TCAGTCCTTTAGGAGCTGCACTTTACagagagaggggg TCAGTCCTTTAGGAGCTGCAC GTGTCGCTCTCCCTGCTC 22 41 7 21 170 18 59,724 59,817 45,700 42,600 3,459,467 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 21 163 CAGTCCTTTAGGAGCTGCACTTTACagagagagggggg CAGTCCTTTAGGAGCTGCACT GTGTCGCTCTCCCTGCTC 21 41 8 21 170 18 59,722 59,817 44,000 42,600 3,460,603 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 8 138 GCTGCACTTTACagagagaggggggCGGGgagagagaga GCTGCACTTTACAGAGAGAGG CTGCTCGCCCTCTCCCTC 8 29 21 21 158 18 58,384 61,536 36,900 43,000 6,151,831 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 8 139 AGCTGCACTTTACagagagaggggggCGGGgagagagagAGCTGCACTTTACAGAGAGAGG CTGCTCGCCCTCTCCCTC 8 29 20 22 158 18 59,767 61,536 36,900 43,000 5,769,393 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:11596:19856 1 50 62 21 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 7 138 GCTGCACTTTACagagagaggggggCGGGgagagagaga GCTGCACTTTACAGAGAGAGGG CTGCTCGCCCTCTCCCTC 7 29 21 22 158 18 60,676 61,536 43,000 43,000 6,212,425 G 255 TCACTATCAGTCCTTTAGGAGCTGCACTTTACagagagaggggggCGGGgagagagagagagagagagagagagagagagagagagagagaggggggCGGGgagagagagagggggAggggggagagagagggggggggggAGGGAGAGGGCGAGCAGGGAGAGCGACACGGGTGGGCTACAgggggCGGGTCggggggggAgggggAGGggaggaggaGGGGCgagagagagagagaggggggCgagagagaga

ST‐E00142:460:H2K7HCCXY:6:2213:13291:40231 1 62 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 17 5 97 TCActctctGACTCActctctCACTCTCCctctctctctctctct TCACTCTCTGACTCACTCTCTCA TGAGAGAGTGAGAGTGGGAGA 6 5 33 23 129 21 59,674 59,011 32,700 37,100 5,315,143 F 152 tctctctctctctctctctctcActctctCAATCActctctGACTCActctctCACTCTCCctctctctctctctctctctctctctctctctctctctctctCACTTTCTCCCACTCTCActctctCAAtctctcACTCGTTATCTGTATC

ST‐E00142:460:H2K7HCCXY:6:2213:13291:40231 1 62 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 0 90 ctGACTCActctctCACTCTCCctctctctctctctctctctctct CTGACTCACTCTCTCACTCTCC TGAGAGAGTGAGAGTGGGAGA 0 5 40 22 129 21 58,990 59,011 37,100 37,100 4,998,569 F 152 tctctctctctctctctctctcActctctCAATCActctctGACTCActctctCACTCTCCctctctctctctctctctctctctctctctctctctctctctCACTTTCTCCCACTCTCActctctCAAtctctcACTCGTTATCTGTATC

ST‐E00142:460:H2K7HCCXY:6:2213:13291:40231 1 62 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 0 91 tctGACTCActctctCACTCTCCctctctctctctctctctctctc TCTGACTCACTCTCTCACTCTCC TGAGAGAGTGAGAGTGGGAGA 0 5 39 23 129 21 60,307 59,011 37,100 37,100 5,296,256 F 152 tctctctctctctctctctctcActctctCAATCActctctGACTCActctctCACTCTCCctctctctctctctctctctctctctctctctctctctctctCACTTTCTCCCACTCTCActctctCAAtctctcACTCGTTATCTGTATC

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 21 195 AGATTCGGTAGTGTATATGACTTGAATTCTACATTG AGATTCGGTAGTGTATATGACTTGA GCAGTGCCCGCTTGTTATTA 21 55 37 25 231 20 57,181 58,908 30,200 0.9800 8,910,535 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 1 141 AGATTCGGTAGTGTATATGACTTGAATTCTACATTG AGATTCGGTAGTGTATATGACTTGA CCATTGCCTGGCTTCCATTG 21 1 37 25 177 20 57,181 59,823 30,200 28,200 7,996,139 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 21 196 AGATTCGGTAGTGTATATGACTTGAATTCTACATTG AGATTCGGTAGTGTATATGACTTGA TGCAGTGCCCGCTTGTTAT 21 57 37 25 232 19 57,181 60,303 30,200 18,900 9,122,233 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 21 196 AGATTCGGTAGTGTATATGACTTGAATTCTACATTG AGATTCGGTAGTGTATATGACTTGA TGCAGTGCCCGCTTGTTATT 21 56 37 25 232 20 57,181 60,893 30,200 14,000 8,712,267 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 1 137 TCGGTAGTGTATATGACTTGAATTCTACATTGTGAA TCGGTAGTGTATATGACTTGAATTCT CCATTGCCTGGCTTCCATTG 16 1 41 26 177 20 57,766 59,823 24,000 28,200 8,411,277 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 1 138 TTCGGTAGTGTATATGACTTGAATTCTACATTGTGA TTCGGTAGTGTATATGACTTGAATTCT CCATTGCCTGGCTTCCATTG 16 1 40 27 177 20 58,307 59,823 24,000 28,200 8,869,852 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 1 141 AGATTCGGTAGTGTATATGACTTGAATTCTACATTG AGATTCGGTAGTGTATATGACTTGAA CCATTGCCTGGCTTCCATTG 20 1 37 26 177 20 57,766 59,823 26,900 28,200 8,411,277 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 138 TTCGGTAGTGTATATGACTTGAATTCTACATTGTGA TTCGGTAGTGTATATGACTTGAATTC CCATTGCCTGGCTTCCATTG 17 1 40 26 177 20 57,133 59,823 21,700 28,200 9,044,253 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:15909:7568 1 83 74 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 177 GCACAATATAATTCAACATGGATGACTTTGAAAAGTGCACAATATAATTCAACATGGATGACT CCATTGCCTGGCTTCCATTG 55 1 1 27 177 20 58,645 59,823 34,100 28,200 8,532,310 D 243 GCACAATATAATTCAACATGGATGACTTTGAAAAGTAGATTCGGTAGTGTATATGACTTGAATTCTACATTGTGAATGTGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACgtgtgtgtgtgtgtTtgtgtgtgtgtgTCAATGGAAGCCAGGCAATGGCAATATTTCATTTGAAATTAAAAGGAGAAGAAAATAATAACAAGCGGGCACTGCACCTTAAAATTA

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 1 1 10 2 190 CGCATGAacacacacGCGTGcacacacacacacaCGCAC CGCATGAACACACACGCG CCTTTGGAGTGTACAATATTCTGAGAA 2 45 28 18 217 27 60,497 59,176 60,100 28,700 10,321,708 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 0 0 10 2 190 CGCATGAacacacacGCGTGcacacacacacacaCGCAC CGCATGAACACACACGCG CCTTTGGAGTGTACAATATTCTGAGA 2 46 28 18 217 26 60,497 58,669 60,100 32,700 9,828,445 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 0 0 10 2 190 CGCATGAacacacacGCGTGcacacacacacacaCGCAC CGCATGAACACACACGCG CCTTTGGAGTGTACAATATTCTGAG 2 47 28 18 217 25 60,497 57,455 60,100 33,500 10,042,781 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 0 0 10 1 189 GCATGAacacacacGCGTGcacacacacacacaCGCACT GCATGAACACACACGCGT CCTTTGGAGTGTACAATATTCTGAGA 1 46 29 18 217 26 59,369 58,669 60,100 32,700 9,962,454 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 0 0 10 1 189 GCATGAacacacacGCGTGcacacacacacacaCGCACT GCATGAACACACACGCGT CCTTTGGAGTGTACAATATTCTGAGAA 1 45 29 18 217 27 59,369 59,176 60,100 28,700 10,455,717 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:17117:59833 1 48 98 21 3 AC CACACACACACACACGCACTCACACACACACACACANA 0 0 10 1 189 GCATGAacacacacGCGTGcacacacacacacaCGCACT GCATGAACACACACGCGT CCTTTGGAGTGTACAATATTCTGAG 1 47 29 18 217 25 59,369 57,455 60,100 33,500 10,176,789 G 217 ACGCGcacacacaCGcacacacacacaCGCATGAacacacacGCGTGcacacacacacacaCGCACTcacacacacacacacaCGcacacaTACGcacacacacacacacacacacacacacacacacacacacacaCGcacacaCGCATGTACAAAACAAGGATGGAGAATCTTAAATTATAACATTCATTCTCAGAATATTGTACACTCCAAAGG

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 1 90 TTGCTTATTGTCCTACACTCGCACGCGcacacacacac TTGCTTATTGTCCTACACTCGC GAAGAGGCAAGTAACCACGC 5 1 47 22 136 20 58,741 59,203 50,300 53,400 4,055,991 A 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 90 TTGCTTATTGTCCTACACTCGCACGCGcacacacacac TTGCTTATTGTCCTACACTCGCA GAAGAGGCAAGTAACCACGC 4 1 47 23 136 20 60,306 59,203 51,000 53,400 4,103,360 A 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 1 90 TGCTTATTGTCCTACACTCGCACGCGcacacacacaca TGCTTATTGTCCTACACTCGCA AGAAGAGGCAAGTAACCACGC 4 1 48 22 137 21 59,767 60,608 51,000 53,400 3,840,979 A 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 80 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 15 1 125 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC CGAGACAAGAGGCAAGAAACC 1 3 53 20 177 21 60,736 59,199 53,400 32,700 2,537,503 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 80 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 121 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC ACAAGAGGCAAGAAACCACG 1 0 53 20 173 20 60,736 58,691 53,400 49,400 2,045,323 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 80 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 122 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC GACAAGAGGCAAGAAACCACG 1 0 53 20 174 21 60,736 59,736 53,400 49,400 2,000,613 D 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 148 21 4 AC CACACACACACACACACACACACACACACACACACANA 0 1 10 1 201 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC TGTGCATGTGTGACGAGAGG 1 12 53 20 253 20 60,736 60,320 53,400 36,900 1,056,138 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 148 21 4 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 203 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC TGTGTGCATGTGTGACGAGA 1 14 53 20 255 20 60,736 59,896 53,400 40,400 0.840262 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 148 21 4 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 1 189 TTGTCCTACACTCGCACGCGcacacacacacacacacacaTTGTCCTACACTCGCACGC GACGAGAGGCAGGAAACCAC 1 1 54 19 242 20 60,372 60,671 53,400 41,600 2,043,354 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2213:31243:71225 1 74 148 21 4 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 1 190 ATTGTCCTACACTCGCACGCGcacacacacacacacaca ATTGTCCTACACTCGCACGC GACGAGAGGCAGGAAACCAC 1 1 53 20 242 20 60,736 60,671 53,400 41,600 1,407,179 G 255 CTTGCCTCTTATCTGTCTCTcacacacacacacaAtgtgtgGTTACTTGCTTATTGTCCTACACTCGCACGCGcacacacacacacacacacacacacacacacacacacacacaCGCGTGGTTACTTGCCTCTTCTCTcacacacacacacaCGTGGTTTCTTGCCTCTTGTCTCGcacacacacaCGCGTGGTTTCTTGACTCCTGTcacacacacacaCGTGGTTTCCTGCCTCTCGTcacacaTGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 45 204 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCG TGATGCATGTGTTTCACCAAGA GCAGAGGATCACACGGATACA 45 55 1 22 204 21 58,779 59,591 30,200 22,900 4,630,004 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 43 201 TGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTGCATGTGTTTCACCAAGAGA GCAGAGGATCACACGGATACA 43 55 4 21 204 21 58,070 59,591 31,000 22,900 4,338,705 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 43 202 TGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTGCATGTGTTTCACCAAGAGA TGCAGAGGATCACACGGATAC 43 56 4 21 205 21 58,070 59,591 31,000 22,400 4,338,705 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 172 TGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtg TGCGTTTGTATGTGTTTCTCTGG TGCAGAGGATCACACGGAT 11 58 34 23 205 19 59,750 58,404 38,600 41,800 5,845,358 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 116 TGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtg TGCGTTTGTATGTGTTTCTCTGG GATGCACGGCCAAATAGACA 11 1 34 23 149 20 59,750 58,621 38,600 34,100 4,628,330 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 115 TGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtg TGCGTTTGTATGTGTTTCTCTGG ATGCACGGCCAAATAGACAA 11 0 34 23 148 20 59,750 58,167 38,600 31,800 5,082,683 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 0 116 TGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtg TGCGTTTGTATGTGTTTCTCTGG GATGCACGGCCAAATAGACAA 11 0 34 23 149 21 59,750 59,257 38,600 31,800 4,992,630 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 11 171 GCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgGCGTTTGTATGTGTTTCTCTGG TGCAGAGGATCACACGGAT 11 58 35 22 205 19 58,190 58,404 38,600 41,800 6,405,931 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 12 173 GTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtGTGCGTTTGTATGTGTTTCTCTG TGCAGAGGATCACACGGAT 12 58 33 23 205 19 58,789 58,404 33,500 41,800 6,806,947 D 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 110 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT CACAGATGCACGGCCAAATAG 3 4 44 21 153 21 59,719 59,935 37,200 17,300 2,345,215 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 111 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT ACACAGATGCACGGCCAAAT 3 6 44 21 154 20 59,719 60,895 37,200 23,200 2,175,810 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 115 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT ATACACACAGATGCACGGCC 3 10 44 21 158 20 59,719 60,744 37,200 61,300 2,025,123 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 161 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT GCAGAGGATCACACGGATACA 3 55 44 21 204 21 59,719 59,591 37,200 22,900 2,689,774 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 162 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT TGCAGAGGATCACACGGATA 3 57 44 21 205 20 59,719 58,225 37,200 25,900 3,056,095 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:13809:20419 1 68 61 21 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 3 162 TGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgTGTGTTTCTCTGGGTGTGTGT TGCAGAGGATCACACGGATAC 3 56 44 21 205 21 59,719 59,591 37,200 22,400 2,689,774 G 205 TGATGCATGTGTTTCACCAAGAGATGGtttttGTGCGTTTGTATGTGTTTCTCTGGgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCgtgtgtgtgtgtgtTTGTCTATTTGGCCGTGCATCtgtgtgTATTTGTGAGTTTGTCTGAGTGTGAgtgtgtATCCGTGTGATCCTCTGCA

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 0 116 AAGGTTTACTGTGCGCCTcccccAACCACcacacacacaAAGGTTTACTGTGCGCCTCC GTGTGTGATTTGTGACTGTCTC 9 0 137 20 252 22 60,606 57,541 43,000 33,600 5,064,540 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 118 TGAAGGTTTACTGTGCGCCTcccccAACCACcacacac TGAAGGTTTACTGTGCGCCT GTGTGTGATTTGTGACTGTCTC 11 0 135 20 252 22 59,892 57,541 55,200 33,600 4,566,782 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 119 CTGAAGGTTTACTGTGCGCCTcccccAACCACcacaca CTGAAGGTTTACTGTGCGCC GTGTGTGATTTGTGACTGTCTC 12 0 134 20 252 22 59,483 57,541 65,300 33,600 4,976,267 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 156 ggAGATAGGGAAATCACCTCCATCATTTACAAAGCAGGAGATAGGGAAATCACCTCCAT GTGTGTGATTTGTGACTGTCTC 46 0 97 23 252 22 59,087 57,541 34,100 33,600 8,372,114 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 156 ggAGATAGGGAAATCACCTCCATCATTTACAAAGCAGGAGATAGGGAAATCACCTCCA GTGTGTGATTTGTGACTGTCTC 47 0 97 22 252 22 58,682 57,541 38,600 33,600 7,777,264 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 157 gggAGATAGGGAAATCACCTCCATCATTTACAAAGC GGGAGATAGGGAAATCACCTCC GTGTGTGATTTGTGACTGTCTC 48 0 96 22 252 22 59,360 57,541 43,000 33,600 7,099,283 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 211 TCATGGTTTCAACTGGTGCAAAAGCAAACCAATGA TCATGGTTTCAACTGGTGCA GTGTGTGATTTGTGACTGTCTC 104 0 42 20 252 22 57,936 57,541 45,700 33,600 6,523,385 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 212 CTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGACTCATGGTTTCAACTGGTGCA GTGTGTGATTTGTGACTGTCTC 104 0 41 21 252 22 59,044 57,541 45,700 33,600 6,414,729 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 213 TCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGTCTCATGGTTTCAACTGGTGC GTGTGTGATTTGTGACTGTCTC 105 0 40 21 252 22 58,770 57,541 50,100 33,600 6,688,743 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 251 CCAAATCAACCCTGCACAGTTAAAGATGTGAAGTG CCAAATCAACCCTGCACAGT GTGTGTGATTTGTGACTGTCTC 144 0 2 20 252 22 58,669 57,541 35,500 33,600 5,790,165 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGTCCAAATCAACCCTGCACAGT GTGTGTGATTTGTGACTGTCTC 144 0 1 21 252 22 60,134 57,541 35,500 33,600 5,592,464 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:20456:46912 1 166 65 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 0 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGTCCAAATCAACCCTGCACAG GTGTGTGATTTGTGACTGTCTC 145 0 1 20 252 22 58,380 57,541 36,600 33,600 6,078,605 G 252 TCCAAATCAACCCTGCACAGTTAAAGATGTGAAGTGACTTCTCATGGTTTCAACTGGTGCAAAAGCAAACCAATGAGAAATGTTTgggggCgggggggAGATAGGGAAATCACCTCCATCATTTACAAAGCATCTGAAGGTTTACTGTGCGCCTcccccAACCACcacacacacacacacacacacacacacacacacacacacacaTAGATaaaaaTcacacacacacaGAGACAGTCACAAATcacacaC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 12 0 140 TGGAGTGACAGgagagaGCAacacacacacacacacaca TGGAGTGACAGGAGAGAGCA ATGTCACTCTCTGCGTGTGC 0 21 79 20 218 20 59,887 60,669 42,600 45,700 0.781896 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 8 143 GGGAGCAacacacacATGGAGTGACAGgagagaGCAaGGGAGCAACACACACATGGA CGTGTGCGTGTTGCTATCTC 16 8 63 20 205 20 60,537 59,633 34,100 27,500 0.904014 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 8 144 AGGGAGCAacacacacATGGAGTGACAGgagagaGCAAGGGAGCAACACACACATGG CGTGTGCGTGTTGCTATCTC 17 8 62 20 205 20 60,538 59,633 36,600 27,500 0.904929 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 8 200 agagCAacacacATGCAGAGATTGACAGGAGAGTGCAAGAGCAACACACATGCAGAGA CGTGTGCGTGTTGCTATCTC 72 8 6 21 205 20 59,929 59,633 31,000 27,500 1,438,099 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 0 127 TGGAGTGACAGgagagaGCAacacacacacacacacaca TGGAGTGACAGGAGAGAGCA CGTGTGCGTGTTGCTATCTC 0 8 79 20 205 20 59,887 59,633 42,600 27,500 0.480061 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 8 202 agagagCAacacacATGCAGAGATTGACAGGAGAGTGAGAGAGCAACACACATGCAGA CGTGTGCGTGTTGCTATCTC 74 8 4 21 205 20 59,929 59,633 42,600 27,500 1,438,099 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 8 187 TGCAGAGATTGACAGGAGAGTGCAacacacATACACTGCAGAGATTGACAGGAGAGTG CGTGTGCGTGTTGCTATCTC 58 8 19 22 205 20 59,767 59,633 35,100 27,500 2,600,057 D 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 0 125 TGGAGTGACAGgagagaGCAacacacacacacacacaca TGGAGTGACAGGAGAGAGCA TGTGCGTGTTGCTATCTCCT 0 6 79 20 203 20 59,887 59,392 42,600 36,900 0.721320 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 0 126 TGGAGTGACAGgagagaGCAacacacacacacacacaca TGGAGTGACAGGAGAGAGCA GTGTGCGTGTTGCTATCTCC 0 7 79 20 204 20 59,887 59,278 42,600 37,100 0.834907 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 21 191 TGACAGGAGAGTGCAacacacATACACTGACAGCAGTGACAGGAGAGTGCAACACA ATGTCACTCTCTGCGTGTGC 51 21 28 20 218 20 59,170 60,669 37,200 45,700 1,498,697 G 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 8 185 CAGAGATTGACAGGAGAGTGCAacacacATACACTGCAGAGATTGACAGGAGAGTGCA CGTGTGCGTGTTGCTATCTC 56 8 21 22 205 20 59,767 59,633 45,700 27,500 2,600,057 D 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:32410:62593 1 99 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 6 183 CAGAGATTGACAGGAGAGTGCAacacacATACACTGCAGAGATTGACAGGAGAGTGCA TGTGCGTGTTGCTATCTCCT 56 6 21 22 203 20 59,767 59,392 45,700 36,900 2,841,315 D 237 AGTagagagCAacacacATGCAGAGATTGACAGGAGAGTGCAacacacATACACTGACAGCAGGGAGCAacacacacATGGAGTGACAGgagagaGCAacacacacacacacacacacacacacacacacacacacacacAGAGAATGACAGCagagagCAacacacacacacacacAGTGTCAGGAGATAGCAACACGCACACGCagagagTGACATGAGAGTGCAacacacAAAC

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 33 199 AAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGAAATTCTGCTTGGGCTGCTG TGCTGTCAGAAAGAGAAAGGGT 54 33 21 20 219 22 59,393 59,560 44,100 43,400 3,046,111 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 33 201 TGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGAAATTCTGCTTGGGCTGC TGCTGTCAGAAAGAGAAAGGGT 56 33 19 20 219 22 59,395 59,560 52,500 43,400 3,044,085 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 22 190 TGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGAAATTCTGCTTGGGCTGC AGAGAAAGGGTTGCTGTTTCCT 56 22 19 20 208 22 59,395 59,824 52,500 33,600 2,780,293 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 158 TGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGATGAGCTTTCGTGGCAGGAAT AGGGTTGCTGTTTCCTGTGT 30 18 45 20 202 20 59,963 59,741 30,100 37,200 0.295506 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 159 ATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGATGAGCTTTCGTGGCAGGAA AGGGTTGCTGTTTCCTGTGT 31 18 44 20 202 20 59,963 59,741 33,600 37,200 0.295506 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 167 TGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAG TGCTGGTGATGAGCTTTCGT AGGGTTGCTGTTTCCTGTGT 39 18 36 20 202 20 59,965 59,741 38,500 37,200 0.294091 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 6 136 AAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgt AAAGTTTCACATGAATGCTGCA AGGGTTGCTGTTTCCTGTGT 6 18 67 22 202 20 57,675 59,741 44,100 37,200 4,583,802 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 135 AAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtG AAGTTTCACATGAATGCTGCAT AGGGTTGCTGTTTCCTGTGT 5 18 68 22 202 20 57,469 59,741 39,600 37,200 4,789,485 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2214:8765:56370 1 95 70 21 2 AC GTGTGTGTGTGAATGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 5 136 AAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgt AAAGTTTCACATGAATGCTGCAT AGGGTTGCTGTTTCCTGTGT 5 18 67 23 202 20 58,110 59,741 39,600 37,200 5,148,862 D 247 ACTTGCAACCCCTCAGGTTGAAATTCTGCTTGGGCTGCTGGTGATGAGCTTTCGTGGCAGGAATTAAAAGTTTCACATGAATGCTGCATAGCGCgtgtgtgtgtGAAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtGCgtgtgtGAGTGGGAGATAAGACCAACACAGGAAACAGCAACCCTTTCTCTTTCTGACAGCAGAGTAACTGTGACTCTTAACCTTTGAAT

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 11 0 138 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA GCCAGACAACACAAGCACAG 0 55 2 21 139 20 58,984 59,970 24,100 36,600 2,045,421 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 0 142 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA CATGGCCAGACAACACAAGC 0 59 2 21 143 20 58,984 60,039 24,100 40,100 2,054,479 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 94 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA TAGTCAACCCACACGCAGAC 0 11 2 21 95 20 58,984 59,967 24,100 35,100 2,048,539 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 139 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtg TGTGTGTCGGTTTGGGTTAAC GCCAGACAACACAAGCACAG 1 55 1 21 139 20 58,984 59,970 20,100 36,600 2,045,421 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 143 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtg TGTGTGTCGGTTTGGGTTAAC CATGGCCAGACAACACAAGC 1 59 1 21 143 20 58,984 60,039 20,100 40,100 2,054,479 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 197 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA CCCAGATAACCCACACCCAG 0 114 2 21 198 20 58,984 59,744 24,100 44,500 2,271,477 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 1 214 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtg TGTGTGTCGGTTTGGGTTAAC ACACAGTTAAACCACGCCCA 1 130 1 21 214 20 58,984 60,107 20,100 53,600 2,122,703 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 213 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA ACACAGTTAAACCACGCCCA 0 130 2 21 214 20 58,984 60,107 24,100 53,600 2,122,703 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:15158:7181 1 23 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 0 188 gtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgt GTGTGTCGGTTTGGGTTAACA CCCACACCCAGACACACAAA 0 105 2 21 189 20 58,984 60,395 24,100 28,300 2,410,623 F 234 tgtgtgTCGGTTTGGGTTAACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAACTAtgtgtgTCTGCGTGTGGGTTGACTAtgtgtgtgTCTGGGTGTGGGCTAACTGTGCTTGTGTTGTCTGGCCATGGGTTGTCTGGGTGTGGTATAACTGTGTTtgtgtgTCTGGGTGTGGGTTATCTGGGCGTGGTTTAACtgtgtgTATGTCTCGTtgtgtgTTC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 1 12 14 143 acaCTCACGcacacacaTCTACAATCAGATacacacCAC ACACTCACGCACACACATCT GCTTGTGTGTATGTAATTGATTGTCT 32 14 116 20 258 26 59,895 58,470 29,000 34,100 7,634,865 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 0 12 13 143 acaCTCACGcacacacaTCTACAATCAGATacacacCAC ACACTCACGCACACACATCT GCTTGTGTGTATGTAATTGATTGTCTG 32 13 116 20 258 27 59,895 59,517 29,000 35,100 7,587,598 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 0 12 4 132 acaCTCACGcacacacaTCTACAATCAGATacacacCAC ACACTCACGCACACACATCT TGTAATTGATTGTCTGTTCATGTGT 32 4 116 20 247 25 59,895 57,491 29,000 37,200 7,613,996 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 0 14 13 144 cacaCTCACGcacacacaTCTACAATCAGATacacacCA CACACTCACGCACACACATC GCTTGTGTGTATGTAATTGATTGTCTG 33 13 115 20 258 27 59,767 59,517 30,600 35,100 7,715,817 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 0 14 4 133 cacaCTCACGcacacacaTCTACAATCAGATacacacCA CACACTCACGCACACACATC TGTAATTGATTGTCTGTTCATGTGT 33 4 115 20 247 25 59,767 57,491 30,600 37,200 7,742,214 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 168 51 21 1.5 AC CACACACAAACACACACACACACACACACACACACANA 0 0 16 4 134 acacaCTCACGcacacacaTCTACAATCAGATacacacCAACACACTCACGCACACACAT TGTAATTGATTGTCTGTTCATGTGT 34 4 114 20 247 25 60,462 57,491 32,100 37,200 7,971,011 F 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 1 8 3 183 TGCACTCATCTACTCCCTCaaaaaaacacacacacacaca TGCACTCATCTACTCCCTCA TGTAATTGATTGTCTGTTCATGTGTT 5 3 65 20 247 26 57,468 58,060 38,600 33,200 10,472,032 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 9 4 183 TGCACTCATCTACTCCCTCaaaaaaacacacacacacaca TGCACTCATCTACTCCCTCAA TGTAATTGATTGTCTGTTCATGTGT 4 4 65 21 247 25 58,180 57,491 30,200 37,200 10,329,319 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 9 4 183 TGCACTCATCTACTCCCTCaaaaaaacacacacacacaca TGCACTCATCTACTCCCTCA TGTAATTGATTGTCTGTTCATGTGT 5 4 65 20 247 25 57,468 57,491 38,600 37,200 10,041,390 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 9 4 210 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA TGTAATTGATTGTCTGTTCATGTGT 31 4 38 21 247 25 59,575 57,491 39,100 37,200 8,934,207 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 9 4 246 TCAAACAGATTCACATTCAGACACTAAAAGTCCATC TCAAACAGATTCACATTCAGACACT TGTAATTGATTGTCTGTTCATGTGT 63 4 2 25 247 25 58,942 57,491 35,500 37,200 13,566,674 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 10 14 221 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA GCTTGTGTGTATGTAATTGATTGTCT 31 14 38 21 258 26 59,575 58,470 39,100 34,100 8,955,076 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 10 14 257 TCAAACAGATTCACATTCAGACACTAAAAGTCCATC TCAAACAGATTCACATTCAGACACT GCTTGTGTGTATGTAATTGATTGTCT 63 14 2 25 258 26 58,942 58,470 35,500 34,100 13,587,543 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 11 13 221 ACCCAGAAACATCCTCAAGCAGATTAATGCACTCATACCCAGAAACATCCTCAAGCA GCTTGTGTGTATGTAATTGATTGTCTG 31 13 38 21 258 27 59,575 59,517 39,100 35,100 8,907,809 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:26250:2135 1 90 129 21 2 AC ACACACACACACACACAGTTGCACACACACTCACGCNA 0 0 11 13 257 TCAAACAGATTCACATTCAGACACTAAAAGTCCATC TCAAACAGATTCACATTCAGACACT GCTTGTGTGTATGTAATTGATTGTCTG 63 13 2 25 258 27 58,942 59,517 35,500 35,100 13,540,276 G 258 CTCAAACAGATTCACATTCAGACACTAAAAGTCCATCACCCAGAAACATCCTCAAGCAGATTAATGCACTCATCTACTCCCTCaaaaaaacacacacacacacacAGTTGcacacacaCTCACGcacacacaTCTACAATCAGATacacacCACCATCCCCTCAAACcacacacaAacacacacacacacacacacacacacacacacacacacacacATAAACACATGAACAGACAATCAATTACATacacacAAGC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 70 240 TTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTCATG ACAAACGGAGCCAATGTCCT 82 70 2 26 241 20 59,962 59,890 30,700 38,500 6,148,647 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 38 193 AGAATCCAAAGCTAACTCCCTGTTTAATACACGCCA AGAATCCAAAGCTAACTCCCTGT ACAAACGGAGCCAATGTCCT 38 70 49 23 241 20 59,411 59,890 40,000 38,500 3,699,774 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 70 240 TTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTCAT ACAAACGGAGCCAATGTCCT 83 70 2 25 241 20 58,880 59,890 25,700 38,500 6,230,022 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 70 234 TGGTGTTACAAGACTTCATGGGGTACAAAATATAATTGGTGTTACAAGACTTCATGGG ACAAACGGAGCCAATGTCCT 80 70 8 22 241 20 58,250 59,890 40,000 38,500 3,860,857 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 70 240 TTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTCA ACAAACGGAGCCAATGTCCT 84 70 2 24 241 20 58,507 59,890 30,200 38,500 5,603,381 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 142 AGAATCCAAAGCTAACTCCCTGTTTAATACACGCCA AGAATCCAAAGCTAACTCCCTGT ACCAGCAGGGCCAACAAC 38 21 49 23 190 18 59,411 60,522 40,000 33,200 6,110,996 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 183 TGGTGTTACAAGACTTCATGGGGTACAAAATATAATTGGTGTTACAAGACTTCATGGG ACCAGCAGGGCCAACAAC 80 21 8 22 190 18 58,250 60,522 40,000 33,200 6,272,079 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 190 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTCAT ACCAGCAGGGCCAACAAC 83 21 1 26 190 18 59,227 60,522 25,700 33,200 9,294,424 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 190 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTC ACCAGCAGGGCCAACAAC 85 21 1 24 190 18 57,380 60,522 30,100 33,200 9,141,508 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 21 190 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATTTCAGTGGTGTTACAAGACTTCA ACCAGCAGGGCCAACAAC 84 21 1 25 190 18 58,880 60,522 30,200 33,200 8,641,243 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 70 235 GTGGTGTTACAAGACTTCATGGGGTACAAAATATA GTGGTGTTACAAGACTTCATGGG ACAAACGGAGCCAATGTCCT 80 70 7 23 241 20 59,498 59,890 40,000 38,500 3,612,697 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 21 184 GTGGTGTTACAAGACTTCATGGGGTACAAAATATA GTGGTGTTACAAGACTTCATGGG ACCAGCAGGGCCAACAAC 80 21 7 23 190 18 59,498 60,522 40,000 33,200 6,023,919 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 109 CCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtg CCACTGTGCTGCCTCCTTT ACCAGCAGGGCCAACAAC 9 21 82 19 190 18 60,228 60,522 31,100 33,200 3,750,075 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 9 160 CCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtg CCACTGTGCTGCCTCCTTT ACAAACGGAGCCAATGTCCT 9 70 82 19 241 20 60,228 59,890 31,100 38,500 1,338,853 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 7 107 ACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgt ACTGTGCTGCCTCCTTTGG ACCAGCAGGGCCAACAAC 7 21 84 19 190 18 60,228 60,522 32,800 33,200 3,750,075 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 7 158 ACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgt ACTGTGCTGCCTCCTTTGG ACAAACGGAGCCAATGTCCT 7 70 84 19 241 20 60,228 59,890 32,800 38,500 1,338,853 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 6 106 CTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtg CTGTGCTGCCTCCTTTGGT ACCAGCAGGGCCAACAAC 6 21 85 19 190 18 60,228 60,522 36,700 33,200 3,750,075 B 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 6 157 CTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtg CTGTGCTGCCTCCTTTGGT ACAAACGGAGCCAATGTCCT 6 70 85 19 241 20 60,228 59,890 36,700 38,500 1,338,853 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 9 99 CCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtg CCACTGTGCTGCCTCCTTT CCAACAACACCACCACCTCA 9 9 82 19 180 20 60,228 60,395 31,100 38,600 1,623,403 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 7 97 ACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgt ACTGTGCTGCCTCCTTTGG CCAACAACACCACCACCTCA 7 9 84 19 180 20 60,228 60,395 32,800 38,600 1,623,403 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2215:30076:19592 1 110 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 6 96 CTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtg CTGTGCTGCCTCCTTTGGT CCAACAACACCACCACCTCA 6 9 85 19 180 20 60,228 60,395 36,700 38,600 1,623,403 F 260 ATTTCAGTGGTGTTACAAGACTTCATGGGGTACAAAATATAATTTTGTAGAATCCAAAGCTAACTCCCTGTTTAATACACGCCACTGTGCTGCCTCCTTTGGTGCCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTGGACGGGGTGAggtggtggtGTTGTTGGCCCTGCTGGTgggggTGGTGTCATGGCCTGCAATGGTTTCTAGGACATTGGCTCCGTTTGTATGACTATGTCAGCCTATC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 71 84 21 2 AG AGAGAGATAGAGAGAGAGAGAGAGAGAGAGAGA NA 1 1 13 2 135 CACTGCCGGGAGATAGAGATAAagagagATagagagaCACTGCCGGGAGATAGAGAT CCTCTCTGTCTCTCTCTACCC 2 8 49 20 183 21 58,373 57,791 27,500 36,900 4,835,434 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 71 84 21 2 AG AGAGAGATAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 14 2 136 CACTGCCGGGAGATAGAGATAAagagagATagagagaCACTGCCGGGAGATAGAGAT CCCTCTCTGTCTCTCTCTACCC 2 8 49 20 184 22 58,373 60,159 27,500 36,900 3,785,353 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 71 84 21 2 AG AGAGAGATAGAGAGAGAGAGAGAGAGAGAGAGA NA 0 0 15 2 136 CACTGCCGGGAGATAGAGATAAagagagATagagagaCACTGCCGGGAGATAGAGAT CCCTCTCTGTCTCTCTCTACC 2 9 49 20 184 21 58,373 57,791 27,500 31,800 4,835,434 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 35 120 21 3 AG GAGAGAGAGAGAGACACTGCCGGGAGATAGAGATNA 0 1 13 0 173 CAGACGTACagagagagATAACAGgagagagagagagaCCAGACGTACAGAGAGAGATAACAG CCTCTCTGTCTCTCTCTACCC 0 8 11 24 183 21 57,957 57,791 31,600 36,900 9,252,075 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 35 120 21 3 AG GAGAGAGAGAGAGACACTGCCGGGAGATAGAGATNA 0 0 14 0 174 CAGACGTACagagagagATAACAGgagagagagagagaCCAGACGTACAGAGAGAGATAACAG CCCTCTCTGTCTCTCTCTACCC 0 8 11 24 184 22 57,957 60,159 31,600 36,900 8,201,994 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:13362:26747 1 35 120 21 3 AG GAGAGAGAGAGAGACACTGCCGGGAGATAGAGATNA 0 0 15 0 174 CAGACGTACagagagagATAACAGgagagagagagagaCCAGACGTACAGAGAGAGATAACAG CCCTCTCTGTCTCTCTCTACC 0 9 11 24 184 21 57,957 57,791 31,600 31,800 9,252,075 G 195 gagagagagaCAGACGTACagagagagATAACAGgagagagagagagaCACTGCCGGGAGATAGAGATAAagagagATagagagagagagagagagagagagagagagagagagagagagACGTACagagagACAGAGACagagagagagagagaaaaaGAGGGGTagagagagACagagagGGGCAACAGATAC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 43 243 ACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGACTTGATGGACCGAATGGCC TAAGCTGGCAGATCACAGGC 43 118 21 20 263 20 60,394 60,108 53,600 48,500 0.501860 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 42 189 CTTGATGGACCGAATGGCCTACTTCTGCTCCTACGT CTTGATGGACCGAATGGCCT TCCATGATGCTCACTTTGCCT 42 64 22 20 210 21 60,107 59,995 51,900 47,500 1,112,114 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 42 219 CTTGATGGACCGAATGGCCTACTTCTGCTCCTACGT CTTGATGGACCGAATGGCCT GCCCAAAGAAACTCCCACCT 42 95 22 20 240 20 60,107 60,179 51,900 40,000 0.285978 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 42 222 CTTGATGGACCGAATGGCCTACTTCTGCTCCTACGT CTTGATGGACCGAATGGCCT CTGGCCCAAAGAAACTCCCA 42 98 22 20 243 20 60,107 60,179 51,900 43,700 0.285981 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 42 242 CTTGATGGACCGAATGGCCTACTTCTGCTCCTACGT CTTGATGGACCGAATGGCCT TAAGCTGGCAGATCACAGGC 42 118 22 20 263 20 60,107 60,108 51,900 48,500 0.214525 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 40 240 TGATGGACCGAATGGCCTACTTCTGCTCCTACGTCT TGATGGACCGAATGGCCTAC TAAGCTGGCAGATCACAGGC 40 118 24 20 263 20 59,532 60,108 31,800 48,500 0.575734 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 34 181 ACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCACCGAATGGCCTACTTCTGC TCCATGATGCTCACTTTGCCT 34 64 30 20 210 21 60,108 59,995 42,600 47,500 1,112,751 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 34 234 ACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCACCGAATGGCCTACTTCTGC TAAGCTGGCAGATCACAGGC 34 118 30 20 263 20 60,108 60,108 42,600 48,500 0.215163 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 33 180 CCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTCCGAATGGCCTACTTCTGCT TCCATGATGCTCACTTTGCCT 33 64 31 20 210 21 59,821 59,995 42,400 47,500 1,184,097 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 26 139 GCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGCCTACTTCTGCTCCTACGT TGGGTAGATACTCTGTCCCAA 26 30 38 20 176 21 58,895 57,231 35,700 41,200 4,873,818 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 139 GCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGCCTACTTCTGCTCCTACGTC TGGGTAGATACTCTGTCCCAA 25 30 38 21 176 21 59,934 57,231 43,400 41,200 4,835,040 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:15605:47615 1 84 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 25 139 GCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGCCTACTTCTGCTCCTACGTC TGGGTAGATACTCTGTCCCAAA 25 29 38 21 176 22 59,934 57,931 43,400 32,800 5,135,163 F 284 AGGCAACCTTATTGAAACAGACTTGATGGACCGAATGGCCTACTTCTGCTCCTACGTCTAATGTTCTGTGACTTGTTCAGTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATGGGATTTGGGACTTCTATaaaaaaGtttttGGGACAGAGTATCTACCCAACAGAACAACATAAGGCAAAGTGAGCATCATGGAAGAGTCTTCCAGGTGGGAGTTTCTTTGGGCCAGGCCTGTGATCTGCCAGCTTACCAGGATATAAGTGAACAGGC

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 1 1 8 18 145 TTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgaTTACGTGTGTGCGTGTGAGT CTCCGTTGTGCCACACTTCT 18 23 87 20 231 20 60,179 60,533 34,100 28,500 0.711994 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 0 0 10 13 139 tgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagag TGTGTGCGTGTGAGTGTTTG TCCGTTGTGCCACACTTCTA 13 22 92 20 230 20 59,554 59,246 29,300 21,000 1,199,695 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA
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ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 0 0 10 12 138 gtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagaGTGTGCGTGTGAGTGTTTGT TCCGTTGTGCCACACTTCTA 12 22 93 20 230 20 59,554 59,246 28,300 21,000 1,200,089 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 0 0 10 12 139 gtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagaGTGTGCGTGTGAGTGTTTGT CTCCGTTGTGCCACACTTCT 12 23 93 20 231 20 59,554 60,533 28,300 28,500 0.979084 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 0 0 12 32 173 TGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTGCGTCTGTGTGTGTCTGTT CTACTCCTGCTCCGTTGTGC 37 32 68 20 240 20 60,108 60,738 31,600 45,700 0.846092 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 125 64 21 1.5 AG GAGAGAGAGAGAGAGTGTGTGGGAGAGAGAGAG NA 0 0 12 23 164 TGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTGCGTCTGTGTGTGTCTGTT CTCCGTTGTGCCACACTTCT 37 23 68 20 231 20 60,108 60,533 31,600 28,500 0.641239 F 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 1 8 27 240 gtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTG GTGTGACTGTGTGCGCATTC TCTACTCCTGCTCCGTTGTG 27 33 2 20 241 20 60,385 59,111 26,700 33,300 1,273,344 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 8 27 241 gtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTG GTGTGACTGTGTGCGCATTC TTCTACTCCTGCTCCGTTGTG 27 33 2 20 242 21 60,385 59,728 26,700 33,300 1,657,215 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 8 13 216 GCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgT GCATTCGCGTGTGTGTCTTT CTCCGTTGTGCCACACTTCT 13 23 16 20 231 20 60,041 60,533 25,200 28,500 0.574174 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 8 11 214 ATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgATTCGCGTGTGTGTCTTTGC CTCCGTTGTGCCACACTTCT 11 23 18 20 231 20 60,041 60,533 36,800 28,500 0.574174 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 8 11 223 ATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgATTCGCGTGTGTGTCTTTGC CTACTCCTGCTCCGTTGTGC 11 32 18 20 240 20 60,041 60,738 36,800 45,700 0.779027 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 9 1 188 tgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGT TGTGTCTTTGCATTTGAGCGT TCTATGTTCCGATATTTCACACAGA 1 1 27 21 214 25 59,325 57,892 50,700 34,100 8,783,123 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 9 0 187 tgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGT TGTGTCTTTGCATTTGAGCGT CTATGTTCCGATATTTCACACAGAC 1 0 27 21 213 25 59,325 57,833 50,700 35,100 8,842,111 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 9 0 188 tgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGT TGTGTCTTTGCATTTGAGCGT TCTATGTTCCGATATTTCACACAGAC 1 0 27 21 214 26 59,325 59,021 50,700 35,100 8,654,142 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:18172:56422 1 49 140 21 2 AG TGTGTGTCTGTGTGTGTGGTGCGTCTGTGTGTGTCTNA 0 0 10 28 240 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGTGTGTGACTGTGTGCGCATT CTACTCCTGCTCCGTTGTGC 28 32 1 20 240 20 61,095 60,738 35,600 45,700 1,832,365 G 255 tgtgtgACtgtgtgCGCATTCGCgtgtgtgtCTTTGCATTTGAGCGTCtgtgtgTCtgtgtgtgtgGTGCGTCtgtgtgtgTCTGTTTACgtgtgtGCGTGTGAGTGTTTGTTtgtgtgTATGTgagagagagagagagtgtgtGGgagagagagagagagagagagagagagagagagagagagagaGTCtgtgtgAAATATCGGAACATAGAAGTGTGGCACAACGGAGCAGGAGTAGAAGATTCGGGACTTA

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 52 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 15 1 107 CCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacCCTTCTCACCCGTCCTTAGGA TGCGTGTGTTACAGGGAGC 14 1 35 21 141 19 60,619 60,301 29,400 47,000 2,920,288 F 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 52 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 1 107 CCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacCCTTCTCACCCGTCCTTAGG TGCGTGTGTTACAGGGAGC 15 1 35 20 141 19 59,175 60,301 26,900 47,000 2,126,160 F 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 52 21 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 1 110 CTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTC CTTCCTTCTCACCCGTCCTT TGCGTGTGTTACAGGGAGC 18 1 32 20 141 19 59,023 60,301 33,600 47,000 2,278,796 F 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 13 0 138 GTCCTTAGGACCACTCATTTCTCTcacacacacacacac GTCCTTAGGACCACTCATTTCTCT TGAGAAAGAGTGTTACAGGGAGT 0 1 46 24 183 23 59,532 58,776 31,000 38,500 8,692,105 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 10 157 CCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacCCTTCTCACCCGTCCTTAGG ACAGGGAGTGAGAAAGAGTGTT 15 10 35 20 191 22 59,175 58,958 26,900 33,200 3,866,705 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 138 GTCCTTAGGACCACTCATTTCTCTcacacacacacacac GTCCTTAGGACCACTCATTTCTCT TGAGAAAGAGTGTTACAGGGAGTG 0 0 46 24 183 24 59,532 59,961 31,000 35,100 8,507,398 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 0 139 GTCCTTAGGACCACTCATTTCTCTcacacacacacacac GTCCTTAGGACCACTCATTTCTCT GTGAGAAAGAGTGTTACAGGGAGT 0 1 46 24 184 24 59,532 59,961 31,000 38,500 8,507,519 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 11 157 CCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacCCTTCTCACCCGTCCTTAGG ACAGGGAGTGAGAAAGAGTGT 15 11 35 20 191 21 59,175 58,316 26,900 35,500 3,508,527 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2216:6918:55350 1 70 90 21 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 11 160 CTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTC CTTCCTTCTCACCCGTCCTT ACAGGGAGTGAGAAAGAGTGT 18 11 32 20 191 21 59,023 58,316 33,600 35,500 3,661,163 D 227 TAGGACCACTCATCTcacacacacacacacaCTTCCTTCTCACCCGTCCTTAGGACCACTCATTTCTCTcacacacacacacacacacacacacacacacacacacacacactctctctctCGCTCCCTGTAacacacGCActctctctctctctctctCACTCCCTGTAACACTCTTTCTCACTCCCTGTAacacacacactctctctctctctctcACTCCCTGT

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 11 55 245 GCTCATGAACACAGACATGCAGacacacATACGCAG GCTCATGAACACAGACATGCA AATTGTATGAGTATGTGTGCATCTT 102 55 1 21 245 25 59,192 57,129 39,600 24,000 9,678,852 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 54 244 GCTCATGAACACAGACATGCAGacacacATACGCAG GCTCATGAACACAGACATGCA ATTGTATGAGTATGTGTGCATCTTT 102 54 1 21 244 25 59,192 57,129 39,600 25,200 9,678,852 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 31 189 cATACGCAGGcacacacaAAAACAAACGCACAGAAACCATACGCAGGCACACACAAA CGCGTCAGTATGTGTGCATC 76 31 28 20 216 20 59,409 59,701 28,300 39,100 0.889389 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 31 190 acATACGCAGGcacacacaAAAACAAACGCACAGAAAACATACGCAGGCACACACAA CGCGTCAGTATGTGTGCATC 77 31 27 20 216 20 60,534 59,701 33,300 39,100 0.832685 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 31 197 CAGacacacATACGCAGGcacacacaAAAACAAACGCACAGACACACATACGCAGGCA CGCGTCAGTATGTGTGCATC 84 31 20 20 216 20 60,670 59,701 47,500 39,100 0.968946 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 31 199 TGCAGacacacATACGCAGGcacacacaAAAACAAACGTGCAGACACACATACGCAGG CGCGTCAGTATGTGTGCATC 86 31 18 20 216 20 60,670 59,701 48,500 39,100 0.968946 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 30 188 cATACGCAGGcacacacaAAAACAAACGCACAGAAACCATACGCAGGCACACACAAA GCGTCAGTATGTGTGCATCC 76 30 28 20 215 20 59,409 59,347 28,300 35,100 1,243,275 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 30 189 acATACGCAGGcacacacaAAAACAAACGCACAGAAAACATACGCAGGCACACACAA GCGTCAGTATGTGTGCATCC 77 30 27 20 215 20 60,534 59,347 33,300 35,100 1,186,571 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 2 115 ACCAAACAAGacacacGCACAAacacacacacacacacacACCAAACAAGACACACGCAC CGCGTCAGTATGTGTGCATC 2 31 102 20 216 20 59,550 59,701 53,400 39,100 0.748891 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 113 CCAAACAAGacacacGCACAAacacacacacacacacacaCCAAACAAGACACACGCACA GCGTCAGTATGTGTGCATCC 1 30 103 20 215 20 59,550 59,347 45,700 35,100 1,102,378 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 114 CCAAACAAGacacacGCACAAacacacacacacacacacaCCAAACAAGACACACGCACA CGCGTCAGTATGTGTGCATC 1 31 103 20 216 20 59,550 59,701 45,700 39,100 0.748493 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:10176:72455 1 124 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 59 243 ACACAGACATGCAGacacacATACGCAGGcacacacaAACACAGACATGCAGACACACA GTGATTAATTGTATGAGTATGTGTGCA 94 59 9 21 251 27 60,134 58,388 37,200 45,700 9,746,188 F 261 GCTCATGAACACAGACATGCAGacacacATACGCAGGcacacacaAAAACAAACGCACAGAAACACATACACTTGCAATCACAGTCATACAGAGAAACTATACCAAACAAGacacacGCACAAacacacacacacacacacacacacacacacacacacacacacAAAAGcacacaATTCTACTGacacacATATGGATGcacacaTACTGACGCGCATAAAGATGcacacaTACTCATACAATTAATCACAGAAacacac

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 11 1 131 ACTTCATTTCTACCCAATACAATCtttttAActctctctctc ACTTCATTTCTACCCAATACAATCTTT TAGTGGAGAGACGTACGGGA 4 1 48 27 178 20 57,466 59,095 25,200 51,400 10,438,480 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 130 ACTTCATTTCTACCCAATACAATCtttttAActctctctctc ACTTCATTTCTACCCAATACAATCTTT AGTGGAGAGACGTACGGGAG 4 0 48 27 177 20 57,466 60,393 25,200 43,000 9,926,560 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 131 ACTTCATTTCTACCCAATACAATCtttttAActctctctctc ACTTCATTTCTACCCAATACAATCTTT TAGTGGAGAGACGTACGGGAG 4 0 48 27 178 21 57,466 60,135 25,200 43,000 10,668,412 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 20 0 162 CAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTCAATCTCTCTCTTTCTATCTCTCTCT AGTGGAGAGACGTACGGGAG 37 0 16 26 177 20 57,085 60,393 31,000 43,000 9,307,786 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 20 0 163 ACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTT ACAATCTCTCTCTTTCTATCTCTCTC AGTGGAGAGACGTACGGGAG 38 0 15 26 177 20 57,317 60,393 32,000 43,000 9,075,664 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 21 37 203 ACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTT ACAATCTCTCTCTTTCTATCTCTCTCT AGCACAACTAGATAGGGAGTGAG 37 37 15 27 217 23 58,502 59,043 31,000 35,100 12,455,242 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 21 37 203 ACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTT ACAATCTCTCTCTTTCTATCTCTCTCT AGCACAACTAGATAGGGAGTGA 37 38 15 27 217 22 58,502 58,017 31,000 34,100 12,480,261 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 21 36 202 ACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTT ACAATCTCTCTCTTTCTATCTCTCTCT GCACAACTAGATAGGGAGTGAGA 37 36 15 27 216 23 58,502 59,045 31,000 32,700 12,452,649 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:13393:18959 1 79 79 21 1.5 AG CTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 21 0 163 ACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTT ACAATCTCTCTCTTTCTATCTCTCTCT AGTGGAGAGACGTACGGGAG 37 0 15 27 177 20 58,502 60,393 31,000 43,000 8,890,474 F 228 ATACAATCtttttAACAAtctctctcTTTCTAtctctctcTATTCTTACTTCATTTCTACCCAATACAATCtttttAActctctctctctTtctctctctctctctctctctctctctctctctctctctctcCAtctctctctctctctctctctcCTCCCGTACGtctctcCACTATAAAATCTATTtctctctcACTCCCTATCTAGTTGTGCTACTCActctct

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 1 1 6 13 239 GACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACGACCGTCACCACCCTGTG GAGTGTGACTGTGCCTGAATAA 113 13 35 18 273 22 59,969 58,336 36,600 14,000 5,694,668 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 7 14 239 GACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACGACCGTCACCACCCTGTG GAGTGTGACTGTGCCTGAATA 113 14 35 18 273 21 59,969 57,681 36,600 17,500 5,349,699 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 18 169 AtctctctcACACAGCCACGCCCACCCctctctcacacacaTATCTCTCTCACACAGCCACG GGTGAGTGTGACTGTGCCTG 38 18 108 20 276 20 59,470 60,882 49,400 48,500 1,411,874 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 17 168 AtctctctcACACAGCCACGCCCACCCctctctcacacacaTATCTCTCTCACACAGCCACG GTGAGTGTGACTGTGCCTGA 38 17 108 20 275 20 59,470 59,895 49,400 38,600 0.634688 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 17 252 AGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaa AGTGCATTCCAGACCGTCAC GTGAGTGTGACTGTGCCTGA 122 17 24 20 275 20 60,321 59,895 36,700 38,600 0.425626 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 17 253 CAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaa CAGTGCATTCCAGACCGTCA GTGAGTGTGACTGTGCCTGA 123 17 23 20 275 20 60,321 59,895 43,500 38,600 0.425538 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 17 260 TTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGT TTCCAGGCAGTGCATTCCAG GTGAGTGTGACTGTGCCTGA 130 17 16 20 275 20 60,610 59,895 38,600 38,600 0.714811 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 16 167 AtctctctcACACAGCCACGCCCACCCctctctcacacacaTATCTCTCTCACACAGCCACG TGAGTGTGACTGTGCCTGAA 38 16 108 20 274 20 59,470 59,170 49,400 30,200 1,359,823 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 8 15 239 GACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACGACCGTCACCACCCTGTG GAGTGTGACTGTGCCTGAAT 113 15 35 18 273 20 59,969 57,824 36,600 25,700 4,206,439 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 13 3 136 tcacacacaTACAAACACTTGCCCCTcacacacacacatat TCACACACATACAAACACTTGCC GTGAGTGTGACTGTGCCTGA 3 17 140 23 275 20 59,934 59,895 45,200 38,600 3,170,919 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 13 2 133 cacacaTACAAACACTTGCCCCTcacacacacacatatata CACACATACAAACACTTGCCC GTGAGTGTGACTGTGCCTGA 2 17 143 21 275 20 57,988 59,895 53,600 38,600 3,116,804 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:22972:5352 1 166 73 21 2 AC CACACACACACATATATACACATACACACACACACANA 0 0 14 2 134 acacacaTACAAACACTTGCCCCTcacacacacacatatat ACACACATACAAACACTTGCCC GTGAGTGTGACTGTGCCTGA 2 17 142 22 275 20 59,639 59,895 53,600 38,600 2,465,656 G 279 CCGCCTCCACCACCCTTCCAGGCAGTGCATTCCAGACCGTCACCACCCTGTGGGTaaaaaaGATTTTCCACATATccccccTAAACCTCCTGCCCCTCACCTTGTGTAtctctctcACACAGCCACGCCCACCCctctctcacacacaTACAAACACTTGCCCCTcacacacacacatatataCACATacacacacacacacacacacacacacacacacacacacacacATacacacATGTGCACCCtttttATTCAGGCACAGTCACACTCACCCCT

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 0 139 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG CCAAATCGACGGCAGCATAT 0 56 12 21 150 20 57,336 58,771 32,100 17,800 4,893,422 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 139 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG CCAAATCGACGGCAGCATA 0 57 12 21 150 19 57,336 58,311 32,100 31,400 6,353,078 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 139 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG CCAAATCGACGGCAGCATATA 0 55 12 21 150 21 57,336 58,587 32,100 0.8600 6,076,864 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 140 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG CCCAAATCGACGGCAGCATA 0 57 12 21 151 20 57,336 60,814 32,100 31,400 4,477,604 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 144 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG CTAACCCAAATCGACGGCAG 0 61 12 21 155 20 57,336 58,993 32,100 48,500 4,670,827 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2217:27894:27697 1 33 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 145 tttCAGCCATTTGGACACATGcacacacacacacacacac TTTCAGCCATTTGGACACATG TCTAACCCAAATCGACGGCA 0 62 12 21 156 20 57,336 59,391 32,100 56,900 4,273,145 F 173 ATTCAGCCCtttttCAGCCATTTGGACACATGcacacacacacacacacacacacacacacacacacacacacaCGTATCAGAAATCAAGGAAGTTAGTGTCCTTTGATTATCCTTGAAGCGTAGATTTTATATGCTGCCGTCGATTTGGGTTAGATGGTTTCTTGGATGCAG

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 10 149 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA CCAGTAGGTGGCAGCATGAT 10 13 23 18 171 20 59,967 59,818 25,200 24,500 2,214,590 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 197 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA TGGTGAACATGCTGAAGGAGA 10 60 23 18 219 21 59,967 59,301 25,200 37,100 3,731,611 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 203 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA GCTGAATGGTGAACATGCTGA 10 66 23 18 225 21 59,967 59,186 25,200 42,600 3,846,922 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 206 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA CCAGCTGAATGGTGAACATGC 10 69 23 18 228 21 59,967 60,135 25,200 40,600 3,167,728 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 7 143 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA GGTGGCAGCATGATACAAGG 10 7 23 18 165 20 59,967 58,973 25,200 36,100 3,059,885 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 143 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA GGTGGCAGCATGATACAAGGA 10 6 23 18 165 21 59,967 60,409 25,200 33,600 3,441,211 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 139 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA GCAGCATGATACAAGGAACAGG 10 1 23 18 161 22 59,967 59,643 25,200 40,000 4,389,537 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 137 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA AGCATGATACAAGGAACAGGC 10 0 23 18 159 21 59,967 58,352 25,200 48,500 4,680,587 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:15392:62435 1 51 88 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 138 CCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgt CCGCACCTCAGCCAGAAA CAGCATGATACAAGGAACAGGC 10 0 23 18 160 22 59,967 59,643 25,200 48,500 4,389,537 B 245 GCTGATGGGCAGGCTCCGCCACCCGCACCTCAGCCAGAAAATTCAGCCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgagagagtgtgtgtgtgtgtgtgtgtGCCTGTTCCTTGTATCATGCTGCCACCTACTGGACATGTAGGAACAGAGCCAAACATTGTTCTCCTTCAGCATGTTCACCATTCAGCTGGTATGGCTGGAATTTTCC

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 29 140 ATGCGGATGCTCACACTGTTACTCTCACCCAAACTC ATGCGGATGCTCACACTGTT TGACCTGGAATGCATTGCCT 29 29 68 20 207 20 60,322 59,960 31,600 47,500 0.361977 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 29 141 TATGCGGATGCTCACACTGTTACTCTCACCCAAACT TATGCGGATGCTCACACTGT TGACCTGGAATGCATTGCCT 30 29 67 20 207 20 59,463 59,960 35,500 47,500 0.576781 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 28 139 TGCGGATGCTCACACTGTTACTCTCACCCAAACTCA TGCGGATGCTCACACTGTTA TGACCTGGAATGCATTGCCT 28 29 69 20 207 20 59,680 59,960 24,100 47,500 0.360108 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 28 140 TATGCGGATGCTCACACTGTTACTCTCACCCAAACT TATGCGGATGCTCACACTGT GACCTGGAATGCATTGCCTG 30 28 67 20 206 20 59,463 59,541 35,500 48,500 0.995393 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 27 137 TGCGGATGCTCACACTGTTACTCTCACCCAAACTCA TGCGGATGCTCACACTGTTA ACCTGGAATGCATTGCCTGA 28 27 69 20 205 20 59,680 59,960 24,100 38,600 0.360108 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 27 138 ATGCGGATGCTCACACTGTTACTCTCACCCAAACTC ATGCGGATGCTCACACTGTT ACCTGGAATGCATTGCCTGA 29 27 68 20 205 20 60,322 59,960 31,600 38,600 0.361977 B 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 29 173 CCcacacacaGGCACAGTAAGACTCACTCACATATGC CCCACACACAGGCACAGTAA TGACCTGGAATGCATTGCCT 62 29 35 20 207 20 60,179 59,960 22,400 47,500 0.219089 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 29 190 ACATacacacTCTCACGCCcacacacaGGCACAGTAAG ACATACACACTCTCACGCCC TGACCTGGAATGCATTGCCT 79 29 18 20 207 20 59,753 59,960 61,300 47,500 0.286692 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 27 171 CCcacacacaGGCACAGTAAGACTCACTCACATATGC CCCACACACAGGCACAGTAA ACCTGGAATGCATTGCCTGA 62 27 35 20 205 20 60,179 59,960 22,400 38,600 0.219089 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 27 187 CATacacacTCTCACGCCcacacacaGGCACAGTAAGA CATACACACTCTCACGCCCA ACCTGGAATGCATTGCCTGA 78 27 19 20 205 20 59,754 59,960 53,600 38,600 0.286418 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 29 206 ACAGTcacacaCGTGCACATacacacTCTCACGCCcacaACAGTCACACACGTGCACAT TGACCTGGAATGCATTGCCT 95 29 2 20 207 20 60,462 59,960 32,100 47,500 0.501928 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:24231:28347 1 117 42 21 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 27 204 ACAGTcacacaCGTGCACATacacacTCTCACGCCcacaACAGTCACACACGTGCACAT ACCTGGAATGCATTGCCTGA 95 27 2 20 205 20 60,462 59,960 32,100 38,600 0.501928 F 225 CACAGTcacacaCGTGCACATacacacTCTCACGCCcacacacaGGCACAGTAAGACTCACTCACATATGCGGATGCTCACACTGTTACTCTCACCCAAACTCAGacacacacATGcacacacacacacacacacacacacacacacacacacacacaTGAAGacacacacGCACGcacacaAACTCAGGCAATGCATTCCAGGTCATAATGACTCGCTGTGTAA

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 8 12 140 ACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgt ACTCTGTGTTTGTGTTCTGTGC TTGAACACACGCACACACTG 12 35 45 22 184 20 59,580 59,554 45,700 36,600 2,865,851 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 12 141 ACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgt ACTCTGTGTTTGTGTTCTGTGC ATTGAACACACGCACACACTG 12 35 45 22 185 21 59,580 59,936 45,700 36,600 3,483,934 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 8 11 140 CTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtg CTCTGTGTTTGTGTTCTGTGCA ATTGAACACACGCACACACTG 11 35 46 22 185 21 59,580 59,936 45,700 36,600 3,483,585 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 2 125 TGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgt TGTTCTGTGCATGTGTGTGC AACACACGCACACACTGAGA 2 32 57 20 181 20 59,619 60,108 45,700 32,700 0.489821 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 10 2 126 TGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgt TGTTCTGTGCATGTGTGTGC GAACACACGCACACACTGAG 2 33 57 20 182 20 59,619 59,698 45,700 33,500 0.683132 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 49 210 TGTGCACATGTGTTAGTATGATTGTTTGTACTTAAA TGTGCACATGTGTTAGTATGATTGT TCACACACAAAGTCAAATGCACA 49 62 5 25 214 23 59,295 59,808 27,100 45,700 8,897,190 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 49 209 TGTGCACATGTGTTAGTATGATTGTTTGTACTTAAA TGTGCACATGTGTTAGTATGATTGT CACACACAAAGTCAAATGCACA 49 62 5 25 213 22 59,295 58,490 27,100 45,700 9,214,718 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 2 124 TGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgt TGTTCTGTGCATGTGTGTGC ACACACGCACACACTGAGAT 2 31 57 20 180 20 59,619 59,895 45,700 27,500 0.486300 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:31578:46982 1 79 51 21 1.5 AC GTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 49 212 TGTGCACATGTGTTAGTATGATTGTTTGTACTTAAA TGTGCACATGTGTTAGTATGATTGT ACTCACACACAAAGTCAAATGCA 49 64 5 25 216 23 59,295 59,557 27,100 39,600 9,148,307 F 231 GTTTTGTGCACATGTGTTAGTATGATTGTTTGTACTTAAATTTGACTCTGTGTTTGTGTTCTGTGCAtgtgtgtgCACgtgtgtgtAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTGCTtgtgtgtgTATGTATTTCTGTGTATCTCAgtgtgtGCgtgtgtTCAATTCATTTTGTGCATTTGACTTtgtgtgtgAGTTGTTTTGTTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 1 1 10 0 112 aCAGACAAATACACTCACAGGTacacacacacacAAac ACAGACAAATACACTCACAGGT GCCTCCTTGTGTTCCTGTGT 0 2 50 22 161 20 57,310 60,179 40,000 37,200 4,868,630 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 0 0 10 0 115 aCAGACAAATACACTCACAGGTacacacacacacAAac ACAGACAAATACACTCACAGGT ATGGCCTCCTTGTGTTCCTG 0 5 50 22 164 20 57,310 59,961 40,000 38,600 4,728,357 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 0 0 10 0 121 aCAGACAAATACACTCACAGGTacacacacacacAAac ACAGACAAATACACTCACAGGT AGCTGAATGGCCTCCTTGTG 0 11 50 22 170 20 57,310 60,323 40,000 33,300 5,012,790 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 0 0 12 5 163 TCCACATCcacacacaAAGACACATacacacacATcacac TCCACATCCACACACAAAGACA ATGGCCTCCTTGTGTTCCTG 48 5 2 22 164 20 60,093 59,961 34,100 38,600 2,131,444 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 0 0 14 5 162 CCACATCcacacacaAAGACACATacacacacATcacaca CCACATCCACACACAAAGACAC ATGGCCTCCTTGTGTTCCTG 47 5 3 22 164 20 59,967 59,961 36,700 38,600 2,072,043 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2218:6360:4807 1 72 68 21 1.5 AC ACACACACACACAAACACACACACACACACACACACNA 0 0 14 2 159 CCACATCcacacacaAAGACACATacacacacATcacaca CCACATCCACACACAAAGACAC GCCTCCTTGTGTTCCTGTGT 47 2 3 22 161 20 59,967 60,179 36,700 37,200 2,212,316 F 183 ATCCACATCcacacacaAAGACACATacacacacATcacacaTACaaaaaCAGACAAATACACTCACAGGTacacacacacacAAacacacacacacacacacacacacacacacacacacacacacAGacacacacacATACACAGGAACACAAGGAGGCCATTCAGCTTCTCTAGCCTGTT

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 May‐75 28 156 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT GGTTTCGCACAAAGGACTGG 28 45 1 21 156 20 57,179 59,689 28,500 40,000 4,132,275 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 May‐75 28 199 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT TGAAATTAGAATGTGCAGGGAGA 28 85 1 21 199 23 57,179 57,822 28,500 37,100 8,999,517 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 May‐75 28 203 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT GGATTGAAATTAGAATGTGCAGGGA 28 87 1 21 203 25 57,179 59,639 28,500 42,000 9,182,135 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 May‐75 28 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT CGGAGGATTGAAATTAGAATGTGCA 28 91 1 21 207 25 57,179 59,934 28,500 45,700 8,887,797 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 28 152 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT TCGCACAAAGGACTGGACAA 28 41 1 21 152 20 57,179 59,821 28,500 31,800 4,000,655 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 28 153 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTG ACTGTTTCTGTTCGGTCTCTT TTCGCACAAAGGACTGGACA 28 42 1 21 153 20 57,179 59,821 28,500 40,200 4,000,655 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 124 TTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgt TTGTATGTGCTGTCCGTTGT TCGCACAAAGGACTGGACAA 1 41 29 20 152 20 57,752 59,821 33,200 31,800 2,427,514 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 125 TTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgt TTGTATGTGCTGTCCGTTGT TTCGCACAAAGGACTGGACA 1 42 29 20 153 20 57,752 59,821 33,200 40,200 2,427,514 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2219:20111:11646 1 50 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 128 TTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgt TTGTATGTGCTGTCCGTTGT GGTTTCGCACAAAGGACTGG 1 45 29 20 156 20 57,752 59,689 33,200 40,000 2,559,134 A 207 ACTGTTTCTGTTCGGTCTCTTTAGTCTTTTGTATGTGCTGTCCGTTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGCTCAGCGTGAAATCAGTCATTATGCATAATAGACGTTTGTCCAGTCCTTTGTGCGAAACCTTATGTTTTCCGTTCTGTNTTCTCCCTGCACATTCTAATTTCAATCCTCCG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 1 94 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT TTTATCCCGCACCCACCAC 1 10 21 22 114 19 58,521 60,002 37,200 41,600 4,480,396 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 95 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT CTTTATCCCGCACCCACCAC 1 10 21 22 115 20 58,521 61,030 37,200 41,600 4,508,456 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 97 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT AACTTTATCCCGCACCCACC 1 12 21 22 117 20 58,521 60,323 37,200 46,100 3,801,596 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 168 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT TTCCTCCAGGCCCTACATCA 1 83 21 22 188 20 58,521 59,956 37,200 30,700 3,522,601 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 170 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT ACTTCCTCCAGGCCCTACAT 1 85 21 22 190 20 58,521 59,955 37,200 22,900 3,523,364 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 171 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT AACTTCCTCCAGGCCCTACA 1 86 21 22 191 20 58,521 60,179 37,200 27,400 3,657,382 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 197 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT CCTGTCGCACACATCCGTAT 1 112 21 22 217 20 58,521 60,179 37,200 30,600 3,657,619 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 204 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT TATTCAGCCTGTCGCACACA 1 119 21 22 224 20 58,521 59,680 37,200 37,200 3,798,559 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 237 ACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgt ACAGAGTTAGAGACGTCTGTGT TCAAGCACTGCAGCCCTTAA 1 152 21 22 257 20 58,521 59,890 37,200 18,500 3,588,804 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 16 254 AGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCT AGGTTTGGGAGAATGTTACAGAGT TCAAGCACTGCAGCCCTTAA 16 152 4 24 257 20 59,649 59,890 32,400 18,500 4,461,406 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 16 255 AGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCT AGGTTTGGGAGAATGTTACAGAGT ATCAAGCACTGCAGCCCTTA 16 153 4 24 258 20 59,649 59,671 32,400 26,900 4,680,372 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2220:11028:37401 1 44 42 21 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 16 253 GGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGGGTTTGGGAGAATGTTACAGAGT TCAAGCACTGCAGCCCTTAA 16 152 5 23 257 20 58,347 59,890 32,400 18,500 4,763,117 F 261 TATAGGTTTGGGAGAATGTTACAGAGTTAGAGACGTCTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTgggggtggtggtggGTGCGGGATAAAGTTACAGAGATAGGGTGGGTTGTACTGGTTTGAATATGTCACAGAGATAGGGAGTGATGTAGGGCCTGGAGGAAGTTACAGAGATACGGAtgtgtgCGACAGGCTGAATAAAGTTACAGATATTTAAGGGCTGCAGTGCTTGATCAG

ST‐E00142:460:H2K7HCCXY:6:2221:16295:72051 1 91 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 4 96 TCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgTCACAAGTGATGCTGGAGGG TGCTTGCTTGAGGCTCTGAA 4 10 67 20 162 20 59,674 59,891 43,000 30,200 0.435085 F 165 TTCATGAGTCTTCCCCATGCAACAcccccccccccccccccccccAACTCGCTGCAAACCGCCGGATCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCAAGGCTTTTCAGAGCCTCAAGCAAGCACTC

ST‐E00142:460:H2K7HCCXY:6:2221:16295:72051 1 91 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 97 TCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgTCACAAGTGATGCTGGAGGG GTGCTTGCTTGAGGCTCTGA 4 11 67 20 163 20 59,674 60,605 43,000 32,700 0.930713 F 165 TTCATGAGTCTTCCCCATGCAACAcccccccccccccccccccccAACTCGCTGCAAACCGCCGGATCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCAAGGCTTTTCAGAGCCTCAAGCAAGCACTC

ST‐E00142:460:H2K7HCCXY:6:2221:16295:72051 1 91 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 99 TCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgTCACAAGTGATGCTGGAGGG GAGTGCTTGCTTGAGGCTCT 4 13 67 20 165 20 59,674 60,321 43,000 40,900 0.647408 F 165 TTCATGAGTCTTCCCCATGCAACAcccccccccccccccccccccAACTCGCTGCAAACCGCCGGATCACAAGTGATGCTGGAggggggAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGCAAGGCTTTTCAGAGCCTCAAGCAAGCACTC

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 42 191 GCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACA GCGCCTGGGATAGAGCAAA CTTTCCCGTTCATCCCTGCT 60 42 82 19 272 20 60,153 60,035 36,800 42,400 1,188,223 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 37 185 GCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACA GCGCCTGGGATAGAGCAAA CGTTCATCCCTGCTCGAGG 60 37 82 19 266 19 60,153 60,227 36,800 46,300 2,380,257 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 42 194 AAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATA AAAGCGCCTGGGATAGAGC CTTTCCCGTTCATCCCTGCT 63 42 79 19 272 20 59,853 60,035 40,900 42,400 1,182,209 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 41 193 AAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATA AAAGCGCCTGGGATAGAGC TTTCCCGTTCATCCCTGCTC 63 41 79 19 271 20 59,853 60,035 40,900 42,600 1,182,592 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 38 189 AAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATA AAAGCGCCTGGGATAGAGC CCGTTCATCCCTGCTCGAG 63 38 79 19 267 19 59,853 60,227 40,900 40,400 2,374,242 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:2270:26906 1 161 50 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 Mar‐75 37 188 AAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATA AAAGCGCCTGGGATAGAGC CGTTCATCCCTGCTCGAGG 63 37 79 19 266 19 59,853 60,227 40,900 46,300 2,374,242 F 273 AAGCATTTTCACTATTCTGATAAAATAATaaaaaTAGTAAGaaaaaGAAGTTGTAGAAGGCTTTAAGCAATGTGGAGAAAAGCGCCTGGGATAGAGCaaaaaTCAACCTTTATAACATGGGAAtttttttAATTGCCATCTTTATTTTAGTGGGTGGGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtatatatatACACatatatAATGCTAAAgggggCGGGGAGGCACTCCCTCGAGCAGGGATGAACGGGAAAGN

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 8 0 161 CACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTCACTCGACCACCCTTTCCC CTCTATCTCCGACCATCTTTATCC 76 0 4 19 164 24 60,004 57,797 39,700 25,900 7,206,234 B 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 163 CTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATACTCACTCGACCACCCTTTCC CTCTATCTCCGACCATCTTTATCC 77 0 2 20 164 24 60,037 57,797 31,300 25,900 6,239,749 B 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 0 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATCCTCACTCGACCACCCTTTC CTCTATCTCCGACCATCTTTATCC 78 0 1 20 164 24 60,037 57,797 26,200 25,900 6,239,749 B 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 90 AGAGACTGGGCgagagagaAAGAAagagagagagagag AGAGACTGGGCGAGAGAGAA CTCTATCTCCGACCATCTTTATCC 4 0 75 20 164 24 59,670 57,797 28,700 25,900 6,532,448 F 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 91 AAGAGACTGGGCgagagagaAAGAAagagagagagagaAAGAGACTGGGCGAGAGAGA CTCTATCTCCGACCATCTTTATCC 5 0 74 20 164 24 59,670 57,797 31,000 25,900 6,532,448 F 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2221:29346:11892 1 99 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 92 AAAGAGACTGGGCgagagagaAAGAAagagagagagagAAAGAGACTGGGCGAGAGAG CTCTATCTCCGACCATCTTTATCC 6 0 73 20 164 24 58,818 57,797 32,000 25,900 7,384,303 F 164 CCTCACTCGACCACCCTTTCCCCGTACCCCTGAAAATATTTCCCCTTCAGATTCAAAACCAATTTTGGCTCAAAAGAGACTGGGCgagagagaAAGAAagagagagagagagagagagagagagagagagagagagagagGGATAAAGATGGTCGGAGATAGAG

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 18 0 129 GACATGGTGGGCCTGACtttttACTTTCAAAATATCGAGACATGGTGGGCCTGACTTT GTCTCTGTCTCTCTCCCTGT 47 0 73 20 201 20 60,251 57,493 26,600 40,000 2,758,748 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 132 CAAGACATGGTGGGCCTGACtttttACTTTCAAAATA CAAGACATGGTGGGCCTGAC GTCTCTGTCTCTCTCCCTGT 50 0 70 20 201 20 60,962 57,493 35,100 40,000 3,469,762 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 136 TATGCAAGACATGGTGGGCCTGACtttttACTTTCAAATATGCAAGACATGGTGGGCC GTCTCTGTCTCTCTCCCTGT 54 0 66 20 201 20 60,396 57,493 58,000 40,000 2,902,993 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 184 GCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGGCATGGATTTCTTGTGCAGCA GTCTCTGTCTCTCTCCCTGT 101 0 18 21 201 20 60,067 57,493 44,100 40,000 3,574,831 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 186 TGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGTGGCATGGATTTCTTGTGCAG GTCTCTGTCTCTCTCCCTGT 103 0 16 21 201 20 59,453 57,493 44,100 40,000 4,054,330 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 188 CCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTT CCTGGCATGGATTTCTTGTGC GTCTCTGTCTCTCTCCCTGT 105 0 14 21 201 20 60,135 57,493 45,700 40,000 3,642,313 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 190 GTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTGTCCTGGCATGGATTTCTTGT GTCTCTGTCTCTCTCCCTGT 107 0 12 21 201 20 58,550 57,493 31,600 40,000 4,957,883 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 190 GTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTGTCCTGGCATGGATTTCTTGTG GTCTCTGTCTCTCTCCCTGT 106 0 12 22 201 20 59,835 57,493 33,300 40,000 4,672,437 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:12104:58180 1 140 42 21 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 18 0 191 AGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTAGTCCTGGCATGGATTTCTTGT GTCTCTGTCTCTCTCCCTGT 107 0 11 22 201 20 59,958 57,493 31,600 40,000 4,549,568 F 278 ACCaaaaaaTAGTCCTGGCATGGATTTCTTGTGCAGCAAATGCAGTTTTAGGGAATTACCAATACTATGCAAGACATGGTGGGCCTGACtttttACTTTCAAAATATCGATACTTGTTTTGTCTTGTAACAGTCCCTGAagagagagagagagagagagagagagagagagagagagagagACAGGgagagagaCAGAGACagagagagagagACagagagagagACAGAGACagagagagagagACagagagagagagACagagagagagagACAGA

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 8 8 135 AGCCACTAGAAAGATCAAAGTTGTTGAATGAATAT AGCCACTAGAAAGATCAAAGTTGT TGTTGAACAGACATGAAATAGTGATG 35 8 93 24 227 26 58,375 58,190 33,200 30,700 13,434,815 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 8 226 TCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTA TCTGTTGACCAGTCACTGCC TGTTGAACAGACATGAAATAGTGATG 130 8 2 20 227 26 59,893 58,190 48,500 30,700 7,916,372 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 134 GCCACTAGAAAGATCAAAGTTGTTGAATGAATATA GCCACTAGAAAGATCAAAGTTGT TGTTGAACAGACATGAAATAGTGATGT 35 7 94 23 227 27 57,051 59,555 33,200 30,600 13,394,089 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 135 AGCCACTAGAAAGATCAAAGTTGTTGAATGAATAT AGCCACTAGAAAGATCAAAGTTGT TGTTGAACAGACATGAAATAGTGATGT 35 7 93 24 227 27 58,375 59,555 33,200 30,600 13,070,246 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 175 GGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTGGCTAGGAGTGTTCATCCTCT TGTTGAACAGACATGAAATAGTGATGT 78 7 53 21 227 27 58,606 59,555 36,900 30,600 9,838,743 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 176 TGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTGGCTAGGAGTGTTCATCCTC TGTTGAACAGACATGAAATAGTGATGT 79 7 52 21 227 27 58,889 59,555 37,100 30,600 9,556,480 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 176 TGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTGGCTAGGAGTGTTCATCCTCT TGTTGAACAGACATGAAATAGTGATGT 78 7 52 22 227 27 60,293 59,555 36,900 30,600 9,737,617 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 225 CTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATCTGTTGACCAGTCACTGCCT TGTTGAACAGACATGAAATAGTGATGT 129 7 3 20 227 27 59,893 59,555 47,500 30,600 7,552,552 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:13585:35713 1 152 42 21 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 7 226 TCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTA TCTGTTGACCAGTCACTGCC TGTTGAACAGACATGAAATAGTGATGT 130 7 2 20 227 27 59,893 59,555 48,500 30,600 7,551,804 B 234 GTCTGTTGACCAGTCACTGCCTTTtctctcCTATTTATTATACATCACATATGGCTAGGAGTGTTCATCCTCTAGCTAAAGTTATAGTAAGAAGCCACTAGAAAGATCAAAGTTGTTGAATGAATATACATAatatatTTCTATTTTATATtatatatatatatatatatatatatatatatatatatatataTTTAATAACATCACTATTTCATGTCTGTTCAACAGAAAACT

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 47 236 GCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGGCCTGCGTTCCATGTGAATG TCCCACAAACAACCTCACTCA 106 47 2 20 237 21 60,179 59,438 26,700 34,100 1,741,163 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 45 234 GCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGGCCTGCGTTCCATGTGAATG CCACAAACAACCTCACTCACG 106 45 2 20 235 21 60,179 59,669 26,700 43,500 1,509,676 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 45 235 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTAGCCTGCGTTCCATGTGAAT CCACAAACAACCTCACTCACG 107 45 1 20 235 21 60,323 59,669 25,700 43,500 1,653,337 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 5 133 tgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgt TGGGAGTCTGTGTGTGCTTC CCACAAACAACCTCACTCACG 5 45 103 20 235 21 59,893 59,669 38,600 43,500 1,437,229 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 45 173 GCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgGCCCATGTGCTTGTGTGTG CCACAAACAACCTCACTCACG 46 45 63 19 235 21 60,007 59,669 38,200 43,500 2,337,559 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 37 189 GTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCT GTGCATGCATGTGGGTGTG AACCTCACTCACGTAAACACA 70 37 39 19 227 21 60,080 57,470 38,200 37,200 4,610,630 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 36 188 GTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCT GTGCATGCATGTGGGTGTG ACCTCACTCACGTAAACACAA 70 36 39 19 226 21 60,080 57,470 38,200 33,300 4,610,630 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 36 189 GTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCT GTGCATGCATGTGGGTGTG AACCTCACTCACGTAAACACAA 70 36 39 19 227 22 60,080 58,136 38,200 33,300 4,944,608 B 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 17 146 GTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgt GTGCATGTTTGTGTGGGAGTC CCACAAACAACCTCACTCACG 17 45 90 21 235 21 60,001 59,669 33,600 43,500 2,331,899 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 6 134 gtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtg GTGGGAGTCTGTGTGTGCTT CCACAAACAACCTCACTCACG 6 45 102 20 235 21 60,179 59,669 39,100 43,500 1,509,566 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 9 137 tgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgt TGTGTGGGAGTCTGTGTGTG CCACAAACAACCTCACTCACG 9 45 99 20 235 21 59,822 59,669 38,200 43,500 1,508,357 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:16376:22370 1 128 42 21 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 9 140 tgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgt TGTGTGGGAGTCTGTGTGTG TTCCCACAAACAACCTCACTCA 9 47 99 20 238 22 59,822 60,026 38,200 34,100 2,203,629 F 238 AGCCTGCGTTCCATGTGAATGAATGTTACTGGGTGTGCGTGCATGCATGTGGGTGTGCGCGTGCCCATGTGCTtgtgtgtgATTCTGTTGTGCATGTTtgtgtgGGAGTCtgtgtgtgCTTCTGTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCTTTCGTTAATGTCTGTTTGCATCAgtgtgtgtTTGTGTTTACGTGAGTGAGGTTGTTTGTGGGAA

ST‐E00142:460:H2K7HCCXY:6:2222:25286:15830 1 20 110 21 3 AG CTCTCTCTCTCTCTCTCTAACCCATGCCCCCCCTTCTCNA 1 1 16 1 149 ctctctAACCCGTGGCCCCctctctctctctctctctAACCCA CTCTCTAACCCGTGGCCC CACGGGTTAGAGAGGGAGA 1 1 1 18 149 19 59,099 57,409 58,000 37,100 6,491,685 G 156 ctctctAACCCGTGGCCCCctctctctctctctctctAACCCATGcccccccTtctctctctctctctctctctctctctctctctctctctctcACCTGTGGCCctctctctctctctctctctctctTTCTCCctctctAACCCGTGGCGCCCT

ST‐E00142:460:H2K7HCCXY:6:2222:25286:15830 1 20 110 21 3 AG CTCTCTCTCTCTCTCTCTAACCCATGCCCCCCCTTCTCNA 0 0 16 0 149 ctctctAACCCGTGGCCCCctctctctctctctctctAACCCA CTCTCTAACCCGTGGCCC CACGGGTTAGAGAGGGAGAA 1 0 1 18 149 20 59,099 58,151 58,000 28,700 4,749,694 G 156 ctctctAACCCGTGGCCCCctctctctctctctctctAACCCATGcccccccTtctctctctctctctctctctctctctctctctctctctctcACCTGTGGCCctctctctctctctctctctctctTTCTCCctctctAACCCGTGGCGCCCT

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 27 190 acacacAAAGAACAGACACGGCATTATGTACACAAA ACACACAAAGAACAGACACGG GAATGTGCCAATGTGAGTGCT 42 27 10 21 199 21 58,993 59,457 49,400 44,000 3,549,803 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 28 190 cacacAAAGAACAGACACGGCATTATGTACACAAAT CACACAAAGAACAGACACGGC TGAATGTGCCAATGTGAGTGC 41 28 11 21 200 21 60,268 59,730 56,800 44,000 2,538,306 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 28 191 acacacAAAGAACAGACACGGCATTATGTACACAAA ACACACAAAGAACAGACACGG TGAATGTGCCAATGTGAGTGC 42 28 10 21 200 21 58,993 59,730 49,400 44,000 3,277,162 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 25 184 cacAAAGAACAGACACGGCATTATGTACACAAATGACACAAAGAACAGACACGGCA TGTGCCAATGTGAGTGCTTG 40 25 13 20 196 20 58,986 59,330 56,900 40,100 1,683,215 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 25 185 acacAAAGAACAGACACGGCATTATGTACACAAATGACACAAAGAACAGACACGGC TGTGCCAATGTGAGTGCTTG 41 25 12 20 196 20 58,986 59,330 56,800 40,100 1,683,971 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 25 186 cacacAAAGAACAGACACGGCATTATGTACACAAAT CACACAAAGAACAGACACGGC TGTGCCAATGTGAGTGCTTG 41 25 11 21 196 20 60,268 59,330 56,800 40,100 1,937,652 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 0 139 TGCACATacacacacAAACACAAacacacacacacacaca TGCACATACACACACAAACACAA TGTGAGTGCTTGAGTGTAAGAA 0 15 50 23 188 22 59,809 57,599 33,300 25,200 7,591,901 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 1 139 TGCACATacacacacAAACACAAacacacacacacacaca TGCACATACACACACAAACACA TGTGAGTGCTTGAGTGTAAGAA 1 15 50 22 188 22 59,250 57,599 37,200 25,200 7,150,150 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:29883:55719 1 73 79 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 1 139 TGCACATacacacacAAACACAAacacacacacacacaca TGCACATACACACACAAACACA TGTGAGTGCTTGAGTGTAAGAAT 1 14 50 22 188 23 59,250 58,039 37,200 24,000 7,710,559 G 201 CGTGCACATacacacAAAGAACAGACACGGCATTATGTACACAAATGAATGCACATacacacacAAACACAAacacacacacacacacacacacacacacacacacacacacacATacacacacATACATAGGCAGAAGcacacacacacaAGAACGTaaaaaaTATTCTTACACTCAAGCACTCACATTGGCACATTCAC

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 1 1 3 19 188 CTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTCTCAGGCGAGGAGTGTTCG GGGCTCTGGAAATCACCTGA 19 77 12 19 199 20 60,154 59,379 39,500 38,600 1,774,495 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 3 19 189 CTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTCTCAGGCGAGGAGTGTTCG CGGGCTCTGGAAATCACCTG 19 78 12 19 200 20 60,154 60,746 39,500 40,000 1,899,784 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 4 20 202 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC CTGTGACTTCTCGGGCTCTG 20 89 10 20 211 20 59,681 60,109 31,800 33,500 0.427660 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 4 20 207 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC CTGGACTGTGACTTCTCGGG 20 94 10 20 216 20 59,681 59,755 31,800 51,400 0.563755 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 4 20 242 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC TCATCCAGTCTGAACTCTGCT 20 128 10 20 251 21 59,681 58,466 31,800 42,400 2,852,678 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 4 20 243 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC CTCATCCAGTCTGAACTCTGCT 20 128 10 20 252 22 59,681 59,503 31,800 42,400 2,815,633 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 4 20 244 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC ACTCATCCAGTCTGAACTCTGC 20 129 10 20 253 22 59,681 59,767 31,800 42,600 2,552,192 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 5 20 204 AACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTAAACTCAGGCGAGGAGTGTTC GACTGTGACTTCTCGGGCTC 20 91 10 20 213 20 59,681 60,109 31,800 47,000 0.427800 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:5000:35326 1 50 53 21 1.5 AC ACACACACACTCACACACACACACACACACACACACNA 0 0 5 12 184 GAGGAGTGTTCGCAGCTCCCCACTCTACTATacacac GAGGAGTGTTCGCAGCTCC CTCGGGCTCTGGAAATCACC 12 80 19 19 202 20 60,447 60,463 47,000 40,200 1,909,725 F 283 CACATTCAAAACTCAGGCGAGGAGTGTTCGCAGCTCCCCACTCTACTATacacacacacTcacacacacacacacacacacacacacacacacacacacacaGAGTAAGGGAGGGGATAGaaaaaTGAGTTTTATTACTGAATAGTAACAGTATAAGAACCAAAGCAATGAATATTAGTTCAGGTGATTTCCAGAGCCCGAGAAGTCACAGTCCAGAGTGTTTCCTTCATAGCAGAGTTCAGACTGGATGAGTTTCTGGTTGAAGACAACTACGTGAAAATTT

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 1 1 3 14 164 ACGAAGCTAAGACCTCACACTACAtttttATGAAGataACGAAGCTAAGACCTCACACT AGGGTTACAGGCAGAATAGCT 14 60 59 21 222 21 58,760 58,518 35,500 33,200 4,722,773 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 14 199 ACGAAGCTAAGACCTCACACTACAtttttATGAAGataACGAAGCTAAGACCTCACACT AGCTTCTCTGAAACTGCCAGA 14 95 59 21 257 21 58,760 59,304 35,500 38,600 3,936,615 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 14 199 ACGAAGCTAAGACCTCACACTACAtttttATGAAGataACGAAGCTAAGACCTCACACT AGCTTCTCTGAAACTGCCAGAA 14 94 59 21 257 22 58,760 59,895 35,500 30,200 4,345,757 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 14 200 AACGAAGCTAAGACCTCACACTACAtttttATGAAGa AACGAAGCTAAGACCTCACACT AGCTTCTCTGAAACTGCCAGA 14 95 58 22 257 21 59,371 59,304 35,500 38,600 4,324,993 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 6 14 158 ACGAAGCTAAGACCTCACACTACAtttttATGAAGataACGAAGCTAAGACCTCACACT ACAGGCAGAATAGCTTCAGC 14 55 59 21 216 20 58,760 57,964 35,500 42,600 4,275,809 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:8339:8657 1 94 48 21 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 6 14 159 AACGAAGCTAAGACCTCACACTACAtttttATGAAGa AACGAAGCTAAGACCTCACACT ACAGGCAGAATAGCTTCAGC 14 55 58 22 216 20 59,371 57,964 35,500 42,600 4,664,187 F 276 CCGCCCCTGCACAACTGGAAAATTCTCCCCAgtgtgttttttaaaaaaGTGTTTTGTAACGAAGCTAAGACCTCACACTACAtttttATGAAGatatattatatatatatatatatatatatatatatatatatatatataTCTCATGATGGCTACTTCGTCAAATTTTAAAAGCTGGaaaaaTAACTTTaaaaaGGCTGAAGCTATTCTGCCTGTAACCCTaaaaaaaGGAGCCTTCTGGCAGTTTCAGAGAAGCTAACGTCTCGTTATCTCTGA

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 7 103 TTGCACAAAGCCTGGAATGTAATCACAacacacacac TTGCACAAAGCCTGGAATGT GCGCATGCTACATCTTTAGAAA 7 12 74 20 176 22 58,588 57,464 27,100 25,200 5,948,442 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 79 240 TCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAATCCTTGAGTGCCGTGACTTT ATGCTTCCGACGACCTTCTT 79 79 2 20 241 20 59,532 59,391 26,600 25,200 1,076,866 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 79 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGATTCCTTGAGTGCCGTGACTT ATGCTTCCGACGACCTTCTT 80 79 1 20 241 20 59,532 59,391 30,100 25,200 1,076,866 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 78 239 TCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAATCCTTGAGTGCCGTGACTTT TGCTTCCGACGACCTTCTTG 79 78 2 20 240 20 59,532 60,320 26,600 30,200 0.787780 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 78 240 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGATTCCTTGAGTGCCGTGACTT TGCTTCCGACGACCTTCTTG 80 78 1 20 240 20 59,532 60,320 30,100 30,200 0.787780 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 7 167 TTGCACAAAGCCTGGAATGTAATCACAacacacacac TTGCACAAAGCCTGGAATGT TGCTTCCGACGACCTTCTTG 7 78 74 20 240 20 58,588 60,320 27,100 30,200 1,731,633 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 77 238 TCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAATCCTTGAGTGCCGTGACTTT GCTTCCGACGACCTTCTTGA 79 77 2 20 239 20 59,532 60,039 26,600 30,200 0.506752 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 77 239 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGATTCCTTGAGTGCCGTGACTT GCTTCCGACGACCTTCTTGA 80 77 1 20 239 20 59,532 60,039 30,100 30,200 0.506752 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 7 119 TTGCACAAAGCCTGGAATGTAATCACAacacacacac TTGCACAAAGCCTGGAATGT ACTTTAAGAGTTCTAAGCGCATGC 7 26 74 20 192 24 58,588 59,906 27,100 40,600 5,505,634 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 7 120 TTTGCACAAAGCCTGGAATGTAATCACAacacacaca TTTGCACAAAGCCTGGAATGT ACTTTAAGAGTTCTAAGCGCATGC 7 26 73 21 192 24 59,238 59,906 27,100 40,600 5,855,339 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 7 166 TTGCACAAAGCCTGGAATGTAATCACAacacacacac TTGCACAAAGCCTGGAATGT GCTTCCGACGACCTTCTTGA 7 77 74 20 239 20 58,588 60,039 27,100 30,200 1,450,605 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:9374:14107 1 101 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 7 167 TTTGCACAAAGCCTGGAATGTAATCACAacacacaca TTTGCACAAAGCCTGGAATGT GCTTCCGACGACCTTCTTGA 7 77 73 21 239 20 59,238 60,039 27,100 30,200 1,800,310 A 241 TTCCTTGAGTGCCGTGACTTTTAAGAACAAACATGAAACAGGCATTCTGGTAAATTTAAATCAAAAGTTTATTTTGCACAAAGCCTGGAATGTAATCACAacacacacacacacacacacacacacacacacacacacacacAAGAAAATATGATTTCTAAAGATGTAGCATGCGCTTAGAACTCTTAAAGTTCTGAAACTCAGTATTACTTTACTTCTTCAAGAAGGTCGTCGGAAGCAT

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 4 133 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT ACAGAGGGTCAGACACAGGG 4 40 1 20 133 20 57,908 60,834 28,500 44,500 2,925,686 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 134 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT GACAGAGGGTCAGACACAGG 4 41 1 20 134 20 57,908 59,394 28,500 40,000 2,697,441 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 184 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT CAGAAGAGACATGTCTGAGCCT 4 89 1 20 184 22 57,908 59,503 28,500 45,800 4,588,724 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 185 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT GCAGAAGAGACATGTCTGAGC 4 91 1 20 185 21 57,908 58,730 28,500 42,600 4,361,899 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 186 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT TGCAGAAGAGACATGTCTGAGC 4 91 1 20 186 22 57,908 60,354 28,500 42,600 4,445,357 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 200 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT CGGTACCGAACACTTGCAGA 4 107 1 20 200 20 57,908 60,319 28,500 42,600 2,411,063 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 4 217 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTT GCAGCCTTTCCAATTCACGG 4 124 1 20 217 20 57,908 60,109 28,500 49,400 2,200,985 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 2 134 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTTTC GACAGAGGGTCAGACACAGG 2 41 1 22 134 20 59,585 59,394 26,200 40,000 3,020,414 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:15798:55403 1 25 49 21 1.5 AG TCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 2 217 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctct CCTTTCTCTTGCGCTCTCTTTC GCAGCCTTTCCAATTCACGG 2 124 1 22 217 20 59,585 60,109 26,200 49,400 2,523,957 F 228 CCTTTCTCTTGCGctctctTTCTTtctctcCctctctctctctctctctctctctctctctctctctctctctCGCTCTCCCctctctctGTCTGCCTccccccACCTCTccccccTGTGTCTGACCCTCTGTCTCTTAGCATAGTGGGTGATTTATCATTAAGGCTCAGACATGTCTCTTCTGCAAGTGTTCGGTACCGTGAATTGGAAAGGCTGCTGCGGCTGGCA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 16 161 acacacAGGCATTGAATCCTCTTCCTAATacacacATACACACACAGGCATTGAATCCTCT TGGAAGAGGATGATGTGTGCA 60 16 104 22 264 21 59,959 59,370 36,900 45,700 3,670,674 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 6 151 acacacAGGCATTGAATCCTCTTCCTAATacacacATACACACACAGGCATTGAATCCTCT TGATGTGTGCATTAGGGAGGG 60 6 104 22 254 21 59,959 59,787 36,900 43,000 3,253,501 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 6 151 acacacAGGCATTGAATCCTCTTCCTAATacacacATACACACACAGGCATTGAATCCTC TGATGTGTGCATTAGGGAGGG 61 6 104 21 254 21 58,560 59,787 37,100 43,000 3,653,097 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 6 122 acacacATACTGCATCctctctctAATAATACAAATTGCAACACACATACTGCATCCTCTCT TGATGTGTGCATTAGGGAGGG 31 6 133 22 254 21 58,897 59,787 31,000 43,000 4,315,660 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 6 121 cacacATACTGCATCctctctctAATAATACAAATTGCATCACACATACTGCATCCTCTCTCT TGATGTGTGCATTAGGGAGGG 29 6 134 23 254 21 59,616 59,787 31,000 43,000 4,596,834 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 186 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 6 122 acacacATACTGCATCctctctctAATAATACAAATTGCAACACACATACTGCATCCTCTCTC TGATGTGTGCATTAGGGAGGG 30 6 133 23 254 21 59,868 59,787 32,000 43,000 4,344,621 F 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 1 22 4 242 acacacATTCTGATCCTCTTCCTAATacacacacATTCTGACACACATTCTGATCCTCTTCC TGATGTGTGCATTAGGGAGGG 4 6 41 22 254 21 57,786 59,787 34,600 43,000 5,426,252 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 0 23 4 243 cacacacATTCTGATCCTCTTCCTAATacacacacATTCT CACACACATTCTGATCCTCTTCC TGATGTGTGCATTAGGGAGGG 4 6 40 23 254 21 59,062 59,787 34,600 43,000 5,150,394 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 0 23 3 242 acacacATTCTGATCCTCTTCCTAATacacacacATTCTGACACACATTCTGATCCTCTTCCT TGATGTGTGCATTAGGGAGGG 3 6 41 23 254 21 59,157 59,787 33,600 43,000 5,055,715 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 0 25 ‐9 242 TGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCTGATCCTCTTCCTAATACACACACA TGGAAGAGGATGATGTGTGCA ‐9 16 51 25 264 21 59,280 59,370 37,200 45,700 7,349,424 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 0 26 ‐8 244 TCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCTGATCCTCTTCCTAATACACACAC TGGAAGAGGATGATGTGTGCA ‐8 16 49 26 264 21 59,903 59,370 38,200 45,700 7,726,848 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2223:28006:20436 1 67 161 21 2 AC ACACACACACGCACACTGCATCCTTTTATTAATACAANA 0 0 26 ‐9 243 CTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCTGATCCTCTTCCTAATACACACACA TGGAAGAGGATGATGTGTGCA ‐9 16 50 26 264 21 60,127 59,370 37,200 45,700 7,757,199 G 275 CCTGATacacacacacacATTCTGATCCTCTTCCTAATacacacacATTCTGATCCTCTTCCTAATacacacacacGCACACTGCATCCTTTTATTAATACAAacacacAGGCATTGAATCCTCTTCCTAATacacacATACTGCATCctctctctAATAATACAAATTGCATCCTCTTCCTCATacacacacacacacacacacacacacacacacacacacacacAGCATCCCCTCCCTAATGcacacaTCATCCTCTTCCAAATAATACACA

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 1 1 2 17 191 CACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCACCCGTCCTCCACATGC CCAGCACGAGGATTGTTGGT 69 17 6 18 196 20 60,437 60,606 40,600 36,700 3,043,048 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 4 17 192 CCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTCCACCCGTCCTCCACATG CCAGCACGAGGATTGTTGGT 70 17 5 18 196 20 59,731 60,606 32,100 36,700 2,875,321 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 4 15 190 CCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTCCACCCGTCCTCCACATG AGCACGAGGATTGTTGGTCT 70 15 5 18 194 20 59,731 59,313 32,100 38,500 2,956,274 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 6 17 185 TCCTCCACATGCACGCAGGcacacaCGCGTGCATAGATCCTCCACATGCACGCAG CCAGCACGAGGATTGTTGGT 63 17 12 18 196 20 60,047 60,606 51,800 36,700 2,653,389 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 6 16 184 TCCTCCACATGCACGCAGGcacacaCGCGTGCATAGATCCTCCACATGCACGCAG CAGCACGAGGATTGTTGGTC 63 16 12 18 195 20 60,047 59,201 51,800 40,200 2,845,763 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 6 15 183 TCCTCCACATGCACGCAGGcacacaCGCGTGCATAGATCCTCCACATGCACGCAG AGCACGAGGATTGTTGGTCT 63 15 12 18 194 20 60,047 59,313 51,800 38,500 2,734,342 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 39 193 acaCGCGTGCATAGACACATGcacacaGACATACATA ACACGCGTGCATAGACACAT GAGGCACCATCACACCCAAA 39 47 34 20 226 20 60,390 60,539 32,100 32,800 0.929255 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 38 192 caCGCGTGCATAGACACATGcacacaGACATACATACCACGCGTGCATAGACACATG GAGGCACCATCACACCCAA 38 48 35 20 226 19 59,975 59,925 32,100 41,200 1,100,159 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 38 192 caCGCGTGCATAGACACATGcacacaGACATACATACCACGCGTGCATAGACACATG GAGGCACCATCACACCCAAA 38 47 35 20 226 20 59,975 60,539 32,100 32,800 0.564823 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 17 162 caCGCGTGCATAGACACATGcacacaGACATACATACCACGCGTGCATAGACACATG CCAGCACGAGGATTGTTGGT 38 17 35 20 196 20 59,975 60,606 32,100 36,700 0.631786 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 16 161 caCGCGTGCATAGACACATGcacacaGACATACATACCACGCGTGCATAGACACATG CAGCACGAGGATTGTTGGTC 38 16 35 20 195 20 59,975 59,201 32,100 40,200 0.824160 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 15 160 caCGCGTGCATAGACACATGcacacaGACATACATACCACGCGTGCATAGACACATG AGCACGAGGATTGTTGGTCT 38 15 35 20 194 20 59,975 59,313 32,100 38,500 0.712739 F 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 4 126 TACACGCAGATGCACTCACATACActctctctctctcaca TACACGCAGATGCACTCACA AGCACGAGGATTGTTGGTCT 4 15 69 20 194 20 59,683 59,313 35,800 38,500 1,004,195 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 4 128 TACACGCAGATGCACTCACATACActctctctctctcaca TACACGCAGATGCACTCACA CCAGCACGAGGATTGTTGGT 4 17 69 20 196 20 59,683 60,606 35,800 36,700 0.923242 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:10176:14617 1 93 67 21 1.5 AC CTCTCTCTCTCTCACACACACACACACACACACACACNA 0 0 8 3 127 ACACGCAGATGCACTCACATACActctctctctctcacac ACACGCAGATGCACTCACAT CCAGCACGAGGATTGTTGGT 3 17 70 20 196 20 60,321 60,606 32,100 36,700 0.927435 B 237 CCACCCACCCGTCCTCCACATGCACGCAGGcacacaCGCGTGCATAGACACATGcacacaGACATACATACACGCAGATGCACTCACATACActctctctctctcacacacacacacacacacacacacacacacacacacacacaCgtgtgtgcgcgcCACAGacacacacTGAGACCAACAATCCTCGTGCTGGGGTATGtttttttGGGTGTGATGGTGCCTCACCCCATTGGC

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 61 240 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA CTGCACTTCATCTAATGTTACACTTGA 61 67 8 20 247 27 60,251 59,882 44,100 30,200 7,368,842 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 61 240 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA CTGCACTTCATCTAATGTTACACTTG 61 68 8 20 247 26 60,251 58,761 44,100 31,600 7,489,868 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 43 208 GCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGGCTTCATGACAGTGCTGCAA GAAGAGGCAGTGCACAGAGA 60 43 9 20 216 20 59,405 59,680 40,800 31,000 0.914330 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 43 209 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA GAAGAGGCAGTGCACAGAGA 61 43 8 20 216 20 60,251 59,680 44,100 31,000 0.570324 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 4 152 TGCCGTTCTGTGCCTAGTACACTAacacacacacacacaTGCCGTTCTGTGCCTAGTAC GAAGAGGCAGTGCACAGAGA 4 43 65 20 216 20 59,754 59,680 27,300 31,000 0.565267 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 3 151 GCCGTTCTGTGCCTAGTACACTAacacacacacacacac GCCGTTCTGTGCCTAGTACA GAAGAGGCAGTGCACAGAGA 3 43 66 20 216 20 59,754 59,680 29,000 31,000 0.565267 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 61 240 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA CTGCACTTCATCTAATGTTACACT 61 70 8 20 247 24 60,251 57,025 44,100 35,500 7,225,528 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 42 208 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA AAGAGGCAGTGCACAGAGAG 61 42 8 20 215 20 60,251 59,679 44,100 32,000 0.571618 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 171 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA TGCTGTGGCACCTGACTTAG 61 5 8 20 178 20 60,251 59,965 44,100 21,800 0.285914 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 113 TGCCGTTCTGTGCCTAGTACACTAacacacacacacacaTGCCGTTCTGTGCCTAGTAC GCTGTGGCACCTGACTTAGA 4 4 65 20 177 20 59,754 59,678 27,300 21,000 0.567210 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 114 TGCCGTTCTGTGCCTAGTACACTAacacacacacacacaTGCCGTTCTGTGCCTAGTAC TGCTGTGGCACCTGACTTAG 4 5 65 20 178 20 59,754 59,965 27,300 21,800 0.280856 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 118 TTCTATGCCGTTCTGTGCCTAGTACACTAacacacaca TTCTATGCCGTTCTGTGCCT GCTGTGGCACCTGACTTAGA 9 4 60 20 177 20 59,387 59,678 47,500 21,000 0.934931 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 164 ATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGATGACAGTGCTGCAAATGGG GCTGTGGCACCTGACTTAGA 55 4 14 20 177 20 59,107 59,678 40,000 21,000 1,214,426 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 169 GCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGGCTTCATGACAGTGCTGCAA GCTGTGGCACCTGACTTAGA 60 4 9 20 177 20 59,405 59,678 40,800 21,000 0.916273 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 4 170 AGCTTCATGACAGTGCTGCAAATGGGGAAGGTCAT AGCTTCATGACAGTGCTGCA GCTGTGGCACCTGACTTAGA 61 4 8 20 177 20 60,251 59,678 44,100 21,000 0.572268 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 3 112 GCCGTTCTGTGCCTAGTACACTAacacacacacacacac GCCGTTCTGTGCCTAGTACA GCTGTGGCACCTGACTTAGA 3 4 66 20 177 20 59,754 59,678 29,000 21,000 0.567210 D 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:12784:40372 1 89 65 21 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 3 113 GCCGTTCTGTGCCTAGTACACTAacacacacacacacac GCCGTTCTGTGCCTAGTACA TGCTGTGGCACCTGACTTAG 3 5 66 20 178 20 59,754 59,965 29,000 21,800 0.280856 G 247 CATTAATAGCTTCATGACAGTGCTGCAAATGGGGAAGGTCATGAGTGGAGAATGGAATATTCTATGCCGTTCTGTGCCTAGTACACTAacacacacacacacacacacacacacacacacacacacacacTCTCGctctctTGctctctctctCACTTCTAAGTCAGGTGCCACAGCaaaaaaTGTAATGTAAAGctctctGTGCACTGCCTCTTCCAGGTCAAGTGTAACATTAGATGAAGTGCAG

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 11 24 140 tctctctcTAACAGCACGATcacacaGCTCTATTCTTTCT TCTCTCTCTAACAGCACGATCAC TCTGTAAGAGAGAGAATGTGTGTGC 24 26 106 23 245 25 59,624 60,566 30,600 45,700 8,941,247 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 14 113 CAGCACGATcacacaGCTCTATTCTTTCTCAAACATac CAGCACGATCACACAGCTCT TGTGTGTGCATGTGAATGAGA 16 14 117 20 229 21 60,390 58,151 40,900 32,700 3,238,247 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 14 115 AACAGCACGATcacacaGCTCTATTCTTTCTCAAACATAACAGCACGATCACACAGCT TGTGTGTGCATGTGAATGAGA 18 14 115 20 229 21 60,250 58,151 42,400 32,700 3,098,729 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 25 140 AtctctctcTAACAGCACGATcacacaGCTCTATTCTTTC ATCTCTCTCTAACAGCACGATCA CTGTAAGAGAGAGAATGTGTGTGC 25 26 105 23 244 24 58,797 59,375 29,200 45,700 8,828,108 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 24 140 AtctctctcTAACAGCACGATcacacaGCTCTATTCTTTC ATCTCTCTCTAACAGCACGATCAC CTGTAAGAGAGAGAATGTGTGTGC 24 26 105 24 244 24 59,964 59,375 30,600 45,700 8,661,144 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 153 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 18 125 AACAGCACGATcacacaGCTCTATTCTTTCTCAAACATAACAGCACGATCACACAGCT AGAGAGAGAATGTGTGTGCATGT 18 22 115 20 239 23 60,250 59,992 42,400 32,100 3,257,761 F 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 1 8 0 218 GCCAATCATACACATACATATTCCCTCTTCcacacaca GCCAATCATACACATACATATTCCCT CATGTGAATGAGAATATACATGTGACT 59 0 4 26 221 27 59,114 57,731 42,000 34,100 16,155,913 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 8 0 219 AGCCAATCATACACATACATATTCCCTCTTCcacacac AGCCAATCATACACATACATATTCCC CATGTGAATGAGAATATACATGTGACT 60 0 3 26 221 27 59,114 57,731 39,700 34,100 16,155,913 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 9 0 218 GCCAATCATACACATACATATTCCCTCTTCcacacaca GCCAATCATACACATACATATTCCCTC CATGTGAATGAGAATATACATGTGACT 58 0 4 27 221 27 59,934 57,731 43,000 34,100 16,335,737 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 10 0 166 CCACATGCACGCACTAACACAGATATAATGTTTcacaCCACATGCACGCACTAACAC CATGTGAATGAGAATATACATGTGACT 13 0 56 20 221 27 60,110 57,731 33,200 34,100 9,379,691 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 10 0 169 TTCCCACATGCACGCACTAACACAGATATAATGTTT TTCCCACATGCACGCACTAA CATGTGAATGAGAATATACATGTGACT 16 0 53 20 221 27 60,251 57,731 22,400 34,100 9,519,964 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 10 0 170 ATTCCCACATGCACGCACTAACACAGATATAATGTT ATTCCCACATGCACGCACTA CATGTGAATGAGAATATACATGTGACT 17 0 52 20 221 27 60,036 57,731 27,400 34,100 9,304,988 D 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 11 14 178 ATTCCCACATGCACGCACTAACACAGATATAATGTT ATTCCCACATGCACGCACTA TGTGTGTGCATGTGAATGAGA 17 14 52 20 229 21 60,036 58,151 27,400 32,700 2,884,225 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 11 13 174 CCACATGCACGCACTAACACAGATATAATGTTTcacaCCACATGCACGCACTAACAC TGTGTGTGCATGTGAATGAGA 13 14 56 20 229 21 60,110 58,151 33,200 32,700 2,958,928 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 12 25 240 GCCAATCATACACATACATATTCCCTCTTCcacacaca GCCAATCATACACATACATATTCCCT TGTAAGAGAGAGAATGTGTGTGCA 59 25 4 26 243 24 59,114 59,961 42,000 45,700 10,925,584 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 12 25 240 GCCAATCATACACATACATATTCCCTCTTCcacacaca GCCAATCATACACATACATATTCCCTC TGTAAGAGAGAGAATGTGTGTGCA 58 25 4 27 243 24 59,934 59,961 43,000 45,700 11,105,408 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 12 25 241 AGCCAATCATACACATACATATTCCCTCTTCcacacac AGCCAATCATACACATACATATTCCC TGTAAGAGAGAGAATGTGTGTGCA 60 25 3 26 243 24 59,114 59,961 39,700 45,700 10,925,584 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 12 21 191 AAACCATTCCCACATGCACGCACTAACACAGATATAAAACCATTCCCACATGCACG AGAGAGAATGTGTGTGCATGTG 22 21 47 20 237 22 59,397 58,928 53,400 32,100 3,674,774 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 12 20 190 AAACCATTCCCACATGCACGCACTAACACAGATATAAAACCATTCCCACATGCACG GAGAGAATGTGTGTGCATGTGA 22 20 47 20 236 22 59,397 58,931 53,400 35,800 3,671,851 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 13 22 193 AAACCATTCCCACATGCACGCACTAACACAGATATAAAACCATTCCCACATGCACG AGAGAGAGAATGTGTGTGCATGT 22 22 47 20 239 23 59,397 59,992 53,400 32,100 3,610,285 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:14823:52098 1 89 106 21 2 AC CACACACACACAAAATATCTCTCTCTAACAGCACGA NA 0 0 13 17 188 ATTCCCACATGCACGCACTAACACAGATATAATGTT ATTCCCACATGCACGCACTA AGAGAGAGAATGTGTGTGCATGT 17 22 52 20 239 23 60,036 59,992 27,400 32,100 3,043,257 G 281 ATAGCCAATCATACACATACATATTCCCTCTTCcacacacaAACACAAACCATTCCCACATGCACGCACTAACACAGATATAATGTTTcacacacacacaAAATAtctctctcTAACAGCACGATcacacaGCTCTATTCTTTCTCAAACATacacacacacacacacacacacacacacacacacacacacacAGTCACATGTATATTCTCATTCACATGcacacacaTtctctctcTTACAGACACCAATtctctctctctctcacacacGCGCACGCA

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 4 9 124 CACTTCTGGGTCTTGCTCAGTAAAATAAAATATTAC CACTTCTGGGTCTTGCTCAGT GGAGAGAGTTGTTCTTGTGTGG 30 9 78 21 201 22 59,929 58,866 34,100 41,700 4,205,842 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 9 187 ATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATATGCTCCTCTCTGCAGAAGG GGAGAGAGTTGTTCTTGTGTGG 94 9 15 20 201 22 59,168 58,866 34,600 41,700 3,966,424 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 124 CACTTCTGGGTCTTGCTCAGTAAAATAAAATATTAC CACTTCTGGGTCTTGCTCAGT GGAGAGAGTTGTTCTTGTGTGGA 30 8 78 21 201 23 59,929 60,181 34,100 40,200 4,252,849 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 187 ATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATATGCTCCTCTCTGCAGAAGG GGAGAGAGTTGTTCTTGTGTGGA 94 8 15 20 201 23 59,168 60,181 34,600 40,200 4,013,431 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 11 190 ACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCACATGCTCCTCTCTGCAGAAG GGGAGAGAGTTGTTCTTGTGT 95 11 13 21 202 21 59,792 57,523 28,500 37,200 4,684,780 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 10 125 CACTTCTGGGTCTTGCTCAGTAAAATAAAATATTAC CACTTCTGGGTCTTGCTCAGT GGGAGAGAGTTGTTCTTGTGTG 30 10 78 21 202 22 59,929 58,866 34,100 38,200 4,205,842 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 10 188 ATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATATGCTCCTCTCTGCAGAAGG GGGAGAGAGTTGTTCTTGTGTG 94 10 15 20 202 22 59,168 58,866 34,600 38,200 3,966,424 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 10 190 ACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCACATGCTCCTCTCTGCAGAAG GGGAGAGAGTTGTTCTTGTGTG 95 10 13 21 202 22 59,792 58,866 28,500 38,200 4,342,027 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:26423:33445 1 129 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 10 190 ACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCACATGCTCCTCTCTGCAGAA GGGAGAGAGTTGTTCTTGTGTG 96 10 13 20 202 22 58,726 58,866 30,200 38,200 4,408,216 F 242 CTGTCCCCTGATACATGCTCctctctGCAGAAGGCATGGCTTTTGTTCCCATTTGATAGCACAAAGAAAGGACATTACACTTCTGGGTCTTGCTCAGTAAAATAAAATATTACTATATTTAAATATCAatatatatatatatatatatatatatatatatatatatatatAAATTGAATCcacacaAGAACAActctctCCCCAcccccccAACTCATGTTTATATTAAAATAAAGCACTTT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 6 159 TAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTTAACTTCACGCCAGTCACCG AAAGGAATTAATCTCTAGCCTTGTGT 65 6 92 20 250 26 60,319 58,594 49,400 37,200 7,725,315 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 6 240 acacAGCACATCAGGTCACCAACATGCAATTGAACG ACACAGCACATCAGGTCACC AAAGGAATTAATCTCTAGCCTTGTGT 146 6 11 20 250 26 60,250 58,594 40,200 37,200 7,656,571 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 124 CTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTCTCCTGCCTTCTGCTCCAAA AAGGAATTAATCTCTAGCCTTGTGT 31 6 126 20 249 25 59,963 58,037 32,800 37,200 7,000,625 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 158 TAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTTAACTTCACGCCAGTCACCG AAGGAATTAATCTCTAGCCTTGTGT 65 6 92 20 249 25 60,319 58,037 49,400 37,200 7,282,533 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 6 241 acacacAGCACATCAGGTCACCAACATGCAATTGAACACACACAGCACATCAGGTCA AAGGAATTAATCTCTAGCCTTGTGT 148 6 9 20 249 25 59,531 58,037 40,200 37,200 7,432,816 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 123 CTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTCTCCTGCCTTCTGCTCCAAA AGGAATTAATCTCTAGCCTTGTGT 31 6 126 20 248 24 59,963 57,432 32,800 37,200 6,604,906 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 134 GGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATG GGCTCGATTAACTCCTGCCT AGGAATTAATCTCTAGCCTTGTGT 42 6 115 20 248 24 59,534 57,432 47,500 37,200 7,033,726 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 157 TAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTTAACTTCACGCCAGTCACCG AGGAATTAATCTCTAGCCTTGTGT 65 6 92 20 248 24 60,319 57,432 49,400 37,200 6,886,813 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 6 240 acacacAGCACATCAGGTCACCAACATGCAATTGAACACACACAGCACATCAGGTCA AGGAATTAATCTCTAGCCTTGTGT 148 6 9 20 248 24 59,531 57,432 40,200 37,200 7,037,096 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 6 214 TGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCTGCAATTGAACGCTGTCAGC AGGAATTAATCTCTAGCCTTGTGT 122 6 35 20 248 24 60,040 57,432 42,600 37,200 6,607,759 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 6 207 GAACGCTGTCAGCCATCAACCAcccccTGCAACCTCAGAACGCTGTCAGCCATCAAC AGGAATTAATCTCTAGCCTTGTGT 115 6 42 20 248 24 59,833 57,432 31,800 37,200 6,734,417 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:28798:45013 1 177 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 6 208 TGAACGCTGTCAGCCATCAACCAcccccTGCAACCTC TGAACGCTGTCAGCCATCAA AGGAATTAATCTCTAGCCTTGTGT 116 6 41 20 248 24 60,250 57,432 25,700 37,200 6,817,854 F 270 AGAAAGAAacacacAGCACATCAGGTCACCAACATGCAATTGAACGCTGTCAGCCATCAACCAcccccTGCAACCTCATGAGCCCCATCAATAACTTCACGCCAGTCACCGAGGGGCTCGATTAACTCCTGCCTTCTGCTCCAAATAATGTATAATTAATGTcacacaaaaaaaaCatatatatatatatatatatatatatatatatatatatatatACATATACACAAGGCTAGAGATTAATTCCTTTCAGATGTTTTGATGGCTTAT

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 1 112 ACTCATCTGTGTCTGGGCACCATGTAGGCATACAAAACTCATCTGTGTCTGGGCAC CGCGTGTGTCTGTGTGTTTC 29 1 29 20 140 20 59,677 60,315 50,100 27,800 0.638034 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 48 191 ACACAAATCACGTCGAACTACAACTGCAACTCATCT ACACAAATCACGTCGAACTACA CCCTATATGTGTATGTGTGTGTCT 55 48 1 22 191 24 58,291 57,838 27,400 34,100 9,870,744 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 13 124 ACTCATCTGTGTCTGGGCACCATGTAGGCATACAAAACTCATCTGTGTCTGGGCAC TATGTATGTGTGCGCGTGTG 29 13 29 20 152 20 59,677 59,004 50,100 38,200 1,318,702 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 13 145 TCACGTCGAACTACAACTGCAACTCATCTGTGTCTG TCACGTCGAACTACAACTGCA TATGTATGTGTGCGCGTGTG 49 13 8 21 152 20 59,934 59,004 44,100 38,200 2,061,579 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 12 123 ACTCATCTGTGTCTGGGCACCATGTAGGCATACAAAACTCATCTGTGTCTGGGCAC ATGTATGTGTGCGCGTGTGT 29 12 29 20 151 20 59,677 60,949 50,100 37,200 1,271,597 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 12 144 TCACGTCGAACTACAACTGCAACTCATCTGTGTCTG TCACGTCGAACTACAACTGCA ATGTATGTGTGCGCGTGTGT 49 12 8 21 151 20 59,934 60,949 44,100 37,200 2,014,474 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 47 191 ACACAAATCACGTCGAACTACAACTGCAACTCATCT ACACAAATCACGTCGAACTACAAC CCCTATATGTGTATGTGTGTGTCTG 53 47 1 24 191 25 60,026 59,014 33,200 35,100 10,011,841 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 47 191 ACACAAATCACGTCGAACTACAACTGCAACTCATCT ACACAAATCACGTCGAACTACA CCCTATATGTGTATGTGTGTGTCTG 55 47 1 22 191 25 58,291 59,014 27,400 35,100 9,694,420 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

ST‐E00142:460:H2K7HCCXY:6:2224:2940:64210 1 78 42 21 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 10 141 TCACGTCGAACTACAACTGCAACTCATCTGTGTCTG TCACGTCGAACTACAACTGCA TATGTGTGCGCGTGTGTCT 49 10 8 21 148 19 59,934 60,007 44,100 34,100 2,072,540 F 206 ACACAAATCACGTCGAACTACAACTGCAACTCATCTGTGTCTGGGCACCATGTAGGCATACAAACACAAAGAATAATacacacacacacacacacacacacacacacacacacacacacAGAAacacacAGacacacGCGcacacaTACATATAGGATTACACAGACAGacacacacATACACATATAGGGtctctctctcTTTCA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 3 4 246 aCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCACATTGTCCGATGAGCCACC GGGAGGAATGTCATGATGATAGC 157 4 26 20 271 23 60,393 58,740 46,100 29,700 4,653,168 F 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 4 246 CATTGTCCGATGAGCCACCCTCACTCACCCACCCTC CATTGTCCGATGAGCCACCC AGGGAGGAATGTCATGATGATAGC 156 4 27 20 272 24 61,098 60,020 46,100 29,700 5,117,049 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 4 247 aCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCACATTGTCCGATGAGCCACC AGGGAGGAATGTCATGATGATAGC 157 4 26 20 272 24 60,393 60,020 46,100 29,700 4,412,499 F 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 4 215 CCCTCCCTCACTGCAAGAACAATATCATGCTGGCTA CCCTCCCTCACTGCAAGAAC AGGGAGGAATGTCATGATGATAGC 125 4 58 20 272 24 60,322 60,020 30,100 29,700 4,341,510 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 155 TCTCCAACTCTCAGGTTAGGTANCCatatatCGTACA TCTCCAACTCTCAGGTTAGGT GGGAGGAATGTCATGATGATAGCT 65 3 117 21 271 24 57,455 60,020 30,800 33,200 7,564,199 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 214 CCCTCCCTCACTGCAAGAACAATATCATGCTGGCTA CCCTCCCTCACTGCAAGAAC GGGAGGAATGTCATGATGATAGCT 125 3 58 20 271 24 60,322 60,020 30,100 33,200 4,341,510 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 244 ATTGTCCGATGAGCCACCCTCACTCACCCACCCTCC ATTGTCCGATGAGCCACCC GGGAGGAATGTCATGATGATAGCT 156 3 28 19 271 24 59,775 60,020 46,100 33,200 5,244,094 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 245 CATTGTCCGATGAGCCACCCTCACTCACCCACCCTC CATTGTCCGATGAGCCACCC GGGAGGAATGTCATGATGATAGCT 156 3 27 20 271 24 61,098 60,020 46,100 33,200 5,117,049 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 246 aCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCACATTGTCCGATGAGCCACC GGGAGGAATGTCATGATGATAGCT 157 3 26 20 271 24 60,393 60,020 46,100 33,200 4,412,499 F 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4‐May 4 161 TCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTCTGATCTCCAACTCTCAGGT AGGGAGGAATGTCATGATGATAGC 70 4 112 21 272 24 57,535 60,020 40,000 29,700 7,484,222 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4‐May 3 160 TCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTCTGATCTCCAACTCTCAGGT GGGAGGAATGTCATGATGATAGCT 70 3 112 21 271 24 57,535 60,020 40,000 33,200 7,484,222 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1155_2 2 203 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 3 213 CCTCCCTCACTGCAAGAACAATATCATGCTGGCTAA CCTCCCTCACTGCAAGAACA GGGAGGAATGTCATGATGATAGCT 124 3 59 20 271 24 59,602 60,020 31,800 33,200 4,417,442 B 285 CCTGAGCAGAAAATCATCTGGaaaaaCATTGTCCGATGAGCCACCCTCACTCACCCACCCTCCCTCACTGCAAGAACAATATCATGCTGGCTAATTNCCTAACTTGTGCTATCTGATCTCCAACTCTCAGGTTAGGTANCCatatatCGTACANAGTGANCCTCACANATCTGAGTACCGTATAGTGTCTAANACTCNAGTCcacacacacacacacacacacacacacacacacacacacacaATCAGCTATCATCATGACATTCCTCCCTTATTAGACCAAAA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 1 1 2 47 250 ACCACTTGAGCACTGTGACTCTAAAGAACGGACAC ACCACTTGAGCACTGTGACT ACCCTAAGTGCATGCTATCTCT 119 47 33 20 282 22 59,167 58,687 34,100 31,000 4,146,177 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 2 47 250 ACCACTTGAGCACTGTGACTCTAAAGAACGGACAC ACCACTTGAGCACTGTGACTC ACCCTAAGTGCATGCTATCTCT 118 47 33 21 282 22 60,203 58,687 33,600 31,000 4,515,470 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 2 17 148 AATCACAACAGCACCCGTCTACTCATTcacacaAGAGAATCACAACAGCACCCGTCT ACCCTAAGTGCATGCTATCTCT 17 47 135 20 282 22 59,891 58,687 41,800 31,000 3,421,475 B 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 3 47 249 CCACTTGAGCACTGTGACTCTAAAGAACGGACACA CCACTTGAGCACTGTGACTCT ACCCTAAGTGCATGCTATCTCT 117 47 34 21 282 22 59,930 58,687 32,400 31,000 4,382,713 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 3 15 146 TCACAACAGCACCCGTCTACTCATTcacacaAGAGac TCACAACAGCACCCGTCTAC ACCCTAAGTGCATGCTATCTCT 15 47 137 20 282 22 59,967 58,687 25,900 31,000 3,345,842 B 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 4 14 145 CACAACAGCACCCGTCTACTCATTcacacaAGAGaca CACAACAGCACCCGTCTACT ACCCTAAGTGCATGCTATCTCT 14 47 138 20 282 22 59,966 58,687 25,700 31,000 3,346,394 B 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 10 9 210 ACCACTTGAGCACTGTGACTCTAAAGAACGGACAC ACCACTTGAGCACTGTGACT TGATTGTGTGCGTCTGTGAG 119 9 33 20 242 20 59,167 58,499 34,100 35,100 2,334,456 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 11 8 105 CACAACAGCACCCGTCTACTCATTcacacaAGAGaca CACAACAGCACCCGTCTACT TGATTGTGTGCGTCTGTGAGT 14 8 138 20 242 21 59,966 60,203 25,700 34,100 1,236,026 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 11 8 106 TCACAACAGCACCCGTCTACTCATTcacacaAGAGac TCACAACAGCACCCGTCTAC TGATTGTGTGCGTCTGTGAGT 15 8 137 20 242 21 59,967 60,203 25,900 34,100 1,235,474 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 11 8 108 AATCACAACAGCACCCGTCTACTCATTcacacaAGAGAATCACAACAGCACCCGTCT TGATTGTGTGCGTCTGTGAGT 17 8 135 20 242 21 59,891 60,203 41,800 34,100 1,311,106 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 11 8 209 CCACTTGAGCACTGTGACTCTAAAGAACGGACACA CCACTTGAGCACTGTGACTCT TGATTGTGTGCGTCTGTGAGT 117 8 34 21 242 21 59,930 60,203 32,400 34,100 2,272,345 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1169_3 3 172 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_172_213 0 0 11 8 210 ACCACTTGAGCACTGTGACTCTAAAGAACGGACAC ACCACTTGAGCACTGTGACT TGATTGTGTGCGTCTGTGAGT 119 8 33 20 242 21 59,167 60,203 34,100 34,100 2,035,809 F 295 GACAAGATGTGTTTTaaaaaaGAAATATTTTAACCACTTGAGCACTGTGACTCTAAAGAACGGACACAGGACAAATTTTCTTGTAAGTTCaaaaaTGAAAGAATCAATGTTTATTTTCTCAACACCCAAAACGTAATCACAACAGCACCCGTCTACTCATTcacacaAGAGacacacacacacacacacacacacacacacacacacacacacGTGCAATTACTCACAGACGcacacaATCAATAAAAGGTGATTACAAAAGAGATAGCATGCACTTAGGGTTTTGAAAAGTCCA

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 1 1 2 9 210 CTAACTGCATTCCCGCCGACGTATCCCCAGTCCACc CTAACTGCATTCCCGCCGA AGCACTCCAATCCTGACAGT 74 9 20 19 229 20 60,153 58,644 55,400 35,500 2,509,573 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 0 0 2 9 212 TACTAACTGCATTCCCGCCGACGTATCCCCAGTCCA TACTAACTGCATTCCCGCCG AGCACTCCAATCCTGACAGT 75 9 18 20 229 20 60,179 58,644 64,600 35,500 1,535,218 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 0 0 3 8 212 TACTAACTGCATTCCCGCCGACGTATCCCCAGTCCA TACTAACTGCATTCCCGCCG AGCACTCCAATCCTGACAGTA 75 8 18 20 229 21 60,179 58,460 64,600 27,400 2,719,477 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 0 0 Jun‐75 9 184 CCAGTCCACccaccaccaCCGCACAGccccccccccccccc CCAGTCCACCCACCACCA AGCACTCCAATCCTGACAGT 49 9 46 18 229 20 61,175 58,644 41,700 35,500 4,531,110 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 0 0 8 9 182 AGTCCACccaccaccaCCGCACAGccccccccccccccccc AGTCCACCCACCACCACC AGCACTCCAATCCTGACAGT 47 9 48 18 229 20 61,176 58,644 46,100 35,500 4,531,833 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1178_2 2 113 88 21 2 AC CACACACACACACACACACACACACACACACACACACA_113_154 0 0 8 9 183 CAGTCCACccaccaccaCCGCACAGcccccccccccccccc CAGTCCACCCACCACCAC AGCACTCCAATCCTGACAGT 48 9 47 18 229 20 59,887 58,644 41,600 35,500 3,469,263 G 231 AGCACGAGCAAAGTGTATACTAACTGCATTCCCGCCGACGTATCCCCAGTCCACccaccaccaCCGCACAGccccccccccccccccccccccccNCCCAccccccccccNNcacacacacacacacacacacacacacacacacacacacacaNacacacacacacacacacAGGcacacacaCNcacacacacacacaAACTCTGTTACTGTCAGGATTGGAGTGCTAT

cons_gr1182_2 2 28 120 21 3 AC TGTGTGTGTGTGTCTGTGTTCATTGTTTGTGTGTGT NO 1 1 18 6 178 tgtgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCT TGTGTGGGAGAGTGTGTCTG TCAGGCGTAGTTCAATTTAATTCAA 7 6 1 20 178 25 59,247 57,558 35,100 26,900 8,194,548 G 179 tgtgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCTGTGTTCATTGTTtgtgtgtgtgtgagagagTGTGTCTGTGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCtgtgtgtgTTtgtgtgACTTAATTGAATTAAATTGAACTACGCCTGAA

cons_gr1182_2 2 28 120 21 3 AC TGTGTGTGTGTGTCTGTGTTCATTGTTTGTGTGTGT NO 0 0 18 5 176 tgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCTGTTGTGGGAGAGTGTGTCTGTG TCAGGCGTAGTTCAATTTAATTCAA 5 6 3 20 178 25 59,247 57,558 36,600 26,900 8,194,548 G 179 tgtgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCTGTGTTCATTGTTtgtgtgtgtgtgagagagTGTGTCTGTGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCtgtgtgtgTTtgtgtgACTTAATTGAATTAAATTGAACTACGCCTGAA
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cons_gr1182_2 2 28 120 21 3 AC TGTGTGTGTGTGTCTGTGTTCATTGTTTGTGTGTGT NO 0 0 18 5 177 tgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCTGTTGTGGGAGAGTGTGTCTGTG TTCAGGCGTAGTTCAATTTAATTCA 5 7 3 20 179 25 59,247 57,558 36,600 25,700 8,194,548 G 179 tgtgtgGGAGAgtgtgtCTGTGTTCACtgtgtgtgtgtgTCTGTGTTCATTGTTtgtgtgtgtgtgagagagTGTGTCTGTGTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCCtgtgtgtgTTtgtgtgACTTAATTGAATTAAATTGAACTACGCCTGAA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 1 1 4 5 166 TCAAACATAAATGAGCGCATGCGCTTGcacacacaca TCAAACATAAATGAGCGCATGC GGGATTCCATGAGCTCCTGT 5 37 3 22 168 20 58,563 59,157 40,600 40,000 4,280,062 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 5 167 TCAAACATAAATGAGCGCATGCGCTTGcacacacaca TCAAACATAAATGAGCGCATGC AGGGATTCCATGAGCTCCTG 5 38 3 22 169 20 58,563 58,861 40,600 38,600 4,575,995 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 7 5 169 TCAAACATAAATGAGCGCATGCGCTTGcacacacaca TCAAACATAAATGAGCGCATGC TCAGGGATTCCATGAGCTCC 5 40 3 22 171 20 58,563 58,865 40,600 47,000 4,572,521 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 5 137 CAAACATAAATGAGCGCATGCGCTTGcacacacacac CAAACATAAATGAGCGCATGC ATGCTTGTCCGTGCATGAGT 5 9 4 21 140 20 57,171 60,322 40,600 34,100 4,150,985 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 5 138 TCAAACATAAATGAGCGCATGCGCTTGcacacacaca TCAAACATAAATGAGCGCATGC ATGCTTGTCCGTGCATGAGT 5 9 3 22 140 20 58,563 60,322 40,600 34,100 3,759,347 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr143_2 2 30 82 21 2 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 5 139 ATCAAACATAAATGAGCGCATGCGCTTGcacacacac ATCAAACATAAATGAGCGCATGC ATGCTTGTCCGTGCATGAGT 5 9 2 23 140 20 58,954 60,322 40,600 34,100 4,368,381 D 173 AATCAAACATAAATGAGCGCATGCGCTTGcacacacacacacacacacacacacacacacacacacacacaGACACAANCACGCNcacacacacacacacacacacacacaAACATATACACTCATGCACGGACAAGCATATACATTCACAGGAGCTCATGGAATCCCTGACA

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 1 1 8 5 122 GTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctct GTCTGTCTCTAGTGTCTATATGCCC CACCGCCACATGCATAGAGA 5 18 44 25 165 20 59,818 60,179 53,600 31,000 5,361,455 F 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 10 5 121 GTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctct GTCTGTCTCTAGTGTCTATATGCCC ACCGCCACATGCATAGAGAG 5 17 44 25 164 20 59,818 59,894 53,600 32,000 5,287,973 F 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 10 5 127 CTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctc CTGTCTCTAGTGTCTATATGCCC ATAGAGACACCGCCACATGC 5 25 46 23 172 20 57,363 60,179 53,600 40,600 5,816,078 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 10 5 128 TCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctct TCTGTCTCTAGTGTCTATATGCCC ATAGAGACACCGCCACATGC 5 25 45 24 172 20 58,682 60,179 53,600 40,600 5,496,881 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 10 5 129 GTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctct GTCTGTCTCTAGTGTCTATATGCCC ATAGAGACACCGCCACATGC 5 25 44 25 172 20 59,818 60,179 53,600 40,600 5,361,453 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 12 25 161 CTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGCTGTCTGCATATGTCTGTCTCTGT ATAGAGACACCGCCACATGC 38 25 12 24 172 20 60,142 60,179 34,100 40,600 4,321,277 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 13 38 216 TGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTTGTCTGCATATGTCTGTCTCTGT AGGGACTGACACATACAGAGAA 38 79 13 23 228 22 59,234 58,221 34,100 28,700 7,545,495 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 13 38 216 TGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTTGTCTGCATATGTCTGTCTCTGT AGGGACTGACACATACAGAGA 38 80 13 23 228 21 59,234 57,542 34,100 31,000 7,224,095 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 13 25 160 TGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTTGTCTGCATATGTCTGTCTCTGT ATAGAGACACCGCCACATGC 38 25 13 23 172 20 59,234 60,179 34,100 40,600 3,945,123 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 13 18 153 TGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTTGTCTGCATATGTCTGTCTCTGT CACCGCCACATGCATAGAGA 38 18 13 23 165 20 59,234 60,179 34,100 31,000 3,945,126 F 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 13 17 152 TGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTTGTCTGCATATGTCTGTCTCTGT ACCGCCACATGCATAGAGAG 38 17 13 23 164 20 59,234 59,894 34,100 32,000 3,871,644 F 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 14 39 218 TCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCT TCTGTCTGCATATGTCTGTCTCTG AGGGACTGACACATACAGAGA 39 80 11 24 228 21 59,902 57,542 33,500 31,000 7,555,633 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr188_2 2 74 54 21 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTC_118_127 0 0 14 25 162 TCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCT TCTGTCTGCATATGTCTGTCTCTG ATAGAGACACCGCCACATGC 39 25 11 24 172 20 59,902 60,179 33,500 40,600 4,276,662 B 228 TTTCTCTTCATCTGTCTGCATATGTCTGTCTCTGTATATGTATGTCTGTCTCTAGTGTCTATATGCCCCTGTAtctctctctctctctctctctctctctctctctctctctctcTNtctctctctcTNNNNNNNNNNNNNNNNctctctATGCATGTGGCGGTGTCTCTATATGTATCTGCCTGTCTCTTTAACTGTATTAATCTTTCTCTGTATGTGTCAGTCCCT

cons_gr190_2 2 100 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NO 1 1 2 21 165 CCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTCCCTTCCTGTTCCTCAACTTCA ACGAGGCACTGATGAGTACA 60 21 18 22 182 20 59,893 58,454 30,200 29,000 3,652,352 F 184 CAAATAGACTAACAGATCCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTTTCGTATCTTTATAAATACatatatAAGACTCCCTTCATTTACatatatatatatatatatatatatatatatatatatatatatTGCTTTGAAATTCAAtttttCTGTACTCATCAGTGCCTCGTTA

cons_gr190_2 2 100 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 2 20 165 CCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTCCCTTCCTGTTCCTCAACTTCA ACGAGGCACTGATGAGTACAG 60 20 18 22 182 21 59,893 59,526 30,200 27,400 3,580,989 F 184 CAAATAGACTAACAGATCCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTTTCGTATCTTTATAAATACatatatAAGACTCCCTTCATTTACatatatatatatatatatatatatatatatatatatatatatTGCTTTGAAATTCAAtttttCTGTACTCATCAGTGCCTCGTTA

cons_gr190_2 2 100 42 21 1 AT ATATATATATATATATATATATATATATATATATATA NO 0 0 4 20 166 TCCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTCCCTTCCTGTTCCTCAACT ACGAGGCACTGATGAGTACAG 63 20 17 20 182 21 57,882 59,526 31,600 27,400 3,592,881 F 184 CAAATAGACTAACAGATCCCTTCCTGTTCCTCAACTTCAATCAAatatatTCAACTTTCGTATCTTTATAAATACatatatAAGACTCCCTTCATTTACatatatatatatatatatatatatatatatatatatatatatTGCTTTGAAATTCAAtttttCTGTACTCATCAGTGCCTCGTTA

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 1 1 4 14 133 CTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgCTTGGCAATCTGAGGAGGCA CACCTCCCTCATGCCATTCC 14 14 75 20 207 20 60,035 60,467 47,500 30,100 0.501689 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 6 23 157 gggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCA GGGCATAGAGGCAGTCTTGG CTCACCTCTCACCTCCCTCA 29 23 60 20 216 20 60,179 59,960 36,100 38,600 0.219386 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 6 14 136 CTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgCTTGGCAATCTGAGGAGGCA TCTCACCTCCCTCATGCCAT 14 17 75 20 210 20 60,035 60,327 47,500 44,000 0.361671 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 6 14 142 CTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgCTTGGCAATCTGAGGAGGCA CTCACCTCTCACCTCCCTCA 14 23 75 20 216 20 60,035 59,960 47,500 38,600 0.075118 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 6 10 138 GCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgt GCAATCTGAGGAGGCATTGC CTCACCTCTCACCTCCCTCA 10 23 79 20 216 20 59,615 59,960 35,600 38,600 0.425020 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 12 31 194 TGAGTGAGTGGGTGTGGAGAATACATAgggggCATATGAGTGAGTGGGTGTGGAGA CCCTACACCTCACCTCTCAC 58 31 31 20 224 20 60,106 58,813 37,100 35,100 1,292,796 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 12 30 193 TGAGTGAGTGGGTGTGGAGAATACATAgggggCATATGAGTGAGTGGGTGTGGAGA CCTACACCTCACCTCTCACC 58 30 31 20 223 20 60,106 58,813 37,100 40,200 1,292,796 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 12 27 190 TGAGTGAGTGGGTGTGGAGAATACATAgggggCATATGAGTGAGTGGGTGTGGAGA ACACCTCACCTCTCACCTCC 58 27 31 20 220 20 60,106 60,543 37,100 43,000 0.648883 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr258_3 3 109 65 21 2 AC TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGT GT_132_173 0 0 12 23 186 TGAGTGAGTGGGTGTGGAGAATACATAgggggCATATGAGTGAGTGGGTGTGGAGA CTCACCTCTCACCTCCCTCA 58 23 31 20 216 20 60,106 59,960 37,100 38,600 0.146061 G 229 GATATTGCATGGGGTCTGAGGACTGCATATTGAGTGAGTGGGTGTGGAGAATACATAgggggCATAGAGGCAGTCTTGGCAATCTGAGGAGGCATTGCCTAGCATGGAtgtgtgtgtgtgtgtgtgCGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGAggggggTGCGGGGAATGGCATGAGGGAGGTGAGAGGTGAGGTGTAgggggCCT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 1 1 4 50 192 TTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTTTGAAATGTTGCATCGCCGG CGTAGAACGGTGAAGTGTGC 60 50 33 20 224 20 60,109 59,218 61,300 45,700 0.891749 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 50 193 GTTGAAATGTTGCATCGCCGGTGCTGTAACAGACC GTTGAAATGTTGCATCGCCG CGTAGAACGGTGAAGTGTGC 61 50 32 20 224 20 59,016 59,218 64,600 45,700 1,766,493 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 35 177 TTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTTTGAAATGTTGCATCGCCGG TGTGCAACAGTGAACATGGC 60 35 33 20 209 20 60,109 59,615 61,300 44,000 0.494394 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 34 176 TTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTTTGAAATGTTGCATCGCCGG GTGCAACAGTGAACATGGCC 60 34 33 20 208 20 60,109 60,319 61,300 53,600 0.428320 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 30 172 TTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTTTGAAATGTTGCATCGCCGG AACAGTGAACATGGCCCGAG 60 30 33 20 204 20 60,109 60,606 61,300 46,300 0.715767 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 0 112 TTGATGGCCACTGTCACACCctctctctctctctctctctctc TTGATGGCCACTGTCACACC AACAGTGAACATGGCCCGAG 0 30 93 20 204 20 60,537 60,606 41,600 46,300 1,143,544 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 0 116 TTGATGGCCACTGTCACACCctctctctctctctctctctctc TTGATGGCCACTGTCACACC GTGCAACAGTGAACATGGCC 0 34 93 20 208 20 60,537 60,319 41,600 53,600 0.856097 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 4 0 117 TTGATGGCCACTGTCACACCctctctctctctctctctctctc TTGATGGCCACTGTCACACC TGTGCAACAGTGAACATGGC 0 35 93 20 209 20 60,537 59,615 41,600 44,000 0.922172 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 68 240 AGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTAGTTGTGTCAAGTTGAAATGTTGC ACCCAACCATAAATGCTTTGGAG 68 83 21 24 260 23 59,136 59,485 41,700 38,600 8,379,351 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 68 240 AGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTAGTTGTGTCAAGTTGAAATGTTGC ACCCAACCATAAATGCTTTGGA 68 84 21 24 260 22 59,136 58,484 41,700 35,300 8,379,809 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 6 50 190 GAAATGTTGCATCGCCGGTGCTGTAACAGACCCTG GAAATGTTGCATCGCCGGTG CGTAGAACGGTGAAGTGTGC 58 50 35 20 224 20 60,798 59,218 49,400 45,700 1,580,393 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr33_2 2 113 42 21 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 7 68 240 AAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTG AAGTTGTGTCAAGTTGAAATGTTGC CCCAACCATAAATGCTTTGGAGG 68 82 20 25 259 23 59,652 60,119 41,700 43,000 8,467,116 F 260 CTACCCCACACTTTCTCTAAAGTTGTGTCAAGTTGAAATGTTGCATCGCCGGTGCTGTAACAGACCCTGAATCCTGTGAATACCTGATGCATTTGATGGCCACTGTCACACCctctctctctctctctctctctctctctctctctctctctctccccctctctctcCCCctctctCCACCTTGCTCGGGCCATGTTCACTGTTGCACACTTCACCGTTCTACGTAGATTGACATCCCTCCAAAGCATTTATGGTTGGGT

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 Jan‐75 0 237 CATcacacacaTTCGTCTGGGcacacacacacacacacaca CATCACACACATTCGTCTGGG CCCTGAGGTGCTTCAAATGTT 0 153 28 21 264 21 59,266 58,758 44,500 27,100 3,975,955 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 23 163 ACTAGGTAAATCGCAACCACCATTCATcacacacaTTCACTAGGTAAATCGCAACCACCA TGGAATATACAGCCATCGAAAGGT 23 52 4 22 166 24 59,696 59,897 41,700 35,000 6,406,124 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 23 194 ACTAGGTAAATCGCAACCACCATTCATcacacacaTTCACTAGGTAAATCGCAACCACCA CTGCAGCAAACATGAACTAATAGA 23 83 4 22 197 24 59,696 57,573 41,700 19,800 8,730,580 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 14 152 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA TGGAATATACAGCCATCGAAAGGT 14 52 15 20 166 24 59,120 59,897 35,800 35,000 4,982,965 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 0 236 ATcacacacaTTCGTCTGGGcacacacacacacacacacac ATCACACACATTCGTCTGGG CCCTGAGGTGCTTCAAATGT 0 154 29 20 264 20 57,901 58,085 44,500 27,100 4,014,282 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 2 0 237 CATcacacacaTTCGTCTGGGcacacacacacacacacaca CATCACACACATTCGTCTGGG CCCTGAGGTGCTTCAAATGT 0 154 28 21 264 20 59,266 58,085 44,500 27,100 3,649,053 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 15 187 TCGCAACCACCATTCATcacacacaTTCGTCTGGGcac TCGCAACCACCATTCATCAC AAACTGCAGCAAACATGAACT 15 89 14 20 200 21 58,836 57,193 30,600 30,100 4,971,036 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 14 186 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA AAACTGCAGCAAACATGAACT 14 89 15 20 200 21 59,120 57,193 35,800 30,100 4,687,066 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 3 14 269 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA CCCTGTTGGCTTCACACCA 14 174 15 20 283 19 59,120 60,153 35,800 41,700 2,033,218 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 Mar‐75 9 106 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA GCAGGAGAGACAGAACGAAAG 14 9 15 20 120 21 59,120 58,667 35,800 26,200 3,213,455 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 19 159 GGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGTAAATCGCAACCACCATTCA TGGAATATACAGCCATCGAAAGGT 19 52 8 22 166 24 59,510 59,897 25,700 35,000 6,592,639 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 19 190 GGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGTAAATCGCAACCACCATTCA CTGCAGCAAACATGAACTAATAGA 19 83 8 22 197 24 59,510 57,573 25,700 19,800 8,917,095 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 Apr‐75 8 106 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA GCAGGAGAGACAGAACGAAAGA 14 8 15 20 120 22 59,120 60,030 35,800 25,200 2,910,270 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 Apr‐75 8 107 TCGCAACCACCATTCATcacacacaTTCGTCTGGGcac TCGCAACCACCATTCATCAC GCAGGAGAGACAGAACGAAAGA 15 8 14 20 120 22 58,836 60,030 30,600 25,200 3,194,240 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 14 265 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA GTTGGCTTCACACCACCCT 14 170 15 20 279 19 59,120 60,153 35,800 43,400 2,033,198 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 22 160 AGGTAAATCGCAACCACCATTCATcacacacaTTCGTCAGGTAAATCGCAACCACCAT TGGAATATACAGCCATCGAAAGGT 22 52 7 20 166 24 57,493 59,897 35,500 35,000 6,609,931 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 22 191 AGGTAAATCGCAACCACCATTCATcacacacaTTCGTCAGGTAAATCGCAACCACCAT CTGCAGCAAACATGAACTAATAGA 22 83 7 20 197 24 57,493 57,573 35,500 19,800 8,934,387 B 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr340_2 2 49 42 21 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 14 264 CGCAACCACCATTCATcacacacaTTCGTCTGGGcaca CGCAACCACCATTCATCACA TTGGCTTCACACCACCCTG 14 169 15 20 278 19 59,120 60,153 35,800 44,500 2,033,218 F 286 AAAACTAGGTAAATCGCAACCACCATTCATcacacacaTTCGTCTGGGcacacacacacacacacacacacacacacacacacacacacaCTGCATTGTCTTTCGTTCTGtctctcCTGCNTGGTAAGCANTCCTTAAAAGTACCTTTCGATGGCTGTATATTCCAGAGAAATTCTATTAGTTCATGTTTGCTGCAGtttttCTTTCAGAACAGGTAATTGCATTTTGATGTCTTAGCTTAGAAACATTTGAAGCACCTCAGGGTGGTGTGAAGCCAACAgggggg

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 1 1 Oct‐75 9 145 AagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgAAGAGAGCAAGTGAAGGCGC CGCAAATACGCACACTCACA 9 12 31 20 175 20 60,953 59,489 65,300 35,800 1,463,773 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Oct‐75 3 137 AAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgAAGTGAAGGCGCGTGCTT CGCAAATACGCACACTCACA 3 12 39 18 175 20 60,592 59,489 39,100 35,800 3,102,504 B 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Oct‐75 2 137 AAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgAAGTGAAGGCGCGTGCTTC CGCAAATACGCACACTCACA 2 12 39 19 175 20 61,608 59,489 38,600 35,800 3,118,682 B 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Oct‐75 2 138 CAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtg CAAGTGAAGGCGCGTGCTTC CGCAAATACGCACACTCACA 2 12 38 20 175 20 62,771 59,489 38,600 35,800 3,281,376 B 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Dec‐75 33 195 AGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAATGCGGGTGTGTCC GCACACACCCAAACACACAT 39 33 2 19 196 20 60,303 59,541 40,200 32,100 1,762,000 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Dec‐75 31 193 AGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAATGCGGGTGTGTCC ACACACCCAAACACACATGC 39 31 2 19 194 20 60,303 59,541 40,200 40,600 1,762,000 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Dec‐75 9 164 AagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgAAGAGAGCAAGTGAAGGCGC ACACACCCAAACACACATGC 9 31 31 20 194 20 60,953 59,541 65,300 40,600 1,412,473 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Dec‐75 9 166 AagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgAAGAGAGCAAGTGAAGGCGC GCACACACCCAAACACACAT 9 33 31 20 196 20 60,953 59,541 65,300 32,100 1,412,473 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 Dec‐75 4 137 AagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgAAGAGAGCAAGTGAAGGCGC CGCACACTCACAAACACACG 9 4 31 20 167 20 60,953 60,586 65,300 44,900 1,539,239 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 14 35 197 AGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAATGCGGGTGTGTCC AAGCACACACCCAAACACAC 39 35 2 19 198 20 60,303 59,470 40,200 38,200 1,832,799 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 14.75 5 137 agagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgt AGAGAGCAAGTGAAGGCGC ACGCACACTCACAAACACAC 9 5 32 19 168 20 60,375 59,554 65,300 38,200 1,821,490 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr36_2 2 60 84 21 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_60_101 0 0 14.75 5 138 AagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgAAGAGAGCAAGTGAAGGCGC ACGCACACTCACAAACACAC 9 5 31 20 168 20 60,953 59,554 65,300 38,200 1,399,206 F 200 CAGTGAATGCGGgtgtgtCCCTTGATGTGTAagagagCAAGTGAAGGCGCGTGCTTCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNNNNCgtgtgtTTGTGAGTGTGCGTATTTGCGCAtgtgtgTTTGGgtgtgtGCTTAC

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 1 1 5‐May 57 294 aCCAATCTGCACTCTCACCCACTCTCAGAATGGGTG ACCAATCTGCACTCTCACCC AGTTTAGCACAACATTAAACATGAACT 57 148 77 20 370 27 59,674 58,587 46,100 30,100 8,739,493 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 6 56 244 CCAATCTGCACTCTCACCCACTCTCAGAATGGGTGA CCAATCTGCACTCTCACCCA AAAGAAACAACTTGCTGAGCAA 56 104 78 20 321 22 59,674 57,545 45,100 39,100 4,780,661 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 6 56 292 CCAATCTGCACTCTCACCCACTCTCAGAATGGGTGA CCAATCTGCACTCTCACCCA GTTTAGCACAACATTAAACATGAACT 56 148 78 20 369 26 59,674 57,426 45,100 30,100 8,900,129 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 6 56 293 CCAATCTGCACTCTCACCCACTCTCAGAATGGGTGA CCAATCTGCACTCTCACCCA AGTTTAGCACAACATTAAACATGAACT 56 148 78 20 370 27 59,674 58,587 45,100 30,100 8,739,162 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 6 5 120 GCACCCTGAGATTGGAAATGAACTGGacacacacaca GCACCCTGAGATTGGAAATGA AGCGGTGACCATTAGAATGTGA 5 30 128 21 247 22 58,273 59,764 25,700 35,800 4,962,967 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 6 4 120 GCACCCTGAGATTGGAAATGAACTGGacacacacaca GCACCCTGAGATTGGAAATGAA AGCGGTGACCATTAGAATGTGA 4 30 128 22 247 22 58,908 59,764 25,700 35,800 5,327,691 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 7 5 119 GCACCCTGAGATTGGAAATGAACTGGacacacacaca GCACCCTGAGATTGGAAATGA GCGGTGACCATTAGAATGTGAG 5 29 128 21 246 22 58,273 59,391 25,700 35,100 5,336,280 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 7‐May 65 253 CcacacacaCCAATCTGCACTCTCACCCACTCTCAGAACCACACACACCAATCTGCAC AAAGAAACAACTTGCTGAGCAA 65 104 69 20 321 22 59,688 57,545 45,700 39,100 4,766,518 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 8 52 240 TCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgt TCTGCACTCTCACCCACTCT AAAGAAACAACTTGCTGAGCAA 52 104 82 20 321 22 60,179 57,545 32,400 39,100 4,633,678 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 8 30 166 TCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgt TCTGCACTCTCACCCACTCT AGCGGTGACCATTAGAATGTGA 52 30 82 20 247 22 60,179 59,764 32,400 35,800 2,415,096 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 10 30 165 CTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtg CTGCACTCTCACCCACTCTC AGCGGTGACCATTAGAATGTGA 51 30 83 20 247 22 59,754 59,764 32,000 35,800 2,482,233 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 12 30 163 GCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtGCACTCTCACCCACTCTCAG AGCGGTGACCATTAGAATGTGA 49 30 85 20 247 22 59,754 59,764 33,500 35,800 2,482,233 B 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 12 8 142 TCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgt TCTGCACTCTCACCCACTCT GGGTGAGTGAGTGAGTGTGA 52 8 82 20 223 20 60,179 58,959 32,400 35,800 1,219,596 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 13 9 144 TCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgt TCTGCACTCTCACCCACTCT GAGGGTGAGTGAGTGAGTGTG 52 9 82 20 225 21 60,179 60,000 32,400 38,200 1,179,232 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 13 7 142 TCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgt TCTGCACTCTCACCCACTCT GGGTGAGTGAGTGAGTGTGAG 52 7 82 20 223 21 60,179 60,000 32,400 35,100 1,179,232 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 14 22 210 GAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGA GAGGGTGAGTGAGTGAGCAC AAAGAAACAACTTGCTGAGCAA 22 104 112 20 321 22 60,038 57,545 44,000 39,100 4,492,518 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 14 9 114 GAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGA GAGGGTGAGTGAGTGAGCAC GAGGGTGAGTGAGTGAGTGTG 22 9 112 20 225 21 60,038 60,000 44,000 38,200 1,038,073 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 14 7 112 GAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGA GAGGGTGAGTGAGTGAGCAC GGGTGAGTGAGTGAGTGTGAG 22 7 112 20 223 21 60,038 60,000 44,000 35,100 1,038,073 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 16 28 216 ATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGG ATGGGTGAGGGTGAGTGAGT AAAGAAACAACTTGCTGAGCAA 28 104 106 20 321 22 60,179 57,545 34,100 39,100 4,633,619 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 16 24 212 GTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAAT GTGAGGGTGAGTGAGTGAGC AAAGAAACAACTTGCTGAGCAA 24 104 110 20 321 22 60,038 57,545 42,600 39,100 4,492,518 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 154 42 21 1 AC ACACACACACACACACACACACACACACACACACACAC_154_195 0 0 16 7 114 GTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAAT GTGAGGGTGAGTGAGTGAGC GGGTGAGTGAGTGAGTGTGAG 24 7 110 20 223 21 60,038 60,000 42,600 35,100 1,038,073 F 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 1 8 1 245 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA AGCGGTGACCATTAGAATGTGA 1 30 3 20 247 22 57,912 59,764 31,000 35,800 4,324,251 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 8 1 247 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctc GAAAGTGAGTGGTGGTGAGAGA AGCGGTGACCATTAGAATGTGA 1 30 1 22 247 22 59,634 59,764 31,000 35,800 4,601,763 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 8 1 294 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GACAATGTCAGAGTAATAAAGTGATCA 1 74 3 20 296 27 57,912 57,629 31,000 29,200 11,459,240 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 8 1 295 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA TGACAATGTCAGAGTAATAAAGTGATC 1 75 3 20 297 27 57,912 57,629 31,000 29,200 11,459,240 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 8 0 244 AGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTAGTGAGTGGTGGTGAGAGAT AGCGGTGACCATTAGAATGTGA 0 30 4 20 247 22 57,683 59,764 27,500 35,800 4,553,518 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 8 0 293 AGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTAGTGAGTGGTGGTGAGAGAT GACAATGTCAGAGTAATAAAGTGATCA 0 74 4 20 296 27 57,683 57,629 27,500 29,200 11,688,507 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 12 1 221 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GGGTGAGTGAGTGAGTGTGA 1 8 3 20 223 20 57,912 58,959 31,000 35,800 3,128,751 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 13 1 221 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GGGTGAGTGAGTGAGTGTGAG 1 7 3 20 223 21 57,912 60,000 31,000 35,100 3,088,387 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr388_2 2 24 172 21 2 AC TGTGTGTGTGTCTCTCTCTCTCTCTGTGTTCTCATTTAAC_154_195 0 0 13 1 223 AAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctct AAGTGAGTGGTGGTGAGAGA GAGGGTGAGTGAGTGAGTGTG 1 9 3 20 225 21 57,912 60,000 31,000 38,200 3,088,387 G 374 GAAAGTGAgtggtggtgAGAGATtgtgtgtgtgtctctctctctctcTGTGTTCTCATTTATCCTTACCcacacacaCCAATCTGCACTCTCACCCACTCTCAGAATGGGTGAGGgtgagtgagtgaGCACCCTGAGATTGGAAATGAACTGGacacacacacacacacacacacacacacacacacacacacacNNTCACACTCAcactcactcactCACCCTCTCACATTCTAATGGTCACCGCTATTTATTACTTAGttttttAAATGATCACTTTATTACTCTGACATTGTCATTTTGCTCAGCAAGTTGTTTCTTTTCATACCTCCttttttaaaaaaaGTTCATGTTTAATGTTGTGCTAAACTTTAT

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 1 1 12 20 190 GCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtGCTCTGTGCGTGTGTGTCTC ACAGCTTCTGTTTCCTGTGC 20 32 5 20 194 20 61,552 58,687 33,600 45,700 2,865,163 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 0 0 12 20 190 GCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtGCTCTGTGCGTGTGTGTCTC ACAGCTTCTGTTTCCTGTGCA 20 31 5 20 194 21 61,552 60,409 33,600 45,700 2,961,031 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 0 0 13 21 190 GCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtGCTCTGTGCGTGTGTGTCT ACAGCTTCTGTTTCCTGTGC 21 32 5 19 194 20 60,593 58,687 34,100 45,700 2,905,484 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 0 0 14 19 188 CTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtg CTCTGTGCGTGTGTGTCTCT CAGCTTCTGTTTCCTGTGCA 19 31 6 20 193 20 59,969 58,688 31,000 45,700 1,343,173 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 0 0 14 19 189 CTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtg CTCTGTGCGTGTGTGTCTCT ACAGCTTCTGTTTCCTGTGCA 19 31 6 20 194 21 59,969 60,409 31,000 45,700 1,439,996 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr556_2 2 45 98 21 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTG_101_142 0 0 14 19 189 CTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtg CTCTGTGCGTGTGTGTCTCT ACAGCTTCTGTTTCCTGTGC 19 32 6 20 194 20 59,969 58,687 31,000 45,700 1,344,128 G 198 CTGTGCTCTGTGCgtgtgtgtCtctgtctgtctgCATGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtctgtctgtctgCATGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAACGGAgggggTTCCATCTTCAGGATTTGCACAGGAAACAGAAGCTGTTTCC

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 1 1 6 24 192 TGAGAACAGATATACAGAGGTAGAAAGATTGAAGATGAGAACAGATATACAGAGGTAGAAAG CATGCACTCTGACACATGTG 24 63 2 27 193 20 57,874 57,106 26,200 32,100 12,020,457 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 6 24 193 TGAGAACAGATATACAGAGGTAGAAAGATTGAAGATGAGAACAGATATACAGAGGTAGAAAG ACATGCACTCTGACACATGT 24 64 2 27 194 20 57,874 57,444 26,200 32,100 11,682,294 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 6 23 192 GAGAACAGATATACAGAGGTAGAAAGATTGAAGA GAGAACAGATATACAGAGGTAGAAAGA ACATGCACTCTGACACATGT 23 64 3 27 194 20 57,655 57,444 25,200 32,100 11,900,915 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 6 1 162 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC CATGCACTCTGACACATGTG 1 63 32 20 193 20 59,484 57,106 40,900 32,100 3,410,745 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 6 1 163 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC ACATGCACTCTGACACATGT 1 64 32 20 194 20 59,484 57,444 40,900 32,100 3,072,582 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 6 0 162 AAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgt AAGACAGCAACAGCAGAGCC ACATGCACTCTGACACATGT 0 64 33 20 194 20 60,888 57,444 47,000 32,100 3,444,429 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Sep‐25 14 190 TACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGTACAGAGGTAGAAAGATTGAAGACA CGCACACATACATGCACTCTG 14 72 14 25 203 21 57,223 59,938 34,100 33,500 8,838,184 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Sep‐25 13 190 TACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGTACAGAGGTAGAAAGATTGAAGACAG CGCACACATACATGCACTCTG 13 72 14 26 203 21 58,168 59,938 35,100 33,500 8,893,319 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Sep‐25 12 190 TACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGTACAGAGGTAGAAAGATTGAAGACAGC CGCACACATACATGCACTCTG 12 72 14 27 203 21 60,578 59,938 44,000 33,500 8,639,373 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Sep‐25 1 172 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC CGCACACATACATGCACTCTG 1 72 32 20 203 21 59,484 59,938 40,900 33,500 1,578,005 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Oct‐75 1 145 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC GTGCACACACTCACACTCAG 1 46 32 20 176 20 59,484 59,067 40,900 33,500 1,449,536 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Nov‐75 1 113 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC TCAGATACACACGCACACACT 1 13 32 20 144 21 59,484 59,660 40,900 35,500 1,856,368 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 Dec‐25 1 144 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC TGCACACACTCACACTCAGA 1 45 32 20 175 20 59,484 59,177 40,900 32,700 1,339,899 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 13.75 1 111 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC AGATACACACGCACACACTCA 1 11 32 20 142 21 59,484 59,660 40,900 34,100 1,856,368 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 15 1 115 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC ACTCAGATACACACGCACACA 1 15 32 20 146 21 59,484 59,660 40,900 37,200 1,856,368 F 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 15 1 133 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC ACACTCAGATACACAAACACTCAGA 1 29 32 20 164 25 59,484 59,931 40,900 32,700 5,585,557 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 15 1 135 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC TCACACTCAGATACACAAACACTCA 1 31 32 20 166 25 59,484 60,163 40,900 34,100 5,679,896 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr568_2 2 53 58 21 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_53_94 0 0 16 1 134 GAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgGAAGACAGCAACAGCAGAGC CACACTCAGATACACAAACACTCA 1 31 32 20 165 24 59,484 58,950 40,900 34,100 5,566,267 B 203 ATGAGAACAGATATACAGAGGTAGAAAGATTGAAGACAGCAACAGCAGAGCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtGAGNGTGTGNNTGAgtgtgtGCgtgtgtATCTGAGTGTTTGTGTATCTGAGTGTGAgtgtgtGCACATGTGTCAGAGTGCATGTAtgtgtgCG

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 1 1 12 14 213 TTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCG TTTCTAGTGGCATGGCGGAG ACACACGGACTCACACACAA 86 14 53 20 265 20 60,108 59,752 46,300 33,300 0.355715 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 14 214 CTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGC CTTTCTAGTGGCATGGCGGA ACACACGGACTCACACACAA 87 14 52 20 265 20 60,108 59,752 55,400 33,300 0.355715 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 14 237 CTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCA CTACCTGGGTGGGTCCTTCT ACACACGGACTCACACACAA 110 14 29 20 265 20 60,253 59,752 28,500 33,300 0.500755 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 14 241 TTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGTTCACTACCTGGGTGGGTCC ACACACGGACTCACACACAA 114 14 25 20 265 20 60,839 59,752 44,600 33,300 1,086,999 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 14 242 GTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAG GTTCACTACCTGGGTGGGTC ACACACGGACTCACACACAA 115 14 24 20 265 20 59,676 59,752 44,600 33,300 0.571969 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 14 243 GGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTA GGTTCACTACCTGGGTGGGT ACACACGGACTCACACACAA 116 14 23 20 265 20 61,132 59,752 45,100 33,300 1,379,940 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 12 1 128 AATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCAT AATCCATGGTGGGAAGGCTC ACACACGGACTCACACACAA 1 14 138 20 265 20 59,740 59,752 47,000 33,300 0.507951 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 14 3 179 TTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCC TTTAATCAGGCGGGAGGGTG CACACACAAACACACTCGCA 63 3 76 20 254 20 59,745 59,554 46,100 51,000 0.700576 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 14 2 178 TTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCC TTTAATCAGGCGGGAGGGTG ACACACAAACACACTCGCAC 63 2 76 20 253 20 59,745 59,554 46,100 53,400 0.700970 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 14 1 115 AATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCAT AATCCATGGTGGGAAGGCTC CACACAAACACACTCGCACA 1 1 138 20 252 20 59,740 59,554 47,000 45,700 0.705767 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 14 1 117 AATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCAT AATCCATGGTGGGAAGGCTC CACACACAAACACACTCGCA 1 3 138 20 254 20 59,740 59,554 47,000 51,000 0.705767 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr631_2 2 159 73 21 2 AC TGTGTGTGTGTATTCATGTGTCAGTGTGTGTGTGTGNO 0 0 14 1 177 TTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCC TTTAATCAGGCGGGAGGGTG CACACAAACACACTCGCACA 63 1 76 20 252 20 59,745 59,554 46,100 45,700 0.700576 G 265 AGTCACCATTCAGTGTCTCACTGGTTCACTACCTGGGTGGGTCCTTCTGCCCTTTCTAGTGGCATGGCGGAGGCATTTAATCAGGCGGGAGGGTGGCAGGTGGGGATCCCACTGCCTTCACACCTCCACCCCGATTAAATCCATGGTGGGAAGGCTCCtgtgtgtgtgTATTCATGTGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagaCTGTGCGAgtgtgtTtgtgtgtgAGTCCgtgtgt

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 1 1 1‐May 54 265 GCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCGCAACGTAGGAGCACGAGTA GCTTTCTGTGCTGTGGGACT 54 95 12 20 276 20 59,830 60,536 25,900 38,500 0.705679 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 2 54 266 GCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCGCAACGTAGGAGCACGAGTA GGCTTTCTGTGCTGTGGGA 54 97 12 20 277 19 59,830 60,228 25,900 43,700 1,397,918 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 2 48 259 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT GCTTTCTGTGCTGTGGGACT 48 95 18 20 276 20 60,106 60,536 44,000 38,500 0.642173 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 2 48 260 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT GGCTTTCTGTGCTGTGGGA 48 97 18 20 277 19 60,106 60,228 44,000 43,700 1,334,412 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 2 19 184 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT GCATCTATCAACCTCAGCTCG 48 19 18 20 201 21 60,106 58,598 44,000 50,300 2,508,472 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 48 253 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT TGTGCTGTGGGACTGAATGA 48 89 18 20 270 20 60,106 59,236 44,000 25,700 0.870438 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 48 261 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT AGGCTTTCTGTGCTGTGGG 48 98 18 20 278 19 60,106 60,228 44,000 46,100 1,334,534 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 25 236 GCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatGCCTGCCAAACCCATTCTGT GCTTTCTGTGCTGTGGGACT 25 95 41 20 276 20 61,188 60,536 34,100 38,500 1,723,573 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 19 185 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT AGCATCTATCAACCTCAGCTCG 48 19 18 20 202 22 60,106 59,964 44,000 50,300 2,141,871 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 18 184 TAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACC TAGGAGCACGAGTAGGCCAT GCATCTATCAACCTCAGCTCGA 48 18 18 20 201 22 60,106 59,965 44,000 40,400 2,141,360 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 3 18 190 GCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCGCAACGTAGGAGCACGAGTA GCATCTATCAACCTCAGCTCGA 54 18 12 20 201 22 59,830 59,965 25,900 40,400 2,204,866 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 4 24 229 CCTGCCAAACCCATTCTGTCATTCAATTTATATTtata CCTGCCAAACCCATTCTGTC TGTGCTGTGGGACTGAATGA 24 89 42 20 270 20 59,109 59,236 35,100 25,700 1,654,954 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 4 24 235 CCTGCCAAACCCATTCTGTCATTCAATTTATATTtata CCTGCCAAACCCATTCTGTC GCTTTCTGTGCTGTGGGACT 24 95 42 20 276 20 59,109 60,536 35,100 38,500 1,426,689 F 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 4 24 236 CCTGCCAAACCCATTCTGTCATTCAATTTATATTtata CCTGCCAAACCCATTCTGTC GGCTTTCTGTGCTGTGGGA 24 97 42 20 277 19 59,109 60,228 35,100 43,700 2,118,928 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 4 24 237 CCTGCCAAACCCATTCTGTCATTCAATTTATATTtata CCTGCCAAACCCATTCTGTC AGGCTTTCTGTGCTGTGGG 24 98 42 20 278 19 59,109 60,228 35,100 46,100 2,119,050 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 6 65 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCACATCCTGGCAGCAACGTAG CGAAGGGCTGACAGGCTT 65 111 1 20 290 18 60,392 59,651 35,100 43,500 2,740,658 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 7 66 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCACATCCTGGCAGCAACGTA CGAAGGGCTGACAGGCTTT 66 110 1 19 290 19 59,323 60,303 35,700 35,100 2,979,800 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr709_2 2 86 76 21 1.5 AC CACACACACACACACGCACACACACACACACACACATA_144_161 0 0 7 65 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCACATCCTGGCAGCAACGTAG CGAAGGGCTGACAGGCTTT 65 110 1 20 290 19 60,392 60,303 35,100 35,100 1,694,493 B 290 ACATCCTGGCAGCAACGTAGGAGCACGAGTAGGCCATTCGGCCTGCCAAACCCATTCTGTCATTCAATTTATATTtatataAAANcacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacatatatatatatatatataNNAACAAGAATATAAATGTCGAGCTGAGGTTGATAGATGCTTGAATTGCGTTAAGTTGACATGTGACTTCTTCAGTGTCATCTGttcattcattcaGTCCCACAGCACAGAAAGCCTGTCAGCCCTTCG

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 1 1 9 26 176 GcacacaATGACAGACAGGGACACATacacacAAACA GCACACAATGACAGACAGGG ACTGTCAAAGTGTGTGTCTCA 26 39 6 20 181 21 59,123 57,390 44,500 32,700 4,487,111 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 0 0 9 26 176 GcacacaATGACAGACAGGGACACATacacacAAACA GCACACAATGACAGACAGGG ACTGTCAAAGTGTGTGTCTCAT 26 38 6 20 181 22 59,123 57,857 44,500 29,000 5,019,679 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 0 0 10 25 176 GcacacaATGACAGACAGGGACACATacacacAAACA GCACACAATGACAGACAGGGA ACTGTCAAAGTGTGTGTCTCA 25 39 6 21 181 21 60,543 57,390 42,000 32,700 5,153,248 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 0 0 14 8 139 AGGGACACATacacacAAACACATTGACAGacacacacAGGGACACATACACACAAACAC TTCTACCATTTGCATGTGTGTC 8 17 22 22 160 22 58,789 57,235 33,200 36,700 7,975,724 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 0 0 14 7 138 GGGACACATacacacAAACACATTGACAGacacacacaGGGACACATACACACAAACACA TTCTACCATTTGCATGTGTGTC 7 17 23 22 160 22 59,054 57,235 37,200 36,700 7,711,007 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

cons_gr970_2 2 52 70 21 2 AC ACACACACACACACACACACACACACACACACACACAC_104_121 0 0 15 7 139 AGGGACACATacacacAAACACATTGACAGacacacacAGGGACACATACACACAAACACA TTCTACCATTTGCATGTGTGTC 7 17 22 23 160 22 60,371 57,235 37,200 36,700 8,135,738 G 209 TACATGcacacaATGACAGACAGGGACACATacacacAAACACATTGACAGacacacacacacacacacacacacacacacacacacacacacAGACNCACAGacacacacacacacacacNNACANGCAGGNACACNGacacacATGCAAATGGTAGAATGAGacacacacTTTGACAGTGATGGGcacacacacaAGCACTCTGACA

ST‐E00142:460:H2K7HCCXY:6:2116:28138:55121 1 24 74 22 2 AC GTGTGTGTGTGAGTGAGTGTGTATGTGAGCGTGTGNA 1 1 13 0 115 agagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgtg AGAGAGTGTGTGTGAGACAGA TCCCACATACACTGTCTCGC 0 0 3 21 117 20 58,062 59,469 34,100 50,300 3,468,263 G 126 agagagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgtgtATGTGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGACAGTGTATGTGGGAGAgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2116:28138:55121 1 24 74 22 2 AC GTGTGTGTGTGAGTGAGTGTGTATGTGAGCGTGTGNA 0 0 14 0 116 gagagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgt GAGAGAGTGTGTGTGAGACAGA TCCCACATACACTGTCTCGC 0 0 2 22 117 20 59,118 59,469 34,100 50,300 3,412,257 G 126 agagagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgtgtATGTGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGACAGTGTATGTGGGAGAgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2116:28138:55121 1 24 74 22 2 AC GTGTGTGTGTGAGTGAGTGTGTATGTGAGCGTGTGNA 0 0 14 0 117 agagagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgAGAGAGAGTGTGTGTGAGACAG TCCCACATACACTGTCTCGC 1 0 1 22 117 20 59,116 59,469 35,100 50,300 3,414,756 G 126 agagagagtgtgtgtgAGACAGAgtgtgtgtgtGAGTGAgtgtgtATGTGAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGAGACAGTGTATGTGGGAGAgtgtgtA

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 3 0 126 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctc ATTCAAGCTCCCTTCCACACT TACAATGGGCACGTGAAGCA 0 33 1 21 126 20 59,293 60,251 35,500 39,100 1,957,937 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 3 0 217 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctc ATTCAAGCTCCCTTCCACACT AAGGGAGACACTGCAGGATG 0 124 1 21 217 20 59,293 59,383 35,500 35,100 2,324,840 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 125 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT TACAATGGGCACGTGAAGCA 0 33 2 20 126 20 58,860 60,251 35,500 39,100 1,390,822 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 126 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT TTACAATGGGCACGTGAAGC 0 34 2 20 127 20 58,860 59,122 35,500 38,600 2,018,728 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 152 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT GGAGACAGCTGAAGGTCTGT 0 60 2 20 153 20 58,860 59,027 35,500 34,100 2,113,194 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 156 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT CCAAGGAGACAGCTGAAGGT 0 64 2 20 157 20 58,860 59,310 35,500 35,000 1,829,934 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 157 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT TCCAAGGAGACAGCTGAAGG 0 65 2 20 158 20 58,860 59,020 35,500 34,600 2,119,976 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 216 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT AAGGGAGACACTGCAGGATG 0 124 2 20 217 20 58,860 59,383 35,500 35,100 1,757,724 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2116:4949:56053 1 22 52 22 1.5 AG CACACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 0 217 TTCAAGCTCCCTTCCACACTcacacacactctctctctctct TTCAAGCTCCCTTCCACACT AAAGGGAGACACTGCAGGATG 0 124 2 20 218 21 58,860 59,996 35,500 35,100 2,144,356 B 226 ATTCAAGCTCCCTTCCACACTcacacacactctctctctctctctctctctctctctctctctctctctctctCCTATTGACTCTGCTGTGCCAGCAGAACGCCACTGCTTCACGTGCCCATTGTAAAGAGCTACAGACCTTCAGCTGTCTCCTTGGATCTTCTGGCTTCTCACAAACCTATGTTACTTTAAAACAGCATCCTGCAGTGTCTCCCTTTAAGCTTGG

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 98 116 22 3 AC GTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 1 15 0 172 CGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgt CGGCTCATTCGTTTGTGGTG CACATGCACACTCTCAGATGC 15 0 63 20 234 21 60,110 59,603 41,700 39,100 1,507,581 G 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:16011:5282 1 98 116 22 3 AC GTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 15 0 173 TCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgTCGGCTCATTCGTTTGTGGT CACATGCACACTCTCAGATGC 16 0 62 20 234 21 60,250 59,603 41,600 39,100 1,647,467 G 244 AGAAGATAATCTTGATGGTGTGCATGTGCAGTTCATCCTTCCTGTGGGTGCCTGAAGGCCTTCGGCTCATTCGTTTGTGgtgtgtTTGAGTTATTCCgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGCGCGTCTGAgtgtgtgtgtGAgtgtgtgtgtGCgtgtgtGCATCTGACAgtgtgtgtgtGCATCTGAGAGTGTGCATGTGATTTGTCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:20851:15496 1 80 76 22 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 16 2 150 TGGAAGCATATCAATCTATCCCTCTTAAAATTCCCCATGGAAGCATATCAATCTATCCCTCT TGAGTGTGTGTGAGAGTGAGTG 25 2 30 25 179 22 58,972 59,900 36,900 35,100 8,127,887 G 179 AAGAACTAGTTAACACATAATTTGTAATCTGGAAGCATATCAATCTATCCCTCTTAAAATTCCCCAGCGCATATGTATGcacacacacacacacacacacacacacacacacacacacacacaCTCTCACTcacacactctctctctctcacacaCTCACTCACTCTcacacacaCTCA

ST‐E00142:460:H2K7HCCXY:6:2117:20851:15496 1 80 76 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 2 152 TCTGGAAGCATATCAATCTATCCCTCTTAAAATTCCCTCTGGAAGCATATCAATCTATCCCT TGAGTGTGTGTGAGAGTGAGTG 27 2 28 25 179 22 58,972 59,900 42,000 35,100 8,127,887 G 179 AAGAACTAGTTAACACATAATTTGTAATCTGGAAGCATATCAATCTATCCCTCTTAAAATTCCCCAGCGCATATGTATGcacacacacacacacacacacacacacacacacacacacacacaCTCTCACTcacacactctctctctctcacacaCTCACTCACTCTcacacacaCTCA

ST‐E00142:460:H2K7HCCXY:6:2117:20851:15496 1 80 76 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 2 152 TCTGGAAGCATATCAATCTATCCCTCTTAAAATTCCCTCTGGAAGCATATCAATCTATCCCTC TGAGTGTGTGTGAGAGTGAGTG 26 2 28 26 179 22 59,844 59,900 43,000 35,100 8,255,666 G 179 AAGAACTAGTTAACACATAATTTGTAATCTGGAAGCATATCAATCTATCCCTCTTAAAATTCCCCAGCGCATATGTATGcacacacacacacacacacacacacacacacacacacacacacaCTCTCACTcacacactctctctctctcacacaCTCACTCACTCTcacacacaCTCA

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 24 194 CAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCCAAGTCCGGAGCTCAGTGTT GTCCAGATCTCCATAATTTGAAGAAT 24 62 9 20 202 26 59,966 57,311 33,200 24,000 8,722,805 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 21 191 GTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATC GTCCGGAGCTCAGTGTTCAA GTCCAGATCTCCATAATTTGAAGAAT 21 62 12 20 202 26 59,966 57,311 26,900 24,000 8,722,251 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 20 190 TCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCC TCCGGAGCTCAGTGTTCAAG GTCCAGATCTCCATAATTTGAAGAAT 20 62 13 20 202 26 59,682 57,311 30,200 24,000 9,007,187 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 6 126 CGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCAT CGGAGCTCAGTGTTCAAGGT CCTTGGAACACTGACCTCCC 18 6 15 20 140 20 59,966 59,963 35,000 43,000 0.070933 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 6 129 GTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATC GTCCGGAGCTCAGTGTTCAA CCTTGGAACACTGACCTCCC 21 6 12 20 140 20 59,966 59,963 26,900 43,000 0.070379 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 6 132 CAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCCAAGTCCGGAGCTCAGTGTT CCTTGGAACACTGACCTCCC 24 6 9 20 140 20 59,966 59,963 33,200 43,000 0.070933 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 20 143 GTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATC GTCCGGAGCTCAGTGTTCAA GGATGCCTCTCAGACCTTGG 21 20 12 20 154 20 59,966 59,820 26,900 36,100 0.213440 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 20 146 CAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCCAAGTCCGGAGCTCAGTGTT GGATGCCTCTCAGACCTTGG 24 20 9 20 154 20 59,966 59,820 33,200 36,100 0.213995 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2118:22394:33041 1 53 62 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 18 140 CGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCAT CGGAGCTCAGTGTTCAAGGT GGATGCCTCTCAGACCTTGG 18 20 15 20 154 20 59,966 59,820 35,000 36,100 0.213995 D 202 CAGACCCACAAGTCCGGAGCTCAGTGTTCAAGGTCTGAGAGGCATCCATGTAacacacacacacacacacacacacacacacacacacacacacacAAACAAAGacacacacacAACTCTGGGAGGTCAGTGTTCCAAGGTCTGAGAGGCATCCATGTAACCCAAGTTCtgtgtgTATTCTTCAAATTATGGAGATCTGGAC

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 61 222 CAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTC CAACCTACTCCCACCAGCAA CAGTGCAGCAACTGTCAGGA 77 61 14 20 235 20 59,600 60,534 39,100 38,600 0.933744 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 61 224 CTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACT CTCAACCTACTCCCACCAGC CAGTGCAGCAACTGTCAGGA 79 61 12 20 235 20 59,749 60,534 48,500 38,600 0.784044 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 60 223 CTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACT CTCAACCTACTCCCACCAGC AGTGCAGCAACTGTCAGGAC 79 60 12 20 234 20 59,749 60,534 48,500 38,500 0.784268 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 44 188 CTTCCCTCCAAACCACCTCCCAATCACCCCACCACTT CTTCCCTCCAAACCACCTCC AGTGCAGCAACTGTCAGGAC 44 60 47 20 234 20 59,962 60,534 43,000 38,500 0.572065 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 44 189 CTTCCCTCCAAACCACCTCCCAATCACCCCACCACTT CTTCCCTCCAAACCACCTCC CAGTGCAGCAACTGTCAGGA 44 61 47 20 235 20 59,962 60,534 43,000 38,600 0.571841 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 20 140 AAACCACCTCCCAATCACCCCACCACTTCCCTCCACCAAACCACCTCCCAATCACCC TGGTAAGTGAAATCCCTGCAA 35 20 56 20 195 21 59,886 57,483 46,100 40,800 3,631,660 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 20 145 CCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCTCCAAACCACCTCCCAAT TGGTAAGTGAAATCCCTGCAA 40 20 51 20 195 21 59,591 57,483 31,600 40,800 3,926,780 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 20 149 CTTCCCTCCAAACCACCTCCCAATCACCCCACCACTT CTTCCCTCCAAACCACCTCC TGGTAAGTGAAATCCCTGCAA 44 20 47 20 195 21 59,962 57,483 43,000 40,800 3,555,606 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 115 CTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacCTTCCCTCCACCCTACTCCT TGGTAAGTGAAATCCCTGCAA 10 20 81 20 195 21 59,660 57,483 36,900 40,800 3,857,504 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 13 118 CCACTTCCCTCCACCCTACTCCTTTCAACCCACcacac CCACTTCCCTCCACCCTACT TGGTAAGTGAAATCCCTGCAA 13 20 78 20 195 21 60,253 57,483 25,700 40,800 3,770,038 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 11 116 ACTTCCCTCCACCCTACTCCTTTCAACCCACcacacac ACTTCCCTCCACCCTACTCC TGGTAAGTGAAATCCCTGCAA 11 20 80 20 195 21 59,957 57,483 38,500 40,800 3,560,177 A 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 11 117 ACTTCCCTCCACCCTACTCCTTTCAACCCACcacacac ACTTCCCTCCACCCTACTCC ATGGTAAGTGAAATCCCTGCA 11 21 80 20 196 21 59,957 57,262 38,500 44,100 3,780,441 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 11 156 ACTTCCCTCCACCCTACTCCTTTCAACCCACcacacac ACTTCCCTCCACCCTACTCC CAGTGCAGCAACTGTCAGGA 11 61 80 20 235 20 59,957 60,534 38,500 38,600 0.576412 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 73 240 ACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCACCTTCCTCAACCTACTCCCA GCAGCAACAGCAGTGCAG 84 73 6 21 245 18 59,849 60,050 43,700 44,100 3,201,764 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 68 240 TCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCATCCCACCTTCCTCAACCTACT CAACAGCAGTGCAGCAACT 88 68 2 21 241 19 59,849 59,268 25,700 31,600 2,883,113 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:11962:55508 1 111 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 69 241 TCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCATCCCACCTTCCTCAACCTACT GCAACAGCAGTGCAGCAAC 88 69 2 21 242 19 59,849 60,948 25,700 41,700 3,099,055 F 259 CTCCCACCTTCCTCAACCTACTCCCACCAGCaaaaaTCACTTCCAACTTCCCTCCAAACCACCTCCCAATCACCCCACCACTTCCCTCCACCCTACTCCTTTCAACCCACcacacacacacacacacacacacacacacacacacacacacacaGCATCCAATTGGTCCTAAAATTGCAGGGATTTCACTTACCAtttttCAAGTAAGAACACTGTCCTGACAGTTGCTGCACTGCTGTTGCTGCGCTGCTGTTGCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 19 166 CCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTT CCATACTTCAGTCTCTGCAGGG ACTGGTTAACATGCAAGTTGTAGTT 19 56 37 22 202 25 60,159 59,407 44,500 22,400 7,751,674 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 19 166 CCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTT CCATACTTCAGTCTCTGCAGGG ACTGGTTAACATGCAAGTTGTAGT 19 57 37 22 202 24 60,159 58,870 44,500 27,300 7,289,336 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 168 CCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTT CCATACTTCAGTCTCTGCAGGG AAACTGGTTAACATGCAAGTTGT 19 60 37 22 204 23 60,159 57,662 44,500 33,200 7,496,564 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 25 190 AATAAACATTTCCATACTTCAGTCTCTGCAGGGGAC AATAAACATTTCCATACTTCAGTCTCT AACATGTGAATAAACTGGTTAACATGC 25 67 26 27 215 27 57,034 59,402 31,000 40,600 17,564,395 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 25 191 AATAAACATTTCCATACTTCAGTCTCTGCAGGGGAC AATAAACATTTCCATACTTCAGTCTCT AAACATGTGAATAAACTGGTTAACATG 25 68 26 27 216 27 57,034 57,525 31,000 32,100 19,440,822 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2119:30919:8429 1 78 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 24 190 ATAAACATTTCCATACTTCAGTCTCTGCAGGGGACT ATAAACATTTCCATACTTCAGTCTCTG AAACATGTGAATAAACTGGTTAACATG 24 68 27 27 216 27 57,611 57,525 33,500 32,100 18,863,426 F 259 ATCTTTTCAAATTTTATCCTTTTAAAATAAACATTTCCATACTTCAGTCTCTGCAGGGGACTGTGTTTGTTTTGTGTgagagagagagagagagagagagagagagagagagagagagagaGTATGGAGGTTTGAATATCTGTAtttttttAATAGAGGAAAATCATTACACATCTAAACTACAACTTGCATGTTAACCAGTTTATTCACATGtttttAATAAGTAGCTTGTTTTATAATAAACCAttttttttGTATT

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 6 113 TGTTGCTTCATAAATGTGACACAGaaaaaTGAGAAT TGTTGCTTCATAAATGTGACACAGA CTGTGTGCGTGCATGTGC 20 6 165 25 277 18 59,469 60,428 34,100 45,700 7,958,448 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 113 TGTTGCTTCATAAATGTGACACAGaaaaaTGAGAAT TGTTGCTTCATAAATGTGACACAG CTGTGTGCGTGCATGTGC 21 6 165 24 277 18 58,239 60,428 36,600 45,700 8,188,909 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 126 cccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGCCCGCAGCATTCTTGTTG CTGTGTGCGTGCATGTGC 40 6 152 18 277 18 57,125 60,428 33,300 45,700 7,302,439 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 180 TGACAACACATCCACAAGGTCTTTTAGAAATTTTAT TGACAACACATCCACAAGGTCT CTGTGTGCGTGCATGTGC 90 6 98 22 277 18 59,827 60,428 38,500 45,700 4,600,410 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 181 CTGACAACACATCCACAAGGTCTTTTAGAAATTTTA CTGACAACACATCCACAAGGTC CTGTGTGCGTGCATGTGC 91 6 97 22 277 18 59,450 60,428 38,500 45,700 4,977,659 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 182 TCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATCTGACAACACATCCACAAGGT CTGTGTGCGTGCATGTGC 92 6 96 22 277 18 59,827 60,428 35,000 45,700 4,600,410 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 200 ACAGGCGTCCCTAATGTGTCTGACAACACATCCACAACAGGCGTCCCTAATGTGTC CTGTGTGCGTGCATGTGC 112 6 78 20 277 18 59,751 60,428 36,700 45,700 2,677,303 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 226 GAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCGAAACCTTCTGGCACTCCCA CTGTGTGCGTGCATGTGC 138 6 52 20 277 18 59,890 60,428 43,700 45,700 2,538,391 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 227 AGAAACCTTCTGGCACTCCCAGTGATAACAGGCGT AGAAACCTTCTGGCACTCCC CTGTGTGCGTGCATGTGC 139 6 51 20 277 18 59,598 60,428 43,000 45,700 2,830,026 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 251 CTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCCTTGACAACAACATTGTGCACT CTGTGTGCGTGCATGTGC 161 6 27 22 277 18 58,227 60,428 44,000 45,700 6,200,837 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 252 TCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGTCTTGACAACAACATTGTGCACT CTGTGTGCGTGCATGTGC 161 6 26 23 277 18 59,557 60,428 44,000 45,700 5,871,234 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:19593:13105 1 210 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 252 TCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGTCTTGACAACAACATTGTGCAC CTGTGTGCGTGCATGTGC 162 6 26 22 277 18 58,232 60,428 45,700 45,700 6,196,311 F 277 ATAGACAGAAAATCGATTCTGTCATTCTTGacaacaacaTTGTGCACTTTAGAAACCTTCTGGCACTCCCAGTGATAACAGGCGTCCCTAATGTGTCTGACAACACATCCACAAGGTCTTTTAGAAATTTTATTTTGCAAGAGTTTGGTcccccGCAGCATTCTTGTTGCTTCATAAATGTGACACAGaaaaaTGAGAATTTCCTTTGTacacacacacacacacacacacacacacacacacacacacacacGTGCGTGCACATGCACGcacacaG

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 6 16 208 GGCACCCAGAACTGTACACAATACTCCAGCTGAGG GGCACCCAGAACTGTACACA TGCCATTACAAATATAACATCTGGC 103 16 1 20 208 25 59,892 58,019 37,200 48,500 7,088,424 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 15 207 GGCACCCAGAACTGTACACAATACTCCAGCTGAGG GGCACCCAGAACTGTACACA GCCATTACAAATATAACATCTGGCA 103 15 1 20 207 25 59,892 58,019 37,200 49,200 7,088,424 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 13 207 GGCACCCAGAACTGTACACAATACTCCAGCTGAGG GGCACCCAGAACTGTACACA GCCATTACAAATATAACATCTGGCATG 103 13 1 20 207 27 59,892 59,457 37,200 40,600 7,651,003 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 16 183 CCAGCTGAGGTCTAACAAGTGTCTCATATACCACAACCAGCTGAGGTCTAACAAGTGT TGCCATTACAAATATAACATCTGGC 76 16 26 22 208 25 59,962 58,019 35,500 48,500 9,018,365 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 15 182 CCAGCTGAGGTCTAACAAGTGTCTCATATACCACAACCAGCTGAGGTCTAACAAGTGT GCCATTACAAATATAACATCTGGCA 76 15 26 22 207 25 59,962 58,019 35,500 49,200 9,018,365 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 15 183 TCCAGCTGAGGTCTAACAAGTGTCTCATATACCACATCCAGCTGAGGTCTAACAAGTG GCCATTACAAATATAACATCTGGCA 77 15 25 22 207 25 59,700 58,019 31,600 49,200 9,280,745 B 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 15 135 ACCACAAATGcacacaGTACTCTAGGTATGGTCTCACACCACAAATGCACACAGTACT GCCATTACAAATATAACATCTGGCA 30 15 73 21 207 25 58,069 58,019 27,300 49,200 9,911,543 F 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 16 136 ACCACAAATGcacacaGTACTCTAGGTATGGTCTCACACCACAAATGCACACAGTACTC TGCCATTACAAATATAACATCTGGC 29 16 73 22 208 25 59,122 58,019 25,900 48,500 9,858,999 F 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:3873:33199 1 124 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 15 135 ACCACAAATGcacacaGTACTCTAGGTATGGTCTCACACCACAAATGCACACAGTACTC GCCATTACAAATATAACATCTGGCA 29 15 73 22 207 25 59,122 58,019 25,900 49,200 9,858,999 F 210 GGCACCCAGAACTGTACACAATACTCCAGCTGAGGTCTAACAAGTGTCTCATATACCACAATTGTATAATAAACCACAAATGcacacaGTACTCTAGGTATGGTCTCACCAATGTGTATACATacacacacacacacacacacacacacacacacacacacacacacTTCTGGTGCAAGTCATGCCAGATGTTATATTTGTAATGGCATT

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 4 97 AGCAAGCACGTTTGATCACGTGGACGATGcacacac AGCAAGCACGTTTGATCACG CATCTGTGCATGTGCGTGAG 9 4 63 20 159 20 59,764 59,904 43,500 35,100 0.332119 A 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 153 TATGCACAGacacacTCGCTCTCATTTACATAAACAA TATGCACAGACACACTCGCT CATCTGTGCATGTGCGTGAG 65 4 7 20 159 20 59,397 59,904 49,300 35,100 0.699519 F 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 3 96 AGCAAGCACGTTTGATCACGTGGACGATGcacacac AGCAAGCACGTTTGATCACG ATCTGTGCATGTGCGTGAGT 9 3 63 20 158 20 59,764 60,321 43,500 34,100 0.556699 A 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 3 95 AGCAAGCACGTTTGATCACGTGGACGATGcacacac AGCAAGCACGTTTGATCACG TCTGTGCATGTGCGTGAGT 9 3 63 20 157 19 59,764 59,930 43,500 34,100 1,305,261 A 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 4 149 CACAGacacacTCGCTCTCATTTACATAAACAATCCCACACAGACACACTCGCTCTCA CATCTGTGCATGTGCGTGAG 61 4 11 20 159 20 59,688 59,904 32,700 35,100 0.408557 F 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2120:8420:52361 1 92 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 3 148 CACAGacacacTCGCTCTCATTTACATAAACAATCCCACACAGACACACTCGCTCTCA ATCTGTGCATGTGCGTGAGT 61 3 11 20 158 20 59,688 60,321 32,700 34,100 0.633136 F 174 cacacaTATGCACAGacacacTCGCTCTCATTTACATAAACAATCCCATATACAAAAGCAAAAGCAAGCACGTTTGATCACGTGGACGATGcacacacacacacacacacacacacacacacacacacacacacaCGCACTCACGCACATGCACAGATGCCATcacacacacaA

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 6 25 152 CGCTACGATATCGCCCATCACTCCCTGAGCCTGCCT CGCTACGATATCGCCCATCA AGCTGGACGGATAGCGAGAT 27 25 110 20 261 20 59,830 60,539 30,700 27,500 0.708855 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 22 147 CGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGATATCGCCCATCACTCCC AGCTGGACGGATAGCGAGAT 22 25 115 20 261 20 60,109 60,539 43,000 27,500 0.647131 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 19 144 TATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCTATCGCCCATCACTCCCTGA AGCTGGACGGATAGCGAGAT 19 25 118 20 261 20 60,106 60,539 38,600 27,500 0.644226 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 3 122 TATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCTATCGCCCATCACTCCCTGA AGACATGGCCAGAGTGAGTG 19 3 118 20 239 20 60,106 59,388 38,600 35,100 0.717938 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 2 121 TATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCTATCGCCCATCACTCCCTGA GACATGGCCAGAGTGAGTGA 19 2 118 20 238 20 60,106 59,390 38,600 34,100 0.715883 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 2 124 CGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGATATCGCCCATCACTCCC GACATGGCCAGAGTGAGTGA 22 2 115 20 238 20 60,109 59,390 43,000 34,100 0.718789 B 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 2 218 TCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTCTGAGAGAGGCAGAGCACT GACATGGCCAGAGTGAGTGA 116 2 21 20 238 20 59,961 59,390 44,000 34,100 0.649646 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 253 TCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTCTGAGAGAGGCAGAGCACT AGCGAGAGAAACAGCTGGAC 116 37 21 20 273 20 59,961 60,038 44,000 40,200 0.077262 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 255 AGTCTgagagaGGCAGAGCACTtctctcCGTcccccACA AGTCTGAGAGAGGCAGAGCA AGCGAGAGAAACAGCTGGAC 118 37 19 20 273 20 59,961 60,038 42,600 40,200 0.077262 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 258 GGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccGGGAGTCTGAGAGAGGCAGA AGCGAGAGAAACAGCTGGAC 121 37 16 20 273 20 60,034 60,038 42,600 40,200 0.071391 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 27 164 CGCTACGATATCGCCCATCACTCCCTGAGCCTGCCT CGCTACGATATCGCCCATCA AGCGAGAGAAACAGCTGGAC 27 37 110 20 273 20 59,830 60,038 30,700 40,200 0.208128 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 22 159 CGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGATATCGCCCATCACTCCC AGCGAGAGAAACAGCTGGAC 22 37 115 20 273 20 60,109 60,038 43,000 40,200 0.146404 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 19 156 TATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCTATCGCCCATCACTCCCTGA AGCGAGAGAAACAGCTGGAC 19 37 118 20 273 20 60,106 60,038 38,600 40,200 0.143499 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 3 224 GGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccGGGAGTCTGAGAGAGGCAGA AGACATGGCCAGAGTGAGTG 121 3 16 20 239 20 60,034 59,388 42,600 35,100 0.645830 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2121:18213:15426 1 157 60 22 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 223 GGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccGGGAGTCTGAGAGAGGCAGA GACATGGCCAGAGTGAGTGA 121 2 16 20 238 20 60,034 59,390 42,600 34,100 0.643775 F 279 TCTTtctctcTAACTGGGAGTCTgagagaGGCAGAGCACTtctctcCGTcccccACACATTGTCTCCTCTTTTACATCACTGTCTGCActctctTAAACTCCCCATCTCCGCTACGATATCGCCCATCACTCCCTGAGCCTGCCTTTCCCTCGCAGtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctcTTTCACTCACTCTGGCCATGTCTCTATCTCGCTATCCGTCCAGCTGTTtctctcGCTCTGCCT

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 1 1 4 18 166 AGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTAGGCAGCATCACAGTGAAGT TCAGACCAGAGACAGACCCA 27 18 77 20 242 20 59,601 59,517 30,100 45,100 0.882341 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 4 18 241 TTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCAC TCAGACCAGAGACAGACCCA 102 18 2 20 242 20 60,467 59,517 45,700 45,100 0.950177 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 4 18 242 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCA TCAGACCAGAGACAGACCCA 103 18 1 20 242 20 59,740 59,517 45,700 45,100 0.743117 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 16 164 AGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTAGGCAGCATCACAGTGAAGT AGACCAGAGACAGACCCAGG 27 16 77 20 240 20 59,601 60,252 30,100 44,500 0.651466 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 16 239 TTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCAC AGACCAGAGACAGACCCAGG 102 16 2 20 240 20 60,467 60,252 45,700 44,500 0.719302 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 16 240 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCA AGACCAGAGACAGACCCAGG 103 16 1 20 240 20 59,740 60,252 45,700 44,500 0.512243 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 15 239 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCA GACCAGAGACAGACCCAGGT 103 15 1 20 239 20 59,740 60,543 45,700 40,000 0.803404 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 14 162 AGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTAGGCAGCATCACAGTGAAGT ACCAGAGACAGACCCAGGTC 27 14 77 20 238 20 59,601 60,543 30,100 38,500 0.942627 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 14 238 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTTTCCCTTGGGTTCAGTGCA ACCAGAGACAGACCCAGGTC 103 14 1 20 238 20 59,740 60,543 45,700 38,500 0.803404 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 2 138 TCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaG TCTTGTCCTGCTTAGCTTCCA ACCAGAGACAGACCCAGGTC 2 14 101 21 238 20 59,022 60,543 35,300 38,500 2,521,028 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 2 139 TCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaG TCTTGTCCTGCTTAGCTTCCA GACCAGAGACAGACCCAGGT 2 15 101 21 239 20 59,022 60,543 35,300 40,000 2,521,028 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:15595:23548 1 124 81 22 2 AC TATATATATACACACAGACACACACACAGAGACACANA 0 0 6 0 137 TGTCCTGCTTAGCTTCCAAGtatatatatacacacaGaca TGTCCTGCTTAGCTTCCAAG AGACCAGAGACAGACCCAGG 0 16 104 20 240 20 57,520 60,252 36,100 44,500 2,731,578 D 280 TTTCCCTTGGGTTCAGTGCACAAAACCTCTTCACTTGTGAGCATTGATAATGAGTATTAGCTGGCTGTTTGACTCTAGGCAGCATCACAGTGAAGTCCAATCTTGTCCTGCTTAGCTTCCAAGtatatatatacacacaGacacacacacAGAGACACATacacacacacacacacacacacacacacacacacacacacacacAATCCTCAGGGTGAGACCTGGGTCTGTCTCTGGTCTGAAAACCTCACAGACACAGCCTTACCTCAATCACAGTTAC

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 6 0 126 ACATTGGGTTAACAGAATGAGAGGgagagagagagagACATTGGGTTAACAGAATGAGAGG TGATTTCATCAGTTTGTGAATTGTTT 0 32 23 24 148 26 58,744 57,055 36,900 28,300 14,201,956 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 165 ACATTGGGTTAACAGAATGAGAGGgagagagagagagACATTGGGTTAACAGAATGAGAGG ATGACTGCTAAGAAAGTGAAAGATT 0 72 23 24 187 25 58,744 57,007 36,900 24,000 13,249,228 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 207 ACATTGGGTTAACAGAATGAGAGGgagagagagagagACATTGGGTTAACAGAATGAGAGG AATGCCCTGGAGCTCAGAAG 0 119 23 24 229 20 58,744 59,745 36,900 28,500 5,511,792 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 127 CACATTGGGTTAACAGAATGAGAGGgagagagagagaCACATTGGGTTAACAGAATGAGAGG TGATTTCATCAGTTTGTGAATTGTTT 0 32 22 25 148 26 59,876 57,055 36,900 28,300 14,069,938 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 166 CACATTGGGTTAACAGAATGAGAGGgagagagagagaCACATTGGGTTAACAGAATGAGAGG ATGACTGCTAAGAAAGTGAAAGATT 0 72 22 25 187 25 59,876 57,007 36,900 24,000 13,117,211 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 167 CACATTGGGTTAACAGAATGAGAGGgagagagagagaCACATTGGGTTAACAGAATGAGAGG AATGACTGCTAAGAAAGTGAAAGAT 0 73 22 25 188 25 59,876 57,007 36,900 24,000 13,117,211 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 208 CACATTGGGTTAACAGAATGAGAGGgagagagagagaCACATTGGGTTAACAGAATGAGAGG AATGCCCTGGAGCTCAGAAG 0 119 22 25 229 20 59,876 59,745 36,900 28,500 5,379,775 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 2 128 ACACATTGGGTTAACAGAATGAGAGGgagagagaga ACACATTGGGTTAACAGAATGAGA TGATTTCATCAGTTTGTGAATTGTTT 2 32 21 24 148 26 58,370 57,055 32,700 28,300 14,575,603 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2122:19421:6935 1 47 44 22 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 2 209 ACACATTGGGTTAACAGAATGAGAGGgagagagaga ACACATTGGGTTAACAGAATGAGA AATGCCCTGGAGCTCAGAAG 2 119 21 24 229 20 58,370 59,745 32,700 28,500 5,885,440 F 248 AATTTAGGTAGAGGGAGAAAACACATTGGGTTAACAGAATGAGAGGgagagagagagagagagagagagagagagagagagagagagagaAAAAGAGaaaaaTATACAAAATAAATCTTCTAAAACAATTCACAAACTGATGAAATCAGAAACCATACTTATAATCTTTCACTTTCTTAGCAGTCATTAAAAGTGATACTGGGACATACCTTCTGAGCTCCAGGGCATTATGACTGGGAGAAGGGGTA

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 7 28 213 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG TTGTTGTCTTTGTGTGTTTCACT 28 98 10 20 222 23 59,095 57,554 36,900 34,100 6,350,792 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 30 240 TGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGTTGGTGTACAGCATCCAGA TTTGGTCTTTCTCTGTCTTTGTCT 30 121 7 21 246 24 59,303 58,255 38,600 34,100 7,442,111 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 28 187 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG AGTTTCTCCTCTTTCTTTCTTCTCCT 28 69 10 20 196 26 59,095 59,671 36,900 36,900 7,233,583 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 30 240 TGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGTTGGTGTACAGCATCCAGA TTTGGTCTTTCTCTGTCTTTGTCTT 30 120 7 21 246 25 59,303 58,820 38,600 30,100 7,877,356 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 30 240 ATGTTGGTGTACAGCATCCAGAGgagagaATATGGG ATGTTGGTGTACAGCATCCAGA TTGGTCTTTCTCTGTCTTTGTCT 30 121 6 22 245 23 59,694 57,641 38,600 34,100 7,664,829 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 28 186 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG GTTTCTCCTCTTTCTTTCTTCTCCT 28 69 10 20 195 25 59,095 58,470 36,900 36,900 7,434,769 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 28 187 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG AGTTTCTCCTCTTTCTTTCTTCTCC 28 70 10 20 196 25 59,095 58,470 36,900 37,100 7,434,769 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 28 235 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG TGGTCTTTCTCTGTCTTTGTCTT 28 120 10 20 244 23 59,095 57,641 36,900 30,100 6,263,843 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:19289:34799 1 58 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 28 236 TGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTGGTGTACAGCATCCAGAGG TTGGTCTTTCTCTGTCTTTGTCT 28 121 10 20 245 23 59,095 57,641 36,900 34,100 6,263,843 F 259 AGACAATGTTGGTGTACAGCATCCAGAGgagagaATATGGGGTGGTggggggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGAggggggggggggggggggggAGAgggggAGAAGAAATAGGGAAAAGAgggggAGGGAAAAGaaaaaGGAGaagaaagaaagaGGAGAAACTTATAGTGAAacacacAAAGACAACAAAGACAAAGACAGAGAAAGACCAAAATAACTGGAGAAT

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 14 4 115 CCCTGTGctctctctTcccccTGTGCGctctctctctctctctct CCCTGTGCTCTCTCTTCCC AGAGAGGGAGGGCACAGC 8 4 103 19 217 18 59,096 60,687 39,700 44,000 4,590,867 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 133 GCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGCCTCTCTCCCTGTTC AGAGAGGGAGGGCACAGC 27 4 85 18 217 18 59,814 60,687 31,800 44,000 4,872,443 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 135 CTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccT CTGCGCCTCTCTCCCTGTTC AGAGAGGGAGGGCACAGC 27 4 83 20 217 18 62,571 60,687 31,800 44,000 5,257,417 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 175 CACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCACATCCTCTCCACTCCTGC AGAGAGGGAGGGCACAGC 67 4 43 20 217 18 59,822 60,687 48,500 44,000 2,864,439 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 177 ACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACACCACATCCTCTCCACTCCT AGAGAGGGAGGGCACAGC 69 4 41 20 217 18 59,585 60,687 36,900 44,000 3,102,264 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 178 CACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACACCACATCCTCTCCACTCC AGAGAGGGAGGGCACAGC 70 4 40 20 217 18 59,461 60,687 38,500 44,000 3,225,886 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 202 CTTCACCTGCACCCTCCCCACATTCACCACATCCTCT CTTCACCTGCACCCTCCC AGAGAGGGAGGGCACAGC 96 4 16 18 217 18 59,647 60,687 43,000 44,000 5,039,640 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 203 CCTTCACCTGCACCCTCCCCACATTCACCACATCCTC CCTTCACCTGCACCCTCC AGAGAGGGAGGGCACAGC 97 4 15 18 217 18 59,647 60,687 43,000 44,000 5,039,640 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:22181:4192 1 130 66 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 4 204 CCCTTCACCTGCACCCTCCCCACATTCACCACATCCT CCCTTCACCTGCACCCTC AGAGAGGGAGGGCACAGC 98 4 14 18 217 18 59,647 60,687 43,000 44,000 5,039,640 G 217 GCTCATtctctcCCCCTTCACCTGCACCCTCCCCACATTCACCACATCCTCTCCACTCCTGCCCACGCGCTCACCACCTCCCCTGCGCctctctCCCTGTTCCCCTGTGctctctctTcccccTGTGCGctctctctctctctctctctctctctctctctctctctctctctCCCCACTGTGCCctctctctctCCCCGCTGTGCCCTCCctctct

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 15 163 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC AATCAACGGGTGTGGCAGAA 15 64 12 20 174 20 59,620 60,179 60,900 30,200 0.558673 B 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 5 107 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC TGTGGAGATCTCTACCAGAGTGT 15 5 12 20 118 23 59,620 59,989 60,900 35,500 3,390,365 A 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 4 106 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC GTGGAGATCTCTACCAGAGTGTG 15 4 12 20 117 23 59,620 59,620 60,900 38,200 3,759,673 A 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 164 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC AAATCAACGGGTGTGGCAGA 15 65 12 20 175 20 59,620 60,179 60,900 42,600 0.558673 B 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 211 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC ACACATGCCTGCATCAGTCA 15 112 12 20 222 20 59,620 59,963 60,900 34,100 0.416830 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 15 217 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC GCTCAAACACATGCCTGCAT 15 118 12 20 228 20 59,620 59,754 60,900 39,600 0.625209 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 95 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA TGTGGAGATCTCTACCAGAGTGT 3 5 24 20 118 23 60,456 59,989 33,300 35,500 3,467,178 A 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 131 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA GTGGTGCAGAGAGAAGCAGA 3 44 24 20 154 20 60,456 59,680 33,300 42,600 0.776210 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 132 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA AGTGGTGCAGAGAGAAGCAG 3 45 24 20 155 20 60,456 59,679 33,300 42,400 0.777504 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 151 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA AATCAACGGGTGTGGCAGAA 3 64 24 20 174 20 60,456 60,179 33,300 30,200 0.635486 B 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 199 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA ACACATGCCTGCATCAGTCA 3 112 24 20 222 20 60,456 59,963 33,300 34,100 0.493643 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 15 266 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC TGTCAGCTGAGAACGTAGAAG 15 166 12 20 277 21 59,620 57,439 60,900 28,500 3,940,571 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 15 266 AGCTCAAGTTATGCATGCGCAGTAATGCAACAATG AGCTCAAGTTATGCATGCGC TGTCAGCTGAGAACGTAGAAGA 15 165 12 20 277 22 59,620 58,853 60,900 28,700 3,526,517 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 3 254 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA TGTCAGCTGAGAACGTAGAAGA 3 165 24 20 277 22 60,456 58,853 33,300 28,700 3,603,330 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:23094:72121 1 47 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 3 137 GCATGCGCAGTAATGCAACAATGcacacacacacacac GCATGCGCAGTAATGCAACA GCAGAAGTGGTGCAGAGAGA 3 50 24 20 160 20 60,456 59,680 33,300 31,000 0.776210 F 280 AActctctCACAGCTCAAGTTATGCATGCGCAGTAATGCAACAATGcacacacacacacacacacacacacacacacacacacacacacaAACCCACACTCTGGTAGAGATCTCCACAGACTTTAAATGTTATCTCTGCTtctctcTGCACCACTTCTGCCACACCCGTTGATTTACtttttCCAGCATAATATTGACTTTATGACTGATGCAGGCATGTGTTTGAGCAGAATGTTGAGGATGCACAATGAtttttCTTCTACGTTCTCAGCTGACAAAT

ST‐E00142:460:H2K7HCCXY:6:2123:2635:5599 1 44 86 22 3 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 3 148 ACCAACTCACATATCCACAAACaaaaaCACATGCACTACCAACTCACATATCCACAAACAA GTGCATCTGTTTGAGTGCGG 15 3 5 24 152 20 58,863 60,110 28,300 56,900 5,246,883 G 156 AGATACCAACTCACATATCCACAAACaaaaaCACATGCACTCGcacacacacacacacacacacacacacacacacacacacacacaTACGcacacacacacccccaaaaaCATGcacacacacacacaAACCCGCACTCAAACAGATGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2123:2635:5599 1 44 86 22 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 4 149 ACCAACTCACATATCCACAAACaaaaaCACATGCACTACCAACTCACATATCCACAAACA AGTGCATCTGTTTGAGTGCG 16 4 5 23 153 20 58,276 59,130 28,300 53,400 5,594,792 G 156 AGATACCAACTCACATATCCACAAACaaaaaCACATGCACTCGcacacacacacacacacacacacacacacacacacacacacacaTACGcacacacacacccccaaaaaCATGcacacacacacacaAACCCGCACTCAAACAGATGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2123:2635:5599 1 44 86 22 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 3 148 ACCAACTCACATATCCACAAACaaaaaCACATGCACTACCAACTCACATATCCACAAACA GTGCATCTGTTTGAGTGCGG 16 3 5 23 152 20 58,276 60,110 28,300 56,900 4,834,454 G 156 AGATACCAACTCACATATCCACAAACaaaaaCACATGCACTCGcacacacacacacacacacacacacacacacacacacacacacaTACGcacacacacacccccaaaaaCATGcacacacacacacaAACCCGCACTCAAACAGATGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 34 198 TGacacacTCAAGACAGacacacTCACagagagacacacT TGACACACTCAAGACAGACACA GGGCCAGACAGAGAATGGG 34 58 32 22 229 19 59,504 59,774 37,200 40,000 3,721,373 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 3 139 acTCAAGACAGacacacTCACagagagacacacTGAAAGACTCAAGACAGACACACTCACA ACAGATCTCGCTGTGAATTGT 28 3 38 22 176 21 59,239 57,675 35,800 27,100 6,085,943 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 3 137 TCAAGACAGacacacTCACagagagacacacTGAAAGA TCAAGACAGACACACTCACAGA ACAGATCTCGCTGTGAATTGT 26 3 40 22 176 21 58,976 57,675 34,100 27,100 6,349,125 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 24 188 AAGACAGacacacTCACagagagacacacTGAAAGAGA AAGACAGACACACTCACAGAGA GGGCCAGACAGAGAATGGG 24 58 42 22 229 19 58,708 59,774 31,000 40,000 4,517,289 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 24 189 CAAGACAGacacacTCACagagagacacacTGAAAGAG CAAGACAGACACACTCACAGAGA GGGCCAGACAGAGAATGGG 24 58 41 23 229 19 59,933 59,774 31,000 40,000 4,293,025 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 24 187 AGACAGacacacTCACagagagacacacTGAAAGAGAC AGACAGACACACTCACAGAGA GGGCCAGACAGAGAATGGG 24 58 43 21 229 19 58,062 59,774 31,000 40,000 4,163,223 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 3 134 AGACAGacacacTCACagagagacacacTGAAAGAGAC AGACAGACACACTCACAGAGA ACAGATCTCGCTGTGAATTGT 24 3 43 21 176 21 58,062 57,675 31,000 27,100 6,262,812 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 58 224 acacacTCACAGAGacacacTCACAGTGacacacTCAAGACACACTCACAGAGACACACT GGGCCAGACAGAGAATGGG 61 58 6 21 229 19 58,897 59,774 35,500 40,000 3,329,077 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:30107:51430 1 88 65 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 20 58 224 acacacTCACAGAGacacacTCACAGTGacacacTCAAGACACACTCACAGAGACACACTC GGGCCAGACAGAGAATGGG 60 58 6 22 229 19 59,900 59,774 35,100 40,000 3,325,626 F 238 CAGAAacacacTCACAGAGacacacTCACAGTGacacacTCAAGACAGacacacTCACagagagacacacTGAAAGAGACACAATCGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaAacacacacacTGTACAATTCACAGCGAGATCTGTAAAACATCCACAGAAACAACCTCAGTAAAATCACCCCATTCTCTGTCTGGCCCCAGTGTTGG

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 119 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 6 118 cccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTG CCCTCTGCTGTGGAGTGAAT CACAGAGGGAGGGAGAGACA 28 6 71 20 188 20 59,383 59,960 25,700 34,100 0.657764 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 119 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 116 cccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTG CCCTCTGCTGTGGAGTGAAT CAGAGGGAGGGAGAGACAGG 28 4 71 20 186 20 59,383 60,397 25,700 40,000 1,014,387 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 119 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 5 117 cccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTG CCCTCTGCTGTGGAGTGAAT ACAGAGGGAGGGAGAGACAG 28 5 71 20 187 20 59,383 59,665 25,700 35,100 0.952089 F 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 119 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 99 TCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgt TCCTTGTTAATTGTTCTCTGCAC TCACACCACAGAGGGAGG 0 14 96 23 194 18 57,311 57,785 45,700 43,000 9,904,752 B 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 119 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 100 TCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgt TCCTTGTTAATTGTTCTCTGCAC CTCACACCACAGAGGGAGG 0 14 96 23 195 19 57,311 59,022 45,700 43,000 7,667,855 B 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 1 8 6 172 CATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgt CATCCTCCCTGCCCTTCTTG CACAGAGGGAGGGAGAGACA 10 6 17 20 188 20 60,107 59,960 30,200 34,100 0.147170 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 0 8 4 170 CATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgt CATCCTCCCTGCCCTTCTTG CAGAGGGAGGGAGAGACAGG 10 4 17 20 186 20 60,107 60,397 30,200 40,000 0.503793 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 0 9 10 191 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACCGTGTCTGTGTCTCTCCATCC CACCACAGAGGGAGGGAGA 25 10 1 21 191 19 60,135 59,921 35,100 37,100 2,214,513 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 0 9 9 191 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACCGTGTCTGTGTCTCTCCATCC CACCACAGAGGGAGGGAGAG 25 9 1 21 191 20 60,135 60,975 35,100 32,000 2,110,298 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 0 9 8 190 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACCGTGTCTGTGTCTCTCCATCC ACCACAGAGGGAGGGAGAGA 25 8 1 21 190 20 60,135 61,150 35,100 31,000 2,285,039 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:3072:10468 1 47 116 22 2 AC TGTGTGTGTGTGTCACTTCCTGCCCCCTCTGCTGTG NA 0 0 10 5 171 CATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgt CATCCTCCCTGCCCTTCTTG ACAGAGGGAGGGAGAGACAG 10 5 17 20 187 20 60,107 59,665 30,200 35,100 0.441495 G 264 CGTGTCTGTGtctctcCATCCTCCCTGCCCTTCTTGCACGTGTGCCtgtgtgtgtgtgTCACTTCCTGcccccTCTGCTGTGGAGTGAAtgtgtgTCCTTGTTAATTGTTCTCTGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGCCTGtctctcCCTCCCTCTGTGGTGTGAGgtgtgtgtgtCCCTTATTAACTATTCTCTGCtgtgtgtgtgtgtgtgtgtgtgtgTCAATTGTTAACTA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 41 201 AATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAATGTTGGCCTTGTCAGCGA CCTCACATTGCCTTGCCAAC 41 76 21 20 221 20 60,537 60,038 49,300 37,700 0.575117 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 20 139 GCCCACATCCCATGAAGGAATAAAAGATAAAAGAGGCCCACATCCCATGAAGGAA GGTATCATCTCCCAGCCAGTG 20 34 42 20 180 21 60,033 59,929 33,600 36,600 1,104,592 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 20 180 GCCCACATCCCATGAAGGAATAAAAGATAAAAGAGGCCCACATCCCATGAAGGAA CCTCACATTGCCTTGCCAAC 20 76 42 20 221 20 60,033 60,038 33,600 37,700 0.071183 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 20 181 GCCCACATCCCATGAAGGAATAAAAGATAAAAGAGGCCCACATCCCATGAAGGAA ACCTCACATTGCCTTGCCAA 20 77 42 20 222 20 60,033 60,470 33,600 45,200 0.502913 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 42 202 AAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAATGTTGGCCTTGTCAGCG CCTCACATTGCCTTGCCAAC 42 76 20 20 221 20 59,685 60,038 51,800 37,700 0.352909 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 42 203 AAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAATGTTGGCCTTGTCAGCG ACCTCACATTGCCTTGCCAA 42 77 20 20 222 20 59,685 60,470 51,800 45,200 0.784640 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA
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ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 20 179 GCCCACATCCCATGAAGGAATAAAAGATAAAAGAGGCCCACATCCCATGAAGGAA CTCACATTGCCTTGCCAACA 20 75 42 20 220 20 60,033 59,325 33,600 33,300 0.708291 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 104 GCCCACATCCCATGAAGGAATAAAAGATAAAAGAGGCCCACATCCCATGAAGGAA TGGTGACCTGTCAGTTTGCG 20 0 42 20 145 20 60,033 60,814 33,600 48,500 0.846817 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:6573:52256 1 82 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 126 AAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAATGTTGGCCTTGTCAGCG TGGTGACCTGTCAGTTTGCG 42 0 20 20 145 20 59,685 60,814 51,800 48,500 1,128,544 A 225 GGGTGCAGAGGAGATTTACAAATGTTGGCCTTGTCAGCGACGCCCACATCCCATGAAGGAATAAAAGATAAAAGAGTTCTTcacacacacacacacacacacacacacacacacacacacacacaCGCAAACTGACAGGTCACCAAATGGACACATTATCACTGGCTGGGAGATGATACCTTCAGACAAGCTGCAGTTATTGTTGGCAAGGCAATGTGAGGTCCA

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 5 241 GGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtg GGGTGGTGAGAGTTTGCGTT GAGCAGGAACAAACATGCCG 5 152 6 20 246 20 60,818 60,110 48,400 56,900 0.927636 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 114 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG CAGGGCAGAGGGATCTAGGA 4 26 7 20 120 20 59,692 59,810 41,000 29,400 0.497334 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 115 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG ACAGGGCAGAGGGATCTAGG 4 27 7 20 121 20 59,692 60,105 41,000 30,200 0.413006 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 174 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG TTCGGCCTGTTGGTCTTGTT 4 86 7 20 180 20 59,692 60,107 41,000 28,300 0.414678 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 176 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG TCTTCGGCCTGTTGGTCTTG 4 88 7 20 182 20 59,692 60,250 41,000 30,200 0.558055 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 178 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG CATCTTCGGCCTGTTGGTCT 4 90 7 20 184 20 59,692 60,036 41,000 38,500 0.343770 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 227 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG CATGCCGCTCTCACTTACCA 4 139 7 20 233 20 59,692 60,108 41,000 32,500 0.415946 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 228 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG ACATGCCGCTCTCACTTACC 4 140 7 20 234 20 59,692 60,108 41,000 28,500 0.415898 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 237 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG CAGGAACAAACATGCCGCTC 4 149 7 20 243 20 59,692 60,110 41,000 50,300 0.417357 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 240 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG GAGCAGGAACAAACATGCCG 4 152 7 20 246 20 59,692 60,110 41,000 56,900 0.417357 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 2 90 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG GAAAGGATGGAGCAGGTCCC 4 2 7 20 96 20 59,692 60,107 41,000 44,600 0.414728 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2124:7892:33867 1 31 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 4 241 GGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgGGTGGTGAGAGTTTGCGTTG GGAGCAGGAACAAACATGCC 4 153 7 20 247 20 59,692 59,755 41,000 44,000 0.552482 A 248 GGGGCGGGTGGTGAGAGTTTGCGTTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTGGGACCTGCTCCATCCTTTCTCCATCCTAGATCCCTCTGCCCTGTTCCCCACAGGATCACCTGCTGTTACCAGCCATCAGTCACAACAAGACCAACAGGCCGAAGATGTCCCTGGTGATGCCAGCCATGGCAGTGAATGGTAAGTGAGAGCGGCATGTTTGTTCCTGCTCCT

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 2 36 243 CTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtc CTGGTCCCTATGTTAGCCGA GTTCCAGGAAAGACGGGCAT 36 123 26 20 268 20 58,590 60,323 55,400 44,000 1,732,550 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 36 244 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA GTTCCAGGAAAGACGGGCAT 36 123 25 21 268 20 60,063 60,323 55,400 44,000 1,386,038 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 36 247 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AGTGTTCCAGGAAAGACGGG 36 126 25 21 271 20 60,063 59,603 55,400 52,800 1,460,303 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 1 125 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA GAGAGGAGTAATGATGGCAGATC 36 1 25 21 149 23 60,063 58,180 55,400 27,500 5,883,261 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 1 140 TACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGA TACTGAAATTCCACTTCTGGTCCC GAGAGGAGTAATGATGGCAGATC 48 1 10 24 149 23 60,263 58,180 44,600 27,500 9,083,099 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 0 124 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AGAGGAGTAATGATGGCAGATCT 36 0 25 21 148 23 60,063 58,508 55,400 27,500 5,555,167 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 0 125 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA GAGAGGAGTAATGATGGCAGATCT 36 0 25 21 149 24 60,063 59,472 55,400 27,500 5,591,308 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 0 140 TACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGA TACTGAAATTCCACTTCTGGTCCC GAGAGGAGTAATGATGGCAGATCT 48 0 10 24 149 24 60,263 59,472 44,600 27,500 8,791,147 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 0 146 TGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTTGCTGACTACTGAAATTCCACT AGAGGAGTAATGATGGCAGATCT 57 0 3 22 148 23 57,376 58,508 40,000 27,500 9,115,608 B 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 36 235 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AAGACGGGCATAGATTTGGGA 36 113 25 21 259 21 60,063 59,156 55,400 43,700 2,907,343 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 36 234 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AGACGGGCATAGATTTGGGA 36 113 25 21 258 20 60,063 58,493 55,400 43,700 2,570,632 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 34 155 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA GCAAAGGTGATGGGTCAAGG 36 34 25 21 179 20 60,063 59,109 55,400 36,100 1,954,175 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 3 125 CTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtc CTGGTCCCTATGTTAGCCGA TGAGAGGAGTAATGATGGCAGA 36 3 26 20 150 22 58,590 58,353 55,400 42,600 5,056,539 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 3 126 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA TGAGAGGAGTAATGATGGCAGA 36 3 25 21 150 22 60,063 58,353 55,400 42,600 4,710,026 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 3 126 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCG TGAGAGGAGTAATGATGGCAGA 37 3 25 20 150 22 58,590 58,353 55,200 42,600 5,056,539 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 36 234 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AGACGGGCATAGATTTGGGAA 36 112 25 21 258 21 60,063 59,156 55,400 39,700 2,907,343 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 31 152 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AAGGTGATGGGTCAAGGGTT 36 31 25 21 176 20 60,063 58,842 55,400 41,100 2,221,499 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:29214:34307 1 82 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 30 151 TCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTt TCTGGTCCCTATGTTAGCCGA AGGTGATGGGTCAAGGGTTT 36 30 25 21 175 20 60,063 58,842 55,400 32,700 2,221,499 F 276 ATTGCTGACTACTGAAATTCCACTTCTGGTCCCTATGTTAGCCGATTTAATTAACTGTTTtctctcTTCAGGTGTTGTTTTtctctctctctctctctctctctctctctctctctctctctctcAGATCTGCCATCATTACTCCTCTCaaaaaaaaaCCCTTGACCCATCACCTTTGCAAACTATCACCCCATCTCCAACCTCCTTATCCTCTCCACAGTTCTTGAACGTTGTCATTTCCCAAATCTATGCCCGTCTTTCCTGGAACACTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 6 121 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG ACACCGATAATCCACACGCG 6 22 25 20 145 20 60,109 60,805 38,600 60,100 0.913158 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 163 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG CGAGTGTCCTTCAGAGGCTG 6 64 25 20 187 20 60,109 60,109 38,600 48,500 0.217512 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 175 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG CAACAAGGCAAGCGAGTGTC 6 76 25 20 199 20 60,109 60,041 38,600 36,700 0.149573 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 190 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG AAACTCCACCAAGGGCAACA 6 91 25 20 214 20 60,109 60,033 38,600 33,300 0.141229 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 6 236 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG TATCCTCCAACAGCACTGCC 6 137 25 20 260 20 60,109 59,747 38,600 48,500 0.361658 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 14 244 CGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGt CGCAATGACAGGTTAGCTGG TATCCTCCAACAGCACTGCC 14 137 17 20 260 20 59,271 59,747 48,500 48,500 0.982160 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 114 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG TAATCCACACGCGGGAAAGG 6 15 25 20 138 20 60,109 60,392 38,600 31,100 0.500541 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 117 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG CGATAATCCACACGCGGGAA 6 18 25 20 141 20 60,109 60,529 38,600 39,700 0.637516 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 189 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG AACTCCACCAAGGGCAACAA 6 90 25 20 213 20 60,109 60,033 38,600 28,300 0.141229 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 191 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG CAAACTCCACCAAGGGCAAC 6 92 25 20 215 20 60,109 59,611 38,600 41,700 0.497639 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 247 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG GCTGCAGTCTGTATCCTCCA 6 148 25 20 271 20 60,109 59,173 38,600 38,600 0.935329 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2201:5406:25939 1 51 53 22 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 248 CAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctct CAGGTTAGCTGGACGTCTGG AGCTGCAGTCTGTATCCTCC 6 149 25 20 272 20 60,109 58,881 38,600 43,000 1,227,453 F 272 ATTGCAGTGTAATCCTCGCAATGACAGGTTAGCTGGACGTCTGGGGCCAGtctctctctctctctctctctctctctctctctctctctctctcCctctctctcccccccccccccccccTTTCCCGCGTGTGGATTATCGGTGTCCCGGCTGGTACAGAGTGTTCTCAGCCTCTGAAGGACACTCGCTTGCCTTGTTGCCCTTGGTGGAGTTTGGAATGTGTAACAGACTGGGCCAGTTGGCAGTGCTGTTGGAGGATACAGACTGCAGCT

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 6 155 CCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctc CCGTAAGAAACTGGCTGCCT GATTCACCTGCCATGGAGGT 6 65 81 20 235 20 60,322 59,743 47,500 38,500 0.578692 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 6 156 CCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctc CCGTAAGAAACTGGCTGCCT TGATTCACCTGCCATGGAGG 6 66 81 20 236 20 60,322 59,743 47,500 43,000 0.578404 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 0 90 CCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctc CCGTAAGAAACTGGCTGCCT CAGAGACAGTCTGCCAGGAT 6 0 81 20 170 20 60,322 58,807 47,500 32,400 1,514,975 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 0 91 ACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctc ACCGTAAGAAACTGGCTGCC CAGAGACAGTCTGCCAGGAT 7 0 80 20 170 20 60,606 58,807 48,500 32,400 1,798,912 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 29 154 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCTT GGGAAGGGTTTCTATGATATGCCT 36 29 50 21 203 24 60,272 59,957 25,200 47,500 5,315,582 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 187 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT TGATTCACCTGCCATGGAGG 37 66 50 20 236 20 59,670 59,743 24,000 43,000 0.586347 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 190 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT ATGTGATTCACCTGCCATGGA 37 68 50 20 239 21 59,670 59,714 24,000 34,100 1,615,263 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 194 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT GCCTATGTGATTCACCTGCC 37 73 50 20 243 20 59,670 58,687 24,000 48,500 1,642,410 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 196 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT AGGCCTATGTGATTCACCTGC 37 74 50 20 245 21 59,670 60,134 24,000 48,500 1,463,572 F 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 30 154 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT GGGAAGGGTTTCTATGATATGCC 37 30 50 20 203 23 59,670 58,664 24,000 44,000 4,665,876 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 29 154 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT GGGAAGGGTTTCTATGATATGCCT 37 29 50 20 203 24 59,670 59,957 24,000 47,500 4,373,031 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:25581:38948 1 107 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 121 GGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAGGAGCTCCCAACCACATTCT CAGAGACAGTCTGCCAGGAT 37 0 50 20 170 20 59,670 58,807 24,000 32,400 1,522,918 A 255 TTCCAGCTCATTTTAACATCTCACAAATTTGGTCtttttAGTCTGAGTGGGAGCTCCCAACCACATTCTTATGCAGTGAACCGTAAGAAACTGGCTGCCTCTAGATtctctctctctctctctctctctctctctctctctctctctctcATCCTGGCAGACTGTCTCTGTGAGTTTTCAGGCATATCATAGAAACCCTTCCCCTCTaaaaaCCCACCTCCATGGCAGGTGAATCACATAGGCCTTGTATCCAGG

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 5 139 TCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgt TCCAGCAGAGTGTAGATTGC GTTTGATCCGAGGTTAACTTGATT 5 46 101 20 239 24 57,320 57,504 35,600 25,700 9,176,650 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 5 147 GTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgGTCCAGCAGAGTGTAGATTGC ACTGACAGTTTGATCCGAGGT 5 56 100 21 246 21 58,725 59,029 35,600 38,500 4,246,676 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 5 148 GTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgGTCCAGCAGAGTGTAGATTGC GACTGACAGTTTGATCCGAGGT 5 56 100 21 247 22 58,725 60,029 35,600 38,500 4,304,248 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 5 149 GTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgGTCCAGCAGAGTGTAGATTGC TGACTGACAGTTTGATCCGAGG 5 57 100 21 248 22 58,725 60,029 35,600 46,300 4,304,338 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 3 139 CCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtg CCAGCAGAGTGTAGATTGCTA AGTTTGATCCGAGGTTAACTTGA 3 48 102 21 240 23 57,192 57,777 34,900 30,200 9,031,915 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 2 139 CCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtg CCAGCAGAGTGTAGATTGCTAA AGTTTGATCCGAGGTTAACTTGA 2 48 102 22 240 23 57,871 57,777 30,900 30,200 9,352,374 B 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 111 CGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtg CGTCCAGCAGAGTGTAGATTG CACTTTGTGTGTCTCAGCGG 6 20 99 21 209 20 58,466 59,417 26,700 55,200 3,117,736 F 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 5 108 GTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgGTCCAGCAGAGTGTAGATTGC CTTTGTGTGTCTCAGCGGCT 5 18 100 21 207 20 58,725 60,882 35,600 55,200 3,157,360 F 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 126 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 5 110 GTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgGTCCAGCAGAGTGTAGATTGC CACTTTGTGTGTCTCAGCGG 5 20 100 21 209 20 58,725 59,417 35,600 55,200 2,858,757 F 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 1 6 16 169 CATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgt CATGGGCCCTTGTGTGTGTA CACTTTGTGTGTCTCAGCGG 16 20 41 20 209 20 60,251 59,417 29,000 55,200 0.834559 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 8 14 167 TGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtg TGGGCCCTTGTGTGTGTATC CACTTTGTGTGTCTCAGCGG 14 20 43 20 209 20 59,962 59,417 22,400 55,200 0.621028 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 8 14 204 TGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtg TGGGCCCTTGTGTGTGTATC ACTGACAGTTTGATCCGAGGT 14 56 43 20 246 21 59,962 59,029 22,400 38,500 2,008,947 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 8 14 205 TGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtg TGGGCCCTTGTGTGTGTATC GACTGACAGTTTGATCCGAGGT 14 56 43 20 247 22 59,962 60,029 22,400 38,500 2,066,520 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 8 14 206 TGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtg TGGGCCCTTGTGTGTGTATC TGACTGACAGTTTGATCCGAGG 14 57 43 20 248 22 59,962 60,029 22,400 46,300 2,066,610 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 8 13 166 GGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgt GGGCCCTTGTGTGTGTATCT CACTTTGTGTGTCTCAGCGG 13 20 44 20 209 20 59,672 59,417 19,800 55,200 0.911696 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 13 0 133 tgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGC TGTGTATCTGTGTGCGTCTGT GACAGCGCGCATGCACAA 1 0 55 21 187 18 59,660 62,388 34,100 33,300 5,728,009 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 13 0 135 tgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGTGTGTGTATCTGTGTGCGTCT GACAGCGCGCATGCACAA 3 0 53 21 187 18 59,660 62,388 41,800 33,300 5,728,009 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:5994:65669 1 77 93 22 2 AC TGTGTGTGTGTGATTCCGGCAGCGTCCAGCAGAGT NA 0 0 15 0 137 tgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGTGTGTGTGTATCTGTGTGCGT GACAGCGCGCATGCACAA 5 0 51 21 187 18 60,202 62,388 52,400 33,300 5,590,555 G 258 AGGCTGGGTATTTCtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGCCCTtgtgtgtgTATCtgtgtgCGTCTGTCtgtgtgtgtgtgATTCCGGCAGCGTCCAGCAGAGTGTAGATTGCTAAAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGTGCATgcgcgcTGTCAGCCGCTGAGacacacAAAGTGATAGAAAATCAAGTTAACCTCGGATCAAACTGTCAGTCAACTGTTTCCC

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 27 197 ACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGAACCTGCTGAGTTTCTCCAGC TAGACATCATTGCCAGGAGC 27 86 18 20 214 20 59,964 57,372 48,500 47,000 2,663,537 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 26 196 CCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATCCTGCTGAGTTTCTCCAGCA TAGACATCATTGCCAGGAGC 26 86 19 20 214 20 59,964 57,372 44,100 47,000 2,663,395 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 26 239 CCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATCCTGCTGAGTTTCTCCAGCA CAGTGAGAGCAAACAAGTGC 26 129 19 20 257 20 59,964 57,604 44,100 44,000 2,432,041 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 27 241 ACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGAACCTGCTGAGTTTCTCCAGC ACAGTGAGAGCAAACAAGTGC 27 129 18 20 258 21 59,964 59,327 48,500 44,000 1,708,903 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 26 240 CCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATCCTGCTGAGTTTCTCCAGCA ACAGTGAGAGCAAACAAGTGC 26 129 19 20 258 21 59,964 59,327 44,100 44,000 1,708,762 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 23 134 CCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATCCTGCTGAGTTTCTCCAGCA CCCAGGACAGATAACACTTGA 26 23 19 20 152 21 59,964 57,019 44,100 30,200 4,016,952 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 23 135 ACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGAACCTGCTGAGTTTCTCCAGC CCCAGGACAGATAACACTTGA 27 23 18 20 152 21 59,964 57,019 48,500 30,200 4,017,093 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 19 133 CCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATCCTGCTGAGTTTCTCCAGCA CCAGGACAGATAACACTTGAAGGA 26 19 19 20 151 24 59,964 60,020 44,100 33,600 4,056,098 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 41 255 ACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAt ACAGATGCTGTCAGACCTGC ACAGTGAGAGCAAACAAGTGC 41 129 4 20 258 21 60,037 59,327 48,500 44,000 1,709,458 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 147 AGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAtttt AGATGCTGTCAGACCTGCTG CCCAGGACAGATAACACTTGA 39 23 6 20 152 21 59,750 57,019 44,100 30,200 4,230,748 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 23 149 ACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAt ACAGATGCTGTCAGACCTGC CCCAGGACAGATAACACTTGA 41 23 4 20 152 21 60,037 57,019 48,500 30,200 4,017,648 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2202:8907:34500 1 65 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 148 ACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAt ACAGATGCTGTCAGACCTGC CCAGGACAGATAACACTTGAAGGA 41 19 4 20 151 24 60,037 60,020 48,500 33,600 4,056,794 F 265 ACCACAGATGCTGTCAGACCTGCTGAGTTTCTCCAGCAttttttGttttttGTTCAGATTTCCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgggggggAGGGTAGAAGTTTCCTTCAAGTGTTATCTGTCCTGGGGCGGCTTaaaaaTGGATGTTTGTAATGCTGAAtttttttCCCGCTCCTGGCAATGATGTCTATTGTCTTGAATTGAGTGaaaaaTGCACTTGTTTGCTCTCACTGTCTGTCTT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 13 143 ATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATT ATGATTCAATATGTCCACGTGCC ACATGAACATGACACGCAAACA 41 13 84 23 226 22 59,435 59,643 50,100 28,300 5,922,805 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 13 141 TGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTG TGATTCAATATGTCCACGTGCC CATGAACATGACACGCAAACA 41 13 85 22 225 21 59,058 58,003 50,100 28,300 5,939,838 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 13 142 TGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTG TGATTCAATATGTCCACGTGCC ACATGAACATGACACGCAAACA 41 13 85 22 226 22 59,058 59,643 50,100 28,300 5,299,699 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 10 139 TGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTG TGATTCAATATGTCCACGTGCC TGAACATGACACGCAAACAAAC 41 10 85 22 223 22 59,058 58,825 50,100 29,300 6,117,527 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 13 135 ATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGT ATATGTCCACGTGCCTGTGT ACATGAACATGACACGCAAACA 36 13 92 20 226 22 59,387 59,643 37,200 28,300 2,970,583 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 9 136 TGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTG TGATTCAATATGTCCACGTGCC ACATGACACGCAAACAAACA 41 9 85 22 220 20 59,058 57,070 50,100 28,300 5,871,907 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 9 138 TGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTG TGATTCAATATGTCCACGTGCC GAACATGACACGCAAACAAACA 41 9 85 22 222 22 59,058 58,825 50,100 28,300 6,117,527 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 13 134 TATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTG TATGTCCACGTGCCTGTGTG ACATGAACATGACACGCAAACA 35 13 93 20 226 22 60,320 59,643 38,200 28,300 2,677,657 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 13 169 CCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATCCATGTTTCTGGGTGTGTGA ACATGAACATGACACGCAAACA 70 13 58 20 226 22 58,020 59,643 35,800 28,300 4,337,177 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 13 216 TGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATGTGTCTGTCTGTGCACGTT ACATGAACATGACACGCAAACA 117 13 11 20 226 22 60,108 59,643 39,900 28,300 2,465,700 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 13 217 TTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATT TTGTGTCTGTCTGTGCACGT ACATGAACATGACACGCAAACA 118 13 10 20 226 22 60,108 59,643 44,900 28,300 2,465,700 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 9 128 TATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTG TATGTCCACGTGCCTGTGTG ACATGACACGCAAACAAACA 35 9 93 20 220 20 60,320 57,070 38,200 28,300 3,249,865 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 9 210 TGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATGTGTCTGTCTGTGCACGTT ACATGACACGCAAACAAACA 117 9 11 20 220 20 60,108 57,070 39,900 28,300 3,037,908 B 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 13 170 TCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATCCATGTTTCTGGGTGTGTGA ACATGAACATGACACGCAAACA 70 13 57 21 226 22 59,507 59,643 35,800 28,300 3,849,922 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 13 170 TCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATCCATGTTTCTGGGTGTGTG ACATGAACATGACACGCAAACA 71 13 57 20 226 22 58,020 59,643 38,200 28,300 4,337,177 F 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 106 TGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgt TGTTAGTGTGAGAGTTATTGTTTGTT ACATGAACATGACACGCAAACA 1 13 121 26 226 22 57,499 59,643 28,300 28,300 10,858,076 A 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 107 TTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtg TTGTTAGTGTGAGAGTTATTGTTTGTT ACATGAACATGACACGCAAACA 1 13 120 27 226 22 58,048 59,643 28,300 28,300 11,309,601 A 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2203:11312:2979 1 148 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 2 107 TTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtg TTGTTAGTGTGAGAGTTATTGTTTGT ACATGAACATGACACGCAAACA 2 13 120 26 226 22 57,499 59,643 28,300 28,300 10,858,076 A 226 tgtgtgtgTTTGTGTCTGTCTGTGCACGTTTCTGTTtgtgtgtgAATTATAGTCTTTCCATGTTTCTGGgtgtgtGAATATGAATGATTCAATATGTCCACGTGCCtgtgtgtgAATAATTGTTAGTGTGAGAGTTATTGTTTGTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCATATGTATGTTTGTTTGCGTGTCATGTTCATGT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 1 1 12 0 139 GTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGTGAGGGACAGGGTATGAGA CACACATACACATGCACATTCTCA 17 0 76 20 214 24 57,839 59,845 32,700 32,700 6,315,277 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 13 0 139 AGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGTGAGGGACAGGGTATGAGA ACACATACACATGCACATTCTCA 17 0 75 21 213 23 59,354 58,674 32,700 32,700 5,972,419 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 15 6 139 AGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAAGGGACAGGGTATGAGAAAGA TCACACACATACACATGCACA 13 6 79 21 217 21 57,508 58,156 25,200 45,700 6,335,467 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 15 6 147 AGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGAGTGAGTGAGGGACAGGGTA TCACACACATACACATGCACA 22 6 71 20 217 21 59,216 58,156 36,900 45,700 3,628,196 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 15 6 148 CAGTGAGTGAGGGACAGGGTATGAGAAAGAATGACAGTGAGTGAGGGACAGGGT TCACACACATACACATGCACA 23 6 70 20 217 21 60,834 58,156 43,400 45,700 3,677,535 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 15 6 149 TCAGTGAGTGAGGGACAGGGTATGAGAAAGAATG TCAGTGAGTGAGGGACAGGG TCACACACATACACATGCACA 24 6 69 20 217 21 60,543 58,156 44,500 45,700 3,386,639 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 17 32 194 gggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGGGGAGAAGTGAAGTATCAGTGAGT AGTCACACTCACACAGATATATTCT 35 32 54 24 247 25 59,535 57,347 34,100 24,000 12,117,121 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 18 30 193 gggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGGGGAGAAGTGAAGTATCAGTGAGT GTCACACTCACACAGATATATTCTCT 35 30 54 24 246 26 59,535 58,288 34,100 31,000 12,176,444 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:10774:68394 1 113 78 22 1.5 AC TGAGTGAGTGAGTGAATATATCTGTGTGTGTGTGT NA 0 0 19 30 194 gggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGGGGAGAAGTGAAGTATCAGTGAGT AGTCACACTCACACAGATATATTCTCT 35 30 54 24 247 27 59,535 59,440 34,100 31,000 12,024,131 F 247 CCCTTTTCTATATTTAAAATGGAGGGAGATCCTTTCTCCATCCATAAAATggggggAGAAGTGAAGTATCAGTGAGTGAGGGACAGGGTATGAGAAAGAATGAGTGGGAGAAtgagtgagtgagTGAatatatCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagTGAGAATGTGCATGTGTAtgtgtgtgAAagagagAatatatCtgtgtgAGTGTGACT

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 1 1 4 17 181 GACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAAC GACAGTTCAGACCAGGGTCC AGGATTCAGGACTGAGTTGCT 17 24 93 20 273 21 59,678 58,736 44,600 39,100 2,586,452 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 4 17 182 GACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAAC GACAGTTCAGACCAGGGTCC GAGGATTCAGGACTGAGTTGCT 17 24 93 20 274 22 59,678 59,764 44,600 39,100 2,557,894 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 6 25 231 TGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTGCCTCCTTTGCTGAGCTTT TGAGGATTCAGGACTGAGTTGC 65 25 45 20 275 22 60,179 60,028 35,100 41,700 2,206,726 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 6 25 233 ATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGAATTGCCTCCTTTGCTGAGCT TGAGGATTCAGGACTGAGTTGC 67 25 43 20 275 22 59,961 60,028 40,900 41,700 2,067,071 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 6 25 234 CATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGCATTGCCTCCTTTGCTGAGC TGAGGATTCAGGACTGAGTTGC 68 25 42 20 275 22 59,827 60,028 42,600 41,700 2,200,548 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 6 25 244 TGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCATGGATGGTCACATTGCCTCC TGAGGATTCAGGACTGAGTTGC 78 25 32 20 275 22 60,034 60,028 43,000 41,700 2,061,931 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 6 17 183 GACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAAC GACAGTTCAGACCAGGGTCC TGAGGATTCAGGACTGAGTTGC 17 25 93 20 275 22 59,678 60,028 44,600 41,700 2,349,741 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 7 25 249 AGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTAGGGCTGGATGGTCACATTG TGAGGATTCAGGACTGAGTTGC 83 25 27 20 275 22 60,034 60,028 28,200 41,700 2,061,541 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 8 25 250 CAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCCAGGGCTGGATGGTCACATT TGAGGATTCAGGACTGAGTTGC 84 25 26 20 275 22 60,034 60,028 27,100 41,700 2,061,541 B 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 9 0 157 GACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAAC GACAGTTCAGACCAGGGTCC TCTCACTTGCTCTCACCTTGT 17 0 93 20 249 21 59,678 58,958 44,600 31,600 2,364,460 F 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 10 0 158 GACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAAC GACAGTTCAGACCAGGGTCC CTCTCACTTGCTCTCACCTTGT 17 0 93 20 250 22 59,678 59,963 44,600 31,600 2,358,988 F 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 10 0 224 AGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTAGGGCTGGATGGTCACATTG CTCTCACTTGCTCTCACCTTGT 83 0 27 20 250 22 60,034 59,963 28,200 31,600 2,070,788 F 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2204:8166:68096 1 130 99 22 1.5 AG GAGAGACAGAGAGAGAGAGAGGGAGAGAGAGAGNA 0 0 10 0 225 CAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCCAGGGCTGGATGGTCACATT CTCTCACTTGCTCTCACCTTGT 84 0 26 20 250 22 60,034 59,963 27,100 31,600 2,070,788 F 277 CAGGACACTCGGCACCACCGTGCTTCAGGGCTGGATGGTCACATTGCCTCCTTTGCTGAGCTTTCCCAATACCACACGATGTAGAACATGCTGACAGTTCAGACCAGGGTCCCCAGTTCCCTGGAACTGgagagaCagagagagagagagGgagagagagagagagagagagagagagagagagagagagagagacagagacagagacagagaGAAagagagagagagACAAGGTGAGAGCAAGTgagagaTAGCAACTCAGTCCTGAATCCTCACA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 1 1 14 6 205 tgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatataTGTGTGCATATATGTGTGTGTCTG CCAAGACTGGAGCCACAGAG 6 15 6 24 210 20 59,369 60,037 35,100 33,500 4,667,517 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 0 0 16 4 203 tgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatataTGTGCATATATGTGTGTGTCTGTG CCAAGACTGGAGCCACAGAG 4 15 8 24 210 20 59,369 60,037 36,600 33,500 4,667,517 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 0 0 16 3 202 gtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatata GTGCATATATGTGTGTGTCTGTGT CCAAGACTGGAGCCACAGAG 3 15 9 24 210 20 59,369 60,037 37,200 33,500 4,667,953 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 0 0 17 2 189 tgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatataTGCATATATGTGTGTGTCTGTGT CCACAGAGTAACACACACTCA 3 2 10 23 198 21 58,169 57,547 37,200 34,100 8,283,862 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 0 0 17 1 189 tgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatataTGCATATATGTGTGTGTCTGTGT CCACAGAGTAACACACACTCAT 3 1 10 23 198 22 58,169 58,005 37,200 29,000 8,826,307 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2205:2991:35045 1 36 140 22 2 AC TGTGTGTGTATATATATATATATATATATATATGTGTNA 0 0 17 0 189 tgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatataTGCATATATGTGTGTGTCTGTGT CCACAGAGTAACACACACTCATG 3 0 10 23 198 23 58,169 59,257 37,200 30,700 8,573,989 G 240 GTGTTtgtgtgCatatatgtgtgtgtCTGTGTATAtgtgtgtgtatatatatatatatatatatataTGTGtatatataTGTGtatatatataTGtatatatataTGtatatatataTGtatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGAgtgtgtgtTACTCTGTGGCTCCAGTCTTGGCTGGCACAGGTTTTGTTTGCAGAAACCGAA

ST‐E00142:460:H2K7HCCXY:6:2206:24139:33463 1 28 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 17 0 90 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgt TGTGTGTAAGAGGGTGTGTTT CTCAGACACACGCCCTCTT 6 0 1 21 90 19 57,362 59,332 28,300 28,500 5,306,206 F 151 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGAGGGCgtgtgtCTGAGCgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtGAgtgtgtgtgtgtGAGCGTCTGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2206:24139:33463 1 28 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 18 0 90 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgt TGTGTGTAAGAGGGTGTGTTTC CTCAGACACACGCCCTCTT 5 0 1 22 90 19 58,462 59,332 27,800 28,500 5,205,874 F 151 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGAGGGCgtgtgtCTGAGCgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtGAgtgtgtgtgtgtGAGCGTCTGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2206:24139:33463 1 28 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 0 90 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgt TGTGTGTAAGAGGGTGTGTTTCT CTCAGACACACGCCCTCTT 4 0 1 23 90 19 59,801 59,332 25,200 28,500 4,867,365 F 151 tgtgtgTAAGAGGgtgtgtTTCTGAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGAGGGCgtgtgtCTGAGCgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtgtGAgtgtgtgtgtgtGAGCGTCTGAGTGG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 15 170 CAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaCAACCTTCTGTTCATGGATGGA CAAACAACCTAAATGAAATGAAACCA 55 15 120 22 289 26 58,311 57,569 34,100 36,700 12,120,148 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 15 171 aCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaACAACCTTCTGTTCATGGATGG CAAACAACCTAAATGAAATGAAACCA 56 15 119 22 289 26 58,575 57,569 35,100 36,700 11,855,504 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 15 171 aCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaACAACCTTCTGTTCATGGATGGA CAAACAACCTAAATGAAATGAAACCA 55 15 119 23 289 26 59,926 57,569 34,100 36,700 11,505,191 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 15 280 CTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAACTTATCTCGAGTTGCTGTGGG CAAACAACCTAAATGAAATGAAACCA 166 15 10 21 289 26 58,455 57,569 46,100 36,700 10,975,486 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 15 281 CCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGACCTTATCTCGAGTTGCTGTGG CAAACAACCTAAATGAAATGAAACCA 167 15 9 21 289 26 58,455 57,569 41,700 36,700 10,975,486 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:26362:51377 1 197 52 22 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 15 282 ACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGACCTTATCTCGAGTTGCTGTGG CAAACAACCTAAATGAAATGAAACCA 167 15 8 22 289 26 60,094 57,569 41,700 36,700 10,524,774 F 289 TTATTTTACCTTATCTCGAGTTGCTGTGGGGTTATTAATAGAGAATTGGATGACTCCAAAACTGATGGGCTGGGaaaaaTACACCACAACTTATAAAgggggAAATCaaaaaTCaaaaaCAACCTTCTGTTCATGGATGGATAATGAGTTaaaaaaTCAGAGCtttttAAATTAAATCCCCTTCTGtatataAAATtatatatatatatatatatatatatatatatatatatatatataTTtgtgtgTTAAGAAAGGTAAAATGGTTTCATTTCATTTAGGTTGTTTG

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 8 11 172 CAAGGacacacGTGCTCACACGcacacaACGcacacacaCAAGGACACACGTGCTCACA CATGCATATGGGCGTGCTC 11 49 27 20 198 19 60,810 59,422 35,800 42,600 2,387,557 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 138 AAGGacacacGTGCTCACACGcacacaACGcacacacac AAGGACACACGTGCTCACAC GTGCATGTGAGCCATATATTTCTCT 10 10 28 20 165 25 60,810 59,295 38,200 31,000 6,514,546 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 139 CAAGGacacacGTGCTCACACGcacacaACGcacacacaCAAGGACACACGTGCTCACA GTGCATGTGAGCCATATATTTCTCT 11 10 27 20 165 25 60,810 59,295 35,800 31,000 6,514,151 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 139 AAGGacacacGTGCTCACACGcacacaACGcacacacac AAGGACACACGTGCTCACAC AGTGCATGTGAGCCATATATTTCT 10 12 28 20 166 24 60,810 58,372 38,200 25,200 6,438,160 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 10 171 AAGGacacacGTGCTCACACGcacacaACGcacacacac AAGGACACACGTGCTCACAC CATGCATATGGGCGTGCTC 10 49 28 20 198 19 60,810 59,422 38,200 42,600 2,387,952 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 29 192 TCGCATACTCAATCGAATACACAAGGacacacGTGCTTCGCATACTCAATCGAATACACA ATGCATATGGGCGTGCTCC 29 48 6 23 197 19 58,073 60,602 37,200 47,000 6,529,181 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 29 193 TCGCATACTCAATCGAATACACAAGGacacacGTGCTTCGCATACTCAATCGAATACACA CATGCATATGGGCGTGCTCC 29 48 6 23 198 20 58,073 61,859 37,200 47,000 6,786,849 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 29 193 TCGCATACTCAATCGAATACACAAGGacacacGTGCTTCGCATACTCAATCGAATACACA CATGCATATGGGCGTGCTC 29 49 6 23 198 19 58,073 59,422 37,200 42,600 6,505,343 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2206:29853:65335 1 58 73 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 13 174 CACAAGGacacacGTGCTCACACGcacacaACGcacac CACAAGGACACACGTGCTCA CATGCATATGGGCGTGCTC 13 49 25 20 198 19 60,810 59,422 42,600 42,600 2,387,557 G 200 GACAATCGCATACTCAATCGAATACACAAGGacacacGTGCTCACACGcacacaACGcacacacacacacacacacacacacacacacacacacacacacaCGAGCACAGACACAAACAAacacacacacATGAACaaaaaGAGAAatatatGGCTCACATGCACTTTTGTGCATGCAGGAGCACGCCCATATGCATGCA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 8 33 166 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG CTCGGTTTCCCACTGTTCTCA 33 46 56 22 221 21 58,842 59,930 40,000 32,700 4,228,015 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 46 201 ACAGGGAGTCAGACACATAAAGTgagagaTATAATT ACAGGGAGTCAGACACATAAAGT CTCGGTTTCCCACTGTTCTCA 67 46 21 23 221 21 59,096 59,930 26,600 32,700 4,974,473 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 51 205 ACAGGGAGTCAGACACATAAAGTgagagaTATAATT ACAGGGAGTCAGACACATAAAGT ATCACTCGGTTTCCCACTGT 67 51 21 23 225 20 59,096 58,943 26,600 35,500 4,960,999 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 50 204 ACAGGGAGTCAGACACATAAAGTgagagaTATAATT ACAGGGAGTCAGACACATAAAGT TCACTCGGTTTCCCACTGTT 67 50 21 23 224 20 59,096 59,165 26,600 31,600 4,738,951 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 33 169 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG TCACTCGGTTTCCCACTGTT 33 50 56 22 224 20 58,842 59,165 40,000 31,600 3,992,493 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 33 170 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG ATCACTCGGTTTCCCACTGT 33 51 56 22 225 20 58,842 58,943 40,000 35,500 4,214,541 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 120 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG ACTGGCTCTCACTCTCCCTG 33 1 56 22 175 20 58,842 60,614 40,000 44,500 3,772,296 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 1 108 GTGAGACAGGgagagaAGCACATGATGAAAGCTTga GTGAGACAGGGAGAGAAGCAC ACTGGCTCTCACTCTCCCTG 22 1 68 21 175 20 60,067 60,614 44,000 44,500 1,681,628 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 110 GTGAGACAGGgagagaAGCACATGATGAAAGCTTga GTGAGACAGGGAGAGAAGCAC TCACTGGCTCTCACTCTCCC 22 3 68 21 177 20 60,067 60,613 44,000 43,000 1,680,504 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 122 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG TCACTGGCTCTCACTCTCCC 33 3 56 22 177 20 58,842 60,613 40,000 43,000 3,771,173 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 107 GTGAGACAGGgagagaAGCACATGATGAAAGCTTga GTGAGACAGGGAGAGAAGCAC CTGGCTCTCACTCTCCCTGT 22 0 68 21 174 20 60,067 60,614 44,000 40,000 1,681,628 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 119 TGGAGACACTTAGTGAGACAGGgagagaAGCACATGTGGAGACACTTAGTGAGACAGG CTGGCTCTCACTCTCCCTGT 33 0 56 22 174 20 58,842 60,614 40,000 40,000 3,772,296 B 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 51 217 TGTGACagagagACAGGGAGTCAGACACATAAAGTg TGTGACAGAGAGACAGGGAGT ATCACTCGGTTTCCCACTGT 81 51 9 21 225 20 59,854 58,943 38,500 35,500 2,202,604 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 50 216 TGTGACagagagACAGGGAGTCAGACACATAAAGTg TGTGACAGAGAGACAGGGAGT TCACTCGGTTTCCCACTGTT 81 50 9 21 224 20 59,854 59,165 38,500 31,600 1,980,557 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 3 169 TGTGACagagagACAGGGAGTCAGACACATAAAGTg TGTGACAGAGAGACAGGGAGT TCACTGGCTCTCACTCTCCC 81 3 9 21 177 20 59,854 60,613 38,500 43,000 1,759,236 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 0 166 TGTGACagagagACAGGGAGTCAGACACATAAAGTg TGTGACAGAGAGACAGGGAGT CTGGCTCTCACTCTCCCTGT 81 0 9 21 174 20 59,854 60,614 38,500 40,000 1,760,360 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 50 218 AGTGTGACagagagACAGGGAGTCAGACACATAAAGAGTGTGACAGAGAGACAGGGA TCACTCGGTTTCCCACTGTT 83 50 7 21 224 20 59,854 59,165 42,000 31,600 1,980,557 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:15940:31248 1 111 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 3 171 AGTGTGACagagagACAGGGAGTCAGACACATAAAGAGTGTGACAGAGAGACAGGGA TCACTGGCTCTCACTCTCCC 83 3 7 21 177 20 59,854 60,613 42,000 43,000 1,759,236 F 250 GGACAGAGTGTGACagagagACAGGGAGTCAGACACATAAAGTgagagaTATAATTGGAGACACTTAGTGAGACAGGgagagaAGCACATGATGAAAGCTTgagagaTACagagagagagagagagagagagagagagagagagagagagagagACAGGGAGAGTGAGAGCCAGTGAGACAGAGACAGAGGGAGACAGTGTGAGAACAGTGGGAAACCGAGTGATTTTGTGGgagagaCATAGTTAAATA

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 4 32 178 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG TGCATAAGGGTGTGCTCCAG 32 41 21 20 198 20 59,201 60,035 51,400 38,600 0.833927 G 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 32 179 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG GTGCATAAGGGTGTGCTCCA 32 42 21 20 199 20 59,201 60,322 51,400 38,600 1,121,232 G 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 25 163 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG TCCAGCATGTTTGGGAGTTCT 32 25 21 20 183 21 59,201 59,575 51,400 30,100 2,223,842 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 28 165 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG GCTCCAGCATGTTTGGGAGT 32 28 21 20 185 20 59,201 60,610 51,400 38,500 1,409,008 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 28 168 GCTGGCAATATCAGCGAATCCCGCATACATGAATG GCTGGCAATATCAGCGAATCC GCTCCAGCATGTTTGGGAGT 34 28 18 21 185 20 59,801 60,610 30,100 38,500 1,808,870 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 0 131 CGAATCCCGCATACATGAATGAATAAAACAAAACC CGAATCCCGCATACATGAATGAA TCAGAAATCAAGTCTTTCACTCTGA 18 0 32 23 162 25 59,502 58,180 25,700 32,700 10,318,354 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 0 131 CGAATCCCGCATACATGAATGAATAAAACAAAACC CGAATCCCGCATACATGAATG TCAGAAATCAAGTCTTTCACTCTGA 20 0 32 21 162 25 57,540 58,180 26,700 32,700 10,280,697 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 0 131 CGAATCCCGCATACATGAATGAATAAAACAAAACC CGAATCCCGCATACATGAATGA TCAGAAATCAAGTCTTTCACTCTGA 19 0 32 22 162 25 58,934 58,180 25,700 32,700 9,886,715 D 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2207:3011:48863 1 73 65 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 32 182 GGCAATATCAGCGAATCCCGCATACATGAATGAAT GGCAATATCAGCGAATCCCG TGTGTGCATAAGGGTGTGCT 32 45 21 20 202 20 59,201 59,890 51,400 44,000 0.909070 G 253 AGGAATGTGCAATAAATGCTGGCAATATCAGCGAATCCCGCATACATGAATGAATAAAACAAAACCAGCAGTcacacacacacacacacacacacacacacacacacacacacacaCGCACAAacacacacacacacTCAGAGTGAAAGACTTGATTTCTGAAGAACTCCCAAACATGCTGGAGCACACCCTTATGcacacaTGCATacacacacacATGCAGGCAGACGGAATAAATCAAACActctctCAT

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 12 139 GGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtg GGACTCTGTCATCGTAGCCC GAACCGCACAATGTACACCC 12 43 61 20 199 20 59,614 59,480 51,900 46,100 0.906074 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 12 140 GGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtg GGACTCTGTCATCGTAGCCC CGAACCGCACAATGTACACC 12 44 61 20 200 20 59,614 59,835 51,900 41,600 0.551192 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 53 194 TTACCGGCAAGCAAATCAGCCACATCACTGATGGA TTACCGGCAAGCAAATCAGC CAACCCTCCTTCTCGAACCG 53 57 20 20 213 20 59,474 60,390 42,600 44,400 0.915709 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 48 190 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT TCAACCCTCCTTCTCGAACC 48 58 25 20 214 20 59,752 59,026 32,100 36,200 1,222,671 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 48 191 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT CTCAACCCTCCTTCTCGAACC 48 58 25 20 215 21 59,752 60,067 32,100 36,200 1,315,076 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 44 176 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT CGAACCGCACAATGTACACC 48 44 25 20 200 20 59,752 59,835 32,100 41,600 0.413367 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 42 174 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT AACCGCACAATGTACACCCA 48 42 25 20 198 20 59,752 60,179 32,100 45,100 0.427303 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 137 GGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtg GGACTCTGTCATCGTAGCCC ACCGCACAATGTACACCCAG 12 41 61 20 197 20 59,614 60,605 51,900 44,500 0.991433 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 138 GGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtg GGACTCTGTCATCGTAGCCC AACCGCACAATGTACACCCA 12 42 61 20 198 20 59,614 60,179 51,900 45,100 0.565128 B 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 5 137 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT CCAACACACACGCACACATC 48 5 25 20 161 20 59,752 60,317 32,100 30,600 0.565226 F 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:16234:32250 1 93 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 136 GGCAAGCAAATCAGCCACATCACTGATGGACAATA GGCAAGCAAATCAGCCACAT CAACACACACGCACACATCC 48 4 25 20 160 20 59,752 60,317 32,100 35,100 0.565226 F 228 GGATGTTAATTTATCACATTTACCGGCAAGCAAATCAGCCACATCACTGATGGACAATATGGACTCTGTCATCGTAGCCCCTATAATTGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGGAtgtgtgCgtgtgtgtTGGtatataTTGGGGTAGGCTGGGTGTACATTGTGCGGTTCGAGAAGGAGGGTTGAGAATCTCACTAATC

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 7 167 ATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtg ATGCATCATCTTTATCTGTGTCCA GCAGCAAGCTTTCATGAATTTAAA 7 68 31 24 197 24 58,312 57,529 40,200 15,200 12,158,336 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 166 TGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgTGCATCATCTTTATCTGTGTCCAA GCAGCAAGCTTTCATGAATTTAAA 6 68 32 24 197 24 58,501 57,529 35,300 15,200 11,969,870 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 7 166 TGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgTGCATCATCTTTATCTGTGTCCA GCAGCAAGCTTTCATGAATTTAAA 7 68 32 23 197 24 57,898 57,529 40,200 15,200 11,572,205 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 100 TGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgTGCATCATCTTTATCTGTGTCCA TGCAAGCACACACTCTCAGT 7 6 32 23 131 20 57,898 59,821 40,200 34,100 5,280,414 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 94 TGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgTGCATCATCTTTATCTGTGTCCA CACACACTCTCAGTCTCCCG 7 0 32 23 125 20 57,898 59,758 40,200 51,400 5,343,934 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:18365:25745 1 62 44 22 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 1 95 TGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgTGCATCATCTTTATCTGTGTCCA GCACACACTCTCAGTCTCCC 7 1 32 23 126 20 57,898 60,038 40,200 43,000 5,139,437 F 211 GTAAATCAGAGATGAAATTAATCTGTAAGAATGCATCATCTTTATCTGTGTCCAATCTTTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGGGAGACTGAGAgtgtgtGCTTGCATTAATGTGGGTGAgtgtgtGAAAGTAAATGACCTTCTTTAtttttAAATTCATGAAAGCTTGCTGCTGAACtatataATT

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 1 1 6 22 189 GGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGGGTCAGGCCACGTTATTGATTT GTGATCTTGTGCCAGGGC 29 22 41 22 229 18 59,247 58,404 21,700 51,900 6,348,722 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 22 189 GGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGGGTCAGGCCACGTTATTGAT GTGATCTTGTGCCAGGGC 31 22 41 20 229 18 57,962 58,404 25,700 51,900 5,634,206 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 22 189 GGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGGGTCAGGCCACGTTATTGATT GTGATCTTGTGCCAGGGC 30 22 41 21 229 18 58,634 58,404 25,700 51,900 5,961,401 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 22 192 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGAT ATGTGATCTTGTGCCAGGGC 31 22 40 21 231 20 59,719 60,682 25,700 51,900 1,962,919 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 22 192 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGA ATGTGATCTTGTGCCAGGGC 32 22 40 20 231 20 59,312 60,682 25,700 51,900 1,370,129 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 10 180 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGA GCCAGGGCATGTATGAGTGT 32 10 40 20 219 20 59,312 60,107 25,700 35,500 0.794937 G 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 6 10 180 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGAT GCCAGGGCATGTATGAGTGT 31 10 40 21 219 20 59,719 60,107 25,700 35,500 1,387,727 G 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 7 22 191 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGA TGTGATCTTGTGCCAGGGC 32 22 40 20 230 19 59,312 60,304 25,700 51,900 1,991,481 D 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:4391:20348 1 92 98 22 2 AC ACACACACACTGACACAAACTCATAAACACATACACNA 0 0 9 8 179 TGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGTGGTCAGGCCACGTTATTGA CCAGGGCATGTATGAGTGTGT 32 8 40 20 218 21 59,312 60,065 25,700 37,200 1,753,119 G 236 CAGAATGGCAAATAGTGTTCTCCATCGATCATATCTTCATGGTCAGGCCACGTTATTGATTTTCAGCAATACGTGGATCATTAATATAAAAacacacacacTGACACAAACTCATAAACACATacacacacAAacacacacacAAacacacacacacacacacacacacacacacacacacacacacacAGGAAAAGacacacTCATACATGCCCTGGCACAAGATCACATACACA

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 27 197 ATTCAACAAGAATGGATGAAATGAATTACTATACG ATTCAACAAGAATGGATGAAATGAATT CTGACCACAGGCTGCCTTT 27 80 86 27 282 19 57,046 60,228 21,700 31,100 11,181,933 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 25 195 TCAACAAGAATGGATGAAATGAATTACTATACGCCTTCAACAAGAATGGATGAAATGAATTAC CTGACCACAGGCTGCCTTT 25 80 88 27 282 19 57,141 60,228 18,900 31,100 11,087,794 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 24 194 CAACAAGAATGGATGAAATGAATTACTATACGCCTTCAACAAGAATGGATGAAATGAATTACT CTGACCACAGGCTGCCTTT 24 80 89 27 282 19 57,135 60,228 22,400 31,100 11,093,688 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 11 179 AAATGAATTACTATACGCCTTTCCCCACAACGATGC AAATGAATTACTATACGCCTTTCCC CTGACCACAGGCTGCCTTT 11 80 104 25 282 19 57,494 60,228 39,700 31,100 8,734,695 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 11 181 TGAAATGAATTACTATACGCCTTTCCCCACAACGAT TGAAATGAATTACTATACGCCTTTCCC CTGACCACAGGCTGCCTTT 11 80 102 27 282 19 59,772 60,228 39,700 31,100 8,456,277 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 1 107 TGAAATGAATTACTATACGCCTTTCCCCACAACGAT TGAAATGAATTACTATACGCCTTTCCC TGTTGTGGGATTAACACATACCTG 11 1 102 27 208 24 59,772 58,993 39,700 40,000 12,234,943 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 0 104 TGAAATGAATTACTATACGCCTTTCCCCACAACGAT TGAAATGAATTACTATACGCCTTTCCC TGTGGGATTAACACATACCTGT 11 0 102 27 205 22 59,772 57,080 39,700 40,000 12,147,683 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 0 106 TGAAATGAATTACTATACGCCTTTCCCCACAACGAT TGAAATGAATTACTATACGCCTTTCCC GTTGTGGGATTAACACATACCTGT 11 0 102 27 207 24 59,772 58,992 39,700 40,000 12,235,591 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 140 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 16 185 TGGATGAAATGAATTACTATACGCCTTTCCCCACAA TGGATGAAATGAATTACTATACGCCT CTGACCACAGGCTGCCTTT 16 80 98 26 282 19 58,550 60,228 55,200 31,100 8,678,442 A 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 1 4 17 280 CTGTGCATTTGTGTCAGACagagagTTTGTgagagaTT CTGTGCATTTGTGTCAGACAGA CTGACCACAGGCTGCCTTT 17 80 3 22 282 19 59,126 60,228 34,100 31,100 4,102,453 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 5 0 189 CAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgt CAGACAGAGAGTTTGTGAGAGAT TGTGGGATTAACACATACCTGT 2 0 17 23 205 22 57,610 57,080 27,500 40,000 10,309,633 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 6 18 281 TCTGTGCATTTGTGTCAGACagagagTTTGTgagagaT TCTGTGCATTTGTGTCAGACAG CTGACCACAGGCTGCCTTT 18 80 2 22 282 19 59,126 60,228 35,100 31,100 4,102,453 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 6 16 279 TGTGCATTTGTGTCAGACagagagTTTGTgagagaTTT TGTGCATTTGTGTCAGACAGAG CTGACCACAGGCTGCCTTT 16 80 4 22 282 19 59,126 60,228 33,500 31,100 4,102,453 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 6 0 189 CAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgt CAGACAGAGAGTTTGTGAGAGA TGTGGGATTAACACATACCTGT 3 0 17 22 205 22 57,155 57,080 31,000 40,000 9,764,772 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 6 0 189 CAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgt CAGACAGAGAGTTTGTGAGAGATT TGTGGGATTAACACATACCTGT 1 0 17 24 205 22 58,218 57,080 24,000 40,000 10,701,821 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 20 282 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC CTGACCACAGGCTGCCTT 20 81 1 21 282 18 57,467 59,567 35,100 43,500 5,966,338 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 20 282 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC CTGACCACAGGCTGCCTTT 20 80 1 21 282 19 57,467 60,228 35,100 31,100 4,761,259 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 14 239 TGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgt TGCATTTGTGTCAGACAGAGAG ACCTCACGTGAATTTGAGTGT 14 40 6 22 244 21 58,603 57,806 32,000 35,500 6,590,565 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 13 239 TGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgt TGCATTTGTGTCAGACAGAGAGT ACCTCACGTGAATTTGAGTGT 13 40 6 23 244 21 60,181 57,806 32,400 35,500 6,375,467 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 1 208 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC TGTTGTGGGATTAACACATACCTG 20 1 1 21 208 24 57,467 58,993 35,100 40,000 8,539,926 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 0 205 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC TGTGGGATTAACACATACCTGT 20 0 1 21 205 22 57,467 57,080 35,100 40,000 8,452,666 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 7 0 207 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC GTTGTGGGATTAACACATACCTGT 20 0 1 21 207 24 57,467 58,992 35,100 40,000 8,540,574 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 8 20 253 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagaga CTCTGTGCATTTGTGTCAGAC TGACTGTCTACCTCACGTGA 20 50 1 21 253 20 57,467 57,734 35,100 43,500 5,798,481 D 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:20506:26431 1 42 142 22 2 AT TGTGTGTGCATGTGTGTGTGTGCATTTAAAATAATANA 0 0 8 3 239 GTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtg GTCAGACAGAGAGTTTGTGAGAGA TGACTGTCTACCTCACGTGA 3 50 15 24 253 20 59,723 57,734 31,000 43,500 6,542,763 G 288 CTCTGTGCATTTGTGTCAGACagagagTTTGTgagagaTTTtgtgtgtgCAtgtgtgtgtgtgCATTTAAAATAATAAAACATTTATTCAACAAGAATGGATGAAATGAATTACTATACGCCTTTCCCCACAACGATGCatatatatatatatatatatatatatatatatatatatatatatACAGGTATGTGTTAATCCCACAACATACAAAACCTATATTACACTCAAATTCACGTGAGGTAGACAGTCAAAGTGAACTAAAAGGCAGCCTGTGGTCAGGCACAT

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 1 93 GGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgt GGTCCATCTGTACGTGTCCC GTAAGATTGGGAGCGAGCCA 8 1 158 20 250 20 59,825 59,822 44,600 47,500 0.353142 A 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 2 94 GGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgt GGTCCATCTGTACGTGTCCC TGTAAGATTGGGAGCGAGCC 8 2 158 20 251 20 59,825 59,822 44,600 47,000 0.353142 A 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 2 213 GGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGG GGCCTCAGCAGGTGAAAGTA TGTAAGATTGGGAGCGAGCC 127 2 39 20 251 20 59,675 59,822 22,400 47,000 0.503011 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 212 GGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGG GGCCTCAGCAGGTGAAAGTA GTAAGATTGGGAGCGAGCCA 127 1 39 20 250 20 59,675 59,822 22,400 47,500 0.503011 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 0 211 GGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGG GGCCTCAGCAGGTGAAAGTA TAAGATTGGGAGCGAGCCAG 127 0 39 20 249 20 59,675 59,534 22,400 48,500 0.790648 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 250 ACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTG ACTTTGTGTTCGCCATTGGG TGTAAGATTGGGAGCGAGCC 164 2 2 20 251 20 59,327 59,822 41,200 47,000 0.851505 F 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 94 GGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgGGGTCCATCTGTACGTGTCC GTAAGATTGGGAGCGAGCCA 9 1 157 20 250 20 59,825 59,822 40,200 47,500 0.353142 A 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 1 249 ACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTG ACTTTGTGTTCGCCATTGGG GTAAGATTGGGAGCGAGCCA 164 1 2 20 250 20 59,327 59,822 41,200 47,500 0.851505 F 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 248 ACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTG ACTTTGTGTTCGCCATTGGG TAAGATTGGGAGCGAGCCAG 164 0 2 20 249 20 59,327 59,534 41,200 48,500 1,139,142 F 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 173 TTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgTTTCAGCCTGGGTGTTCCTC TGTAAGATTGGGAGCGAGCC 87 2 79 20 251 20 59,890 59,822 37,100 47,000 0.288554 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 172 TTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgTTTCAGCCTGGGTGTTCCTC GTAAGATTGGGAGCGAGCCA 87 1 79 20 250 20 59,890 59,822 37,100 47,500 0.288554 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:22972:55948 1 186 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 173 CTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtg CTTTCAGCCTGGGTGTTCCT GTAAGATTGGGAGCGAGCCA 88 1 78 20 250 20 59,889 59,822 33,600 47,500 0.289322 B 261 GACTTTGTGTTCGCCATTgggggcacacaCTCTGAGCTGGCCTCAGCAGGTGAAAGTAGGGATTGGAAGCGGATTGCCTTTCAGCCTGGGTGTTCCTCCTCACCCAGCCCAgtgtgtGGATATGTTTCTGGGGAGGCAGGAGGACGAGGGCAGGAAGGGTCCATCTGTACGTGTCCCCAAGCAGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTGGCTCGCTCCCAATCTTACAATtctctcCC

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 1 1 3 13 167 ACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtACCAAGGTTTCTGCTTCTTGC CACATGGGCAGTGCTGAAAC 17 13 82 21 248 20 59,317 60,039 40,100 27,800 1,722,277 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 3 11 165 ACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtACCAAGGTTTCTGCTTCTTGC CATGGGCAGTGCTGAAACAC 17 11 82 21 246 20 59,317 60,039 40,100 33,200 1,722,277 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 3 7 161 ACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtACCAAGGTTTCTGCTTCTTGC GGCAGTGCTGAAACACACAG 17 7 82 21 242 20 59,317 59,970 40,100 36,600 1,713,219 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 4 24 249 TGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGAGTTAGTGAGTCTGGCCC ATTCCTGGAGACACATGGGC 89 24 11 20 259 20 58,733 59,743 58,000 53,600 1,524,161 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 4 24 250 ATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGATGAGTTAGTGAGTCTGGCCC ATTCCTGGAGACACATGGGC 89 24 10 21 259 20 59,166 59,743 58,000 53,600 2,091,302 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 4 20 245 TGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGAGTTAGTGAGTCTGGCCC CTGGAGACACATGGGCAGTG 89 20 11 20 255 20 58,733 60,676 58,000 36,600 1,942,958 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 8 13 205 GGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGAGGTGTCAGTGCTCCTGTGTT CACATGGGCAGTGCTGAAAC 56 13 44 20 248 20 60,179 60,039 33,200 27,800 0.217937 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 8 11 203 GGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGAGGTGTCAGTGCTCCTGTGTT CATGGGCAGTGCTGAAACAC 56 11 44 20 246 20 60,179 60,039 33,200 33,200 0.217937 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:25520:63525 1 120 96 22 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTCTGTGTGTGTGTGNA 0 0 8 7 199 GGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGAGGTGTCAGTGCTCCTGTGTT GGCAGTGCTGAAACACACAG 56 7 44 20 242 20 60,179 59,970 33,200 36,600 0.208879 F 270 CAGTTTGTCATGAGTTAGTGAGTCTGGCCCCAGGAAAGCAGCTGGTGTCAGTGCTCCTGTGTTGAGGAGACGAAATGACAAACCAAGGTTTCTGCTTCTTGCtttttGTGTATATGTTCtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgTCtgtgtgtgtgTCTGTGTCtgtgtgTTTCAGCACTGCCCATGTGTCTCCAGGAATTGAAGATTAAT

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 22 132 GGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACA TGCATTCCTCATCTTACTACCGT 22 22 124 21 255 23 58,210 59,295 40,200 48,300 6,495,000 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 22 133 AGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACA TGCATTCCTCATCTTACTACCGT 22 22 123 22 255 23 59,625 59,295 40,200 48,300 6,079,740 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 22 200 AGGGAGTGGTCTATAGGcccccTAACAGTAATCATA AGGGAGTGGTCTATAGGCCC TGCATTCCTCATCTTACTACCGT 91 22 56 20 255 23 59,809 59,295 58,000 48,300 3,895,880 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 22 246 TCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAATCGGTTTGAATGGAGTTGTGG TGCATTCCTCATCTTACTACCGT 136 22 10 21 255 23 58,774 59,295 41,700 48,300 5,930,897 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 21 132 GGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACAG TGCATTCCTCATCTTACTACCGT 21 22 124 22 255 23 59,250 59,295 35,100 48,300 6,454,187 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 21 200 AGGGAGTGGTCTATAGGcccccTAACAGTAATCATA AGGGAGTGGTCTATAGGCCC TGCATTCCTCATCTTACTACCGTC 91 21 56 20 255 24 59,809 60,202 58,000 47,900 4,393,434 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 22 142 AGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACA AGCTTTCTATGCATTCCTCATCT 22 31 123 22 264 23 59,625 57,692 40,200 29,000 7,682,718 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 22 245 CGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGCGGTTTGAATGGAGTTGTGGA TGCATTCCTCATCTTACTACCGT 135 22 11 21 255 23 58,774 59,295 40,200 48,300 5,930,897 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 22 246 TCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAATCGGTTTGAATGGAGTTGTGGA TGCATTCCTCATCTTACTACCGT 135 22 10 22 255 23 60,159 59,295 40,200 48,300 5,863,307 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 20 199 AGGGAGTGGTCTATAGGcccccTAACAGTAATCATA AGGGAGTGGTCTATAGGCCC GCATTCCTCATCTTACTACCGTCA 91 20 56 20 254 24 59,809 60,202 58,000 43,500 4,393,434 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 22 146 AGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACA TGAAAGCTTTCTATGCATTCCTCA 22 34 123 22 268 24 59,625 58,744 40,200 38,600 7,630,861 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27103:47597 1 167 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 21 145 GGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGGTGCTTGTGATAAAGGGACAG TGAAAGCTTTCTATGCATTCCTCA 21 34 124 22 268 24 59,250 58,744 35,100 38,600 8,005,308 F 274 GATGTAGAATCGGTTTGAATGGAGTTGTGGAACTGTAGGGGAAAGAAGTCAGTAGAGGGAGTGGTCTATAGGcccccTAACAGTAATCATAATTTAGGACAAAGTATACAAGAAGAAATATTAGGTGCTTGTGATAAAGGGACAGTAATaaaaaTATGAGATTTTAatatatatatatatatatatatatatatatatatatatatatatAGAAACTGGaaaaaTCAGATTGACGGTAGTAAGATGAGGAATGCATAGAAAGCTTTCAAGATAG

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 2 161 CACGCCCAAGACCATCTGAATAACCTAAAATATAGCCACGCCCAAGACCATCTGAA CTCTCGCTCTCTGTTTGCCT 75 2 120 20 280 20 60,322 59,754 30,200 47,500 0.567650 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 2 219 GCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGA GCAATGGGCTCAGAGCTATTG CTCTCGCTCTCTGTTTGCCT 132 2 62 21 280 20 59,392 59,754 19,000 47,500 1,853,714 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 2 252 TCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCA TCAGCCAGTGTGCTCTGTTT CTCTCGCTCTCTGTTTGCCT 166 2 29 20 280 20 59,819 59,754 28,300 47,500 0.427200 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 160 CACGCCCAAGACCATCTGAATAACCTAAAATATAGCCACGCCCAAGACCATCTGAA TCTCGCTCTCTGTTTGCCTC 75 1 120 20 279 20 60,322 59,755 30,200 47,000 0.566558 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 218 GCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGA GCAATGGGCTCAGAGCTATTG TCTCGCTCTCTGTTTGCCTC 132 1 62 21 279 20 59,392 59,755 19,000 47,000 1,852,622 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 1 251 TCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCA TCAGCCAGTGTGCTCTGTTT TCTCGCTCTCTGTTTGCCTC 166 1 29 20 279 20 59,819 59,755 28,300 47,000 0.426107 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 162 CACGCCCAAGACCATCTGAATAACCTAAAATATAGCCACGCCCAAGACCATCTGAA TCTCTCGCTCTCTGTTTGCC 75 3 120 20 281 20 60,322 59,755 30,200 45,200 0.566558 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 220 GCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGA GCAATGGGCTCAGAGCTATTG TCTCTCGCTCTCTGTTTGCC 132 3 62 21 281 20 59,392 59,755 19,000 45,200 1,852,622 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2209:27651:44468 1 215 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 253 TCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCA TCAGCCAGTGTGCTCTGTTT TCTCTCGCTCTCTGTTTGCC 166 3 29 20 281 20 59,819 59,755 28,300 45,200 0.426107 F 283 CTTGACCTGAAACTTACCGACAGGCCGCTCAGCCAGTGTGCTCTGTTTATACTTTATAAGAGCAATGGGCTCAGAGCTATTGTTGTCCAATAGAGAACAATCCGGTAGAGAATAAACAGCACGCCCAAGACCATCTGAATAACCTAAAATATAGCAAATAACACAGTGAGAAAACATATAAAACGTATCAAATATAAGAAAACATAAAGGCGAAagagagagagagagagagagagagagagagagagagagagagagCGAGGCAAACagagagCgagagaga

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 2 112 TCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCATCTAAGACTTAGCCGTGTTTACGT TGTTGTGTATGTGTATGCGTGT 20 2 64 24 175 22 59,784 58,605 35,700 44,900 7,610,975 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 171 TCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTTCTTTGAGATTCAAATTGCCCTGA TGTTGTGTATGTGTATGCGTGT 79 2 5 24 175 22 58,921 58,605 38,600 44,900 8,473,668 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 172 CTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACCTCTTTGAGATTCAAATTGCCCTGA TGTTGTGTATGTGTATGCGTGT 79 2 4 25 175 22 59,816 58,605 38,600 44,900 8,579,198 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 92 ACGTACTTAGCATTTCAAACCCAGcacacacacacacacACGTACTTAGCATTTCAAACCCA TGTTGTGTATGTGTATGCGTGT 1 2 84 23 175 22 58,609 58,605 45,100 44,900 7,785,874 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 2 113 TCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCATCTAAGACTTAGCCGTGTTTACGT CTGTTGTGTATGTGTATGCGTGT 20 2 64 24 176 23 59,784 59,568 35,700 44,900 7,648,168 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 15 2 172 TCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTTCTTTGAGATTCAAATTGCCCTGA CTGTTGTGTATGTGTATGCGTGT 79 2 5 24 176 23 58,921 59,568 38,600 44,900 8,510,861 A 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 1 18 1 150 TCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCATCTAAGACTTAGCCGTGTTTACGT TGTTCTGTTTGTGTGTGTCTGT 20 1 64 24 213 22 59,784 58,592 35,700 34,100 7,623,955 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 6 156 TCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCATCTAAGACTTAGCCGTGTTTACGT TGTGTCTGTTCTGTTTGTGTGTG 20 6 64 24 219 23 59,784 59,812 35,700 38,200 7,404,511 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 6 215 TCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTTCTTTGAGATTCAAATTGCCCTGA TGTGTCTGTTCTGTTTGTGTGTG 79 6 5 24 219 23 58,921 59,812 38,600 38,200 8,267,203 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 6 216 CTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACCTCTTTGAGATTCAAATTGCCCTGA TGTGTCTGTTCTGTTTGTGTGTG 79 6 4 25 219 23 59,816 59,812 38,600 38,200 8,372,733 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 5 155 TCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCATCTAAGACTTAGCCGTGTTTACGT GTGTCTGTTCTGTTTGTGTGTGT 20 5 64 24 218 23 59,784 59,812 35,700 37,200 7,404,717 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 5 214 TCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTTCTTTGAGATTCAAATTGCCCTGA GTGTCTGTTCTGTTTGTGTGTGT 79 5 5 24 218 23 58,921 59,812 38,600 37,200 8,267,410 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 1 135 ACGTACTTAGCATTTCAAACCCAGcacacacacacacacACGTACTTAGCATTTCAAACCCA GTGTCTGTTCTGTTTGTGTGTGT 1 5 84 23 218 23 58,609 59,812 45,100 37,200 7,579,615 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 1 136 ACGTACTTAGCATTTCAAACCCAGcacacacacacacacACGTACTTAGCATTTCAAACCCA TGTGTCTGTTCTGTTTGTGTGTG 1 6 84 23 219 23 58,609 59,812 45,100 38,200 7,579,409 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:23145:73264 1 108 83 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 0 136 ACGTACTTAGCATTTCAAACCCAGcacacacacacacacACGTACTTAGCATTTCAAACCCAG TGTGTCTGTTCTGTTTGTGTGTG 0 6 84 24 219 23 59,545 59,812 44,500 38,200 7,642,758 G 272 CATCTCTTTGAGATTCAAATTGCCCTGATTTATCTAAAACTGCAAATTCTCTTCACCTTACATTCTAAGACTTAGCCGTGTTTACGTACTTAGCATTTCAAACCCAGcacacacacacacacacacacacacacacacacacacacacacaGAACACGCATACACATACACAACAGacacacacacacacAACAGacacacacAAACAGAACAGACACATACCCCGACAGAACAGacacacacacacacacacAGAGAACAGAAATacacac

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 8 30 149 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CCTGTGTGTCACTCTCGCTC 30 35 2 20 150 20 60,038 60,388 44,000 50,300 0.425667 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 30 147 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TGTGTGTCACTCTCGCTCTC 30 33 2 20 148 20 60,038 59,406 44,000 32,000 0.631408 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 30 148 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CTGTGTGTCACTCTCGCTCT 30 34 2 20 149 20 60,038 59,404 44,000 40,900 0.633378 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 7 121 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TACCTCTCTCTCGCTGGGTC 30 7 2 20 122 20 60,038 60,107 44,000 44,600 0.144906 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 4 118 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CTCTCTCTCGCTGGGTCTCT 30 4 2 20 119 20 60,038 60,107 44,000 31,000 0.145004 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 3 117 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TCTCTCTCGCTGGGTCTCTC 30 3 2 20 118 20 60,038 60,107 44,000 32,000 0.145200 F 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 1 6 30 239 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CCTCCCTCTCCCAACCAATC 30 58 2 20 240 20 60,038 59,451 44,000 26,700 0.586300 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 30 253 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TCTCTCTGTCTCCGCCTCC 30 73 2 20 254 19 60,038 60,077 44,000 43,000 1,115,147 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 30 254 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CTCTCTCTGTCTCCGCCTCC 30 73 2 20 255 20 60,038 61,101 44,000 43,000 1,138,838 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 30 255 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC ACTCTCTCTGTCTCCGCCTC 30 74 2 20 256 20 60,038 60,394 44,000 47,000 0.431598 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 29 210 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC CCCTCTCACTCCATCTGTGT 30 29 2 20 211 20 60,038 58,434 44,000 37,200 1,604,001 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 30 212 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC GTCCCTCTCACTCCATCTGTG 30 30 2 20 213 21 60,038 59,520 44,000 36,600 1,517,927 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 30 213 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TGTCCCTCTCACTCCATCTGT 30 31 2 20 214 21 60,038 59,922 44,000 34,100 1,115,618 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 29 211 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TCCCTCTCACTCCATCTGTGT 30 29 2 20 212 21 60,038 59,922 44,000 37,200 1,115,618 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 1 186 TGGATGTTagagagTTGGAGTTGTTagagagagagagagTGGATGTTAGAGAGTTGGAGTTGT TCCCTCTCACTCCATCTGTGT 1 29 27 24 212 21 59,407 59,922 33,200 37,200 5,671,034 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 1 187 TGGATGTTagagagTTGGAGTTGTTagagagagagagagTGGATGTTAGAGAGTTGGAGTTGT GTCCCTCTCACTCCATCTGTG 1 30 27 24 213 21 59,407 59,520 33,200 36,600 6,073,343 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 1 188 TGGATGTTagagagTTGGAGTTGTTagagagagagagagTGGATGTTAGAGAGTTGGAGTTGT TGTCCCTCTCACTCCATCTGT 1 31 27 24 214 21 59,407 59,922 33,200 34,100 5,671,034 G 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 2 189 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TGTCTCTATTTGTCTATCTCTGTCTC 30 2 2 20 190 26 60,038 57,555 44,000 33,600 8,483,065 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 1 189 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC TGTCTCTATTTGTCTATCTCTGTCTCT 30 1 2 20 190 27 60,038 58,729 44,000 31,000 8,309,248 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2210:24434:9326 1 52 111 22 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 0 188 GATAGCGGGAGATGGACTGCAAGTTTGGATGTTag GATAGCGGGAGATGGACTGC GTCTCTATTTGTCTATCTCTGTCTCTG 30 0 2 20 189 27 60,038 58,440 44,000 33,500 8,597,326 D 256 AGATAGCGGGAGATGGACTGCAAGTTTGGATGTTagagagTTGGAGTTGTTagagagagagagagagagagagagagagagagagagagagagagAAGgagagaCCCAGCgagagagaGGTATTCagagagagCGAGAGTGacacacAGGgagagagagagaCAGAGACAGAGATAGACAAATAGAGACAAACACAGATGGAGTGAGAGGGACaaaaaTAGATTGGTTGGGAGAGGGAGGCGGAGACagagagagT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 28 241 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTACGAACAAGATCCTGAGATACTTGA GTGACGTGGCTGGGATGC 28 103 1 24 241 18 58,104 61,128 30,200 39,100 9,023,461 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 7 151 ACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctc ACTCCTCCACTAAGGGAAGCT TGGGTTGCTCTCTCCAGGTA 7 35 25 21 175 20 59,920 59,884 37,400 30,800 1,195,999 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 7 199 ACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctc ACTCCTCCACTAAGGGAAGCT GGGTCAGCACCTCCAAATCT 7 83 25 21 223 20 59,920 59,670 37,400 24,000 1,409,253 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 5 149 TCCTCCACTAAGGGAAGCTGATCTCGctctctctctctct TCCTCCACTAAGGGAAGCTGA TGGGTTGCTCTCTCCAGGTA 5 35 27 21 175 20 59,921 59,884 42,600 30,800 1,195,164 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 5 153 TCCTCCACTAAGGGAAGCTGATCTCGctctctctctctct TCCTCCACTAAGGGAAGCTGA AGAGTGGGTTGCTCTCTCCA 5 39 27 21 179 20 59,921 60,179 42,600 38,600 1,257,743 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 5 197 TCCTCCACTAAGGGAAGCTGATCTCGctctctctctctct TCCTCCACTAAGGGAAGCTGA GGGTCAGCACCTCCAAATCT 5 83 27 21 223 20 59,921 59,670 42,600 24,000 1,408,419 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 28 242 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTACGAACAAGATCCTGAGATACTTGA CGTGACGTGGCTGGGATG 28 104 1 24 242 18 58,104 60,815 30,200 35,100 8,711,139 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 26 242 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTACGAACAAGATCCTGAGATACTTGAAC CGTGACGTGGCTGGGATG 26 104 1 26 242 18 59,745 60,815 31,800 35,100 9,069,800 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 6 198 CTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctcCTCCTCCACTAAGGGAAGCTG GGGTCAGCACCTCCAAATCT 6 83 26 21 223 20 59,516 59,670 42,400 24,000 1,813,836 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:14631:67269 1 53 68 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 139 CACTAAGGGAAGCTGATCTCGctctctctctctctctctctcCACTAAGGGAAGCTGATCTCG TGCTCTCTCCAGGTAAGGG 0 31 32 21 170 19 57,909 57,693 40,400 39,500 6,397,855 F 244 CGAACAAGATCCTGAGATACTTGAACTCCTCCACTAAGGGAAGCTGATCTCGctctctctctctctctctctctctctctctctctctctctctctCCctctctctctctctCCctctctCCCTccccccccccccccccccccccccAcccccTTACCTGgagagaGCAACCCACTCTTTTCTGGgagagaACCATGGCTTCAGATTTGGAGGTGCTGACCCGCATCCCAGCCACGTCACGCT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 7 8 147 TCGTAAACAGATAAGCACACTCAAACAGATACAGA TCGTAAACAGATAAGCACACTCA AGGTTGGATGTGATGTGTAACCT 49 8 34 23 180 23 57,871 59,669 34,100 35,000 8,459,693 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 56 241 TCCCTCATATTCGTAAACAGATAAGCACACTCAAAC TCCCTCATATTCGTAAACAGATAAGC AGATTGTGTTTGTTTGATGGTTTGT 56 90 24 26 264 25 58,847 58,594 30,900 28,300 13,558,184 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 55 240 CCCTCATATTCGTAAACAGATAAGCACACTCAAACACCCTCATATTCGTAAACAGATAAGCA AGATTGTGTTTGTTTGATGGTTTGT 55 90 25 26 264 25 59,071 58,594 39,100 28,300 13,334,587 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 54 240 CCCTCATATTCGTAAACAGATAAGCACACTCAAACACCCTCATATTCGTAAACAGATAAGCAC AGATTGTGTTTGTTTGATGGTTTGT 54 90 25 27 264 25 60,096 58,594 44,000 28,300 13,501,145 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 36 218 AGCACACTCAAACAGATACAGACAacacacacGTCCT AGCACACTCAAACAGATACAGAC AGATTGTGTTTGTTTGATGGTTTGT 36 90 47 23 264 25 58,689 58,594 35,100 28,300 10,716,308 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 13 144 ACAGATAAGCACACTCAAACAGATACAGACAacaca ACAGATAAGCACACTCAAACAGA TTGAGGTTGGATGTGATGTGT 43 13 40 23 183 21 58,039 57,493 34,100 37,200 8,468,100 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 8 141 ACAGATAAGCACACTCAAACAGATACAGACAacaca ACAGATAAGCACACTCAAACAGA AGGTTGGATGTGATGTGTAACCT 43 8 40 23 180 23 58,039 59,669 34,100 35,000 8,291,640 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 35 218 AGCACACTCAAACAGATACAGACAacacacacGTCCT AGCACACTCAAACAGATACAGACA AGATTGTGTTTGTTTGATGGTTTGT 35 90 47 24 264 25 60,202 58,594 34,100 28,300 10,607,792 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 8 134 AGCACACTCAAACAGATACAGACAacacacacGTCCT AGCACACTCAAACAGATACAGACA AGGTTGGATGTGATGTGTAACCT 35 8 47 24 180 23 60,202 59,669 34,100 35,000 7,532,955 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 35 217 GCACACTCAAACAGATACAGACAacacacacGTCCTGGCACACTCAAACAGATACAGACA AGATTGTGTTTGTTTGATGGTTTGT 35 90 48 23 264 25 58,942 58,594 34,100 28,300 10,463,662 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 13 136 GCACACTCAAACAGATACAGACAacacacacGTCCTGGCACACTCAAACAGATACAGACA TTGAGGTTGGATGTGATGTGT 35 13 48 23 183 21 58,942 57,493 34,100 37,200 7,565,286 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 8 133 GCACACTCAAACAGATACAGACAacacacacGTCCTGGCACACTCAAACAGATACAGACA AGGTTGGATGTGATGTGTAACCT 35 8 48 23 180 23 58,942 59,669 34,100 35,000 7,388,825 B 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 76 240 acTCACTcacacacaATCCCTCATATTCGTAAACAGAT ACTCACTCACACACAATCCCTC TGGTTTGTATGAGTGAGTGTGT 76 76 8 22 247 22 59,962 57,584 43,000 37,200 6,453,652 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 76 240 acTCACTcacacacaATCCCTCATATTCGTAAACAGAT ACTCACTCACACACAATCCCT TGGTTTGTATGAGTGAGTGTGT 77 76 8 21 247 22 58,950 57,584 42,000 37,200 6,466,025 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 76 241 cacTCACTcacacacaATCCCTCATATTCGTAAACAGATCACTCACTCACACACAATCCC TGGTTTGTATGAGTGAGTGTGT 78 76 7 21 247 22 58,854 57,584 38,500 37,200 6,562,223 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 44 206 TCACTcacacacaATCCCTCATATTCGTAAACAGATAATCACTCACACACAATCCCTCA AGGTGTCTGTGTGTGATTGTGA 75 44 10 21 215 22 58,954 59,830 38,600 35,800 4,216,689 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 44 207 cTCACTcacacacaATCCCTCATATTCGTAAACAGATA CTCACTCACACACAATCCCTCA AGGTGTCTGTGTGTGATTGTGA 75 44 9 22 215 22 59,962 59,830 38,600 35,800 4,208,038 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 44 208 acTCACTcacacacaATCCCTCATATTCGTAAACAGAT ACTCACTCACACACAATCCCTC AGGTGTCTGTGTGTGATTGTGA 76 44 8 22 215 22 59,962 59,830 43,000 35,800 4,208,169 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 16 146 AacacacacGTCCTGAAGCAGacacacTCTCACTCTcac AACACACACGTCCTGAAGCA AGGTGTCTGTGTGTGATTGTGA 16 44 70 20 215 22 60,108 59,830 39,100 35,800 2,278,294 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 12 142 cacacGTCCTGAAGCAGacacacTCTCACTCTcacacacaCACACGTCCTGAAGCAGACA AGGTGTCTGTGTGTGATTGTGA 12 44 74 20 215 22 60,249 59,830 34,100 35,800 2,419,844 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 10 140 cacGTCCTGAAGCAGacacacTCTCACTCTcacacacacaCACGTCCTGAAGCAGACACA AGGTGTCTGTGTGTGATTGTGA 10 44 76 20 215 22 60,249 59,830 37,200 35,800 2,419,844 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 139 acGTCCTGAAGCAGacacacTCTCACTCTcacacacaca ACGTCCTGAAGCAGACACAC AGGTGTCTGTGTGTGATTGTGA 9 44 77 20 215 22 60,249 59,830 38,200 35,800 2,419,886 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT
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ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 8 138 cGTCCTGAAGCAGacacacTCTCACTCTcacacacacacaCGTCCTGAAGCAGACACACT AGGTGTCTGTGTGTGATTGTGA 8 44 78 20 215 22 59,967 59,830 35,500 35,800 2,203,074 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:18548:6091 1 106 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 8 137 cGTCCTGAAGCAGacacacTCTCACTCTcacacacacacaCGTCCTGAAGCAGACACACT GGTGTCTGTGTGTGATTGTGA 8 44 78 20 214 21 59,967 58,439 35,500 35,800 2,593,181 F 265 GATacacacTCACTcacacacaATCCCTCATATTCGTAAACAGATAAGCACACTCAAACAGATACAGACAacacacacGTCCTGAAGCAGacacacTCTCACTCTcacacacacacacacacacacacacacacacacacacacacacaCTCAAATGAGGTTACACATCACATCCAACCTCAAATAGATAAAATCACAATcacacacaGACACCTACTTACTGTTacacacTCACTCATACAAACCATCAAACAAACACAATCTT

ST‐E00142:460:H2K7HCCXY:6:2211:29031:35643 1 42 51 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 12 119 ACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAACAGTGTCCAGCAGAAGGTG TCCAATGGATCTTCTGCTGGA 15 12 7 20 125 21 59,893 58,801 40,000 38,600 2,306,664 B 143 ATTCTGACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgACCCTGACAGTGTCCAGCAGAAGATCCATTGGAAAAGCTGTCtgtgtgAAT

ST‐E00142:460:H2K7HCCXY:6:2211:29031:35643 1 42 51 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 11 119 ACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAACAGTGTCCAGCAGAAGGTG TCCAATGGATCTTCTGCTGGAC 15 11 7 20 125 22 59,893 60,093 40,000 40,200 2,200,209 B 143 ATTCTGACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgACCCTGACAGTGTCCAGCAGAAGATCCATTGGAAAAGCTGTCtgtgtgAAT

ST‐E00142:460:H2K7HCCXY:6:2211:29031:35643 1 42 51 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 105 ACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAACAGTGTCCAGCAGAAGGTG TGCTGGACACTGTCAGGGT 15 0 7 20 111 19 59,893 60,766 40,000 43,400 1,873,514 B 143 ATTCTGACAGTGTCCAGCAGAAGGTGCATAGGTAAATGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgACCCTGACAGTGTCCAGCAGAAGATCCATTGGAAAAGCTGTCtgtgtgAAT

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 1 1 5 0 185 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG CCACCAGGATGTTAATAGTGGG 0 67 13 21 197 22 59,270 58,179 49,400 46,100 5,550,621 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 5 0 185 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG CCACCAGGATGTTAATAGTGGGT 0 66 13 21 197 23 59,270 59,798 49,400 45,100 4,932,215 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 5 0 186 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG ACCACCAGGATGTTAATAGTGGG 0 67 13 21 198 23 59,270 59,798 49,400 46,100 4,932,215 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 5 0 196 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG GCCAACAGTAACCACCAGGA 0 80 13 21 208 20 59,270 59,890 49,400 38,600 1,839,787 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 5 0 196 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG GCCAACAGTAACCACCAGGAT 0 79 13 21 208 21 59,270 60,272 49,400 32,400 3,001,991 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 5 0 197 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG TGCCAACAGTAACCACCAGG 0 81 13 21 209 20 59,270 60,179 49,400 44,500 1,909,068 D 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 11 0 121 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG GCATGTGTGCGTGTGTGTT 0 6 13 21 133 19 59,270 59,936 49,400 33,200 2,794,036 G 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 12 0 121 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG GCATGTGTGCGTGTGTGTTT 0 5 13 21 133 20 59,270 60,525 49,400 28,300 2,255,306 G 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:15767:34113 1 34 75 22 2 AC ACACACACACATACACACACACACACACACACACACNA 0 0 13 0 121 GCACAACATACACCTACACCGacacacacacATacacacGCACAACATACACCTACACCG GCATGTGTGCGTGTGTGTTTA 0 4 13 21 133 21 59,270 60,268 49,400 20,100 2,998,349 G 235 acacacacacacGCACAACATACACCTACACCGacacacacacATacacacacacacacacacacacacacacacacacacacacacacTCACTcacacacacacacaTACATAAacacacacGcacacaTGcacacacaCGCACACGTTAAATGACATTATCATCACTGAATGACCCACTATTAACATCCTGGTGGTTACTGTTGGCAATAACATTACCTGGACAAACAAAACA

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 12 2 154 GCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGCTGTGTGTCTGTGCATGTG CAATCTCACACACGCACTCA 17 2 107 20 260 20 60,041 58,499 32,100 34,100 1,541,861 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 158 ACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgACTTGCTGTGTGTCTGTGCA CAATCTCACACACGCACTCA 21 2 103 20 260 20 60,393 58,499 45,700 34,100 1,894,032 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 159 CACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGACACTTGCTGTGTGTCTGTGC CAATCTCACACACGCACTCA 22 2 102 20 260 20 59,971 58,499 45,700 34,100 1,529,674 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 199 CTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAACTGCGCTGTTTCATTTCAGT CAATCTCACACACGCACTCA 62 2 62 20 260 20 57,306 58,499 34,100 34,100 4,194,966 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 200 TCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCATCTGCGCTGTTTCATTTCAGT CAATCTCACACACGCACTCA 62 2 61 21 260 20 58,779 58,499 34,100 34,100 3,722,338 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 243 ACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGACTGTGTAAGCTCTAGAAGGCA CAATCTCACACACGCACTCA 104 2 18 22 260 20 58,834 58,499 47,500 34,100 4,667,044 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 244 AACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAAACTGTGTAAGCTCTAGAAGGCA CAATCTCACACACGCACTCA 104 2 17 23 260 20 59,421 58,499 47,500 34,100 5,079,885 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 200 TCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCATCTGCGCTGTTTCATTTCAGT CAATCTCACACACGCACTCAA 62 1 61 21 260 21 58,779 59,133 34,100 30,200 4,087,771 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 1 243 ACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGACTGTGTAAGCTCTAGAAGGCA CAATCTCACACACGCACTCAA 104 1 18 22 260 21 58,834 59,133 47,500 30,200 5,032,476 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 0 139 GCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgt GCATGTGTGAGTGTGTGTTTGT ATCTCACACACGCACTCAAA 2 0 120 22 258 20 60,159 57,761 28,300 26,900 4,398,335 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 0 138 tgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgt TGTGTGAGTGTGTGTTTGTGA CAATCTCACACACGCACTCAA 0 1 123 21 260 21 58,228 59,133 35,800 30,200 4,638,888 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:16894:8359 1 144 95 22 2 AC GTGTGTGAGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 0 138 tgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgt TGTGTGAGTGTGTGTTTGTGA CAATCTCACACACGCACTCA 0 2 123 21 260 20 58,228 58,499 35,800 34,100 4,273,456 G 260 aaaaaTAATTTCTGGTAACTGTGTAAGCTCTAGAAGGCATTCCATAGTCAAAGGAGTTAATCTGCGCTGTTTCATTTCAGTAAtgtgtgCCAGTGGCAAAACACTTGCtgtgtgTCTGTGCAtgtgtgAgtgtgtgtTTGTGAgtgtgtGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtgtgtTTGAGTGCGTGTGAGATtgtgtgtgtgtgTTTGAGTGCgtgtgtGAGATTG

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 13 129 TCCTTTCATATTGAATTCCATTTCTGCATCATTAGAA TCCTTTCATATTGAATTCCATTTCTGC TGCGATTGGACAACATTTGCT 13 24 101 27 229 21 58,801 59,387 42,600 39,100 9,812,398 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 12 128 CCTTTCATATTGAATTCCATTTCTGCATCATTAGAAA CCTTTCATATTGAATTCCATTTCTGCA TGCGATTGGACAACATTTGCT 12 24 102 27 229 21 59,017 59,387 44,100 39,100 9,595,868 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 4 118 TGAATTCCATTTCTGCATCATTAGAAATCatatatatat TGAATTCCATTTCTGCATCATTAGA TGCGATTGGACAACATTTGCT 4 24 112 25 229 21 57,115 59,387 21,000 39,100 9,497,959 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 25 150 AGTCTGACAAATGAGGAATACTCCTTTCATATTGAAAGTCTGACAAATGAGGAATACTCC TGCGATTGGACAACATTTGC 37 25 80 24 229 20 58,016 57,937 38,500 36,800 8,046,695 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 25 151 AGTCTGACAAATGAGGAATACTCCTTTCATATTGAAAGTCTGACAAATGAGGAATACTCC CTGCGATTGGACAACATTTGC 37 25 80 24 230 21 58,016 59,012 38,500 36,800 7,971,310 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:23520:24198 1 141 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 24 150 AGTCTGACAAATGAGGAATACTCCTTTCATATTGAAAGTCTGACAAATGAGGAATACTCC TGCGATTGGACAACATTTGCT 37 24 80 24 229 21 58,016 59,387 38,500 39,100 7,596,489 A 259 AACACAACAGGTTTGTAACCAATTCAAGTTTTCTTCTATAAAGTATTTTGTTTTGGGGAGTGATGGTGCAtttttAATTAGTCTGACAAATGAGGAATACTCCTTTCATATTGAATTCCATTTCTGCATCATTAGAAATCatatatatatatatatatatatatatatatatatatatatatatGTATGAGCACATTGAGGATTATTTAGCAAATGTTGTCCAATCGCAGAATCACATCTAATGTTGGACACTGTGCTT

ST‐E00142:460:H2K7HCCXY:6:2212:32390:22862 1 68 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 2 92 CGcacacacaAACCATCACCTGcacacacacacacacacacCGCACACACAAACCATCACC GTGGTTTGCATGTGGGTGTG 2 6 46 20 137 20 60,318 60,249 40,200 38,200 0.567176 F 168 GCCTGcacacacacacacacacacacacacacaATAACGCTTGCACGcacacacaAACCATCACCTGcacacacacacacacacacacacacacacacacacacacacacaAACCCTCACACCCACATGCAAACCACCGCCTGcacacacacacacaATAACCGTCAC

ST‐E00142:460:H2K7HCCXY:6:2212:32390:22862 1 68 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 4 94 CACGcacacacaAACCATCACCTGcacacacacacacaca CACGCACACACAAACCATCA GTGGTTTGCATGTGGGTGTG 4 6 44 20 137 20 59,620 60,249 30,700 38,200 0.629429 F 168 GCCTGcacacacacacacacacacacacacacaATAACGCTTGCACGcacacacaAACCATCACCTGcacacacacacacacacacacacacacacacacacacacacacaAACCCTCACACCCACATGCAAACCACCGCCTGcacacacacacacaATAACCGTCAC

ST‐E00142:460:H2K7HCCXY:6:2212:32390:22862 1 68 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 3 93 ACGcacacacaAACCATCACCTGcacacacacacacacac ACGCACACACAAACCATCAC GTGGTTTGCATGTGGGTGTG 3 6 45 20 137 20 59,620 60,249 30,600 38,200 0.629783 F 168 GCCTGcacacacacacacacacacacacacacaATAACGCTTGCACGcacacacaAACCATCACCTGcacacacacacacacacacacacacacacacacacacacacacaAACCCTCACACCCACATGCAAACCACCGCCTGcacacacacacacaATAACCGTCAC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 18 164 TTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGTTGGTCAAACCCAACCACTT CTTCCTCATGTTGCACTTTGC 18 61 43 20 206 21 57,760 58,331 31,600 36,800 4,909,045 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 17 163 TGGTCAAACCCAACCACTTTATGTCTTCTGATATAG TGGTCAAACCCAACCACTTT CTTCCTCATGTTGCACTTTGC 17 61 44 20 206 21 57,760 58,331 26,600 36,800 4,909,045 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 17 164 TGGTCAAACCCAACCACTTTATGTCTTCTGATATAG TGGTCAAACCCAACCACTTT GCTTCCTCATGTTGCACTTTG 17 62 44 20 207 21 57,760 58,331 26,600 27,700 4,909,045 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 41 190 TGTGATACAACTATGCTACCTGTAAGTTGGTCAAACTGTGATACAACTATGCTACCTGT CTTCCTCATGTTGCACTTTGC 41 61 17 23 206 21 57,067 58,331 40,000 36,800 8,601,982 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 55 206 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGGCTATAACCTGTGTGTTGTGATACA CTTCCTCATGTTGCACTTTGC 55 61 1 25 206 21 59,127 58,331 22,900 36,800 8,541,981 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2213:19776:49390 1 81 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 55 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGGCTATAACCTGTGTGTTGTGATACA GCTTCCTCATGTTGCACTTTG 55 62 1 25 207 21 59,127 58,331 22,900 27,700 8,541,981 F 207 GCTATAACCtgtgtgTTGTGATACAACTATGCTACCTGTAAGTTGGTCAAACCCAACCACTTTATGTCTTCTGATATAGAacacacacacacacacacacacacacacacacacacacacacacTCACACCGCACCCCAccccccccACCTCACTAGTAATAAGTGAAATTTAATACAGATAAATGCAAAGTGCAACATGAGGAAGC

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 67 229 ACCTGTACACCCAGATCCCACTGCCCGTCGAATATA ACCTGTACACCCAGATCCCA TGTGGAATCCTTTACCTCTCTCA 67 75 6 20 234 23 59,882 58,574 43,700 32,700 4,544,118 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 67 272 ACCTGTACACCCAGATCCCACTGCCCGTCGAATATA ACCTGTACACCCAGATCCCA CCATGTTAGGGCAGCATCAC 67 121 6 20 277 20 59,882 58,973 43,700 30,600 1,145,702 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 63 225 GTACACCCAGATCCCACTGCCCGTCGAATATAAAATGTACACCCAGATCCCACTGC TGTGGAATCCTTTACCTCTCTCA 63 75 10 20 234 23 60,108 58,574 44,000 32,700 4,533,427 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 63 268 GTACACCCAGATCCCACTGCCCGTCGAATATAAAATGTACACCCAGATCCCACTGC CCATGTTAGGGCAGCATCAC 63 121 10 20 277 20 60,108 58,973 44,000 30,600 1,135,011 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 16 168 GTACACCCAGATCCCACTGCCCGTCGAATATAAAATGTACACCCAGATCCCACTGC CCAAGTTTAGTGTCACCTAAGAACC 63 16 10 20 177 25 60,108 59,531 44,000 36,200 5,576,738 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 16 172 ACCTGTACACCCAGATCCCACTGCCCGTCGAATATA ACCTGTACACCCAGATCCCA CCAAGTTTAGTGTCACCTAAGAACC 67 16 6 20 177 25 59,882 59,531 43,700 36,200 5,587,429 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 72 234 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGATGTGGACCTGTACACCCAGA TGTGGAATCCTTTACCTCTCTCA 72 75 1 20 234 23 60,105 58,574 38,600 32,700 4,531,173 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 72 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGATGTGGACCTGTACACCCAGA CCATGTTAGGGCAGCATCAC 72 121 1 20 277 20 60,105 58,973 38,600 30,600 1,132,758 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:11891:32707 1 93 44 22 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 16 177 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGATGTGGACCTGTACACCCAGA CCAAGTTTAGTGTCACCTAAGAACC 72 16 1 20 177 25 60,105 59,531 38,600 36,200 5,574,485 F 277 TGTGGACCTGTACACCCAGATCCCACTGCCCGTCGAATATAAAATTGGAAAATTaaaaaTTAGAAtctctcCGTATAATACatatatatTTCtatatatatatatatatatatatatatatatatatatatatataAATATAGTTCTTAGTTGGTTCTTAGGTGACACTAAACTTGGAATTTACCTACAGGTTGTAGGAGAAAAGGAATATTgagagaGGTAAAGGATTCCACAAATCCTGAGAAAGAATGAGTACAGTGATGCTGCCCTAACATGG

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19223 1 66 63 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 1 111 GGTCCTTAAAGCctctctctTCAAACAAGcacacacacac GGTCCTTAAAGCCTCTCTCTTCA ACGTGGCTGTGTGTGTTT 6 1 37 23 147 18 59,484 57,688 30,200 28,300 7,827,953 F 209 tctctctctctcTTtctctctctcCTCCTTTAAGATGGTCCTTAAAGCctctctctTCAAACAAGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaTacacacacAAAacacacacAGCCACGTacacacacacacacacacAacacacacAGGCACGTacacacacacacacacAGGCACGTATA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19223 1 66 63 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 112 TGGTCCTTAAAGCctctctctTCAAACAAGcacacacaca TGGTCCTTAAAGCCTCTCTCT ACGTGGCTGTGTGTGTTT 9 1 36 21 147 18 57,808 57,688 31,000 28,300 7,503,940 F 209 tctctctctctcTTtctctctctcCTCCTTTAAGATGGTCCTTAAAGCctctctctTCAAACAAGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaTacacacacAAAacacacacAGCCACGTacacacacacacacacacAacacacacAGGCACGTacacacacacacacacAGGCACGTATA

ST‐E00142:460:H2K7HCCXY:6:2214:24566:19223 1 66 63 22 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 112 TGGTCCTTAAAGCctctctctTCAAACAAGcacacacaca TGGTCCTTAAAGCCTCTCTCTTC ACGTGGCTGTGTGTGTTT 7 1 36 23 147 18 59,484 57,688 28,700 28,300 7,827,953 F 209 tctctctctctcTTtctctctctcCTCCTTTAAGATGGTCCTTAAAGCctctctctTCAAACAAGcacacacacacacacacacacacacacacacacacacacacacaCGcacacacaTacacacacAAAacacacacAGCCACGTacacacacacacacacacAacacacacAGGCACGTacacacacacacacacAGGCACGTATA

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 57 241 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGGAAAGTCTTCTAGCTTCATTCAGAA TGGGATGCTTAGAGCTGAGGA 94 57 1 25 241 21 57,102 60,343 30,200 37,100 9,240,953 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 56 240 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGGAAAGTCTTCTAGCTTCATTCAGAA GGGATGCTTAGAGCTGAGGAG 94 56 1 25 240 21 57,102 59,656 30,200 36,900 9,241,689 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 58 241 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGGAAAGTCTTCTAGCTTCATTCAGAA TGGGATGCTTAGAGCTGAGG 94 58 1 25 241 20 57,102 58,874 30,200 38,600 9,024,063 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 49 217 TCATTCAGAAGACATGGAAAGACATAATGCAAGAATCATTCAGAAGACATGGAAAGACA TAGAGCTGAGGAGGAACGGG 80 49 16 24 232 20 58,132 60,396 34,100 52,800 6,264,316 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 43 206 CAGAAGACATGGAAAGACATAATGCAAGAAAATATCAGAAGACATGGAAAGACATAATGCA TGAGGAGGAACGGGAGGAAA 73 43 21 26 226 20 59,906 60,179 39,600 31,300 6,273,379 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 43 211 TCATTCAGAAGACATGGAAAGACATAATGCAAGAATCATTCAGAAGACATGGAAAGACA TGAGGAGGAACGGGAGGAAA 80 43 16 24 226 20 58,132 60,179 34,100 31,300 6,047,369 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 33 161 GACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCC GACTGCCTTTCTGTTGACTCT TGAGGAGGAACGGGAGGAAA 33 43 66 21 226 20 57,881 60,179 32,400 31,300 3,297,820 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 33 162 AGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCAGACTGCCTTTCTGTTGACTCT TGAGGAGGAACGGGAGGAAA 33 43 65 22 226 20 59,297 60,179 32,400 31,300 2,881,922 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 33 168 AGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCAGACTGCCTTTCTGTTGACTCT TAGAGCTGAGGAGGAACGGG 33 49 65 22 232 20 59,297 60,396 32,400 52,800 3,098,869 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 12 135 GACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCC GACTGCCTTTCTGTTGACTCT AGGGCAATAACTATAGAAGCATTGA 33 12 66 21 200 25 57,881 58,158 32,400 25,700 9,960,506 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 12 136 AGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCAGACTGCCTTTCTGTTGACTC AGGGCAATAACTATAGAAGCATTGA 34 12 65 21 200 25 57,881 58,158 33,600 25,700 9,960,506 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:28077:72139 1 120 44 22 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 12 136 AGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCAGACTGCCTTTCTGTTGACTCT AGGGCAATAACTATAGAAGCATTGA 33 12 65 22 200 25 59,297 58,158 32,400 25,700 9,544,607 F 270 GAAAGTCTTCTAGCTTCATTCAGAAGACATGGAAAGACATAATGCAAGAAAATATTTGTTCAATAGACTGCCTTTCTGTTGACTCTAACCTTCAAcccccTCCCCTATCCTCTcccccTcacacacacacacacacacacacacacacacacacacacacacaCTGTTACCTTAATCAATGCTTCTATAGTTATTGCCCTTTTAATTTTCCTCCCGTTCCTCCTCAGCTCTAAGCATCCCATTCTAAATGCTCTTCCTTGTCACTATATT

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 1 1 10 9 137 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT CGTGCACTCACAGTTACACA 9 16 9 20 145 20 59,968 58,434 52,400 37,200 1,597,989 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 138 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT ACGTGCACTCACAGTTACACA 9 16 9 20 146 21 59,968 60,135 52,400 37,200 1,166,521 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 138 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT ACGTGCACTCACAGTTACAC 9 17 9 20 146 20 59,968 58,432 52,400 29,000 1,599,089 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 185 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT GCACTCACGCTCATTCACAC 9 64 9 20 193 20 59,968 59,835 52,400 38,200 0.196232 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 186 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT TGCACTCACGCTCATTCACA 9 65 9 20 194 20 59,968 60,250 52,400 35,800 0.281411 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 190 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT CACATGCACTCACGCTCATT 9 69 9 20 198 20 59,968 59,199 52,400 25,700 0.832217 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 10 9 191 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT ACACATGCACTCACGCTCAT 9 70 9 20 199 20 59,968 60,321 52,400 29,000 0.352619 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 11 9 191 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT ACACATGCACTCACGCTCA 9 71 9 20 199 19 59,968 59,930 52,400 42,600 1,101,181 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2214:7182:60202 1 38 72 22 2 AC TGTGTGTGTGTGTGTGAGTTTGTTTGTTTGTGTGTG NA 0 0 12 9 145 ATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgt ATACGTGTGAGTGTGTGCGT CACACAAACGTGCACTCACA 9 24 9 20 153 20 59,968 59,554 52,400 35,800 0.477414 G 220 CTGTGCTTATACGTGTGAgtgtgtGCGTGTCCACGTCtgtgtgtgtgtgtgtgAGTTTGTTTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAATGCgtgtgtGCTTTTGTGTAACTGTGAGTGCACGTTtgtgtgTTTATTGTATGGGATTCTTtgtgtgAATGAGCGTGAGTGCAtgtgtgCCTGTGCATGAATGCGTTTG

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 5 9 125 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT AGATCTTTCTGAAATCTGATGTGAATT 9 22 11 23 135 27 57,512 57,536 21,700 21,700 14,952,164 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 187 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT TTTCAATCCCATGGTAGCCAT 9 90 11 23 197 21 57,512 57,314 21,700 44,000 9,174,490 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 188 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT ATTTCAATCCCATGGTAGCCA 9 91 11 23 198 21 57,512 57,314 21,700 47,500 9,174,490 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 189 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT GATTTCAATCCCATGGTAGCCA 9 91 11 23 199 22 57,512 58,435 21,700 47,500 9,053,570 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 190 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT AGATTTCAATCCCATGGTAGCCA 9 91 11 23 200 23 57,512 59,795 21,700 47,500 8,693,319 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 190 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT AGATTTCAATCCCATGGTAGCC 9 92 11 23 200 22 57,512 58,163 21,700 39,300 9,325,617 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:14844:31283 1 43 44 22 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 9 190 AAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctc AAACCAGCTGGCATTAAAGATTT AGATTTCAATCCCATGGTAGCCAT 9 90 11 23 200 24 57,512 60,141 21,700 44,000 9,629,115 F 255 TACAGATCGAAAACCAGCTGGCATTAAAGAttttttttCTCTtctctctctctctctctctctctctctctctctctctctctctcCCCCATCCAtttttATAtttttAATTCACATCAGATTTCAGAAAGATCTGTCCTTAAAtgtgtgATCTCATTGTCACCTTTAAAGTAAGCATGGCTACCATGGGATTGAAATCTATCTTATGACCAAACATTGAATTTTAGTTAAACAAAATtatataATGTTGCGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 1 1 14 23 202 GTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTGTCTGTGTGACGGTGTGTGT TCCTAAATGAAGCAATCTCTCAGA 23 33 6 20 207 24 60,460 57,449 37,200 32,700 7,010,523 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 0 0 14 22 201 TCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTC TCTGTGTGACGGTGTGTGTG TCCTAAATGAAGCAATCTCTCAGAA 22 32 7 20 207 25 60,459 58,049 38,200 30,200 7,410,253 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 0 0 14 22 201 TCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTC TCTGTGTGACGGTGTGTGTG TCCTAAATGAAGCAATCTCTCAGA 22 33 7 20 207 24 60,459 57,449 38,200 32,700 7,010,349 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 0 0 14 6 170 TCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTC TCTGTGTGACGGTGTGTGTG CCTCTTGGGTACTGACAGCA 22 6 7 20 176 20 60,459 59,023 38,200 44,100 1,436,051 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 0 0 14 6 171 GTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTGTCTGTGTGACGGTGTGTGT CCTCTTGGGTACTGACAGCA 23 6 6 20 176 20 60,460 59,023 37,200 44,100 1,436,226 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:2087:4895 1 49 102 22 3 AC TGTGTGTGTTTGTGTGTGTGTGTGCGCGTGTGTGTGNA 0 0 14 0 165 TCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTC TCTGTGTGACGGTGTGTGTG TGGGTACTGACAGCAAATCCC 22 0 7 20 171 21 60,459 59,996 38,200 38,500 1,463,688 G 242 TGTTTGTCtgtgtgACGgtgtgtgtGCGTGCgtgtgtgtCTCTGCCTCtgtgtgtgTTtgtgtgtgtgtgtgCGCgtgtgtgtGCCTAtgtgtgtgtgtgTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGGATTTGCTGTCAGTACCCAAGAGGGATGTTTTCTgagagaTTGCTTCATTTAGGAAAATGTAGTATAATAAGGATAGATGGGCCTTTTAN

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 11 4 166 TCCAGACAGATGTAGACGAAGACACAGacacacacacTCCAGACAGATGTAGACGAAGAC GGTGGCAAGAGAAACTCATGG 4 32 37 23 202 21 59,310 59,185 30,100 36,600 5,505,142 D 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 3 165 CCAGACAGATGTAGACGAAGACACAGacacacacacaCCAGACAGATGTAGACGAAGACA GGTGGCAAGAGAAACTCATGG 3 32 38 23 202 21 59,559 59,185 34,100 36,600 5,255,525 D 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 3 168 CCAGACAGATGTAGACGAAGACACAGacacacacacaCCAGACAGATGTAGACGAAGACA AGAGGTGGCAAGAGAAACTCA 3 35 38 23 205 21 59,559 58,950 34,100 34,100 5,490,667 D 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 31 201 CGGAGacacacacAAACCCACTCAAacacacacTCATCCCGGAGACACACACAAACCCA GTGGCAAGAGAAACTCATGGG 43 31 1 20 201 21 60,463 59,185 45,100 40,000 2,277,940 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 30 200 CGGAGacacacacAAACCCACTCAAacacacacTCATCCCGGAGACACACACAAACCCA TGGCAAGAGAAACTCATGGGT 43 30 1 20 200 21 60,463 59,575 45,100 45,100 1,888,003 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 29 199 CGGAGacacacacAAACCCACTCAAacacacacTCATCCCGGAGACACACACAAACCCA GGCAAGAGAAACTCATGGGTG 43 29 1 20 199 21 60,463 59,185 45,100 46,100 2,277,940 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 17 186 CGGAGacacacacAAACCCACTCAAacacacacTCATCCCGGAGACACACACAAACCCA CATGGGTGTGTGTTTGAGCC 43 17 1 20 186 20 60,463 59,685 45,100 47,000 0.777872 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 16 184 GGAGacacacacAAACCCACTCAAacacacacTCATCCAGGAGACACACACAAACCCAC ATGGGTGTGTGTTTGAGCCT 42 16 2 20 185 20 58,978 59,814 46,100 45,800 1,207,868 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:21927:53891 1 64 86 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 16 185 CGGAGacacacacAAACCCACTCAAacacacacTCATCCCGGAGACACACACAAACCCA ATGGGTGTGTGTTTGAGCCT 43 16 1 20 185 20 60,463 59,814 45,100 45,800 0.648838 G 213 CGGAGacacacacAAACCCACTCAAacacacacTCATCCAGACAGATGTAGACGAAGACACAGacacacacacacacacacacacacacacacacacacacacacacAAACACATATGTAGACAAAGacacacacAAacacacacacacTCACACTCTCCTAAACAGGCTCAAacacacacCCATGAGTTTCTCTTGCCACCTCTATTAACCT

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 9 1 129 GCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTGCCCGCTACTGCACTTAGT GGGTGTTTGTATGCTTTGCGA 36 1 72 19 200 21 59,782 59,732 22,400 51,000 2,486,668 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 129 GCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTGCCCGCTACTGCACTTAGTG GGGTGTTTGTATGCTTTGCGA 35 1 72 20 200 21 61,084 59,732 27,400 51,000 2,352,722 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 178 tAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAG TAATGAGGCAGGCTCAGGGA GGGTGTTTGTATGCTTTGCGA 84 1 23 20 200 21 60,327 59,732 42,000 51,000 1,594,874 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 179 atAATGAGGCAGGCTCAGGGAGAAACGGCGGGTA ATAATGAGGCAGGCTCAGGG GGGTGTTTGTATGCTTTGCGA 85 1 22 20 200 21 59,230 59,732 44,500 51,000 2,038,225 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 76 242 CAGGCTCAGGGAGAAACGGCGGGTAGGACTCCAT CAGGCTCAGGGAGAAACGG TGGGCTGTGAGTGCATTT 77 76 31 19 272 18 60,079 57,072 44,400 23,200 6,006,405 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 76 250 tAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAG TAATGAGGCAGGCTCAGGGA TGGGCTGTGAGTGCATTT 84 76 23 20 272 18 60,327 57,072 42,000 23,200 5,254,080 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 76 251 atAATGAGGCAGGCTCAGGGAGAAACGGCGGGTA ATAATGAGGCAGGCTCAGGG TGGGCTGTGAGTGCATTT 85 76 22 20 272 18 59,230 57,072 44,500 23,200 5,697,430 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 67 232 GAGAAACGGCGGGTAGGACTCCATTTTACCCGCCC GAGAAACGGCGGGTAGGAC TGGGCTGTGAGTGCATTT 67 76 41 19 272 18 60,154 57,072 38,500 23,200 6,081,244 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 65 230 GAAACGGCGGGTAGGACTCCATTTTACCCGCCCGC GAAACGGCGGGTAGGACTC TGGGCTGTGAGTGCATTT 65 76 43 19 272 18 60,154 57,072 33,600 23,200 6,081,244 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 35 201 GCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTGCCCGCTACTGCACTTAGTG TGGGCTGTGAGTGCATTT 35 76 72 20 272 18 61,084 57,072 27,400 23,200 6,011,927 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 129 GCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTGCCCGCTACTGCACTTAGTG GGGTGTTTGTATGCTTTGCG 35 2 72 20 200 20 61,084 58,303 27,400 48,500 2,781,358 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2215:4097:45576 1 127 52 22 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 2 178 tAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAG TAATGAGGCAGGCTCAGGGA GGGTGTTTGTATGCTTTGCG 84 2 23 20 200 20 60,327 58,303 42,000 48,500 2,023,511 F 272 GTGTTTCGCAGGAGTGAatatatAATGAGGCAGGCTCAGGGAGAAACGGCGGGTAGGACTCCATTTTACCCGCCCGCTACTGCACTTAGTGCAATTCTGGGAAAATTCAGCCCACTATCTCAAAATacacacacacacacacacacacacacacacacacacacacacacAAacacacCTCGCAAAGCATACAAACAcccccAAAATACAAACAccccccAAAACACATACACATCAAATATacacacacCCCAAAATGCACTCACAGCCCA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 44 204 CCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAA CCAGGTATCAGTTCCAGCGT CCTTCTGATCCACCACAGAGA 44 75 41 20 244 21 59,463 58,817 50,700 31,000 2,720,015 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 44 205 CCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAA CCAGGTATCAGTTCCAGCGT ACCTTCTGATCCACCACAGA 44 77 41 20 245 20 59,463 57,970 50,700 34,100 2,567,215 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 44 205 CCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAA CCAGGTATCAGTTCCAGCGT ACCTTCTGATCCACCACAGAG 44 76 41 20 245 21 59,463 59,095 50,700 33,500 2,442,403 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 7 167 GCCAATTACAGCCAACAGGGCACAAAAacacacacacGCCAATTACAGCCAACAGGG CCTTCTGATCCACCACAGAGA 7 75 78 20 244 21 59,468 58,817 44,500 31,000 2,714,942 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 7 168 GCCAATTACAGCCAACAGGGCACAAAAacacacacacGCCAATTACAGCCAACAGGG ACCTTCTGATCCACCACAGA 7 77 78 20 245 20 59,468 57,970 44,500 34,100 2,562,142 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 7 168 GCCAATTACAGCCAACAGGGCACAAAAacacacacacGCCAATTACAGCCAACAGGG ACCTTCTGATCCACCACAGAG 7 76 78 20 245 21 59,468 59,095 44,500 33,500 2,437,330 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 44 240 CCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAA CCAGGTATCAGTTCCAGCGT TCTTGAATCTTGTTTCCTCTGTGTT 44 107 41 20 280 25 59,463 58,878 50,700 33,200 6,659,465 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 45 241 TCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTA TCCAGGTATCAGTTCCAGCG TCTTGAATCTTGTTTCCTCTGTGT 45 108 40 20 280 24 59,176 58,315 51,800 37,200 6,508,813 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:24525:50269 1 105 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 44 240 CCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAA CCAGGTATCAGTTCCAGCGT TCTTGAATCTTGTTTCCTCTGTGT 44 108 41 20 280 24 59,463 58,315 50,700 37,200 6,221,892 F 288 GCCCCACGTGTTTACATTTTGATAATGAAACCAGATTGCTCCAGGTATCAGTTCCAGCGTAAACCCCTGTTATTAAGGCCAATTACAGCCAACAGGGCACAAAAacacacacacacacacacacacacacacacacacacacacacacGTAGACAGAGTaaaaaaaaaTTGTAACaaaaaTAGTTAAACAGTTAAATTAATCATTGAGGGGCCATGTAAAATTTCTCTGTGGTGGATCAGAAGGTATCAGCAGAAAACACAGAGGAAACAAGATTCAAGAAAGTAAAA

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 1 1 13 1 132 gtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTT GTGCCTGAGTGTCTGTGTGA ACACACATACACACACCTGCA 4 1 115 20 246 21 59,895 60,134 35,800 44,100 1,239,105 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 13 1 134 gtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTGTGTGCCTGAGTGTCTGTGT ACACACATACACACACCTGCA 6 1 113 20 246 21 60,179 60,134 37,200 44,100 1,313,323 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 13 1 137 AgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtAAGTGTGTGCCTGAGTGTCTG ACACACATACACACACCTGCA 9 1 110 20 246 21 59,894 60,134 35,100 44,100 1,239,843 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 13 1 195 GAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGGAGTGTGGGTAACATTGCATGG ACACACATACACACACCTGCA 65 1 52 22 246 21 59,836 60,134 36,600 44,100 3,298,469 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 14 2 142 TGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtg TGAGAGTGTGTGCCTGAGTG GACACACATACACACACCTGC 13 2 106 20 247 21 59,610 59,469 35,100 48,500 1,921,641 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 14 1 140 GAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgGAGAGTGTGTGCCTGAGTGT ACACACATACACACACCTGCA 12 1 107 20 246 21 59,609 60,134 35,500 44,100 1,525,109 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 14 1 141 TGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtg TGAGAGTGTGTGCCTGAGTG ACACACATACACACACCTGCA 13 1 106 20 246 21 59,610 60,134 35,100 44,100 1,524,741 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 14 1 209 GCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGCATGTGAGAATGTGAGTGTGG ACACACATACACACACCTGCA 79 1 38 22 246 21 59,839 60,134 41,700 44,100 3,295,262 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:26555:38174 1 139 86 22 3 AC GTGTGTGTGTGTATGTTTGAGAGTGTGTGTGTGTATNA 0 0 15 1 206 TGTGAGAATGTGAGTGTGGGTAACATTGCATGGAT TGTGAGAATGTGAGTGTGGGT ACACACATACACACACCTGCA 77 1 41 21 246 21 59,232 60,134 45,100 44,100 2,902,525 G 252 ATGTTCACATCCCATGAACACATTTTaaaaaaaGAATGCATGTGAGAATGTGAGTGTGGGTAACATTGCATGGATGTATTAgtgtgtGAGTGAGTGTTGTAACTATGAGAgtgtgtGCCTGAGTGTCtgtgtgAGTGCgtgtgtgtgtgtATGTTTGAGAgtgtgtgtgtgtATGTGAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCAGgtgtgtgtAtgtgtgTCTGTGG

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 15 7 200 CCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTT CCCAGGACAGTAGGGAGAGT AGCACGAGAGGGAGAGAGG 79 7 14 20 213 19 59,663 60,077 32,400 36,900 1,413,805 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 11 140 CACCTCTTACAGTGCAGCACTGCCTCAGTACGGAct CACCTCTTACAGTGCAGCAC GTGATAGCACGAGAGGGAGA 14 11 79 20 218 20 58,848 58,318 44,000 37,100 2,833,206 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 7 135 ACCTCTTACAGTGCAGCACTGCCTCAGTACGGActct ACCTCTTACAGTGCAGCACT TAGCACGAGAGGGAGAGAGG 13 7 80 20 214 20 58,948 59,818 44,000 36,900 1,233,399 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 7 136 CACCTCTTACAGTGCAGCACTGCCTCAGTACGGAct CACCTCTTACAGTGCAGCAC TAGCACGAGAGGGAGAGAGG 14 7 79 20 214 20 58,848 59,818 44,000 36,900 1,333,254 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 7 136 CACCTCTTACAGTGCAGCACTGCCTCAGTACGGAct CACCTCTTACAGTGCAGCACT TAGCACGAGAGGGAGAGAGG 13 7 79 21 214 20 60,271 59,818 44,000 36,900 1,452,105 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 7 201 CCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTT CCCAGGACAGTAGGGAGAGT TAGCACGAGAGGGAGAGAGG 79 7 14 20 214 20 59,663 59,818 32,400 36,900 0.518324 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 7 201 CCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTT CCCAGGACAGTAGGGAGAGTT TAGCACGAGAGGGAGAGAGG 78 7 14 21 214 20 60,273 59,818 30,100 36,900 1,454,911 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 10 140 CACCTCTTACAGTGCAGCACTGCCTCAGTACGGAct CACCTCTTACAGTGCAGCACT GTGATAGCACGAGAGGGAGAG 13 10 79 21 218 21 60,271 59,393 44,000 32,000 2,877,186 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:27793:21157 1 113 75 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 17 10 140 CACCTCTTACAGTGCAGCACTGCCTCAGTACGGAct CACCTCTTACAGTGCAGCAC GTGATAGCACGAGAGGGAGAG 14 10 79 20 218 21 58,848 59,393 44,000 32,000 2,758,336 G 263 GAGGGATATTGGCCCCAGGACAGTAGGGAGAGTTTCCCCTCCCTTTCTTCGAAATAGTGCATCTCATCTGAAAGATGGCACCTCTTACAGTGCAGCACTGCCTCAGTACGGActctctctctctctctctctctctctctctctctctctctctctCGTGCTAtctctctctcTAtctctctctctcccccccccctctctcCCTCTCGTGCTATCACACTCTCCCCActctctctctctctctTCCCCAccccccTCTCCCT

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 21 127 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGG TGCAATGTTCTGTACGTGGG 21 21 1 21 127 20 58,486 58,482 32,800 46,100 4,032,078 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 21 169 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGG AGGAACTGGGCTGATATTTGGT 21 61 1 21 169 22 58,486 59,417 32,800 36,700 5,096,390 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 21 172 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGG GGGAGGAACTGGGCTGATAT 21 66 1 21 172 20 58,486 58,560 32,800 16,300 3,953,296 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 21 193 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGG TGGAGACAGATCATGCCAAGG 21 86 1 21 193 21 58,486 59,789 32,800 36,100 3,724,966 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 126 GCAGGTATTCACAGGTTTGGTTTTATCTCACCACCC GCAGGTATTCACAGGTTTGGT TGCAATGTTCTGTACGTGGG 20 21 2 21 127 20 58,485 58,482 36,700 46,100 4,033,128 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 127 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT TGCAATGTTCTGTACGTGGG 20 21 1 22 127 20 60,159 58,482 36,700 46,100 3,676,859 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 168 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT GGAACTGGGCTGATATTTGGTG 20 60 1 22 168 22 60,159 59,310 36,700 41,700 4,848,518 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 169 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT AGGAACTGGGCTGATATTTGGT 20 61 1 22 169 22 60,159 59,417 36,700 36,700 4,741,170 B 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 172 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT GGGAGGAACTGGGCTGATAT 20 66 1 22 172 20 60,159 58,560 36,700 16,300 3,598,077 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 192 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT GGAGACAGATCATGCCAAGGG 20 85 1 22 192 21 60,159 60,476 36,700 39,500 3,635,005 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 193 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT TGGAGACAGATCATGCCAAGG 20 86 1 22 193 21 60,159 59,789 36,700 36,100 3,369,746 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 245 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT CCCTCCAATGACTGTAGATGACT 20 136 1 22 245 23 60,159 59,291 36,700 34,100 5,867,165 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 246 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT TCCCTCCAATGACTGTAGATGAC 20 137 1 22 246 23 60,159 59,293 36,700 30,600 5,865,128 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 20 249 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT ACATCCCTCCAATGACTGTAGA 20 141 1 22 249 22 60,159 58,276 36,700 25,900 5,883,013 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2216:29975:18643 1 43 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 20 172 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACC TGCAGGTATTCACAGGTTTGGT GGGAGGAACTGGGCTGATATT 20 65 1 22 172 21 60,159 59,223 36,700 12,800 3,935,806 F 277 TGCAGGTATTCACAGGTTTGGTTTTATCTCACCACCCCACCAacacacacacacacacacacacacacacacacacacacacacacCACCCCACccaccaccaCCGCCCCACGTACAGAACATTGCATTTATTGATATTAAAATAACACCAAATATCAGCCCAGTTCCTcccccTTGGCATGATCTGTCTCCAGACTAtttttCTCATCTAAAGATGGCACTAGTCATCTACAGTCATTGGAGGGATGTTTAAttttttaaaaaCCAAGAAGTGCCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 1 1 3 5 190 ATAAAGTAGCCAGGGTGACATAGATATGatatatata ATAAAGTAGCCAGGGTGACATAG GTCATGCAGACATTCACACCC 5 36 19 23 208 21 57,447 59,530 22,300 46,100 7,022,969 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 0 0 4 8 192 TTTATAAAGTAGCCAGGGTGACATAGATATGatatat TTTATAAAGTAGCCAGGGTGACA TCATGCAGACATTCACACCCA 8 35 16 23 207 21 57,234 59,926 35,800 45,100 6,839,179 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 0 0 4 4 185 AGTAGCCAGGGTGACATAGATATGatatatatatatatGAGTAGCCAGGGTGACATAGA TCATGCAGACATTCACACCCA 4 35 23 20 207 21 57,151 59,926 19,800 45,100 3,922,282 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 0 0 4 4 186 AGTAGCCAGGGTGACATAGATATGatatatatatatatGAGTAGCCAGGGTGACATAGA GTCATGCAGACATTCACACCC 4 36 23 20 208 21 57,151 59,530 19,800 46,100 4,318,777 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 0 0 4 4 190 ATAAAGTAGCCAGGGTGACATAGATATGatatatata ATAAAGTAGCCAGGGTGACATAGA GTCATGCAGACATTCACACCC 4 36 19 24 208 21 58,783 59,530 19,800 46,100 6,686,720 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:15341:12701 1 47 105 22 2 AT ATATATATATATATGTATATATTGTGATATATATATANA 0 0 5 4 186 AAGTAGCCAGGGTGACATAGATATGatatatatatata AAGTAGCCAGGGTGACATAGA TCATGCAGACATTCACACCCA 4 35 22 21 207 21 57,884 59,926 19,800 45,100 4,189,699 D 210 TAAAAGGAAAATAATTTTATAAAGTAGCCAGGGTGACATAGATATGatatatatatatatGtatataTTGTGatatatatatAatatatatatatGtatatatatatatatatatatatatatatatatatatatatataAatatatatatTCTTTTGATCAGCTGTTAAATGTCAATGTGTTGTTTGGGTGTGAATGTCTGCATGACCA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 1 1 2 1 148 GGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATC GGTGTGAGACAGACCGGTTG CTCTCCTTGTGATCCTGCCC 1 4 26 20 173 20 60,600 59,820 37,700 53,600 0.780191 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 0 0 4 1 204 GGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATC GGTGTGAGACAGACCGGTTG CGAGACGGTGTCCCATTCAT 1 60 26 20 229 20 60,600 59,824 37,700 25,700 0.776015 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 0 0 4 0 147 GTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgGTGTGAGACAGACCGGTTGA CTCTCCTTGTGATCCTGCCC 0 4 27 20 173 20 59,612 59,820 31,800 53,600 0.567866 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 0 0 4 0 149 GTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgGTGTGAGACAGACCGGTTGA CTCTCTCCTTGTGATCCTGCC 0 5 27 20 175 21 59,612 59,861 31,800 48,500 1,526,591 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 0 0 4 0 203 GTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgGTGTGAGACAGACCGGTTGA CGAGACGGTGTCCCATTCAT 0 60 27 20 229 20 59,612 59,824 31,800 25,700 0.563689 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2217:20618:55526 1 47 103 22 4 AC GTGTGTGTGTGTATATCAGTGTGTGTGTGTGTATATNA 0 0 7 0 198 GTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgGTGTGAGACAGACCGGTTGA CGGTGTCCCATTCATCTCCA 0 55 27 20 224 20 59,612 59,459 31,800 38,600 0.929322 G 249 gtgtgtGGCTATGTTtgtgtgtgtgGGTGTGAGACAGACCGGTTGAgtgtgtgtgtgtATATCAgtgtgtgtgtgtgtATATCTGTGGGGgtgtgtgtgtATGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgACTGGGGCAGGATCACAAGgagagagaAGTCCAcccccTCTCGTACCTTCTATTGTGGAGATGAATGGGACACCGTCTCGGTCAGTGCTGGTGGAGATAA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 13 12 140 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC ATCTGTCAGTGGGAAGAGCGA 12 14 76 18 215 21 57,067 60,893 51,900 49,300 6,825,558 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 12 138 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC CTGTCAGTGGGAAGAGCGAC 12 13 76 18 213 20 57,067 60,389 51,900 51,900 5,321,956 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 12 140 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC ATCTGTCAGTGGGAAGAGCG 12 15 76 18 215 20 57,067 59,466 51,900 50,300 5,467,201 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 15 12 141 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC TATCTGTCAGTGGGAAGAGCG 12 15 76 18 216 21 57,067 59,249 51,900 50,300 6,684,140 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 11 136 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC GTCAGTGGGAAGAGCGACTG 12 11 76 18 211 20 57,067 60,389 51,900 35,100 5,321,956 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:26819:66091 1 106 75 22 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 16 9 134 TCGCACTGTAATCAGCCCCTCTTCCCACTGacacacac TCGCACTGTAATCAGCCC CAGTGGGAAGAGCGACTGAT 12 9 76 18 209 20 57,067 59,466 51,900 29,000 5,467,201 D 220 CCcacacacacacacacacacacacacacaGACACATTGTAATCGGCCCCTCACCCTGcacacacacaTacacacTCGCACTGTAATCAGCCCCTCTTCCCACTGacacacacacacacacacacacacacacacacacacacacacacAGTAATCGGCCCCTCTCCGcacacacacacaTACATTGTAATCAGTCGCTCTTCCCACTGACAGATAAACA

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 1 10 22 141 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GAGGGAGAGGGACAGAAGGA 26 22 32 20 172 20 59,969 59,663 30,200 33,600 0.368186 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 137 CGTGCACATCGTGACTTCATTCAAATTtctctctcATCCCGTGCACATCGTGACTTCAT GGAGAGGGACAGAAGGAGG 25 20 33 20 169 19 58,929 58,091 25,700 43,000 3,979,961 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 138 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GGAGAGGGACAGAAGGAGG 26 20 32 20 169 19 59,969 58,091 30,200 43,000 2,940,589 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 138 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCAT GGAGAGGGACAGAAGGAGG 25 20 32 21 169 19 60,337 58,091 25,700 43,000 4,245,935 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 164 GGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACAGGGTGAAGAGGGAGCTGTAC GGAGAGGGACAGAAGGAGG 52 20 6 20 169 19 59,462 58,091 29,000 43,000 3,446,793 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 165 AGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACAGGGTGAAGAGGGAGCTGTA GGAGAGGGACAGAAGGAGG 53 20 5 20 169 19 59,586 58,091 27,400 43,000 3,322,972 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 20 166 GAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCAGAGGGTGAAGAGGGAGCTGT GGAGAGGGACAGAAGGAGG 54 20 4 20 169 19 60,907 58,091 44,000 43,000 3,816,370 B 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 18 137 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GAGAGGGACAGAAGGAGGGA 26 18 32 20 168 20 59,969 59,663 30,200 42,000 0.368186 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 16 135 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GAGGGACAGAAGGAGGGAGA 26 16 32 20 166 20 59,969 59,663 30,200 37,100 0.368186 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 14 133 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GGGACAGAAGGAGGGAGAGA 26 14 32 20 164 20 59,969 59,663 30,200 31,000 0.368186 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 26 146 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA ACAGAGAGGGAGAGGGACAG 26 27 32 20 177 20 59,969 59,665 30,200 35,100 0.366126 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 53 22 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 26 147 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GACAGAGAGGGAGAGGGACA 26 28 32 20 178 20 59,969 59,667 30,200 40,200 0.364761 F 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 1 12 0 184 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA GGGAGAGACAGAGATGGAGG 26 0 32 20 215 20 59,969 58,297 30,200 43,000 1,734,860 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 2 187 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA ACAGGGAGAGACAGAGATGGA 26 2 32 20 218 21 59,969 59,357 30,200 34,100 1,674,735 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 185 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA AGGGAGAGACAGAGATGGAGG 26 0 32 20 216 21 59,969 59,782 30,200 43,000 1,249,138 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 212 AGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACAGGGTGAAGAGGGAGCTGTA AGGGAGAGACAGAGATGGAGG 53 0 5 20 216 21 59,586 59,782 27,400 43,000 1,631,521 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 10 195 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA AGACAGAGACAGGGAGAGACA 26 10 32 20 226 21 59,969 59,292 30,200 34,100 1,739,438 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:27823:72156 1 78 118 22 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 8 193 TCGTGCACATCGTGACTTCATTCAAATTtctctctcATC TCGTGCACATCGTGACTTCA ACAGAGACAGGGAGAGACAGA 26 8 32 20 224 21 59,969 59,292 30,200 34,100 1,739,438 G 227 GGGGAGGGTGAAGAGGGAGCTGTACTCTGTATCGTGCACATCGTGACTTCATTCAAATTtctctctcATCCATCTCActctctctctctctctctctctctctctctctctctctctctctGtctctctcTATCTACctctctTtctctcCCTCCTTCTGTCCCTCTCCctctctGTCCCTTCctctctctctctCCTCCATCTCTGtctctcCCTGTCTCTGTCTC

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 17 135 TCTTCAGATAActctctCAATGGGGAAGTTGAAggggg TCTTCAGATAACTCTCTCAATGGG GCATTAATCTGATTCCACCACCC 17 27 12 24 146 23 57,523 59,681 40,000 46,100 9,796,175 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 154 TCTTCAGATAActctctCAATGGGGAAGTTGAAggggg TCTTCAGATAACTCTCTCAATGGG GTTGAACCCTGTGCTGTTGG 17 49 12 24 165 20 57,523 59,615 40,000 37,700 6,862,443 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 17 240 TCTTCAGATAActctctCAATGGGGAAGTTGAAggggg TCTTCAGATAACTCTCTCAATGGG CCTGAAGGCAGACTCTTCGT 17 135 12 24 251 20 57,523 59,394 40,000 38,500 7,082,642 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 17 241 CTCTTCAGATAActctctCAATGGGGAAGTTGAAggggCTCTTCAGATAACTCTCTCAATGGG CCTGAAGGCAGACTCTTCGT 17 135 11 25 251 20 58,485 59,394 40,000 38,500 7,120,536 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 137 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG GCATTAATCTGATTCCACCACCC 17 27 10 26 146 23 59,677 59,681 40,000 46,100 9,642,604 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 138 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG GGCATTAATCTGATTCCACCACC 17 28 10 26 147 23 59,677 59,681 40,000 46,100 9,642,604 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 156 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG GTTGAACCCTGTGCTGTTGG 17 49 10 26 165 20 59,677 59,615 40,000 37,700 6,708,872 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 157 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG GGTTGAACCCTGTGCTGTTG 17 50 10 26 166 20 59,677 59,615 40,000 33,300 6,708,872 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 196 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG CAAAGAGGTTGGCCCTGAGT 17 89 10 26 205 20 59,677 59,889 40,000 34,100 6,434,735 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 207 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG CACGTGTAGGGCAAAGAGGT 17 100 10 26 216 20 59,677 59,965 40,000 38,500 6,358,378 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 209 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG ACCACGTGTAGGGCAAAGAG 17 102 10 26 218 20 59,677 59,965 40,000 28,500 6,358,378 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2218:5660:27785 1 53 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 242 TCTCTTCAGATAActctctCAATGGGGAAGTTGAAgggTCTCTTCAGATAACTCTCTCAATGGG CCTGAAGGCAGACTCTTCGT 17 135 10 26 251 20 59,677 59,394 40,000 38,500 6,929,071 F 270 AAAATCTTTTCTCTTCAGATAActctctCAATGGGGAAGTTGAAggggggCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGGTggggggTggggggggTgggggggggTGGTGGAATCAGATTAATGCCAACAGCACAGGGTTCAACCCTCATTCCAGCTGAGATAGACTCAGGGCCAACCTCTTTGCCCTACACGTGGTTCAACAAATAATCACGAAGAGTCTGCCTTCAGGCAAAGAACTGAAGAGAAAG

ST‐E00142:460:H2K7HCCXY:6:2221:15250:33182 1 70 113 22 2 AC GTGTGTGTGTGTCTGCGTGTGTGAGAAAGAATATA NA 1 1 6 13 217 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGTGAACCCAATTCCTTTCCATTCT ACACACACTGTAGCACTCAGAG 46 13 1 23 217 22 58,249 59,965 24,000 33,500 6,786,134 G 217 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGATCAAAATGGAGGGAGATCCCTTCAATATCAgtgtgtgtgtgtCTGCgtgtgtGAGAAAGAatatatTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagTgagagaAtgtgtgtgtgATGGAGAatatatCTCTGAGTGCTACAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2221:15250:33182 1 70 113 22 2 AC GTGTGTGTGTGTCTGCGTGTGTGAGAAAGAATATA NA 0 0 6 12 216 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGTGAACCCAATTCCTTTCCATTCT CACACACTGTAGCACTCAGAGA 46 12 1 23 216 22 58,249 59,705 24,000 31,000 7,045,453 G 217 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGATCAAAATGGAGGGAGATCCCTTCAATATCAgtgtgtgtgtgtCTGCgtgtgtGAGAAAGAatatatTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagTgagagaAtgtgtgtgtgATGGAGAatatatCTCTGAGTGCTACAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2221:15250:33182 1 70 113 22 2 AC GTGTGTGTGTGTCTGCGTGTGTGAGAAAGAATATA NA 0 0 7 14 217 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGTGAACCCAATTCCTTTCCATTCT ACACACACTGTAGCACTCAGA 46 14 1 23 217 21 58,249 58,968 24,000 32,700 6,782,811 G 217 TGAACCCAATTCCTTTCCATTCTTATTTTGAATATTTGATCAAAATGGAGGGAGATCCCTTCAATATCAgtgtgtgtgtgtCTGCgtgtgtGAGAAAGAatatatTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagTgagagaAtgtgtgtgtgATGGAGAatatatCTCTGAGTGCTACAgtgtgtgt

ST‐E00142:460:H2K7HCCXY:6:2222:25520:16340 1 24 87 22 2 AC ACACACACACACATACACACACACACACACACACACNA 1 1 15 0 131 acacacaTacacacacAGAGTGacacacacacacATacaca ACACACATACACACACAGAGT TGTATGTCTATGTGCATGTCGC 1 0 2 21 132 22 57,180 58,877 32,400 51,900 6,942,614 G 176 cacacacaTacacacacAGAGTGacacacacacacATacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGCcacacacacacaGCGACATGCACATAGACATACAAACGcacacacacaTAGGTCAGAATTTTATGGTGGCCTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2222:25520:16340 1 24 87 22 2 AC ACACACACACACATACACACACACACACACACACACNA 0 0 16 0 132 cacacacaTacacacacAGAGTGacacacacacacATacacaCACACACATACACACACAGAGT TGTATGTCTATGTGCATGTCGC 1 0 1 22 132 22 58,543 58,877 32,400 51,900 6,580,284 G 176 cacacacaTacacacacAGAGTGacacacacacacATacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGCcacacacacacaGCGACATGCACATAGACATACAAACGcacacacacaTAGGTCAGAATTTTATGGTGGCCTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2222:25520:16340 1 24 87 22 2 AC ACACACACACACATACACACACACACACACACACACNA 0 0 16 0 133 cacacacaTacacacacAGAGTGacacacacacacATacacaCACACACATACACACACAGAGT TTGTATGTCTATGTGCATGTCGC 1 0 1 22 133 23 58,543 59,444 32,400 51,900 7,012,781 G 176 cacacacaTacacacacAGAGTGacacacacacacATacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGCcacacacacacaGCGACATGCACATAGACATACAAACGcacacacacaTAGGTCAGAATTTTATGGTGGCCTGTGATC

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 1 1 4 16 219 GGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCA GGACTCGAGAGGGCAGAAAG ATATCCAGGGAACACAGCGC 16 91 13 20 231 20 59,825 60,179 26,200 59,200 0.353662 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 28 240 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCAAGAGTGGGCATGGACTCGA ATCACTTGTATATCCAGGGAACACA 28 95 1 20 240 25 60,905 59,572 40,400 37,200 6,333,322 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 28 242 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCAAGAGTGGGCATGGACTCGA TGATCACTTGTATATCCAGGGAACA 28 97 1 20 242 25 60,905 59,335 40,400 31,800 6,570,225 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 27 240 GAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCT GAGTGGGCATGGACTCGAG TGATCACTTGTATATCCAGGGAACA 27 97 3 19 242 25 59,857 59,335 40,400 31,800 6,808,108 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 18 221 ATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTAT ATGGACTCGAGAGGGCAGAA ATATCCAGGGAACACAGCGC 18 91 11 20 231 20 60,325 60,179 30,200 59,200 0.503783 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 14 139 CTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagaCTCGAGAGGGCAGAAAGGC GATCGTTTGAGGCTCTCCCA 14 14 16 19 154 20 60,153 59,463 43,500 43,700 1,690,657 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 5 13 138 CTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagaCTCGAGAGGGCAGAAAGGC ATCGTTTGAGGCTCTCCCAG 14 13 16 19 153 20 60,153 59,461 43,500 44,500 1,692,520 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 6 16 144 GGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCA GGACTCGAGAGGGCAGAAAG TCGATCGTTTGAGGCTCTCC 16 16 13 20 156 20 59,825 59,544 26,200 37,100 0.630838 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 6 15 143 GACTCGAGAGGGCAGAAAGGCCTCCATTCTATCAC GACTCGAGAGGGCAGAAAGG TCGATCGTTTGAGGCTCTCC 15 16 14 20 156 20 59,825 59,544 31,100 37,100 0.630838 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 6 15 218 GACTCGAGAGGGCAGAAAGGCCTCCATTCTATCAC GACTCGAGAGGGCAGAAAGG ATATCCAGGGAACACAGCGC 15 91 14 20 231 20 59,825 60,179 31,100 59,200 0.353662 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 6 13 139 GACTCGAGAGGGCAGAAAGGCCTCCATTCTATCAC GACTCGAGAGGGCAGAAAGG TCGTTTGAGGCTCTCCCAG 15 13 14 20 152 19 59,825 59,025 31,100 44,500 2,149,944 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:12713:37999 1 49 72 22 2 AG AGAGAGAGAGAGAGAGTGAGAGAAAGAAAGAGA NA 0 0 8 15 145 GACTCGAGAGGGCAGAAAGGCCTCCATTCTATCAC GACTCGAGAGGGCAGAAAGG CCTCGATCGTTTGAGGCTCT 15 18 14 20 158 20 59,825 59,542 31,100 40,900 0.632468 D 249 AAGAGTGGGCATGGACTCGAGAGGGCAGAAAGGCCTCCATTCTATCACagagagagagagagagTgagagaAAGAAagagagagagagagagagagagagagagagagagagagagagagAATACTTCCTCTGCTGGGAGAGCCTCAAACGATCGAGGATCATATGATCGAGAGGTAAGGGAATAAAGGCCCTAAAATATTTCCTTTGGTGGCGCTGTGTTCCCTGGATATACAAGTGATCAAATCGAG

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 4 1 129 TgagagaAGTAGGACACTAGCATGatatatatatatatataTGAGAGAAGTAGGACACTAGCA GTGCTCAATATCAATTATAGAGCTGT 2 1 85 22 213 26 57,697 57,455 34,900 44,000 12,847,788 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 4 140 GAGAAGATgagagaAGTAGGACACTAGCATGatatat GAGAAGATGAGAGAAGTAGGACACT TGAAGTGCTCAATATCAATTATAGAGC 6 4 78 25 217 27 59,114 57,787 35,500 40,900 15,098,553 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 4 141 AGAGAAGATgagagaAGTAGGACACTAGCATGatataAGAGAAGATGAGAGAAGTAGGACA TGAAGTGCTCAATATCAATTATAGAGC 8 4 77 24 217 27 57,927 57,787 40,200 40,900 15,286,089 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 4 141 AGAGAAGATgagagaAGTAGGACACTAGCATGatataAGAGAAGATGAGAGAAGTAGGACAC TGAAGTGCTCAATATCAATTATAGAGC 7 4 77 25 217 27 59,114 57,787 36,700 40,900 15,098,553 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 1 130 TgagagaAGTAGGACACTAGCATGatatatatatatatataTGAGAGAAGTAGGACACTAGCA AGTGCTCAATATCAATTATAGAGCTGT 2 1 85 22 214 27 57,697 58,626 34,900 44,000 12,676,540 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:13474:12490 1 109 78 22 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 0 130 TgagagaAGTAGGACACTAGCATGatatatatatatatataTGAGAGAAGTAGGACACTAGCATG AGTGCTCAATATCAATTATAGAGCTGT 0 1 85 24 214 27 59,358 58,626 40,600 44,000 13,016,418 F 219 GATAAGTAAATAATGAATTCTAAGATTCaaaaaaaaaTTAAATGTGTAGTCTCAATATTTTGTGATCACATCTATTAGAGAAGATgagagaAGTAGGACACTAGCATGatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAACAGCTCTATAATTGATATTGAGCACTTCAGT

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 10 9 132 ACCCTATCAGacacacacCCCGAAGCGCCcacacacaca ACCCTATCAGACACACACCC CTGTTAGCGAGTGTGTGTGG 9 11 48 20 179 20 58,723 58,860 46,100 41,700 2,416,611 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 9 133 ACCCTATCAGacacacacCCCGAAGCGCCcacacacaca ACCCTATCAGACACACACCC TCTGTTAGCGAGTGTGTGTGG 9 11 48 20 180 21 58,723 60,270 46,100 41,700 2,546,191 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 131 ACCCTATCAGacacacacCCCGAAGCGCCcacacacaca ACCCTATCAGACACACACCC TGTTAGCGAGTGTGTGTGGG 9 10 48 20 178 20 58,723 60,250 46,100 46,100 1,526,321 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 20 162 ACACAACCTGAAATACCCTATCAGacacacacCCCGA ACACAACCTGAAATACCCTATCA GCGCTTCAGGGTGTATCTGT 20 27 34 23 195 20 57,228 60,108 21,500 34,100 5,880,530 D 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 19 162 ACACAACCTGAAATACCCTATCAGacacacacCCCGA ACACAACCTGAAATACCCTATCAG GCGCTTCAGGGTGTATCTGT 19 27 34 24 195 20 58,255 60,108 29,000 34,100 5,853,365 D 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 19 163 ACACAACCTGAAATACCCTATCAGacacacacCCCGA ACACAACCTGAAATACCCTATCAG GGCGCTTCAGGGTGTATCTG 19 28 34 24 196 20 58,255 60,812 29,000 29,000 6,556,843 D 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 9 148 ACCCTATCAGacacacacCCCGAAGCGCCcacacacaca ACCCTATCAGACACACACCC GCGCTTCAGGGTGTATCTGT 9 27 48 20 195 20 58,723 60,108 46,100 34,100 1,384,759 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 9 149 ACCCTATCAGacacacacCCCGAAGCGCCcacacacaca ACCCTATCAGACACACACCC GGCGCTTCAGGGTGTATCTG 9 28 48 20 196 20 58,723 60,812 46,100 29,000 2,088,238 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 77 72 22 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 9 149 TACCCTATCAGacacacacCCCGAAGCGCCcacacacac TACCCTATCAGACACACACCC GCGCTTCAGGGTGTATCTGT 9 27 47 21 195 20 58,536 60,108 46,100 34,100 2,571,889 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 1 16 0 176 cacaCCCTGAAGCGCCCTcacacacacacaTACACAACCCACACCCTGAAGCGCCCT TGTTAGCGAGTGTGTGTGGG 0 10 3 18 178 20 62,336 60,250 51,900 46,100 4,585,346 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 0 18 2 178 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAA CACACACCCTGAAGCGCC TGTTAGCGAGTGTGTGTGGG 2 10 1 18 178 20 61,357 60,250 65,300 46,100 3,606,778 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 0 18 2 179 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAA CACACACCCTGAAGCGCC CTGTTAGCGAGTGTGTGTGG 2 11 1 18 179 20 61,357 58,860 65,300 41,700 4,497,068 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 0 18 ‐140 190 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAA CACACACCCTGAAGCGCC TCAGGGTGTATCTGTTAGCGAG ‐140 20 143 18 190 22 61,357 59,312 65,300 50,300 6,045,525 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 0 18 ‐140 190 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAA CACACACCCTGAAGCGCC TCAGGGTGTATCTGTTAGCGA ‐140 21 143 18 190 21 61,357 58,270 65,300 49,300 6,087,461 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:5619:6196 1 21 128 22 3 AC CACACACACACATACACAACCTGAAATACCCTATCA NA 0 0 18 ‐140 191 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAA CACACACCCTGAAGCGCC TTCAGGGTGTATCTGTTAGCGA ‐140 21 143 18 191 22 61,357 58,906 65,300 49,300 6,450,893 G 229 cacacaCCCTGAAGCGCCCTcacacacacacaTACACAACCTGAAATACCCTATCAGacacacacCCCGAAGCGCCcacacacacacacacacacacacacacacacacacacacacacaACCTGCAacacacTcacacacacacacaCCCTGAAGCGCCcacacacaCTCGCTAACAGATACACCCTGAAGCGCCCTcacacacacacacacccccTGAAGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 1 1 8 13 210 CCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATCCCGCAAATTGATGGCAAC TTCTGGTGTGTGTGCATGTG 68 13 68 19 277 20 58,247 58,976 41,700 32,100 3,776,872 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 12 169 TCCCTGTGGATACCTTTcccccccATCtatataAAATACTTCCCTGTGGATACCTTTCCC TCTGGTGTGTGTGCATGTGT 27 12 108 20 276 20 58,408 60,107 39,700 37,200 1,699,032 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 12 209 CCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATCCCGCAAATTGATGGCAAC TCTGGTGTGTGTGCATGTGT 68 12 68 19 276 20 58,247 60,107 41,700 37,200 2,860,632 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 168 TCCCTGTGGATACCTTTcccccccATCtatataAAATACTTCCCTGTGGATACCTTTCCC CTGGTGTGTGTGCATGTGTG 27 11 108 20 275 20 58,408 59,970 39,700 38,200 1,621,468 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 169 TTCCCTGTGGATACCTTTcccccccATCtatataAAATACTTCCCTGTGGATACCTTTCCC CTGGTGTGTGTGCATGTGTG 27 11 107 21 275 20 59,080 59,970 39,700 38,200 1,950,051 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 208 CCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATCCCGCAAATTGATGGCAAC CTGGTGTGTGTGCATGTGTG 68 11 68 19 275 20 58,247 59,970 41,700 38,200 2,783,069 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 244 GAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACC GAGGAGGAATGAGCTGGCTC CTGGTGTGTGTGCATGTGTG 103 11 32 20 275 20 59,893 59,970 47,000 38,200 0.136221 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 247 GGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAGGTGAGGAGGAATGAGCTGG CTGGTGTGTGTGCATGTGTG 106 11 29 20 275 20 59,820 59,970 48,500 38,200 0.209636 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:16254:66496 1 155 90 22 2 AT ATATATATATATATATATACATATATATATATGCATANA 0 0 8 11 253 CGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttt CGACTGGGTGAGGAGGAATG CTGGTGTGTGTGCATGTGTG 112 11 23 20 275 20 59,823 59,970 26,700 38,200 0.206380 G 277 ttttttGTTAAACTGCATGTTACGACTGGGTGAGGAGGAATGAGCTGGCTCCCCtttttATTCAAACCCCGCAAATTGATGGCAACAAAGATTTGTTTAAAATTCTTTCCCTGTGGATACCTTTcccccccATCtatataAAATACTAATTCAGatatatatatatatatatACatatatatatatGCATACatatatatatatatatatatatatatatatatatatatatatatacacacacCCGCATGCCCGcacacaTGcacacacaCCAGAA

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 71 240 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCA GAGGGAGTAATCTTGTGTCAGAA 82 71 20 20 259 23 58,814 57,593 51,000 30,200 6,593,607 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 71 240 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCAC GAGGGAGTAATCTTGTGTCAGAA 81 71 20 21 259 23 60,135 57,593 53,400 30,200 6,542,372 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 70 240 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCAC GAGGGAGTAATCTTGTGTCAGAAA 81 70 20 21 259 24 60,135 58,205 53,400 25,200 6,929,859 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 40 201 CCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCACTCATCATTACCAAGCTCCA GAGGGAGTAATCTTGTGTCAGAA 40 71 59 23 259 23 60,371 57,593 38,600 30,200 8,778,253 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 28 194 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCAC ACATGACTAGAGGCGATCGC 81 28 20 21 213 20 60,135 59,688 53,400 45,800 1,447,381 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 26 138 GCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTT GCTCCATTGGCCATCTCTGT ACATGACTAGAGGCGATCGC 26 28 76 20 213 20 60,107 59,688 34,100 45,800 0.419234 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 24 134 GCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTT GCTCCATTGGCCATCTCTGT GACTAGAGGCGATCGCTGAG 26 24 76 20 209 20 60,107 59,763 34,100 33,500 0.344054 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 24 190 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCAC GACTAGAGGCGATCGCTGAG 81 24 20 21 209 20 60,135 59,763 53,400 33,500 1,372,201 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 24 190 AGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTAGCCTACATCTTCACTCGCA GACTAGAGGCGATCGCTGAG 82 24 20 20 209 20 58,814 59,763 51,000 33,500 1,423,436 F 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 41 201 CCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCACTCATCATTACCAAGCTCC GAGGGAGTAATCTTGTGTCAGAA 41 71 59 22 259 23 58,791 57,593 47,000 30,200 8,616,817 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 28 142 CCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGT CCAAGCTCCATTGGCCATCT ACATGACTAGAGGCGATCGC 30 28 72 20 213 20 60,397 59,688 29,000 45,800 0.709111 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 27 141 CCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGT CCAAGCTCCATTGGCCATCT CATGACTAGAGGCGATCGCT 30 27 72 20 212 20 60,397 59,404 29,000 49,300 0.992283 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 26 140 CCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGT CCAAGCTCCATTGGCCATCT ATGACTAGAGGCGATCGCTG 30 26 72 20 211 20 60,397 59,404 29,000 51,800 0.992283 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 24 135 AGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATT AGCTCCATTGGCCATCTCTG GACTAGAGGCGATCGCTGAG 27 24 75 20 209 20 59,817 59,763 33,500 33,500 0.420249 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:22424:50779 1 122 44 22 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 41 202 ACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGACCACTCATCATTACCAAGCTCC GAGGGAGTAATCTTGTGTCAGAA 41 71 58 23 259 23 60,371 57,593 47,000 30,200 8,778,359 A 259 AACTCATTTGAAAGGCTGTAGCCTACATCTTCACTCGCACAAAcccccTGTCCTTTTACCACTCATCATTACCAAGCTCCATTGGCCATCTCTGTCCCCGAGAATGTATTTGAATATCTTCatatatatatatatatatatatatatatatatatatatatatatCCTTTCATGGTATTTTCCCCTCTCCTCAGCGATCGCCTCTAGTCATGTGTTACTACGTACAACTTTTCCTTTTCTGACACAAGATTACTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 3 98 CACCTCAAGACCCTGCGGTCGTCCTacacacacacaca CACCTCAAGACCCTGCGG AGTTTAAATTTCCCAGGCAATTTCTG 7 3 152 18 249 26 60,047 59,064 56,900 30,200 8,983,227 A 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 3 103 agaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacAGATGCACCTCAAGACCCTG AGTTTAAATTTCCCAGGCAATTTCTG 10 3 147 20 249 26 59,383 59,064 44,500 30,200 7,553,748 F 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 3 249 GCTACAATCAGATCAACCATTACCTTATTGAATGGC GCTACAATCAGATCAACCATTACCT AGTTTAAATTTCCCAGGCAATTTCTG 151 3 1 25 249 26 58,942 59,064 30,800 30,200 12,994,518 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 4 100 CACCTCAAGACCCTGCGGTCGTCCTacacacacacaca CACCTCAAGACCCTGCGG AGAGTTTAAATTTCCCAGGCAATTTCT 7 4 152 18 251 27 60,047 59,983 56,900 25,200 9,063,455 A 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 100 CACCTCAAGACCCTGCGGTCGTCCTacacacacacaca CACCTCAAGACCCTGCGG AGAGTTTAAATTTCCCAGGCAATT 7 7 152 18 251 24 60,047 57,314 56,900 23,200 8,733,376 A 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 105 agaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacAGATGCACCTCAAGACCCTG AGAGTTTAAATTTCCCAGGCAATT 10 7 147 20 251 24 59,383 57,314 44,500 23,200 7,303,897 F 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 106 gagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacaGAGATGCACCTCAAGACCCT AGAGTTTAAATTTCCCAGGCAATT 11 7 146 20 251 24 59,092 57,314 43,400 23,200 7,594,682 F 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 144 CCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATT CCCACCTAGTGCCCAAATCT AGAGTTTAAATTTCCCAGGCAATT 49 7 108 20 251 24 59,374 57,314 24,000 23,200 7,312,333 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 145 TCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTTCCCACCTAGTGCCCAAATC AGAGTTTAAATTTCCCAGGCAATT 50 7 107 20 251 24 59,376 57,314 21,700 23,200 7,310,207 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 147 TTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTTCCCACCTAGTGCCCAAA AGAGTTTAAATTTCCCAGGCAATT 52 7 105 20 251 24 59,146 57,314 32,800 23,200 7,540,702 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 199 GCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATGCCAGATGACCTACTCCTGC AGAGTTTAAATTTCCCAGGCAATT 104 7 53 20 251 24 59,894 57,314 48,500 23,200 6,792,263 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 212 GCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCGCAGACTCAATGGGCCAGAT AGAGTTTAAATTTCCCAGGCAATT 117 7 40 20 251 24 60,107 57,314 29,000 23,200 6,793,303 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 219 TGGCAGAGCAGACTCAATGGGCCAGATGACCTACT TGGCAGAGCAGACTCAATGG AGAGTTTAAATTTCCCAGGCAATT 124 7 33 20 251 24 60,036 57,314 31,600 23,200 6,722,209 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGC GCTACAATCAGATCAACCATTACC AGAGTTTAAATTTCCCAGGCAATT 152 7 1 24 251 24 57,694 57,314 28,500 23,200 12,992,177 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

ST‐E00142:460:H2K7HCCXY:6:2224:24129:64773 1 177 44 22 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGC GCTACAATCAGATCAACCATTACCT AGAGTTTAAATTTCCCAGGCAATT 151 7 1 25 251 24 58,942 57,314 30,800 23,200 12,744,667 B 251 GCTACAATCAGATCAACCATTACCTTATTGAATGGCAGAGCAGACTCAATGGGCCAGATGACCTACTCCTGCTCCTATTTCTTTATGATCTTACAAATGTAAAATTTCCCACCTAGTGCCCAAATCTTTCAGTGTCTGAAATTgagagaTGCACCTCAAGACCCTGCGGTCGTCCTacacacacacacacacacacacacacacacacacacacacacacGTGCAGAAATTGCCTGGGAAATTTAAACTCT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 1 1 14 7 143 tgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGTGTTTGTGGACTGGGA TCTCACTCACAAATACATTCTTTCTCA 7 15 8 20 150 27 59,379 58,850 43,700 32,700 8,771,378 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 0 0 14 5 141 tgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTT TGTGTTTGTGGACTGGGACA TCTCACTCACAAATACATTCTTTCTCA 5 15 10 20 150 27 59,379 58,850 40,200 32,700 8,771,378 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 0 0 14 3 127 tgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTT TGTGTTTGTGGACTGGGACA ACATTCTTTCTCATTCATGCATGTG 5 3 10 20 136 25 59,379 58,670 40,200 32,100 6,951,360 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 0 0 14 3 129 tgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGTGTTTGTGGACTGGGA ACATTCTTTCTCATTCATGCATGTG 7 3 8 20 136 25 59,379 58,670 43,700 32,100 6,951,360 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 0 0 16 8 144 gtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTGTGTGTGTTTGTGGACTGGG TCTCACTCACAAATACATTCTTTCTCA 8 15 7 20 150 27 59,262 58,850 44,500 32,700 8,888,685 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr1129_2 2 35 74 22 2 AC TGTGTGTGTGTGTTTGTGGATGGGGGCACAGTGTGGT_65_108 0 0 16 3 130 gtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTGTGTGTGTTTGTGGACTGGG ACATTCTTTCTCATTCATGCATGTG 8 3 7 20 136 25 59,262 58,670 44,500 32,100 7,068,667 G 254 GTGCAtgtgtgtgTTTGTGGACTGGGACAAATTAtgtgtgtgtgtgTTTGTGGATgggggCACAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNNCACATGCATGAATGAGAAAGAATGTATTTGTGAGTGAGAAtgtgtgtgTAtgtgtgtgtgAGGGAGNATACATATGTGAGTGTGNCtgtgtgtgtgtgTCAGNGGgtgtgtgtgtGCAtgtgtgtgtgtgTAAGGgagagaAT

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 1 1 9 17 132 GGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGGAGTGGGAGAAAGCGGAAG CTCGGTCACACTCGCTCTC 32 17 48 20 179 19 60,392 59,864 34,600 32,000 1,527,524 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 10 17 123 GAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGAAAGCGGAAGAGCGATTGC CTCGGTCACACTCGCTCTC 23 17 57 20 179 19 60,248 59,864 35,600 32,000 1,383,585 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 10 17 126 GGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagGGAGAAAGCGGAAGAGCGAT CTCGGTCACACTCGCTCTC 26 17 54 20 179 19 60,179 59,864 45,800 32,000 1,314,828 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 11‐May 7 135 TTGCgagagaGCCagagagagGTAGANagagagagagag TTGCGAGAGAGCCAGAGAGA GCCTGCCTCTCTGTCTCTCT 7 44 73 20 207 20 60,323 60,684 31,000 31,000 1,007,060 F 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 11‐May 4 132 CgagagaGCCagagagagGTAGANagagagagagagagagCGAGAGAGCCAGAGAGAGGT GCCTGCCTCTCTGTCTCTCT 4 44 76 20 207 20 60,107 60,684 38,500 31,000 0.791367 F 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 11‐May 4 133 CgagagaGCCagagagagGTAGANagagagagagagagagCGAGAGAGCCAGAGAGAGGT TGCCTGCCTCTCTGTCTCTC 4 45 76 20 208 20 60,107 60,970 38,500 32,000 1,077,131 F 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 44 192 AGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGTGAAAGATTGAGGGAGTGGG ATCTGTCTGCCTCTGTCTGC 44 62 34 22 225 20 59,693 59,464 46,100 42,600 2,843,358 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 43 191 GTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGTGAAAGATTGAGGGAGTGGGA ATCTGTCTGCCTCTGTCTGC 43 62 35 22 225 20 59,694 59,464 43,700 42,600 2,842,187 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 42 190 TGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGTGAAAGATTGAGGGAGTGGGAG ATCTGTCTGCCTCTGTCTGC 42 62 36 22 225 20 59,427 59,464 43,000 42,600 3,109,722 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 32 178 GGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGGAGTGGGAGAAAGCGGAAG ATCTGTCTGCCTCTGTCTGC 32 62 48 20 225 20 60,392 59,464 34,600 42,600 0.928054 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 26 172 GGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagGGAGAAAGCGGAAGAGCGAT ATCTGTCTGCCTCTGTCTGC 26 62 54 20 225 20 60,179 59,464 45,800 42,600 0.715357 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 23 169 GAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGAAAGCGGAAGAGCGATTGC ATCTGTCTGCCTCTGTCTGC 23 62 57 20 225 20 60,248 59,464 35,600 42,600 0.784114 B 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr171_2 2 100 44 22 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_100_143 0 0 12 4 150 CgagagaGCCagagagagGTAGANagagagagagagagagCGAGAGAGCCAGAGAGAGGT ATCTGTCTGCCTCTGTCTGC 4 62 76 20 225 20 60,107 59,464 38,500 42,600 0.643475 F 251 AGAAAGAGACagagagATTGATTTGGAAGACAGAGTGAAAGATTGAGGGAGTGGGAGAAAGCGGAAGAGCGATTGCgagagaGCCagagagagGTAGANagagagagagagagagagagagagagagagagagagagagagagNNNNNNNNNNNNNNNNCGAGAGCGAGTGTGACCGAGTGTCTGATagagagACagagagGCAGGCAGACAGAGGCAGACAGATAGAAAGACAGATagagagagagACTG

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4 20 194 GCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGCAAGCCTGTCGGAGAGAAA ACATAATAAGATCAGTAGGTGGCA 86 20 31 20 224 24 60,321 57,253 25,200 49,200 7,068,184 F 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 19 194 GCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGCAAGCCTGTCGGAGAGAAA ACATAATAAGATCAGTAGGTGGCAA 86 19 31 20 224 25 60,321 57,863 25,200 45,200 7,457,592 F 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 14 190 GCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGCAAGCCTGTCGGAGAGAAA AATAAGATCAGTAGGTGGCAATAAGC 86 14 31 20 220 26 60,321 59,287 25,200 30,900 7,033,317 F 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 3 120 ATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAAATGTTGCCTGTCGGTTCTGT GCAATAAGCACATGCACGGG 33 3 84 20 203 20 59,891 60,526 34,100 52,800 0.634680 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 3 152 TCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTCAAGCGTTTCTGCCTGTGA GCAATAAGCACATGCACGGG 65 3 52 20 203 20 60,179 60,526 35,800 52,800 0.705155 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 2 119 ATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAAATGTTGCCTGTCGGTTCTGT CAATAAGCACATGCACGGGC 33 2 84 20 202 20 59,891 60,526 34,100 61,300 0.634680 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4 2 151 TCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTCAAGCGTTTCTGCCTGTGA CAATAAGCACATGCACGGGC 65 2 52 20 202 20 60,179 60,526 35,800 61,300 0.705155 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5 2 120 CATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGACATGTTGCCTGTCGGTTCTG CAATAAGCACATGCACGGGC 34 2 83 20 202 20 59,481 60,526 30,200 61,300 1,044,732 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr186_2 2 137 44 22 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 2 150 CAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTCAAGCGTTTCTGCCTGTGAG CAATAAGCACATGCACGGGC 64 2 53 20 202 20 59,763 60,526 35,100 61,300 0.762806 A 250 TCCCTCGGTCCTGCCCCTTTTGGATAAGGGGCAAGCCTGTCGgagagaAATTCAAGCGTTTCTGCCTGTGAGGCAGTACTGGCATGTTGCCTGTCGGTTCTGTATTTTGCTCTTTGGGAATGTCAACTGCATGCACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCCCGTGCATGTGCTTATTGCCACCTACTGATCTTATTATGTATTACACCATTGTATaaaaaGATTCC

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 1 1 9 23 213 gaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCC GAGTCTAACCATCAGGACCCT GATAGAATGCAAGGCCCTGC 67 23 5 21 217 20 58,247 59,043 43,400 48,500 3,710,608 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 67 291 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT CGTTACTCCATGCAATCGTTCA 67 98 4 22 294 22 59,684 59,329 43,400 31,800 4,987,277 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 67 292 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT TCGTTACTCCATGCAATCGTTC 67 99 4 22 295 22 59,684 59,073 43,400 39,500 5,243,848 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 67 292 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT TCGTTACTCCATGCAATCGT 67 101 4 22 295 20 59,684 57,334 43,400 37,300 4,982,020 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 61 252 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT TGAGCATGCACATATCGCCA 67 61 4 22 255 20 59,684 60,179 43,400 56,900 2,495,422 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 60 251 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT GAGCATGCACATATCGCCAG 67 60 4 22 254 20 59,684 59,484 43,400 48,500 2,832,372 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 59 250 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT AGCATGCACATATCGCCAGT 67 59 4 22 253 20 59,684 60,179 43,400 40,000 2,495,409 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 23 214 agaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCAGAGTCTAACCATCAGGACCCT GATAGAATGCAAGGCCCTGC 67 23 4 22 217 20 59,684 59,043 43,400 48,500 3,273,733 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr46_2 2 93 82 22 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_93_136 0 0 10 23 215 gagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCGAGAGTCTAACCATCAGGACCC GATAGAATGCAAGGCCCTGC 68 23 3 22 217 20 59,304 59,043 44,600 48,500 3,653,548 G 336 gagagaGTCTAACCATCAGGACCCTTTTGTAGAGCCTCCCCATCAGGGACCCCTTTTATAGAGGGATGGtttttCACATAGCACAGTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNTNtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgATTGTANCTCTCGCCTCTGTTGGGCAGGGCCTTGCATTCTATCTTAGTAATTAAAATTTACTGGCGATATGTGCATGCTCATTaaaaaaGGATTTGTCTGAACGATTGCATGGAGTAACGATAATCAacacacGTTTAACtttttGGTGACTGGTAGGGTAT

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 3 51 240 GTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGGTTTAACTGAGTGCCCTGTCC CATCTGTGCAAGCCACTGTG 104 51 21 21 260 20 58,848 59,760 40,200 36,600 2,392,160 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 51 243 AGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGAGTGTTTAACTGAGTGCCCTGT CATCTGTGCAAGCCACTGTG 106 51 18 22 260 20 59,827 59,760 40,000 36,600 2,412,862 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 50 208 TGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGTGGCGAACATTCTGTGCTGA ATCTGTGCAAGCCACTGTGT 74 50 52 20 259 20 60,250 60,179 42,600 37,200 0.429261 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 50 242 AGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGAGTGTTTAACTGAGTGCCCTGT ATCTGTGCAAGCCACTGTGT 106 50 18 22 259 20 59,827 60,179 40,000 37,200 2,351,727 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 33 167 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC ATCTGTGCAAGCCACTGTGT 33 50 93 20 259 20 60,109 60,179 45,700 37,200 0.288142 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 33 168 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC CATCTGTGCAAGCCACTGTG 33 51 93 20 260 20 60,109 59,760 45,700 36,600 0.349277 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 21 141 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC TGTTGTGAATGCAATACACTCCG 33 21 93 20 233 23 60,109 59,812 45,700 46,300 3,297,386 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 7 20 140 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC GTTGTGAATGCAATACACTCCGT 33 20 93 20 232 23 60,109 59,812 45,700 46,900 3,297,593 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 47 205 TGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGTGGCGAACATTCTGTGCTGA TGTGCAAGCCACTGTGTGTA 74 47 52 20 256 20 60,250 60,107 42,600 29,000 0.357711 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 47 226 GTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGTGCCCTGTCCTGCTACAAA TGTGCAAGCCACTGTGTGTA 95 47 31 20 256 20 60,251 60,107 28,300 29,000 0.358186 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 33 164 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC TGTGCAAGCCACTGTGTGTA 33 47 93 20 256 20 60,109 60,107 45,700 29,000 0.216592 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 0 131 CACAAACACATGCACGCCAAacacacacacacacacaca CACAAACACATGCACGCCAA TGTGCAAGCCACTGTGTGTA 0 47 126 20 256 20 60,527 60,107 45,200 29,000 0.634629 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 0 134 CACAAACACATGCACGCCAAacacacacacacacacaca CACAAACACATGCACGCCAA ATCTGTGCAAGCCACTGTGT 0 50 126 20 259 20 60,527 60,179 45,200 37,200 0.706178 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 8 0 135 CACAAACACATGCACGCCAAacacacacacacacacaca CACAAACACATGCACGCCAA CATCTGTGCAAGCCACTGTG 0 51 126 20 260 20 60,527 59,760 45,200 36,600 0.767314 F 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 9 17 142 TGGAATGCATTGTACCCAAGCTGTGCAAATGCACG TGGAATGCATTGTACCCAAGC TGAATGCAATACACTCCGTGGA 38 17 87 21 228 22 59,176 60,028 40,100 40,200 3,851,884 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 125 TACCCAAGCTGTGCAAATGCACGCATGCACAAACA TACCCAAGCTGTGCAAATGC GCAATACACTCCGTGGAATGC 27 13 99 20 223 21 59,397 59,936 35,600 35,600 1,666,622 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 131 GCATTGTACCCAAGCTGTGCAAATGCACGCATGCA GCATTGTACCCAAGCTGTGC GCAATACACTCCGTGGAATGC 33 13 93 20 223 21 60,109 59,936 45,700 35,600 1,173,192 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 171 GGCGAACATTCTGTGCTGAGTgagagaAACAAATTG GGCGAACATTCTGTGCTGAG GCAATACACTCCGTGGAATGC 73 13 53 20 223 21 59,555 59,936 33,500 35,600 1,509,496 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 172 TGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGTGGCGAACATTCTGTGCTGA GCAATACACTCCGTGGAATGC 74 13 52 20 223 21 60,250 59,936 42,600 35,600 1,314,312 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 173 ATGGCGAACATTCTGTGCTGAGTgagagaAACAAAT ATGGCGAACATTCTGTGCTG GCAATACACTCCGTGGAATGC 75 13 51 20 223 21 59,193 59,936 44,100 35,600 1,870,928 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 193 GTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGTGCCCTGTCCTGCTACAAA GCAATACACTCCGTGGAATGC 95 13 31 20 223 21 60,251 59,936 28,300 35,600 1,314,787 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 194 AGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGAGTGCCCTGTCCTGCTACAA GCAATACACTCCGTGGAATGC 96 13 30 20 223 21 61,128 59,936 24,100 35,600 2,191,627 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 13 200 TAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACTAACTGAGTGCCCTGTCCTG GCAATACACTCCGTGGAATGC 102 13 24 20 223 21 59,023 59,936 38,600 35,600 2,040,701 B 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC

cons_gr481_2 2 146 44 22 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 11 0 98 CACAAACACATGCACGCCAAacacacacacacacacaca CACAAACACATGCACGCCAA GCAATACACTCCGTGGAATGC 0 13 126 20 223 21 60,527 59,936 45,200 35,600 1,591,229 A 263 TCTGAAAGTGaaaaaCAAGTGTTTAACTGAGTGCCCTGTCCTGCTACAAAATGGCGAACATTCTGTGCTGAGTgagagaAACAAATTGGAATGCATTGTACCCAAGCTGTGCAAATGCACGCATGCACAAACACATGCACGCCAAacacacacacacacacacacacacacacacacacacacacacacGCAGTGTAATAATGCATTCCACGGAGTGTATTGCATTCACAACACAATacacacAGTGGCTTGCACAGATGCAC
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cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 1 1 12 20 157 ACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAACCTTGCAGCCTAACCATGT TGGGATGCGTGTGTGTATGA 53 20 43 20 199 20 59,594 59,389 32,100 21,500 1,016,272 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 0 0 12 7 111 aGAACCATacacacGTGCGTGTGCGNGcacacacacac AGAACCATACACACGTGCGT TGGGATGCGTGTGTGTATGA 7 20 89 20 199 20 59,967 59,389 52,400 21,500 0.643639 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 0 0 16 24 160 CCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCCTTGCAGCCTAACCATGTC AGATTGGGATGCGTGTGTGT 52 24 44 20 203 20 58,902 59,963 30,600 37,200 1,134,782 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 0 0 16 24 161 ACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAACCTTGCAGCCTAACCATGT AGATTGGGATGCGTGTGTGT 53 24 43 20 203 20 59,594 59,963 32,100 37,200 0.442318 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 0 0 16 8 116 caGAACCATacacacGTGCGTGTGCGNGcacacacaca CAGAACCATACACACGTGCG AGATTGGGATGCGTGTGTGT 8 24 88 20 203 20 59,562 59,963 53,400 37,200 0.475177 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr488_2 2 116 44 22 1 AC CACACACACACACACACACACACACACACACACACACA_116_159 0 0 16 7 115 aGAACCATacacacGTGCGTGTGCGNGcacacacacac AGAACCATACACACGTGCGT AGATTGGGATGCGTGTGTGT 7 24 89 20 203 20 59,967 59,963 52,400 37,200 0.069684 F 265 ATTCAAACGTCTGTTTTACCCCTCACTTCTTTGATAATGTAAACCTTGCAGCCTAACCATGTCTAGTTTACTTAACTTAGCcacacacaGAACCATacacacGTGCGTGTGCGNGcacacacacacacacacacacacacacacacacacacacacacaNNNNNNTGCATCACAAtctctcATacacacacGCATCCCAATCTcacacacacaCGTCCCAATCTcacacacacacaTACATGACCCAAtctctcCCCctctctCA

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 1 1 10 28 210 TGAGCTGAGGCAACAGGTTTTGACTTGACATAAAA TGAGCTGAGGCAACAGGTTT TGCATGTACATTCAAACACATACA 55 28 49 20 258 24 59,817 57,434 32,700 22,900 6,749,689 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 28 211 TTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAATTGAGCTGAGGCAACAGGTT TGCATGTACATTCAAACACATACA 56 28 48 20 258 24 59,817 57,434 35,000 22,900 6,749,689 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 28 217 ATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATTCGCTTGAGCTGAGGCAA TGCATGTACATTCAAACACATACA 62 28 42 20 258 24 60,322 57,434 45,200 22,900 6,888,116 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 28 254 CCATATTCTACTTAATCCGGAATgggggAATGATGGACCATATTCTACTTAATCCGGAATGGG TGCATGTACATTCAAACACATACA 93 28 5 26 258 24 59,176 57,434 40,000 22,900 13,389,886 F 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 28 255 TCCATATTCTACTTAATCCGGAATgggggAATGATGGTCCATATTCTACTTAATCCGGAATGGG TGCATGTACATTCAAACACATACA 93 28 4 27 258 24 60,311 57,434 40,000 22,900 13,877,243 F 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 7 162 ACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtg ACGTAATGTTCCAGGCAAGG TGCATGTACATTCAAACACATACA 7 28 97 20 258 24 58,179 57,434 36,100 22,900 8,387,414 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 10 6 162 ACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtg ACGTAATGTTCCAGGCAAGGA TGCATGTACATTCAAACACATACA 6 28 97 21 258 24 59,650 57,434 33,600 22,900 7,915,885 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 11 28 255 CCATATTCTACTTAATCCGGAATgggggAATGATGGACCATATTCTACTTAATCCGGAATGGG TTGCATGTACATTCAAACACATACA 93 28 5 26 259 25 59,176 58,025 40,000 22,900 13,798,654 F 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

cons_gr738_2 2 124 83 22 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_124_167 0 0 11 6 163 ACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtg ACGTAATGTTCCAGGCAAGGA TTGCATGTACATTCAAACACATACA 6 28 97 21 259 25 59,650 58,025 33,600 22,900 8,324,653 B 260 ATTTCCATATTCTACTTAATCCGGAATgggggAATGATGGAATTCGCTTGAGCTGAGGCAACAGGTTTTGACTTGACATAAAACCTGGATTTTACAACGTAATGTTCCAGGCAAGGATACTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNNGAGAGTATTtgtgtgATTNTGTATATGTATGTGTTTGAATGTACATGCAAT

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 23 210 AGTCTACAGAGCTGACTAATGGAATGTATATGAAG AGTCTACAGAGCTGACTAATGGA TCTGACTTCAACTCTGAGGCAC 23 96 17 23 226 22 58,139 59,964 34,100 50,100 6,897,671 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 19 205 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT TCTGACTTCAACTCTGAGGCA 19 97 22 22 226 21 57,167 58,680 27,100 47,500 7,153,322 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 19 205 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT TCTGACTTCAACTCTGAGGCAC 19 96 22 22 226 22 57,167 59,964 27,100 50,100 6,869,953 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 9 119 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT GTGTTCCCTACAGGTTTAGTTGG 19 9 22 22 140 23 57,167 58,930 27,100 37,700 8,903,488 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 118 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT TGTTCCCTACAGGTTTAGTTGGT 19 8 22 22 139 23 57,167 59,282 27,100 36,700 8,551,391 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 123 AGTCTACAGAGCTGACTAATGGAATGTATATGAAG AGTCTACAGAGCTGACTAATGGA TGTTCCCTACAGGTTTAGTTGGT 23 8 17 23 139 23 58,139 59,282 34,100 36,700 8,579,109 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 23 166 AGTCTACAGAGCTGACTAATGGAATGTATATGAAG AGTCTACAGAGCTGACTAATGGA AAGGCAGAATTTCTCCATTTACAA 23 50 17 23 182 24 58,139 57,084 34,100 24,100 11,777,556 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 10 19 161 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT AAGGCAGAATTTCTCCATTTACAA 19 50 22 22 182 24 57,167 57,084 27,100 24,100 11,749,838 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2116:3031:55297 1 63 46 23 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 12 19 162 ACAGAGCTGACTAATGGAATGTATATGAAGCAAAGACAGAGCTGACTAATGGAATGT AAAGGCAGAATTTCTCCATTTACA 19 51 22 22 183 24 57,167 57,084 27,100 24,100 11,749,838 A 241 CTGTATAAAATATTATAGTCTACAGAGCTGACTAATGGAATGTATATGAAGCAAAGGATATCatatatatatatatatatatatatatatatatatatatatatatatAGCACTTAACCAACTAAACCTGTAGGGAACACTAATATCTATACTAATAATTGTAAATGGAGAAATTCTGCCTTTTCACTGCTATTGCCTGTAAAAGTGCCTCAGAGTTGAAGTCAGAAATTGGAACATGATG

ST‐E00142:460:H2K7HCCXY:6:2117:27945:36223 1 52 46 23 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 3 102 GAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtctcGAGAGTCCCAGGTCCTCTCC ACTGAAACAGTCGTGCAACA 13 3 19 20 120 20 60,397 58,267 37,100 33,300 2,129,496 A 213 GGCAGAGATTACTTTTAGGAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtctctctctctctctctctctctctctctctctctctctctctctcCTCTGTTGCACGACTGTTTCAGTCTCCATTCTTCACTCTATCCTAGTCTCActctctctctctccccccACCTCCTCACActctctctctctctctcccccACCTCCTCATTCACT

ST‐E00142:460:H2K7HCCXY:6:2117:27945:36223 1 52 46 23 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 2 102 GAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtctcGAGAGTCCCAGGTCCTCTCC ACTGAAACAGTCGTGCAACAG 13 2 19 20 120 21 60,397 59,334 37,100 31,600 2,062,234 A 213 GGCAGAGATTACTTTTAGGAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtctctctctctctctctctctctctctctctctctctctctctctcCTCTGTTGCACGACTGTTTCAGTCTCCATTCTTCACTCTATCCTAGTCTCActctctctctctccccccACCTCCTCACActctctctctctctctcccccACCTCCTCATTCACT

ST‐E00142:460:H2K7HCCXY:6:2117:27945:36223 1 52 46 23 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 2 103 GGAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtc GGAGAGTCCCAGGTCCTCTC ACTGAAACAGTCGTGCAACAG 14 2 18 20 120 21 60,397 59,334 32,000 31,600 2,062,234 A 213 GGCAGAGATTACTTTTAGGAGAGTCCCAGGTCCTCTCCCTCCTTAGGGATGtctctctctctctctctctctctctctctctctctctctctctctcCTCTGTTGCACGACTGTTTCAGTCTCCATTCTTCACTCTATCCTAGTCTCActctctctctctccccccACCTCCTCACActctctctctctctctcccccACCTCCTCATTCACT

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 30 173 tgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgt TGTACGTGTGTGTCTGGTGT CACTGGTCCCTGTGGCATAC 30 57 55 20 227 20 59,181 60,393 41,600 23,900 1,211,936 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 57 224 TTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAG TTGTGCCTGTGAGCATGTGT CACTGGTCCCTGTGGCATAC 81 57 4 20 227 20 60,466 60,393 37,200 23,900 0.859004 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 57 225 TTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAA TTTGTGCCTGTGAGCATGTG CACTGGTCCCTGTGGCATAC 82 57 3 20 227 20 59,330 60,393 32,100 23,900 1,062,617 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 57 221 TGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTT TGCCTGTGAGCATGTGTGTA CACTGGTCCCTGTGGCATAC 78 57 7 20 227 20 59,604 60,393 29,000 23,900 0.789058 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 32 175 tgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgt TGTGTACGTGTGTGTCTGGT CACTGGTCCCTGTGGCATAC 32 57 53 20 227 20 59,181 60,393 40,000 23,900 1,211,936 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 123 ttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtg TTGCATGTGTCTGTGTGCAC TGTTACATCTTGCCAACCAGA 4 32 81 20 203 21 59,619 57,500 45,700 38,600 3,881,892 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 123 ttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtg TTGCATGTGTCTGTGTGCAC TGTTACATCTTGCCAACCAGAA 4 31 81 20 203 22 59,619 58,173 45,700 30,200 4,207,969 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 124 ttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtg TTGCATGTGTCTGTGTGCAC TTGTTACATCTTGCCAACCAGA 4 32 81 20 204 22 59,619 58,173 45,700 38,600 4,207,969 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2117:9272:56510 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 4 147 ttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtg TTGCATGTGTCTGTGTGCAC CACTGGTCCCTGTGGCATAC 4 57 81 20 227 20 59,619 60,393 45,700 23,900 0.774442 F 240 ACTTTGTGCCTGTGAGCAtgtgtgTACATGTGAGTGTAAGTTTCTCTGTTGgtgtgtACgtgtgtgtCTGGTGTATCtttttGCATGTGTCtgtgtgCACATGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACCTGCAGGCAATATGTATAAATGGGTCATTTTCTGGTTGGCAAGATGTAACAAATGGTATGCCACAGGGACCAGTGCTGGGGCCTCAAC

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 26 184 CAGAAACCCACGCATAGCCACAGATGCAGACTTGC CAGAAACCCACGCATAGCCA CCAGTGCTCCATCATCTCCC 26 72 15 20 198 20 60,676 59,892 47,500 43,000 0.784674 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 26 226 CAGAAACCCACGCATAGCCACAGATGCAGACTTGC CAGAAACCCACGCATAGCCA GCCATTAGCCTGGGTCTCTG 26 114 15 20 240 20 60,676 60,179 47,500 33,500 0.855501 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 25 183 AGAAACCCACGCATAGCCACAGATGCAGACTTGCA AGAAACCCACGCATAGCCAC CCAGTGCTCCATCATCTCCC 25 72 16 20 198 20 60,677 59,892 50,100 43,000 0.784989 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 25 225 AGAAACCCACGCATAGCCACAGATGCAGACTTGCA AGAAACCCACGCATAGCCAC GCCATTAGCCTGGGTCTCTG 25 114 16 20 240 20 60,677 60,179 50,100 33,500 0.855816 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 15 173 GCATAGCCACAGATGCAGACTTGCAAACTCTCAATcGCATAGCCACAGATGCAGAC CCAGTGCTCCATCATCTCCC 15 72 26 20 198 20 59,057 59,892 35,100 43,000 1,051,169 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 15 215 GCATAGCCACAGATGCAGACTTGCAAACTCTCAATcGCATAGCCACAGATGCAGAC GCCATTAGCCTGGGTCTCTG 15 114 26 20 240 20 59,057 60,179 35,100 33,500 1,121,996 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 22 138 AAACCCACGCATAGCCACAGATGCAGACTTGCAAA AAACCCACGCATAGCCACAG GGGTGTTTATGTATGTATCTATGAGCA 23 22 18 20 155 27 60,960 58,905 36,600 42,600 9,054,912 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 22 139 GAAACCCACGCATAGCCACAGATGCAGACTTGCAA GAAACCCACGCATAGCCACA GGGTGTTTATGTATGTATCTATGAGCA 24 22 17 20 155 27 60,958 58,905 41,700 42,600 9,052,930 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:13382:33006 1 61 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 15 130 GCATAGCCACAGATGCAGACTTGCAAACTCTCAATcGCATAGCCACAGATGCAGAC GGGTGTTTATGTATGTATCTATGAGCA 15 22 26 20 155 27 59,057 58,905 35,100 42,600 9,037,510 F 254 TGTTAAAATTGCCCCAGAAACCCACGCATAGCCACAGATGCAGACTTGCAAACTCTCAATcacacacacacacacacacacacacacacacacacacacacacacaCGTATGTATAGATACATAAACATGCTCATAGATACATACATAAACAccccccACAGGTTTGTGCATAGGTAGGGGAGATGATGGAGCACTGGTAATGTCACTGTGTTAGTAATCCAGAGACCCAGGCTAATGGCCTTGGGGCCAAGGG

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 7 38 195 GCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTGCTCCTTCCAGTCACTGTGT CAGAGTGAGATGTCTAGACAGGT 61 38 33 20 227 23 59,605 58,731 37,200 40,000 4,663,748 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 38 196 TGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctct TGCTCCTTCCAGTCACTGTG CAGAGTGAGATGTCTAGACAGGT 62 38 32 20 227 23 59,606 58,731 36,600 40,000 4,663,376 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 25 167 ACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAAACTGTGTCTGCACTGCCTTT AGACAGGTTGAGAGACAGTGT 48 25 46 20 212 21 60,107 58,328 31,100 35,500 2,779,114 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 5 124 TCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctc TCCCTCACACAGTGCCTTTC AGACAGGTTGAGAGACAGTGT 5 25 89 20 212 21 59,891 58,328 26,200 35,500 2,780,682 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 4 123 CCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctct CCCTCACACAGTGCCTTTCT AGACAGGTTGAGAGACAGTGT 4 25 90 20 212 21 59,891 58,328 25,200 35,500 2,781,440 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 2 120 TTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTTTTCTCCCTACAAATTTCTCCCT AGAGTCAGAAAGTGCATGTGAG 20 2 71 23 190 22 57,139 58,338 42,000 35,100 9,522,592 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 119 TTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTTTTCTCCCTACAAATTTCTCCCT GAGTCAGAAAGTGCATGTGAGA 20 1 71 23 189 22 57,139 58,342 42,000 32,700 9,518,282 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 120 TTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTTTTCTCCCTACAAATTTCTCCCT AGAGTCAGAAAGTGCATGTGAGA 20 1 71 23 190 23 57,139 59,677 42,000 32,700 9,183,763 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 159 TGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctct TGCTCCTTCCAGTCACTGTG AGAGTCAGAAAGTGCATGTGAGA 62 1 32 20 190 23 59,606 59,677 36,600 32,700 3,717,307 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 38 195 TGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctct TGCTCCTTCCAGTCACTGTG AGAGTGAGATGTCTAGACAGGT 62 38 32 20 226 22 59,606 57,415 36,600 40,000 4,978,831 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 25 173 CCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCCCAGTCACTGTGTCTGCACT AGACAGGTTGAGAGACAGTGT 54 25 40 20 212 21 59,894 58,328 44,000 35,500 2,777,691 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 25 174 TCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCTCCAGTCACTGTGTCTGCAC AGACAGGTTGAGAGACAGTGT 55 25 39 20 212 21 59,895 58,328 45,700 35,500 2,776,952 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 9 128 TTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctct TTTCTCCCTCACACAGTGCC AGACAGGTTGAGAGACAGTGT 9 25 85 20 212 21 59,891 58,328 50,100 35,500 2,780,682 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 1 151 CCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCCCAGTCACTGTGTCTGCACT AGAGTCAGAAAGTGCATGTGAGA 54 1 40 20 190 23 59,894 59,677 44,000 32,700 3,428,708 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 1 152 TCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCTCCAGTCACTGTGTCTGCAC AGAGTCAGAAAGTGCATGTGAGA 55 1 39 20 190 23 59,895 59,677 45,700 32,700 3,427,970 B 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2118:19106:20102 1 114 53 23 1.5 AG TCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 25 212 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTT CCCTGTCTCTCTTTCTCCACC AGACAGGTTGAGAGACAGTGT 92 25 1 21 212 21 59,447 58,328 46,100 35,500 4,224,890 F 245 CCCTGtctctcTTTCTCCACCTCTCAATCTTTGCTCCTTCCAGTCACTGTGTCTGCACTGCCTTtctctcTTTCTCCCTACAAATTTCTCCCTcacacaGTGCCTTTCTATCTtctctcGctctctctctctctctctctctctctctctctctctctctctctctTTCTCACATGCACTTTCTGACTCTTACACTGtctctcAACCTGTCTAGACATCTCACTCTGtctctctctcTAGGTCTC

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 44 240 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGTTGAATCATTGGTGGTGTGTGTG CTTTGACACAAACGCACGCT 44 87 1 23 240 20 59,932 60,248 38,200 50,700 3,315,937 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 41 234 TCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCA TCATTGGTGGTGTGTGTGAGT TTTGACACAAACGCACGCTC 41 86 6 21 239 20 59,788 60,248 34,100 50,300 1,459,597 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 45 240 TGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTG TGAATCATTGGTGGTGTGTGT ACTTTGACACAAACGCACGC 45 88 2 21 241 20 58,057 60,522 37,200 53,400 3,465,299 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 44 240 TGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTG TGAATCATTGGTGGTGTGTGTG ACTTTGACACAAACGCACGC 44 88 2 22 241 20 59,378 60,522 38,200 53,400 3,144,965 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 166 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC CAGACACGCGACTCTTCCAA 19 41 29 20 194 20 61,145 60,319 40,600 35,300 1,463,264 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 168 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC AACAGACACGCGACTCTTCC 19 43 29 20 196 20 61,145 60,319 40,600 34,600 1,463,349 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 170 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC GGAACAGACACGCGACTCTT 19 45 29 20 198 20 61,145 60,319 40,600 28,500 1,463,349 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 211 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC TTTGACACAAACGCACGCTC 19 86 29 20 239 20 61,145 60,248 40,600 50,300 1,392,459 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 19 212 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC CTTTGACACAAACGCACGCT 19 87 29 20 240 20 61,145 60,248 40,600 50,700 1,392,619 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 11 136 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC TCCCTCTCTTACACGCACAC 19 11 29 20 164 20 61,145 59,398 40,600 38,200 1,746,123 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 10 135 TtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTTTGTGTGTGTTTGCGCATGC CCCTCTCTTACACGCACACA 19 10 29 20 163 20 61,145 59,683 40,600 37,200 1,461,725 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2119:8288:57969 1 68 66 23 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 10 136 ATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTG ATTGTGTGTGTTTGCGCATG CCCTCTCTTACACGCACACA 20 10 28 20 163 20 58,510 59,683 40,600 37,200 1,806,734 F 282 TTGAATCATTGGTGgtgtgtgtGAGTTATtgtgtgtgTTTGCGCATGCATGTTTTCATGAACGTGTTtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgTTCTTGAAAgtgtgtGCGTGTAagagagGGAGAGGGAGAAATTGGAAGAGTCGCGTGTCTGTTCCTGCTATGTCGCAGTGGCGTGTGAGCGTGCGTTTGTGTCAAAGTATCTGAGAGTAAGGAAATGTTTGTTTGAGTGTATTTGTTCA

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 11 0 134 CCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctCCTCACTTTCCCTCTCCTTCTG GGGAGAGAGAGGGAGTTGG 0 0 69 22 202 19 59,764 58,091 30,200 37,700 5,145,038 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 135 TCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctct TCCTCACTTTCCCTCTCCTTCT GGGAGAGAGAGGGAGTTGG 1 0 68 22 202 19 59,887 58,091 28,500 37,700 5,021,831 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 138 TCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCC TCTTCCTCACTTTCCCTCTCCT GGGAGAGAGAGGGAGTTGG 4 0 65 22 202 19 59,887 58,091 36,900 37,700 5,021,831 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 140 TTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCTTTCTTCCTCACTTTCCCTCTCC GGGAGAGAGAGGGAGTTGG 5 0 63 23 202 19 59,672 58,091 37,100 37,700 6,237,190 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 140 TTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCTTTCTTCCTCACTTTCCCTCTC GGGAGAGAGAGGGAGTTGG 6 0 63 22 202 19 57,374 58,091 32,000 37,700 7,534,747 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 181 ACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTACATTCATGTCATCTCCAACCA GGGAGAGAGAGGGAGTTGG 47 0 22 22 202 19 57,694 58,091 36,700 37,700 7,214,679 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 193 TGGTAAGGTTGTACATTCATGTCATCTCCAACCATT TGGTAAGGTTGTACATTCATGTCA GGGAGAGAGAGGGAGTTGG 57 0 10 24 202 19 58,129 58,091 35,800 37,700 8,779,846 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 194 CTGGTAAGGTTGTACATTCATGTCATCTCCAACCAT CTGGTAAGGTTGTACATTCATGTCA GGGAGAGAGAGGGAGTTGG 57 0 9 25 202 19 59,062 58,091 35,800 37,700 8,846,680 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25408:15057 1 91 93 23 3 AG TCTCTCTCTCTCCCCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 195 TCTGGTAAGGTTGTACATTCATGTCATCTCCAACCA TCTGGTAAGGTTGTACATTCATGT GGGAGAGAGAGGGAGTTGG 59 0 8 24 202 19 57,878 58,091 32,100 37,700 9,030,916 G 214 GCTTACTTCTGGTAAGGTTGTACATTCATGTCATCTCCAACCATTCTTTTcccccATCTTGTTTTCTTCCTCACTTTCCCTCTCCTTCTGtctctctctctcCCCctctctctctctctctctctctctctctctctctctctctctctctTCctctctctctctCCAAAActctctctctctCCAACTCCctctctctCCCctctctctctct

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 12 0 128 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA ATTTCAGGGAGGGAGTTGGG 0 34 1 20 128 20 57,416 58,997 32,700 41,200 3,587,349 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 129 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA GATTTCAGGGAGGGAGTTGGG 0 34 1 20 129 21 57,416 60,064 32,700 41,200 3,648,881 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 130 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA AGATTTCAGGGAGGGAGTTGG 0 35 1 20 130 21 57,416 59,081 32,700 37,700 4,503,449 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 178 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA AGGCTGCAACCCAATGGAG 0 85 1 20 178 19 57,416 60,305 32,700 38,600 3,889,205 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 179 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA TAGGCTGCAACCCAATGGAG 0 85 1 20 179 20 57,416 60,034 32,700 38,600 2,618,678 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 180 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA ATAGGCTGCAACCCAATGGA 0 86 1 20 180 20 57,416 59,369 32,700 34,100 3,215,165 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 191 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA GGGAGTGAGTTATAGGCTGCA 0 96 1 20 191 21 57,416 59,237 32,700 44,100 4,347,449 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 192 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA TGGGAGTGAGTTATAGGCTGC 0 97 1 20 192 21 57,416 59,237 32,700 52,500 4,347,449 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 195 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA ACCTGGGAGTGAGTTATAGGCT 0 99 1 20 195 22 57,416 60,023 32,700 45,800 4,607,410 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 258 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA TCTTTGTCCAGTTTCCTCCAGA 0 162 1 20 258 22 57,416 58,954 32,700 38,600 5,630,126 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 259 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA CTCTTTGTCCAGTTTCCTCCAGA 0 162 1 20 259 23 57,416 59,928 32,700 38,600 5,656,094 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2120:25540:54664 1 21 54 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 260 CACACTcacacacaCTCTCActctctctctctctctctctctctct CACACTCACACACACTCTCA ACTCTTTGTCCAGTTTCCTCCA 0 164 1 20 260 22 57,416 59,222 32,700 38,600 5,362,184 F 260 CACACTcacacacaCTCTCActctctctctctctctctctctctctctctctctctctctctctctcacacacaccccccacacacacCCCTCGATTAGATTcccccccccAACTCCCTCCCTGAAATCTGTTATTCtatatataAACCACCTGAACCCCTCCATTGGGTTGCAGCCTATAACTCACTCCCAGGTATCTGTAATAATTTTATCAATAAACTTCACTCTGTAAAGTATCTGGAGGAAACTGGACAAAGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 5 32 240 GCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTGCAGCAAGCATTTGTGAGTT TGAATGAGAGACTGAATCAGCA 68 32 2 20 241 22 57,856 57,186 30,100 44,100 6,958,232 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 31 240 GCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTGCAGCAAGCATTTGTGAGTTT TGAATGAGAGACTGAATCAGCAG 67 31 2 21 241 23 58,523 58,243 26,600 42,400 7,233,323 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 31 240 GCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTGCAGCAAGCATTTGTGAGTT TGAATGAGAGACTGAATCAGCAG 68 31 2 20 241 23 57,856 58,243 30,100 42,400 6,900,984 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 29 202 TTCCcacacaCTTACCTTcccccGAATTAACACAATGTT TTCCCACACACTTACCTTCCC TGAATGAGAGACTGAATCAGCAG 29 31 40 21 241 23 59,578 58,243 39,700 42,400 6,178,905 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 173 ACACAATGTTGCATACTTGGCctctctctctctctctctctc ACACAATGTTGCATACTTGGC TGAATGAGAGACTGAATCAGCA 0 32 69 21 241 22 57,698 57,186 45,200 44,100 8,116,115 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 173 ACACAATGTTGCATACTTGGCctctctctctctctctctctc ACACAATGTTGCATACTTGGC TGAATGAGAGACTGAATCAGCAG 0 31 69 21 241 23 57,698 58,243 45,200 42,400 8,058,868 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 174 AACACAATGTTGCATACTTGGCctctctctctctctctctct AACACAATGTTGCATACTTGGC TGAATGAGAGACTGAATCAGCAG 0 31 68 22 241 23 58,348 58,243 45,200 42,400 8,408,776 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 29 201 TCCcacacaCTTACCTTcccccGAATTAACACAATGTTGTCCCACACACTTACCTTCCC TGAATGAGAGACTGAATCAGCAG 29 31 41 20 241 23 58,938 58,243 39,700 42,400 5,818,048 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2121:13443:25974 1 90 98 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 29 201 TCCcacacaCTTACCTTcccccGAATTAACACAATGTTGTCCCACACACTTACCTTCCC TGAATGAGAGACTGAATCAGCA 29 32 41 20 241 22 58,938 57,186 39,700 44,100 5,875,296 F 241 AGCAGCAAGCATTTGTGAGTTTAAAATAAAGGTTATTTATTCCcacacaCTTACCTTcccccGAATTAACACAATGTTGCATACTTGGCctctctctctctctctctctctctctctctctctctctctctctctcacacacacacacaCGcacacacacaTacacacacacacacacGcacacacaAATATTTAACACAGATTACTTTTACAGATTACTGCTGATTCAGtctctcATTCA

ST‐E00142:460:H2K7HCCXY:6:2122:10307:8236 1 72 126 23 3 AG ACACACACACACTGACACACACAGACACACACCTCGNA 1 1 16 3 179 ACACTGacacacacTGCACACCTacacacacacacTGaca ACACTGACACACACTGCACA CCAGTGGTGACATGGATGCA 3 10 49 20 227 20 60,036 60,323 45,700 39,600 0.359208 G 230 CCcacacacacacacacaCTGcacacaCTGacacacacacacacacGCACACTGacacacacTGCACACCTacacacacacacTGacacacacAGacacacacCTCGcacacacacacacacacacacaCTGcacacaCCcacacacacaCctctctctctctctctctctctctctctctctctctctctctctctCAGCCAACTTTGCATCCATGTCACCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2122:10307:8236 1 72 126 23 3 AG ACACACACACACTGACACACACAGACACACACCTCGNA 0 0 16 3 180 ACACTGacacacacTGCACACCTacacacacacacTGaca ACACTGACACACACTGCACA ACCAGTGGTGACATGGATGC 3 11 49 20 228 20 60,036 60,323 45,700 39,100 0.359299 G 230 CCcacacacacacacacaCTGcacacaCTGacacacacacacacacGCACACTGacacacacTGCACACCTacacacacacacTGacacacacAGacacacacCTCGcacacacacacacacacacacaCTGcacacaCCcacacacacaCctctctctctctctctctctctctctctctctctctctctctctctCAGCCAACTTTGCATCCATGTCACCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2122:10307:8236 1 72 126 23 3 AG ACACACACACACTGACACACACAGACACACACCTCGNA 0 0 16 2 178 CACTGacacacacTGCACACCTacacacacacacTGacac CACTGACACACACTGCACAC CCAGTGGTGACATGGATGCA 2 10 50 20 227 20 59,625 60,323 38,200 39,600 0.697483 G 230 CCcacacacacacacacaCTGcacacaCTGacacacacacacacacGCACACTGacacacacTGCACACCTacacacacacacTGacacacacAGacacacacCTCGcacacacacacacacacacacaCTGcacacaCCcacacacacaCctctctctctctctctctctctctctctctctctctctctctctctCAGCCAACTTTGCATCCATGTCACCACTGGTTT

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 1 1 10 1 129 TcacacaTACCCTATCCCTCTAtctctcTAacacacacacac TCACACATACCCTATCCCTCT GTGGGCGTGTTACAGTGAGA 1 33 52 21 180 20 57,006 59,967 36,900 32,700 4,026,610 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 10 1 130 TcacacaTACCCTATCCCTCTAtctctcTAacacacacacac TCACACATACCCTATCCCTCT TGTGGGCGTGTTACAGTGAG 1 34 52 21 181 20 57,006 60,250 36,900 35,100 4,243,357 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 12 1 116 TcacacaTACCCTATCCCTCTAtctctcTAacacacacacac TCACACATACCCTATCCCTCT AGTGAGAGAGAGCGAGAGGG 1 20 52 21 167 20 57,006 60,107 36,900 43,000 4,100,872 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 14 49 195 TCTTTCTCCctctctctAACACAATAacacacAGACACAGTCTTTCTCCCTCTCTCTAACACA GTTTCTGTGTGCCTGTGTGG 49 49 2 23 196 20 58,001 59,618 37,200 41,700 5,381,111 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 14 48 194 TCTTTCTCCctctctctAACACAATAacacacAGACACAGTCTTTCTCCCTCTCTCTAACACA TTTCTGTGTGCCTGTGTGGG 49 48 2 23 195 20 58,001 60,751 37,200 46,100 5,750,586 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 14 48 195 TCTTTCTCCctctctctAACACAATAacacacAGACACAGTCTTTCTCCCTCTCTCTAACACAA GTTTCTGTGTGCCTGTGTGG 48 49 2 24 196 20 58,605 59,618 33,300 41,700 5,776,539 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 17 25 153 acacacAGACACAGACAAACAAAATcacacaTACCCTAACACACAGACACAGACAAACA GTGGGCGTGTTACAGTGAGA 25 33 28 21 180 20 57,948 59,967 28,300 32,700 3,085,407 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 17 25 154 acacacAGACACAGACAAACAAAATcacacaTACCCTAACACACAGACACAGACAAACA TGTGGGCGTGTTACAGTGAG 25 34 28 21 181 20 57,948 60,250 28,300 35,100 3,302,154 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:14499:15602 1 74 54 23 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 17 20 140 acacacAGACACAGACAAACAAAATcacacaTACCCTAACACACAGACACAGACAAACA AGTGAGAGAGAGCGAGAGGG 25 20 28 21 167 20 57,948 60,107 28,300 43,000 3,159,669 F 198 ATCTTTCTCCctctctctAACACAATAacacacAGACACAGACAAACAAAATcacacaTACCCTATCCCTCTAtctctcTAacacacacacacacacacacacacacacacacacacacacacacacAGACACAGAGAAACTCAATCCCCTCTCGctctctctCACTGTAACACGCCcacacaGGcacacaGAAACAC

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 1 139 CCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTCCGTGGCCCTGCAAGTTTAT CCTGAAATTAATGGCCAAGACTGT 48 1 78 20 216 24 60,965 59,536 14,000 35,500 5,429,254 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 9 145 CGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGCGTGGCCCTGCAAGTTTATT TGCTACTCCTGAAATTAATGGCC 47 9 79 20 223 23 59,112 58,793 14,000 53,600 5,095,097 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 8 144 CGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGCGTGGCCCTGCAAGTTTATT GCTACTCCTGAAATTAATGGCCA 47 8 79 20 222 23 59,112 58,793 14,000 53,600 5,095,097 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 8 145 CCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTCCGTGGCCCTGCAAGTTTAT GCTACTCCTGAAATTAATGGCCA 48 8 78 20 222 23 60,965 58,793 14,000 53,600 5,172,527 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 2 139 CGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGCGTGGCCCTGCAAGTTTATT TCCTGAAATTAATGGCCAAGACTG 47 2 79 20 217 24 59,112 59,294 14,000 35,100 5,594,409 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 1 138 CGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGCGTGGCCCTGCAAGTTTATT CCTGAAATTAATGGCCAAGACTGT 47 1 79 20 216 24 59,112 59,536 14,000 35,500 5,351,824 A 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 9 197 ATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATATGGCGTCATTCATCGAGCA TGCTACTCCTGAAATTAATGGCC 99 9 27 20 223 23 60,179 58,793 42,600 53,600 4,386,240 F 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 196 ATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATATGGCGTCATTCATCGAGCA GCTACTCCTGAAATTAATGGCCA 99 8 27 20 222 23 60,179 58,793 42,600 53,600 4,386,240 F 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 197 CATGGCGTCATTCATCGAGCAATCAAATCAGTCCCACATGGCGTCATTCATCGAGC GCTACTCCTGAAATTAATGGCCA 100 8 26 20 222 23 59,766 58,793 50,300 53,600 4,441,271 F 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:17716:48213 1 146 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 189 TGGCGTCATTCATCGAGCAATCAAATCAGTCCCATT TGGCGTCATTCATCGAGCAA CCTGAAATTAATGGCCAAGACTGT 98 1 28 20 216 24 60,391 59,536 39,100 35,500 4,854,889 F 239 TTCTTAGGATATCAGGTCATAGAATCATGGCGTCATTCATCGAGCAATCAAATCAGTCCCATTcccccGCTCCATCCCCGTGGCCCTGCAAGTTTATTTCCCGTACTTCTATCTGAGCCAATCAAAACAAATAGCAATAGAATATacacacacacacacacacacacacacacacacacacacacacacacAACAGTCTTGGCCATTAATTTCAGGAGTAGCAATTTAACAATTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 1 134 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TTCACGCTCAGACTCACGCT 47 1 38 20 171 20 59,311 61,796 36,700 50,700 2,485,245 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 90 AACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgAACAAATAAGGTTGCTGTGAGGC TTCACGCTCAGACTCACGCT 0 1 82 23 171 20 59,994 61,796 47,000 50,700 4,801,981 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 134 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TTCACGCTCAGACTCACGC 47 2 38 20 171 19 59,311 60,372 36,700 53,400 2,060,813 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 161 TGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGTGTGATATTTGCAACCCAGGTT TTCACGCTCAGACTCACGC 72 2 11 22 171 19 58,495 60,372 35,000 53,400 4,877,144 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 161 TGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGTGTGATATTTGCAACCCAGGT TTCACGCTCAGACTCACGC 73 2 11 21 171 19 57,832 60,372 40,000 53,400 4,539,793 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 162 TTGTGATATTTGCAACCCAGGTTCAAATAGATGTGATTGTGATATTTGCAACCCAGGT TTCACGCTCAGACTCACGC 73 2 10 22 171 19 58,495 60,372 40,000 53,400 4,877,144 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 1 91 CAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtg CAACAAATAAGGTTGCTGTGAGG TTCACGCTCAGACTCACGC 1 2 81 23 171 19 58,451 60,372 38,600 53,400 5,921,216 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 0 90 AACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgAACAAATAAGGTTGCTGTGAGGC TTCACGCTCAGACTCACGC 0 2 82 23 171 19 59,994 60,372 47,000 53,400 4,377,548 A 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 0 132 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA CACGCTCAGACTCACGCTC 47 0 38 20 169 19 59,311 60,800 36,700 50,300 2,488,573 B 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 1 13 30 198 TGTGAGCTCAGCACCAATTGATAAATTCATCCAaga TGTGAGCTCAGCACCAATTGA TCACACTCACTCACACTCAGA 43 30 41 21 238 21 60,203 58,345 25,700 32,700 3,857,658 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 30 201 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TCACACTCACTCACACTCAGA 47 30 38 20 238 21 59,311 58,345 36,700 32,700 3,343,918 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 30 202 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TTCACACTCACTCACACTCAGA 47 30 38 20 239 22 59,311 58,976 36,700 32,700 3,712,887 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 180 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TTCTCACTCACACTCACCCA 47 10 38 20 217 20 59,311 58,212 36,700 45,100 2,477,284 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 10 182 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA GATTCTCACTCACACTCACCCA 47 10 38 20 219 22 59,311 59,700 36,700 45,100 2,989,206 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 135 ACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgt ACAAATAAGGTTGCTGTGAGGC TTCTCACTCACACTCACCCA 0 10 83 22 217 20 59,442 58,212 47,000 45,100 4,346,588 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 136 AACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgAACAAATAAGGTTGCTGTGAGGC TTCTCACTCACACTCACCCA 0 10 82 23 217 20 59,994 58,212 47,000 45,100 4,794,020 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 9 179 AGATGTGAGCTCAGCACCAATTGATAAATTCATCCAAGATGTGAGCTCAGCACCAA TCTCACTCACACTCACCCAT 47 9 38 20 216 20 59,311 57,985 36,700 40,000 2,704,511 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 0 134 ACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgt ACAAATAAGGTTGCTGTGAGGC TCTCACTCACACTCACCCAT 0 9 83 22 216 20 59,442 57,985 47,000 40,000 4,573,816 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 17 40 240 TGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGTGTGATATTTGCAACCCAGGT ACTCACCCATATTCACACTCACT 73 40 11 21 250 23 57,832 59,159 40,000 34,100 7,008,702 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 44 244 TGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGTGTGATATTTGCAACCCAGGT TCACACTCACCCATATTCACACT 73 44 11 21 254 23 57,832 59,417 40,000 35,500 6,750,682 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:21927:24427 1 105 83 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 19 42 242 TGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGTGTGATATTTGCAACCCAGGT ACACTCACCCATATTCACACTCA 73 42 11 21 252 23 57,832 59,417 40,000 34,100 6,750,682 D 254 AAAGGGGTTTTGTGATATTTGCAACCCAGGTTCAAATAGATGTGAGCTCAGCACCAATTGATAAATTCATCCAagagagACAACAAATAAGGTTGCTGTGAGGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGCGTGAGTCTGAGCGTGAAtgtgtgtgtgtgtgtgTTTGTGAATATGGGTGAGTGTGAGTGAGAATCTGAGTGTGAGTGAGTGTGAATATGGGTGAGTGTGA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 1 1 8 1 189 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctc TCTCCCTCCGTGCCTCCA GGAATTGGGCAGAGGAGGAA 1 42 1 18 189 20 61,993 59,374 38,600 33,600 4,618,490 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 0 0 8 1 190 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctc TCTCCCTCCGTGCCTCCA GGGAATTGGGCAGAGGAGG 1 44 1 18 190 19 61,993 59,771 38,600 43,000 5,221,151 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 0 0 8 1 190 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctc TCTCCCTCCGTGCCTCCA GGGAATTGGGCAGAGGAGGA 1 43 1 18 190 20 61,993 61,282 38,600 37,100 5,274,566 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 0 0 8 1 190 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctc TCTCCCTCCGTGCCTCCA GGGAATTGGGCAGAGGAGGAA 1 42 1 18 190 21 61,993 61,813 38,600 33,600 6,805,875 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 0 0 8 0 188 CTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcCTCCCTCCGTGCCTCCAC GGAATTGGGCAGAGGAGGAAT 0 41 2 18 189 21 61,776 59,784 40,200 30,100 4,992,080 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2122:8623:41743 1 20 108 23 3 AG CTCTCTCTCTCTCTGTATTTCTCTCGTCTCTCTATCTC NA 0 0 8 0 188 CTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcCTCCCTCCGTGCCTCCAC GGAATTGGGCAGAGGAGGAA 0 42 2 18 189 20 61,776 59,374 40,200 33,600 4,401,503 D 196 TCTCCCTCCGTGCCTCCACctctctctctctctGTATTtctctcGtctctcTAtctctctctctctctctctctctctctctctctctctctctctctcTTTCTCTGtctctcATTTtctctctctcTTTCTTTGTCTGTCAGtctctctcTATCACTTTCTCCATCTATTCCTCCTCTGCCCAATTCCCCTTTAA

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 1 90 AACagagagACAGGGATGAGCAacacacacacacacaca AACAGAGAGACAGGGATGAGC GGTCTTTCCTGTCCCTCTGC 1 2 1 21 90 20 59,170 60,036 42,600 42,600 1,866,392 F 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 90 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGC TGGTCTTTCCTGTCCCTCTG 1 3 2 20 91 20 58,516 58,648 42,600 33,500 2,836,121 F 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 0 90 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGCA TGGTCTTTCCTGTCCCTCTG 0 3 2 21 91 20 60,273 58,648 42,600 33,500 2,625,012 F 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 11 1 173 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGC GGTGGCTCTGTTTGTGTGTG 1 12 2 20 174 20 58,516 59,618 42,600 38,200 1,865,839 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 0 173 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGCA GGTGGCTCTGTTTGTGTGTG 0 12 2 21 174 20 60,273 59,618 42,600 38,200 1,654,729 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 0 172 CagagagACAGGGATGAGCAacacacacacacacacaca CAGAGAGACAGGGATGAGCA GGTGGCTCTGTTTGTGTGTG 0 12 3 20 174 20 58,517 59,618 42,600 38,200 1,864,755 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 0 194 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGCA TGTGTGGGTGTTGCTCTCTC 0 33 2 21 195 20 60,273 59,893 42,600 32,000 1,379,636 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 0 195 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGCA CTGTGTGGGTGTTGCTCTCT 0 34 2 21 196 20 60,273 59,893 42,600 31,000 1,380,384 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2123:6431:20823 1 23 120 23 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 0 196 ACagagagACAGGGATGAGCAacacacacacacacacac ACAGAGAGACAGGGATGAGCA TCTGTGTGGGTGTTGCTCTC 0 35 2 21 197 20 60,273 59,893 42,600 32,000 1,379,636 G 205 AACagagagACAGGGATGAGCAacacacacacacacacacacacacacacacacacacacacacacacATGCAGAGGGACAGGAAAGACCAacacacacacAGAGTGACAGGAGACAGGAacacacacacacacacacacacGAGAAAGCAAGacacacacAAACAGAGCCACCGgagagaGCAACACCcacacaGAGTGACAGG

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 63 231 CCGTACAAGGCAGATGCTCAGCAAACACAGTGAACCCGTACAAGGCAGATGCTCA GCGTGGCCTAAGAGTCAAGA 82 63 6 20 236 20 60,108 59,753 42,600 30,200 0.354820 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 37 186 TGATTTGCATGCAGTCACCGGAATCAGCAATCAAGATGATTTGCATGCAGTCACCG GCGTGGCCTAAGAGTCAAGA 37 63 51 20 236 20 59,477 59,753 49,400 30,200 0.769261 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 36 185 GATTTGCATGCAGTCACCGGAATCAGCAATCAAGA GATTTGCATGCAGTCACCGG GCGTGGCCTAAGAGTCAAGA 36 63 52 20 236 20 60,179 59,753 52,800 30,200 0.425790 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 63 232 TCCGTACAAGGCAGATGCTCAGCAAACACAGTGAA TCCGTACAAGGCAGATGCTC GCGTGGCCTAAGAGTCAAGA 83 63 5 20 236 20 59,824 59,753 42,600 30,200 0.422395 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 12 137 CAGCAATCAAGAATTCGGGCAGACTGTTATGAGacaCAGCAATCAAGAATTCGGGCA ACGGATCAACGTCCATGATGA 12 37 75 21 211 21 59,526 59,519 53,600 29,200 2,954,222 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 10 135 GCAATCAAGAATTCGGGCAGACTGTTATGAGacaca GCAATCAAGAATTCGGGCAGA ACGGATCAACGTCCATGATGA 10 37 77 21 211 21 59,255 59,519 42,600 29,200 3,225,633 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 6 131 TCAAGAATTCGGGCAGACTGTTATGAGacacacacac TCAAGAATTCGGGCAGACTGT ACGGATCAACGTCCATGATGA 6 37 81 21 211 21 59,652 59,519 35,500 29,200 2,828,252 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 40 189 GCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAGCCTGATTTGCATGCAGTCA GCGTGGCCTAAGAGTCAAGA 40 63 48 20 236 20 59,471 59,753 34,100 30,200 0.775559 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2124:30178:55245 1 108 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 63 223 GGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGGGCAGATGCTCAGCAAACAC GCGTGGCCTAAGAGTCAAGA 74 63 14 20 236 20 60,109 59,753 33,200 30,200 0.356047 A 245 CTCCTCCGTACAAGGCAGATGCTCAGCAAACACAGTGAACTAGCTAAGCCTGATTTGCATGCAGTCACCGGAATCAGCAATCAAGAATTCGGGCAGACTGTTATGAGacacacacacacacacacacacacacacacacacacacacacacacCCATCAGAAACACGTCTTTCCTCTTTCTAGTGCCCCTTCATCATGGACGTTGATCCGTTCACTTCTTGACTCTTAGGCCACGCCACCCAAGT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 3 113 TGATCCTCAGCTCTGCAGGAGTGtatatatatatatatat TGATCCTCAGCTCTGCAGGA CATCCAGGAGTGCAGGCC 3 26 23 20 135 18 60,325 60,124 38,600 51,900 2,449,420 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 3 155 TGATCCTCAGCTCTGCAGGAGTGtatatatatatatatat TGATCCTCAGCTCTGCAGGA TCCCTTCTTGTAAGCGAGAACA 3 64 23 20 177 22 60,325 59,369 38,600 31,800 2,956,078 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 2 112 GATCCTCAGCTCTGCAGGAGTGtatatatatatatatata GATCCTCAGCTCTGCAGGAG CATCCAGGAGTGCAGGCC 2 26 24 20 135 18 59,610 60,124 36,900 51,900 2,514,528 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 2 154 GATCCTCAGCTCTGCAGGAGTGtatatatatatatatata GATCCTCAGCTCTGCAGGAG TCCCTTCTTGTAAGCGAGAACA 2 64 24 20 177 22 59,610 59,369 36,900 31,800 3,021,186 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 1 111 ATCCTCAGCTCTGCAGGAGTGtatatatatatatatatataATCCTCAGCTCTGCAGGAGT CATCCAGGAGTGCAGGCC 1 26 25 20 135 18 60,325 60,124 38,500 51,900 2,449,887 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:29569:24163 1 46 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 1 153 ATCCTCAGCTCTGCAGGAGTGtatatatatatatatatataATCCTCAGCTCTGCAGGAGT TCCCTTCTTGTAAGCGAGAACA 1 64 25 20 177 22 60,325 59,369 38,500 31,800 2,956,546 F 208 CTTAAATTTCCATGTCCAGACTTGATCCTCAGCTCTGCAGGAGTGtatatatatatatatatatatatatatatatatatatatatatataAAACatatatAATGTATGTAAGTgggggCCTGCACTCCTGGATGCATTTtatataACATAAAGTTGTTCTCGCTTACAAGAAGGGAAATGAATAAAATAATTTATTTGTCTAAAATT

ST‐E00142:460:H2K7HCCXY:6:2201:32390:59710 1 42 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 14 1 90 TCCAAGTGTTCTACAATCAGGTTacacacacacacacac TCCAAGTGTTCTACAATCAGGT TGAGAGCGAGTGTGTGTGAG 1 1 19 22 108 20 57,025 59,688 40,000 35,100 5,286,747 F 109 ctctctTCCCACTAAATTTCCAAGTGTTCTACAATCAGGTTacacacacacacacacacacacacacacacacacacacacacacacTCTcacacacaCTCGCTCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:32390:59710 1 42 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 1 91 TCCAAGTGTTCTACAATCAGGTTacacacacacacacac TCCAAGTGTTCTACAATCAGGT GTGAGAGCGAGTGTGTGTGA 1 2 19 22 109 20 57,025 59,969 40,000 35,800 5,005,418 F 109 ctctctTCCCACTAAATTTCCAAGTGTTCTACAATCAGGTTacacacacacacacacacacacacacacacacacacacacacacacTCTcacacacaCTCGCTCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:32390:59710 1 42 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 0 91 TCCAAGTGTTCTACAATCAGGTTacacacacacacacac TCCAAGTGTTCTACAATCAGGTT GTGAGAGCGAGTGTGTGTGA 0 2 19 23 109 20 57,695 59,969 35,000 35,800 5,335,459 F 109 ctctctTCCCACTAAATTTCCAAGTGTTCTACAATCAGGTTacacacacacacacacacacacacacacacacacacacacacacacTCTcacacacaCTCGCTCTCAC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 9 1 107 CTCCTGGGCTCCAAACTCTGATATCCCAATATGGGACTCCTGGGCTCCAAACTCTG AGTGCTTTCGTTTGTTTATGTGT 17 1 121 20 227 23 60,036 57,757 33,500 37,200 5,279,055 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 109 CACTCCTGGGCTCCAAACTCTGATATCCCAATATGG CACTCCTGGGCTCCAAACTC AGTGCTTTCGTTTGTTTATGTGT 19 1 119 20 227 23 60,322 57,757 30,100 37,200 5,565,434 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 134 TGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTTGCCTCAATTCCACTGACGT AGTGCTTTCGTTTGTTTATGTGT 44 1 94 20 227 23 59,604 57,757 43,400 37,200 5,639,861 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 141 CGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCGTCAGGTGCCTCAATTCCA AGTGCTTTCGTTTGTTTATGTGT 51 1 87 20 227 23 60,322 57,757 35,300 37,200 5,564,990 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 156 CGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCAC CGCCTTTAGCACTACCGTCA AGTGCTTTCGTTTGTTTATGTGT 66 1 72 20 227 23 60,109 57,757 43,500 37,200 5,352,418 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 160 TACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATT TACGCGCCTTTAGCACTACC AGTGCTTTCGTTTGTTTATGTGT 70 1 68 20 227 23 60,179 57,757 31,800 37,200 5,422,555 A 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 162 ggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAA GGTACGCGCCTTTAGCACTA AGTGCTTTCGTTTGTTTATGTGT 72 1 66 20 227 23 60,179 57,757 27,400 37,200 5,422,555 F 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 200 GCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAA GCAGTTTCATCCGGGACTGA AGTGCTTTCGTTTGTTTATGTGT 110 1 28 20 227 23 60,036 57,757 34,100 37,200 5,279,814 F 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 226 GCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCA GCGTCTTGAGACTGTTGGGA AGTGCTTTCGTTTGTTTATGTGT 136 1 2 20 227 23 59,966 57,757 43,700 37,200 5,276,930 F 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2201:5863:40266 1 158 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 227 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATGCGTCTTGAGACTGTTGGG AGTGCTTTCGTTTGTTTATGTGT 137 1 1 20 227 23 60,250 57,757 41,200 37,200 5,493,294 F 258 TGCGTCTTGAGACTGTTGGGAAACCTGGCAGTTTCATCCGGGACTGAAGTTGGATGGTTTAAgggggTACGCGCCTTTAGCACTACCGTCAGGTGCCTCAATTCCACTGACGTTTTCCCACTCCTGGGCTCCAAACTCTGATATCCCAATATGGGATcacacacacacacacacacacacacacacacacacacacacacacaAACACATAAACAAACGAAAGCACTTAAACAAacacacacacacacAATCTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 1 1 5 1 139 ACAAGCCTGCACTGTCACAGacacacATGCACCCAGAACAAGCCTGCACTGTCACAG TGTGAGTCCCTGTGCACTTAC 43 1 26 20 164 21 60,817 59,930 36,600 23,400 1,886,959 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 5 0 138 ACAAGCCTGCACTGTCACAGacacacATGCACCCAGAACAAGCCTGCACTGTCACAG GTGAGTCCCTGTGCACTTACT 43 0 26 20 163 21 60,817 59,655 36,600 22,400 2,161,588 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 3 135 CCTGCACTGTCACAGacacacATGCACCCAGACACAGCCTGCACTGTCACAGACACA GTGTGAGTCCCTGTGCACTT 38 3 31 20 165 20 60,179 60,179 37,200 31,600 0.358121 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 3 139 CAAGCCTGCACTGTCACAGacacacATGCACCCAGACCAAGCCTGCACTGTCACAG GTGTGAGTCCCTGTGCACTT 43 3 27 19 165 20 59,053 60,179 36,600 31,600 2,126,059 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 6 3 140 ACAAGCCTGCACTGTCACAGacacacATGCACCCAGAACAAGCCTGCACTGTCACAG GTGTGAGTCCCTGTGCACTT 43 3 26 20 165 20 60,817 60,179 36,600 31,600 0.995871 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 10 3 109 CCCAGACACAGAACcacacacaCGCAGTGAGActctct CCCAGACACAGAACCACACA GTGTGAGTCCCTGTGCACTT 12 3 57 20 165 20 59,820 60,179 37,200 31,600 0.359217 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 10 3 111 CACCCAGACACAGAACcacacacaCGCAGTGAGActc CACCCAGACACAGAACCACA GTGTGAGTCCCTGTGCACTT 14 3 55 20 165 20 59,820 60,179 41,700 31,600 0.359217 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 13 48 200 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAA CGAGTCTGTCCGTATGTCAG 59 48 11 19 210 20 59,717 57,540 33,300 35,100 3,743,730 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 13 48 202 CACAGATGCACAAGCGCACAAGCCTGCACTGTCAC CACAGATGCACAAGCGCAC CGAGTCTGTCCGTATGTCAG 61 48 9 19 210 20 60,442 57,540 53,400 35,100 3,901,759 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 58 240 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG TCTGTGCATTTGAGTGTCTGT 58 87 11 20 250 21 60,728 57,802 31,600 34,100 3,926,538 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 58 240 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG TCTGTGCATTTGAGTGTCTGTT 58 86 11 20 250 22 60,728 58,455 31,600 31,600 4,272,813 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 58 241 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG ATCTGTGCATTTGAGTGTCTGT 58 87 11 20 251 22 60,728 58,252 31,600 34,100 4,476,212 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 48 200 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG CGAGTCTGTCCGTATGTCAG 58 48 11 20 210 20 60,728 57,540 31,600 35,100 3,188,372 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 42 194 CAAGCCTGCACTGTCACAGacacacATGCACCCAGACCAAGCCTGCACTGTCACAGA TGTCTGTGTGCGAGTCTGTC 42 58 27 20 220 20 60,534 59,969 34,100 35,100 0.564304 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 38 190 CCTGCACTGTCACAGacacacATGCACCCAGACACAGCCTGCACTGTCACAGACACA TGTCTGTGTGCGAGTCTGTC 38 58 31 20 220 20 60,179 59,969 37,200 35,100 0.209849 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 38 191 CCTGCACTGTCACAGacacacATGCACCCAGACACAGCCTGCACTGTCACAGACACA GTGTCTGTGTGCGAGTCTGT 38 59 31 20 221 20 60,179 60,249 37,200 34,100 0.428148 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 14 166 CACCCAGACACAGAACcacacacaCGCAGTGAGActc CACCCAGACACAGAACCACA TGTCTGTGTGCGAGTCTGTC 14 58 55 20 220 20 59,820 59,969 41,700 35,100 0.210944 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 13 165 ACCCAGACACAGAACcacacacaCGCAGTGAGActctcACCCAGACACAGAACCACAC TGTCTGTGTGCGAGTCTGTC 13 58 56 20 220 20 59,820 59,969 38,200 35,100 0.211180 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 12 164 CCCAGACACAGAACcacacacaCGCAGTGAGActctct CCCAGACACAGAACCACACA TGTCTGTGTGCGAGTCTGTC 12 58 57 20 220 20 59,820 59,969 37,200 35,100 0.210944 F 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 6 158 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG TAGGTGTGAGTCCCTGTGCA 58 6 11 20 168 20 60,728 60,471 31,600 45,700 1,199,151 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2202:28432:43501 1 89 54 23 1.5 AC CTCTCTCTCACACACACACACACACACACACACACA NA 0 0 14 3 155 CAGATGCACAAGCGCACAAGCCTGCACTGTCACAG CAGATGCACAAGCGCACAAG GTGTGAGTCCCTGTGCACTT 58 3 11 20 165 20 60,728 60,179 31,600 31,600 0.907174 B 252 CACAGATGCACAGATGCACAAGCGCACAAGCCTGCACTGTCACAGacacacATGCACCCAGACACAGAACcacacacaCGCAGTGAGActctctctcacacacacacacacacacacacacacacacacacacacacacacaAGTAAGTGCACAGGGACTCACACCTAAACCcacacaAGGGATcacacaCTGACATACGGACAGACTCGcacacaGACACGcacacaAACAGACACTCAAATGCACAGATT

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 17 145 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC TACAGGATGCCAGCAGGTTG 17 44 1 18 145 20 58,392 60,035 39,700 37,700 3,643,584 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 148 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC TGTTACAGGATGCCAGCAGG 17 47 1 18 148 20 58,392 60,035 39,700 48,500 3,643,584 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 234 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC CCATCAGTGCGGAAGTGGAA 17 133 1 18 234 20 58,392 60,322 39,700 35,300 3,929,996 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 237 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC AGTCCATCAGTGCGGAAGTG 17 136 1 18 237 20 58,392 60,037 39,700 31,600 3,645,384 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 238 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC CAGTCCATCAGTGCGGAAGT 17 137 1 18 238 20 58,392 60,037 39,700 30,100 3,645,384 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 240 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC GCCAGTCCATCAGTGCGGAA 17 139 1 18 240 20 58,392 62,803 39,700 43,000 6,411,587 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 241 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC AGCCAGTCCATCAGTGCG 17 142 1 18 241 18 58,392 59,733 39,700 53,400 5,875,438 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 17 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC CAGCCAGTCCATCAGTGCG 17 142 1 18 242 19 58,392 61,105 39,700 53,400 5,713,291 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 17 130 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC GGTTGCCAGCCTTCCAGTTA 17 29 1 18 130 20 58,392 60,251 39,700 22,400 3,859,597 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 17 147 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC GTTACAGGATGCCAGCAGGT 17 46 1 18 147 20 58,392 60,035 39,700 40,000 3,643,488 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 17 129 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC GTTGCCAGCCTTCCAGTTATG 17 27 1 18 129 21 58,392 59,526 39,700 19,000 5,082,509 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2203:18365:22335 1 36 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 17 130 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccac GTTGCAGATGGCCTTCCC GGTTGCCAGCCTTCCAGTT 17 30 1 18 130 19 58,392 60,532 39,700 31,600 5,140,034 F 242 GTTGCAGATGGCCTTCCCCATCCAACAcccccccccacacacacacacacacacacacacacacacacacacacacacacacccccACCCCGTGACGTGGCTGCAGCCCATAACTGGAAGGCTGGCAACCTGCTGGCATCCTGTAACAAACCCAGCATGGATCTGCTGGGCTGCAAGGGTTACAGCTGTGGCCACAGACCATCCTGTGGAGGGGTTCCACTTCCGCACTGATGGACTGGCTG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 18 197 CCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCC CCAGTGCACTGAGGCAGAC CCAGTGAGATAAGCCTCTGATATGT 89 18 8 19 204 25 60,670 59,754 35,100 22,900 6,916,158 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 10 123 CCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGCCCACTCCCAGAGAACCCT GCCTCTGATATGTATGGCTGC 27 10 70 19 192 21 60,230 58,646 43,400 52,500 3,583,917 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 120 CACTCCCAGAGAACCCTGCCACCCCATATCAGGGG CACTCCCAGAGAACCCTGC CCTCTGATATGTATGGCTGCCA 25 8 72 19 191 22 59,702 59,696 48,500 49,200 3,601,904 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 122 CCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGCCCACTCCCAGAGAACCCT CCTCTGATATGTATGGCTGCCA 27 8 70 19 191 22 60,230 59,696 43,400 49,200 3,533,547 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 8 155 TCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCC TCCTGCCTCCGCATTCATTC CCTCTGATATGTATGGCTGCCA 59 8 37 20 191 22 60,464 59,696 26,700 49,200 2,768,263 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 19 196 CAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCT CAGTGCACTGAGGCAGACC CCAGTGAGATAAGCCTCTGATATG 88 19 9 19 204 24 60,670 58,278 38,500 17,800 7,392,669 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 196 CAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCT CAGTGCACTGAGGCAGACC CCAGTGAGATAAGCCTCTGATATGT 88 18 9 19 204 25 60,670 59,754 38,500 22,900 6,916,158 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 10 157 ATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCC ATCCTGCCTCCGCATTCATT GCCTCTGATATGTATGGCTGC 60 10 36 20 192 21 59,816 58,646 25,700 52,500 2,538,711 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2205:15097:61468 1 116 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 156 ATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCC ATCCTGCCTCCGCATTCATT CCTCTGATATGTATGGCTGCCA 60 8 36 20 191 22 59,816 59,696 25,700 49,200 2,488,341 A 204 AGAAGTGCCAGTGCACTGAGGCAGACCTTTTACCCATCCTGCCTCCGCATTCATTCTGGGGTCACCCAGCCCACTCCCAGAGAACCCTGCCACCCCATATCAGGGGCGAAAACTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCCTTATTTTGGCAGCCATACATATCAGAGGCTTATCTCACTGG

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 14 139 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA AAGACATGCCACAACCTCCT 14 39 1 20 139 20 58,241 59,226 35,300 36,900 2,532,581 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 140 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA AAAGACATGCCACAACCTCCT 14 39 1 20 140 21 58,241 59,854 35,300 36,900 2,904,674 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 164 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA ATGATCTTACCCACGCCACA 14 64 1 20 164 20 58,241 59,091 35,300 41,700 2,667,846 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA GTCCCATTCTGCACACCAAA 14 124 1 20 224 20 58,241 58,673 35,300 32,800 3,086,239 F 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 13 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAAT GTCCCATTCTGCACACCAAA 13 124 1 21 224 20 58,692 58,673 30,100 32,800 3,635,071 F 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 138 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA AGACATGCCACAACCTCCTT 14 38 1 20 138 20 58,241 59,226 35,300 33,600 2,532,581 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 163 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA TGATCTTACCCACGCCACAT 14 63 1 20 163 20 58,241 59,091 35,300 32,100 2,667,846 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 199 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA AGCATTTCTAACCGATGGCT 14 99 1 20 199 20 58,241 57,282 35,300 47,500 4,476,575 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 200 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA CAGCATTTCTAACCGATGGC 14 100 1 20 200 20 58,241 57,237 35,300 44,000 4,522,185 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 14 200 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA CAGCATTTCTAACCGATGGCT 14 99 1 20 200 21 58,241 58,708 35,300 47,500 4,051,203 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 14 201 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA ACAGCATTTCTAACCGATGGC 14 100 1 20 201 21 58,241 58,983 35,300 44,000 3,775,985 F 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:19187:59798 1 35 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 14 136 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtg CAGAGGCATTGCTGATGGAA ACATGCCACAACCTCCTTCT 14 36 1 20 136 20 58,241 59,226 35,300 28,500 2,532,581 B 224 CAGAGGCATTGCTGATGGAATTtctctcGAGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCACCTACAGCATATACAGAGGTAGAGAAATGTGAAGAAGGAGGTTGTGGCATGTCTTTGTAATGTGGCGTGGGTAAGATCATTTTACAGAATTGTTTAGCCATCGGTTAGAAATGCTGtttttttGGTGTGCAGAATGGGAC

ST‐E00142:460:H2K7HCCXY:6:2206:28016:10222 1 28 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 16 4 98 acacacCCACTcacacaATCATACAGacacacacacacacaACACACCCACTCACACAATCA TTGTGTGTGAGTGTGTATCTGT 5 4 2 21 99 22 59,788 57,599 25,700 34,100 5,612,232 F 138 GacacacCCACTcacacaATCATACAGacacacacacacacacacacacacacacacacacacacacacacacTCATACAGATacacacTcacacacaATCATACAGATacacacacacacAATCATATAGATGCACA

ST‐E00142:460:H2K7HCCXY:6:2206:28016:10222 1 28 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 5 105 acacacCCACTcacacaATCATACAGacacacacacacacaACACACCCACTCACACAATCA TGTATGATTGTGTGTGAGTGTGT 5 10 2 21 106 23 59,788 58,297 25,700 37,200 5,914,533 F 138 GacacacCCACTcacacaATCATACAGacacacacacacacacacacacacacacacacacacacacacacacTCATACAGATacacacTcacacacaATCATACAGATacacacacacacAATCATATAGATGCACA

ST‐E00142:460:H2K7HCCXY:6:2206:28016:10222 1 28 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 20 5 106 acacacCCACTcacacaATCATACAGacacacacacacacaACACACCCACTCACACAATCA CTGTATGATTGTGTGTGAGTGTGT 5 10 2 21 107 24 59,788 59,248 25,700 37,200 5,963,302 F 138 GacacacCCACTcacacaATCATACAGacacacacacacacacacacacacacacacacacacacacacacacTCATACAGATacacacTcacacacaATCATACAGATacacacacacacAATCATATAGATGCACA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 12 117 CCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacCCCTCACACCAGCTGTCTTT ATTGTAAAGTTGAGTAATGCTGGG 12 15 150 20 266 24 59,891 57,485 25,200 44,500 6,624,614 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 15 239 CCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGC CCTGCCATCCCAGAAATCAG TTGTAAAGTTGAGTAATGCTGGG 135 15 27 20 265 23 58,311 57,042 29,000 44,500 7,646,615 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 15 239 CCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGC CCTGCCATCCCAGAAATCAGA TTGTAAAGTTGAGTAATGCTGGG 134 15 27 21 265 23 59,786 57,042 32,700 44,500 7,171,520 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 15 243 CAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTCAGTCCTGCCATCCCAGAAA TTGTAAAGTTGAGTAATGCTGGG 139 15 23 20 265 23 59,671 57,042 25,200 44,500 6,287,103 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 12 116 CCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacCCCTCACACCAGCTGTCTTT TTGTAAAGTTGAGTAATGCTGGG 12 15 150 20 265 23 59,891 57,042 25,200 44,500 6,067,184 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 10 115 CCTCACACCAGCTGTCTTTCACTCAATTAAAacacacaCCTCACACCAGCTGTCTTTCA TTGTAAAGTTGAGTAATGCTGGG 10 15 151 21 265 23 60,203 57,042 26,900 44,500 7,160,529 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 237 TGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTC TGCCATCCCAGAAATCAGACT TTGTAAAGTTGAGTAATGCTGGG 132 15 29 21 265 23 59,082 57,042 32,400 44,500 7,876,104 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 249 ACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTACATGTCAGTCCTGCCATCC TTGTAAAGTTGAGTAATGCTGGG 145 15 17 20 265 23 59,746 57,042 35,100 44,500 6,212,020 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 15 144 CCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACA CCAGGTGTGGTCTTCTGATTCA TTGTAAAGTTGAGTAATGCTGGG 38 15 122 22 265 23 59,961 57,042 25,700 44,500 7,996,794 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 15 252 CTCACATGTCAGTCCTGCCATCCCAGAAATCAGACT CTCACATGTCAGTCCTGCCA TTGTAAAGTTGAGTAATGCTGGG 148 15 14 20 265 23 59,677 57,042 49,200 44,500 6,280,490 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 102 CCTCACACCAGCTGTCTTTCACTCAATTAAAacacacaCCTCACACCAGCTGTCTTTCA TAATGCTGGGTGTGTGTGCA 10 5 151 21 252 20 60,203 60,179 26,900 45,700 1,381,693 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 103 CCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacCCCTCACACCAGCTGTCTTT TAATGCTGGGTGTGTGTGCA 12 5 150 20 252 20 59,891 60,179 25,200 45,700 0.288349 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 157 AGGAGACCAAAGCTGcacacaATATTCCAGGTGTGG AGGAGACCAAAGCTGCACAC TAATGCTGGGTGTGTGTGCA 66 5 96 20 252 20 60,536 60,179 38,200 45,700 0.715013 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 158 AAGGAGACCAAAGCTGcacacaATATTCCAGGTGTG AAGGAGACCAAAGCTGCACA TAATGCTGGGTGTGTGTGCA 67 5 95 20 252 20 59,817 60,179 45,700 45,700 0.362498 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 236 ACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTACATGTCAGTCCTGCCATCC TAATGCTGGGTGTGTGTGCA 145 5 17 20 252 20 59,746 60,179 35,100 45,700 0.433185 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 239 CTCACATGTCAGTCCTGCCATCCCAGAAATCAGACT CTCACATGTCAGTCCTGCCA TAATGCTGGGTGTGTGTGCA 148 5 14 20 252 20 59,677 60,179 49,200 45,700 0.501654 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 240 CCTCACATGTCAGTCCTGCCATCCCAGAAATCAGAC CCTCACATGTCAGTCCTGCC TAATGCTGGGTGTGTGTGCA 149 5 13 20 252 20 60,392 60,179 48,500 45,700 0.571200 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 5 241 CCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGA CCCTCACATGTCAGTCCTGC TAATGCTGGGTGTGTGTGCA 150 5 12 20 252 20 60,392 60,179 48,500 45,700 0.571200 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 15 146 TTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACTTCCAGGTGTGGTCTTCTGA TTGTAAAGTTGAGTAATGCTGGG 42 15 120 20 265 23 58,199 57,042 32,700 44,500 7,759,085 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 104 CCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacCCCTCACACCAGCTGTCTTT GTAATGCTGGGTGTGTGTGC 12 6 150 20 253 20 59,891 59,759 25,200 45,700 0.350288 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 159 AAGGAGACCAAAGCTGcacacaATATTCCAGGTGTG AAGGAGACCAAAGCTGCACA GTAATGCTGGGTGTGTGTGC 67 6 95 20 253 20 59,817 59,759 45,700 45,700 0.424437 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 237 ACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTACATGTCAGTCCTGCCATCC GTAATGCTGGGTGTGTGTGC 145 6 17 20 253 20 59,746 59,759 35,100 45,700 0.495123 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 6 240 CTCACATGTCAGTCCTGCCATCCCAGAAATCAGACT CTCACATGTCAGTCCTGCCA GTAATGCTGGGTGTGTGTGC 148 6 14 20 253 20 59,677 59,759 49,200 45,700 0.563593 F 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2206:8400:69027 1 182 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 15 145 TCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCAC TCCAGGTGTGGTCTTCTGAT TTGTAAAGTTGAGTAATGCTGGG 41 15 121 20 265 23 57,970 57,042 29,000 44,500 7,987,869 B 268 GACTTAATCTCCCCTCACATGTCAGTCCTGCCATCCCAGAAATCAGACTAGTAAACCTTTGCTCCCTCTATAGCAAATACATCCTTCCTCAGATAAGGAGACCAAAGCTGcacacaATATTCCAGGTGTGGTCTTCTGATTCATCAAACCCCTCACACCAGCTGTCTTTCACTCAATTAAAacacacacacacacacacacacacacacacacacacacacacacacAGACGTGcacacacaCCCAGCATTACTCAACTTTACAATAA

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 6 22 132 AGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAGGTCCCACAAAGAGGCTCT ACCCTGTGTAGAAGCAAGCA 22 24 42 20 173 20 60,475 59,235 40,900 39,100 1,239,550 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 22 155 AGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAGGTCCCACAAAGAGGCTCT GTCAGTTGTGGGACTGGACA 22 47 42 20 196 20 60,475 59,532 40,900 40,200 0.942886 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 22 205 AGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAGGTCCCACAAAGAGGCTCT CCAGTACCATCCACAGTGTG 22 97 42 20 246 20 60,475 57,901 40,900 38,200 2,573,801 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 20 203 GTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAAGTCCCACAAAGAGGCTCTGA CCAGTACCATCCACAGTGTG 20 97 44 20 246 20 59,313 57,901 32,700 38,200 2,786,495 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 131 GGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTG GGTCCCACAAAGAGGCTCTG ACCCTGTGTAGAAGCAAGCA 21 24 43 20 173 20 60,322 59,235 33,500 39,100 1,086,898 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 133 GGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTG GGTCCCACAAAGAGGCTCTG AGACCCTGTGTAGAAGCAAGC 21 25 43 20 175 21 60,322 59,997 33,500 40,100 1,324,553 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 152 GGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTG GGTCCCACAAAGAGGCTCTG CAGTTGTGGGACTGGACAGA 21 45 43 20 194 20 60,322 59,241 33,500 34,100 1,080,742 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 154 GGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTG GGTCCCACAAAGAGGCTCTG GTCAGTTGTGGGACTGGACA 21 47 43 20 196 20 60,322 59,532 33,500 40,200 0.790234 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:16264:22563 1 84 46 23 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 21 204 GGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTG GGTCCCACAAAGAGGCTCTG CCAGTACCATCCACAGTGTG 21 97 43 20 246 20 60,322 57,901 33,500 38,200 2,421,150 A 246 ACAAGTTTCTACCCCAAAGTGTTGTATGTTGTATGTTCAGTAGGTCCCACAAAGAGGCTCTGAGTCTTGTATGGTTGAACATTtatatatatatatatatatatatatatatatatatatatatatataGGCCCAAACTATGAGCTAACTGCATGCTTGCTTCTACACAGGGTCTCTGTCCAGTCCCACAACTGACTCTAGTCTCAGGTCATGTGTCTCTTTACACCACACTGTGGATGGTACTGG

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 7 3 118 CCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAA CCAGCTGTCATTCAGTTTCTGT TGTGAGTGGGTATTTGGGACA 26 3 84 22 201 21 58,855 58,941 34,100 40,200 5,203,212 A 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 119 TCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACA TCCAGCTGTCATTCAGTTTCTGT TGTGAGTGGGTATTTGGGACA 26 3 83 23 201 21 60,181 58,941 34,100 40,200 5,240,156 A 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 121 ACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATA ACTCCAGCTGTCATTCAGTTTCT TGTGAGTGGGTATTTGGGACA 28 3 81 23 201 21 59,928 58,941 25,200 40,200 5,130,889 A 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 133 acacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGT ACACAGTCATAAACTCCAGCTGT TGTGAGTGGGTATTTGGGACA 40 3 69 23 201 21 59,928 58,941 44,000 40,200 5,130,307 F 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 156 CTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACT CTCATGCTCCCTCCCTCTGC TGTGAGTGGGTATTTGGGACA 66 3 46 20 201 21 62,042 58,941 42,600 40,200 4,101,110 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 157 GCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACGCTCATGCTCCCTCCCTCT TGTGAGTGGGTATTTGGGACA 68 3 45 19 201 21 60,766 58,941 36,900 40,200 3,824,362 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 157 GCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACGCTCATGCTCCCTCCCTCTG TGTGAGTGGGTATTTGGGACA 67 3 45 20 201 21 62,042 58,941 33,500 40,200 4,101,110 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 170 CCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcac CCACCTCTCTCACGCTCATG TGTGAGTGGGTATTTGGGACA 80 3 32 20 201 21 60,179 58,941 30,700 40,200 2,237,821 F 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 3 190 CCCAAACATTCACTCAGTCTCCACctctctCACGCTCA CCCAAACATTCACTCAGTCTCCA TGTGAGTGGGTATTTGGGACA 97 3 12 23 201 21 60,497 58,941 38,600 40,200 5,555,398 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 3 138 GCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTGCCTCACACAGTCATAAACTCC TGTGAGTGGGTATTTGGGACA 46 3 64 22 201 21 58,997 58,941 38,500 40,200 5,062,186 F 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 3 190 CCCAAACATTCACTCAGTCTCCACctctctCACGCTCA CCCAAACATTCACTCAGTCTCC TGTGAGTGGGTATTTGGGACA 98 3 12 22 201 21 58,923 58,941 37,100 40,200 5,136,064 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 2 190 CCCAAACATTCACTCAGTCTCCACctctctCACGCTCA CCCAAACATTCACTCAGTCTCC TGTGAGTGGGTATTTGGGACAT 98 2 12 22 201 22 58,923 59,353 37,100 30,600 5,724,658 B 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 3 166 ctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCTCTCTCACGCTCATGCTCC TGTGAGTGGGTATTTGGGACA 76 3 36 20 201 21 60,249 58,941 47,000 40,200 2,307,695 F 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:23541:30949 1 132 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 3 167 CctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGCCTCTCTCACGCTCATGCTC TGTGAGTGGGTATTTGGGACA 77 3 35 20 201 21 60,249 58,941 42,600 40,200 2,307,695 F 245 TCACTCTCAGCCCCAAACATTCACTCAGTCTCCACctctctCACGCTCATGCTCCCTCCCTCTGCCTcacacaGTCATAAACTCCAGCTGTCATTCAGTTTCTGTCTCTTTCTCATACAATCATAGCTTCCctctctctctctctctctctctctctctctctctctctctctctctCAATGTCCCAAATACCCACTCACATTCTCCCCTtctctcTTGTCCAATAATTtatataGAtttttCTT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 7 24 196 cccAGTATCACCACTGTATAGtttttGCACACCTGTGA CCCAGTATCACCACTGTATAGTT CCCAAATAGATGGAGAGAGAGCA 51 24 21 23 216 23 57,129 59,355 22,400 42,600 9,516,608 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 19 190 cccAGTATCACCACTGTATAGtttttGCACACCTGTGA CCCAGTATCACCACTGTATAGTT TAGATGGAGAGAGAGCATGAGG 51 19 21 23 210 22 57,129 58,235 22,400 38,600 9,636,777 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 9 145 TCCTGCAAATTTGATtctctcActctctctCATtctctctctct TCCTGCAAATTTGATTCTCTCACT TGGAGAGAGAGCATGAGGGA 9 17 62 24 206 20 58,681 59,367 34,100 42,000 5,952,831 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 127 CCTGCAAATTTGATtctctcActctctctCATtctctctctctc CCTGCAAATTTGATTCTCTCACTCT GGAGAGCGTGAGGGAGAATG 7 0 63 25 189 20 59,585 59,896 32,400 26,700 5,519,014 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 128 TCCTGCAAATTTGATtctctcActctctctCATtctctctctct TCCTGCAAATTTGATTCTCTCACT GGAGAGCGTGAGGGAGAATG 9 0 62 24 189 20 58,681 59,896 34,100 26,700 5,423,390 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 128 TCCTGCAAATTTGATtctctcActctctctCATtctctctctct TCCTGCAAATTTGATTCTCTCACTC GGAGAGCGTGAGGGAGAATG 8 0 62 25 189 20 59,586 59,896 35,100 26,700 5,517,770 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 169 cccAGTATCACCACTGTATAGtttttGCACACCTGTGA CCCAGTATCACCACTGTATAGTT GGAGAGCGTGAGGGAGAATG 51 0 21 23 189 20 57,129 59,896 22,400 26,700 5,975,333 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 18 190 cccAGTATCACCACTGTATAGtttttGCACACCTGTGA CCCAGTATCACCACTGTATAGTT TAGATGGAGAGAGAGCATGAGGG 51 18 21 23 210 23 57,129 60,500 22,400 43,000 9,371,504 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2207:28838:52959 1 95 75 23 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 9 141 TCCTGCAAATTTGATtctctcActctctctCATtctctctctct TCCTGCAAATTTGATTCTCTCACT GAGAGAGCATGAGGGAGAGC 9 13 62 24 202 20 58,681 59,324 34,100 40,900 5,995,087 F 229 AATTTTGGCAATTAAAGTcccccAGTATCACCACTGTATAGtttttGCACACCTGTGATTTTCCTGCAAATTTGATtctctcActctctctCATtctctctctctctctctctctctctctctctctctctctctctctcAcactcactcactcactcactcactcactCATTCTCCCTCACGCTCTCCCTCATGctctctctCCATCTATTTGGGGCCATTAGAATAT

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 4 107 CTACACGTGACTCCAGGcccccGcacacacacacacacacCTACACGTGACTCCAGGCC GGGAGGTTTGCAGTTGAGAGT 4 10 71 19 177 21 59,784 60,203 51,900 32,400 2,418,465 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 14 171 CAGTCTGGCCCTACACGTGACTCCAGGcccccGcaca CAGTCTGGCCCTACACGTG CATTCGTCGTCCGTCCCTAG 14 65 61 19 231 20 60,080 59,971 44,900 30,200 1,108,854 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 14 181 CAGTCTGGCCCTACACGTGACTCCAGGcccccGcaca CAGTCTGGCCCTACACGTG CTAAGCCACCCATTCGTCGT 14 75 61 19 241 20 60,080 60,108 44,900 43,400 1,188,148 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 10 117 CAGTCTGGCCCTACACGTGACTCCAGGcccccGcaca CAGTCTGGCCCTACACGTG GGGAGGTTTGCAGTTGAGAGT 14 10 61 19 177 21 60,080 60,203 44,900 32,400 2,282,637 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 43 201 GGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTC GGGAAGGAGGGAAATCTGCC CATTCGTCGTCCGTCCCTAG 43 65 31 20 231 20 60,106 59,971 48,500 30,200 0.135504 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 43 210 GGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTC GGGAAGGAGGGAAATCTGCC TAAGCCACCCATTCGTCGTC 43 74 31 20 240 20 60,106 60,109 48,500 42,000 0.214989 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 43 211 GGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTC GGGAAGGAGGGAAATCTGCC CTAAGCCACCCATTCGTCGT 43 75 31 20 241 20 60,106 60,108 48,500 43,400 0.214798 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 43 254 GGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTC GGGAAGGAGGGAAATCTGCC CTGGTGCTCCGTTGTACCC 43 119 31 20 284 19 60,106 60,376 48,500 36,900 1,481,993 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 40 251 AAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGG AAGGAGGGAAATCTGCCGTC CTGGTGCTCCGTTGTACCC 40 119 34 20 284 19 59,747 60,376 47,900 36,900 1,628,850 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 37 248 GAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTGAGGGAAATCTGCCGTCCTT CTGGTGCTCCGTTGTACCC 37 119 37 20 284 19 59,747 60,376 33,600 36,900 1,628,850 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 12 169 GTCTGGCCCTACACGTGACTCCAGGcccccGcacacacGTCTGGCCCTACACGTGAC CATTCGTCGTCCGTCCCTAG 12 65 63 19 231 20 60,080 59,971 36,700 30,200 1,109,059 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:17624:2733 1 94 53 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 10 115 GTCTGGCCCTACACGTGACTCCAGGcccccGcacacacGTCTGGCCCTACACGTGAC GGGAGGTTTGCAGTTGAGAGT 12 10 63 19 177 21 60,080 60,203 36,700 32,400 2,282,843 F 286 GACCCGTCTGGTTCACTAACGTCCCTTGTAGGGAAGGAGGGAAATCTGCCGTCCTTACCCCAGTCTGGCCCTACACGTGACTCCAGGcccccGcacacacacacacacacacacacacacacacacacacacacacacaTacacacGATGCGGTTGACTCTCAACTGCAAACCTcccccccccTCTCTGCAATGGCCGAGCCAAgggggAGCTAGGGACGGACGACGAATGGGTGGCTTAGCCCACGCCCCGTGAAAAGTGAATGGGGTACAACGGAGCACCAGCG

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 11 5 130 AACTCATGAGCACCTCCATTTTCTATATTGTGCCACTAACTCATGAGCACCTCCATTT GAATCACACGCACACGCAC 20 5 39 21 168 19 57,554 60,439 23,200 53,400 4,885,152 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 5 140 AATTTACTATAACTCATGAGCACCTCCATTTTCTATA AATTTACTATAACTCATGAGCACCTC GAATCACACGCACACGCAC 25 5 29 26 168 19 57,105 60,439 38,500 53,400 10,333,479 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 5 140 AATTTACTATAACTCATGAGCACCTCCATTTTCTATA AATTTACTATAACTCATGAGCACCTCC GAATCACACGCACACGCAC 24 5 29 27 168 19 59,066 60,439 43,000 53,400 9,372,831 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 130 AACTCATGAGCACCTCCATTTTCTATATTGTGCCACTAACTCATGAGCACCTCCATTT GAATCACACGCACACGCACA 20 4 39 21 168 20 57,554 62,100 23,200 45,700 5,546,466 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 140 AATTTACTATAACTCATGAGCACCTCCATTTTCTATA AATTTACTATAACTCATGAGCACCTCC GAATCACACGCACACGCACA 24 4 29 27 168 20 59,066 62,100 43,000 45,700 10,034,145 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2209:9881:17237 1 80 65 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 13 0 125 AACTCATGAGCACCTCCATTTTCTATATTGTGCCACTAACTCATGAGCACCTCCATTT ACACGCACACGCACAGAAA 20 0 39 21 163 19 57,554 61,104 23,200 25,200 5,550,089 D 230 TGATTTTGATACTTTTCAGCCaaaaaGAAATTTACTATAACTCATGAGCACCTCCATTTTCTATATTGTGCCACTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATCTCtgtgtgtgtgtgtgTTTCTGTGCGTGTGCGTGTGATTCtgtgtgtgtgGTGTGCTTCTACCTCtgtgtgtgtgtgtgTATGTGTAtgtgtgtgtgCGTAT

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 31 163 TAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccc TAGGGTAGCAGCTCTTTCCC CCCACTCCACTCTCATCGTG 46 31 88 20 250 20 58,503 59,826 39,700 43,500 1,671,550 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 164 TAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccc TAGGGTAGCAGCTCTTTCCC TCCCACTCCACTCTCATCGT 46 32 88 20 251 20 58,503 59,960 39,700 37,300 1,536,926 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 165 ATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccATAGGGTAGCAGCTCTTTCCC TCCCACTCCACTCTCATCGT 46 32 87 21 251 20 58,949 59,960 39,700 37,300 2,090,682 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 190 AAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAAAATCCTACTGTTGATGCAAACG TCCCACTCCACTCTCATCGT 69 32 62 23 251 20 57,953 59,960 36,000 37,300 5,086,675 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 32 190 AAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAAAATCCTACTGTTGATGCAAACGT TCCCACTCCACTCTCATCGT 68 32 62 24 251 20 59,481 59,960 39,900 37,300 4,558,734 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 33 240 TTTATATTAATTTGCAACCTGCTCTGAATATTTATCT TTTATATTAATTTGCAACCTGCTCTGA ATTTCCCACTCCACTCTCATCG 112 33 15 27 254 22 58,034 59,831 32,700 38,400 11,135,171 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 33 190 ATCCTACTGTTGATGCAAACGTAATAGGGTAGCAG ATCCTACTGTTGATGCAAACGT TTTCCCACTCCACTCTCATCG 68 33 64 22 253 21 58,325 59,449 39,900 38,400 5,225,521 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 33 240 TTATATTAATTTGCAACCTGCTCTGAATATTTATCTT TTATATTAATTTGCAACCTGCTCTGAA TATTTCCCACTCCACTCTCATCG 111 33 16 27 255 23 58,034 59,615 30,200 38,400 12,350,608 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:21481:72033 1 154 46 23 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 33 240 TTATATTAATTTGCAACCTGCTCTGAATATTTATCTT TTATATTAATTTGCAACCTGCTCTGA TATTTCCCACTCCACTCTCATCG 112 33 16 26 255 23 57,482 59,615 32,700 38,400 11,903,218 F 264 ACTGGAGTAATTGTTTTATATTAATTTGCAACCTGCTCTGAATATTTATCTTTTAAGGTGAAAATCCTACTGTTGATGCAAACGTAATAGGGTAGCAGCTCTTTcccccTCCAATcccccccccccccccccccccccccccccccccccccccacacacacacacacacacacacacacacacacacacacacacacaGTTATTTTCAAAGGGTTGAAAATAACTGGAACACGATGAGAGTGGAGTGGGAAATAATTATTAGG

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 26 201 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC CCCGAATGCATCAATTGGAC 26 87 5 22 205 20 59,838 57,503 40,100 40,200 4,659,514 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 26 201 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC CCCGAATGCATCAATTGGACA 26 86 5 22 205 21 59,838 59,250 40,100 40,200 3,912,613 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 26 201 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC CCCGAATGCATCAATTGGACAA 26 85 5 22 205 22 59,838 59,834 40,100 31,800 4,328,458 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 15 133 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC AGCATACAACTCATTTCCACATTC 26 15 5 22 137 24 59,838 57,800 40,100 26,700 8,362,345 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 14 132 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC GCATACAACTCATTTCCACATTCT 26 14 5 22 136 24 59,838 57,800 40,100 24,000 8,362,345 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 14 133 GCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTGCCATGTCACTTTAGTCCTTGC AGCATACAACTCATTTCCACATTCT 26 14 5 22 137 25 59,838 59,052 40,100 24,000 8,110,569 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 8 188 AGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActAGTCCTTGCTAATAGATTTATGCTTTG CCCGAATGCATCAATTGGACA 8 86 18 27 205 21 58,156 59,250 27,700 40,200 10,594,449 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 7 186 TCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctcTCCTTGCTAATAGATTTATGCTTTGT CCCGAATGCATCAATTGGACA 7 86 20 26 205 21 57,248 59,250 28,300 40,200 10,502,211 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA
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ST‐E00142:460:H2K7HCCXY:6:2210:7446:3770 1 53 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 7 187 GTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActc GTCCTTGCTAATAGATTTATGCTTTGT CCCGAATGCATCAATTGGACA 7 86 19 27 205 21 58,375 59,250 28,300 40,200 10,374,982 A 228 TTAAGCCATGTCACTTTAGTCCTTGCTAATAGATTTATGCTTTGTAGCCAGActctctctctctctctctctctctctctctctctctctctctctctCAATGATAAACAATAGAATGTGGAAATGAGTTGTATGCTTATGATAATTAATTGTTAAAATATTAATCTAGTGAAAGCTTAATAATTGTCCAATTGATGCATTCGGGGCCAATGCTCATTAGAttttttA

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 5 231 TGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACATGCCAATGCAGTGAGTGTTT GCCTCCCACTCAGTAGCTCA 140 5 24 20 254 20 58,598 60,973 28,300 42,600 2,374,745 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 6 157 GCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAAT GCGTTTATTGTATTTAACCTGGTCT AGCCTCCCACTCAGTAGCTC 60 6 99 25 255 20 57,920 60,686 38,500 40,900 7,766,466 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 6 158 AGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAAAGCGTTTATTGTATTTAACCTGGTCT AGCCTCCCACTCAGTAGCTC 60 6 98 26 255 20 59,117 60,686 38,500 40,900 7,568,790 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 6 232 TGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACATGCCAATGCAGTGAGTGTTT AGCCTCCCACTCAGTAGCTC 140 6 24 20 255 20 58,598 60,686 28,300 40,900 2,087,874 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 105 CGTGCATACCCACACTCGAAGTTCTCACGTATacaca CGTGCATACCCACACTCGAA GAGCCTCCCACTCAGTAGCT 12 7 152 20 256 20 60,389 60,686 37,100 33,200 1,075,409 A 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 159 AGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAAAGCGTTTATTGTATTTAACCTGGTCT GAGCCTCCCACTCAGTAGCT 60 7 98 26 256 20 59,117 60,686 38,500 33,200 7,568,790 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 233 TGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACATGCCAATGCAGTGAGTGTTT GAGCCTCCCACTCAGTAGCT 140 7 24 20 256 20 58,598 60,686 28,300 33,200 2,087,874 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 6 104 CGTGCATACCCACACTCGAAGTTCTCACGTATacaca CGTGCATACCCACACTCGAA AGCCTCCCACTCAGTAGCTC 12 6 152 20 255 20 60,389 60,686 37,100 40,900 1,075,409 A 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 6 106 TTCGTGCATACCCACACTCGAAGTTCTCACGTATacaTTCGTGCATACCCACACTCG AGCCTCCCACTCAGTAGCTC 14 6 150 20 255 20 60,389 60,686 41,800 40,900 1,075,409 A 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 7 245 aaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACT AAAGGATATGCTTGCCAATGC GAGCCTCCCACTCAGTAGCT 151 7 12 21 256 20 57,536 60,686 35,600 33,200 4,150,224 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 6 244 aaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACT AAAGGATATGCTTGCCAATGC AGCCTCCCACTCAGTAGCTC 151 6 12 21 255 20 57,536 60,686 35,600 40,900 4,150,224 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:12073:5141 1 184 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 243 aaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACT AAAGGATATGCTTGCCAATGC GCCTCCCACTCAGTAGCTCA 151 5 12 21 254 20 57,536 60,973 35,600 42,600 4,437,094 F 257 CTTCTGaaaaaaaaGGATATGCTTGCCAATGCAGTGAGTGTTTAACTGTTTAAGACACAAACAGGTTTTCCTGAGttttttttGAATAGGAAAGAATAGCGTTTATTGTATTTAACCTGGTCTAAGaaaaaTAATGAAATGCTCCAACTTTCGTGCATACCCACACTCGAAGTTCTCACGTATacacacacacacacacacacacacacacacacacacacacacacacAGTAATGAGCTACTGAGTGGGAGGCTCC

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 12 186 CAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctct CAGGCACCCTTCCCTCTCT TCTGGTAGGGAGTTAGGAAACA 12 73 11 19 196 22 60,615 57,864 31,000 28,300 5,751,165 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 12 190 CAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctct CAGGCACCCTTCCCTCTCT TCATTCTGGTAGGGAGTTAGGA 12 77 11 19 200 22 60,615 57,380 31,000 29,400 6,234,911 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 11 186 CAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctct CAGGCACCCTTCCCTCTCTC TCTGGTAGGGAGTTAGGAAACA 11 73 11 20 196 22 61,622 57,864 32,000 28,300 5,758,013 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 111 CAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctct CAGGCACCCTTCCCTCTCTC AGAGGCAGCAGTGGAGGATA 11 0 11 20 121 20 61,622 60,032 32,000 25,900 1,653,388 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 111 CAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctct CAGGCACCCTTCCCTCTCT AGAGGCAGCAGTGGAGGATA 12 0 11 19 121 20 60,615 60,032 31,000 25,900 1,646,541 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 11 185 AGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctc AGGCACCCTTCCCTCTCTC TCTGGTAGGGAGTTAGGAAACA 11 73 12 19 196 22 60,307 57,864 32,000 28,300 5,442,908 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 11 191 AGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctc AGGCACCCTTCCCTCTCTC GTTCATTCTGGTAGGGAGTTAGGA 11 77 12 19 202 24 60,307 59,285 32,000 29,400 6,021,864 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 11 192 AGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctc AGGCACCCTTCCCTCTCTC AGTTCATTCTGGTAGGGAGTTAGG 11 78 12 19 203 24 60,307 59,283 32,000 26,900 6,023,848 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:16396:26343 1 42 60 23 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 110 AGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctc AGGCACCCTTCCCTCTCTC AGAGGCAGCAGTGGAGGATA 11 0 12 19 121 20 60,307 60,032 32,000 25,900 1,338,284 F 203 TAGGTGCGCCCAGGCACCCTTCCctctctCGCGCTCCCTTGctctctctctctctctctctctctctctctctctctctctctctctCActctctctctctTATCCTCCACTGCTGCCTCTGTCCCCAGAGTTGTGAATCTTTGGAATTCTCCAcccccATGACCTCATGAGAATGTTTCCTAACTCCCTACCAGAATGAACT

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 107 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 10 6 103 gtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtg GTGTGAGTGTGTGACCGGAG CACATTGTGACACACAGCCC 11 6 76 20 178 20 60,598 59,688 46,300 51,900 0.909427 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 107 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 6 106 tgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgTGTGTGTGAGTGTGTGACCG CACATTGTGACACACAGCCC 14 6 73 20 178 20 60,459 59,688 47,900 51,900 0.771201 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 107 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 110 GGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgGGGTTGTGTGTGAGTGTGTG CACATTGTGACACACAGCCC 18 6 69 20 178 20 59,267 59,688 38,200 51,900 1,044,361 F 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 126 23 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTCAGTGTGTGNA 0 1 12 3 175 TTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgt TTGTGCCTGTGTGTTGAAGG CACATTGTGACACACAGCCC 3 6 4 20 178 20 58,898 59,688 34,600 51,900 1,413,944 G 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 126 23 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTCAGTGTGTGNA 0 0 14 2 174 TGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtg TGTGCCTGTGTGTTGAAGGG CACATTGTGACACACAGCCC 2 6 5 20 178 20 60,751 59,688 39,500 51,900 1,063,066 G 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2211:6908:62364 1 27 126 23 2 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTCAGTGTGTGNA 0 0 14 2 175 TGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtg TGTGCCTGTGTGTTGAAGGG ACACATTGTGACACACAGCC 2 7 5 20 179 20 60,751 58,976 39,500 48,500 1,775,548 G 188 TGTTTGTGCCtgtgtgTTGAAGGGGCtgtgtgtgtgtgTCtgtgtgtgtgtgTCAgtgtgtgtCGGAGGGGTtgtgtgtgAgtgtgtGACCGGAGGGGCggggggCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGGAGGGGCtgtgtgTCACAATGTGTTGGAGGGGC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 21 128 CACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCACGCGGACAAACACGAAAG TTGCGAGTCTGTTTGTGTGC 21 21 79 20 206 20 60,653 59,623 26,200 45,700 1,030,175 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 21 167 ACAGGcacacaCGCTAGTACTCACGCACAGTCACATGACAGGCACACACGCTAGTAC TTGCGAGTCTGTTTGTGTGC 60 21 40 20 206 20 60,039 59,623 27,300 45,700 0.415379 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 21 168 CACAGGcacacaCGCTAGTACTCACGCACAGTCACATCACAGGCACACACGCTAGTA TTGCGAGTCTGTTTGTGTGC 61 21 39 20 206 20 60,039 59,623 18,200 45,700 0.415470 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 20 127 CACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCACGCGGACAAACACGAAAG TGCGAGTCTGTTTGTGTGCT 21 20 79 20 205 20 60,653 60,462 26,200 44,000 1,115,193 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 17 124 CGGACAAACACGAAAGCACTAACTCAGaaaaaCATACGGACAAACACGAAAGCACT TTGCGAGTCTGTTTGTGTGC 17 21 83 20 206 20 59,344 59,623 44,000 45,700 1,032,585 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 43 190 CACAGGcacacaCGCTAGTACTCACGCACAGTCACATCACAGGCACACACGCTAGTA ATCTGTGTGCGTGTGAGTCA 61 43 39 20 228 20 60,039 59,611 18,200 34,100 0.427643 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 43 198 aaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAACAGAAGCACAGGCACACA ATCTGTGTGCGTGTGAGTCA 69 43 31 20 228 20 60,394 59,611 37,200 34,100 0.783241 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 42 188 ACAGGcacacaCGCTAGTACTCACGCACAGTCACATGACAGGCACACACGCTAGTAC TCTGTGTGCGTGTGAGTCAT 60 42 40 20 227 20 60,039 59,611 27,300 30,600 0.427551 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:12733:19399 1 120 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 42 197 aaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAACAGAAGCACAGGCACACA TCTGTGTGCGTGTGAGTCAT 69 42 31 20 227 20 60,394 59,611 37,200 30,600 0.783241 F 232 AAAGCAGAAACACTCGAAGACAGTAACaaaaaCAGAAGCACAGGcacacaCGCTAGTACTCACGCACAGTCACATGCACACGCGGACAAACACGAAAGCACTAACTCAGaaaaaCATAGacacacacacacacacacacacacacacacacacacacacacacacATGCACACGCATAACACAATAGcacacaAACAGACTCGCAAAATGACTCACACGcacacaGATGCAC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 26 172 AGACTGACATGCACcacacaAGAAAACCGAGATTCA AGACTGACATGCACCACACA GAGCATGTCTGGAGGGTGTC 26 45 58 20 229 20 59,531 60,108 37,200 36,700 0.577439 F 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 0 144 CGAGATTCACAGAAGCGCGcacacacacacacacacacaCGAGATTCACAGAAGCGCG AGCATGTCTGGAGGGTGTC 0 45 85 19 228 19 59,372 59,014 68,600 36,700 3,614,356 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 26 162 AGACTGACATGCACcacacaAGAAAACCGAGATTCA AGACTGACATGCACCACACA GGAGGGTGTCCATGCTTGTT 26 35 58 20 219 20 59,531 60,251 37,200 28,300 0.720835 F 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 26 177 AGACTGACATGCACcacacaAGAAAACCGAGATTCA AGACTGACATGCACCACACA TGTGTGAGCATGTCTGGAGG 26 50 58 20 234 20 59,531 59,677 37,200 43,000 0.792142 F 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 137 ACCGAGATTCACAGAAGCGCGcacacacacacacacac ACCGAGATTCACAGAAGCGC GGAGGGTGTCCATGCTTGTT 1 35 83 20 219 20 60,738 60,251 59,200 28,300 0.989056 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 137 ACCGAGATTCACAGAAGCGCGcacacacacacacacac ACCGAGATTCACAGAAGCGC GGAGGGTGTCCATGCTTGTTA 1 34 83 20 219 21 60,738 59,996 59,200 24,100 1,741,992 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 1 146 ACCGAGATTCACAGAAGCGCGcacacacacacacacac ACCGAGATTCACAGAAGCGC AGCATGTCTGGAGGGTGTC 1 45 83 20 228 19 60,738 59,014 59,200 36,700 2,724,128 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 0 135 CGAGATTCACAGAAGCGCGcacacacacacacacacacaCGAGATTCACAGAAGCGCG GGAGGGTGTCCATGCTTGTT 0 35 85 19 219 20 59,372 60,251 68,600 28,300 1,879,284 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 50 214 ACCTCACATTCACCCAAACACTCAATAGCTCATATTCACCTCACATTCACCCAAACACT TGTGTGAGCATGTCTGGAGG 61 50 21 22 234 20 60,092 59,677 35,500 43,000 2,414,533 F 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 45 209 ACCTCACATTCACCCAAACACTCAATAGCTCATATTCACCTCACATTCACCCAAACACT GAGCATGTCTGGAGGGTGTC 61 45 21 22 229 20 60,092 60,108 35,500 36,700 2,199,830 F 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 35 189 CACCCAAACACTCAATAGCTCATATTCAGACTGACA CACCCAAACACTCAATAGCTCA GGAGGGTGTCCATGCTTGTT 51 35 31 22 219 20 58,589 60,251 42,600 28,300 3,662,787 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 35 199 ACCTCACATTCACCCAAACACTCAATAGCTCATATTCACCTCACATTCACCCAAACACT GGAGGGTGTCCATGCTTGTT 61 35 21 22 219 20 60,092 60,251 35,500 28,300 2,343,226 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 35 199 ACCTCACATTCACCCAAACACTCAATAGCTCATATTCACCTCACATTCACCCAAACAC GGAGGGTGTCCATGCTTGTT 62 35 21 21 219 20 58,693 60,251 33,200 28,300 2,558,189 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2212:24474:64421 1 104 61 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 35 204 ACACTACCTCACATTCACCCAAACACTCAATAGCTCAACACTACCTCACATTCACCCA GGAGGGTGTCCATGCTTGTT 67 35 16 21 219 20 58,665 60,251 45,100 28,300 2,586,319 B 238 ACTCACATCACAGAAACACTACCTCACATTCACCCAAACACTCAATAGCTCATATTCAGACTGACATGCACcacacaAGAAAACCGAGATTCACAGAAGCGCGcacacacacacacacacacacacacacacacacacacacacacacaAacacacATacacacGCACGCAGGCAGACATTTTCAGAGTCGcacacaTTAACAAGCATGGACACCCTCCAGACATGCTcacacaTATC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 1 1 3 28 254 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG GGCTCAACGACCACCTTCAT 28 85 4 25 257 20 57,355 60,322 46,100 25,700 7,966,710 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 3 28 270 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG AGCAGTTCAAGAAGTCGGCT 28 101 4 25 273 20 57,355 59,605 46,100 55,200 8,039,622 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 3 0 174 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG TTTGAACATAATCCCATACATTCCC 28 0 4 25 177 25 57,355 57,404 46,100 39,700 15,240,877 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 4 28 205 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG TTGGCCATGATCGTGAAGCT 28 36 4 25 208 20 57,355 60,035 46,100 37,400 7,680,209 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 4 28 206 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG GTTGGCCATGATCGTGAAGC 28 37 4 25 209 20 57,355 59,901 46,100 38,600 7,744,493 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 4 0 175 TATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTTATCTAAACCTGTGAAATAATGTGGG TTTGAACATAATCCCATACATTCCC 28 0 3 26 177 25 57,254 57,404 46,100 39,700 16,341,871 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 5 0 176 TTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTTATCTAAACCTGTGAAATAATGTGGG TTTGAACATAATCCCATACATTCCC 28 0 2 27 177 25 57,815 57,404 46,100 39,700 16,780,342 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 6 28 203 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG GGCCATGATCGTGAAGCTCA 28 34 4 25 206 20 57,355 60,463 46,100 42,600 8,107,638 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:12469:15531 1 57 96 23 1.5 AT TATATATATATGTGTGTGTGTATATATATATGTGTG NA 0 0 7 28 278 ATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTAATCTAAACCTGTGAAATAATGTGGG GGGACTGCAGCAGTTCAAGA 28 109 4 25 281 20 57,355 60,250 46,100 30,200 7,895,525 B 281 TTTATCTAAACCTGTGAAATAATGTGGGGAGATGTTTTATCAGCAGTGTATATGTCtatatatatatgtgtgtgtgtatatatatatgtgtgtgtgtatatatatatatatatatatatatatatatatatatatatatatacacacacacaGGGAATGTATGGGATTATGTTCAAAAGTGGGATATGAGCTTCACGATCATGGCCAACATATTTTGCCCATGAGAAATTATCCCTTATGAAGGTGGTCGTTGAGCCGACTTCTTGAACTGCTGCAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 24 171 cccACATCGTCATCTAGTTCGTTtatataAATGACAAA CCCACATCGTCATCTAGTTCGT TGTGGAAGCGATTGAAGAGT 36 24 62 22 232 20 59,901 57,161 38,500 32,400 4,938,748 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 171 cccACATCGTCATCTAGTTCGTTtatataAATGACAAA CCCACATCGTCATCTAGTTCG TGTGGAAGCGATTGAAGAGT 37 24 62 21 232 20 58,268 57,161 39,500 32,400 5,571,852 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 219 ACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTA ACCACTCGGCCAATCTTTGT TGTGGAAGCGATTGAAGAGT 86 24 14 20 232 20 59,890 57,161 28,300 32,400 2,949,972 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 227 CACTGTTAACCACTCGGCCAATCTTTGTGTCATCCG CACTGTTAACCACTCGGCCA TGTGGAAGCGATTGAAGAGT 94 24 6 20 232 20 60,250 57,161 53,600 32,400 3,089,609 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 228 TCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGTCACTGTTAACCACTCGGCC TGTGGAAGCGATTGAAGAGT 95 24 5 20 232 20 59,966 57,161 61,300 32,400 2,873,823 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2214:23429:42745 1 120 69 23 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 23 171 cccACATCGTCATCTAGTTCGTTtatataAATGACAAA CCCACATCGTCATCTAGTTCGT TGTGGAAGCGATTGAAGAGTT 36 23 62 22 232 21 59,901 57,874 38,500 30,100 5,225,264 F 232 AACCTCACTGTTAACCACTCGGCCAATCTTTGTGTCATCCGCAAACTTACTAATCCTAccccccACATCGTCATCTAGTTCGTTtatataAATGACAAAATGACATGTACATACACGTGcacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacAGacacacacCAATGGTCAATCATAAACACATAAACTCTTCAATCGCTTCCACA

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 11 168 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT AGCTGCACCTCACCATTACC 11 71 51 20 218 20 60,036 60,035 32,400 28,500 0.071350 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 11 170 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT CCAGCTGCACCTCACCATTA 11 73 51 20 220 20 60,036 60,035 32,400 19,000 0.071446 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 11 137 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT CGCCTAGCAACAACATAACCG 11 39 51 20 187 21 60,036 59,938 32,400 44,400 1,098,296 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 11 136 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT GCCTAGCAACAACATAACCGC 11 38 51 20 186 21 60,036 60,202 32,400 56,800 1,238,437 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 11 167 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT GCTGCACCTCACCATTACCA 11 70 51 20 217 20 60,036 60,322 32,400 32,500 0.358750 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 11 134 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT CTAGCAACAACATAACCGCCC 11 36 51 20 184 21 60,036 59,600 32,400 61,300 1,436,788 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 11 196 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT TATTGGCACTTGTGGGCTGA 11 99 51 20 246 20 60,036 59,596 32,400 42,600 0.439949 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 57 245 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAA GTGTTAGTGCTGTTTCATTGTTCA ATTGGCACTTGTGGGCTGAT 57 98 1 24 245 20 58,422 60,252 31,800 29,000 5,829,757 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 56 245 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAA GTGTTAGTGCTGTTTCATTGTTCAG ATTGGCACTTGTGGGCTGAT 56 98 1 25 245 20 59,317 60,252 30,200 29,000 5,934,784 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 11 195 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT ATTGGCACTTGTGGGCTGAT 11 98 51 20 245 20 60,036 60,252 32,400 29,000 0.288216 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 57 248 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAA GTGTTAGTGCTGTTTCATTGTTCA CCTATTGGCACTTGTGGGCT 57 101 1 24 248 20 58,422 60,324 31,800 51,900 5,901,560 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:13494:51236 1 82 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 11 198 GGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgt GGTTTAGCAAGCCGGACTCT CCTATTGGCACTTGTGGGCT 11 101 51 20 248 20 60,036 60,324 32,400 51,900 0.360018 F 253 GTGTTAGTGCTGTTTCATTGTTCAGCAGCTGTTCAATTCAGAAACATCAGGGTTTAGCAAGCCGGACTCTTTGTCTGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCGCGGGTGTgggggggTGTGTTGCCTGGAGGTgggggCGGTTATGTTGTTGCTAGGCGTGTTTAAAAGTGGTAATGGTGAGGTGCAGCTGGGTTTCATCAGCCCACAAGTGCCAATAGGCGCTT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 1 188 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GCAGCTCACTACCAGCTTCT 1 94 20 27 207 20 58,953 59,751 47,500 28,500 8,295,551 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 134 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGC GCCTAACCAGTGACACCCAT 2 40 20 26 153 20 57,561 59,672 39,300 40,000 8,766,934 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 133 CAGTTTGAGAATATGTATGTTAGGCATacacacacacaCAGTTTGAGAATATGTATGTTAGGCA GCCTAACCAGTGACACCCAT 1 40 21 26 153 20 57,563 59,672 47,500 40,000 8,765,618 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 134 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GCCTAACCAGTGACACCCAT 1 40 20 27 153 20 58,953 59,672 47,500 40,000 8,374,966 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 165 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GGGCAATTAGGGATGGGCAA 1 71 20 27 184 20 58,953 60,398 47,500 45,200 8,445,089 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 167 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA AAGGGCAATTAGGGATGGGC 1 73 20 27 186 20 58,953 60,106 47,500 53,600 8,152,212 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 193 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GGAAGGCAGCTCACTACCAG 1 99 20 27 212 20 58,953 60,108 47,500 40,000 8,154,653 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 195 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA CAGGAAGGCAGCTCACTACC 1 101 20 27 214 20 58,953 60,108 47,500 31,800 8,154,653 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 202 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA AGCATTTCAGGAAGGCAGCT 1 108 20 27 221 20 58,953 59,961 47,500 42,400 8,086,034 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 253 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GGAGCTCCCTTCCTAACAGC 1 159 20 27 272 20 58,953 59,821 47,500 44,000 8,225,942 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 1 251 CAGTTTGAGAATATGTATGTTAGGCATacacacacacaCAGTTTGAGAATATGTATGTTAGGCA GAGCTCCCTTCCTAACAGCC 1 158 21 26 271 20 57,563 59,821 47,500 48,500 8,616,594 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:23784:68113 1 48 46 23 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 1 252 ACAGTTTGAGAATATGTATGTTAGGCATacacacaca ACAGTTTGAGAATATGTATGTTAGGCA GAGCTCCCTTCCTAACAGCC 1 158 20 27 271 20 58,953 59,821 47,500 48,500 8,225,942 F 277 ATTAATGTTCCAAATAATAACAGTTTGAGAATATGTATGTTAGGCATacacacacacacacacacacacacacacacacacacacacacacacTTGTAtgtgtgTTTCtttttGTTAATTCttttttCGGGACATGGGTGTCACTGGTTAGGCCAGCAtttttATTGCCCATCCCTAATTGCCCTTGAGAAGCTGGTAGTGAGCTGCCTTCCTGAAATGCTGCAGTCCATATGGTGTAGGCACACCCATAGGGCTGTTAGGAAGGGAGCTCCAGGAT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 8 19 140 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAA TCAACCTCTCCTCATAGGACA TGCAGCCTCACACACTCATA 19 34 1 21 140 20 57,242 59,024 40,200 21,500 4,733,835 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 18 140 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAA TCAACCTCTCCTCATAGGACAA TGCAGCCTCACACACTCATA 18 34 1 22 140 20 57,939 59,024 31,800 21,500 5,037,018 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 5 125 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA TGCAGCCTCACACACTCATA 5 34 16 20 140 20 58,555 59,024 43,700 21,500 2,420,820 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 99 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCAA TGCAGTCACATACACATAGTCTCA 4 4 16 21 114 24 59,220 59,538 41,200 32,700 6,242,792 A 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 99 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA TGCAGTCACATACACATAGTCTCA 5 4 16 20 114 24 58,555 59,538 43,700 32,700 5,907,416 A 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 4 125 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCAA TGCAGCCTCACACACTCATA 4 34 16 21 140 20 59,220 59,024 41,200 21,500 2,756,196 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 95 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA GTCACATACACATAGTCTCACACG 5 0 16 20 110 24 58,555 59,206 43,700 44,900 6,238,664 A 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 19 140 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAA TCAACCTCTCCTCATAGGACA TGCAGCCTCACACACTCATAC 19 33 1 21 140 21 57,242 60,338 40,200 23,900 5,096,053 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 5 124 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA GCAGCCTCACACACTCATACA 5 32 16 20 139 21 58,555 60,338 43,700 22,900 2,783,038 F 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 11 3 189 GGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgGGACAAACACCTCATCCCAAG CCACACACATACACTCAGGCT 3 3 17 21 205 21 58,837 59,998 36,100 45,800 3,165,111 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 2 189 GGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgGGACAAACACCTCATCCCAAGA CCACACACATACACTCAGGCT 2 3 17 22 205 21 60,225 59,998 30,200 45,800 3,227,198 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 5 195 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA CGCTCCCACACACATACACT 5 9 16 20 210 20 58,555 60,037 43,700 35,500 1,482,259 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 4 195 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCAA CGCTCCCACACACATACACT 4 9 16 21 210 20 59,220 60,037 41,200 35,500 1,817,634 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 1 188 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA ACACACATACACTCAGGCTGT 5 1 16 20 203 21 58,555 59,306 43,700 44,000 3,139,084 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2216:6959:56334 1 41 141 23 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 5 196 AGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtg AGGACAAACACCTCATCCCA ACGCTCCCACACACATACAC 5 10 16 20 211 20 58,555 60,320 43,700 29,000 1,765,354 G 213 TCAACCTCTCCTCATAGGACAAACACCTCATCCCAAGAACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTGAGACTATGTGTATGTGACTGCAtgtgtgTATGAgtgtgtGAGGCTGCAtgtgtgtgtgtgtgtgtgAGtatatataTGAgtgtgtgtgtGACAGCCTGAGTGTAtgtgtgtgGGAGCGTTT

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 4 15 191 GACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTGACCTGTAAATTCTTCATAAATCACCT AGATTAGGGACAGAGCTGGAGA 81 15 3 27 193 22 57,821 59,754 40,000 37,100 11,424,825 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 15 192 AGACCTGTAAATTCTTCATAAATCACCTAGTTAGAT AGACCTGTAAATTCTTCATAAATCACC AGATTAGGGACAGAGCTGGAGA 82 15 2 27 193 22 57,821 59,754 40,200 37,100 11,424,825 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 14 190 GACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTGACCTGTAAATTCTTCATAAATCACCT GATTAGGGACAGAGCTGGAGAG 81 14 3 27 192 22 57,821 59,372 40,000 32,000 11,806,457 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 13 149 AGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTC AGCAGCCACCATTTCCCATT TAGGGACAGAGCTGGAGAGC 50 13 41 20 189 20 60,252 60,396 31,600 40,900 0.648792 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 1 137 AGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTC AGCAGCCACCATTTCCCATT TGGAGAGCAAGTGAGTGAGC 50 1 41 20 177 20 60,252 59,680 31,600 42,600 0.572103 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 1 141 TCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTC TCTCAGCAGCCACCATTTCC TGGAGAGCAAGTGAGTGAGC 54 1 37 20 177 20 60,323 59,680 31,300 42,600 0.642544 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 3 139 AGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTC AGCAGCCACCATTTCCCATT GCTGGAGAGCAAGTGAGTGA 50 3 41 20 179 20 60,252 59,680 31,600 34,100 0.572103 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 3 143 TCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTC TCTCAGCAGCCACCATTTCC GCTGGAGAGCAAGTGAGTGA 54 3 37 20 179 20 60,323 59,680 31,300 34,100 0.642544 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:2524:48511 1 111 46 23 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 0 136 AGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTC AGCAGCCACCATTTCCCATT GGAGAGCAAGTGAGTGAGCG 50 0 41 20 176 20 60,252 60,736 31,600 50,300 0.988008 B 201 TAGACCTGTAAATTCTTCATAAATCACCTAGTTAGATCTCAGCAGCCACCATTTCCCATTAAGTCTTTGTCTCTTTCTCTGTCTGTTGCTTtctctcTGTCTCTTTCCCCctctctctctctctctctctctctctctctctctctctctctctctCGCTCACTCACTTGCTCTCCAGCTCTGTCCCTAATCTTACTGCTG

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 1 1 4 47 240 TAGCATCTCCGTCGAACAGGAtgtgtgAGATagagaga TAGCATCTCCGTCGAACAGG GGAGCAATGATGGACAGGCA 47 90 22 20 261 20 59,261 60,395 40,000 47,500 1,133,737 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 4 47 241 TTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagag TTAGCATCTCCGTCGAACAGG GGAGCAATGATGGACAGGCA 47 90 21 21 261 20 59,866 60,395 40,000 47,500 1,529,129 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 4 47 241 TAGCATCTCCGTCGAACAGGAtgtgtgAGATagagaga TAGCATCTCCGTCGAACAGG GGGAGCAATGATGGACAGGC 47 91 22 20 262 20 59,261 61,106 40,000 48,500 1,844,734 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 4 45 236 GCATCTCCGTCGAACAGGAtgtgtgAGATagagagagA GCATCTCCGTCGAACAGGAT AGCAATGATGGACAGGCAGG 45 88 24 20 259 20 59,897 60,395 32,400 48,500 0.498518 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 4 45 238 GCATCTCCGTCGAACAGGAtgtgtgAGATagagagagA GCATCTCCGTCGAACAGGAT GGAGCAATGATGGACAGGCA 45 90 24 20 261 20 59,897 60,395 32,400 47,500 0.497969 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 5 36 191 AGCATCTCCGTCGAACAGGAtgtgtgAGATagagagag AGCATCTCCGTCGAACAGGA GGAGGTGTACTCTTTATTTCTTTCCA 46 36 23 20 213 26 60,966 58,834 38,600 35,300 8,132,034 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 5 36 192 TAGCATCTCCGTCGAACAGGAtgtgtgAGATagagaga TAGCATCTCCGTCGAACAGG GGAGGTGTACTCTTTATTTCTTTCCA 47 36 22 20 213 26 59,261 58,834 40,000 35,300 7,905,142 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 5 36 193 TTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagag TTAGCATCTCCGTCGAACAGG GGAGGTGTACTCTTTATTTCTTTCCA 47 36 21 21 213 26 59,866 58,834 40,000 35,300 8,300,534 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 5 32 189 TAGCATCTCCGTCGAACAGGAtgtgtgAGATagagaga TAGCATCTCCGTCGAACAGG GGTGTACTCTTTATTTCTTTCCAACTC 47 32 22 20 210 27 59,261 58,495 40,000 30,100 9,243,789 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 6 33 189 AGCATCTCCGTCGAACAGGAtgtgtgAGATagagagag AGCATCTCCGTCGAACAGGA AGGTGTACTCTTTATTTCTTTCCAACT 46 33 23 20 211 27 60,966 58,782 38,600 31,600 9,184,355 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 6 33 189 TAGCATCTCCGTCGAACAGGAtgtgtgAGATagagaga TAGCATCTCCGTCGAACAGG GGTGTACTCTTTATTTCTTTCCAACT 47 33 22 20 210 26 59,261 57,608 40,000 31,600 9,131,347 D 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 8 45 221 GCATCTCCGTCGAACAGGAtgtgtgAGATagagagagA GCATCTCCGTCGAACAGGAT GCAGGGCAGCCAATTGTCTA 45 73 24 20 244 20 59,897 60,681 32,400 25,900 0.784129 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 10 0 138 agagAAAGAATGAGAAAGAAAGCCagagagagagagA AGAGAAAGAATGAGAAAGAAAGCC CTTTATTTCTTTCCAACTCAATTTCCC 0 24 65 24 202 27 57,184 57,792 43,500 39,700 16,024,157 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 10 0 139 agagAAAGAATGAGAAAGAAAGCCagagagagagagA AGAGAAAGAATGAGAAAGAAAGCC TCTTTATTTCTTTCCAACTCAATTTCC 0 25 65 24 203 27 57,184 57,019 43,500 31,300 16,797,248 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 11 0 139 gagagAAAGAATGAGAAAGAAAGCCagagagagagag GAGAGAAAGAATGAGAAAGAAAGCC CTTTATTTCTTTCCAACTCAATTTCCC 0 24 64 25 202 27 58,159 57,792 43,500 39,700 16,049,141 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 12 0 182 agagagAAAGAATGAGAAAGAAAGCCagagagagaga AGAGAGAAAGAATGAGAAAGAAAGCC GCAGGGCAGCCAATTGTCTA 0 73 63 26 244 20 59,345 60,681 43,500 25,900 7,335,503 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 17 9 188 agagagACagagagAAAGAATGAGAAAGAAAGCCagaAGAGAGACAGAGAGAAAGAATGAGA AGGGCAGCCAATTGTCTACA 9 71 55 25 242 20 58,516 59,302 32,700 27,400 7,182,526 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2217:4696:47527 1 89 63 23 2 AG AGAGAGAGAGAGATAGGGAGAGAGAGAGAGAGANA 0 0 18 9 189 gagagagACagagagAAAGAATGAGAAAGAAAGCCagGAGAGAGACAGAGAGAAAGAATGAGA AGGGCAGCCAATTGTCTACA 9 71 54 26 242 20 59,401 59,302 32,700 27,400 7,297,481 G 267 CTGTCtttttCTGtctctcTTTAGCATCTCCGTCGAACAGGAtgtgtgAGATagagagagACagagagAAAGAATGAGAAAGAAAGCCagagagagagagATAGGgagagagagagagagagagagagagagagagagagagagagagagaAGTGACAAAGAGGGGCagagagagGGGAAATTGAGTTGGAAAGAAATAAAGAGTACACCTCCaaaaaGCACTGTAGACAATTGGCTGCCCTGCCTGTCCATCATTGCTcccccTCA

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 1 1 16 2 171 ATacacacacGcacacacaTATacacacacacGcacacacac ATACACACACGCACACACAT CTGCACTGACATGTTTGCCC 2 35 11 20 181 20 58,122 60,039 32,100 53,600 1,916,529 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 2 190 ATacacacacGcacacacaTATacacacacacGcacacacac ATACACACACGCACACACAT TACAGCACTACGTTGGGACC 2 54 11 20 200 20 58,122 59,395 32,100 44,600 2,482,214 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 2 191 ATacacacacGcacacacaTATacacacacacGcacacacac ATACACACACGCACACACAT ATACAGCACTACGTTGGGACC 2 54 11 20 201 21 58,122 59,794 32,100 44,600 3,084,007 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 0 138 acacacacGcacacacaTATacacacacacGcacacacacacaACACACACGCACACACATAT TGAAATCCTAGTGCAGGTTTGT 0 2 13 20 150 22 58,122 57,901 17,800 28,300 5,976,551 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 0 139 acacacacGcacacacaTATacacacacacGcacacacacacaACACACACGCACACACATAT CTGAAATCCTAGTGCAGGTTTGT 0 2 13 20 151 23 58,122 58,925 17,800 28,300 5,952,607 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 0 139 acacacacGcacacacaTATacacacacacGcacacacacacaACACACACGCACACACATAT CTGAAATCCTAGTGCAGGTTTG 0 3 13 20 151 22 58,122 57,308 17,800 29,300 6,569,497 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 0 169 acacacacGcacacacaTATacacacacacGcacacacacacaACACACACGCACACACATAT CTGCACTGACATGTTTGCCC 0 35 13 20 181 20 58,122 60,039 17,800 53,600 1,916,529 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 16 0 170 acacacacGcacacacaTATacacacacacGcacacacacacaACACACACGCACACACATAT CCTGCACTGACATGTTTGCC 0 36 13 20 182 20 58,122 60,039 17,800 45,200 1,916,529 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:25926:10187 1 33 94 23 2 AC ACACACACACGCACACACACACACACACAGACATG NA 0 0 18 3 191 TATacacacacGcacacacaTATacacacacacGcacacaca TATACACACACGCACACACA TACAGCACTACGTTGGGACC 3 54 10 20 200 20 57,489 59,395 37,200 44,600 3,115,345 G 251 acacacacATATacacacacGcacacacaTATacacacacacGcacacacacacacacacaGACATGTACACGCAGACAGacacacacacacacacacacacacacacacacacacacacacacacATACAAACCTGCACTAGGATTTCAGCACATAACCNGGGCAAACATGTCAGTGCAGGTCCCAACGTAGTGCTGTATTGTTAGAATGAGAAATTNAACTGAAGAATCACAAGTGAGTTTTCCTGGCC

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 15 270 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT AGGTGCACTATTCTCTTCGACTG 15 162 14 24 283 23 59,464 60,119 34,100 35,100 7,655,407 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 15 271 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT GAGGTGCACTATTCTCTTCGACT 15 163 14 24 284 23 59,464 59,870 34,100 41,800 7,665,728 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 270 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT AGGTGCACTATTCTCTTCGACT 15 163 14 24 283 22 59,464 58,907 34,100 41,800 7,629,147 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 15 221 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT GTGCTTGTGTAAGTGAATGCTGT 15 113 14 24 234 23 59,464 59,996 34,100 44,000 7,539,780 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 15 222 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT TGTGCTTGTGTAAGTGAATGCTG 15 114 14 24 235 23 59,464 59,996 34,100 44,100 7,539,676 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2219:9110:17940 1 53 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 15 223 TCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGA TCTTCCCAACTGTCCATAATCAGT GTGTGCTTGTGTAAGTGAATGCT 15 115 14 24 236 23 59,464 59,996 34,100 37,900 7,539,780 F 286 GAAATCTCTGTTTTCTTCCCAACTGTCCATAATCAGTAAGCTTTTGAGAGGAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAttttttAAAcccccAAgtgtgtAGATGAtttttttAACCAGCAGCAAGCtttttGTGGGTTTAAAATAAAGATAATTGTTTATTTAAGCACTCACNCTGAAATCTAATGCTACAGCATTCACTTACACAAGcacacaTACAAacacacTCAAGNAAAGTACAGTCGAAGAGAATAGTGCACCTCTA

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 1 1 1 12 240 GACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATAGACTGCACAGTGGGAGGTTC TCTGGGTTTCCTAACTTGTGAC 60 12 27 20 266 22 60,604 57,919 36,200 36,700 4,685,296 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 1 11 240 GACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATAGACTGCACAGTGGGAGGTTC TCTGGGTTTCCTAACTTGTGACT 60 11 27 20 266 23 60,604 59,285 36,200 34,100 4,318,772 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 3 9 187 GTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagGTAGGGTGGTGTTGCAGGAA TGGGTTTCCTAACTTGTGACTCC 9 9 78 20 264 23 59,890 60,181 33,600 38,500 3,291,170 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 3 9 232 ACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCT ACAGTGGGAGGTTCAGGAGT TGGGTTTCCTAACTTGTGACTCC 54 9 33 20 264 23 60,105 60,181 38,500 38,500 3,286,382 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 3 8 186 GTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagGTAGGGTGGTGTTGCAGGAA GGGTTTCCTAACTTGTGACTCCT 9 8 78 20 263 23 59,890 59,927 33,600 36,900 3,182,344 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 3 8 229 AGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGC AGTGGGAGGTTCAGGAGTCA GGGTTTCCTAACTTGTGACTCCT 52 8 35 20 263 23 59,809 59,927 34,100 36,900 3,263,686 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 3 8 231 ACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCT ACAGTGGGAGGTTCAGGAGT GGGTTTCCTAACTTGTGACTCCT 54 8 33 20 263 23 60,105 59,927 38,500 36,900 3,177,556 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 4 8 189 TCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgag TCAGTAGGGTGGTGTTGCAG GGGTTTCCTAACTTGTGACTCCT 12 8 75 20 263 23 59,604 59,927 44,100 36,900 3,469,057 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:11830:11822 1 107 126 23 2 AG GAGAGAGTGAGTGAGTGAGAGAGTGAGTGAGTGANA 0 0 5 9 240 GTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTAGTGACTGCACAGTGGGAGG TGGGTTTCCTAACTTGTGACTCC 63 9 25 19 264 23 60,302 60,181 43,000 38,500 4,483,480 G 267 ATGTGTTAGCGAGAGTATACAATAGTGACTGCACAGTGGGAGGTTCAGGAGTCAAGTTATATCCTCTGCAGATCTCAGTAGGGTGGTGTTGCAGGAATATGAGAGTgagagagtgagtgagtgaGAgagtgagtgagtgagtgagtgagtgggggggggggggggAgggggggagagagGAGGAGGgagagagagagagagagagagagagagagagagagagagagagagaTACAGACAAGGAGTCACAAGTTAGGAAACCCAGAT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 49 249 ACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGA ACCCTGTCGAACCCTGTAAG GGGAAGTGGGATCAGACAGG 49 114 20 20 268 20 59,026 59,456 23,400 40,000 1,518,132 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 48 248 CCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAA CCCTGTCGAACCCTGTAAGA GGGAAGTGGGATCAGACAGG 48 114 21 20 268 20 58,737 59,456 21,000 40,000 1,807,105 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 27 162 ACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGA ACCCTGTCGAACCCTGTAAG ATGACCCACTCCTGCCACTA 49 27 20 20 181 20 59,026 60,253 23,400 27,400 1,227,079 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 23 158 ACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGA ACCCTGTCGAACCCTGTAAG CCCACTCCTGCCACTATTCC 49 23 20 20 177 20 59,026 59,819 23,400 30,100 1,155,733 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 55 256 TGCATATACCCTGTCGAACCCTGTAAGAATTTTGTA TGCATATACCCTGTCGAACCC GGGAAGTGGGATCAGACAGG 55 114 13 21 268 20 59,585 59,456 41,100 40,000 1,958,669 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 51 194 TGCATATACCCTGTCGAACCCTGTAAGAATTTTGTA TGCATATACCCTGTCGAACCC TGGAATATCAGGTTCGAGGGA 55 51 13 21 206 21 59,585 57,959 41,100 42,000 4,455,574 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 50 193 GCATATACCCTGTCGAACCCTGTAAGAATTTTGTAT GCATATACCCTGTCGAACCCT TGGAATATCAGGTTCGAGGGAC 54 50 14 21 206 22 59,307 59,301 43,400 44,600 4,391,316 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 50 194 TGCATATACCCTGTCGAACCCTGTAAGAATTTTGTA TGCATATACCCTGTCGAACCC TGGAATATCAGGTTCGAGGGAC 55 50 13 21 206 22 59,585 59,301 41,100 44,600 4,113,716 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 6 115 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC CCCACTCCTGCCACTATTCC 6 23 63 20 177 20 59,902 59,819 40,900 30,100 0.279375 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 6 119 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC ATGACCCACTCCTGCCACTA 6 27 63 20 181 20 59,902 60,253 40,900 27,400 0.350721 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 6 200 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC TGGGATCAGACAGGACAGTGA 6 107 63 20 262 21 59,902 60,203 40,900 34,100 1,301,199 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 6 201 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC GTGGGATCAGACAGGACAGTG 6 108 63 20 263 21 59,902 60,067 40,900 36,600 1,164,598 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 6 206 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC GGGAAGTGGGATCAGACAGG 6 114 63 20 268 20 59,902 59,456 40,900 40,000 0.641774 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 26 161 ACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGA ACCCTGTCGAACCCTGTAAG TGACCCACTCCTGCCACTAT 49 26 20 20 180 20 59,026 60,253 23,400 21,200 1,227,079 B 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2220:23581:30246 1 89 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 6 118 CGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgCGTCTCTCGTTCTCCAGAGC TGACCCACTCCTGCCACTAT 6 26 63 20 180 20 59,902 60,253 40,900 21,200 0.350721 F 275 AAATGTCCTTCTTGCATATACCCTGTCGAACCCTGTAAGAATTTTGTATATTTGAATGAGAACGtctctcGTTCTCCAGAGCTGGATCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTAATAAAATTAGAACATAAGGAATAGTGGCAGGAGTGGGTCATTCAGTCCCTCGAACCTGATATTCCATTTAATAAGAACATAGCTGATCCTTGACATTAACTTCACTGTCCTGTCTGATCCCACTTCCCTTGATTT

ST‐E00142:460:H2K7HCCXY:6:2221:8369:38772 1 23 127 23 3 AC CACACACACACACACACACACACGCACACACACACANA 1 1 16 4 204 cacacacaCGcacacaCGCGTGcacacacacacacacacacaCACACACACGCACACACG GGGTGGGACAAACATAAACAAA 4 33 1 18 204 22 59,979 57,326 44,900 28,300 6,695,523 G 229 cacacacaCGcacacaCGCGTGcacacacacacacacacacacaCGcacacacacacacaCGCGTGcacacacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacaaaaaaacacacacacacTATTGCGAAATCCATACCTTCACATTGTGAAGTTTTGTTTATGTTTGTCCCAcccccccccTTAAACAGCTTATATTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:8369:38772 1 23 127 23 3 AC CACACACACACACACACACACACGCACACACACACANA 0 0 16 3 173 cacacacaCGcacacaCGCGTGcacacacacacacacacacaCACACACACGCACACACG TGTGAAGGTATGGATTTCGCA 4 3 1 18 173 21 59,979 57,658 44,900 51,000 5,363,620 G 229 cacacacaCGcacacaCGCGTGcacacacacacacacacacacaCGcacacacacacacaCGCGTGcacacacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacaaaaaaacacacacacacTATTGCGAAATCCATACCTTCACATTGTGAAGTTTTGTTTATGTTTGTCCCAcccccccccTTAAACAGCTTATATTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:8369:38772 1 23 127 23 3 AC CACACACACACACACACACACACGCACACACACACANA 0 0 16 3 174 cacacacaCGcacacaCGCGTGcacacacacacacacacacaCACACACACGCACACACG ATGTGAAGGTATGGATTTCGCA 4 3 1 18 174 22 59,979 58,115 44,900 51,000 5,906,138 G 229 cacacacaCGcacacaCGCGTGcacacacacacacacacacacaCGcacacacacacacaCGCGTGcacacacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacaaaaaaacacacacacacTATTGCGAAATCCATACCTTCACATTGTGAAGTTTTGTTTATGTTTGTCCCAcccccccccTTAAACAGCTTATATTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:8369:38772 1 23 127 23 3 AC CACACACACACACACACACACACGCACACACACACANA 0 0 16 3 203 acacacaCGcacacaCGCGTGcacacacacacacacacacacACACACACGCACACACGC GGGTGGGACAAACATAAACAAA 3 33 2 18 204 22 61,860 57,326 53,400 28,300 8,534,406 G 229 cacacacaCGcacacaCGCGTGcacacacacacacacacacacaCGcacacacacacacaCGCGTGcacacacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacaaaaaaacacacacacacTATTGCGAAATCCATACCTTCACATTGTGAAGTTTTGTTTATGTTTGTCCCAcccccccccTTAAACAGCTTATATTTCA

ST‐E00142:460:H2K7HCCXY:6:2221:8369:38772 1 23 127 23 3 AC CACACACACACACACACACACACGCACACACACACANA 0 0 16 2 173 cacacacaCGcacacaCGCGTGcacacacacacacacacacaCACACACACGCACACACG TGTGAAGGTATGGATTTCGCAA 4 2 1 18 173 22 59,979 58,320 44,900 48,500 5,701,733 G 229 cacacacaCGcacacaCGCGTGcacacacacacacacacacacaCGcacacacacacacaCGCGTGcacacacacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacaaaaaaacacacacacacTATTGCGAAATCCATACCTTCACATTGTGAAGTTTTGTTTATGTTTGTCCCAcccccccccTTAAACAGCTTATATTTCA

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 47 192 GTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCA GTTGGGCATCTGAGTTTCTGA GCCCGCCCAATGAGAGAAA 59 47 8 21 199 19 58,217 60,379 32,700 25,200 4,161,649 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 47 193 AGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCC AGTTGGGCATCTGAGTTTCTG GCCCGCCCAATGAGAGAAA 60 47 7 21 199 19 58,212 60,379 30,200 25,200 4,166,508 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 47 193 AGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCC AGTTGGGCATCTGAGTTTCTGA GCCCGCCCAATGAGAGAAA 59 47 7 22 199 19 59,627 60,379 32,700 25,200 3,751,683 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 20 136 GCCCAGATAAGCCAGCACTTTTATTGACCTCATTTG GCCCAGATAAGCCAGCACTT CCCACAGGCATAAACACACG 30 20 38 20 173 20 60,395 59,479 31,600 44,900 0.916190 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 19 135 GCCCAGATAAGCCAGCACTTTTATTGACCTCATTTG GCCCAGATAAGCCAGCACTT CCACAGGCATAAACACACGC 30 19 38 20 172 20 60,395 60,110 31,600 53,400 0.504680 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 19 142 GACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCGACCCAGGCCCAGATAAGC CCACAGGCATAAACACACGC 38 19 31 19 172 20 59,851 60,110 30,900 53,400 1,259,182 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 19 147 TGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTA TGAAAGACCCAGGCCCAGAT CCACAGGCATAAACACACGC 42 19 26 20 172 20 60,846 60,110 29,000 53,400 0.956208 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 19 148 CTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTACTGAAAGACCCAGGCCCAG CCACAGGCATAAACACACGC 44 19 25 19 172 20 60,002 60,110 44,500 53,400 1,111,422 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27022:10292 1 88 46 23 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 18 134 GCCCAGATAAGCCAGCACTTTTATTGACCTCATTTG GCCCAGATAAGCCAGCACTT CACAGGCATAAACACACGCA 30 18 38 20 171 20 60,395 59,409 31,600 52,400 0.985581 F 203 CCCAATAGTTGGGCATCTGAGTTTCTGAAAGACCCAGGCCCAGATAAGCCAGCACTTTTATTGACCTCATTTGTAATCACCTGTTCTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTCtgtgtgtgTATGCgtgtgtTTATGCCTGTGGGCAGAAtttttCTCTCATTGGGCGGGCTTGC

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 31 167 ACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGG ACCCTGCAGTCACGTAATGG TCAGCTATGATGGTTCAGCTCT 48 31 49 20 215 22 60,036 58,963 31,600 40,900 3,073,208 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 31 200 TGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAAC TGAATTGTGGTGGTCTGGAC TCAGCTATGATGGTTCAGCTCT 81 31 16 20 215 22 57,730 58,963 40,200 40,900 5,307,171 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 30 200 TGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAAC TGAATTGTGGTGGTCTGGAC TCAGCTATGATGGTTCAGCTCTT 81 30 16 20 215 23 57,730 59,546 40,200 28,500 5,724,069 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 66 240 ATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAAATTGAATTGTGGTGGTCTGGAC TGTGATGTCAATATTTCCTTGTTGT 81 66 14 22 253 25 58,843 57,477 40,200 33,200 10,680,380 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 66 240 ATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAAATTGAATTGTGGTGGTCTGGA TGTGATGTCAATATTTCCTTGTTGT 82 66 14 21 253 25 57,476 57,477 38,600 33,200 11,047,388 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 66 243 GCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTG GCTATTGAATTGTGGTGGTCTGG TGTGATGTCAATATTTCCTTGTTGT 83 66 11 23 253 25 59,871 57,477 38,600 33,200 10,652,581 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 31 201 TTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACTTGAATTGTGGTGGTCTGGAC TCAGCTATGATGGTTCAGCTCT 81 31 15 21 215 22 58,418 58,963 40,200 40,900 5,618,871 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 14 130 AGCTAAGTTTCAGGGACAGCAGTATAATATGACCT AGCTAAGTTTCAGGGACAGCA AGCTCTTTCAGATGTTTCCTGGT 26 14 70 21 199 23 59,300 59,926 44,100 40,000 4,773,284 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 14 151 ACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGG ACCCTGCAGTCACGTAATGG AGCTCTTTCAGATGTTTCCTGGT 48 14 49 20 199 23 60,036 59,926 31,600 40,000 3,110,039 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 13 129 AGCTAAGTTTCAGGGACAGCAGTATAATATGACCT AGCTAAGTTTCAGGGACAGCA GCTCTTTCAGATGTTTCCTGGTG 26 13 70 21 198 23 59,300 59,810 44,100 41,700 4,889,752 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 13 150 ACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGG ACCCTGCAGTCACGTAATGG GCTCTTTCAGATGTTTCCTGGTG 48 13 49 20 198 23 60,036 59,810 31,600 41,700 3,226,507 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2223:27712:5335 1 117 46 23 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 14 129 AGCTAAGTTTCAGGGACAGCAGTATAATATGACCT AGCTAAGTTTCAGGGACAGCA GCTCTTTCAGATGTTTCCTGGT 26 14 70 21 198 22 59,300 58,584 44,100 40,000 5,115,790 A 253 ATTGTCAACTGCTATTGAATTGTGGTGGTCTGGACCCCAGCAGTGTTAACCCTGCAGTCACGTAATGGAAGCTAAGTTTCAGGGACAGCAGTATAATATGACCTGGGTAAATCTGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAAACATTTGAAACACCAGGAAACATCTGAAAGAGCTGAACCATCATAGCTGAAAGTCTTAAAGTAACAACAAGGAAATATTGACATCACA

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 19 2 138 TCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtg TCTGCCCAGTGTGTGTGATT ACACACAGACTAACACACAGACT 17 2 79 20 216 23 59,526 59,552 25,700 32,400 3,921,341 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 139 TTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCt TTCTGCCCAGTGTGTGTGAT ACACACAGACTAACACACAGACT 18 2 78 20 216 23 59,526 59,552 30,600 32,400 3,921,341 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 142 ACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGA ACATTCTGCCCAGTGTGTGT ACACACAGACTAACACACAGACT 21 2 75 20 216 23 59,817 59,552 37,200 32,400 3,631,078 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 156 ACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATT ACCCACCGACCTCAACATTC ACACACAGACTAACACACAGACT 35 2 61 20 216 23 59,964 59,552 26,700 32,400 3,483,892 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 157 CACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGAT CACCCACCGACCTCAACATT ACACACAGACTAACACACAGACT 36 2 60 20 216 23 60,251 59,552 27,100 32,400 3,698,313 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 193 AGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCAGTTTCCCGGCTGCTTCTG ACACACAGACTAACACACAGACT 73 2 24 19 216 23 60,303 59,552 30,200 32,400 4,750,418 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 194 CAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCAGTTTCCCGGCTGCTTCTG ACACACAGACTAACACACAGACT 73 2 23 20 216 23 61,581 59,552 30,200 32,400 5,028,431 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 194 CAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCAGTTTCCCGGCTGCTTCT ACACACAGACTAACACACAGACT 74 2 23 19 216 23 60,303 59,552 28,500 32,400 4,750,418 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2224:3295:67603 1 116 76 23 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 20 3 138 TCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtg TCTGCCCAGTGTGTGTGATT ACACACAGACTAACACACAGAC 17 3 79 20 216 22 59,526 58,218 25,700 35,100 4,255,801 G 216 GGGGCCTATCACGGGCAGCGGCCAGTTTCCCGGCTGCTTCTGGGCCTGCCAACCATGCCCACCCACCGACCTCAACATTCTGCCCAgtgtgtgtGATTTTGTGAGTTTGTGATTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtTTCTTtgtgtgtgtgTAtgtgtgTTAGTCtgtgtgTTAGTCtgtgtgT

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 1 1 4 27 164 GCAAATTTGCGAAGACTCATGTacacacTcacacacaN GCAAATTTGCGAAGACTCATGT TCTCCGAATACATGTGCCTGTT 27 47 58 22 221 22 58,431 59,764 32,100 31,600 5,804,685 B 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 4 27 164 GCAAATTTGCGAAGACTCATGTacacacTcacacacaN GCAAATTTGCGAAGACTCATGT TCTCCGAATACATGTGCCTGT 27 48 58 22 221 21 58,431 59,169 32,100 40,000 5,399,645 B 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 4 27 165 GCAAATTTGCGAAGACTCATGTacacacTcacacacaN GCAAATTTGCGAAGACTCATGT TTCTCCGAATACATGTGCCTGT 27 48 58 22 222 22 58,431 59,764 32,100 40,000 5,804,685 B 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 Jun‐25 48 217 TGGAATTACTcacacaCTTATGCTCATaaaaaTacacac TGGAATTACTCACACACTTATGCTC TCTCCGAATACATGTGCCTGT 77 48 5 25 221 21 59,125 59,169 42,600 40,000 7,705,916 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 6‐May 48 217 TGGAATTACTcacacaCTTATGCTCATaaaaaTacacac TGGAATTACTCACACACTTATGCT TCTCCGAATACATGTGCCTGT 78 48 5 24 221 21 58,195 59,169 37,900 40,000 7,635,745 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 7 48 216 GGAATTACTcacacaCTTATGCTCATaaaaaTacacacT GGAATTACTCACACACTTATGCTCA TCTCCGAATACATGTGCCTGT 76 48 6 25 221 21 59,125 59,169 42,600 40,000 7,705,916 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 10 20 157 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACACT TCTCCGAATACATGTGCCTGT 20 48 65 22 221 21 59,704 59,169 35,500 40,000 4,127,296 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 10 20 157 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACACT TCTCCGAATACATGTGCCTGTT 20 47 65 22 221 22 59,704 59,764 35,500 31,600 4,532,336 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 10 6 114 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACACT GCGTTAGCGATTGTTGTGTG 20 6 65 22 178 20 59,704 58,409 35,500 38,200 3,887,438 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 10 5 114 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACACT GCGTTAGCGATTGTTGTGTGA 20 5 65 22 178 21 59,704 59,806 35,500 35,800 3,489,839 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 11 21 157 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACAC TCTCCGAATACATGTGCCTGT 21 48 65 21 221 21 58,327 59,169 38,200 40,000 4,503,820 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr165_2 2 107 46 23 1 AC CACACACACACACACACACACACACACACACACACACA_107_152 0 0 11 5 114 TGCGAAGACTCATGTacacacTcacacacaNNNNNNN TGCGAAGACTCATGTACACAC GCGTTAGCGATTGTTGTGTGA 21 5 65 21 178 21 58,327 59,806 38,200 35,800 3,866,363 F 248 CATTTGGAATTACTcacacaCTTATGCTCATaaaaaTacacacTCAGAAACATAAAAGCAAATTTGCGAAGACTCATGTacacacTcacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaATCACTcacacaACAATCGCTAACGCAAAGCAAAACAATAACTCACNAACAGGCACATGTATTCGGAGAATCACGcacacacacacaAacacacTA

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 1 1 5‐May 24 254 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA CAAACAGAACACAGCGCACA 24 119 3 20 256 20 59,901 59,901 34,100 45,700 0.197104 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 5‐May 24 255 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA ACAAACAGAACACAGCGCAC 24 120 3 20 257 20 59,901 59,901 34,100 53,400 0.197281 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 6 24 196 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA TGCGGATCCAAGGAAACAAA 24 61 3 20 198 20 59,901 58,012 34,100 28,300 2,086,846 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 Jun‐75 24 247 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA AACACAGCGCACATTCACAC 24 112 3 20 249 20 59,901 59,971 34,100 38,200 0.127853 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 8 24 226 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA GAATCACAAACAAGCACGCA 24 91 3 20 228 20 59,901 57,882 34,100 52,400 2,216,781 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 8 18 239 TTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATTTGCGTGCAAGTGAGTTCAC CACAGCGCACATTCACACAG 18 110 9 20 247 20 59,623 60,385 31,800 36,600 0.761950 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 8 4 140 CCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTG ACCAGACAAACACAAGCAGA 25 4 2 20 141 20 60,867 57,582 31,600 42,600 3,285,274 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 8 3 140 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA TACCAGACAAACACAAGCAGAC 24 3 3 20 142 22 59,901 58,797 34,100 35,100 3,301,458 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 18 238 TTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATTTGCGTGCAAGTGAGTTCAC ACAGCGCACATTCACACAGA 18 109 9 20 246 20 59,623 60,533 31,800 34,100 0.909492 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 3 139 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA ACCAGACAAACACAAGCAGAC 24 3 3 20 141 21 59,901 58,983 34,100 35,100 2,115,602 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 3 140 CCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTG ACCAGACAAACACAAGCAGAC 25 3 2 20 141 21 60,867 58,983 31,600 35,100 2,883,955 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 2 138 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA CCAGACAAACACAAGCAGACA 24 2 3 20 140 21 59,901 58,984 34,100 34,100 2,114,870 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 2 140 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTACCAGTGTTTGCGTGCAAGT CCAGACAAACACAAGCAGACA 26 2 1 20 140 21 61,312 58,984 31,600 34,100 3,328,688 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9 2 140 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTACCAGTGTTTGCGTGCAAG CCAGACAAACACAAGCAGACA 27 2 1 19 140 21 59,567 58,984 40,100 34,100 3,449,381 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9‐May 22 194 GTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGTGTTTGCGTGCAAGTGAGT TGCGGATCCAAGGAAACAAA 22 61 5 20 198 20 59,901 58,012 34,100 28,300 2,087,022 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9‐May 22 245 GTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGTGTTTGCGTGCAAGTGAGT AACACAGCGCACATTCACAC 22 112 5 20 249 20 59,901 59,971 34,100 38,200 0.128029 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9‐May 22 252 GTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGTGTTTGCGTGCAAGTGAGT CAAACAGAACACAGCGCACA 22 119 5 20 256 20 59,901 59,901 34,100 45,700 0.197281 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 9‐May 2 136 GTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGTGTTTGCGTGCAAGTGAGT CCAGACAAACACAAGCAGACA 22 2 5 20 140 21 59,901 58,984 34,100 34,100 2,115,046 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 10 18 237 TTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATTTGCGTGCAAGTGAGTTCAC CAGCGCACATTCACACAGAA 18 108 9 20 245 20 59,623 59,412 31,800 30,200 0.964620 G 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 10 1 138 CAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCCAGTGTTTGCGTGCAAGTGA CCAGACAAACACAAGCAGACAC 24 1 3 20 140 22 59,901 60,223 34,100 36,700 2,321,893 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr178_2 2 47 71 23 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG TG_106_117 0 0 10 1 140 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTACCAGTGTTTGCGTGCAAGT CCAGACAAACACAAGCAGACAC 26 1 1 20 140 22 61,312 60,223 31,600 36,700 3,535,711 D 261 ACCAGTGTTTGCGTGCAAGTGAGTTCACATATGATTGCTTGAATGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcgcNTGTNtgtgtgtgtgtgAGTGTCTGCTTGTGTTTGTCTGGtatataGTTTGCTTTGTGTCAATTATTCTGAGTTTCATTTTGTTTCCTTGGATCCGCATAAATTTATATGCGTGCTTGTTTGTGATTCtgtgtgAATGTGCGCTGTGTTCTGTTTGTATGT

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 1 1 7 0 166 GGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCGGCCTGCAACTTCAGTTCAC TCACTCCACTCATTCACTCAC 35 0 71 20 236 21 59,688 57,333 31,800 35,100 3,979,599 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 0 0 7 0 167 TGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTC TGGCCTGCAACTTCAGTTCA TCACTCCACTCATTCACTCAC 36 0 70 20 236 21 60,107 57,333 31,800 35,100 3,774,266 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 0 0 7 0 169 CATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTCATGGCCTGCAACTTCAGTT TCACTCCACTCATTCACTCAC 38 0 68 20 236 21 59,036 57,333 31,600 35,100 4,631,459 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 0 0 7 0 202 ATTGGAGAAGGGACCCAGGAGGGTACAACTAAGC ATTGGAGAAGGGACCCAGGA TCACTCCACTCATTCACTCAC 71 0 35 20 236 21 59,879 57,333 38,600 35,100 3,788,694 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 0 0 7 0 235 TCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTTCTGGGTGGTGGGCATTTAG TCACTCCACTCATTCACTCAC 104 0 2 20 236 21 59,669 57,333 18,500 35,100 3,998,775 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr179_2 2 126 90 23 1.5 AC GTGTGTGTGTGTGTGTGTACGTGTGTGTGTGTGTG NO 0 0 7 0 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATCTCTGGGTGGTGGGCATTTA TCACTCCACTCATTCACTCAC 105 0 1 20 236 21 59,669 57,333 14,000 35,100 3,998,775 B 236 CTCTGGGTGGTGGGCATTTAGCAAACTATCTCAGATTGGAGAAGGGACCCAGGAGGGTACAACTAAGCATGGCCTGCAACTTCAGTTCACAATCCAGGAGTCTTCCATTGAAAAGgtgtgtGAGAgtgtgtgtgtgtgtgtgtACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagagagagagagagagaGTGAGTGAATGAGTGGAGTGA

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 1 1 12 2 135 TATGcacacacaGGCACACCAAacacacAAacacacacacTATGCACACACAGGCACACC TGTGCATGTCAGTTTGTGCA 2 39 27 20 161 20 60,889 58,899 41,600 45,700 1,990,067 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 Dec‐75 2 164 TATGcacacacaGGCACACCAAacacacAAacacacacacTATGCACACACAGGCACACC GTGTGCGTGTTTGAGCATGT 2 68 27 20 190 20 60,889 59,971 41,600 32,100 0.918036 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 Dec‐75 2 165 TATGcacacacaGGCACACCAAacacacAAacacacacacTATGCACACACAGGCACACC TGTGTGCGTGTTTGAGCATG 2 69 27 20 191 20 60,889 59,971 41,600 40,600 0.917903 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 Dec‐75 2 166 TATGcacacacaGGCACACCAAacacacAAacacacacacTATGCACACACAGGCACACC GTGTGTGCGTGTTTGAGCAT 2 70 27 20 192 20 60,889 59,971 41,600 37,900 0.918036 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 13 4 138 AGATATGcacacacaGGCACACCAAacacacAAacacacAGATATGCACACACAGGCACA TGTGCATGTCAGTTTGTGCA 4 39 24 21 161 20 59,997 58,899 45,700 45,700 2,104,796 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 13 3 137 GATATGcacacacaGGCACACCAAacacacAAacacaca GATATGCACACACAGGCACAC TGTGCATGTCAGTTTGTGCA 3 39 25 21 161 20 59,869 58,899 38,200 45,700 2,232,458 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 16 4 194 AGATATGcacacacaGGCACACCAAacacacAAacacacAGATATGCACACACAGGCACA TTCGATTGTGTGTGCGTGTG 4 95 24 21 217 20 59,997 59,697 45,700 38,200 1,306,656 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 16 3 193 GATATGcacacacaGGCACACCAAacacacAAacacaca GATATGCACACACAGGCACAC TTCGATTGTGTGTGCGTGTG 3 95 25 21 217 20 59,869 59,697 38,200 38,200 1,434,318 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr206_2 2 49 54 23 1.5 AC ACACACAAACACACACACACACACACACACACACACNO 0 0 16 2 191 TATGcacacacaGGCACACCAAacacacAAacacacacacTATGCACACACAGGCACACC TTCGATTGTGTGTGCGTGTG 2 95 27 20 217 20 60,889 59,697 41,600 38,200 1,191,927 F 230 AACACAAacacacTCCTAAACAAAGATATGcacacacaGGCACACCAAacacacAAacacacacacacacacacacacacacacacacacacacacacacacAATCAAACATGCANAAACACAGacacacAAATGcacacaTGCACAAACTGACATGCACATATGGACAAACATGCTCAAACACGcacacacaTGcacacaCGcacacacaATCGAAGACAAACTCACAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 1 1 2 60 248 aGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGA AGAGCTTAAGGGATGCCTGA TCTGGGTTATTTGTTCAGGATCA 67 60 33 20 280 23 58,115 57,487 38,600 29,200 7,397,991 G 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 2 14 195 CTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacCTGGTTTGCTTGCTGGTGTC TCTGGGTTATTTGTTCAGGATCA 14 60 86 20 280 23 59,969 57,487 36,700 29,200 5,544,121 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 Feb‐75 13 194 TGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacaca TGGTTTGCTTGCTGGTGTCT TCTGGGTTATTTGTTCAGGATCA 13 60 87 20 280 23 60,396 57,487 34,100 29,200 5,908,528 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 60 245 GCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGT GCTTAAGGGATGCCTGAAAGC TCTGGGTTATTTGTTCAGGATCA 63 60 36 21 280 23 59,593 57,487 35,100 29,200 6,919,840 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 60 246 GCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGT GCTTAAGGGATGCCTGAAAGC ATCTGGGTTATTTGTTCAGGATCA 63 60 36 21 281 24 59,593 57,922 35,100 29,200 7,485,354 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 59 245 GCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGT GCTTAAGGGATGCCTGAAAGC TCTGGGTTATTTGTTCAGGATCAT 63 59 36 21 280 24 59,593 57,922 35,100 24,500 7,485,354 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 10 146 TGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacaca TGGTTTGCTTGCTGGTGTCT AGGTTTCTTGGCATGAATATTACCA 13 10 87 20 232 25 60,396 58,806 34,100 32,500 6,589,821 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 10 146 CTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacCTGGTTTGCTTGCTGGTGTC GGTTTCTTGGCATGAATATTACCA 14 10 86 20 231 24 59,969 57,536 36,700 32,500 6,495,173 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 3 10 147 CTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacCTGGTTTGCTTGCTGGTGTC AGGTTTCTTGGCATGAATATTACCA 14 10 86 20 232 25 59,969 58,806 36,700 32,500 6,225,414 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 Mar‐25 6 139 GCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacac GCTTGCTGGTGTCTTCATGTG GGTTTCTTGGCATGAATATTACCA 6 10 93 21 231 24 60,069 57,536 32,100 32,500 7,532,742 G 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 Mar‐25 6 188 GCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacac GCTTGCTGGTGTCTTCATGTG TCTGGGTTATTTGTTCAGGATCA 6 60 93 21 280 23 60,069 57,487 32,100 29,200 6,581,690 G 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 4 15 196 TCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacaTCTGGTTTGCTTGCTGGTGT TCTGGGTTATTTGTTCAGGATCA 15 60 85 20 280 23 60,396 57,487 41,600 29,200 5,908,528 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 4 6 139 TTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacaTTTGCTTGCTGGTGTCTTCA TTCTTGGCATGAATATTACCAACTT 10 6 90 20 228 25 58,239 57,283 30,200 26,600 9,478,248 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 4 0 138 TGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacaca TGGTTTGCTTGCTGGTGTCT TGGCATGAATATTACCAACTTATTACG 13 0 87 20 224 27 60,396 58,221 34,100 31,800 9,174,889 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 4 0 139 CTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacCTGGTTTGCTTGCTGGTGTC TGGCATGAATATTACCAACTTATTACG 14 0 86 20 224 27 59,969 58,221 36,700 31,800 8,810,481 D 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 May‐75 3 136 TGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacTGCTGGTGTCTTCATGTGTGA GGTTTCTTGGCATGAATATTACCA 3 10 96 21 231 24 59,859 57,536 35,800 32,500 7,604,647 G 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr334_2 2 120 78 23 2 AC CACACACACACACACACACANNNNNNNNNNNNCACA_152_197 0 0 May‐75 3 137 TGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacTGCTGGTGTCTTCATGTGTGA AGGTTTCTTGGCATGAATATTACCA 3 10 96 21 232 25 59,859 58,806 35,800 32,500 7,334,887 G 281 ATTAGGACAGGCCTCCAAAAGCCTGGTCaaaaaGAGCTTAAGGGATGCCTGAAAGCAGGGAAAGGAGGTagagagATCTTGGTTTCTGGTTTGCTTGCTGGTGTCTTCAtgtgtgACACcacacacacacacacacacaNNNNNNNNNNNNcacacacacacacacacacacacacacacacacacacacacacacaCGTAATAAGTTGGTAATATTCATGCCAAGAAACCTTGCAATAAATGCTTAAAATGTTTAATGATCCTGAACAAATAACCCAGAT

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 6 0 190 TGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTT TGAGAATGTGTGCAAGTGCG TGTTAAATACTATAATGAGGGCCTGA 90 0 38 20 227 26 59,412 57,730 53,400 38,600 8,857,905 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 214 TCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAA TCCTTGTGTGTGCGACTGAT TGTTAAATACTATAATGAGGGCCTGA 114 0 14 20 227 26 59,607 57,730 29,000 38,600 8,662,843 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 0 215 TTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAATTCCTTGTGTGTGCGACTGA TGTTAAATACTATAATGAGGGCCTGA 115 0 13 20 227 26 59,823 57,730 34,100 38,600 8,447,047 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 8 0 180 tgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATC TGCAAGTGCGTTTCTGTGTG TGTTAAATACTATAATGAGGGCCTGA 80 0 48 20 227 26 59,901 57,730 38,200 38,600 8,368,689 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 0 114 TGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgTGTTCCGTGTGTGAGTGTGT TGTTAAATACTATAATGAGGGCCTGA 14 0 114 20 227 26 59,752 57,730 37,200 38,600 8,518,149 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 0 115 TGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgTGTTCCGTGTGTGAGTGTGT ATGTTAAATACTATAATGAGGGCCTGA 14 0 114 20 228 27 59,752 58,110 37,200 38,600 9,138,484 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10 0 182 tgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATTGTGCAAGTGCGTTTCTGTG TGTTAAATACTATAATGAGGGCCTGA 82 0 46 20 227 26 59,901 57,730 36,600 38,600 8,368,689 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 115 TTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtg TTGTTCCGTGTGTGAGTGTGT TGTTAAATACTATAATGAGGGCCTGA 14 0 113 21 227 26 60,338 57,730 37,200 38,600 9,608,431 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

cons_gr938_3 3 148 54 23 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 0 184 tgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGT TGTGTGCAAGTGCGTTTCTG TGTTAAATACTATAATGAGGGCCTGA 84 0 44 20 227 26 59,901 57,730 30,200 38,600 8,368,689 F 233 ACTGGTGTGACTTTCCTtgtgtgtgCGACTGATTGAGTGAGAAtgtgtgCAAGTGCGTTTCtgtgtgTCtgtgtgTTTCTGCGTATCTCTGTTTAtgtgtgCTTTTGTTATTTTGTTCCgtgtgtGAgtgtgtATTCTGTGTCTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgTCAGGCCCTCATTATAGTATTTAACATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 3 260 TCACAGACAACGAACCAGGAAATAAAATACATTGA TCACAGACAACGAACCAGGA AATGGTGACCTCTTATGGCTTT 167 3 9 20 268 22 58,884 57,678 38,600 35,100 5,438,365 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 3 186 GAAGATTGAGCTATACACATTAGAAGTTTAGATGTCGAAGATTGAGCTATACACATTAGAAGT AATGGTGACCTCTTATGGCTTT 86 3 83 27 268 22 57,243 57,678 30,100 35,100 14,079,284 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 3 261 TCACAGACAACGAACCAGGAAATAAAATACATTGA TCACAGACAACGAACCAGGA AAATGGTGACCTCTTATGGCTTT 167 3 9 20 269 23 58,884 58,323 38,600 35,100 5,793,490 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 4 201 GCAAAGTGTGAAATGAAGATTGAGCTATACACATT GCAAAGTGTGAAATGAAGATTGAGC AAATGGTGACCTCTTATGGCTT 102 4 69 25 269 22 59,882 57,678 42,600 43,500 9,440,260 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 4 261 TCACAGACAACGAACCAGGAAATAAAATACATTGA TCACAGACAACGAACCAGGA AAATGGTGACCTCTTATGGCTT 167 4 9 20 269 22 58,884 57,678 38,600 43,500 5,438,365 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 3 200 GCAAAGTGTGAAATGAAGATTGAGCTATACACATT GCAAAGTGTGAAATGAAGATTGAGC AATGGTGACCTCTTATGGCTTT 102 3 69 25 268 22 59,882 57,678 42,600 35,100 9,440,260 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 3 201 GCAAAGTGTGAAATGAAGATTGAGCTATACACATT GCAAAGTGTGAAATGAAGATTGAGC AAATGGTGACCTCTTATGGCTTT 102 3 69 25 269 23 59,882 58,323 42,600 35,100 9,795,385 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 4 188 TGAAGATTGAGCTATACACATTAGAAGTTTAGATGTTGAAGATTGAGCTATACACATTAGAAG AAATGGTGACCTCTTATGGCTT 87 4 82 27 269 22 57,244 57,678 28,500 43,500 14,077,860 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2116:9404:51535 1 196 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 3 187 TGAAGATTGAGCTATACACATTAGAAGTTTAGATGTTGAAGATTGAGCTATACACATTAGAAG AATGGTGACCTCTTATGGCTTT 87 3 82 27 268 22 57,244 57,678 28,500 35,100 14,077,860 F 284 AAGAATTATCACAGACAACGAACCAGGAAATAAAATACATTGATTATCCtttttttAAAATAAATTTTGCAAAGTGTGAAATGAAGATTGAGCTATACACATTAGAAGTTTAGATGTCATTaaaaaaaTTACATTTACAAATGAGtttttATTTaaaaaaaaaaaaaaaaaaTAAatatatAAAatatatatTAAatatatatatatatatatatatatatatatatatatatatatatatatTATAAAGCCATAAGAGGTCACCATTTTAGAATTGTACATTT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 7 165 CCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCCTTGCGTACTCCTGACTG GGTAGCCAGCACCCTCCG 27 7 94 20 258 18 60,109 62,163 35,100 46,300 4,271,304 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 7 208 TTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTTACCCAACTCCTCGACCCT GGTAGCCAGCACCCTCCG 70 7 51 20 258 18 59,884 62,163 43,400 46,300 4,278,435 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 7 243 GCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCC GCTGATGGAGACGTGCCTC GGTAGCCAGCACCCTCCG 106 7 16 19 258 18 60,520 62,163 47,000 46,300 5,683,032 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 163 CCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCCTTGCGTACTCCTGACTGA GTAGCCAGCACCCTCCGG 26 6 95 20 257 18 59,111 62,163 34,100 51,400 5,051,309 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 164 CCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCCTTGCGTACTCCTGACTG GTAGCCAGCACCCTCCGG 27 6 94 20 257 18 60,109 62,163 35,100 51,400 4,271,304 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 207 TTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTTACCCAACTCCTCGACCCT GTAGCCAGCACCCTCCGG 70 6 51 20 257 18 59,884 62,163 43,400 51,400 4,278,435 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 225 TCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACC TCCAGCTCGAGAACCTCCTT GTAGCCAGCACCCTCCGG 88 6 33 20 257 18 60,252 62,163 33,600 51,400 4,414,522 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 242 GCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCC GCTGATGGAGACGTGCCTC GTAGCCAGCACCCTCCGG 106 6 16 19 257 18 60,520 62,163 47,000 51,400 5,683,032 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 247 GTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAAGTCGGGCTGATGGAGACG GTAGCCAGCACCCTCCGG 112 6 11 18 257 18 59,895 62,163 41,800 51,400 6,267,818 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 137 GGACATAAGCCTTACCCACGctctctctctctctctctctctcGGACATAAGCCTTACCCACG GTAGCCAGCACCCTCCGG 0 6 121 20 257 18 58,051 62,163 49,400 51,400 6,112,155 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 138 TGGACATAAGCCTTACCCACGctctctctctctctctctctc TGGACATAAGCCTTACCCACG GTAGCCAGCACCCTCCGG 0 6 120 21 257 18 59,791 62,163 49,400 51,400 5,371,224 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2117:29274:7444 1 141 93 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 139 TGGACATAAGCCTTACCCACGctctctctctctctctctctc TGGACATAAGCCTTACCCACG GGTAGCCAGCACCCTCCG 0 7 120 21 258 18 59,791 62,163 49,400 46,300 5,371,224 D 266 CCGGGTCCACGTCGGGCTGATGGAGACGTGCCTCCAGCTCGAGAACCTCCTTACCCAACTCCTCGACCCTGGATTTCCGCCCCTTTGTCAAACCCCTTGCGTACTCCTGACTGAAGATGTGGACATAAGCCTTACCCACGctctctctctctctctctctctctctctctctctctctctctctctctTTCTTtctctcTTtctctcTTtctctcTTtctctctctctctctcCCCTTCCCGGAGGGTGCTGGCTACCCCTCAGAT

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 5 8 240 ATTCAAATTTCACGATTTGCCGGGGTTCGAAatatat ATTCAAATTTCACGATTTGCCGG AATTGTAGGATCCGCCCTGC 8 129 28 23 267 20 59,074 60,179 61,300 48,500 4,104,930 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 7 159 CAAATTTCACGATTTGCCGGGGTTCGAAatatatatat CAAATTTCACGATTTGCCGGG GTTCCATCACTGCCAGTTGC 7 51 31 21 189 20 59,008 59,758 57,300 41,700 2,233,983 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 7 177 CAAATTTCACGATTTGCCGGGGTTCGAAatatatatat CAAATTTCACGATTTGCCGGG ACAACCGCTGACTGTCATGT 7 69 31 21 207 20 59,008 59,893 57,300 32,100 2,098,673 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 7 185 CAAATTTCACGATTTGCCGGGGTTCGAAatatatatat CAAATTTCACGATTTGCCGGG CTTCTGCAACAACCGCTGAC 7 77 31 21 215 20 59,008 60,041 57,300 35,100 2,032,924 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 7 237 CAAATTTCACGATTTGCCGGGGTTCGAAatatatatat CAAATTTCACGATTTGCCGGG AATTGTAGGATCCGCCCTGC 7 129 31 21 267 20 59,008 60,179 57,300 48,500 2,170,983 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 8 240 TTCAAATTTCACGATTTGCCGGGGTTCGAAatatatat TTCAAATTTCACGATTTGCCGG CAATTGTAGGATCCGCCCTG 8 130 29 22 268 20 58,687 58,402 61,300 44,500 4,910,569 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 8 241 AATTCAAATTTCACGATTTGCCGGGGTTCGAAatata AATTCAAATTTCACGATTTGCCGG AATTGTAGGATCCGCCCTGC 8 129 27 24 267 20 59,612 60,179 61,300 48,500 4,567,486 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 7 236 AAATTTCACGATTTGCCGGGGTTCGAAatatatatatatAAATTTCACGATTTGCCGGG AATTGTAGGATCCGCCCTGC 7 129 32 20 267 20 57,638 60,179 57,300 48,500 2,541,187 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2118:16163:29138 1 59 60 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 7 238 TCAAATTTCACGATTTGCCGGGGTTCGAAatatatata TCAAATTTCACGATTTGCCGGG AATTGTAGGATCCGCCCTGC 7 129 30 22 267 20 60,352 60,179 57,300 48,500 2,531,243 B 268 ATCGTCATATTCCCAGATTTGTATTGAATTCAAATTTCACGATTTGCCGGGGTTCGAAatatatatatatatatatatatatatatatatatatatatatatatatAAatatatatatGTTATAAGGACTTGCGTTATATTTTACTAATTATGCGACGTTATATCTAATGCAACTGGCAGTGATGGAACATGACAGTCAGCGGTTGTTGCAGAAGGGGACATTGTATCGACCTGTTTTATCACAGTTGCAGGGCGGATCCTACAATTG

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 0 125 ACAACAGGTTTATTTACAGTACTTGAAAATATCTCA ACAACAGGTTTATTTACAGTACTTGA TTCAGAATCTGGCTGAGAGC 31 0 128 26 252 20 57,032 57,312 30,200 40,900 11,655,364 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 127 ACAACAGGTTTATTTACAGTACTTGAAAATATCTCA ACAACAGGTTTATTTACAGTACTTGA GTTTCAGAATCTGGCTGAGAGC 31 0 128 26 254 22 57,032 59,323 30,200 40,900 11,645,001 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 158 TCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACATCTCAGAGCAGAGGTGACACT TTCAGAATCTGGCTGAGAGC 69 0 95 21 252 20 60,203 57,312 35,500 40,900 3,890,689 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 160 TCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACATCTCAGAGCAGAGGTGACACT GTTTCAGAATCTGGCTGAGAGC 69 0 95 21 254 22 60,203 59,323 35,500 40,900 3,880,326 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 219 ACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTG ACTGGAGCTGTGCACTGTTA TTCAGAATCTGGCTGAGAGC 131 0 34 20 252 20 59,241 57,312 24,100 40,900 3,446,434 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 221 ACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTG ACTGGAGCTGTGCACTGTTA GTTTCAGAATCTGGCTGAGAGC 131 0 34 20 254 22 59,241 59,323 24,100 40,900 3,436,071 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 222 TACTGGAGCTGTGCACTGTTATGTATTCACTGGTTT TACTGGAGCTGTGCACTGTT GTTTCAGAATCTGGCTGAGAGC 132 0 33 20 254 22 59,241 59,323 31,600 40,900 3,436,071 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Feb‐75 13 240 AAATACTGGAGCTGTGCACTGTTATGTATTCACTGGAAATACTGGAGCTGTGCACTGT GACTCCATACAGAAGGTTTCAGAA 133 13 30 22 269 24 60,225 58,205 35,500 30,200 8,019,515 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Feb‐75 0 160 TCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACATCTCAGAGCAGAGGTGACAC GTTTCAGAATCTGGCTGAGAGC 70 0 95 20 254 22 58,748 59,323 36,700 40,900 3,929,512 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 14 240 AAATACTGGAGCTGTGCACTGTTATGTATTCACTGGAAATACTGGAGCTGTGCACTGT GACTCCATACAGAAGGTTTCAGA 133 14 30 22 269 23 60,225 57,593 35,500 32,700 7,632,028 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 14 240 AAATACTGGAGCTGTGCACTGTTATGTATTCACTGGAAATACTGGAGCTGTGCACTG GACTCCATACAGAAGGTTTCAGA 134 14 30 21 269 23 58,570 57,593 36,600 32,700 7,837,872 B 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2120:28929:1467 1 185 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 2 129 ACAACAGGTTTATTTACAGTACTTGAAAATATCTCA ACAACAGGTTTATTTACAGTACTTGA AGGTTTCAGAATCTGGCTGAGA 31 2 128 26 256 22 57,032 59,091 30,200 32,700 11,876,670 A 270 NAAGCCTGGAAAACCGAGATAGAATCAGAAAATACTGGAGCTGTGCACTGTTATGTATTCACTGGTTTGCTGTAAATCTtatataTCTGATTTATCTCAGAGCAGAGGTGACACTAGTTCTAAATCTACAACAGGTTTATTTACAGTACTTGAAAATATCTCAGCAATTACAGGATTTCTATATacacacacacacacacacacacacacacacacacacacacacacacacGCTCTCAGCCAGATTCTGAAACCTTCTGTATGGAGTCN

ST‐E00142:460:H2K7HCCXY:6:2121:27935:26220 1 26 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 18 1 103 GAAATACAGACAATCATGCACAGAAacacacacacac GAAATACAGACAATCATGCACAGA GCCTTTCTGTGCATGAATGTCA 1 8 1 24 103 22 57,573 59,770 34,100 35,800 8,656,523 A 118 GAAATACAGACAATCATGCACAGAAacacacacacacacacacacacacacacacacacacacacacacacacAGAAATATTGACATTCATGCACAGAAAGGCATAGacacacacacA

ST‐E00142:460:H2K7HCCXY:6:2121:27935:26220 1 26 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 1 104 GAAATACAGACAATCATGCACAGAAacacacacacac GAAATACAGACAATCATGCACAGA TGCCTTTCTGTGCATGAATGTC 1 9 1 24 104 22 57,573 59,770 34,100 30,600 8,656,523 A 118 GAAATACAGACAATCATGCACAGAAacacacacacacacacacacacacacacacacacacacacacacacacAGAAATATTGACATTCATGCACAGAAAGGCATAGacacacacacA

ST‐E00142:460:H2K7HCCXY:6:2121:27935:26220 1 26 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 18 1 104 GAAATACAGACAATCATGCACAGAAacacacacacac GAAATACAGACAATCATGCACAGA TGCCTTTCTGTGCATGAATGT 1 10 1 24 104 21 57,573 58,759 34,100 27,100 8,668,141 A 118 GAAATACAGACAATCATGCACAGAAacacacacacacacacacacacacacacacacacacacacacacacacAGAAATATTGACATTCATGCACAGAAAGGCATAGacacacacacA

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 32 196 CCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATCCAGCCAGTGAAGCCCAC ATGCGAGAGGGCGAGAGATT 32 38 17 18 212 20 60,674 61,112 46,100 24,000 3,786,695 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 12 158 GCCCACATCCCGTGTATGAATAATATaaaaaaaaTCT GCCCACATCCCGTGTATGAA GAGTCAGTGAGAGAGAGCGC 18 12 29 20 186 20 60,107 59,901 25,700 59,200 0.206139 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 12 160 AAGCCCACATCCCGTGTATGAATAATATaaaaaaaaT AAGCCCACATCCCGTGTATG GAGTCAGTGAGAGAGAGCGC 20 12 27 20 186 20 60,107 59,901 23,900 59,200 0.205943 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 12 161 GAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaGAAGCCCACATCCCGTGTAT GAGTCAGTGAGAGAGAGCGC 21 12 26 20 186 20 59,820 59,901 22,900 59,200 0.279135 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 32 194 CCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATCCAGCCAGTGAAGCCCAC GCGAGAGGGCGAGAGATTG 32 37 17 18 210 19 60,674 60,300 46,100 26,700 3,974,153 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2121:6187:35696 1 67 88 24 2 AG TCTCTCTCTCAATCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 14 32 193 CCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATCCAGCCAGTGAAGCCCAC CGAGAGGGCGAGAGATTGAG 32 35 17 18 209 20 60,674 59,689 46,100 30,200 2,984,923 G 212 GGCAATAAATGCTGGCCCAGCCAGTGAAGCCCACATCCCGTGTATGAATAATATaaaaaaaaTCTGtctctctctcAAtctctctctctctctctctctctctctctctctctctctctctctctcTGTCTAtctctcTAtctctctctctctcAATCTCTTgcgcgcgctctctctcACTGACTCGTTCTCAAtctctcGCCCTCTCGCAT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 48 240 ACCAGTCACTCACCCTTTCCAGGCATGCCCACCTAT ACCAGTCACTCACCCTTTCC ACTGTCCTTTCATTTGCCATTTG 48 101 18 20 257 23 59,234 58,366 31,300 23,200 5,399,709 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 48 240 ACCAGTCACTCACCCTTTCCAGGCATGCCCACCTAT ACCAGTCACTCACCCTTTCC ACTGTCCTTTCATTTGCCATTTGT 48 100 18 20 257 24 59,234 59,899 31,300 28,300 4,866,940 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 42 240 CACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTCACTCACCCTTTCCAGGCAT TGATAAACTGTCCTTTCATTTGCCA 42 105 24 20 263 25 59,961 59,462 44,000 49,200 5,576,797 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 131 CAGGCATGCCCACCTATCTGCCGTAGGCACGTATac CAGGCATGCCCACCTATCTG CACCCTGTATACAAATAAAGGAGCAC 29 8 37 20 167 26 60,537 59,962 29,000 44,000 6,574,958 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 7 129 CAGGCATGCCCACCTATCTGCCGTAGGCACGTATac CAGGCATGCCCACCTATCTG CCCTGTATACAAATAAAGGAGCACA 29 7 37 20 165 25 60,537 58,880 29,000 45,700 6,656,223 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 42 206 CACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTCACTCACCCTTTCCAGGCAT TGCATCTATCATGTGAGCATCCA 42 73 24 20 229 23 59,961 59,928 44,000 34,100 3,110,637 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT
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ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 41 205 ACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAACTCACCCTTTCCAGGCATG TGCATCTATCATGTGAGCATCCA 41 73 25 20 229 23 59,961 59,928 40,600 34,100 3,110,637 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 29 193 CAGGCATGCCCACCTATCTGCCGTAGGCACGTATac CAGGCATGCCCACCTATCTG TGCATCTATCATGTGAGCATCCA 29 73 37 20 229 23 60,537 59,928 29,000 34,100 3,608,580 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 187 ATGCCCACCTATCTGCCGTAGGCACGTATacacacGCATGCCCACCTATCTGCCGTA GCATCTATCATGTGAGCATCCA 24 73 42 20 228 22 60,763 58,328 40,200 34,100 4,434,558 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 188 ATGCCCACCTATCTGCCGTAGGCACGTATacacacGCATGCCCACCTATCTGCCGTA TGCATCTATCATGTGAGCATCCA 24 73 42 20 229 23 60,763 59,928 40,200 34,100 3,834,734 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 188 ATGCCCACCTATCTGCCGTAGGCACGTATacacacGCATGCCCACCTATCTGCCGTA TGCATCTATCATGTGAGCATCC 24 74 42 20 229 22 60,763 58,328 40,200 35,100 4,434,558 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 9 131 CAGGCATGCCCACCTATCTGCCGTAGGCACGTATac CAGGCATGCCCACCTATCTG CACCCTGTATACAAATAAAGGAGCA 29 9 37 20 167 25 60,537 58,880 29,000 42,600 6,656,223 B 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 108 TAGGCACGTATacacacGCGTGCACGcacacacacacacTAGGCACGTATACACACGCG CACCCTGTATACAAATAAAGGAGCAC 6 8 60 20 167 26 60,248 59,962 60,100 44,000 6,286,446 F 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 127 TAGGCACGTATacacacGCGTGCACGcacacacacacacTAGGCACGTATACACACGCG TGCACAAGAACTTTATTTACACCCT 6 28 60 20 186 25 60,248 59,169 60,100 43,400 6,079,165 F 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 127 TAGGCACGTATacacacGCGTGCACGcacacacacacacTAGGCACGTATACACACGCG TGCACAAGAACTTTATTTACACCC 6 29 60 20 186 24 60,248 57,921 60,100 46,100 6,327,599 F 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 169 TAGGCACGTATacacacGCGTGCACGcacacacacacacTAGGCACGTATACACACGCG GCATCTATCATGTGAGCATCCA 6 73 60 20 228 22 60,248 58,328 60,100 34,100 3,919,891 F 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:18365:67164 1 86 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 170 TAGGCACGTATacacacGCGTGCACGcacacacacacacTAGGCACGTATACACACGCG TGCATCTATCATGTGAGCATCCA 6 73 60 20 229 23 60,248 59,928 60,100 34,100 3,320,067 F 287 TGCATCTATCCTTACATACCAGTCACTCACCCTTTCCAGGCATGCCCACCTATCTGCCGTAGGCACGTATacacacGCGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacaTGCATACTGTGCTCCTTTATTTGTATACAGGGTGTAAATAAAGTTCTTGTGCAACATTAAACTTTAatatatTTGGATGCTCACATGATAGATGCAAACTACAAATGGCAAATGAAAGGACAGTTTATCATGttttttAATGTTAATGCTGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 55 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 6 5 105 GCATCCTCTCCACATCCACTCTATGgagagagagagag GCATCCTCTCCACATCCACT CTCTCTCGCTCTTGGAGTGG 5 5 3 20 107 20 59,164 59,545 40,000 40,000 1,291,351 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 55 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 5 106 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC CTCTCTCGCTCTTGGAGTGG 6 5 2 20 107 20 60,179 59,545 40,200 40,000 0.634444 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 55 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 5 107 AGGCATCCTCTCCACATCCACTCTATGgagagagagagAGGCATCCTCTCCACATCCA CTCTCTCGCTCTTGGAGTGG 7 5 1 20 107 20 60,327 59,545 34,100 40,000 0.782314 F 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 3 7 271 AGGCATCCTCTCCACATCCACTCTATGgagagagagagAGGCATCCTCTCCACATCCA TACCTGCTACCCTGCAATGC 7 97 1 20 271 20 60,327 60,107 34,100 35,600 0.434118 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 6 270 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC TACCTGCTACCCTGCAATGC 6 97 2 20 271 20 60,179 60,107 40,200 35,600 0.286249 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 6 273 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC ACCTACCTGCTACCCTGCAA 6 100 2 20 274 20 60,179 60,547 40,200 40,800 0.725782 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 7 192 AGGCATCCTCTCCACATCCACTCTATGgagagagagagAGGCATCCTCTCCACATCCA GCCTGCTGTTCTCACTGACT 7 18 1 20 192 20 60,327 59,965 34,100 34,100 0.361520 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 187 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC GCTGTTCTCACTGACTCCCG 6 14 2 20 188 20 60,179 60,389 40,200 51,400 0.568201 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 191 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC GCCTGCTGTTCTCACTGACT 6 18 2 20 192 20 60,179 59,965 40,200 34,100 0.213650 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 6 192 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC AGCCTGCTGTTCTCACTGAC 6 19 2 20 193 20 60,179 59,965 40,200 35,100 0.213650 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 7 187 AGGCATCCTCTCCACATCCACTCTATGgagagagagagAGGCATCCTCTCCACATCCA CTGTTCTCACTGACTCCCGG 7 13 1 20 187 20 60,327 59,755 34,100 57,300 0.571898 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:24160:39897 1 28 127 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 6 186 GGCATCCTCTCCACATCCACTCTATGgagagagagaga GGCATCCTCTCCACATCCAC CTGTTCTCACTGACTCCCGG 6 13 2 20 187 20 60,179 59,755 40,200 57,300 0.424028 G 280 AGGCATCCTCTCCACATCCACTCTATGgagagagagagagagagagagagagagagagagagagagagagagagaCagagagCGGGGCCACTCCAAGAGCgagagagaAAAgggggTGTGTATAGTGCGCgagagagagagagagagagagagaGCGGGACTTCACGCCGGGAGTCAGTGAGAACAGCAGGCTCTTTTCTGTAACCAGTTTCCAGTCAGAAGCCCCATTCTAAAAGaaaaaTCGAGATGTGGCATTGCAGGGTAGCAGGTAGGTGATTGG

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 1 1 9 0 137 tgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTca TGTGTAAGAGTGTTTCCGTGAGA AGGAGGAGGATGAGCGGG 13 0 33 23 169 18 59,618 60,123 32,700 61,300 5,505,304 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 10 34 268 GGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGGGGAGAGTGAGCGAGTGTG AGATTTCCAGCATCCGCAGT 34 112 16 19 283 20 59,786 59,746 38,200 44,000 1,468,240 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 11 0 139 tgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcTGTGTGTAAGAGTGTTTCCGTGA AGGAGGAGGATGAGCGGG 15 0 31 23 169 18 60,119 60,123 43,500 61,300 5,242,142 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 12 32 267 GGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTG AGATTTCCAGCATCCGCAGT 32 112 17 20 283 20 60,388 59,746 38,200 44,000 0.642056 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 12 28 182 GGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTG CCCGAGTGTGGATGGGTTT 32 28 17 20 198 19 60,388 59,621 38,200 32,700 1,766,639 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 12 0 139 tgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcTGTGTGTAAGAGTGTTTCCGTG AGGAGGAGGATGAGCGGG 16 0 31 22 169 18 58,808 60,123 49,400 61,300 5,314,746 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 31 201 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT GTGCTTACCTCCTCACCTGG 31 47 18 20 218 20 59,688 59,749 37,200 44,500 0.562929 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 31 221 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT AATGGGTTGCCCTTCAGCTT 31 67 18 20 238 20 59,688 60,179 37,200 37,400 0.491339 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 31 225 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT TTGGAATGGGTTGCCCTTCA 31 71 18 20 242 20 59,688 59,810 37,200 30,200 0.501990 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 31 266 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT AGATTTCCAGCATCCGCAGT 31 112 18 20 283 20 59,688 59,746 37,200 44,000 0.566594 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 28 181 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT CCCGAGTGTGGATGGGTTT 31 28 18 20 198 19 59,688 59,621 37,200 32,700 1,691,177 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:28635:13545 1 69 83 24 2 AC CACACACACAGACACACACACACACACACATACATANA 0 0 13 0 152 GAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGGAGAGTGAGCGAGTGTGTGT AGGAGGAGGATGAGCGGG 31 0 18 20 169 18 59,688 60,123 37,200 61,300 2,435,492 G 283 AGCGAgtgtgtgtgtGGGAGAGTGAGCGAgtgtgtgtAAGAGTGTTTCCGTGAGAAagagagagAACTcacacacacaGacacacacacacacacacATACATacacacacacacacacacacacacacacacacacacacacacacacacCCCGCTCAtcctcctcctccCCACCCaaaaaCCCATCCACACTCGGGCCAGGTGAGGAGGTAAGCACAAGCTGAAGGGCAACCCATTCCAAACCCCAAGATAAAAGCAAAATACTGCGGATGCTGGAAATCT

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 32 190 AGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCAGTCCTGGTCTCCATCCTGC AAATCCTTCTGCAGCCTCCC 32 61 58 20 247 20 60,980 60,034 48,500 43,000 1,013,929 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 15 173 TGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgt TGCTGATGTCGTTGTCCCTC AAATCCTTCTGCAGCCTCCC 15 61 75 20 247 20 60,037 60,034 43,000 43,000 0.071024 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 16 174 CTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACg CTGCTGATGTCGTTGTCCCT AAATCCTTCTGCAGCCTCCC 16 61 74 20 247 20 60,037 60,034 42,000 43,000 0.070651 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 191 TCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTCCTGGTCTCCATCCTGCTG TCCAAATCCTTCTGCAGCCT 30 64 60 20 250 20 60,980 59,299 44,100 45,800 1,680,272 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 29 190 CCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTCCTGGTCTCCATCCTGCTGA TCCAAATCCTTCTGCAGCCT 29 64 61 20 250 20 60,980 59,299 42,600 45,800 1,680,272 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 18 176 TCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACATCCTGCTGATGTCGTTGTCC AAATCCTTCTGCAGCCTCCC 18 61 72 20 247 20 60,037 60,034 40,200 43,000 0.071024 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 16 139 CTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACg CTGCTGATGTCGTTGTCCCT ACCTGTCCCTCCACCTATCT 16 26 74 20 212 20 60,037 58,980 42,000 19,800 1,056,602 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 15 138 TGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgt TGCTGATGTCGTTGTCCCTC ACCTGTCCCTCCACCTATCT 15 26 75 20 212 20 60,037 58,980 43,000 19,800 1,056,976 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 61 242 ttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTTTCTATGTCTCACTCATTATCCATCT AAATCCTTCTGCAGCCTCCC 78 61 6 26 247 20 57,282 60,034 29,000 43,000 8,751,857 F 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 64 240 TGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTCTCACTCATTATCCATCTATCTC TCCAAATCCTTCTGCAGCCT 73 64 11 26 250 20 57,653 59,299 27,500 45,800 9,047,568 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 9 132 TGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgTGTCGTTGTCCCTCCCTTTG ACCTGTCCCTCCACCTATCT 9 26 81 20 212 20 59,892 58,980 27,700 19,800 1,127,481 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 65 241 TGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTCTCACTCATTATCCATCTATCTCT GTCCAAATCCTTCTGCAGCC 72 65 11 27 251 20 58,831 59,186 31,000 48,500 8,983,213 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2122:6167:34008 1 110 57 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 64 240 TGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTCTCACTCATTATCCATCTATCTCT TCCAAATCCTTCTGCAGCCT 72 64 11 27 250 20 58,831 59,299 31,000 45,800 8,869,956 B 259 TCtttttCTATGTCTCACTCATTATCCATCTATCTCTGTTTCTTGCTCTGTTTTCTTAGTCCTGGTCTCCATCCTGCTGATGTCGTTGTCCCTCCCTTTGCATCTACACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGgtgtgtgtTTATGTTAAGTTTGCAGATGATACAAAGATAGGTGGAGGGACAGGTAGTATTGAGGAGGTGGGGAGGCTGCAGAAGGATTTGGACAGGTTAGG

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 3 151 CAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgt CAGATGACCACCACCTGCTG ACACTGAATTGAAGGCCTGT 3 48 2 20 152 20 60,676 57,336 44,100 40,000 3,340,238 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 114 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA CCTCCATCCATTGCAAACACT 1 12 4 20 117 21 59,387 58,826 27,400 35,500 2,786,779 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 115 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA TCCTCCATCCATTGCAAACAC 1 13 4 20 118 21 59,387 58,830 27,400 33,200 2,783,426 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 115 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA TCCTCCATCCATTGCAAACACT 1 12 4 20 118 22 59,387 60,225 27,400 35,500 2,838,352 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 149 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA ACACTGAATTGAAGGCCTGTT 1 47 4 20 152 21 59,387 58,051 27,400 31,600 3,562,708 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 149 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA ACACTGAATTGAAGGCCTGT 1 48 4 20 152 20 59,387 57,336 27,400 40,000 3,277,662 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 266 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA AGTCCAGCAACAACACCACT 1 165 4 20 269 20 59,387 59,744 27,400 40,000 0.869151 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 239 ATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgATGACCACCACCTGCTGTAA GCACCTCCCTGTGATTCTATCT 0 137 5 20 243 22 58,936 59,297 24,100 19,800 3,767,010 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 3 253 CAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgt CAGATGACCACCACCTGCTG CCACTACATCAGCACCTCCC 3 150 2 20 254 20 60,676 59,821 44,100 43,000 0.854836 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 198 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA CCAACTGACACATACAGTATGGC 1 94 4 20 201 23 59,387 59,377 27,400 44,000 4,236,321 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 251 GATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtg GATGACCACCACCTGCTGTA CCACTACATCAGCACCTCCC 1 150 4 20 254 20 59,387 59,821 27,400 43,000 0.792260 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:13687:47457 1 25 60 24 1.5 AC TGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 239 ATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgATGACCACCACCTGCTGTAA GCACCTCCCTGTGATTCTATC 0 138 5 20 243 21 58,936 57,881 24,100 20,800 4,182,908 F 285 CCAGATGaccaccaccTGCTGTAAtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAGTCTATAGTGTTTGCAATGGATGGAGGATCAAGAATAAATAAACAGGCCTTCAATTCAGTGTTAATTATGCATCCTTGTGTAATATCTGCCATACTGTATGTGTCAGTTGGTCTAAAGTTGACTGGATCACAGATAGAATCACAGGGAGGTGCTGATGTAGTGGTGTTGTTGCTGGACTAGTAATCCAGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 11 0 130 TTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgt TTTGGTGCGCTGGAGTATGT ACACAAACAGACATACACAGGG 14 0 120 20 249 22 59,964 58,523 22,900 44,500 3,512,716 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 11 0 151 TCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTCCATGTGAGTATCTGTGCATT ACACAAACAGACATACACAGGG 33 0 99 22 249 22 57,508 58,523 35,600 44,500 7,969,046 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 117 GTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtg GTATGTGTGCAACCGTGTGG CACACAAACAGACATACACAGGG 0 0 134 20 250 23 59,763 59,749 41,700 44,500 3,487,998 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 131 TTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgt TTTGGTGCGCTGGAGTATGT CACACAAACAGACATACACAGGG 14 0 120 20 250 23 59,964 59,749 22,900 44,500 3,286,926 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 152 TCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTCCATGTGAGTATCTGTGCATT CACACAAACAGACATACACAGGG 33 0 99 22 250 23 57,508 59,749 35,600 44,500 7,743,256 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 153 ATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAATCCATGTGAGTATCTGTGCAT CACACAAACAGACATACACAGGG 34 0 98 22 250 23 57,298 59,749 39,600 44,500 7,952,414 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 12 0 218 tgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCATGTGTCAGAGAGTGTTTGCGA CACACAAACAGACATACACAGGG 100 0 33 21 250 23 59,864 59,749 51,000 44,500 4,386,872 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 0 202 TGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCT TGCGAGAGTGTGTCTGTTTGT CACACAAACAGACATACACAGGG 84 0 49 21 250 23 60,135 59,749 28,300 44,500 4,385,580 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:15219:25991 1 154 74 24 2 AC GTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 13 0 206 TGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgt TGTTTGCGAGAGTGTGTCTGT CACACAAACAGACATACACAGGG 88 0 45 21 250 23 60,135 59,749 34,100 44,500 4,385,580 G 255 TAtgtgtgtgtgtgtgTTTTCCTGTGCATTtgtgtgTCagagagTGTTTGCGAGAgtgtgtCTGTTTGTGCACATTAgtgtgtATCTTTCCGTAATTATCCATGTGAGTATCTGTGCATTTTGGTGCGCTGGAGTAtgtgtgCAACCGTGTGGgtgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGGgagagagagaCCCTGTGTATGTCTGTTtgtgtgTCTGT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 1 1 17 6 123 TGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgTGGCTTTCTGTGAGTGTGCA ACACAAACGCACAAACACACA 12 6 40 20 162 21 60,107 60,001 45,700 37,200 1,108,531 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 17 6 137 TGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCAT TGTGAGAGGGTGTTTGGCTT ACACAAACGCACAAACACACA 26 6 26 20 162 21 59,449 60,001 43,500 37,200 1,552,181 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 17 6 138 ATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCA ATGTGAGAGGGTGTTTGGCT ACACAAACGCACAAACACACA 27 6 25 20 162 21 59,226 60,001 47,500 37,200 1,774,912 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 17 6 145 tgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGT TGTGTGCATGTGAGAGGGTG ACACAAACGCACAAACACACA 34 6 18 20 162 21 60,250 60,001 46,100 37,200 1,251,692 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 17 6 157 GCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCGCATGCTCTTTGTGTGTGCA ACACAAACGCACAAACACACA 46 6 6 20 162 21 59,969 60,001 45,700 37,200 1,032,311 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:24830:6319 1 72 64 24 1.5 AC TGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGNA 0 0 17 6 158 TGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGTGCATGCTCTTTGTGTGTGC ACACAAACGCACAAACACACA 47 6 5 20 162 21 59,969 60,001 45,700 37,200 1,032,311 F 166 TGCATGCATGCTCTTtgtgtgtgCATGTGAGAGGGTGTTTGGCTTTCTGTGAGTGTGCATGTATCTGCATTtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGTAtgtgtgTTTGTGCGTTTGTGTATTT

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 16 0 138 CATACCCACAAGCACAGACGcacacacacacacacacac CATACCCACAAGCACAGACG TGTGAGTGAGTGTGAGTGTG 0 0 57 20 194 20 58,921 57,416 41,800 38,200 3,663,201 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 0 139 CATACCCACAAGCACAGACGcacacacacacacacacac CATACCCACAAGCACAGACG GTGTGAGTGAGTGTGAGTGT 0 1 57 20 195 20 58,921 57,414 41,800 35,500 3,664,967 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 182 CACATGCACACCTTTGGCAATCCACACTCTGTTGGA CACATGCACACCTTTGGCAA TGTGTGAGTGAGTGTGAGTGT 42 1 15 20 196 21 59,896 59,175 45,200 35,500 1,929,339 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 185 GGACACATGCACACCTTTGGCAATCCACACTCTGTT GGACACATGCACACCTTTGG TGTGTGAGTGAGTGTGAGTGT 45 1 12 20 196 21 59,685 59,175 32,800 35,500 2,139,786 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 186 CGGACACATGCACACCTTTGGCAATCCACACTCTGT CGGACACATGCACACCTTTG TGTGTGAGTGAGTGTGAGTGT 46 1 11 20 196 21 60,040 59,175 27,700 35,500 1,865,008 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 139 CATACCCACAAGCACAGACGcacacacacacacacacac CATACCCACAAGCACAGACG GTGTGAGTGAGTGTGAGTGTG 0 0 57 20 195 21 58,921 58,803 41,800 38,200 3,275,458 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 22 ‐36 210 CACATGCACACCTTTGGCAATCCACACTCTGTTGGA CACATGCACACCTTTGGCAA TGTGTGTGAGTGAGTGAGAGTG 42 ‐36 15 20 160 22 59,896 59,900 45,200 35,100 2,204,244 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 22 ‐36 214 CGGACACATGCACACCTTTGGCAATCCACACTCTGT CGGACACATGCACACCTTTG TGTGTGTGAGTGAGTGAGAGTG 46 ‐36 11 20 160 22 60,040 59,900 27,700 35,100 2,139,913 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:2909:9238 1 77 98 24 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 22 ‐37 213 CGGACACATGCACACCTTTGGCAATCCACACTCTGT CGGACACATGCACACCTTTG GTGTGTGAGTGAGTGAGAGTGA 46 ‐37 11 20 159 22 60,040 59,641 27,700 34,100 2,399,371 G 224 cacacacacaCGGACACATGCACACCTTTGGCAATCCACACTCTGTTGGACACTGTCATACCCACAAGCACAGACGcacacacacacacacacacacacacacacacacacacacacacacacaCTcacacaTACACTCACTCTCACTCACTcacacacacactcactcactcaCACACTCACACTCACTcacacaTTCACTCACTctcactcactcacacaca

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 57 260 AGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTC TGGGTGGAAATTAGGAATAGCA 57 90 2 20 261 22 59,752 57,128 47,000 34,900 5,119,607 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 56 259 GTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCT TGGGTGGAAATTAGGAATAGCA 56 90 3 20 261 22 59,752 57,128 36,900 34,900 5,119,607 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 215 GTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCT GGGTGGTTTATAGGGTCAAGAA 56 46 3 20 217 22 59,752 57,420 36,900 25,200 4,827,383 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 46 216 AGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTC GGGTGGTTTATAGGGTCAAGAA 57 46 2 20 217 22 59,752 57,420 47,000 25,200 4,827,383 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 128 TCTCCATTTCAAACGCCTCTGTTACACTTcacacacacaTCTCCATTTCAAACGCCTCTGT AGTGTGGGATAGTCTAAATCAGGG 7 4 50 22 177 24 60,225 59,344 34,100 44,500 6,880,635 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 175 GTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCT AGTGTGGGATAGTCTAAATCAGGG 56 4 3 20 177 24 59,752 59,344 36,900 44,500 4,903,848 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 4 176 AGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTC AGTGTGGGATAGTCTAAATCAGGG 57 4 2 20 177 24 59,752 59,344 47,000 44,500 4,903,848 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 4 127 CTCCATTTCAAACGCCTCTGTTACACTTcacacacacacCTCCATTTCAAACGCCTCTGT AGTGTGGGATAGTCTAAATCAGGG 7 4 51 21 177 24 58,846 59,344 34,100 44,500 6,810,574 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 55 258 TCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCTG TGGGTGGAAATTAGGAATAGCA 55 90 4 20 261 22 59,753 57,128 33,500 34,900 5,119,331 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 46 214 TCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCTG GGGTGGTTTATAGGGTCAAGAA 55 46 4 20 217 22 59,753 57,420 33,500 25,200 4,827,108 F 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 126 TCCATTTCAAACGCCTCTGTTACACTTcacacacacaca TCCATTTCAAACGCCTCTGT AGTGTGGGATAGTCTAAATCAGGG 7 4 52 20 177 24 57,730 59,344 34,100 44,500 6,926,464 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:30787:5212 1 79 71 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 174 TCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGTCTCATTCACACCGCCTCTG AGTGTGGGATAGTCTAAATCAGGG 55 4 4 20 177 24 59,753 59,344 33,500 44,500 4,903,572 B 268 AAGTCTCATTCACACCGCCTCTGCTGAGACTTCACCCTAGCTTTACTCATCTCCATTTCAAACGCCTCTGTTACACTTcacacacacacacacacacacacacacacacacacacacacacacacaAacacacacacacacacacacacAAACCCCTGATTTAGACTATCCCACACTTACGaaaaaTATGATTGTTTCTTGACCCTATAAACCAcccccACCAGTGtttttCTGACTCTTGCTATTCCTAATTTCCACCCATACTGAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 1 193 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACG TCCTCAAATACTGTCCACACCC 96 1 1 26 193 22 58,604 59,695 31,800 46,100 9,701,180 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 1 193 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACGT TCCTCAAATACTGTCCACACCC 95 1 1 27 193 22 59,936 59,695 35,700 46,100 9,368,540 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 0 192 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACGT CCTCAAATACTGTCCACACCCT 95 0 1 27 192 22 59,936 59,694 35,700 43,400 9,369,706 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 0 189 CACATTTCCCTTAGTTATTTACGTCATATTCCCTATG CACATTTCCCTTAGTTATTTACGTCA CCTCAAATACTGTCCACACCCT 93 0 4 26 192 22 57,741 59,694 43,500 43,400 10,564,976 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 49 245 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACGT AAGAAATGAAGTAAAGCTTAATCCGA 95 49 1 27 245 26 59,936 57,438 35,700 45,500 15,625,518 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 49 245 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACG AAGAAATGAAGTAAAGCTTAATCCGA 96 49 1 26 245 26 58,604 57,438 31,800 45,500 15,958,157 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 48 244 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCT CGTCACATTTCCCTTAGTTATTTACGT AGAAATGAAGTAAAGCTTAATCCGAT 95 48 1 27 244 26 59,936 57,261 35,700 41,800 15,802,424 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 1 184 TCCCTTAGTTATTTACGTCATATTCCCTATGAATGTT TCCCTTAGTTATTTACGTCATATTCCC TCCTCAAATACTGTCCACACCC 86 1 10 27 193 22 58,630 59,695 39,700 46,100 10,674,943 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2123:4371:60220 1 123 48 24 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 0 183 TCCCTTAGTTATTTACGTCATATTCCCTATGAATGTT TCCCTTAGTTATTTACGTCATATTCCC CCTCAAATACTGTCCACACCCT 86 0 10 27 192 22 58,630 59,694 39,700 43,400 10,676,109 F 272 CGTCACATTTCCCTTAGTTATTTACGTCATATTCCCTATGAATGTTAtttttCTTTAAATTTCAGTCATTAAGAAAATTGTTTtatataATTAATACTGTTGACCTTAAATAAATACTCATAatatatatatatatatatatatatatatatatatatatatatatatatAGGGTGTGGACAGTATTTGAGGACACATGCATTTTAGATTAATACTATATCGGATTAAGCTTTACTTCATTTCtttttaaaaaaTCAACAATGACATACCAT

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 8 3 169 TCTGAGACCCAGGCTCTTCCCGGctctctctctctctctct TCTGAGACCCAGGCTCTTCC CATGTGAGAGAGCAGGCCTG 3 78 26 20 194 20 60,616 60,462 34,600 48,500 1,078,336 F 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 5 129 ACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctc ACTCTGAGACCCAGGCTCTT AAGGAGTGAGAGGGTGAGCA 5 36 24 20 152 20 59,884 60,179 28,500 42,600 0.295063 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 5 136 ACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctc ACTCTGAGACCCAGGCTCTT TTTGGCCAAGGAGTGAGAGG 5 43 24 20 159 20 59,884 59,598 28,500 36,900 0.517881 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 5 171 ACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctc ACTCTGAGACCCAGGCTCTT CATGTGAGAGAGCAGGCCTG 5 78 24 20 194 20 59,884 60,462 28,500 48,500 0.578367 F 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 6 140 CACTCTGAGACCCAGGCTCTTCCCGGctctctctctctct CACTCTGAGACCCAGGCTCT AAATTTGGCCAAGGAGTGAGAG 6 44 23 20 162 22 60,614 58,840 40,900 32,000 3,774,684 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 6 140 CACTCTGAGACCCAGGCTCTTCCCGGctctctctctctct CACTCTGAGACCCAGGCTCT AAATTTGGCCAAGGAGTGAGAGG 6 43 23 20 162 23 60,614 61,069 40,900 36,900 4,683,055 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 6 140 CACTCTGAGACCCAGGCTCTTCCCGGctctctctctctct CACTCTGAGACCCAGGCTCT AAATTTGGCCAAGGAGTGAGA 6 45 23 20 162 21 60,614 57,757 40,900 32,700 3,857,774 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 6 172 CACTCTGAGACCCAGGCTCTTCCCGGctctctctctctct CACTCTGAGACCCAGGCTCT CATGTGAGAGAGCAGGCCTG 6 78 23 20 194 20 60,614 60,462 40,900 48,500 1,076,640 F 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:31395:45365 1 49 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 5 130 ACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctc ACTCTGAGACCCAGGCTCTT CAAGGAGTGAGAGGGTGAGC 5 37 24 20 153 20 59,884 59,751 28,500 42,600 0.364985 B 199 CTCTGAGGCCCGctctctctctCACTCTGAGACCCAGGCTCTTCCCGGctctctctctctctctctctctctctctctctctctctctctctctctCACTCAATGGCGCCctctctCCCTTCCTCTGAGGACTGCTCACCCTCTCACTCCTTGGCCAAATTTTCATTTTGCCACCAGGCCTGctctctCACATGCTGTG

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 1 1 3 20 157 ACACCCTGAAATGTAAATGCAACAAAacacacacTCC ACACCCTGAAATGTAAATGCAAC GCCAGTCAGCCAAATACATGC 20 24 39 23 195 21 58,118 60,202 41,700 40,600 6,084,256 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 4 19 156 CACCCTGAAATGTAAATGCAACAAAacacacacTCCC CACCCTGAAATGTAAATGCAACA GCCAGTCAGCCAAATACATGC 19 24 40 23 195 21 58,119 60,202 33,300 40,600 6,083,095 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 4 19 157 ACACCCTGAAATGTAAATGCAACAAAacacacacTCC ACACCCTGAAATGTAAATGCAACA GCCAGTCAGCCAAATACATGC 19 24 39 24 195 21 59,656 60,202 33,300 40,600 5,545,862 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 4 4 138 CACCCTGAAATGTAAATGCAACAAAacacacacTCCC CACCCTGAAATGTAAATGCAACA TGCTTTGTCTCTAGAATCCATCT 19 4 40 23 177 23 58,119 57,053 33,300 29,000 10,827,701 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 4 4 139 ACACCCTGAAATGTAAATGCAACAAAacacacacTCC ACACCCTGAAATGTAAATGCAACA TGCTTTGTCTCTAGAATCCATCT 19 4 39 24 177 23 59,656 57,053 33,300 29,000 10,290,468 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 4 3 139 ACACCCTGAAATGTAAATGCAACAAAacacacacTCC ACACCCTGAAATGTAAATGCAACA TGCTTTGTCTCTAGAATCCATCTT 19 3 39 24 177 24 59,656 57,695 33,300 24,000 10,648,798 B 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 6 25 165 TcacacaACACCCTGAAATGTAAATGCAACAAAacac TCACACAACACCCTGAAATGT TGCCAGTCAGCCAAATACATG 29 25 32 21 196 21 57,988 58,906 27,100 32,100 5,105,456 F 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 6 24 164 TcacacaACACCCTGAAATGTAAATGCAACAAAacac TCACACAACACCCTGAAATGT GCCAGTCAGCCAAATACATGC 29 24 32 21 195 21 57,988 60,202 27,100 40,600 4,213,902 F 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:23226:34483 1 82 69 24 1.5 AC CACACACAAACACACACACATACACACACACACACANA 0 0 6 24 165 TTcacacaACACCCTGAAATGTAAATGCAACAAAaca TTCACACAACACCCTGAAATGT GCCAGTCAGCCAAATACATGC 29 24 31 22 195 21 58,639 60,202 27,100 40,600 4,563,203 F 231 TGTTTAAACCAGAAGAAAATATGATGATTATTcacacaACACCCTGAAATGTAAATGCAACAAAacacacacTCCCTCATGcacacacaAacacacacacATacacacacacacacacacacacacacacacacacacacacacacacacGTAAAGATGGATTCTAGAGACAAAGCATGTATTTGGCTGACTGGCaaaaaTAAAAGGAGTAAATCACGTTTTCAAATTTCA

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 9 151 GCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgt GCAGTGACCAGTGACCAACT TCACTTTGTGACTGTAAATGCGA 9 28 45 20 195 23 60,179 58,876 31,600 51,000 4,302,552 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 49 252 GCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTC GCCCAGAGTATTGAATTCCTGG TGTTCCAACTCTGCTGTGCA 49 90 3 22 254 20 58,782 60,107 44,500 45,700 3,324,889 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 49 253 TGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGT TGCCCAGAGTATTGAATTCCTGG TGTTCCAACTCTGCTGTGCA 49 90 2 23 254 20 60,372 60,107 44,500 45,700 3,479,181 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 48 252 GCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTC GCCCAGAGTATTGAATTCCTGGA TGTTCCAACTCTGCTGTGCA 48 90 3 23 254 20 60,118 60,107 38,600 45,700 3,225,152 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 156 TGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtg TGGAAGCAGTGACCAGTGAC TCACTTTGTGACTGTAAATGCGA 14 28 40 20 195 23 59,893 58,876 36,700 51,000 4,230,214 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 215 TGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtg TGGAAGCAGTGACCAGTGAC TGTTCCAACTCTGCTGTGCA 14 90 40 20 254 20 59,893 60,107 36,700 45,700 0.213971 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 9 210 GCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgt GCAGTGACCAGTGACCAACT TGTTCCAACTCTGCTGTGCA 9 90 45 20 254 20 60,179 60,107 31,600 45,700 0.286309 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 154 GAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgt GAAGCAGTGACCAGTGACCA TCACTTTGTGACTGTAAATGCGA 12 28 42 20 195 23 59,893 58,876 40,200 51,000 4,230,214 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 12 213 GAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgt GAAGCAGTGACCAGTGACCA TGTTCCAACTCTGCTGTGCA 12 90 42 20 254 20 59,893 60,107 40,200 45,700 0.213971 B 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 136 GAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgt GAAGCAGTGACCAGTGACCA TGCGAACATCTCTCACTCACA 12 12 42 20 177 21 59,893 59,387 40,200 35,800 1,720,145 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 138 TGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtg TGGAAGCAGTGACCAGTGAC TGCGAACATCTCTCACTCACA 14 12 40 20 177 21 59,893 59,387 36,700 35,800 1,720,145 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 141 TCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATTCATGGAAGCAGTGACCAGT TGCGAACATCTCTCACTCACA 17 12 37 20 177 21 58,941 59,387 40,000 35,800 2,672,535 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 12 143 TGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTTGTCATGGAAGCAGTGACCA TGCGAACATCTCTCACTCACA 19 12 35 20 177 21 59,236 59,387 40,200 35,800 2,377,708 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 9 133 GCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgt GCAGTGACCAGTGACCAACT TGCGAACATCTCTCACTCACA 9 12 45 20 177 21 60,179 59,387 31,600 35,800 1,792,482 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2201:28554:39106 1 74 71 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 142 TGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTTGTCATGGAAGCAGTGACCA GCGAACATCTCTCACTCACAC 19 11 35 20 176 21 59,236 59,011 40,200 38,200 2,753,436 F 277 GTGCCCAGAGTATTGAATTCCTGGATTGTTCTAATGTCATGGAAGCAGTGACCAGTGACCAACTAGTTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtGAGAGTTGAgtgtgtGAGTgagagaTGTTCGCATTTACAGTCACAAAGTGAATACCACTTAATACTTTACCTAATCTCTATCATGAACTTTGCACAGCAGAGTTGGAACAGCTAAATGGTGTCTTTTCTAAAT

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 1 1 5 17 141 gagagGGACAATCGcacacaGGCACTCACAAGCACTGGAGAGGGACAATCGCACACA GTTTCGCTTTGCAGCTTTGC 17 21 28 20 168 20 60,037 59,769 37,200 36,800 0.267840 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 0 0 6 17 140 gagagGGACAATCGcacacaGGCACTCACAAGCACTGGAGAGGGACAATCGCACACA TTTCGCTTTGCAGCTTTGCA 17 20 28 20 167 20 60,037 60,179 37,200 40,800 0.216442 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 0 0 6 16 138 agagGGACAATCGcacacaGGCACTCACAAGCACTGt AGAGGGACAATCGCACACAG TTCGCTTTGCAGCTTTGCAT 16 19 29 20 166 20 60,037 59,968 36,600 39,600 0.069356 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 0 0 6 16 140 agagGGACAATCGcacacaGGCACTCACAAGCACTGt AGAGGGACAATCGCACACAG GTTTCGCTTTGCAGCTTTGC 16 21 29 20 168 20 60,037 59,769 36,600 36,800 0.267467 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 0 0 8 17 138 gagagGGACAATCGcacacaGGCACTCACAAGCACTGGAGAGGGACAATCGCACACA TCGCTTTGCAGCTTTGCATT 17 18 28 20 165 20 60,037 59,968 37,200 35,600 0.069729 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:20354:1977 1 65 63 24 1.5 AC TCTCTCTCACTCTCTCACACACACACACACACACACANA 0 0 8 16 137 agagGGACAATCGcacacaGGCACTCACAAGCACTGt AGAGGGACAATCGCACACAG TCGCTTTGCAGCTTTGCATT 16 18 29 20 165 20 60,037 59,968 36,600 35,600 0.069356 F 173 ACACATTTGAACACAAATGCACAGACagagagGGACAATCGcacacaGGCACTCACAAGCACTGtctctctcActctctcacacacacacacacacacacacacacacacacacacacacacacacaGAAACACaaaaaTACACAAATGCAAAGCTGCAAAGCGAAACACGGG

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 6 16 246 AAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGAAAGCACCCAGACTAGCTGC ACAACCTCAAATTTCCCAGCTC 16 87 14 20 259 22 60,322 59,107 52,500 40,900 3,215,497 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 16 246 AAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGAAAGCACCCAGACTAGCTGC ACAACCTCAAATTTCCCAGCT 16 88 14 20 259 21 60,322 58,037 52,500 42,400 3,284,867 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 16 251 AAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGAAAGCACCCAGACTAGCTGC GCCAAACAACCTCAAATTTCCC 16 92 14 20 264 22 60,322 58,862 52,500 39,700 3,460,313 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 16 222 AAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGAAAGCACCCAGACTAGCTGC AACTTACCTCAATGCAGCCC 16 65 14 20 235 20 60,322 58,161 52,500 51,900 2,161,432 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 12 218 CACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctc CACCCAGACTAGCTGCCTCT AACTTACCTCAATGCAGCCC 12 65 18 20 235 20 60,975 58,161 36,900 51,900 2,814,464 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:30584:14002 1 50 101 24 2 AG TCTCTCTCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 11 217 ACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctct ACCCAGACTAGCTGCCTCTA AACTTACCTCAATGCAGCCC 11 65 19 20 235 20 59,368 58,161 24,300 51,900 2,471,176 D 265 ATCTTCTTACATCAAAGCACCCAGACTAGCTGCCTCTAATTCAATTAAGtctctctctctcTTCctctctctctctctctctctctctctctctctctctctctctctctctCCcacacacacacacacacacacacacacacacacacaCCATTATTCTACTTTACAATAAATTCCAATAACATTGTGGAAATTATTATATCTTCCTGACACCGGGGCTGCATTGAGGTAAGTTAAGAGCTGGGAAATTTGAGGTTGTTTGGCA

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 7 44 204 aGATGCACGACcacacacaGGCACATGCATACAGACGAGATGCACGACCACACACAG GGGCTGTTCAAGTTAGTGTAGGT 44 69 6 20 209 23 60,601 60,244 36,600 30,800 3,845,503 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 44 204 aGATGCACGACcacacacaGGCACATGCATACAGACGAGATGCACGACCACACACAG GGGCTGTTCAAGTTAGTGTAGG 44 70 6 20 209 22 60,601 58,664 36,600 31,800 3,936,625 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 45 205 caGATGCACGACcacacacaGGCACATGCATACAGACCAGATGCACGACCACACACA GGGCTGTTCAAGTTAGTGTAGGT 45 69 5 20 209 23 60,880 60,244 37,200 30,800 4,124,295 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 5 117 GCACATGCATACAGACGcacacaAAAACACTCAGGC GCACATGCATACAGACGCAC TGTGTTTGTGCGTGAGTGTG 24 5 26 20 142 20 60,248 59,554 53,400 38,200 0.693643 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 5 137 aGATGCACGACcacacacaGGCACATGCATACAGACGAGATGCACGACCACACACAG TGTGTTTGTGCGTGAGTGTG 44 5 6 20 142 20 60,601 59,554 36,600 38,200 1,046,875 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 5 140 cacaGATGCACGACcacacacaGGCACATGCATACAG CACAGATGCACGACCACACA TGTGTTTGTGCGTGAGTGTG 47 5 3 20 142 20 60,880 59,554 37,200 38,200 1,325,667 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 5 142 cacacaGATGCACGACcacacacaGGCACATGCATACACACACAGATGCACGACCACA TGTGTTTGTGCGTGAGTGTG 49 5 1 20 142 20 60,880 59,554 41,700 38,200 1,325,667 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 4 116 GCACATGCATACAGACGcacacaAAAACACTCAGGC GCACATGCATACAGACGCAC GTGTTTGTGCGTGAGTGTGT 24 4 26 20 141 20 60,248 59,554 53,400 37,200 0.694037 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2202:7902:33076 1 70 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 4 141 cacacaGATGCACGACcacacacaGGCACATGCATACACACACAGATGCACGACCACA GTGTTTGTGCGTGAGTGTGT 49 4 1 20 141 20 60,880 59,554 41,700 37,200 1,326,061 F 230 cacacaGATGCACGACcacacacaGGCACATGCATACAGACGcacacaAAAACACTCAGGCATACATAAacacacacacacacacacacacacacacacacacacacacacacacacATAAacacacTCACGCACAAACACATTCCTTAAGAGTAAATATAAATGAGCTCTCAATcacacaCTTACACCTACACTAACTTGAACAGCCCCACaaaaaGACACGCACTCAC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 27 218 AGACACAGGACCTTCTATTTCAGTTACACATCTTAA AGACACAGGACCTTCTATTTCAGT CACAGAAAGTCGTAACTGCACA 27 55 2 24 219 22 59,159 59,136 34,100 45,700 7,704,986 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 27 219 AGACACAGGACCTTCTATTTCAGTTACACATCTTAA AGACACAGGACCTTCTATTTCAGT ACACAGAAAGTCGTAACTGCAC 27 56 2 24 220 22 59,159 59,136 34,100 45,700 7,705,589 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 27 219 GAGACACAGGACCTTCTATTTCAGTTACACATCTTA GAGACACAGGACCTTCTATTTCAGT CACAGAAAGTCGTAACTGCACA 27 55 1 25 219 22 60,047 59,136 34,100 45,700 7,910,689 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 13 174 AGACACAGGACCTTCTATTTCAGTTACACATCTTAA AGACACAGGACCTTCTATTTCAGT GGAGCAGAAAGAGGCCATGA 27 13 2 24 175 20 59,159 59,746 34,100 30,700 5,095,424 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 11 172 AGACACAGGACCTTCTATTTCAGTTACACATCTTAA AGACACAGGACCTTCTATTTCAGT AGCAGAAAGAGGCCATGAGG 27 11 2 24 173 20 59,159 59,745 34,100 38,600 5,096,564 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2203:23916:68975 1 53 90 24 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 17 178 AGACACAGGACCTTCTATTTCAGTTACACATCTTAA AGACACAGGACCTTCTATTTCAGT TTACGGAGCAGAAAGAGGCC 27 17 2 24 179 20 59,159 59,751 34,100 51,900 5,090,644 B 247 GAGACACAGGACCTTCTATTTCAGTTACACATCTTAAAATATTGTTGTCCTGatatatatatatatatatatatatatatatatatatatatatatatatgtgtgtgtgtgtgtgtatatatatatatatatatatatatatAGGCTGAATGGCCTCATGGCCTCTTTCTGCTCCGTAACTTTTCTATGGTTCTATATGTGCAGTTACGACTTTCTGTGTAATACTCACATTAATTCATCATGAATC

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 8 7 142 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGTG CTCTTCGCTGTGCTTGCTCT 46 7 64 21 205 20 59,997 60,670 38,200 40,900 1,672,820 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 6 141 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGTG TCTTCGCTGTGCTTGCTCTC 46 6 64 21 204 20 59,997 60,669 38,200 32,000 1,671,595 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 5 140 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGTG CTTCGCTGTGCTTGCTCTCT 46 5 64 21 203 20 59,997 60,670 38,200 31,000 1,672,820 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 4 139 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGTG TTCGCTGTGCTTGCTCTCTC 46 4 64 21 202 20 59,997 60,669 38,200 32,000 1,671,595 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 2 137 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGTG CGCTGTGCTTGCTCTCTCTT 46 2 64 21 200 20 59,997 60,670 38,200 28,500 1,672,820 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:10642:66654 1 131 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 9 4 139 AGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAA AGGCAGATGACCAGAAGTGT TTCGCTGTGCTTGCTCTCTC 47 4 64 20 202 20 58,644 60,669 35,500 32,000 2,024,830 F 205 CAGAAGTGTTATCAAACAAAATGCGATGCTAAACCACATAATATTGAAGCAATAATGATATTAAGGCAGATGACCAGAAGTGTGGTCAAAGAGGTAAGTTTTAAGGAGTGTCCAAGTGAAAgggggAGGTgagagagagagagagagagagagagagagagagagagagagagagagaAAAagagagagCAAGCACAGCGAAGAG

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 24 160 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA ACCACAAACCCAGGCATTGT 24 45 16 23 175 20 59,869 60,398 44,100 27,100 3,529,427 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 23 138 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA CAAACACATGGCCAGCTCCT 24 23 16 23 153 20 59,869 60,897 44,100 36,900 4,027,986 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 22 137 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA AAACACATGGCCAGCTCCTG 24 22 16 23 152 20 59,869 60,897 44,100 38,600 4,027,986 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 34 176 TGGTTCATCTTGAATCGCTATTCActctctGCAATAGA TGGTTCATCTTGAATCGCTATTC AGTCCAACCACAAACCCAGG 34 51 6 23 181 20 57,009 60,106 17,500 44,500 6,097,545 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 33 178 GATGGTTCATCTTGAATCGCTATTCActctctGCAATAGATGGTTCATCTTGAATCGCTATTCA AGTCCAACCACAAACCCAGG 33 51 4 26 181 20 59,796 60,106 25,700 44,500 6,309,747 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 27 152 TGGTTCATCTTGAATCGCTATTCActctctGCAATAGA TGGTTCATCTTGAATCGCTATTC GTTCCAAACACATGGCCAGC 34 27 6 23 157 20 57,009 60,320 17,500 48,500 6,311,141 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 24 142 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA GTTCCAAACACATGGCCAGC 24 27 16 23 157 20 59,869 60,320 44,100 48,500 3,450,859 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 24 166 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA AGTCCAACCACAAACCCAGG 24 51 16 23 181 20 59,869 60,106 44,100 44,500 3,237,263 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 122 GCAATAGAAAGCATCAAGACTATCAGAacacacacac GCAATAGAAAGCATCAAGACTATCAGA GTTCCAAACACATGGCCAGC 0 27 36 27 157 20 59,559 60,320 32,700 48,500 7,760,369 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 3 118 TGAATCGCTATTCActctctGCAATAGAAAGCATCAA TGAATCGCTATTCACTCTCTGCA GCCTCTTGCCTCTCCTCTCT 24 3 16 23 133 20 59,869 60,687 44,100 31,000 3,818,473 F 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 9 133 TGGTTCATCTTGAATCGCTATTCActctctGCAATAGA TGGTTCATCTTGAATCGCTATTC CTCCTGCCTCTTGCCTCTC 34 9 6 23 138 19 57,009 59,478 17,500 32,000 7,512,944 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2204:9526:71928 1 63 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 9 135 GATGGTTCATCTTGAATCGCTATTCActctctGCAATAGATGGTTCATCTTGAATCGCTATTCA CTCCTGCCTCTTGCCTCTC 33 9 4 26 138 19 59,796 59,478 25,700 32,000 7,725,146 B 182 GAAGATGGTTCATCTTGAATCGCTATTCActctctGCAATAGAAAGCATCAAGACTATCAGAacacacacacacacacacacacacacacacacacacacacacacacacAACagagagGAGAGGCAAGAGGCAGGAGCTGGCCATGTGTTTGGAACAATGCCTGGGTTTGTGGTTGGACTC

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 1 1 2 0 133 GGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCAGGGCAGAGCAGACAGTTGTA TCTATCCTCCCACTTTGTAACG 29 0 35 20 167 22 59,678 57,269 24,100 31,800 5,052,619 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 2 0 138 TTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTC TTGATGGGCAGAGCAGACAG TCTATCCTCCCACTTTGTAACG 34 0 30 20 167 22 60,036 57,269 35,100 31,800 4,766,674 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 58 240 GACAACAGGAAACATGGCCCGCCATTGATGGGCAGGACAACAGGAAACATGGCCC GGCCTGGATCCACTCAAGTT 58 80 6 20 245 20 59,397 59,670 58,000 26,600 0.932661 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 58 241 GACAACAGGAAACATGGCCCGCCATTGATGGGCAGGACAACAGGAAACATGGCCC CGGCCTGGATCCACTCAAG 58 82 6 20 246 19 59,397 60,153 58,000 30,200 1,756,354 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 37 219 CCATTGATGGGCAGAGCAGACAGTTGTAAACTGGT CCATTGATGGGCAGAGCAGA GGCCTGGATCCACTCAAGTT 37 80 27 20 245 20 60,107 59,670 42,600 26,600 0.436464 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 34 216 TTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTC TTGATGGGCAGAGCAGACAG GGCCTGGATCCACTCAAGTT 34 80 30 20 245 20 60,036 59,670 35,100 26,600 0.365321 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 32 214 GATGGGCAGAGCAGACAGTTGTAAACTGGTTTCAT GATGGGCAGAGCAGACAGTT GGCCTGGATCCACTCAAGTT 32 80 32 20 245 20 60,036 59,670 31,600 26,600 0.365226 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 3 0 136 GATGGGCAGAGCAGACAGTTGTAAACTGGTTTCAT GATGGGCAGAGCAGACAGTT TCTATCCTCCCACTTTGTAACG 32 0 32 20 167 22 60,036 57,269 31,600 31,800 4,766,578 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 4 59 241 TGACAACAGGAAACATGGCCCGCCATTGATGGGCATGACAACAGGAAACATGGCC GGCCTGGATCCACTCAAGTT 59 80 5 20 245 20 58,673 59,670 53,600 26,600 1,656,898 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 5 1 184 TTCATGCACACGTACTCAGGTTcacacacacacaCGcacTTCATGCACACGTACTCAGGT GGCCTGGATCCACTCAAGTT 1 80 62 21 245 20 59,657 59,670 40,000 26,600 1,672,738 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 6 1 183 TCATGCACACGTACTCAGGTTcacacacacacaCGcacaTCATGCACACGTACTCAGGT GGCCTGGATCCACTCAAGTT 1 80 63 20 245 20 59,034 59,670 40,000 26,600 1,295,775 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2206:27803:53979 1 84 62 24 1.5 AC CACACACACACACGCACACACACACACACACACACANA 0 0 7 0 183 TCATGCACACGTACTCAGGTTcacacacacacaCGcacaTCATGCACACGTACTCAGGTT GGCCTGGATCCACTCAAGTT 0 80 63 21 245 20 59,657 59,670 35,000 26,600 1,672,738 B 260 CATTTGACAACAGGAAACATGGCCCGCCATTGATGGGCAGAGCAGACAGTTGTAAACTGGTTTCATGCACACGTACTCAGGTTcacacacacacaCGcacacacacacacacacacacacacacacacacacacacacacacacaCGTTACAAAGTGGGAGGATAGATTAAGTGATATTTTAAAGTCTAATAGATATTACAATTAAAAGGATCTTATAAGCTGATAACTTGAGTGGATCCAGGCCGGGGTCAATGGTGGT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 19 139 TGCTGAATtatataTCACACGTACAATTCTTTTGGCTGTGCTGAATTATATATCACACGTACAAT TACAGGGTGGTGCTGGTGG 26 19 39 27 177 19 57,295 61,525 27,100 46,100 12,230,415 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 19 139 GTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGTGCTGAATTATATATCACACGTACA ACAGGGTGGTGCTGGTGG 28 19 38 26 176 18 57,485 61,890 29,000 46,100 12,405,165 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 18 139 GGTGCTGAATtatataTCACACGTACAATTCTTTTGGCGGTGCTGAATTATATATCACACGTACA CAGGGTGGTGCTGGTGGG 28 18 37 27 175 18 59,403 62,666 29,000 46,100 12,263,622 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 59 240 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC TTCCTTAGGATGACGACAGC 59 94 14 19 253 20 59,481 57,038 58,000 44,000 4,480,300 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 59 241 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC GTTCCTTAGGATGACGACAGC 59 94 14 19 254 21 59,481 58,458 58,000 44,000 4,060,329 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 59 242 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC TGTTCCTTAGGATGACGACAGC 59 94 14 19 255 22 59,481 60,094 58,000 44,000 3,612,956 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 43 191 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC ACTAACTTGCATGAAGCTTGGG 59 43 14 19 204 22 59,481 59,178 58,000 41,200 4,340,743 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 43 192 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC CACTAACTTGCATGAAGCTTGGG 59 43 14 19 205 23 59,481 60,367 58,000 41,200 4,885,453 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 42 190 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC CTAACTTGCATGAAGCTTGGGC 59 42 14 19 203 22 59,481 60,416 58,000 53,600 3,935,205 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 32 178 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC AAGCTTGGGCGAGATACAGG 59 32 14 19 191 20 59,481 59,821 58,000 40,000 1,697,774 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 29 175 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC CTTGGGCGAGATACAGGGTG 59 29 14 19 188 20 59,481 60,179 58,000 46,100 1,697,847 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:11627:52959 1 92 48 24 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 22 168 ccATTCTGCACAATGGCCCCAAAGGTGCTGAATtata CCATTCTGCACAATGGCCC GAGATACAGGGTGGTGCTGG 59 22 14 19 181 20 59,481 59,821 58,000 48,500 1,697,774 F 256 ATTcccccTTcccccATTCTGCACAATGGCCCCAAAGGTGCTGAATtatataTCACACGTACAATTCTTTTGGCTGGGAGCCCCGCTTCCTtctctctctctctctctctctctctctctctctctctctctctctctcCCTCTccccccccAcccccccACCAGCACCACCCTGTATCTCGCCCAAGCTTCATGCAAGTTAGTGAATATTGGCACAATATTTAACCTAgggggCTGTCGTCATCCTAAGGAACAT

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 4 20 144 TGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTT TGCTTCAGGTGCAGGACTG AGGTCAGACTGCAAGAATCTGA 20 20 30 19 173 22 59,928 59,098 35,100 32,700 3,974,473 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 16 140 TCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGc TCAGGTGCAGGACTGGCTA AGGTCAGACTGCAAGAATCTGA 16 20 34 19 173 22 60,229 59,098 39,300 32,700 4,131,664 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 16 141 TTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCG TTCAGGTGCAGGACTGGCTA AGGTCAGACTGCAAGAATCTGA 16 20 33 20 173 22 60,836 59,098 39,300 32,700 3,738,458 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 8 133 CAGGACTGGCTACCTCCATCTCTTTGCGctctctctctA CAGGACTGGCTACCTCCATC AGGTCAGACTGCAAGAATCTGA 8 20 41 20 173 22 59,244 59,098 35,100 32,700 3,658,172 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 7 132 AGGACTGGCTACCTCCATCTCTTTGCGctctctctctAT AGGACTGGCTACCTCCATCT AGGTCAGACTGCAAGAATCTGA 7 20 42 20 173 22 59,361 59,098 29,000 32,700 3,541,879 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:12398:41321 1 69 63 24 2 AG CTCTCTCTCTATCTATCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 131 GGACTGGCTACCTCCATCTCTTTGCGctctctctctATC GGACTGGCTACCTCCATCTC AGGTCAGACTGCAAGAATCTGA 6 20 43 20 173 22 58,955 59,098 27,500 32,700 3,947,097 D 217 ATCTTGAATAATAAAGACTGCATTTTCTCTGCTTCAGGTGCAGGACTGGCTACCTCCATCTCTTTGCGctctctctctATCTAtctctctctctctctctctctctctctctctctctctctctctctctcTTTCTGTCTATTTCTCTATCTCAGATTCTTGCAGTCTGACCTATTTCTGTCAGGTTCAGTGATATTTTaaaaaCAGGTCCCATGAC

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 20 181 TCCTAACGCTACATCAATCGCTTAGCATTCACAacac TCCTAACGCTACATCAATCGCT CCTATGACAAGCCAAACACATT 20 69 38 22 218 22 59,639 57,211 49,300 27,100 7,150,131 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 48 214 AGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAGAGGATTATTTATTCTTGCATTCACC CCTATGACAAGCCAAACACATT 48 69 5 27 218 22 58,146 57,211 40,200 27,100 13,643,129 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 47 213 GAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAGAGGATTATTTATTCTTGCATTCACCC CCTATGACAAGCCAAACACATT 47 69 6 27 218 22 58,915 57,211 46,100 27,100 12,873,696 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 16 176 ACGCTACATCAATCGCTTAGCATTCACAacacacAAG ACGCTACATCAATCGCTTAGC CCTATGACAAGCCAAACACATT 16 69 43 21 218 22 58,872 57,211 30,900 27,100 6,917,047 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 16 177 ACGCTACATCAATCGCTTAGCATTCACAacacacAAG ACGCTACATCAATCGCTTAGC TCCTATGACAAGCCAAACACA 16 71 43 21 219 21 58,872 57,500 30,900 37,200 5,628,483 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 2 164 CGCTTAGCATTCACAacacacAAGcacacacacacacacaCGCTTAGCATTCACAACACACA TCCTATGACAAGCCAAACACA 2 71 56 22 219 21 60,032 57,500 37,200 37,200 5,532,565 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 48 247 AGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAGAGGATTATTTATTCTTGCATTCACC GCCTTCTTCAATGGGTCTGC 48 104 5 27 251 20 58,146 59,186 40,200 42,600 9,667,938 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 47 212 AGGATTATTTATTCTTGCATTCACCCCAAAATCCTAAAGGATTATTTATTCTTGCATTCACCC CCTATGACAAGCCAAACACATT 47 69 7 26 218 22 58,044 57,211 46,100 27,100 12,744,930 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 47 245 AGGATTATTTATTCTTGCATTCACCCCAAAATCCTAAAGGATTATTTATTCTTGCATTCACCC GCCTTCTTCAATGGGTCTGC 47 104 7 26 251 20 58,044 59,186 46,100 42,600 8,769,738 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 47 246 GAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAGAGGATTATTTATTCTTGCATTCACCC GCCTTCTTCAATGGGTCTGC 47 104 6 27 251 20 58,915 59,186 46,100 42,600 8,898,505 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 16 209 ACGCTACATCAATCGCTTAGCATTCACAacacacAAG ACGCTACATCAATCGCTTAGC GCCTTCTTCAATGGGTCTGC 16 104 43 21 251 20 58,872 59,186 30,900 42,600 2,941,856 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 196 CGCTTAGCATTCACAacacacAAGcacacacacacacacaCGCTTAGCATTCACAACACACA GCCTTCTTCAATGGGTCTGC 2 104 56 22 251 20 60,032 59,186 37,200 42,600 2,845,938 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 175 CGCTACATCAATCGCTTAGCATTCACAacacacAAGc CGCTACATCAATCGCTTAGCA CCTATGACAAGCCAAACACATT 15 69 44 21 218 22 58,873 57,211 34,900 27,100 6,916,263 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 176 CGCTACATCAATCGCTTAGCATTCACAacacacAAGc CGCTACATCAATCGCTTAGCA TCCTATGACAAGCCAAACACA 15 71 44 21 219 21 58,873 57,500 34,900 37,200 5,627,699 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 208 CGCTACATCAATCGCTTAGCATTCACAacacacAAGc CGCTACATCAATCGCTTAGCA GCCTTCTTCAATGGGTCTGC 15 104 44 21 251 20 58,873 59,186 34,900 42,600 2,941,071 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 14 121 CGCTACATCAATCGCTTAGCATTCACAacacacAAGc CGCTACATCAATCGCTTAGCA AAGTGCACTATTCTCTTCACTCA 15 14 44 21 164 23 58,873 57,525 34,900 34,100 7,601,829 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 14 122 ACGCTACATCAATCGCTTAGCATTCACAacacacAAG ACGCTACATCAATCGCTTAGC AAGTGCACTATTCTCTTCACTCA 16 14 43 21 164 23 58,872 57,525 30,900 34,100 7,602,613 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 13 120 CGCTACATCAATCGCTTAGCATTCACAacacacAAGc CGCTACATCAATCGCTTAGCA AGTGCACTATTCTCTTCACTCAT 15 13 44 21 163 23 58,873 57,326 34,900 29,000 7,801,302 B 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2207:27377:69027 1 80 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 2 109 CGCTTAGCATTCACAacacacAAGcacacacacacacacaCGCTTAGCATTCACAACACACA AAGTGCACTATTCTCTTCACTCA 2 14 56 22 164 23 60,032 57,525 37,200 34,100 7,506,695 F 260 CTCAAGAGGATTATTTATTCTTGCATTCACCCCAAAATCCTAACGCTACATCAATCGCTTAGCATTCACAacacacAAGcacacacacacacacacacacacacacacacacacacacacacacacaCTTGAGATACATTATGAGTGAAGAGAATAGTGCACTTTTACAAGGTGTAAATAAAAGAAAAGTTCATTTAATGTGTTTGGCTTGTCATAGGaaaaaCAATGGTTGCAGACCCATTGAAGAAGGCATTTTCACT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 6 7 144 TCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTCGCTACTTCTCAACCTGTCTC AGGAGGGCCACTGTTGAATG 40 7 6 22 149 20 59,511 59,961 33,600 26,700 2,527,289 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 6 143 TCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTCGCTACTTCTCAACCTGTCTC GGAGGGCCACTGTTGAATGA 40 6 6 22 148 20 59,511 59,962 33,600 25,700 2,526,710 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 103 TCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctct TCTCATTAGCTCCCTCTCCCA GGAGGGCCACTGTTGAATGA 1 6 46 21 148 20 59,424 59,962 43,700 25,700 1,613,953 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 104 TCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctct TCTCATTAGCTCCCTCTCCCA AGGAGGGCCACTGTTGAATG 1 7 46 21 149 20 59,424 59,961 43,700 26,700 1,614,532 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 1 108 TCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctct TCTCATTAGCTCCCTCTCCCA ATTGAGGAGGGCCACTGTTG 1 11 46 21 153 20 59,424 59,961 43,700 33,300 1,614,532 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 6 145 TCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGT TCTCGCTACTTCTCAACCTGTC GGAGGGCCACTGTTGAATGA 42 6 4 22 148 20 59,511 59,962 35,100 25,700 2,526,710 B 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 11 124 tctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAt TCTCTCGCTCTGTCCTTCTCA ATTGAGGAGGGCCACTGTTG 17 11 30 21 153 20 59,996 59,961 32,700 33,300 1,042,440 F 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 7 120 tctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAt TCTCTCGCTCTGTCCTTCTCA AGGAGGGCCACTGTTGAATG 17 7 30 21 149 20 59,996 59,961 32,700 26,700 1,042,440 F 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2208:28310:42728 1 68 55 24 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 6 119 tctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAt TCTCTCGCTCTGTCCTTCTCA GGAGGGCCACTGTTGAATGA 17 6 30 21 148 20 59,996 59,962 32,700 25,700 1,041,862 F 205 CTATCTCGCTACTTCTCAACCTGTCTCTAtctctcGCTCTGTCCTTCTCATTAGCTCCCTCTCCCAAtctctctctctctctctctctctctctctctctctctctctctctctcGctctctACTATCTCATTCAACAGTGGCCCTCCTCAATCTCTTCCTTTCAGATTAATTTGCTCTTCCCCGCACTAtttttttACGACTGT

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 12 156 CTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacaCTCATGGAGCCCTCGGAGTT AAAGTTGCACCCTGGGCTAA 12 56 24 20 179 20 61,334 59,813 30,100 30,900 1,520,997 F 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 11 154 CATGGAGCCCTCGGAGTTGCCACACCTCCTacacaca CATGGAGCCCTCGGAGTTG AAAGTTGCACCCTGGGCTAA 11 56 26 19 179 20 60,153 59,813 31,600 30,900 1,340,650 F 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 12 155 TCATGGAGCCCTCGGAGTTGCCACACCTCCTacacac TCATGGAGCCCTCGGAGTT AAAGTTGCACCCTGGGCTAA 12 56 25 19 179 20 60,306 59,813 30,100 30,900 1,493,503 F 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 2 100 CATGGAGCCCTCGGAGTTGCCACACCTCCTacacaca CATGGAGCCCTCGGAGTTG AAACATGCAAGCTGGTGGTG 11 2 26 19 125 20 60,153 59,610 31,600 41,700 1,543,413 A 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 2 101 TCATGGAGCCCTCGGAGTTGCCACACCTCCTacacac TCATGGAGCCCTCGGAGTT AAACATGCAAGCTGGTGGTG 12 2 25 19 125 20 60,306 59,610 30,100 41,700 1,696,265 A 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:14692:31933 1 56 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 2 102 CTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacaCTCATGGAGCCCTCGGAGTT AAACATGCAAGCTGGTGGTG 12 2 24 20 125 20 61,334 59,610 30,100 41,700 1,723,760 A 257 ACCTGTacacacTCGTACCTCCCCTCATGGAGCCCTCGGAGTTGCCACACCTCCTacacacacacacacacacacacacacacacacacacacacacacacacAACACCACCAGCTTGCATGTTTTCaaaaaaCATGAATAATTTAGCTTTTCAGAAAATTAGCCCAGGGTGCAACTTTTGTTCATCTTTAATGCTAGATTTTCTGTCACAAAACCAGTTTAAAGGTTTTAATCAGCTTCTTTTGAAGCAATGATGG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 2 162 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAAG AGGTTGCGATACCAGATGGG 2 71 61 21 222 20 59,402 59,530 26,200 40,000 2,067,580 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 1 161 CGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgt CGCAAAGGTTCGTCTGAAAGA AGGTTGCGATACCAGATGGG 1 71 62 21 222 20 59,135 59,530 25,200 40,000 2,334,628 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 191 ATCCACATAGCACTGGACAACATAGTCTTACGCAAAATCCACATAGCACTGGACAACA AGGTTGCGATACCAGATGGG 30 71 32 22 222 20 59,694 59,530 33,300 40,000 2,775,552 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 29 190 TCCACATAGCACTGGACAACATAGTCTTACGCAAAGTCCACATAGCACTGGACAACAT AGGTTGCGATACCAGATGGG 29 71 33 22 222 20 59,694 59,530 27,100 40,000 2,775,552 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 3 162 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAA AGGTTGCGATACCAGATGGG 3 71 61 20 222 20 58,341 59,530 26,900 40,000 2,128,911 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 30 190 TCCACATAGCACTGGACAACATAGTCTTACGCAAAGTCCACATAGCACTGGACAACA AGGTTGCGATACCAGATGGG 30 71 33 21 222 20 59,303 59,530 33,300 40,000 2,166,801 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 132 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAA AAACCACAGAAGGCTCTACAA 3 40 61 20 192 21 58,341 57,143 26,900 24,100 5,516,151 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 2 132 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAAG AAACCACAGAAGGCTCTACAA 2 40 61 21 192 21 59,402 57,143 26,200 24,100 5,454,820 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 131 CGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgt CGCAAAGGTTCGTCTGAAAGA AAACCACAGAAGGCTCTACAA 1 40 62 21 192 21 59,135 57,143 25,200 24,100 5,721,868 B 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 130 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAA ACCACAGAAGGCTCTACAAAGA 3 37 61 20 190 22 58,341 59,027 26,900 25,200 4,631,707 F 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 2 130 ACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgACGCAAAGGTTCGTCTGAAAG ACCACAGAAGGCTCTACAAAGA 2 37 61 21 190 22 59,402 59,027 26,200 25,200 4,570,376 F 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:19938:6565 1 84 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 1 129 CGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgt CGCAAAGGTTCGTCTGAAAGA ACCACAGAAGGCTCTACAAAGA 1 37 62 21 190 22 59,135 59,027 25,200 25,200 4,837,424 F 261 CTATCAAGCTTCCTCACTTATACCTATGAAGATCCACATAGCACTGGACAACATAGTCTTACGCAAAGGTTCGTCTGAAAGAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGGATGTGTTATTTGGTAACAAAGatatatGctctctctTTGTAGAGCCTTCTGTGGTTTTCTTTGTAAACCCATCTGGTATCGCAACCTGAATTCTGAAAACATTGAGCAATTCTGCTATGAGGAATG

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 40 240 ACCTCCTATACTTAGCACACTATTACATTACCAGATGACCTCCTATACTTAGCACACTATTACA GCAGATGCATTGTCAAGTGTT 40 76 1 27 240 21 58,997 57,707 24,100 33,200 11,296,355 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 13 211 ACCAGATGCATGCATTAACATAACAatatatCTATATCACCAGATGCATGCATTAACATAACA GCAGATGCATTGTCAAGTGTT 13 76 30 25 240 21 59,640 57,707 24,100 33,200 8,653,740 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 40 240 ACCTCCTATACTTAGCACACTATTACATTACCAGATGACCTCCTATACTTAGCACACTATTACA GCAGATGCATTGTCAAGTGTTT 40 75 1 27 240 22 58,997 58,354 24,100 28,300 11,648,928 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 1 135 ACCAGATGCATGCATTAACATAACAatatatCTATATCACCAGATGCATGCATTAACATAACA TTTCTGTTGATGCCAGGACT 13 1 30 25 164 20 59,640 57,043 24,100 38,500 8,317,831 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 40 240 ACCTCCTATACTTAGCACACTATTACATTACCAGATGACCTCCTATACTTAGCACACTATTACA GCAGATGCATTGTCAAGTGTTTG 40 74 1 27 240 23 58,997 59,572 24,100 29,300 11,430,572 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 18 216 ACATTACCAGATGCATGCATTAACATAACAatatatCTACATTACCAGATGCATGCATTAACA GCAGATGCATTGTCAAGTGTT 18 76 25 25 240 21 59,640 57,707 24,100 33,200 8,653,740 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 211 ACCAGATGCATGCATTAACATAACAatatatCTATATCACCAGATGCATGCATTAACATAACA GCAGATGCATTGTCAAGTGTTTG 13 74 30 25 240 23 59,640 59,572 24,100 29,300 8,787,957 G 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 1 140 ACATTACCAGATGCATGCATTAACATAACAatatatCTACATTACCAGATGCATGCATTAACA TTTCTGTTGATGCCAGGACT 18 1 25 25 164 20 59,640 57,043 24,100 38,500 8,317,831 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 0 134 ACCAGATGCATGCATTAACATAACAatatatCTATATCACCAGATGCATGCATTAACATAACA TTCTGTTGATGCCAGGACTT 13 0 30 25 163 20 59,640 57,043 24,100 30,100 8,317,831 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 0 139 ACATTACCAGATGCATGCATTAACATAACAatatatCTACATTACCAGATGCATGCATTAACA TTCTGTTGATGCCAGGACTT 18 0 25 25 163 20 59,640 57,043 24,100 30,100 8,317,831 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 18 163 ACATTACCAGATGCATGCATTAACATAACAatatatCTACATTACCAGATGCATGCATTAACA ACTTTGACATGGGACTGGAATCA 18 21 25 25 187 23 59,640 59,926 24,100 25,700 8,434,819 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:3386:18573 1 68 76 24 2 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 13 158 ACCAGATGCATGCATTAACATAACAatatatCTATATCACCAGATGCATGCATTAACATAACA ACTTTGACATGGGACTGGAATCA 13 21 30 25 187 23 59,640 59,926 24,100 25,700 8,434,819 D 254 ACCTCCTATACTTAGCACACTATTACATTACCAGATGCATGCATTAACATAACAatatatCTATATCtatatatatatatatatatatatatatatatatatatatatatatataTGTACatatatAatatatacacacacacAAGTCCTGGCATCAACAGAAATGATTCCAGTCCCATGTCAAAGTTTTAAATGTCTAATTTTCtttttCAAACTTCAAACACTTGACAATGCATCTGCAATCAGATTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 11 1 135 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctct TCCAACCTTTCTTTCTCTCTATCCC ATCACTGCCTCAAGCCAGTC 1 5 1 25 135 20 59,810 60,036 38,500 35,100 5,225,564 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 1 184 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctct TCCAACCTTTCTTTCTCTCTATCCC AAAGGGTTCACAGATGGGAC 1 54 1 25 184 20 59,810 57,413 38,500 44,600 7,776,582 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 130 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA CTGCCTCAAGCCAGTCAGAA 0 1 2 25 131 20 60,046 59,964 43,700 30,200 5,081,459 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 134 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA ATCACTGCCTCAAGCCAGTC 0 5 2 25 135 20 60,046 60,036 43,700 35,100 5,081,208 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 183 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA AAAGGGTTCACAGATGGGAC 0 54 2 25 184 20 60,046 57,413 43,700 44,600 7,632,227 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 201 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA AGCTCAGTGATGTAGTATAAAGGGT 0 67 2 25 202 25 60,046 59,100 43,700 43,400 10,945,701 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 202 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA GAGCTCAGTGATGTAGTATAAAGGGT 0 67 2 25 203 26 60,046 59,959 43,700 43,400 11,086,647 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 0 203 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCCA TGAGCTCAGTGATGTAGTATAAAGGG 0 68 2 25 204 26 60,046 59,959 43,700 39,500 11,086,534 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2209:9597:58761 1 27 84 24 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 1 183 CCAACCTTTCTTtctctcTATCCCActctctctctctctctctct CCAACCTTTCTTTCTCTCTATCCC AAAGGGTTCACAGATGGGAC 1 54 2 24 184 20 58,567 57,413 38,500 44,600 8,019,293 F 205 TCCAACCTTTCTTtctctcTATCCCActctctctctctctctctctctctctctctctctctctctctctctctCgagagagagagagagagagagaTagagagagagagATTCTGACTGGCTTGAGGCAGTGATACCTCATCACTTACATCATACGTTAGCGTGTCCCATCTGTGAACCCTTTATACTACATCACTGAGCTCAG

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 0 129 AATCATGTTCTTGAATTAGACAGCTgagagagagagag AATCATGTTCTTGAATTAGACAGCT CGGGCAGAGACGATAAGCAT 0 36 64 25 192 20 57,065 59,967 42,400 37,900 7,967,533 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 2 0 130 AAATCATGTTCTTGAATTAGACAGCTgagagagagagaAAATCATGTTCTTGAATTAGACAGCT CGGGCAGAGACGATAAGCAT 0 36 63 26 192 20 57,654 59,967 42,400 37,900 8,378,402 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 0 132 AATCATGTTCTTGAATTAGACAGCTgagagagagagag AATCATGTTCTTGAATTAGACAGCT AACCGGGCAGAGACGATAAG 0 39 64 25 195 20 57,065 59,540 42,400 17,300 8,395,166 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 40 191 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGA AAACCGGGCAGAGACGATAA 63 40 6 20 196 20 59,312 59,100 43,700 17,500 1,587,640 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 39 190 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGAA AACCGGGCAGAGACGATAAG 62 39 6 21 195 20 59,928 59,540 39,700 17,300 1,532,800 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 39 190 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGA AACCGGGCAGAGACGATAAG 63 39 6 20 195 20 59,312 59,540 43,700 17,300 1,148,231 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 36 187 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGA CGGGCAGAGACGATAAGCAT 63 36 6 20 192 20 59,312 59,967 43,700 37,900 0.720598 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 36 187 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGAA CGGGCAGAGACGATAAGCAT 62 36 6 21 192 20 59,928 59,967 39,700 37,900 1,105,167 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2210:22394:11347 1 89 48 24 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 151 TGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTGTTCGGCTTACATGTGGGA TGGCAATGACAGTGTTCCCT 63 0 6 20 156 20 59,312 59,522 43,700 42,000 1,165,992 A 243 CAATATGTTCGGCTTACATGTGGGAATTCTGTAAAAGTGTTTTCCTTCATAAAAGAACGATTAAATCATGTTCTTGAATTAGACAGCTgagagagagagagagagagagagagagagagagagagagagagagagaAGGGAACACTGTCATTGCCATGGTATTTTCCACTTAATGCTTATCGTCTCTGCCCGGTTTAATTTTGGTGTGCTATGAAttgttgttgCTTTTATTCATTGTTTCAC

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 1 1 9 0 157 TCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctct TCTCTTTCTCCTTTACCTCTATGTGT GAGCAGTCCAGTGAGGTACAG 1 0 102 26 258 21 59,045 59,796 37,200 27,400 8,158,207 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 10 1 157 TCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctct TCTCTTTCTCCTTTACCTCTATGTGT GAGCAGTCCAGTGAGGTACA 1 1 102 26 258 20 59,045 58,742 37,200 29,000 8,212,428 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 11 1 158 TCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctct TCTCTTTCTCCTTTACCTCTATGTGT AGAGCAGTCCAGTGAGGTACA 1 1 102 26 259 21 59,045 60,203 37,200 29,000 8,157,747 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 11 1 211 TCTGTACCActctctCCACTGTAAATCAATGGGTATCT TCTGTACCACTCTCTCCACTGT AGAGCAGTCCAGTGAGGTACA 58 1 49 22 259 21 59,892 60,203 35,500 29,000 3,311,488 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 11 1 215 CCACTCTGTACCActctctCCACTGTAAATCAATGGGTCCACTCTGTACCACTCTCTCC AGAGCAGTCCAGTGAGGTACA 63 1 45 21 259 21 58,904 60,203 37,100 29,000 3,299,310 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 11 0 214 CCACTCTGTACCActctctCCACTGTAAATCAATGGGTCCACTCTGTACCACTCTCTCC GAGCAGTCCAGTGAGGTACAG 63 0 45 21 258 21 58,904 59,796 37,100 27,400 3,299,770 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 12 1 225 ACCTCAGTGTACCACTCTGTACCActctctCCACTGTA ACCTCAGTGTACCACTCTGT GAGCAGTCCAGTGAGGTACA 75 1 34 20 258 20 57,617 58,742 34,100 29,000 3,641,186 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 12 1 226 ACCTCAGTGTACCACTCTGTACCActctctCCACTGTA ACCTCAGTGTACCACTCTGT AGAGCAGTCCAGTGAGGTACA 75 1 34 20 259 21 57,617 60,203 34,100 29,000 3,586,505 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 12 0 225 ACCTCAGTGTACCACTCTGTACCActctctCCACTGTA ACCTCAGTGTACCACTCTGT GAGCAGTCCAGTGAGGTACAG 75 0 34 20 258 21 57,617 59,796 34,100 27,400 3,586,965 D 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 14 1 169 tctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAt TCTCTCCATCTTTCTCTTTCTCCT GAGCAGTCCAGTGAGGTACA 15 1 90 24 258 20 58,411 58,742 36,900 29,000 6,846,589 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 14 1 170 tctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAt TCTCTCCATCTTTCTCTTTCTCCT AGAGCAGTCCAGTGAGGTACA 15 1 90 24 259 21 58,411 60,203 36,900 29,000 6,791,908 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:17523:12683 1 129 109 24 2 AC TCTCTCTCTCTCTCTCTCTCTCCCTTACTGTGTATCTC NA 0 0 14 0 169 tctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAt TCTCTCCATCTTTCTCTTTCTCCT GAGCAGTCCAGTGAGGTACAG 15 0 90 24 258 21 58,411 59,796 36,900 27,400 6,792,368 G 259 CCTCAGTAGGTATAtctctctctctctcATTTTACCTCAGTGTACCACTCTGTACCActctctCCACTGTAAATCAATGGGTATCTAtctctctcCATCTTTCTCTTTCTCCTTTACCTCTATGTGTAtctctctctctctctctctctcCCTTACTGTGTAtctctctctctcCctctctctctctctcacacacacacacacacacacacacacacacacacacacacacacacaCTGTACCTCACTGGACTGCTCT

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 0 136 AACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGAACCTGTTCTCCCACTTGCC TCCATGTGGACTGACACGC 49 0 11 20 146 19 60,179 60,005 45,200 53,400 1,184,027 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 49 199 AACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGAACCTGTTCTCCCACTTGCC ATCCTCCTGGCTGGAACGAT 49 62 11 20 209 20 60,179 60,692 45,200 37,300 0.871409 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 45 195 TGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTTGTTCTCCCACTTGCCGAAG ATCCTCCTGGCTGGAACGAT 45 62 15 20 209 20 60,250 60,692 37,900 37,300 0.942714 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 144 TGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTTGTTCTCCCACTTGCCGAAG GAGACACCCTGGTCCATGTG 45 11 15 20 158 20 60,250 60,036 37,900 32,100 0.286305 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 11 148 AACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGAACCTGTTCTCCCACTTGCC GAGACACCCTGGTCCATGTG 49 11 11 20 158 20 60,179 60,036 45,200 32,100 0.215000 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 132 TGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTTGTTCTCCCACTTGCCGAAG TCCATGTGGACTGACACGC 45 0 15 20 146 19 60,250 60,005 37,900 53,400 1,255,332 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 55 244 TGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAATGGGATTTAAACCTGTTCTCCCA CCGGAAGCCACAGGGAGT 55 100 2 23 245 18 59,600 61,322 43,700 38,500 6,722,110 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 54 243 GGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGGGGATTTAAACCTGTTCTCCCAC CCGGAAGCCACAGGGAGT 54 100 3 23 245 18 59,238 61,322 46,100 38,500 7,084,754 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 55 243 GGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGGGGATTTAAACCTGTTCTCCCA CCGGAAGCCACAGGGAGT 55 100 3 22 245 18 57,958 61,322 43,700 38,500 7,364,738 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 46 196 CTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTCTGTTCTCCCACTTGCCGAA ATCCTCCTGGCTGGAACGAT 46 62 14 20 209 20 60,250 60,692 43,000 37,300 0.942714 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 11 145 CTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTCTGTTCTCCCACTTGCCGAA GAGACACCCTGGTCCATGTG 46 11 14 20 158 20 60,250 60,036 43,000 32,100 0.286305 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:25195:22845 1 80 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 0 133 CTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTCTGTTCTCCCACTTGCCGAA TCCATGTGGACTGACACGC 46 0 14 20 146 19 60,250 60,005 43,000 53,400 1,255,332 A 253 TTGGGATTTAAACCTGTTCTCCCACTTGCCGAAGGAAGTCAGGTGGTTTTCAGAAAGTGCCTGTACTGTGATACAGATGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTCAGTCCACATGGACCAGGGTGTCTCATCCTATCGCTCGCCTCCCAGGTCGGAGTGCATCGTTCCAGCCAGGAGGATCCAGAGGGGCCAGGTTCCACTCCCTGTGGCTTCCGGGGCCCCTG

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 4 4 211 TGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCA TGTGAGTATAGTATGTCGTGGCTG GGCTGTAAAGTGCCTAGTTGGA 113 4 28 24 238 22 59,964 60,290 48,500 35,300 6,326,450 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 130 ATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCATGGGACTGCCGATGTCAAG GGCTGTAAAGTGCCTAGTTGG 36 5 109 20 238 21 60,108 58,915 30,200 37,700 2,192,054 B 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 132 GAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGAATGGGACTGCCGATGTCA GGCTGTAAAGTGCCTAGTTGG 38 5 107 20 238 21 60,108 58,915 35,800 37,700 2,192,249 B 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 133 AGAATGGGACTGCCGATGTCAAGTTGATTTATATGTAGAATGGGACTGCCGATGTC GGCTGTAAAGTGCCTAGTTGG 39 5 106 20 238 21 59,821 58,915 30,600 37,700 2,263,546 B 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 177 AGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGG AGCTTATATGCTGAGTACATGCA GGCTGTAAAGTGCCTAGTTGG 80 5 62 23 238 21 57,781 58,915 39,600 37,700 7,303,890 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 211 TGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCA TGTGAGTATAGTATGTCGTGGCT GGCTGTAAAGTGCCTAGTTGG 114 5 28 23 238 21 58,795 58,915 47,500 37,700 6,289,345 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 211 TGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCA TGTGAGTATAGTATGTCGTGGCTG GGCTGTAAAGTGCCTAGTTGG 113 5 28 24 238 21 59,964 58,915 48,500 37,700 6,120,926 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 4 177 AGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGG AGCTTATATGCTGAGTACATGCA GGCTGTAAAGTGCCTAGTTGGA 80 4 62 23 238 22 57,781 60,290 39,600 35,300 7,509,414 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:4513:12437 1 165 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 5 177 AGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGG AGCTTATATGCTGAGTACATGCAA GGCTGTAAAGTGCCTAGTTGG 79 5 62 24 238 21 58,386 58,915 40,800 37,700 7,698,855 F 240 GGGTGAAAATCTGAGGCTGACTATTAATGTGAGTATAGTATGTCGTGGCTGAAAAGGGATCAGCTTATATGCTGAGTACATGCaaaaaCAAtttttGGGGCCATAAGAATGGGACTGCCGATGTCAAGTTGATTTATATGTTGCAatatatatgtgtgtgtATGtatatatatatatatatatatatatatatatatatatatatatatataTTCTTCCAACTAGGCACTTTACAGCCTT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 14 0 139 CGCCTACCCTAGCCCATACCctctctctctctctctctctctc CGCCTACCCTAGCCCATACC GGGAGAGAGAAAGAGGGTTAGA 0 3 83 20 221 22 61,542 58,016 27,300 21,000 5,526,008 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 160 CCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATA CCATTGTTAACCTTGCGCCG ACAGGGAGAGAGAAAGAGGGT 18 7 65 20 224 21 60,456 59,565 64,600 43,400 1,891,140 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 161 ACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCAT ACCATTGTTAACCTTGCGCC ACAGGGAGAGAGAAAGAGGGT 19 7 64 20 224 21 59,399 59,565 65,300 43,400 2,036,225 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 187 GGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTA GGCCTTCTCCTGTGCTGTAT ACAGGGAGAGAGAAAGAGGGT 45 7 38 20 224 21 59,456 59,565 22,900 43,400 1,978,917 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 194 CCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACC CCCAAATGGCCTTCTCCTGT ACAGGGAGAGAGAAAGAGGGT 52 7 31 20 224 21 59,960 59,565 40,000 43,400 1,475,372 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 206 cacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGT CACACACCACTGCCCAAATG ACAGGGAGAGAGAAAGAGGGT 64 7 19 20 224 21 59,968 59,565 23,200 43,400 1,467,571 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 7 207 TcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTTCACACACCACTGCCCAAAT ACAGGGAGAGAGAAAGAGGGT 65 7 18 20 224 21 60,106 59,565 23,200 43,400 1,541,436 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 0 139 CGCCTACCCTAGCCCATACCctctctctctctctctctctctc CGCCTACCCTAGCCCATACC GGGAGAGAGAAAGAGGGTTAGAG 0 2 83 20 221 23 61,542 59,042 27,300 24,300 5,500,334 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2211:5984:65124 1 103 94 24 2 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 16 0 139 CGCCTACCCTAGCCCATACCctctctctctctctctctctctc CGCCTACCCTAGCCCATACC GGGAGAGAGAAAGAGGGTTAGAGA 0 1 83 20 221 24 61,542 60,326 27,300 31,000 5,867,688 G 252 CctctctCAGAATAGTTTcacacaCCACTGCCCAAATGGCCTTCTCCTGTGCTGTATGACTGCACCATTGTTAACCTTGCGCCGCCTACCCTAGCCCATACCctctctctctctctctctctctctctctctctctctctctctctctctCGctctctctctctCCCCctctctctctctctctctctctctctctTTCTCTAACCCTCTTtctctctcCCTGTCTCTTTTGGTGAATCATTTTCTGTCACT

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 8 1 172 AGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAGT CACTCCCTCAAGCTCTCACC 51 1 2 22 173 20 57,663 59,751 30,100 40,200 4,586,107 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 1 173 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAGT CACTCCCTCAAGCTCTCACC 51 1 1 23 173 20 58,718 59,751 30,100 40,200 4,530,500 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 1 173 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAG CACTCCCTCAAGCTCTCACC 52 1 1 22 173 20 57,074 59,751 34,600 40,200 5,174,983 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 118 ACGTGCGTGAAAGTTAGACTgagagagagagagagaga ACGTGCGTGAAAGTTAGACT ACTCCCTCAAGCTCTCACCC 0 0 55 20 172 20 57,496 60,907 32,400 46,100 3,411,149 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 119 ACGTGCGTGAAAGTTAGACTgagagagagagagagaga ACGTGCGTGAAAGTTAGACT CACTCCCTCAAGCTCTCACC 0 1 55 20 173 20 57,496 59,751 32,400 40,200 2,752,762 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 120 AACGTGCGTGAAAGTTAGACTgagagagagagagagagAACGTGCGTGAAAGTTAGACT CACTCCCTCAAGCTCTCACC 0 1 54 21 173 20 58,182 59,751 32,400 40,200 3,066,743 B 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 39 211 AGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAGT TCGCTCTCTATCTCTCCCTCC 51 39 2 22 212 21 57,663 59,650 30,100 43,000 5,686,952 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 39 212 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAGT TCGCTCTCTATCTCTCCCTCC 51 39 1 23 212 21 58,718 59,650 30,100 43,000 5,631,345 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 38 211 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGAGGCCAAAGAATAATGGGAAGT CGCTCTCTATCTCTCCCTCCC 51 38 1 23 211 21 58,718 60,613 30,100 43,000 5,894,913 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 0 157 ACGTGCGTGAAAGTTAGACTgagagagagagagagaga ACGTGCGTGAAAGTTAGACT CGCTCTCTATCTCTCCCTCCC 0 38 55 20 211 21 57,496 60,613 32,400 43,000 4,117,175 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 0 158 ACGTGCGTGAAAGTTAGACTgagagagagagagagaga ACGTGCGTGAAAGTTAGACT TCGCTCTCTATCTCTCCCTCC 0 39 55 20 212 21 57,496 59,650 32,400 43,000 3,853,607 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2212:7588:63226 1 75 78 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 13 0 159 AACGTGCGTGAAAGTTAGACTgagagagagagagagagAACGTGCGTGAAAGTTAGACT TCGCTCTCTATCTCTCCCTCC 0 39 54 21 212 21 58,182 59,650 32,400 43,000 4,167,589 F 213 GAGGCCAAAGAATAATGGGAAGTACAGTTAGAATTGACCATTTGGATTATGATAACGTGCGTGAAAGTTAGACTgagagagagagagagagagagagagagagagagagagagagagagagaCGgagagagaAGgagagagagagagagagaGGGTGAGAGCTTGAGGGAGTGAAAGGAAGAATgagagaGGGAGGgagagaTagagagCGAG

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 0 206 TTAAGTGTCCCATGTACGCGcacacacacacacacacac TTAAGTGTCCCATGTACGCG ACATCGCTCTATGCCAACTGT 0 65 58 20 263 21 58,001 59,792 60,100 35,500 3,207,100 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 144 TTAAGTGTCCCATGTACGCGcacacacacacacacacac TTAAGTGTCCCATGTACGCG TGAGAAGTCTCTGATTGCGAGTT 0 1 58 20 201 23 58,001 59,743 60,100 30,100 5,255,927 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 144 TTAAGTGTCCCATGTACGCGcacacacacacacacacac TTAAGTGTCCCATGTACGCG TGAGAAGTCTCTGATTGCGAGT 0 2 58 20 201 22 58,001 59,177 60,100 41,800 4,821,609 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 145 ATTAAGTGTCCCATGTACGCGcacacacacacacacaca ATTAAGTGTCCCATGTACGCG TGAGAAGTCTCTGATTGCGAGT 0 2 57 21 201 22 58,453 59,177 60,100 41,800 5,369,339 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 210 TTAAGTGTCCCATGTACGCGcacacacacacacacacac TTAAGTGTCCCATGTACGCG TGACACATCGCTCTATGCCA 0 70 58 20 267 20 58,001 59,177 60,100 49,200 2,822,508 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 210 TTAAGTGTCCCATGTACGCGcacacacacacacacacac TTAAGTGTCCCATGTACGCG TGACACATCGCTCTATGCCAA 0 69 58 20 267 21 58,001 59,793 60,100 45,200 3,205,898 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 54 260 CCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAAC CCTCAGTGTCACTGCTTCCA ACATCGCTCTATGCCAACTGT 54 65 4 20 263 21 59,606 59,792 35,300 35,500 1,602,244 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 54 264 CCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAAC CCTCAGTGTCACTGCTTCCA TGACACATCGCTCTATGCCAA 54 69 4 20 267 21 59,606 59,793 35,300 45,200 1,601,042 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2213:16386:37295 1 78 100 24 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 54 264 CCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAAC CCTCAGTGTCACTGCTTCCA TGACACATCGCTCTATGCCA 54 70 4 20 267 20 59,606 59,177 35,300 49,200 1,217,652 B 267 TGGCCTCAGTGTCACTGCTTCCAGTGGCTATTTAGCAACAAGGCTATCAATCCTAAATTAAGTGTCCCATGTACGCGcacacacacacacacacacacacacacacacacacacacacacacacaacacaacacaacacaacacaCCcacacacacacaacacacacacacacacacAAACTCGCAATCAGAGACTTCTCATTAGTGCTCATTTTCTCCTATCGCACAAGTAATGAAGGATAACAGTTGGCATAGAGCGATGTGTCA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 6 12 133 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG ACACAGCATGGAGGTAAGCT 12 33 7 20 139 20 58,879 59,013 46,100 37,400 2,107,824 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 134 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG GACACAGCATGGAGGTAAGCT 12 33 7 20 140 21 58,879 60,066 46,100 37,400 2,186,384 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 137 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG CCAGACACAGCATGGAGGTA 12 37 7 20 143 20 58,879 59,095 46,100 30,800 2,025,179 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 150 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG AGCAACAATGGAGCCAGACA 12 50 7 20 156 20 58,879 59,889 46,100 34,100 1,231,591 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 180 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG CCACTGCTAGTACTGCACCC 12 80 7 20 186 20 58,879 60,108 46,100 46,100 1,228,668 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 185 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG GGTGGCCACTGCTAGTACTG 12 85 7 20 191 20 58,879 60,108 46,100 27,400 1,228,668 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 215 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG CTGGCCAATCCTAGCAGCTC 12 115 7 20 221 20 58,879 60,535 46,100 40,900 1,655,182 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 239 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG CAAAGCTCCCACCTCCAAGA 12 139 7 20 245 20 58,879 59,598 46,100 30,200 1,522,268 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 240 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG TCAAAGCTCCCACCTCCAAG 12 140 7 20 246 20 58,879 59,598 46,100 36,100 1,522,268 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 12 241 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG GTCAAAGCTCCCACCTCCAA 12 141 7 20 247 20 58,879 59,890 46,100 35,300 1,231,016 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 12 242 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG GGTCAAAGCTCCCACCTCC 12 143 7 20 248 19 58,879 60,002 46,100 43,000 2,122,541 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2214:14204:8095 1 39 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 12 221 ATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcaca ATTCTACCAGTAGCCGTGGG GAGCTGCTGGCCAATCCTAG 12 121 7 20 227 20 58,879 60,535 46,100 30,200 1,655,182 B 269 ACTGGTATTCTACCAGTAGCCGTGGGCATGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacaCCCCTacacacacAGGTCCCGGCGAGCCCCACAAGCTTACCTCCATGCTGTGTCTGGCTCCATTGTTGCTAGTCCAGGCCGGGTGCAGTACTAGCAGTGGCCACCACTCCCAGTGGAGCTGCTAGGATTGGCCAGCAGCTCTTGGAGGTGGGAGCTTTGACCTAATGGAGACAGAAGCCCCAA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 4 138 AGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgt AGAGGGAGAGAGGCAGGTAA CCTCAGCTGGGATCGTAACA 7 4 37 20 174 20 58,988 59,176 28,500 24,100 1,835,704 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 11 177 agTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtg AGTGAGAGGGAGAGAGGCAG GGCTCCATTCTGGGATCAGG 11 39 33 20 209 20 60,033 59,890 48,500 38,600 0.143312 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 147 agTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtg AGTGAGAGGGAGAGAGGCAG GGTAACCTCAGCTGGGATCG 11 9 33 20 179 20 60,033 59,895 48,500 36,900 0.138247 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 9 148 gagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgt GAGTGAGAGGGAGAGAGGCA GGTAACCTCAGCTGGGATCG 12 9 32 20 179 20 60,034 59,895 47,500 36,900 0.138640 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 4 139 GAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgGAGAGGGAGAGAGGCAGGTA CCTCAGCTGGGATCGTAACA 8 4 36 20 174 20 59,446 59,176 30,800 24,100 1,377,928 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 3 139 GAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgGAGAGGGAGAGAGGCAGGTA CCTCAGCTGGGATCGTAACAG 8 3 36 20 174 21 59,446 60,202 30,800 31,600 1,756,282 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 190 AGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaAGGGACAGAGAGTGAGAGGG CTGGGCTCCATTCTGGGATC 21 42 23 20 212 20 59,665 59,890 43,000 33,600 0.444780 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 21 194 AGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaAGGGACAGAGAGTGAGAGGG TAAGCTGGGCTCCATTCTGG 21 46 23 20 216 20 59,665 59,452 43,000 38,600 0.882707 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2215:31568:45945 1 64 87 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 14 20 193 GGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGGGGACAGAGAGTGAGAGGGA TAAGCTGGGCTCCATTCTGG 20 46 24 20 216 20 59,667 59,452 42,000 38,600 0.881343 F 255 GGACagagagagagagagTAAGAGGGACagagagTGAGAGGgagagaGGCAGGTaaaaaGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagagaCagagagagagTgagagaCagagagagagGTACTGTTACGATCCCAGCTGAGGTTACCCCTGAACAAGCCTGATCCCAGAATGGAGCCCAGCTTAATAGATCCTAAACTGCATTTGTTTGTTTAGATATGTGGA

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 1 1 6 30 189 ATGCATGCTGACAACTCCAGCTCTACCTGATTActct ATGCATGCTGACAACTCCAG TTTCCGCTTGCAGAGATGGT 57 30 86 20 274 20 58,539 59,963 38,600 35,500 1,497,236 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 30 190 CATGCATGCTGACAACTCCAGCTCTACCTGATTActc CATGCATGCTGACAACTCCA TTTCCGCTTGCAGAGATGGT 58 30 85 20 274 20 58,830 59,963 38,600 35,500 1,207,174 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 30 190 CATGCATGCTGACAACTCCAGCTCTACCTGATTActc CATGCATGCTGACAACTCCAG TTTCCGCTTGCAGAGATGGT 57 30 85 21 274 20 59,868 59,963 38,600 35,500 1,169,185 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 30 192 CACATGCATGCTGACAACTCCAGCTCTACCTGATTA CACATGCATGCTGACAACTCC TTTCCGCTTGCAGAGATGGT 59 30 83 21 274 20 60,135 59,963 38,500 35,500 1,172,221 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 30 250 CTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTACTCTACCAGTGGAAGCGGTT TTTCCGCTTGCAGAGATGGT 118 30 25 20 274 20 59,391 59,963 44,400 35,500 0.645372 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 30 251 TCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTTCTCTACCAGTGGAAGCGGT TTTCCGCTTGCAGAGATGGT 119 30 24 20 274 20 60,252 59,963 56,800 35,500 0.288385 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 29 189 CATGCATGCTGACAACTCCAGCTCTACCTGATTActc CATGCATGCTGACAACTCCAG TTCCGCTTGCAGAGATGGTG 57 29 85 21 273 20 59,868 60,675 38,600 41,700 1,807,034 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 29 189 CATGCATGCTGACAACTCCAGCTCTACCTGATTActc CATGCATGCTGACAACTCCA TTCCGCTTGCAGAGATGGTG 58 29 85 20 273 20 58,830 60,675 38,600 41,700 1,845,024 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 29 250 TCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTTCTCTACCAGTGGAAGCGGT TTCCGCTTGCAGAGATGGTG 119 29 24 20 273 20 60,252 60,675 56,800 41,700 0.926234 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 0 133 CAAACTGCTTGTCAGACAACAagagagagagagACagaCAAACTGCTTGTCAGACAACA TTTCCGCTTGCAGAGATGGT 0 30 142 21 274 20 57,237 59,963 33,300 35,500 3,799,829 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 0 134 TCAAACTGCTTGTCAGACAACAagagagagagagACagTCAAACTGCTTGTCAGACAACA TTTCCGCTTGCAGAGATGGT 0 30 141 22 274 20 58,657 59,963 33,300 35,500 3,379,451 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:12175:16604 1 163 62 24 1.5 AG AGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGANA 0 0 6 0 135 ATCAAACTGCTTGTCAGACAACAagagagagagagACaATCAAACTGCTTGTCAGACAACA TTTCCGCTTGCAGAGATGGT 0 30 140 23 274 20 59,053 59,963 33,300 35,500 3,983,928 F 281 AAAACCACACCAGTTTCGAATGTTCTCTACCAGTGGAAGCGGTTAGATAACAATGTTTTAAACCGAAAACAGAGTAAGGTTTCACATGCATGCTGACAACTCCAGCTCTACCTGATTActctctctCCACAAATGCTAAATCAAACTGCTTGTCAGACAACAagagagagagagACagagagagagagagagagagagagagagagagagagagagagagagagACACagagagagGgagagagaaaaaaaaGCACCATCTCTGCAAGCGGAAAATAAAAT

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 1 1 3 6 181 TAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgc TAACGTGATCCTCCTGCAGC GACCAGCACTGTCCAGGAAG 6 59 7 20 187 20 59,824 60,321 52,500 34,600 0.496882 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 0 0 4 6 178 TAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgc TAACGTGATCCTCCTGCAGC CAGCACTGTCCAGGAAGTGT 6 56 7 20 184 20 59,824 59,893 52,500 35,500 0.283216 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 0 0 4 1 135 TGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGTGATCCTCCTGCAGCATGAG GGCCAGGAAACGTGCTTAGT 1 18 12 20 146 20 59,531 60,606 29,000 22,400 1,074,237 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 0 0 4 0 134 GATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAG GATCCTCCTGCAGCATGAGA GGCCAGGAAACGTGCTTAGT 0 18 13 20 146 20 59,242 60,606 32,700 22,400 1,363,102 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 0 0 6 2 136 GTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGTGATCCTCCTGCAGCATGA GGCCAGGAAACGTGCTTAGT 2 18 11 20 146 20 59,820 60,606 30,700 22,400 0.785291 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2217:29660:43413 1 33 76 24 2 AG GCGCGCGCGCGCGAGAGGGAGAGAGAGGGAGAGNA 0 0 6 2 174 GTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGTGATCCTCCTGCAGCATGA CAGCACTGTCCAGGAAGTGT 2 56 11 20 184 20 59,820 59,893 30,700 35,500 0.287157 D 187 TGATCCTAACGTGATCCTCCTGCAGCATGAGAgcgcgcgcgcgcGAGAGGgagagagaGGgagagagagagagagagagagagagagagagagagagagagagagagaCTTGGTTCTCATGGCTGTACTAAGCACGTTTCCTGGCCCtgtgtgACCACTCCTTAACACTTCCTGGACAGTGCTGGTC

ST‐E00142:460:H2K7HCCXY:6:2219:21694:13826 1 64 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 18 13 125 GCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCAAATACACAGACGCATGCA TGTCTGTGTATTTGCCTGGG 23 13 20 21 144 20 60,136 57,801 39,600 44,500 3,334,544 F 147 CACaaaaaCACGcccccAGGCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCTAATacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACACGcccccAGGCAAATACACAGacacac

ST‐E00142:460:H2K7HCCXY:6:2219:21694:13826 1 64 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 13 126 GCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCAAATACACAGACGCATGCA GTGTCTGTGTATTTGCCTGGG 23 13 20 21 145 21 60,136 59,187 39,600 44,500 2,948,288 F 147 CACaaaaaCACGcccccAGGCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCTAATacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACACGcccccAGGCAAATACACAGacacac

ST‐E00142:460:H2K7HCCXY:6:2219:21694:13826 1 64 48 24 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 13 126 GCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCAAATACACAGACGCATGC GTGTCTGTGTATTTGCCTGGG 24 13 20 20 145 21 58,462 59,187 40,600 44,500 3,350,846 F 147 CACaaaaaCACGcccccAGGCAAATACACAGACGCATGCaaaaaTacacacTCTCAGGCTAATacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACACGcccccAGGCAAATACACAGacacac

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 1 123 AGGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT CATTAATTTCGGGCACACTGC 24 1 49 21 171 21 59,924 58,471 27,100 44,000 3,605,174 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 123 GGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT TCATTAATTTCGGGCACACTGC 24 1 50 20 172 22 58,451 59,837 27,100 44,000 3,712,615 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 124 AGGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT TCATTAATTTCGGGCACACTGC 24 1 49 21 172 22 59,924 59,837 27,100 44,000 3,239,436 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 1 167 CAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTa CAGTCAGTTAGAGAAAGAGGCCT TCATTAATTTCGGGCACACTGC 65 1 6 23 172 22 59,486 59,837 51,900 44,000 5,676,927 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 1 167 ACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaT ACAGTCAGTTAGAGAAAGAGGCC CATTAATTTCGGGCACACTGC 66 1 5 23 171 21 59,740 58,471 51,900 44,000 5,788,775 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 56 24 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 1 168 ACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaT ACAGTCAGTTAGAGAAAGAGGCC TCATTAATTTCGGGCACACTGC 66 1 5 23 172 22 59,740 59,837 51,900 44,000 5,423,037 B 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 1 5 3 176 AGGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT TGCCTCTTTCACTCTACTATGTCT 24 3 49 21 224 24 59,924 58,735 27,100 34,100 6,341,215 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 2 176 AGGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT TGCCTCTTTCACTCTACTATGTCTC 24 2 49 21 224 25 59,924 59,642 27,100 33,600 6,434,466 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 3 177 AGGCTGAATGGTGGACAATGTTCAGGATagagagACAGGCTGAATGGTGGACAATGT CTGCCTCTTTCACTCTACTATGTCT 24 3 49 21 225 25 59,924 59,640 27,100 34,100 6,435,600 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 220 ACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaT ACAGTCAGTTAGAGAAAGAGGCC TGCCTCTTTCACTCTACTATGTCT 66 3 5 23 224 24 59,740 58,735 51,900 34,100 8,524,816 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 3 221 ACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaT ACAGTCAGTTAGAGAAAGAGGCC CTGCCTCTTTCACTCTACTATGTCT 66 3 5 23 225 25 59,740 59,640 51,900 34,100 8,619,201 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:29559:6390 1 94 104 24 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 220 ACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaT ACAGTCAGTTAGAGAAAGAGGCC TGCCTCTTTCACTCTACTATGTCTC 66 2 5 23 224 25 59,740 59,642 51,900 33,600 8,618,067 D 225 GGAAACAGTCAGTTAGAGAAAGAGGCCTTGATTgagagaTagagagTTAGGCTGAATGGTGGACAATGTTCAGGATagagagACAGCGAGAGCgagagagagagagagagagagagagagagagagagagagagagagagaGCgagagaGGCAGTGTGCCCGAAATTAATGAGGATGAGGGGTGGCGgagagagagaTAGAGACATAGTAGAGTGAAAGAGGCAG

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 48 207 tGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTTGGGACAATTGGCAGATTCCT AGCATTGAAACGTTCGTATTGTT 48 67 16 21 222 23 59,641 57,897 33,600 28,300 6,462,077 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 48 207 tGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTTGGGACAATTGGCAGATTCCT AGCATTGAAACGTTCGTATTGT 48 68 16 21 222 22 59,641 57,258 33,600 27,100 6,101,225 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 29 189 CCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTG CCTGAAGATCCAATTGCTGAGA AGCATTGAAACGTTCGTATTGT 29 68 34 22 222 22 58,118 57,258 32,700 27,100 8,624,881 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 48 213 tGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTTGGGACAATTGGCAGATTCCT GCTTATAGCATTGAAACGTTCGT 48 73 16 21 228 23 59,641 58,106 33,600 38,500 6,252,583 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 14 175 TGCTGAGATTGATCTGTCTCTGTAGGCATTACTACT TGCTGAGATTGATCTGTCTCTGT AGCATTGAAACGTTCGTATTGT 14 68 48 23 222 22 59,232 57,258 34,100 27,100 8,510,652 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:5538:22405 1 85 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 14 181 TGCTGAGATTGATCTGTCTCTGTAGGCATTACTACT TGCTGAGATTGATCTGTCTCTGT GCTTATAGCATTGAAACGTTCGT 14 73 48 23 228 23 59,232 58,106 34,100 38,500 8,662,010 F 275 AGTAATGCCTAtttttGGGACAATTGGCAGATTCCTGAAGATCCAATTGCTGAGATTGATCTGTCTCTGTAGGCATTACTACTTtatatatatatatatatatatatatatatatatatatatatatatataATGATAagagagaaaaaatatataAAATTCCCTAAAACAtttttAATTAAAAGATACAGTCAAAATTAACAATACGAACGTTTCAATGCTATAAGCATCTCATCAGTTGTAGAAAAGatatataaaaaGCAACTTAAGGGTAA

ST‐E00142:460:H2K7HCCXY:6:2220:8998:10890 1 61 60 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 26 156 AGTGACACTAGGACGGCAgggggACAATTTTCCACT AGTGACACTAGGACGGCAGG GCACCAGGCTTCATCACAGT 26 30 15 20 170 20 61,252 60,607 48,500 35,500 1,859,016 F 229 CTACAACTGGACTTAGTGACACTAGGACGGCAgggggACAATTTTCCACTCCTTCCTCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtGAATGTTGGGGAAAGGTAGGGGTACTGAAAACTGTGATGAAGCCTGGTGCTACTGGGGCgggggTGGTGCAAAAGGTCAACATAATGTGGGGTGGACACATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:8998:10890 1 61 60 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 26 155 GTGACACTAGGACGGCAgggggACAATTTTCCACTC GTGACACTAGGACGGCAGG GCACCAGGCTTCATCACAGT 26 30 16 19 170 20 59,784 60,607 48,500 35,500 1,823,136 F 229 CTACAACTGGACTTAGTGACACTAGGACGGCAgggggACAATTTTCCACTCCTTCCTCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtGAATGTTGGGGAAAGGTAGGGGTACTGAAAACTGTGATGAAGCCTGGTGCTACTGGGGCgggggTGGTGCAAAAGGTCAACATAATGTGGGGTGGACACATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2220:8998:10890 1 61 60 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 27 157 TAGTGACACTAGGACGGCAgggggACAATTTTCCAC TAGTGACACTAGGACGGCAG GCACCAGGCTTCATCACAGT 27 30 14 20 170 20 58,539 60,607 48,500 35,500 2,067,993 F 229 CTACAACTGGACTTAGTGACACTAGGACGGCAgggggACAATTTTCCACTCCTTCCTCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCgtgtgtgtgtGAATGTTGGGGAAAGGTAGGGGTACTGAAAACTGTGATGAAGCCTGGTGCTACTGGGGCgggggTGGTGCAAAAGGTCAACATAATGTGGGGTGGACACATTTTCTCTT

ST‐E00142:460:H2K7HCCXY:6:2221:17949:45734 1 27 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 11 0 128 ACTGAAacacacATAGACAAACTCTcacacacacacaca ACTGAAACACACATAGACAAACTCT CCATGCATGCAAGATATTTCACA 0 32 2 25 129 23 58,651 58,061 32,400 35,800 11,288,571 F 129 CACTGAAacacacATAGACAAACTCTcacacacacacacacacacacacacacacacacacacacacacacacaAACACATACACTCAATCACTCAAACAATCAGTTGTGAAATATCTTGCATGCATGG

ST‐E00142:460:H2K7HCCXY:6:2221:17949:45734 1 27 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 2 129 CACTGAAacacacATAGACAAACTCTcacacacacacac CACTGAAACACACATAGACAAACT CCATGCATGCAAGATATTTCACA 2 32 1 24 129 23 57,636 58,061 26,600 35,800 11,302,848 F 129 CACTGAAacacacATAGACAAACTCTcacacacacacacacacacacacacacacacacacacacacacacacaAACACATACACTCAATCACTCAAACAATCAGTTGTGAAATATCTTGCATGCATGG

ST‐E00142:460:H2K7HCCXY:6:2221:17949:45734 1 27 48 24 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 129 CACTGAAacacacATAGACAAACTCTcacacacacacac CACTGAAACACACATAGACAAACTCT CCATGCATGCAAGATATTTCACA 0 32 1 26 129 23 59,741 58,061 32,400 35,800 11,197,998 F 129 CACTGAAacacacATAGACAAACTCTcacacacacacacacacacacacacacacacacacacacacacacacaAACACATACACTCAATCACTCAAACAATCAGTTGTGAAATATCTTGCATGCATGG

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 1 1 11 17 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTATTG AGCAACCGGTATTATTGTGAGT 17 31 1 23 191 22 59,314 57,784 19,000 34,100 7,902,651 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 0 0 11 0 158 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTATTG AAAGTTTCCCAGCGTACACG 17 0 1 23 158 20 59,314 58,777 19,000 44,900 4,909,428 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 0 0 12 18 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTATT AGCAACCGGTATTATTGTGAGT 18 31 1 22 191 22 58,057 57,784 18,900 34,100 8,159,240 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 0 0 12 0 158 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTATT AAAGTTTCCCAGCGTACACG 18 0 1 22 158 20 58,057 58,777 18,900 44,900 5,166,016 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 0 0 13 19 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTAT AGCAACCGGTATTATTGTGAGT 19 31 1 21 191 22 57,383 57,784 22,900 34,100 7,833,367 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2221:9201:54735 1 41 98 24 2 AC TGTGTGTGTGTATTGATGTGTGAGTGTCTGTGTGTANA 0 0 13 0 158 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAt CCTGTGTGGATCTGTGTGTAT AAAGTTTCCCAGCGTACACG 19 0 1 21 158 20 57,383 58,777 22,900 44,900 4,840,143 G 191 CCtgtgtgGATCtgtgtgTATTGATGTGTAtgtgtgTTGAtgtgtgtgtgTATTGAtgtgtgAGTGTCtgtgtgTAtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGTGTACGCTGGGAAACTTTAAAAGGGACATACTCACAATAATACCGGTTGCT

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 16 167 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC TGTTCTCTGTTTAAACACCAACTT 16 59 12 20 178 24 60,109 57,172 53,600 26,600 6,936,105 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 13 164 CGTCGAGTACATTGGCCAGTGATGATTTATCTTtata CGTCGAGTACATTGGCCAGT TGTTCTCTGTTTAAACACCAACTT 13 59 15 20 178 24 60,109 57,172 40,000 26,600 6,936,389 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 16 168 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC ATGTTCTCTGTTTAAACACCAACTT 16 59 12 20 179 25 60,109 57,595 53,600 26,600 7,513,191 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 16 197 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC TGTTCCAATCATTCTGATCTGAACT 16 88 12 20 208 25 60,109 58,521 53,600 30,100 6,587,526 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 13 194 CGTCGAGTACATTGGCCAGTGATGATTTATCTTtata CGTCGAGTACATTGGCCAGT TGTTCCAATCATTCTGATCTGAACT 13 88 15 20 208 25 60,109 58,521 40,000 30,100 6,587,810 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 8 16 197 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC TGTTCCAATCATTCTGATCTGAAC 16 89 12 20 208 24 60,109 57,252 53,600 31,800 6,856,853 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 10 16 129 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC GCACTTAGTAAATCACTAATGGCT 16 21 12 20 140 24 60,109 57,073 53,600 47,500 7,035,813 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 11 16 130 TTCCGTCGAGTACATTGGCCAGTGATGATTTATCTT TTCCGTCGAGTACATTGGCC AGCACTTAGTAAATCACTAATGGCT 16 21 12 20 141 25 60,109 58,346 53,600 47,500 6,762,509 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2222:29406:30562 1 48 48 24 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 11 13 127 CGTCGAGTACATTGGCCAGTGATGATTTATCTTtata CGTCGAGTACATTGGCCAGT AGCACTTAGTAAATCACTAATGGCT 13 21 15 20 141 25 60,109 58,346 40,000 47,500 6,762,793 A 220 AGGTGTATTTCTTCCGTCGAGTACATTGGCCAGTGATGATTTATCTTtatatatatatatatatatatatatatatatatatatatatatatataTTATGCACACTTTAATATAGTAGCCATTAGTGATTTACTAAGTGCTAAGGATGATTTATAAGTTGGTGTTTAAACAGAGAACATATTAAGTTCAGATCAGAATGATTGGAACAATTATCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 1 1 2 9 172 gggTCTCTGGACATTGATGTGAATTTTAACGAAGGG GGGTCTCTGGACATTGATGTGA TCCTGCCTTAGTTTATCGCAGT 65 9 53 22 224 22 59,763 59,500 35,800 44,000 4,737,241 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 107 GCTGCAATTTACACCCAGGCTGCTCTcacacactctctc GCTGCAATTTACACCCAGGC GCCTTAGTTTATCGCAGTCTGC 6 5 114 20 220 22 60,109 59,715 48,500 42,600 2,394,150 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 168 gggTCTCTGGACATTGATGTGAATTTTAACGAAGGG GGGTCTCTGGACATTGATGTGA GCCTTAGTTTATCGCAGTCTGC 65 5 53 22 220 22 59,763 59,715 35,800 42,600 4,522,630 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 203 GTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAggggg GTACCTGGTGTGTGAGCTTCT GCCTTAGTTTATCGCAGTCTGC 101 5 18 21 220 22 59,655 59,715 28,500 42,600 3,630,251 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 204 AGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggg AGTACCTGGTGTGTGAGCTT GCCTTAGTTTATCGCAGTCTGC 103 5 17 20 220 22 58,575 59,715 37,400 42,600 3,710,126 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 5 204 AGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggg AGTACCTGGTGTGTGAGCTTC GCCTTAGTTTATCGCAGTCTGC 102 5 17 21 220 22 59,655 59,715 38,600 42,600 3,630,251 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 3 104 GCAATTTACACCCAGGCTGCTCTcacacactctctctctctGCAATTTACACCCAGGCTGC GCCTTAGTTTATCGCAGTCTGC 3 5 117 20 220 22 60,109 59,715 52,500 42,600 2,394,150 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 4 3 108 GCAATTTACACCCAGGCTGCTCTcacacactctctctctctGCAATTTACACCCAGGCTGC TCCTGCCTTAGTTTATCGCAGT 3 9 117 20 224 22 60,109 59,500 52,500 44,000 2,608,760 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 6 5 189 AGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTG AGCTTCTAAGTGTCACTCAGGG GCCTTAGTTTATCGCAGTCTGC 86 5 32 22 220 22 59,435 59,715 44,500 42,600 4,850,435 F 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 12 151 TTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATTTAACGAAGGGTGAATTGGTTT CCATCCTGCCTTAGTTTATCGC 40 12 77 23 227 22 57,144 59,191 32,700 45,800 8,664,282 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 9 148 TTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATTTAACGAAGGGTGAATTGGTTT TCCTGCCTTAGTTTATCGCAGT 40 9 77 23 224 22 57,144 59,500 32,700 44,000 8,355,838 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:24616:1731 1 140 54 24 1.5 AG CACACACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT NA 0 0 7 5 144 TTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATTTAACGAAGGGTGAATTGGTTT GCCTTAGTTTATCGCAGTCTGC 40 5 77 23 220 22 57,144 59,715 32,700 42,600 8,141,228 B 236 NTGTTTTGGAAACTCTAGTACCTGgtgtgtGAGCTTCTAAGTGTCACTCAgggggTCTCTGGACATTGATGTGAATTTTAACGAAGGGTGAATTGGTTTTGATTCTCACAGATGCTGCAATTTACACCCAGGCTGCTCTcacacactctctctctctctctctctctctctctctctctctctctctctctctGTCTTGCAGACTGCGATAAACTAAGGCAGGATGGTTTTCGAAG

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 5 1 136 GAACAGAGAATTCCCAGCACAActctctctctctctctctc GAACAGAGAATTCCCAGCACA GGTCATGGCCCAGCTTCATA 1 46 15 21 150 20 58,217 59,817 45,700 21,500 2,966,626 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 137 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA GGTCATGGCCCAGCTTCATA 1 46 14 22 150 20 59,627 59,817 45,700 21,500 2,556,661 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 144 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA ATTGTGTGGTCATGGCCCAG 1 53 14 22 157 20 59,627 60,613 45,700 44,500 2,985,901 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 188 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA TGCTGGTGAGGTGTTGAAGA 1 97 14 22 201 20 59,627 59,163 45,700 28,700 3,209,775 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 193 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA ATGTGTGCTGGTGAGGTGTT 1 102 14 22 206 20 59,627 59,817 45,700 33,200 2,556,661 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 194 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA AATGTGTGCTGGTGAGGTGT 1 103 14 22 207 20 59,627 59,817 45,700 41,600 2,556,661 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 240 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA AGAGTGCGATGTTAACAGGAGA 1 147 14 22 253 22 59,627 59,174 45,700 37,100 5,199,297 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 244 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA GGAAAGAGTGCGATGTTAACAGG 1 150 14 22 257 23 59,627 59,875 45,700 40,000 5,498,486 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 1 245 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA GGGAAAGAGTGCGATGTTAACA 1 152 14 22 258 22 59,627 58,929 45,700 24,100 5,444,649 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 3 139 AGAGAACAGAGAATTCCCAGCACAActctctctctctct AGAGAACAGAGAATTCCCAGCA GGTCATGGCCCAGCTTCATA 3 46 12 22 150 20 59,091 59,817 44,100 21,500 3,092,498 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 1 189 GAACAGAGAATTCCCAGCACAActctctctctctctctctc GAACAGAGAATTCCCAGCACA TGTGCTGGTGAGGTGTTGAA 1 99 15 21 203 20 58,217 59,746 45,700 26,900 3,037,597 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

ST‐E00142:460:H2K7HCCXY:6:2223:31061:18625 1 37 48 24 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 1 190 AGAACAGAGAATTCCCAGCACAActctctctctctctctctAGAACAGAGAATTCCCAGCACA TGTGCTGGTGAGGTGTTGAA 1 99 14 22 203 20 59,627 59,746 45,700 26,900 2,627,632 F 281 TAACAGAGAACAGAGAACAGAGAATTCCCAGCACAActctctctctctctctctctctctctctctctctctctctctctctctCCCACACCCCATTTAATTTTACAAATCTCtttttCTGTATACATATTATGAAGCTGGGCCATGACcacacaATGGAGTCTCCCAATTCCTATTtctctcTTCAACACCTCACCAGcacacaTTCACAAAACACTTCATTTGCCTCTTTCTCCTGTTAACATCGCACTCTTTCCCCTTTATCGCTCTATCTGACTCTC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 1 1 3 68 240 CTGAGGCTCCATGTTCCTACCCACTGGAGCATCATT CTGAGGCTCCATGTTCCTACC GGCGTGTATCAGTGTGCATTC 68 82 93 21 332 21 59,860 59,937 31,800 26,700 2,202,440 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 3 55 226 TCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNTCCTACCCACTGGAGCATCA GGCGTGTATCAGTGTGCATTC 55 82 107 20 332 21 59,957 59,937 30,700 26,700 1,105,168 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 4 83 296 ACATGTCcacacaCctgctgctgATTATCTAAATACTGTc ACATGTCCACACACCTGCTG GGCGTGTATCAGTGTGCATT 125 83 37 20 332 20 60,536 58,913 44,100 35,600 1,622,476 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 4 82 296 ACATGTCcacacaCctgctgctgATTATCTAAATACTGTc ACATGTCCACACACCTGCTG GGCGTGTATCAGTGTGCATTC 125 82 37 20 332 21 60,536 59,937 44,100 26,700 1,598,366 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 4 68 240 CTGAGGCTCCATGTTCCTACCCACTGGAGCATCATT CTGAGGCTCCATGTTCCTACC GGCGTGTATCAGTGTGCATT 68 83 93 21 332 20 59,860 58,913 31,800 35,600 2,226,549 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 4 65 236 GGCTCCATGTTCCTACCCACTGGAGCATCATTGTGAGGCTCCATGTTCCTACCCAC GGCGTGTATCAGTGTGCATTC 65 82 97 20 332 21 60,107 59,937 46,100 26,700 1,169,752 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 4 55 226 TCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNTCCTACCCACTGGAGCATCA GGCGTGTATCAGTGTGCATT 55 83 107 20 332 20 59,957 58,913 30,700 35,600 1,129,277 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 Apr‐75 71 242 TTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCA TTCTGAGGCTCCATGTTCCT GGCGTGTATCAGTGTGCATTC 71 82 91 20 332 21 58,339 59,937 33,600 26,700 2,724,050 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 24 166 TCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNTCCTACCCACTGGAGCATCA GACACAGGTCCCAGCACTG 55 24 107 20 272 19 59,957 60,302 30,700 36,600 1,344,613 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 24 176 GGCTCCATGTTCCTACCCACTGGAGCATCATTGTGAGGCTCCATGTTCCTACCCAC GACACAGGTCCCAGCACTG 65 24 97 20 272 19 60,107 60,302 46,100 36,600 1,409,198 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 24 177 AGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGAGGCTCCATGTTCCTACCCA GACACAGGTCCCAGCACTG 66 24 96 20 272 19 60,253 60,302 45,100 36,600 1,555,193 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 24 268 CTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATCTAGAGCTCCCACTGCCTCA GACACAGGTCCCAGCACTG 157 24 5 20 272 19 60,686 60,302 38,600 36,600 1,987,817 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 24 272 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCAGTCCTAGAGCTCCCACTGC GACACAGGTCCCAGCACTG 161 24 1 20 272 19 60,686 60,302 44,000 36,600 1,988,145 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 4 115 TGTGTACAGATGCCTCCGACTCTGacacacacacacac TGTGTACAGATGCCTCCGAC GACACAGGTCCCAGCACTG 4 24 158 20 272 19 59,469 60,302 47,900 36,600 1,832,776 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 3 114 GTGTACAGATGCCTCCGACTCTGacacacacacacacacGTGTACAGATGCCTCCGACT GACACAGGTCCCAGCACTG 3 24 159 20 272 19 59,182 60,302 41,800 36,600 2,120,328 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 5 0 112 GTACAGATGCCTCCGACTCTGacacacacacacacacac GTACAGATGCCTCCGACTCTG GACACAGGTCCCAGCACTG 0 24 161 21 272 19 59,934 60,302 33,500 36,600 2,368,336 A 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 6 82 297 CACATGTCcacacaCctgctgctgATTATCTAAATACTGTCACATGTCCACACACCTGCT GGCGTGTATCAGTGTGCATTC 126 82 36 20 332 21 60,536 59,937 42,400 26,700 1,598,366 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1093_3 3 182 48 24 1 AC ACACACACACACACACACACACACACACACACACACAC_182_229 0 0 6 24 267 TAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTAGAGCTCCCACTGCCTCAG GACACAGGTCCCAGCACTG 156 24 6 20 272 19 60,686 60,302 33,500 36,600 1,987,817 F 332 AGTCCTAGAGCTCCCACTGCCTCAGGGAGCCCTGCCACATGTCcacacaCctgctgctgATTATCTAAATACTGTcccccAAAAGGTGATTTCTGAGGCTCCATGTTCCTACCCACTGGAGCATCATTGTGACTCTCCTCCCNCCTCCGAGGGTGATTGTGTACAGATGCCTCCGACTCTGacacacacacacacacacacacacacacacacacacacacacacacacTCTAGCCTGGGAGGGGTGAGGGAGCAGTGCTGGGACCTGTGTCCCACAAAAGGAGTTATTTAGGTATAGCCCTTCTTATTGTGAATGCACACTGATACACGCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 3 32 216 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACAG GTGGGCCAGCTGCAAATTT 32 94 34 23 249 19 60,055 59,628 36,600 18,200 4,427,182 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 32 223 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACAG ATATAAGGTGGGCCAGCTGC 32 100 34 23 256 20 60,055 59,889 36,600 52,500 3,166,128 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 31 215 GGACAGAAATCCCTCATCACAGTACACTCAGAAATCGGACAGAAATCCCTCATCACAGT GTGGGCCAGCTGCAAATTT 31 94 35 23 249 19 60,055 59,628 35,500 18,200 4,427,109 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 31 222 GGACAGAAATCCCTCATCACAGTACACTCAGAAATCGGACAGAAATCCCTCATCACAGT ATATAAGGTGGGCCAGCTGC 31 100 35 23 256 20 60,055 59,889 35,500 52,500 3,166,055 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 7 139 CACTCAGAAATCAATTCAAGGCATTGTCAAacacaca CACTCAGAAATCAATTCAAGGCA GCTTTGCCGACTATATGTGACA 7 39 59 23 197 22 57,619 58,805 47,500 35,800 8,576,035 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 3 1 137 TCAGAAATCAATTCAAGGCATTGTCAAacacacacacaTCAGAAATCAATTCAAGGCATTGTCA AGCTTTGCCGACTATATGTGACA 1 39 62 26 198 23 60,015 60,119 35,800 35,800 9,134,039 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 53 245 ACCAATGTTCTAAACCAGACAATGGACAGAAATCC ACCAATGTTCTAAACCAGACAATG ATATAAGGTGGGCCAGCTGC 53 100 12 24 256 20 57,669 59,889 28,200 52,500 6,442,622 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 33 172 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACA AAGACAGAGCTTTGCCGACT 33 49 34 22 205 20 59,088 59,605 35,800 41,800 3,306,860 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 33 216 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACA GTGGGCCAGCTGCAAATTT 33 94 34 22 249 19 59,088 59,628 35,800 18,200 4,284,602 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 33 223 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACA ATATAAGGTGGGCCAGCTGC 33 100 34 22 256 20 59,088 59,889 35,800 52,500 3,023,549 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 32 172 TGGACAGAAATCCCTCATCACAGTACACTCAGAAATTGGACAGAAATCCCTCATCACAG AAGACAGAGCTTTGCCGACT 32 49 34 23 205 20 60,055 59,605 36,600 41,800 3,449,440 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 4 31 171 GGACAGAAATCCCTCATCACAGTACACTCAGAAATCGGACAGAAATCCCTCATCACAGT AAGACAGAGCTTTGCCGACT 31 49 35 23 205 20 60,055 59,605 35,500 41,800 3,449,366 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 56 242 TCAAACCAATGTTCTAAACCAGACAATGGACAGAA TCAAACCAATGTTCTAAACCAGACA GTGGGCCAGCTGCAAATTT 56 94 8 25 249 19 59,111 59,628 34,100 18,200 7,261,032 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 56 249 TCAAACCAATGTTCTAAACCAGACAATGGACAGAA TCAAACCAATGTTCTAAACCAGACA ATATAAGGTGGGCCAGCTGC 56 100 8 25 256 20 59,111 59,889 34,100 52,500 5,999,978 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 3 139 ACTCAGAAATCAATTCAAGGCATTGTCAAacacacac ACTCAGAAATCAATTCAAGGCATTGT AGCTTTGCCGACTATATGTGACA 3 39 60 26 198 23 60,015 60,119 27,100 35,800 9,133,615 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 56 241 CAAACCAATGTTCTAAACCAGACAATGGACAGAAA CAAACCAATGTTCTAAACCAGACA GTGGGCCAGCTGCAAATTT 56 94 9 24 249 19 57,857 59,628 34,100 18,200 7,515,125 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 56 248 CAAACCAATGTTCTAAACCAGACAATGGACAGAAA CAAACCAATGTTCTAAACCAGACA ATATAAGGTGGGCCAGCTGC 56 100 9 24 256 20 57,857 59,889 34,100 52,500 6,254,072 F 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr1187_2 2 89 48 24 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 6 55 242 TCAAACCAATGTTCTAAACCAGACAATGGACAGAA TCAAACCAATGTTCTAAACCAGACAA GTGGGCCAGCTGCAAATTT 55 94 8 26 249 19 59,621 59,628 31,800 18,200 7,750,871 A 274 CAATCATTCAAACCAATGTTCTAAACCAGACAATGGACAGAAATCCCTCATCACAGTACACTCAGAAATCAATTCAAGGCATTGTCAAacacacacacacacacacacacacacacacacacacacacacacacacAGATTTATTAAAACAGGCGAAAATGTATAATAAATATCATGTCACATATAGTCGGCAAAGCTCTGTCTTATGCAAATAGATCAGGCTGGACAGAAAATTTGCAGCTGGCCCACCTtatataTCTGACTGAGTTTGTCC

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 1 1 4 30 255 GGGCCGACATGTTAAACTGCACTCGGACAGAAATA GGGCCGACATGTTAAACTGC ACGATTTGTCAGTGCGGACA 30 121 28 20 282 20 59,830 60,250 44,000 40,200 0.420038 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 48 269 CAGTCAGACAGGCAGATGGGGCCGACATGTTAAACCAGTCAGACAGGCAGATGGG TTTGTCAGTGCGGACATTGC 48 117 10 20 278 20 60,108 59,689 40,000 35,600 0.418343 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 48 273 CAGTCAGACAGGCAGATGGGGCCGACATGTTAAACCAGTCAGACAGGCAGATGGG ACGATTTGTCAGTGCGGACA 48 121 10 20 282 20 60,108 60,250 40,000 40,200 0.357499 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 19 174 CAGTCAGACAGGCAGATGGGGCCGACATGTTAAACCAGTCAGACAGGCAGATGGG TCTGTCTCAGTTAAACGGTGAGT 48 19 10 20 183 23 60,108 59,365 40,000 34,100 3,743,173 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 17 238 AAACTGCACTCGGACAGAAATAGAGTGATAGATAGAAACTGCACTCGGACAGAAA TTTGTCAGTGCGGACATTGC 17 117 41 20 278 20 57,674 59,689 25,200 35,600 2,636,126 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 16 237 AACTGCACTCGGACAGAAATAGAGTGATAGATAGAAACTGCACTCGGACAGAAAT TTTGTCAGTGCGGACATTGC 16 117 42 20 278 20 57,449 59,689 21,700 35,600 2,861,373 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 11 138 TGCACTCGGACAGAAATAGAGTGATAGATAGATag TGCACTCGGACAGAAATAGAGT CTGTCTCAGTTAAACGGTGAGT 11 19 45 22 182 22 59,174 58,021 32,400 34,100 6,804,815 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 11 139 TGCACTCGGACAGAAATAGAGTGATAGATAGATag TGCACTCGGACAGAAATAGAGT TCTGTCTCAGTTAAACGGTGAGT 11 19 45 22 183 23 59,174 59,365 32,400 34,100 6,461,501 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 11 139 TGCACTCGGACAGAAATAGAGTGATAGATAGATag TGCACTCGGACAGAAATAGAGT TCTGTCTCAGTTAAACGGTGAGTT 11 18 45 22 183 24 59,174 59,901 32,400 30,100 6,925,087 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 6 11 238 TGCACTCGGACAGAAATAGAGTGATAGATAGATag TGCACTCGGACAGAAATAGAGT ACGATTTGTCAGTGCGGACA 11 121 45 22 282 20 59,174 60,250 32,400 40,200 3,075,827 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 7 21 158 GGGCCGACATGTTAAACTGCACTCGGACAGAAATA GGGCCGACATGTTAAACTGC TGTCTGTCTCAGTTAAACGGTGA 30 21 28 20 185 23 59,830 59,618 44,000 40,200 3,552,565 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr119_2 2 78 64 24 1.5 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_128_141 0 0 7 21 176 CAGTCAGACAGGCAGATGGGGCCGACATGTTAAACCAGTCAGACAGGCAGATGGG TGTCTGTCTCAGTTAAACGGTGA 48 21 10 20 185 23 60,108 59,618 40,000 40,200 3,490,027 B 289 AGCGAAATTCAGTCAGACAGGCAGATGGGGCCGACATGTTAAACTGCACTCGGACAGAAATAGAGTGATAGATAGATagagagagagagagagagagagagagagagagagagagagagagagagANagagagagagagagATAAAGANAATATCTTGTAACTCACCGTTTAACTGAGACAGACAGAAATATCGTGATTGCGAAACAGATAGAGAAATGAATAGATAATTGTACAAAGGCATGATGAGACAAAATTGTGCAATGTCCGCACTGACAAATCGTCCAGCAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 1 1 3 36 191 TACAGCACAAGGGCAAAGGTtatataTTCCTGACATC TACAGCACAAGGGCAAAGGT ATACCAGTGCCCTCTCCCAA 56 36 7 20 197 20 59,815 60,253 35,000 41,200 0.438093 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 3 17 138 ACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgt ACATCTGTTGTCACAATCAATAATGT CTGGACTTGCGCACCCAC 18 17 39 26 176 18 57,886 61,357 27,100 46,100 11,471,410 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 3 17 138 ACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgt ACATCTGTTGTCACAATCAATAATGTG CTGGACTTGCGCACCCAC 17 17 39 27 176 18 58,975 61,357 32,100 46,100 11,381,944 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 60 265 AGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCAA TTAACTGGTGGAGCAGGCTC 60 106 3 20 267 20 60,179 59,675 45,200 47,000 0.503935 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 56 261 TACAGCACAAGGGCAAAGGTtatataTTCCTGACATC TACAGCACAAGGGCAAAGGT TTAACTGGTGGAGCAGGCTC 56 106 7 20 267 20 59,815 59,675 35,000 47,000 0.509876 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 36 195 AGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCAA ATACCAGTGCCCTCTCCCAA 60 36 3 20 197 20 60,179 60,253 45,200 41,200 0.432153 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 26 185 AGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCAA CCTCTCCCAACCTGGACTTG 60 26 3 20 187 20 60,179 59,674 45,200 31,600 0.505256 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 25 184 AGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCAA CTCTCCCAACCTGGACTTGC 60 25 3 20 186 20 60,179 60,322 45,200 40,100 0.501001 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 4 17 137 CATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtg CATCTGTTGTCACAATCAATAATGTG CTGGACTTGCGCACCCAC 17 17 40 26 176 18 57,610 61,357 32,100 46,100 11,746,665 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 5 61 266 AAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCA TTAACTGGTGGAGCAGGCTC 61 106 2 20 267 20 60,179 59,675 53,600 47,000 0.503935 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 5 36 196 AAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCA ATACCAGTGCCCTCTCCCAA 61 36 2 20 197 20 60,179 60,253 53,600 41,200 0.432153 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 5 25 185 AAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGAAGCTTACAGCACAAGGGCA CTCTCCCAACCTGGACTTGC 61 25 2 20 186 20 60,179 60,322 53,600 40,100 0.501001 B 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 Oct‐25 1 125 TGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgt TGTGAAACTGTGTGTGGGTG CTCTCCCAACCTGGACTTGC 1 25 62 20 186 20 58,542 60,322 46,100 40,100 1,780,406 F 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 Oct‐25 1 126 TGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgt TGTGAAACTGTGTGTGGGTG CCTCTCCCAACCTGGACTTG 1 26 62 20 187 20 58,542 59,674 46,100 31,600 1,784,661 F 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr125_2 2 83 59 24 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_83_130 0 0 Oct‐25 1 136 TGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgt TGTGAAACTGTGTGTGGGTG ATACCAGTGCCCTCTCCCAA 1 36 62 20 197 20 58,542 60,253 46,100 41,200 1,711,558 F 277 CAAGCTTACAGCACAAGGGCAAAGGTtatataTTCCTGACATCTGTTGTCACAATCAATAATGTGAAACtgtgtgtgGGTGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtNtgtgtgtgtgTNTGTGTNTGTNTGTGGGTGGGTGCGCAAGTCCAGGTTGGGAGAGGGCACTGGTATGAACATAAGAACATAAGAAATAGGAACAGGAGTAAACCATACAGCCCCTGGAGCCTGCTCCACCAGTTAATATGATCAAG

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 1 1 4 35 191 TGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTA TGCAGCATTTCAAATTTATCTTCGT GGGCTGGGATAGTTTCTCTTTGT 45 35 28 25 218 23 58,611 60,308 38,500 28,300 9,697,565 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 4 6 148 TCAGCGATCCACAAATCATCAAGTGAAacacacacac TCAGCGATCCACAAATCATCA GGGCTGGGATAGTTTCTCTTTGT 6 35 71 21 218 23 57,735 60,308 30,700 28,300 6,573,472 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 5 36 191 TGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTA TGCAGCATTTCAAATTTATCTTCGT GGGCTGGGATAGTTTCTCTTTG 45 36 28 25 218 22 58,611 58,717 38,500 27,700 9,671,977 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 5 36 192 CTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTT CTGCAGCATTTCAAATTTATCTTCGT GGGCTGGGATAGTTTCTCTTTG 45 36 27 26 218 22 59,471 58,717 38,500 27,700 9,812,010 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 5 6 148 TCAGCGATCCACAAATCATCAAGTGAAacacacacac TCAGCGATCCACAAATCATCA GGGCTGGGATAGTTTCTCTTTG 6 36 71 21 218 22 57,735 58,717 30,700 27,700 6,547,883 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 5 1 145 GCGATCCACAAATCATCAAGTGAAacacacacacacac GCGATCCACAAATCATCAAGTGA GGGCTGGGATAGTTTCTCTTTG 1 36 74 23 218 22 59,625 58,717 34,100 27,700 6,657,873 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 Oct‐75 6 138 TCAGCGATCCACAAATCATCAAGTGAAacacacacac TCAGCGATCCACAAATCATCA AGTTTCTCTTTGTGTATGAGTGTG 6 24 71 21 208 24 57,735 57,149 30,700 38,200 10,116,220 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 Oct‐75 2 136 AGCGATCCACAAATCATCAAGTGAAacacacacacacaAGCGATCCACAAATCATCAAGTG AGTTTCTCTTTGTGTATGAGTGTG 2 24 73 23 208 24 59,624 57,149 31,600 38,200 10,227,456 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr130_2 2 98 63 24 1.5 AC ACACACACACACACACACACACACACACACACACACCA_147_160 0 0 Oct‐75 1 135 GCGATCCACAAATCATCAAGTGAAacacacacacacac GCGATCCACAAATCATCAAGTGA AGTTTCTCTTTGTGTATGAGTGTG 1 24 74 23 208 24 59,625 57,149 34,100 38,200 10,226,210 B 269 TTCTCCTTACGCCTTACGTTCTAAAACTGCAGCATTTCAAATTTATCTTCGTTTTAATAATTTAAAGTTTTCAGCGATCCACAAATCATCAAGTGAAacacacacacacacacacacacacacacacacacacacacacacacacNcacacacacacacaNNNNNNNNNNNNNNNNNNNNNNNNCACACTCATACACAAAGAGAAACTATCCCAGCCCCAATATTAAACCACTTTTACAATATAGCTCAGGATTATTGTTAAATTATTC

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 1 1 3 24 249 ATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAAATTGGGAATCCAGGAGTGGC TGATTGCAGTAACCAAGGGTGT 135 24 8 20 256 22 59,740 60,159 50,100 41,600 2,418,473 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 3 9 125 tCCATGATTAGTTATACAATGGTCAGAAGAAAAGCATCCATGATTAGTTATACAATGGTCAGA GCAGTAACCAAGGGTGTAAAGC 9 19 127 27 251 22 58,066 59,772 32,700 35,100 11,161,756 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 3 9 130 tCCATGATTAGTTATACAATGGTCAGAAGAAAAGCATCCATGATTAGTTATACAATGGTCAGA TGATTGCAGTAACCAAGGGTG 9 25 127 27 256 21 58,066 58,486 32,700 46,100 11,447,406 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 3 9 130 tCCATGATTAGTTATACAATGGTCAGAAGAAAAGCATCCATGATTAGTTATACAATGGTCAGA TGATTGCAGTAACCAAGGGTGT 9 24 127 27 256 22 58,066 60,159 32,700 41,600 11,092,187 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 4 24 247 TGGGAATCCAGGAGTGGCTAATTGCATTATTAAATATGGGAATCCAGGAGTGGCTA TGATTGCAGTAACCAAGGGTGT 133 24 10 20 256 22 59,956 60,159 39,300 41,600 2,202,626 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 4 19 236 TCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCTCCAGGAGTGGCTAATTGCAT GCAGTAACCAAGGGTGTAAAGC 126 19 16 21 251 22 59,434 59,772 39,600 35,100 3,793,862 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 4 19 242 TGGGAATCCAGGAGTGGCTAATTGCATTATTAAATATGGGAATCCAGGAGTGGCTA GCAGTAACCAAGGGTGTAAAGC 133 19 10 20 251 22 59,956 59,772 39,300 35,100 2,272,195 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 5 24 239 TCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCTCCAGGAGTGGCTAATTGCA ATTGCAGTAACCAAGGGTGT 127 24 16 20 254 20 59,009 57,324 40,800 41,600 3,666,804 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 5 19 236 TCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCTCCAGGAGTGGCTAATTGCA GCAGTAACCAAGGGTGTAAAGC 127 19 16 20 251 22 59,009 59,772 40,800 35,100 3,219,250 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 6 24 170 ACACTTGCATCcacacaCCATGTGCCTACTTGAATAtt ACACTTGCATCCACACACCA TGATTGCAGTAACCAAGGGTGT 56 24 87 20 256 22 60,107 60,159 41,700 41,600 2,265,303 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 6 24 173 TCGACACTTGCATCcacacaCCATGTGCCTACTTGAA TCGACACTTGCATCCACACA TGATTGCAGTAACCAAGGGTGT 59 24 84 20 256 22 59,894 60,159 37,200 41,600 2,264,313 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr3_3 3 163 48 24 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_163_210 0 0 6 19 168 TCGACACTTGCATCcacacaCCATGTGCCTACTTGAA TCGACACTTGCATCCACACA GCAGTAACCAAGGGTGTAAAGC 59 19 84 20 251 22 59,894 59,772 37,200 35,100 2,333,882 F 259 GCAGCTAATTGGGAATCCAGGAGTGGCTAATTGCATTATTAAATAAAATGCGAGCAATGTACACTGTTTCTGGACAGGTGATCTCGACACTTGCATCcacacaCCATGTGCCTACTTGAATAtttttCCATGATTAGTTATACAATGGTCAGAAGAAAAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCttttttGATTGTTTATGTGCTTTACACCCTTGGTTACTGCAATCATCT

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 1 1 20 0 194 GCagagagagCTACTTAGGGTTTagagagagagagagag GCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 0 55 21 184 20 58,338 59,318 43,400 42,600 3,343,452 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 0 195 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 0 54 22 184 20 59,756 59,318 43,400 42,600 2,925,469 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 0 206 TGAGATGGATAAGCagagagagCTACTTAGGGTTTag TGAGATGGATAAGCAGAGAGAGC TCCTGTCTTGTCCACTCTGC 12 0 43 23 184 20 59,426 59,318 40,900 42,600 4,255,271 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 0 220 CAGGAAACCTATGGTGAGATGGATAAGCagagagag CAGGAAACCTATGGTGAGATGGA TCCTGTCTTGTCCACTCTGC 26 0 29 23 184 20 59,544 59,318 34,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 0 221 TCAGGAAACCTATGGTGAGATGGATAAGCagagaga TCAGGAAACCTATGGTGAGATGG TCCTGTCTTGTCCACTCTGC 27 0 28 23 184 20 59,544 59,318 35,100 42,600 4,137,643 D 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 87 24 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 21 0 196 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TTCCTGTCTTGTCCACTCTGC 2 0 54 22 185 21 59,756 59,929 43,400 42,600 3,314,494 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 1 20 ‐32 194 GCagagagagCTACTTAGGGTTTagagagagagagagag GCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 ‐32 55 21 184 20 58,338 59,318 43,400 42,600 3,343,452 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 ‐32 195 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 ‐32 54 22 184 20 59,756 59,318 43,400 42,600 2,925,469 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 ‐32 222 ATCAGGAAACCTATGGTGAGATGGATAAGCagagagATCAGGAAACCTATGGTGAGATGG TCCTGTCTTGTCCACTCTGC 27 ‐32 27 24 184 20 59,896 59,318 35,100 42,600 4,785,518 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 21 ‐32 196 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TTCCTGTCTTGTCCACTCTGC 2 ‐32 54 22 185 21 59,756 59,929 43,400 42,600 3,314,494 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 21 ‐32 222 TCAGGAAACCTATGGTGAGATGGATAAGCagagaga TCAGGAAACCTATGGTGAGATGG TTCCTGTCTTGTCCACTCTGC 27 ‐32 28 23 185 21 59,544 59,929 35,100 42,600 4,526,668 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 119 24 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 21 ‐32 223 ATCAGGAAACCTATGGTGAGATGGATAAGCagagagATCAGGAAACCTATGGTGAGATGG TTCCTGTCTTGTCCACTCTGC 27 ‐32 27 24 185 21 59,896 59,929 35,100 42,600 5,174,543 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 151 24 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 1 20 ‐64 194 GCagagagagCTACTTAGGGTTTagagagagagagagag GCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 ‐64 55 21 184 20 58,338 59,318 43,400 42,600 3,343,452 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 151 24 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 20 ‐64 195 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TCCTGTCTTGTCCACTCTGC 2 ‐64 54 22 184 20 59,756 59,318 43,400 42,600 2,925,469 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr439_2 2 78 151 24 4 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_78_125 0 0 21 ‐64 196 AGCagagagagCTACTTAGGGTTTagagagagagagaga AGCAGAGAGAGCTACTTAGGGT TTCCTGTCTTGTCCACTCTGC 2 ‐64 54 22 185 21 59,756 59,929 43,400 42,600 3,314,494 G 253 CCCTACACTTTCTTTACTAAACTCCTATCAGGAAACCTATGGTGAGATGGATAAGCagagagagCTACTTAGGGTTTagagagagagagagagagagagagagagagagagagagagagagagagNGNGNNNNCAGAGTGGACAAGACAGGNANgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATgagagagagaGCAGAGTGGACAAGACAGGAATGAG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 1 1 8 42 283 CCCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCA AAGACCGGCTATTTCCACCC 42 133 19 20 301 20 60,738 59,745 52,400 46,100 0.993096 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 8 42 295 CCCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCA CGTGCCATAATTAAGACCGGC 42 144 19 20 313 21 60,738 59,737 52,400 61,300 2,001,280 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 41 238 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC GCTGCTGAAACCCTCATCCA 41 89 20 20 257 20 59,631 60,323 53,400 34,100 0.691723 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 41 282 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC AAGACCGGCTATTTCCACCC 41 133 20 20 301 20 59,631 59,745 53,400 46,100 0.623940 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 41 294 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC CGTGCCATAATTAAGACCGGC 41 144 20 20 313 21 59,631 59,737 53,400 61,300 1,632,124 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 37 186 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC ACACATGCCTAGCTGCTCTC 41 37 20 20 205 20 59,631 59,822 53,400 32,000 0.546511 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 19 168 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC TCCCACATTCTACCCTCCGT 41 19 20 20 187 20 59,631 59,958 53,400 46,900 0.411039 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 9 7 156 CCTTACGCACATACACGCACACCCTTacacacacATCCCCTTACGCACATACACGCAC CCCTCCGTAACCTTGTGTGT 41 7 20 20 175 20 59,631 59,605 53,400 37,200 0.764219 G 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 47 288 GCACACCCTTACGCACATACACGCACACCCTTacaca GCACACCCTTACGCACATAC AAGACCGGCTATTTCCACCC 47 133 14 20 301 20 59,275 59,745 23,900 46,100 0.980150 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 47 300 GCACACCCTTACGCACATACACGCACACCCTTacaca GCACACCCTTACGCACATAC CGTGCCATAATTAAGACCGGC 47 144 14 20 313 21 59,275 59,737 23,900 61,300 1,988,334 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 37 192 GCACACCCTTACGCACATACACGCACACCCTTacaca GCACACCCTTACGCACATAC ACACATGCCTAGCTGCTCTC 47 37 14 20 205 20 59,275 59,822 23,900 32,000 0.902721 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 19 174 GCACACCCTTACGCACATACACGCACACCCTTacaca GCACACCCTTACGCACATAC TCCCACATTCTACCCTCCGT 47 19 14 20 187 20 59,275 59,958 23,900 46,900 0.767249 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 8 139 ACACCCTTacacacacATCCTCTTTcacacacaCNCANN ACACCCTTACACACACATCCTC ACCCTCCGTAACCTTGTGTG 21 8 38 22 176 20 59,961 59,605 37,100 38,200 2,433,869 G 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 14 7 138 ACACCCTTacacacacATCCTCTTTcacacacaCNCANN ACACCCTTACACACACATCCTC CCCTCCGTAACCTTGTGTGT 21 7 38 22 175 20 59,961 59,605 37,100 37,200 2,433,869 G 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 15 7 138 ACACCCTTacacacacATCCTCTTTcacacacaCNCANN ACACCCTTACACACACATCCT CCCTCCGTAACCTTGTGTGT 22 7 38 21 175 20 58,945 59,605 32,400 37,200 2,450,111 G 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr611_2 2 81 68 24 2 AC CACACACACACCCANGCANNCACACACACACACAC NO 0 0 16 37 193 CGCACACCCTTACGCACATACACGCACACCCTTacacCGCACACCCTTACGCACATA ACACATGCCTAGCTGCTCTC 48 37 13 20 205 20 60,738 59,822 22,900 32,000 0.915668 D 322 CATacacacacGCGCACACCCTTACGCACATACACGCACACCCTTacacacacATCCTCTTTcacacacaCNCANNCACNcacacacacaCCCANGCANNcacacacacacacacacacacacacacacacacacacacacacacacaCCCTTacacacacAAGGTTACGGAGGGTAGAATGTGGGAGAGCAGCTAGGCATGTGTTGGAATAGTCGAGTCTGGAAGTAACAAAGACATGGATGAGGGTTTCAGCAGCCGATGAGCTGGGACAGGGCTACAGGGGTGGAAATAGCCGGTCTTAATTATGGCACGGATATGAGG

cons_gr650_2 2 26 78 24 2 AC ACACACACACACACACACACACACACACACACACACNO 1 1 14 3 132 CACACTcacacaTGCAAACAGAAAGacacacacacacac CACACTCACACATGCAAACAGA TGTTTGTACTTGTGTTTGTGTTACTG 3 3 1 22 132 26 59,645 58,921 34,100 27,400 9,434,295 G 132 CACACTcacacaTGCAAACAGAAAGacacacacacacacacacacacacacacacacacacacacacacacacTcacacacacacacaTACAGacacacacacAAACAGTAACACAAACACAAGTACAAACA

cons_gr650_2 2 26 78 24 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 14 2 129 CACACTcacacaTGCAAACAGAAAGacacacacacacac CACACTCACACATGCAAACAGA TTGTACTTGTGTTTGTGTTACTGT 3 2 1 22 129 24 59,645 57,195 34,100 35,500 9,160,214 G 132 CACACTcacacaTGCAAACAGAAAGacacacacacacacacacacacacacacacacacacacacacacacacTcacacacacacacaTACAGacacacacacAAACAGTAACACAAACACAAGTACAAACA

cons_gr650_2 2 26 78 24 2 AC ACACACACACACACACACACACACACACACACACACNO 0 0 14 1 128 CACACTcacacaTGCAAACAGAAAGacacacacacacac CACACTCACACATGCAAACAGA TGTACTTGTGTTTGTGTTACTGTT 3 1 1 22 128 24 59,645 57,195 34,100 31,600 9,160,214 G 132 CACACTcacacaTGCAAACAGAAAGacacacacacacacacacacacacacacacacacacacacacacacacTcacacacacacacaTACAGacacacacacAAACAGTAACACAAACACAAGTACAAACA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 1 1 4 28 192 CTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTTGCCCGTGAAGACCACTT TGTGAAGCCATGTGTCCATT 39 28 85 20 276 20 60,535 57,709 31,600 31,600 2,826,311 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 6 29 206 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC ATGTGAAGCCATGTGTCCAT 52 29 72 20 277 20 59,677 57,480 53,600 34,100 2,842,419 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 6 28 205 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC TGTGAAGCCATGTGTCCATT 52 28 72 20 276 20 59,677 57,709 53,600 31,600 2,613,857 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 6 22 200 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC AGCCATGTGTCCATTTGTGTG 52 22 72 20 271 21 59,677 59,385 53,600 38,200 1,937,551 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 7 21 199 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC GCCATGTGTCCATTTGTGTGT 52 21 72 20 270 21 59,677 59,659 53,600 37,200 1,663,537 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 8 0 127 TGAAACACCCACATACACGCTGacacacacacNNNNNTGAAACACCCACATACACGCT CATGTGAGAGTGAGTGTGCC 1 0 122 21 248 20 60,203 58,563 50,700 50,100 2,639,311 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 8 0 164 CTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTTGCCCGTGAAGACCACT CATGTGAGAGTGAGTGTGCC 40 0 85 19 248 20 59,929 58,563 40,000 50,100 2,508,071 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 8 0 164 CTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTTGCCCGTGAAGACCACTT CATGTGAGAGTGAGTGTGCC 39 0 85 20 248 20 60,535 58,563 31,600 50,100 1,971,702 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 8 0 177 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC CATGTGAGAGTGAGTGTGCC 52 0 72 20 248 20 59,677 58,563 53,600 50,100 1,759,248 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 9 0 126 GAAACACCCACATACACGCTGacacacacacNNNNNNGAAACACCCACATACACGCTG CATGTGAGAGTGAGTGTGCC 0 0 123 21 248 20 59,803 58,563 51,800 50,100 2,633,409 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 9 0 128 CTGAAACACCCACATACACGCTGacacacacacNNNNCTGAAACACCCACATACACGC CATGTGAGAGTGAGTGTGCC 2 0 121 21 248 20 59,803 58,563 53,400 50,100 2,633,409 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 9‐May 18 195 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC TGTGTCCATTTGTGTGTGCA 52 18 72 20 266 20 59,677 58,532 53,600 45,700 1,790,568 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 29 252 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA ATGTGAAGCCATGTGTCCAT 96 29 26 22 277 20 59,574 57,480 39,600 34,100 4,946,152 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 28 251 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA TGTGAAGCCATGTGTCCATT 96 28 26 22 276 20 59,574 57,709 39,600 31,600 4,717,590 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 28 252 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA ATGTGAAGCCATGTGTCCATT 96 28 26 22 277 21 59,574 58,189 39,600 31,600 5,237,791 D 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 22 246 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA AGCCATGTGTCCATTTGTGTG 96 22 26 22 271 21 59,574 59,385 39,600 38,200 4,041,283 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 21 245 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA GCCATGTGTCCATTTGTGTGT 96 21 26 22 270 21 59,574 59,659 39,600 37,200 3,767,269 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 18 241 TGCACAGAAACACTCAAATGCATCTCTAGCACATTT TGCACAGAAACACTCAAATGCA TGTGTCCATTTGTGTGTGCA 96 18 26 22 266 20 59,574 58,532 39,600 45,700 3,894,300 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 1 128 TGAAACACCCACATACACGCTGacacacacacNNNNNTGAAACACCCACATACACGCT GCATGTGAGAGTGAGTGTGC 1 1 122 21 249 20 60,203 59,205 50,700 45,700 1,997,795 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 1 129 CTGAAACACCCACATACACGCTGacacacacacNNNNCTGAAACACCCACATACACGC GCATGTGAGAGTGAGTGTGC 2 1 121 21 249 20 59,803 59,205 53,400 45,700 1,991,893 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 1 165 CTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTTGCCCGTGAAGACCACTT GCATGTGAGAGTGAGTGTGC 39 1 85 20 249 20 60,535 59,205 31,600 45,700 1,330,187 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 1 178 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC GCATGTGAGAGTGAGTGTGC 52 1 72 20 249 20 59,677 59,205 53,600 45,700 1,117,733 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 10 0 127 GAAACACCCACATACACGCTGacacacacacNNNNNNGAAACACCCACATACACGCTG GCATGTGAGAGTGAGTGTGC 0 1 123 21 249 20 59,803 59,205 51,800 45,700 1,991,893 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr790_2 2 144 85 24 2 AC ACACACACACNNNNNNNNNNNNNNNNNNACACACA_181_228 0 0 Nov‐75 7 185 AAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCAAGAAATGCTTGCCTTGCCC TGTGTGTGCATGTGAGAGTGA 52 7 72 20 256 21 59,677 59,861 53,600 34,100 1,461,309 G 286 aaaaaaaCAAGcacacaTACATGTATGCACAGAAACACTCAAATGCATCTCTAGCACATTTCGGAAAGGGAAAGAAATGCTTGCCTTGCCCGTGAAGACCACTTCCCACAAAACATGAATCTGAAACACCCACATACACGCTGacacacacacNNNNNNNNNNNNNNNNNNacacacANNcacacacacacacacacacacacacacacacacacacacacacacacaGGCACACTCACTCTCACATGcacacacaAATGGACACATGGCTTCACATATTTGGGAA

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 1 1 4 55 215 CACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGCACCTTCCCTTCCAGCTGTT GGACAATAAATGCTGGGCCC 62 55 119 20 333 20 59,889 59,247 31,600 58,000 0.863911 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 55 243 GCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCC GCTGCCATCTCCCAAAGTGA GGACAATAAATGCTGGGCCC 90 55 91 20 333 20 60,323 59,247 34,100 58,000 1,075,474 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 55 244 AGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTC AGCTGCCATCTCCCAAAGTG GGACAATAAATGCTGGGCCC 91 55 90 20 333 20 60,323 59,247 31,600 58,000 1,075,836 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 55 245 AAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTT AAGCTGCCATCTCCCAAAGT GGACAATAAATGCTGGGCCC 92 55 89 20 333 20 59,593 59,247 26,600 58,000 1,159,796 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 55 298 ACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGG ACGTTTCTCAGCCCACTCTT GGACAATAAATGCTGGGCCC 145 55 36 20 333 20 59,241 59,247 28,500 58,000 1,512,003 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 55 299 AACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAG AACGTTTCTCAGCCCACTCT GGACAATAAATGCTGGGCCC 146 55 35 20 333 20 59,241 59,247 32,400 58,000 1,512,003 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 44 197 TTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATTGCCCAGGTCCTTCCTAGA GGACAATAAATGCTGGGCCC 44 55 137 20 333 20 59,882 59,247 24,300 58,000 0.871003 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 29 171 TTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATTGCCCAGGTCCTTCCTAGA CGACGCCCACATTCCTTGAA 44 29 137 20 307 20 59,882 60,953 24,300 26,900 1,071,817 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 29 189 CACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGCACCTTCCCTTCCAGCTGTT CGACGCCCACATTCCTTGAA 62 29 119 20 307 20 59,889 60,953 31,600 26,900 1,064,725 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 4 0 131 ACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgt ACTCTTTATCAGTCGCATTATGGC CGACGCCCACATTCCTTGAA 0 29 177 24 307 20 59,248 60,953 44,000 26,900 5,705,573 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 5 0 129 ACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgt ACTCTTTATCAGTCGCATTATGGC ACGCCCACATTCCTTGAAAGA 0 26 177 24 305 21 59,248 60,203 44,000 25,200 5,954,980 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 5 0 130 ACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgt ACTCTTTATCAGTCGCATTATGGC GACGCCCACATTCCTTGAAAG 0 27 177 24 306 21 59,248 59,800 44,000 26,200 5,952,122 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 6 55 214 ACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGAACCTTCCCTTCCAGCTGTTG GGACAATAAATGCTGGGCCC 61 55 120 20 333 20 59,889 59,247 33,300 58,000 0.863911 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 6 55 292 CTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGACTCAGCCCACTCTTTCCTGT GGACAATAAATGCTGGGCCC 139 55 42 20 333 20 59,310 59,247 40,000 58,000 1,442,280 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr827_2 2 201 58 24 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_201_248 0 0 6 29 188 ACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGAACCTTCCCTTCCAGCTGTTG CGACGCCCACATTCCTTGAA 61 29 120 20 307 20 59,889 60,953 33,300 26,900 1,064,725 F 339 AGCCCcgcgcgTGTCGGACTGACGGGCCCAAACAAACGTTTCTCAGCCCACTCTTTCCTGTTTCTTTCCAGGAACGGAACTTCTCGCGAAGCTGCCATCTCCCAAAGTGATTAAAACCCACCTTCCCTTCCAGCTGTTGCCCAGGTCCTTCCTAGATCAGAAATGCAAGGTATGATACTCTTTATCAGTCGCATTATGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgTTTGCTTGCATCTCTGTGCtttttAATCTTTCAAGGAATGTGGGCGTCGCTGGCTGGGCCCAGCATTTATTGTCCATCCCN

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 1 1 8 21 140 AAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTG AAGAGCGAGTGCATGCATGT TTCTGACTTCCGGCATCCAC 21 31 49 20 188 20 60,676 60,036 32,100 40,200 0.712225 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 0 0 8 21 141 AAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTG AAGAGCGAGTGCATGCATGT GTTCTGACTTCCGGCATCCA 21 32 49 20 189 20 60,676 60,036 32,100 34,100 0.712225 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 0 0 10 18 132 AGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAAGCGAGTGCATGCATGTGTA ACTTCCGGCATCCACTTCAG 18 26 52 20 183 20 60,392 60,036 29,000 30,200 0.427538 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 0 0 10 18 133 AGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAAGCGAGTGCATGCATGTGTA GACTTCCGGCATCCACTTCA 18 27 52 20 184 20 60,392 60,036 29,000 30,200 0.427916 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 0 0 10 18 135 AGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAAGCGAGTGCATGCATGTGTA CTGACTTCCGGCATCCACTT 18 29 52 20 186 20 60,392 60,036 29,000 31,600 0.427538 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 90 48 24 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_90_137 0 0 10 18 155 AGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAAGCGAGTGCATGCATGTGTA GTGAGTGGGTCCTTGGTGTT 18 49 52 20 206 20 60,392 59,817 29,000 33,200 0.574303 B 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 1 Oct‐75 1 179 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC ACTTCCGGCATCCACTTCAG 1 26 5 20 183 20 60,385 60,036 44,000 30,200 0.420735 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 0 Oct‐75 1 180 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC GACTTCCGGCATCCACTTCA 1 27 5 20 184 20 60,385 60,036 44,000 30,200 0.421113 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 0 Oct‐75 1 182 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC CTGACTTCCGGCATCCACTT 1 29 5 20 186 20 60,385 60,036 44,000 31,600 0.420735 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 0 Oct‐75 1 197 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC TGGGTCCTTGGTGTTCTGAC 1 44 5 20 201 20 60,385 59,528 44,000 35,100 0.857196 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 0 Oct‐75 1 198 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC GTGGGTCCTTGGTGTTCTGA 1 45 5 20 202 20 60,385 59,528 44,000 32,700 0.857196 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr901_2 2 26 112 24 2 AC TGTGTGTGTGAGCGTGTGTGTATAAGAGCGAGTGCTG_90_137 0 0 Oct‐75 1 202 GATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgt GATTGTGTGTGCGTGAGTGC GTGAGTGGGTCCTTGGTGTT 1 49 5 20 206 20 60,385 59,817 44,000 33,200 0.567500 G 287 GTGAGATtgtgtgtgCGTGAGTGCAtgtgtgtgtgAGCgtgtgtgtATAAGAGCGAGTGCATGCATGTGTATGAgtgtgtgtTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgNGTGTGCGNNNNNNTGTGCTCTATCTCTGAAGTGGATGCCGGAAGTCAGAACACCAAGGACCCACTCACCTcccccATGACAAAATCACCCCTTAACCTCaaaaaTGCCAAgggggAACTCTGGTTTGTGTAACCTCTTCTCTTAATTTA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 1 1 4 29 166 GCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCCGTTTCACCAGGATAGGA TCCAGTTCAATGGTGCAGCA 49 29 31 20 196 20 59,460 60,179 29,400 44,100 0.718981 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 29 170 CAGAGCCGTTTCACCAGGATAGGAATAAAGAAATACAGAGCCGTTTCACCAGGAT TCCAGTTCAATGGTGCAGCA 53 29 27 20 196 20 60,036 60,179 32,400 44,100 0.215005 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 4 29 172 TACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATACAGAGCCGTTTCACCAGG TCCAGTTCAATGGTGCAGCA 55 29 25 20 196 20 59,680 60,179 44,500 44,100 0.499369 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 7 43 191 TACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATACAGAGCCGTTTCACCAGG TTCTCTTGTCTATTTCTGTTCCAGT 55 43 25 20 215 25 59,680 57,933 44,500 40,000 7,387,870 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 7 42 190 TACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATACAGAGCCGTTTCACCAGG TCTCTTGTCTATTTCTGTTCCAGTT 55 42 25 20 214 25 59,680 57,933 44,500 31,600 7,387,870 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 7 22 138 AGAAATAGATGGCTTGGGAAAGATATAAAGAAAG AGAAATAGATGGCTTGGGAAAGA GTTCAATGGTGCAGCATAGCA 22 24 55 23 192 21 57,543 59,526 25,200 34,900 6,930,598 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 7 22 139 AGAAATAGATGGCTTGGGAAAGATATAAAGAAAG AGAAATAGATGGCTTGGGAAAGA AGTTCAATGGTGCAGCATAGC 22 25 55 23 193 21 57,543 59,253 25,200 29,700 7,204,276 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 43 190 TACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATACAGAGCCGTTTCACCAGG TCTCTTGTCTATTTCTGTTCCAGT 55 43 25 20 214 24 59,680 57,328 44,500 40,000 6,992,640 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

cons_gr990_2 2 100 48 24 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 8 22 137 AGAAATAGATGGCTTGGGAAAGATATAAAGAAAG AGAAATAGATGGCTTGGGAAAGA TTCAATGGTGCAGCATAGCA 22 24 55 23 191 20 57,543 58,163 25,200 34,900 7,293,723 A 244 ATGGTCTGATAGAAAGATACATTATACAGAGCCGTTTCACCAGGATAGGAATAAAGAAATAGATGGCTTGGGAAAGATATAAAGAAAGACAGATAGAGTagagagagagagagagagagagagagagagagagagagagagagagagGTACATACATAACTGGAGCAGAAATGCTATGCTGCACCATTGAACTGGAACAGAAATAGACAAGAGAATagagagACAGTTATCGATAAAGAGTTCA

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 14 7 158 AGGGacacacacATACACTgacagacagacaCATacacac AGGGACACACACATACACTGAC TGTGTCCGTGTGTATTTGTGTG 30 7 49 22 206 22 59,963 59,390 35,100 38,200 4,647,168 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 7 159 CAGGGacacacacATACACTgacagacagacaCATacaca CAGGGACACACACATACACTGA TGTGTCCGTGTGTATTTGTGTG 31 7 48 22 206 22 59,963 59,390 34,100 38,200 4,647,038 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 7 161 GACAGGGacacacacATACACTgacagacagacaCATac GACAGGGACACACACATACACT TGTGTCCGTGTGTATTTGTGTG 33 7 46 22 206 22 59,963 59,390 35,500 38,200 4,647,168 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 7 136 agacagacaCATacacacTGACAGATAGGAacacacacacAGACAGACACATACACACTGACA TGTGTCCGTGTGTATTTGTGTG 7 7 71 23 206 22 59,363 59,390 35,800 38,200 6,246,681 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 7 138 acagacagacaCATacacacTGACAGATAGGAacacacacACAGACAGACACATACACACTGA TGTGTCCGTGTGTATTTGTGTG 9 7 69 23 206 22 59,363 59,390 34,100 38,200 6,246,681 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 77 25 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 5 134 acagacaCATacacacTGACAGATAGGAacacacacacacACAGACACATACACACTGACAGA TGTGTCCGTGTGTATTTGTGTG 5 7 73 23 206 22 59,363 59,390 34,100 38,200 6,246,681 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 17 6 176 agacagacaCATacacacTGACAGATAGGAacacacacacAGACAGACACATACACACTGACA TGTCTGTCTGTCACTGTGTGT 7 6 71 23 246 21 59,363 59,175 35,800 37,200 5,461,616 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 6 178 acagacagacaCATacacacTGACAGATAGGAacacacacACAGACAGACACATACACACTGA TGTCTGTCTGTCACTGTGTGT 9 6 69 23 246 21 59,363 59,175 34,100 37,200 5,461,616 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 6 198 AGGGacacacacATACACTgacagacagacaCATacacac AGGGACACACACATACACTGAC TGTCTGTCTGTCACTGTGTGT 30 6 49 22 246 21 59,963 59,175 35,100 37,200 3,862,103 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 6 199 CAGGGacacacacATACACTgacagacagacaCATacaca CAGGGACACACACATACACTGA TGTCTGTCTGTCACTGTGTGT 31 6 48 22 246 21 59,963 59,175 34,100 37,200 3,861,973 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 17 6 201 GACAGGGacacacacATACACTgacagacagacaCATac GACAGGGACACACACATACACT TGTCTGTCTGTCACTGTGTGT 33 6 46 22 246 21 59,963 59,175 35,500 37,200 3,862,103 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:11079:57319 1 101 119 25 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 19 5 174 acagacaCATacacacTGACAGATAGGAacacacacacacACAGACACATACACACTGACAGA TGTCTGTCTGTCACTGTGTGT 5 6 73 23 246 21 59,363 59,175 34,100 37,200 5,461,616 G 249 ACTGACAGACAGGACCAAacacacacATacacacacacAGTGATAGACAGGGacacacacATACACTgacagacagacaCATacacacTGACAGATAGGAacacacacacacacacacacacacacacacacacacacacacacacacacTGACAGACGGGGCACGTacacacacacAAACACTcacacaAATacacacGGACACAGATacacacacacTGACATacacacAGTgacagacagacaAAT

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 25 206 CGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTCGCCACTTGTGTTGCTGAAA AGGGCCCTTAAGTGTGTCAG 91 25 5 20 210 20 59,900 59,307 26,900 35,100 0.793373 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 24 205 CGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTCGCCACTTGTGTTGCTGAAA GGGCCCTTAAGTGTGTCAGT 91 24 5 20 209 20 59,900 59,599 26,900 34,100 0.500918 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 9 188 CCACTTGTGTTGCTGAAACCCCATAAGAAACATTGACCACTTGTGTTGCTGAAACCC TCAGTTAGCGTGTGTGAGGG 88 9 7 21 194 20 60,202 59,683 41,100 43,000 1,519,565 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 9 190 CGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTCGCCACTTGTGTTGCTGAAA TCAGTTAGCGTGTGTGAGGG 91 9 5 20 194 20 59,900 59,683 26,900 43,000 0.417485 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 8 189 CGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTCGCCACTTGTGTTGCTGAAA CAGTTAGCGTGTGTGAGGGC 91 8 5 20 193 20 59,900 61,292 26,900 51,900 1,392,202 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 5 104 GACTGGTGTTTCCCGGGATTATGATacacacacacaca GACTGGTGTTTCCCGGGATT TCAGTTAGCGTGTGTGAGGG 5 9 91 20 194 20 59,962 59,683 30,100 43,000 0.354894 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 5 119 GACTGGTGTTTCCCGGGATTATGATacacacacacaca GACTGGTGTTTCCCGGGATT GGGCCCTTAAGTGTGTCAGT 5 24 91 20 209 20 59,962 59,599 30,100 34,100 0.438327 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 5 120 GACTGGTGTTTCCCGGGATTATGATacacacacacaca GACTGGTGTTTCCCGGGATT AGGGCCCTTAAGTGTGTCAG 5 25 91 20 210 20 59,962 59,307 30,100 35,100 0.730782 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2116:7019:63296 1 116 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 8 188 CGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTCGCCACTTGTGTTGCTGAAA AGTTAGCGTGTGTGAGGGC 91 8 5 20 192 19 59,900 60,005 26,900 51,900 1,105,243 F 234 AACACGCCACTTGTGTTGCTGAAACCCCATAAGAAACATTGATCTGAACTTTTCTCCTACATGTGTCTGACACAGTCATTCAGACGTTAAGACTGGTGTTTCCCGGGATTATGATacacacacacacacacacacacacacacacacacacacacacacacacacCCTCAAGCGCCCTcacacaCGCTAACTGacacacTTAAGGGCCCTcacacacacacacacacaTCCTGA

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 0 244 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC ATCCAATGGAGAAAGCACCAT 0 152 10 21 253 21 59,317 57,607 51,900 35,500 5,076,811 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 103 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC AAGCACCACCCGACCCAC 0 14 10 21 112 18 59,317 62,265 51,900 46,100 5,948,442 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 104 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC AAAGCACCACCCGACCCA 0 15 10 21 113 18 59,317 61,494 51,900 45,100 5,177,639 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 160 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC TGGACTGCCAGATCTAGCTG 0 69 10 21 169 20 59,317 58,882 51,900 42,400 2,801,379 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 243 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC TCCAATGGAGAAAGCACCAT 0 152 10 21 252 20 59,317 57,095 51,900 35,500 4,588,801 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 244 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC ATCCAATGGAGAAAGCACCA 0 153 10 21 253 20 59,317 57,095 51,900 41,700 4,588,801 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 104 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC AAAGCACCACCCGACCCAC 0 14 10 21 113 19 59,317 62,785 51,900 46,100 5,468,507 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 159 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC GGACTGCCAGATCTAGCTGTT 0 67 10 21 168 21 59,317 59,516 51,900 31,600 3,167,625 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2117:4939:10820 1 31 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 0 159 GCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgGCCTGTCAATAAATGGAGGGC GGACTGCCAGATCTAGCTGT 0 68 10 21 168 20 59,317 58,881 51,900 44,000 2,802,223 F 257 AAGCAAAATGCCTGTCAATAAATGGAGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgATTGTTGGGGCGGGGTGGGTCGGGTGGTGCttttttCCTAATTTCAGAAGCAGTTCTTTaaaaaaaaaaCAGCTAGATCTGGCAGTCCAGTTAAATCAGAGCACAAAACTATGACAGCAGGGGTCATCtttttATAGTTTTCAGTCCGTTTTATGGTGCTTTCTCCATTGGATAAGT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 13 240 TTTACCACAGCACTAATGTACTAGTGTATATGTGCA TTTACCACAGCACTAATGTACTAGT AGGTGTAGTGAGTTCTAGAGCCA 13 129 2 25 241 23 57,764 60,245 25,700 47,500 10,481,235 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 159 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT TCACAGTGAATTAAATGGCATCTTGT 13 46 3 24 161 26 57,154 59,791 25,700 31,600 13,054,950 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 233 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT AGTGAGTTCTAGAGCCACAGA 13 125 3 24 235 21 57,154 57,838 25,700 34,100 10,007,905 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 238 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT GGTGTAGTGAGTTCTAGAGCCA 13 129 3 24 240 22 57,154 58,910 25,700 47,500 9,935,795 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 238 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT GGTGTAGTGAGTTCTAGAGCCAC 13 128 3 24 240 23 57,154 60,119 25,700 50,100 9,965,181 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 240 CTTTACCACAGCACTAATGTACTAGTGTATATGTGC CTTTACCACAGCACTAATGTACTAGT GGTGTAGTGAGTTCTAGAGCCA 13 129 1 26 240 22 58,679 58,910 25,700 47,500 10,411,190 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 240 CTTTACCACAGCACTAATGTACTAGTGTATATGTGC CTTTACCACAGCACTAATGTACTAGT GGTGTAGTGAGTTCTAGAGCCAC 13 128 1 26 240 23 58,679 60,119 25,700 50,100 10,440,577 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 11 118 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT TCTTGAACGTAGCACATCGT 13 11 3 24 120 20 57,154 57,282 25,700 37,300 9,563,338 A 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 11 119 TTTACCACAGCACTAATGTACTAGTGTATATGTGCA TTTACCACAGCACTAATGTACTAGT TCTTGAACGTAGCACATCGT 13 11 2 25 120 20 57,764 57,282 25,700 37,300 9,953,515 A 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT
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ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 11 120 CTTTACCACAGCACTAATGTACTAGTGTATATGTGC CTTTACCACAGCACTAATGTACTAGT TCTTGAACGTAGCACATCGT 13 11 1 26 120 20 58,679 57,282 25,700 37,300 10,038,733 A 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 13 158 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT CACAGTGAATTAAATGGCATCTTGT 13 46 3 24 160 25 57,154 58,608 25,700 31,600 13,238,111 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:22972:26659 1 40 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 13 157 TTACCACAGCACTAATGTACTAGTGTATATGTGCAC TTACCACAGCACTAATGTACTAGT ACAGTGAATTAAATGGCATCTTGT 13 46 3 24 159 24 57,154 57,405 25,700 31,600 13,440,545 F 248 CTTTACCACAGCACTAATGTACTAGTGTATATGTGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaGGTATATTAATACGATGTGCTACGTTCAAGATTAAttttttGCTTAACAAGATGCCATTTAATTCACTGTGATATTTAAGATAATGATATACAGTGTATAATTTGTTTTCTGCTGTCAGAGGTTTTCTGTGGCTCTAGAACTCACTACACCTACCCCTT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 1 1 8 9 191 GCGATACATacacacCCACCCAAAGAAACcacacacac GCGATACATACACACCCACC GCAGAGACATGATGGGCCAA 9 77 46 20 236 20 58,421 60,395 46,100 45,200 1,973,344 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 9 9 130 AGCGATACATacacacCCACCCAAAGAAACcacacaca AGCGATACATACACACCCACC TCTGTCAATTGTCATGATTACCAAT 9 10 45 21 174 25 59,862 57,057 46,100 31,600 9,081,345 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 9 9 131 AGCGATACATacacacCCACCCAAAGAAACcacacaca AGCGATACATACACACCCACC ATCTGTCAATTGTCATGATTACCAA 9 11 45 21 175 25 59,862 57,057 46,100 36,700 9,081,345 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 9 9 192 AGCGATACATacacacCCACCCAAAGAAACcacacaca AGCGATACATACACACCCACC GCAGAGACATGATGGGCCAA 9 77 45 21 236 20 59,862 60,395 46,100 45,200 1,533,028 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 11 7 190 CGATACATacacacCCACCCAAAGAAACcacacacacacCGATACATACACACCCACCCA GCAGAGACATGATGGGCCAA 7 77 47 21 236 20 59,517 60,395 45,100 45,200 1,877,766 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 12 0 120 acacacCCACCCAAAGAAACcacacacacacaGAAacac ACACACCCACCCAAAGAAAC TCTGTCAATTGTCATGATTACCAAT 0 10 55 20 174 25 58,519 57,057 27,800 31,600 9,423,869 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 12 0 182 acacacCCACCCAAAGAAACcacacacacacaGAAacac ACACACCCACCCAAAGAAAC GCAGAGACATGATGGGCCAA 0 77 55 20 236 20 58,519 60,395 27,800 45,200 1,875,551 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 13 9 176 AGCGATACATacacacCCACCCAAAGAAACcacacaca AGCGATACATACACACCCACC CCAAATGGCCTTCTTCTGTGC 9 60 45 21 220 21 59,862 60,067 46,100 45,700 2,205,620 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2119:7344:2645 1 75 65 25 2 AC CACACACACACAGAAACACACACACACACACACACANA 0 0 15 3 186 ACATacacacCCACCCAAAGAAACcacacacacacaGAAACATACACACCCACCCAAAGA GCAGAGACATGATGGGCCAA 3 77 51 21 236 20 59,222 60,395 25,200 45,200 2,172,640 G 237 TGGGCCAAATGGCCTCCTTTTGCACTGTAAAGCTACTGTGATACAGCGATACATacacacCCACCCAAAGAAACcacacacacacaGAAacacacacacacacacacacacacacacacacacacacacacacacacacCCTAAGAGATATTGGTAATCATGACAATTGACAGATAAATAGAATCACAGAATGGTTAAAGCACAGAAGAAGGCCATTTGGCCCATCATGTCTCTGCT

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 10 2 141 ATGCACCGTTAGGAGAAGCAGGgagagagagagagag ATGCACCGTTAGGAGAAGCA CCCTATGTCCCTCTCTGCCT 2 35 61 20 201 20 59,387 60,105 39,100 47,500 0.718506 F 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 1 140 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG CCCTATGTCCCTCTCTGCCT 1 35 62 20 201 20 60,037 60,105 42,400 47,500 0.142572 F 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 1 141 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG TCCCTATGTCCCTCTCTGCC 1 36 62 20 202 20 60,037 60,105 42,400 48,500 0.142778 F 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 1 152 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG CAATCTCTGTCTCCCTATGTCC 1 45 62 20 213 22 60,037 57,401 42,400 40,200 4,636,373 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 1 154 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG TTCAATCTCTGTCTCCCTATGTCC 1 45 62 20 215 24 60,037 59,348 42,400 40,200 4,688,829 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 104 GCACCGTTAGGAGAAGCAGGgagagagagagagagag GCACCGTTAGGAGAAGCAGG TCAATCTCGCTCACTGTCGC 0 0 63 20 166 20 60,741 60,457 48,500 51,900 1,198,044 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 105 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG TCAATCTCGCTCACTGTCGC 1 0 62 20 166 20 60,037 60,457 42,400 51,900 0.494149 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 106 ATGCACCGTTAGGAGAAGCAGGgagagagagagagag ATGCACCGTTAGGAGAAGCA TCAATCTCGCTCACTGTCGC 2 0 61 20 166 20 59,387 60,457 39,100 51,900 1,070,084 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 10 0 139 GCACCGTTAGGAGAAGCAGGgagagagagagagagag GCACCGTTAGGAGAAGCAGG CCCTATGTCCCTCTCTGCCT 0 35 63 20 201 20 60,741 60,105 48,500 47,500 0.846467 F 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 83 64 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 11 1 153 TGCACCGTTAGGAGAAGCAGGgagagagagagagaga TGCACCGTTAGGAGAAGCAG TCAATCTCTGTCTCCCTATGTCC 1 45 62 20 214 23 60,037 58,781 42,400 40,200 4,256,441 B 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 1 10 15 200 gagagATTGGCCCAGAGCGACGgagagaCAGAGTgag GAGAGATTGGCCCAGAGCG CCCTATGTCCCTCTCTGCCT 15 35 2 19 201 20 60,227 60,105 50,300 47,500 1,332,743 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 0 10 15 201 gagagATTGGCCCAGAGCGACGgagagaCAGAGTgag GAGAGATTGGCCCAGAGCG TCCCTATGTCCCTCTCTGCC 15 36 2 19 202 20 60,227 60,105 50,300 48,500 1,332,950 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 0 10 13 198 gagATTGGCCCAGAGCGACGgagagaCAGAGTgagag GAGATTGGCCCAGAGCGAC CCCTATGTCCCTCTCTGCCT 13 35 4 19 201 20 60,523 60,105 51,900 47,500 1,627,826 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 0 11 0 185 AGCGACGgagagaCAGAGTgagagagagaAAGAGGATAGCGACGGAGAGACAGAGT CCCTATGTCCCTCTCTGCCT 0 35 17 19 201 20 60,003 60,105 32,400 47,500 1,108,358 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 0 14 1 187 AGAGCGACGgagagaCAGAGTgagagagagaAAGAGGAGAGCGACGGAGAGACAGAG CCCTATGTCCCTCTCTGCCT 1 35 15 20 201 20 60,743 60,105 33,500 47,500 0.848236 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2121:12185:9976 1 36 111 25 2 AG GAGAGAGAGAAAGAGGATGAGTGTGATGCACCGT NA 0 0 14 1 188 AGAGCGACGgagagaCAGAGTgagagagagaAAGAGGAGAGCGACGGAGAGACAGAG TCCCTATGTCCCTCTCTGCC 1 36 15 20 202 20 60,743 60,105 33,500 48,500 0.848443 G 237 agagagATTGGCCCAGAGCGACGgagagaCAGAGTgagagagagaAAGAGGATGAGTGTGATGCACCGTTAGGAGAAGCAGGgagagagagagagagagagagagagagagagagagagagagagagagagaGGgagagagagagaGCGACAGTGAGCGAGATTGAAGGACagagagTTAGAGGCagagagGGACATAGGGAGACAGAGATTGAAATACAGAGAATGAGGAACAGAG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 8 0 158 aGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGC AGGCAGGAAACCTCAGCAG ACCCTGTCTTGCTCTCTTGC 21 0 62 19 219 20 59,622 59,964 42,400 40,100 1,414,017 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 159 aaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTG AAGGCAGGAAACCTCAGCAG ACCCTGTCTTGCTCTCTTGC 21 0 61 20 219 20 60,251 59,964 42,400 40,100 0.287099 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 160 aaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCT AAAGGCAGGAAACCTCAGCA ACCCTGTCTTGCTCTCTTGC 22 0 60 20 219 20 59,814 59,964 44,100 40,100 0.221923 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 190 AATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAATGTTGCAGATGCTGGAAATC ACCCTGTCTTGCTCTCTTGC 50 0 30 22 219 20 57,881 59,964 21,700 40,100 4,155,464 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 190 AATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAATGTTGCAGATGCTGGAAATCT ACCCTGTCTTGCTCTCTTGC 49 0 30 23 219 20 59,232 59,964 24,000 40,100 3,803,695 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13250:60835 1 102 98 25 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 8 0 191 AAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGAAATGTTGCAGATGCTGGAAATCT ACCCTGTCTTGCTCTCTTGC 49 0 29 24 219 20 59,778 59,964 24,000 40,100 4,258,167 F 248 GGCGTTTTGTAAATTAATGACAAAAGCAAAATGTTGCAGATGCTGGAAATCTGAAATaaaaaGGCAGGAAACCTCAGCAGGTCTGGCAGCATCTGCggggggagagagagagagagagagagagagagagagagagagagagagagagagaAagagagagagagagCgagagagagagagagaGCgagagagagagagaGCAagagagCAAGACAGGGTTAATGTTTCAGATCAATGACCGTTCATTG

ST‐E00142:460:H2K7HCCXY:6:2122:13819:26906 1 127 99 25 2 AC TGTGTGTGTGTGTGTGAGAGGGAGAGGTTGGGAG NA 1 1 7 0 177 TGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgaTGGGACATGTGAGAAATTGGA TCCCAACATCGTGCGCAAA 38 0 68 21 244 19 57,195 60,894 35,300 36,800 5,699,348 D 248 GATTGGGATGCAtgtgtgtgtgtgtgtgtgtgtgAAATTAGGATGCgtgtgtgtgtgtgagagagaTTGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgagagagagaGTGATTGGGACAtgtgtgtgtgtgtgtgAGAGGGAGAGGTTGGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgTTTGCGCACGATGTTGGGACGTG

ST‐E00142:460:H2K7HCCXY:6:2122:13819:26906 1 127 99 25 2 AC TGTGTGTGTGTGTGTGAGAGGGAGAGGTTGGGAG NA 0 0 7 0 177 TGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgaTGGGACATGTGAGAAATTGGAAC TCCCAACATCGTGCGCAAA 36 0 68 23 244 19 59,174 60,894 36,200 36,800 5,720,438 D 248 GATTGGGATGCAtgtgtgtgtgtgtgtgtgtgtgAAATTAGGATGCgtgtgtgtgtgtgagagagaTTGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgagagagagaGTGATTGGGACAtgtgtgtgtgtgtgtgAGAGGGAGAGGTTGGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgTTTGCGCACGATGTTGGGACGTG

ST‐E00142:460:H2K7HCCXY:6:2122:13819:26906 1 127 99 25 2 AC TGTGTGTGTGTGTGTGAGAGGGAGAGGTTGGGAG NA 0 0 7 0 178 TGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgaTGGGACATGTGAGAAATTGGA GTCCCAACATCGTGCGCAAA 38 0 68 21 245 20 57,195 62,124 35,300 36,800 5,929,054 D 248 GATTGGGATGCAtgtgtgtgtgtgtgtgtgtgtgAAATTAGGATGCgtgtgtgtgtgtgagagagaTTGGGACATGTGAGAAATTGGAACgtgtgtAtgtgtgTgagagagagaGTGATTGGGACAtgtgtgtgtgtgtgtgAGAGGGAGAGGTTGGGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTtgtgtgtgtgtgtgTTTGCGCACGATGTTGGGACGTG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 26 157 ACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAACGGAGAGGTAGAGAAACAGAG AGTCTGGCTGGATCTCTTCCT 38 26 4 22 160 21 58,651 59,992 33,500 33,600 4,357,228 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 26 157 ACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAACGGAGAGGTAGAGAAACAGAGA AGTCTGGCTGGATCTCTTCCT 37 26 4 23 160 21 59,991 59,992 31,000 33,600 4,017,459 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 24 155 ACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAACGGAGAGGTAGAGAAACAGAGA TCTGGCTGGATCTCTTCCTCT 37 24 4 23 158 21 59,991 59,710 31,000 36,900 4,299,684 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 11 133 agAAAGTGTGAAATagagagagACATAGaaaaaaGCagAGAAAGTGTGAAATAGAGAGAGACA AGTCTGGCTGGATCTCTTCCT 11 26 28 25 160 21 57,468 59,992 34,100 33,600 8,540,062 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 16 11 134 gagAAAGTGTGAAATagagagagACATAGaaaaaaGCaGAGAAAGTGTGAAATAGAGAGAGACA AGTCTGGCTGGATCTCTTCCT 11 26 27 26 160 21 58,402 59,992 34,100 33,600 8,606,484 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:12591:70346 1 64 50 25 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 17 11 135 agagAAAGTGTGAAATagagagagACATAGaaaaaaGCAGAGAAAGTGTGAAATAGAGAGAGACA AGTCTGGCTGGATCTCTTCCT 11 26 26 27 160 21 59,550 59,992 34,100 33,600 8,458,219 F 167 CAAACGGAGAGGTAGAGAAACagagagagAAAGTGTGAAATagagagagACATAGaaaaaaGCagagagagagagagagagagagagagagagagagagagagagagagagagACAGACAGAGAAAGATAGTGAGATAGAGGAAGAGATCCAGCCAGACTTATGCAG

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 4 127 TGCAGTCACATacacacacAAACAGAAACAAACATGTTGCAGTCACATACACACACA GAGTGTGTGTGGGAGATGGG 33 4 66 20 192 20 57,389 60,036 37,200 40,000 2,647,235 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 1 96 ACATGTacacacacAAGCACATtctctctctctctctctctctc ACATGTACACACACAAGCACA GAGTGTGTGTGGGAGATGGG 1 4 97 21 192 20 58,362 60,036 45,700 40,000 2,673,957 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 11 140 cacacaTGCAGTCACATacacacacAAACAGAAACAAACACACATGCAGTCACATACACA TTTGAGAGAGTGTGTGTGGG 37 11 60 22 199 20 59,193 57,380 37,200 46,100 5,427,644 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 10 140 cacacaTGCAGTCACATacacacacAAACAGAAACAAACACACATGCAGTCACATACACA TTTGAGAGAGTGTGTGTGGGA 37 10 60 22 199 21 59,193 58,885 37,200 43,700 4,922,819 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 9 140 cacacaTGCAGTCACATacacacacAAACAGAAACAAACACACATGCAGTCACATACACA TTTGAGAGAGTGTGTGTGGGAG 37 9 60 22 199 22 59,193 59,897 37,200 43,000 4,910,486 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 119 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 4 129 caTGCAGTCACATacacacacAAACAGAAACAAACAT CATGCAGTCACATACACACACA GAGTGTGTGTGGGAGATGGG 33 4 64 22 192 20 59,193 60,036 37,200 40,000 2,843,402 F 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 1 10 25 243 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC TGCTAAGTCAATGATTACATTTGTGT 25 50 2 20 244 26 59,894 57,890 41,600 37,200 8,215,669 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 10 25 243 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC TGCTAAGTCAATGATTACATTTGTGTT 25 49 2 20 244 27 59,894 58,424 41,600 33,200 8,681,553 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 10 25 244 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC TTGCTAAGTCAATGATTACATTTGTGT 25 50 2 20 245 27 59,894 58,424 41,600 37,200 8,681,553 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 10 5 192 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC AGAGTGTGTGTGGGAGATGG 25 5 2 20 193 20 59,894 59,020 41,600 35,100 1,085,628 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 10 5 193 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC GAGAGTGTGTGTGGGAGATGG 25 5 2 20 194 21 59,894 60,067 41,600 35,100 1,172,537 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 10 4 191 TACACAGGCAGacacacacCGacacacacATacacacTCGTACACAGGCAGACACACACC GAGTGTGTGTGGGAGATGGG 25 4 2 20 192 20 59,894 60,036 41,600 40,000 0.141974 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 12 4 180 acacacacCGacacacacATacacacTCGCTCTAtctctctct ACACACACCGACACACACAT GAGTGTGTGTGGGAGATGGG 14 4 13 20 192 20 60,108 60,036 32,100 40,000 0.143907 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 12 4 182 AGacacacacCGacacacacATacacacTCGCTCTAtctctcAGACACACACCGACACACAC GAGTGTGTGTGGGAGATGGG 16 4 11 20 192 20 60,460 60,036 38,200 40,000 0.495595 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2123:28828:51324 1 47 122 25 2 AG TCTCTCTCTCGCGCACACATGCAGTCACATACACAC NA 0 0 12 4 183 CAGacacacacCGacacacacATacacacTCGCTCTAtctc CAGACACACACCGACACACA GAGTGTGTGTGGGAGATGGG 17 4 10 20 192 20 60,459 60,036 37,200 40,000 0.495421 G 252 GTACACAGGCAGacacacacCGacacacacATacacacTCGCTCTAtctctctctcGCGcacacaTGCAGTCACATacacacacAAACAGAAACAAACATGTacacacacAAGCACATtctctctctctctctctctctctctctctctctctctctctctctctctcCATCCCCATCTCCcacacacactctctCaaaaaCTCACACGTGTACTAAAACACAAATGTAATCATTGACTTAGCAACATAAAC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 26 212 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGAT GGGCCACAGTTCCTATGCTT 26 31 52 26 263 20 58,200 60,034 24,000 39,100 7,834,181 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 25 212 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGATT GGGCCACAGTTCCTATGCTT 25 31 52 27 263 20 58,729 60,034 24,000 39,100 8,304,833 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 27 212 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGA GGGCCACAGTTCCTATGCTT 27 31 52 25 263 20 57,812 60,034 28,700 39,100 7,221,913 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 184 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGA CCAAATGCTCAAACTCAAACCTG 27 0 52 25 235 23 57,812 58,947 28,700 40,000 11,241,119 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 1 185 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGA TCCAAATGCTCAAACTCAAACCT 27 1 52 25 236 23 57,812 59,040 28,700 35,000 11,147,926 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 31 248 ACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCA ACCCTCCTCCTAAACATTGCA GGGCCACAGTTCCTATGCTT 67 31 16 21 263 20 59,007 60,034 40,800 39,100 2,026,645 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 6 189 ACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAACCAGTAAGATCAAATAGCTGAAGA TCGATCCAAATGCTCAAACTCA 27 6 52 25 240 22 57,812 58,326 28,700 34,100 10,861,726 D 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 31 250 TCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTAC TCACCCTCCTCCTAAACATTGC GGGCCACAGTTCCTATGCTT 68 31 14 22 263 20 60,026 60,034 35,600 39,100 2,060,351 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 31 257 GTGAAACTCACcctcctcctAAACATTGCATTTaaaaaa GTGAAACTCACCCTCCTCCT GGGCCACAGTTCCTATGCTT 77 31 7 20 263 20 58,647 60,034 36,900 39,100 1,387,180 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 6 234 GTGAAACTCACcctcctcctAAACATTGCATTTaaaaaa GTGAAACTCACCCTCCTCCT TCGATCCAAATGCTCAAACTCA 77 6 7 20 240 22 58,647 58,326 36,900 34,100 5,026,993 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 1 230 GTGAAACTCACcctcctcctAAACATTGCATTTaaaaaa GTGAAACTCACCCTCCTCCT TCCAAATGCTCAAACTCAAACCT 77 1 7 20 236 23 58,647 59,040 36,900 35,000 5,313,193 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2201:7476:32267 1 104 109 25 2 AG GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 0 229 GTGAAACTCACcctcctcctAAACATTGCATTTaaaaaa GTGAAACTCACCCTCCTCCT CCAAATGCTCAAACTCAAACCTG 77 0 7 20 235 23 58,647 58,947 36,900 40,000 5,406,386 G 273 AAGAGGGTGAAACTCACcctcctcctAAACATTGCATTTaaaaaaaaaGTTACCAGTAAGATCAAATAGCTGAAGATTCAAACTTGAAGTGAAACTTAAGCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtCTGtctctctctctctctctctctctctctctctctctctctctctctctctcctctctCAGGTTTGAGTTTGAGCATTTGGATCGAATAAAGCATAGGAACTGTGGCCCCATAGTAACC

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 1 1 16 10 141 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtCCTGTCTGAGAGTGCCTGTG AGGCACACTCACATAGGCAC 10 17 1 20 141 20 60,038 60,036 36,600 50,100 0.073522 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 16 10 142 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtCCTGTCTGAGAGTGCCTGTG CAGGCACACTCACATAGGCA 10 18 1 20 142 20 60,038 60,036 36,600 47,500 0.073616 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 16 10 143 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtCCTGTCTGAGAGTGCCTGTG ACAGGCACACTCACATAGGC 10 19 1 20 143 20 60,038 60,036 36,600 39,300 0.073522 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 16 5 129 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtCCTGTCTGAGAGTGCCTGTG ATAGGCACACTCACACAGGC 10 5 1 20 129 20 60,038 60,036 36,600 48,500 0.073522 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 121 AGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtg AGAGTGCCTGTGTGTGAGTG ATAGGCACACTCACACAGGC 2 5 9 20 129 20 59,894 60,036 35,100 48,500 0.141603 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

ST‐E00142:460:H2K7HCCXY:6:2203:11586:11892 1 31 74 25 2 AC TGTGTGTGTGTGCCTCTGTGTGTGTGTGTGTGTGTGNA 0 0 16 2 133 AGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtg AGAGTGCCTGTGTGTGAGTG AGGCACACTCACATAGGCAC 2 17 9 20 141 20 59,894 60,036 35,100 50,100 0.141603 G 148 CCTGTCTGAGAGTGCCtgtgtgtgAGTGCCtgtgtgtgtgtgCCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgAGTATGCCtgtgtgAGTGTGCCTATGTGAGTGTGCCTGTGTAAG

Ctaur28 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 4 22 140 GAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTGAATGCATTTAGGACAGAAGATAGGC ACTTTCGTACCGGTGACCAG 22 22 12 26 151 20 60,073 59,684 39,300 40,000 6,388,987 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 21 137 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGCT ACTTTCGTACCGGTGACCAG 21 22 15 24 151 20 59,590 59,684 45,800 40,000 4,726,432 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 21 138 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGCT AACTTTCGTACCGGTGACCA 21 23 15 24 152 20 59,590 59,248 45,800 40,200 5,162,282 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 21 168 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGCT GCATACAACCACTTTCCCTGG 21 52 15 24 182 21 59,590 59,181 45,800 44,500 6,228,902 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 21 201 GCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGGCATTTAGGACAGAAGATAGGCT CTCGAGCAGAGGAAACGGTT 21 87 16 23 216 20 58,033 60,038 45,800 44,400 5,005,195 B 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 21 202 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGCT CTCGAGCAGAGGAAACGGTT 21 87 15 24 216 20 59,590 60,038 45,800 44,400 4,448,387 B 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 22 137 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGC ACTTTCGTACCGGTGACCAG 22 22 15 23 151 20 58,292 59,684 39,300 40,000 5,024,381 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 22 202 TGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGC CTCGAGCAGAGGAAACGGTT 22 87 15 23 216 20 58,292 60,038 39,300 44,400 4,746,336 B 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 21 140 ATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATATGCATTTAGGACAGAAGATAGGCT AAACTTTCGTACCGGTGACCA 21 23 14 25 153 21 59,927 59,861 45,800 40,200 6,211,533 A 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 3 183 AGGCTTTCATTTGTATAGCTCCTTTCatatatatatatat AGGCTTTCATTTGTATAGCTCCT CTCGAGCAGAGGAAACGGTT 3 87 34 23 216 20 57,620 60,038 36,900 44,400 5,417,865 B 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:26494:61239 1 60 50 25 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 2 183 AGGCTTTCATTTGTATAGCTCCTTTCatatatatatatat AGGCTTTCATTTGTATAGCTCCTT CTCGAGCAGAGGAAACGGTT 2 87 34 24 216 20 58,240 60,038 33,600 44,400 5,798,290 B 244 tttttaaaaaTGAATGCATTTAGGACAGAAGATAGGCTTTCATTTGTATAGCTCCTTTCatatatatatatatatatatatatatatatatatatatatatatatatatACTCCTTCACTTGCCACGCCGGCTGGTCACCGGTACGAAAGTTTACAGAAATCCAGGGAAAGTGGTTGTATGCATGAGtatataAGTAACCGTTTCCTCTGCTCGAGTGCAATTAttttttttaaaaaaGGAACA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 21 4 188 CCGACATGATGAAGCACCCTCTAtttttCAGTCACAACCCGACATGATGAAGCACCCT TGAGAGTGAGAGAATGGGATAAAGA 18 4 31 20 218 25 60,108 58,802 43,400 25,200 6,305,412 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 23 0 184 CCGACATGATGAAGCACCCTCTAtttttCAGTCACAACCCGACATGATGAAGCACCCT AGTGAGAGAATGGGATAAAGAGACA 18 0 31 20 214 25 60,108 59,039 43,400 34,100 6,068,319 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 23 0 200 TGACAGCATTGACGAACCGACATGATGAAGCACCC TGACAGCATTGACGAACCGA AGTGAGAGAATGGGATAAAGAGACA 34 0 15 20 214 25 59,967 59,039 46,900 34,100 5,993,626 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 23 0 201 GTGACAGCATTGACGAACCGACATGATGAAGCACCGTGACAGCATTGACGAACCG AGTGAGAGAATGGGATAAAGAGACA 35 0 14 20 214 25 59,836 59,039 44,400 34,100 6,124,599 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 24 0 185 CCGACATGATGAAGCACCCTCTAtttttCAGTCACAACCCGACATGATGAAGCACCCT GAGTGAGAGAATGGGATAAAGAGACA 18 0 31 20 215 26 60,108 59,902 43,400 34,100 6,205,062 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2204:8521:43853 1 69 121 25 3 AG CTCTCTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 24 0 201 TGACAGCATTGACGAACCGACATGATGAAGCACCC TGACAGCATTGACGAACCGA GAGTGAGAGAATGGGATAAAGAGACA 34 0 15 20 215 26 59,967 59,902 46,900 34,100 6,130,369 G 218 ACTTCATCCCAAGGTGACAGCATTGACGAACCGACATGATGAAGCACCCTCTAtttttCAGTCACAACctctctctGtctctctctctctctctctctctctctctctctctctctctctctctctcTGtctctctctcTGTGtctctctctctcACTCTGTCTCTTTATCCCATtctctctctctctcTGTCTCTTTATCCCATtctctcACTCTCA

ST‐E00142:460:H2K7HCCXY:6:2205:12956:29595 1 77 77 25 2 AC GTGTGTATGTGTGCGTGTGTGTGTATATGTGTGTGTNA 1 1 12 2 120 ATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgt ATACGTGTGTGCGTGTGC GGATGATTCCACACACGCA 4 2 55 18 174 19 58,760 58,147 45,700 52,400 6,093,362 G 175 ACCTCCCACTATGTAATCTATTTATTTGAGTGTCAACTTCAAgtgtgtgtgtgtATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtGGAATCATCCA

ST‐E00142:460:H2K7HCCXY:6:2205:12956:29595 1 77 77 25 2 AC GTGTGTATGTGTGCGTGTGTGTGTATATGTGTGTGTNA 0 0 12 1 120 ATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgt ATACGTGTGTGCGTGTGC GGATGATTCCACACACGCAT 4 1 55 18 174 20 58,760 58,617 45,700 47,300 4,622,725 G 175 ACCTCCCACTATGTAATCTATTTATTTGAGTGTCAACTTCAAgtgtgtgtgtgtATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtGGAATCATCCA

ST‐E00142:460:H2K7HCCXY:6:2205:12956:29595 1 77 77 25 2 AC GTGTGTATGTGTGCGTGTGTGTGTATATGTGTGTGTNA 0 0 12 0 120 ATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgt ATACGTGTGTGCGTGTGC GGATGATTCCACACACGCATA 4 0 55 18 174 21 58,760 58,439 45,700 31,400 5,800,707 G 175 ACCTCCCACTATGTAATCTATTTATTTGAGTGTCAACTTCAAgtgtgtgtgtgtATACgtgtgtGCGTGTGCGTGCgtgtgtAtgtgtgCgtgtgtgtgtATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATGCgtgtgtGGAATCATCCA

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 4 14 182 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC AGTGCCTGTGTTCAGCGAAA 14 37 1 24 182 20 57,187 60,464 39,700 34,600 7,276,946 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 14 183 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC AAGTGCCTGTGTTCAGCGAA 14 38 1 24 183 20 57,187 60,464 39,700 47,000 7,276,946 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 14 184 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC TAAGTGCCTGTGTTCAGCGA 14 39 1 24 184 20 57,187 59,609 39,700 49,300 7,204,521 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 14 233 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC TGTTCTGGAGACTGCTGGG 14 89 1 24 233 19 57,187 58,939 39,700 44,500 8,874,512 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 14 234 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC TTGTTCTGGAGACTGCTGGG 14 89 1 24 234 20 57,187 59,602 39,700 44,500 7,211,233 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:19593:40073 1 39 87 25 1.5 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 14 235 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACATTAAGTAGGTAGTATTGGGTTCCC TTTGTTCTGGAGACTGCTGGG 14 89 1 24 235 21 57,187 60,203 39,700 44,500 8,016,099 F 276 TTAAGTAGGTAGTATTGGGTTcccccAACATGGAACAGatatatatatatatatatatatatatatatatatatatatatatatatattatatataTtatatatatatataTGtatatatatataATATCCTTATTTCTATTTCTTAtttttAAACTGGACTTTTCGCTGAACACAGGCACTTAAGATGGTTGACCCTCTGTCTGGGAGTTATCCCCAGCAGTCTCCAGAACAAAAGAATTCTCCtatataACATAAAAGCAAAATTTTGCAGATG

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 13 1 128 TCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgTCACCTAATGATTTCCTCAAGAGGC CGTTTGTGTTTGTTTGTGTAGGT 29 1 132 25 259 23 60,630 58,522 47,000 30,800 10,107,849 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 189 ACCTGTCATCTTACCTTGGGAGGTAGATTATTAATG ACCTGTCATCTTACCTTGGGAG CGTTTGTGTTTGTTTGTGTAGGT 93 1 71 22 259 23 59,159 58,522 43,000 30,800 7,318,431 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 189 ACCTGTCATCTTACCTTGGGAGGTAGATTATTAATG ACCTGTCATCTTACCTTGGGA CGTTTGTGTTTGTTTGTGTAGGT 94 1 71 21 259 23 58,084 58,522 43,700 30,800 7,393,649 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 1 252 TGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTTGACAGCCCAGGTTGATTGT CGTTTGTGTTTGTTTGTGTAGGT 158 1 8 20 259 23 59,522 58,522 27,100 30,800 4,955,852 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 129 TCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgTCACCTAATGATTTCCTCAAGAGGC ACGTTTGTGTTTGTTTGTGTAGGT 29 1 132 25 260 24 60,630 60,023 47,000 30,800 9,653,090 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 129 TCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgTCACCTAATGATTTCCTCAAGAGG ACGTTTGTGTTTGTTTGTGTAGGT 30 1 132 24 260 24 58,006 60,023 36,900 30,800 10,017,271 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 189 CCTGTCATCTTACCTTGGGAGGTAGATTATTAATGT CCTGTCATCTTACCTTGGGAG ACGTTTGTGTTTGTTTGTGTAGGT 93 1 72 21 260 24 57,450 60,023 43,000 30,800 7,573,458 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 223 CAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACC CAAGCTCCGTATGTTCCCAGA ACGTTTGTGTTTGTTTGTGTAGGT 127 1 38 21 260 24 59,793 60,023 38,600 30,800 5,230,110 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 224 ACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAAC ACAAGCTCCGTATGTTCCCAG ACGTTTGTGTTTGTTTGTGTAGGT 128 1 37 21 260 24 60,066 60,023 44,500 30,800 5,089,164 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 224 ACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAAC ACAAGCTCCGTATGTTCCCA ACGTTTGTGTTTGTTTGTGTAGGT 129 1 37 20 260 24 59,019 60,023 43,700 30,800 5,004,204 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 251 ACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCACAGCCCAGGTTGATTGTCT ACGTTTGTGTTTGTTTGTGTAGGT 156 1 10 20 260 24 59,226 60,023 34,100 30,800 4,796,666 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 1 253 TGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTTGACAGCCCAGGTTGATTGT ACGTTTGTGTTTGTTTGTGTAGGT 158 1 8 20 260 24 59,522 60,023 27,100 30,800 4,501,093 B 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 137 TCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgTCACCTAATGATTTCCTCAAGAGGC GTGTGTGTACGTTTGTGTTTGT 29 11 132 25 268 22 60,630 58,187 47,000 28,300 9,442,725 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 137 TCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgTCACCTAATGATTTCCTCAAGAGG GTGTGTGTACGTTTGTGTTTGT 30 11 132 24 268 22 58,006 58,187 36,900 28,300 9,806,906 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 232 ACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAAC ACAAGCTCCGTATGTTCCCA GTGTGTGTACGTTTGTGTTTGT 129 11 37 20 268 22 59,019 58,187 43,700 28,300 4,793,839 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 232 ACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAAC ACAAGCTCCGTATGTTCCCAG GTGTGTGTACGTTTGTGTTTGT 128 11 37 21 268 22 60,066 58,187 44,500 28,300 4,878,799 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 259 ACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCACAGCCCAGGTTGATTGTCT GTGTGTGTACGTTTGTGTTTGT 156 11 10 20 268 22 59,226 58,187 34,100 28,300 4,586,301 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2205:7507:59042 1 186 50 25 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 16 11 261 TGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTTGACAGCCCAGGTTGATTGT GTGTGTGTACGTTTGTGTTTGT 158 11 8 20 268 22 59,522 58,187 27,100 28,300 4,290,728 F 268 ACATTAATGACAGCCCAGGTTGATTGTCTTTGATGTACAAGCTCCGTATGTTCCCAGAATTTTCTAACAAACCTGTCATCTTACCTTGGGAGGTAGATTATTAATGTCTGGATAGGAATACTTTCCAGCAATCACCTAATGATTTCCTCAAGAGGCTATTCCTCAtgtgtgAGTCCACGCTATCTcacacacacacacacacacacacacacacacacacacacacacacacacaAACCTACACAAACAAACACAAACGTacacacac

ST‐E00142:460:H2K7HCCXY:6:2206:24880:12138 1 61 98 25 2 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 1 1 16 0 148 GTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgtg GTCTGTGTATGTTTGTGTGTGTCA ACTCACTGGCTCTCACTACCA 0 5 37 24 184 21 59,669 60,203 35,800 32,500 5,534,505 G 190 TGTCTGTGtttttATGCGTGTTATTTtgtgtgtgATGTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagaTAGTTTGGTAGTGAGAGCCAGTGAGTTTATGT

ST‐E00142:460:H2K7HCCXY:6:2206:24880:12138 1 61 98 25 2 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 0 0 18 1 149 TGTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgt TGTCTGTGTATGTTTGTGTGTGTC ACTCACTGGCTCTCACTACCA 1 5 36 24 184 21 59,669 60,203 36,700 32,500 5,534,505 G 190 TGTCTGTGtttttATGCGTGTTATTTtgtgtgtgATGTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagaTAGTTTGGTAGTGAGAGCCAGTGAGTTTATGT

ST‐E00142:460:H2K7HCCXY:6:2206:24880:12138 1 61 98 25 2 AC GTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTTTNA 0 0 19 2 149 TGTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgt TGTCTGTGTATGTTTGTGTGTGT ACTCACTGGCTCTCACTACCA 2 5 36 23 184 21 58,742 60,203 37,200 32,500 5,460,794 G 190 TGTCTGTGtttttATGCGTGTTATTTtgtgtgtgATGTCTGTGTATGTTtgtgtgtgTCAgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgagagaTAGTTTGGTAGTGAGAGCCAGTGAGTTTATGT

ST‐E00142:460:H2K7HCCXY:6:2207:19339:40899 1 31 50 25 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 16 4 99 TAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgt TAGTGTGTGTGGGTGTGTGG ACCACATTCAACTCTGCAACT 4 4 7 20 105 21 59,821 58,064 41,700 31,600 3,115,436 F 119 GAGTGTTAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGTTGCAGAGTTGAATGTGGTAAAGTGTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2207:19339:40899 1 31 50 25 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 3 99 TAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgt TAGTGTGTGTGGGTGTGTGG ACCACATTCAACTCTGCAACTT 4 3 7 20 105 22 59,821 58,709 41,700 26,600 3,469,943 F 119 GAGTGTTAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGTTGCAGAGTTGAATGTGGTAAAGTGTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2207:19339:40899 1 31 50 25 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 16 2 99 TAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgt TAGTGTGTGTGGGTGTGTGG ACCACATTCAACTCTGCAACTTC 4 2 7 20 105 23 59,821 59,684 41,700 30,100 3,495,542 F 119 GAGTGTTAgtgtgtgtGGgtgtgtGGGGTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAGAAGTTGCAGAGTTGAATGTGGTAAAGTGTCTGTATG

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 5 13 169 TGTGTACTTTCAAAGACTTacacacAATCACATTCTAATGTGTACTTTCAAAGACTTACACACA AGCTGTGAGAGGGAGGTAGA 42 13 12 26 180 20 59,125 58,996 37,200 25,900 7,878,310 F 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 12 169 TGTGTACTTTCAAAGACTTacacacAATCACATTCTAATGTGTACTTTCAAAGACTTACACACA AGCTGTGAGAGGGAGGTAGAG 42 12 12 26 180 21 59,125 60,064 37,200 24,300 7,938,681 F 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 11 168 TGTGTACTTTCAAAGACTTacacacAATCACATTCTAATGTGTACTTTCAAAGACTTACACACA GCTGTGAGAGGGAGGTAGAGA 42 11 12 26 179 21 59,125 60,064 37,200 31,000 7,938,979 F 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 0 121 ACACTCTCAAATACACGCACGcacacacacacacacaca ACACTCTCAAATACACGCACG GCTGTGAGAGGGAGGTAGAGA 0 11 59 21 179 21 58,941 60,064 53,400 31,000 3,123,113 B 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 0 122 ACACTCTCAAATACACGCACGcacacacacacacacaca ACACTCTCAAATACACGCACG AGCTGTGAGAGGGAGGTAGA 0 13 59 21 180 20 58,941 58,996 53,400 25,900 3,062,445 B 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2207:32146:68605 1 80 68 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 0 122 ACACTCTCAAATACACGCACGcacacacacacacacaca ACACTCTCAAATACACGCACG AGCTGTGAGAGGGAGGTAGAG 0 12 59 21 180 21 58,941 60,064 53,400 24,300 3,122,815 B 181 ATATACACAATTGTGTACTTTCAAAGACTTacacacAATCACATTCTAACATAAACTAACACTCTCAAATACACGCACGcacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacaCCAACCCAAAATCTCTACCTCCCTCTCACAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 1 1 2 6 191 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAt TCTGCTCCAGGAAATCAGTGG TGGATAACGCCTCAGGATCA 6 63 1 21 191 20 59,720 58,212 40,000 29,200 3,068,362 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 2 6 248 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAt TCTGCTCCAGGAAATCAGTGG GAATTGAAATCATTCTGTAGGAGAAGT 6 113 1 21 248 27 59,720 57,828 40,000 30,100 10,452,010 G 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 2 5 190 CTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtg CTGCTCCAGGAAATCAGTGGA TGGATAACGCCTCAGGATCA 5 63 2 21 191 20 59,720 58,212 40,200 29,200 3,068,362 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 2 5 191 CTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtg CTGCTCCAGGAAATCAGTGGA TTGGATAACGCCTCAGGATCA 5 63 2 21 192 21 59,720 58,885 40,200 29,200 3,395,560 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 2 5 246 TGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgTGCTCCAGGAAATCAGTGGA GAATTGAAATCATTCTGTAGGAGAAGT 5 113 3 20 248 27 58,639 57,828 40,200 30,100 10,533,081 G 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 2 5 247 CTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtg CTGCTCCAGGAAATCAGTGGA GAATTGAAATCATTCTGTAGGAGAAGT 5 113 2 21 248 27 59,720 57,828 40,200 30,100 10,452,010 G 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 4 6 148 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAt TCTGCTCCAGGAAATCAGTGG CCATACATGTCTGCCCGTCT 6 20 1 21 148 20 59,720 59,534 40,000 41,800 1,745,839 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 4 5 146 TGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgTGCTCCAGGAAATCAGTGGA CCATACATGTCTGCCCGTCT 5 20 3 20 148 20 58,639 59,534 40,200 41,800 1,826,910 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 4 5 147 CTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtg CTGCTCCAGGAAATCAGTGGA CCATACATGTCTGCCCGTCT 5 20 2 21 148 20 59,720 59,534 40,200 41,800 1,745,839 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 6 1 138 CCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgt CCAGGAAATCAGTGGAGTCC ACATGTCTGCCCGTCTATGT 1 16 7 20 144 20 57,590 58,805 38,500 22,900 3,605,063 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 6 1 139 TCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgTCCAGGAAATCAGTGGAGTCC ACATGTCTGCCCGTCTATGT 1 16 6 21 144 20 59,091 58,805 38,500 22,900 3,104,416 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2210:32563:8183 1 28 81 25 2 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGCGCGTGTGNA 0 0 6 0 138 CCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgt CCAGGAAATCAGTGGAGTCCT ACATGTCTGCCCGTCTATGT 0 16 7 21 144 20 59,088 58,805 38,500 22,900 3,107,158 D 270 TCTGCTCCAGGAAATCAGTGGAGTCCTtgtgtgtgTAtgtgtgtgtgtgtgtgtgCGCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAATGCACTCTGGATTACATAGACGGGCAGACATGTATGGCAACCCTTTGAACCACCTCTTTATGATCCTGAGGCGTTATCCAAAATATGTGtttttttGCATTGTTCAATATACTTCTCCTACAGAATGATTTCAATTCTATAATTTGCATTCATaaaaaG

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 1 1 2 2 179 TGGTCAAGGCAAGACATTTGAACTACACAATAGGA TGGTCAAGGCAAGACATTTGAAC GGGAAATCCAATATCCAGAGTACTCT 43 2 56 23 234 26 59,932 59,729 31,800 32,400 9,339,183 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 3 2 179 TGGTCAAGGCAAGACATTTGAACTACACAATAGGA TGGTCAAGGCAAGACATTTGA GGGAAATCCAATATCCAGAGTACTCT 45 2 56 21 234 26 58,057 59,729 26,900 32,400 9,213,963 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 4 2 183 AGATTGGTCAAGGCAAGACATTTGAACTACACAAT AGATTGGTCAAGGCAAGACA GGGAAATCCAATATCCAGAGTACTCT 50 2 52 20 234 26 57,043 59,729 34,100 32,400 9,228,561 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 38 216 TGGTCAAGGCAAGACATTTGAACTACACAATAGGA TGGTCAAGGCAAGACATTTGA TGCAGATTGTGAACAGTAAATTATACA 45 38 56 21 271 27 58,057 57,775 26,900 22,900 12,168,240 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 38 220 AGATTGGTCAAGGCAAGACATTTGAACTACACAAT AGATTGGTCAAGGCAAGACA TGCAGATTGTGAACAGTAAATTATACA 50 38 52 20 271 27 57,043 57,775 34,100 22,900 12,182,838 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 38 240 GGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGGCCCATTAATCAATTCATTAGATTGG TGCAGATTGTGAACAGTAAATTATACA 63 38 32 27 271 27 59,179 57,775 31,600 22,900 17,046,308 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 38 241 AGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGGCCCATTAATCAATTCATTAGATTG TGCAGATTGTGAACAGTAAATTATACA 64 38 31 27 271 27 58,409 57,775 26,700 22,900 17,816,508 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 38 243 AAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGAAAGGCCCATTAATCAATTCATTAGA TGCAGATTGTGAACAGTAAATTATACA 67 38 29 26 271 27 57,448 57,775 21,000 22,900 17,777,118 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2212:3671:28910 1 122 85 25 2 AC TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCACANA 0 0 5 2 193 TCAATTCATTAGATTGGTCAAGGCAAGACATTTGAATCAATTCATTAGATTGGTCAAGGCA GGGAAATCCAATATCCAGAGTACTCT 55 2 42 25 234 26 59,049 59,729 47,500 32,400 12,222,307 G 271 ATCTGCTCAGttttttATTATTTAGTATAAAGGCCCATTAATCAATTCATTAGATTGGTCAAGGCAAGACATTTGAACTACACAATAGGATTCTAAAAGCAGTTGtttttGTTCCTGATAAtctctctctctctctctctctctctctctcTGTCTcacacacacacacacacacacacacacacacacacacacacacacacacaGTAGAGTACTCTGGATATTGGATTTccccccATAATCCTGTATAATTTACTGTTCACAATCTGCA

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 1 1 14 11 180 AAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGC AAGGTTAGCCTGGTTCACGC CATTCACGCGCGCACACA 21 11 79 20 258 18 60,606 62,367 53,400 37,200 4,972,929 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 11 247 TCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGTCCTGCCATCGCTCTTGAAG CATTCACGCGCGCACACA 88 11 12 20 258 18 60,108 62,367 30,200 37,200 4,475,333 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 11 249 CTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCCTTCCTGCCATCGCTCTTGA CATTCACGCGCGCACACA 90 11 10 20 258 18 60,108 62,367 30,200 37,200 4,475,333 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 3 172 AAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGC AAGGTTAGCCTGGTTCACGC CGCGCACACACACTCACG 21 3 79 20 250 18 60,606 62,340 53,400 43,500 4,945,398 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 3 239 TCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGTCCTGCCATCGCTCTTGAAG CGCGCACACACACTCACG 88 3 12 20 250 18 60,108 62,340 30,200 43,500 4,447,802 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 3 241 CTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCCTTCCTGCCATCGCTCTTGA CGCGCACACACACTCACG 90 3 10 20 250 18 60,108 62,340 30,200 43,500 4,447,802 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 1 170 AAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGC AAGGTTAGCCTGGTTCACGC CGCACACACACTCACGCG 21 1 79 20 248 18 60,606 62,340 53,400 60,100 4,945,398 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 1 237 TCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGTCCTGCCATCGCTCTTGAAG CGCACACACACTCACGCG 88 1 12 20 248 18 60,108 62,340 30,200 60,100 4,447,802 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:13149:25921 1 120 110 25 3 AC GCGCGCGCGCATGTGTGTGTGTGTGCGTGTGCGTGNA 0 0 14 1 239 CTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCCTTCCTGCCATCGCTCTTGA CGCACACACACTCACGCG 90 1 10 20 248 18 60,108 62,340 30,200 60,100 4,447,802 G 258 GAGGACGAGCTTCCTGCCATCGCTCTTGAAGGCAGCGTCCTGGCCGGAATTGGGACTTGGTGCGTTTTGTAAATGGTGAAGGTTAGCCTGGTTCACGCCCGACTCTCgtgtgtGCGGGTgcgcgcgcgcAtgtgtgtgtgtgtgCGTGTGCGTGTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGAgtgtgtgtgtgtgtgtGCGCGTGAgtgtgtgtgcgcgcGTGAATG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 3 1 229 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGCA GCTCCAAATCATATTCCAGCCC 1 133 6 23 234 22 59,432 59,440 44,100 51,900 6,128,112 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 2 246 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGC AAATCAACATGAGCCAGGCT 2 152 6 22 251 20 57,839 57,773 44,000 45,800 6,387,698 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 2 247 AGGAACCAGTTTGTAATGACAGCAGgagagagagagaAGGAACCAGTTTGTAATGACAGC AAATCAACATGAGCCAGGCT 2 152 5 23 251 20 59,179 57,773 44,000 45,800 6,047,996 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 1 246 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGCA AAATCAACATGAGCCAGGCT 1 152 6 23 251 20 59,432 57,773 44,100 45,800 5,794,970 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 115 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGC CCCAGTTCTCCTCTCTCCC 2 22 6 22 120 19 57,839 58,091 44,000 43,000 7,069,876 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 2 116 AGGAACCAGTTTGTAATGACAGCAGgagagagagagaAGGAACCAGTTTGTAATGACAGC CCCAGTTCTCCTCTCTCCC 2 22 5 23 120 19 59,179 58,091 44,000 43,000 6,730,173 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 1 115 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGCA CCCAGTTCTCCTCTCTCCC 1 22 6 23 120 19 59,432 58,091 44,100 43,000 6,477,147 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 176 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGC CCTGCCTCACCTCCTCCC 2 84 6 22 181 18 57,839 61,087 44,000 43,000 7,247,336 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 177 AGGAACCAGTTTGTAATGACAGCAGgagagagagagaAGGAACCAGTTTGTAATGACAGC CCTGCCTCACCTCCTCCC 2 84 5 23 181 18 59,179 61,087 44,000 43,000 6,907,633 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 2 202 AGGAACCAGTTTGTAATGACAGCAGgagagagagagaAGGAACCAGTTTGTAATGACAGC CCTGCCTCACCTCCCTCA 2 109 5 23 206 18 59,179 60,285 44,000 38,600 6,105,954 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 176 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGCA CCTGCCTCACCTCCTCCC 1 84 6 23 181 18 59,432 61,087 44,100 43,000 6,654,607 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

ST‐E00142:460:H2K7HCCXY:6:2213:23186:29912 1 30 50 25 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 12 1 201 GGAACCAGTTTGTAATGACAGCAGgagagagagagag GGAACCAGTTTGTAATGACAGCA CCTGCCTCACCTCCCTCA 1 109 6 23 206 18 59,432 60,285 44,100 38,600 5,852,928 F 271 ATGAAGGAACCAGTTTGTAATGACAGCAGgagagagagagagagagagagagagagagagagagagagagagagagagaGGGAGGGGAGAGCGATGCAggggggagagagGAGAACTgggggggAggggggggggggggggggggAGGGGCGGTGGGAAAggggggAGGAGGTGAGGCAGGCGTGGGGTGAGGGAGGTGAGGCAgggggTAGGGGCTGGAATATGATTTGGAGCCTGGCTCATGTTGATTTTGGTTGATTGACTGAGATAG

Ctaur24 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 26 177 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA TTTCACTCTATTGCTCTGGAAGT 59 26 41 19 217 23 60,906 57,510 31,300 30,100 7,395,635 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 25 176 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA TTCACTCTATTGCTCTGGAAGTT 59 25 41 19 216 23 60,906 57,510 31,300 26,600 7,395,635 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 40 194 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA AAGGAAAGGTTAGTTCATTTCACTCT 59 40 41 19 234 26 60,906 58,709 31,300 32,400 9,196,656 F 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 38 192 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA GGAAAGGTTAGTTCATTTCACTCTAT 59 38 41 19 232 26 60,906 57,206 31,300 19,800 10,700,178 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 29 180 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA TCATTTCACTCTATTGCTCTGGA 59 29 41 19 220 23 60,906 57,318 31,300 38,600 7,588,077 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 40 193 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAA AGGAAAGGTTAGTTCATTTCACTCT 60 40 41 18 233 25 60,283 58,157 39,700 32,400 9,125,492 F 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 40 193 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA AGGAAAGGTTAGTTCATTTCACTCT 59 40 41 19 233 25 60,906 58,157 31,300 32,400 8,748,519 F 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 35 190 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAAA AAAGGTTAGTTCATTTCACTCTATTGC 59 35 41 19 230 27 60,906 58,485 31,300 35,600 10,421,257 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:10703:45734 1 119 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 35 190 CCCGCACACCAATGGGAAAATTCTGCCCCTTGATTT CCCGCACACCAATGGGAA AAAGGTTAGTTCATTTCACTCTATTGC 60 35 41 18 230 27 60,283 58,485 39,700 35,600 10,798,230 A 268 ATTGCGCGTCATTTTATGCACGGATGTACCgggggCGGGCCCCGCACACCAATGGGAAAATTCTGCCCCTTGATTTATGTTTAAAAGTATTGTTTTATCTTCATCTTTAACTAATCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTAACTTTATCTTTTATTAAGTAACTTCCAGAGCAATAGAGTGAAATGAACTAACCTTTCCttttttAAGTaaaaaTACTTTGCTGCTGGATTATTT

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 36 191 TGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATGTAGGAGACCAGAAACTGTAAATCA TTAGAGCAATGTCACATACTCAGT 55 36 2 26 192 24 59,731 57,714 25,700 34,100 12,555,317 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 36 190 TGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATGTAGGAGACCAGAAACTGTAAAT TAGAGCAATGTCACATACTCAGT 57 36 2 24 191 23 57,318 57,078 14,000 34,100 12,603,691 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 36 190 TGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATGTAGGAGACCAGAAACTGTAAATCA TAGAGCAATGTCACATACTCAGT 55 36 2 26 191 23 59,731 57,078 25,700 34,100 12,191,039 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 120 GCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgGCACTGTCTTTATCTGTATCCAGC ATACTCAGTATCGCGCATGCA 1 24 58 24 177 21 59,490 60,000 48,500 39,600 5,509,874 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 1 124 GCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgGCACTGTCTTTATCTGTATCCAGC TCACATACTCAGTATCGCGCA 1 28 58 24 181 21 59,490 59,326 48,500 60,900 6,183,520 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 24 171 GGAGACCAGAAACTGTAAATCAGAGATTGAATTAT GGAGACCAGAAACTGTAAATCAGA TACTCAGTATCGCGCATGCA 53 24 6 24 176 20 58,205 59,616 32,700 39,600 6,178,843 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 24 172 AGGAGACCAGAAACTGTAAATCAGAGATTGAATTAAGGAGACCAGAAACTGTAAATCA TACTCAGTATCGCGCATGCA 55 24 5 23 176 20 57,174 59,616 25,700 39,600 6,209,542 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 24 172 AGGAGACCAGAAACTGTAAATCAGAGATTGAATTAAGGAGACCAGAAACTGTAAATCAGA TACTCAGTATCGCGCATGCA 53 24 5 25 176 20 59,456 59,616 32,700 39,600 5,928,125 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 119 GCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgGCACTGTCTTTATCTGTATCCAGC TACTCAGTATCGCGCATGCA 1 24 58 24 176 20 59,490 59,616 48,500 39,600 4,893,549 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 120 GCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgGCACTGTCTTTATCTGTATCCAGC ATACTCAGTATCGCGCATGC 1 25 58 24 177 20 59,490 58,297 48,500 40,600 6,212,486 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 118 CACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgt CACTGTCTTTATCTGTATCCAGCC TACTCAGTATCGCGCATGCA 0 24 59 24 176 20 58,947 59,616 48,500 39,600 5,437,094 F 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 25 173 GGAGACCAGAAACTGTAAATCAGAGATTGAATTAT GGAGACCAGAAACTGTAAATCAGA CATACTCAGTATCGCGCATGC 53 25 6 24 178 21 58,205 59,612 32,700 40,600 7,182,987 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 25 174 AGGAGACCAGAAACTGTAAATCAGAGATTGAATTAAGGAGACCAGAAACTGTAAATCA CATACTCAGTATCGCGCATGC 55 25 5 23 178 21 57,174 59,612 25,700 40,600 7,213,686 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 25 174 AGGAGACCAGAAACTGTAAATCAGAGATTGAATTAAGGAGACCAGAAACTGTAAATCAGA CATACTCAGTATCGCGCATGC 53 25 5 25 178 21 59,456 59,612 32,700 40,600 6,932,269 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:1539:42200 1 83 50 25 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 1 121 GCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgGCACTGTCTTTATCTGTATCCAGC CATACTCAGTATCGCGCATGC 1 25 58 24 178 21 59,490 59,612 48,500 40,600 5,897,693 B 238 NTGTAGGAGACCAGAAACTGTAAATCAGAGATTGAATTATCTGTACTCAGTAATAGTGCACTGTCTTTATCTGTATCCAGCCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGCATGCGTGAGTGCgtgtgtgtGCATGCGCGATACTGAGTATGTGACATTGCTCTAATTTTGGGTAAgtgtgtGAGAATAAATAACCTTATTTATTTTAAACN

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 1 1 16 0 186 aCACAGCTCTcacacaGCTCGcacacaGCACTGcacaca ACACAGCTCTCACACAGCTC TGCGTGTGAGTGTGTGAGTA 22 0 53 20 238 20 59,967 59,258 40,900 25,900 0.775143 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 3 240 ACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGACAACTCGCACGTAGCTCG GTGTGCGTGTGAGTGTGTGA 74 3 2 19 241 20 60,442 61,082 50,300 35,800 2,523,740 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 2 188 aCACAGCTCTcacacaGCTCGcacacaGCACTGcacaca ACACAGCTCTCACACAGCTC TGTGCGTGTGAGTGTGTGAG 22 2 53 20 240 20 59,967 60,806 40,900 35,100 0.838939 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 2 210 GcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGC GCACACAGCTCACACACAAA TGTGCGTGTGAGTGTGTGAG 44 2 31 20 240 20 59,549 60,806 28,300 35,100 1,257,094 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 2 240 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaCACAACTCGCACGTAGCTCG TGTGCGTGTGAGTGTGTGAG 74 2 1 20 240 20 61,666 60,806 50,300 35,100 2,471,256 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 1 187 aCACAGCTCTcacacaGCTCGcacacaGCACTGcacaca ACACAGCTCTCACACAGCTC GTGCGTGTGAGTGTGTGAGT 22 1 53 20 239 20 59,967 60,806 40,900 34,100 0.839330 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 0 208 GcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGC GCACACAGCTCACACACAAA TGCGTGTGAGTGTGTGAGTA 44 0 31 20 238 20 59,549 59,258 28,300 25,900 1,193,298 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 ‐67 190 aCACAGCTCTcacacaGCTCGcacacaGCACTGcacaca ACACAGCTCTCACACAGCTC TGTGTGCGTGTGAGTGTGT 22 ‐67 53 20 170 19 59,967 60,079 40,900 37,200 1,112,702 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:21034:41655 1 95 124 25 3 AC CACACACACACACACACACACACACACACACACACANA 0 0 19 ‐67 241 ACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGACAACTCGCACGTAGCTCG TGTGTGCGTGTGAGTGTGT 74 ‐67 2 19 170 19 60,442 60,079 50,300 37,200 2,521,658 G 242 CACAACTCGCACGTAGCTCGCAAAATGCTCGcacacaGCTcacacacaaaaaaCACAGCTCTcacacaGCTCGcacacaGCACTGcacacaGCTcacacacacacacacacacacacacacacacacacacacacacacacacaCTcacacacacaCTCACACGcacacacacaCTCACACTcacacacacacacacacacaCTcacacacacacacaTACTcacacaCTCACACGcacaca

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 9 1 95 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT ACCCAATCCTAGCTCTTGCC 1 3 25 21 119 20 59,648 59,451 35,500 45,200 1,900,527 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 99 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT TCCCACCCAATCCTAGCTCT 1 7 25 21 123 20 59,648 59,657 35,500 40,900 1,695,389 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 102 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT TGTTCCCACCCAATCCTAGC 1 10 25 21 126 20 59,648 59,376 35,500 34,200 1,975,741 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 146 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT GCGTTATCACTGAACCTGACT 1 53 25 21 170 21 59,648 58,039 35,500 34,100 4,312,837 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 147 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT AGCGTTATCACTGAACCTGAC 1 54 25 21 171 21 59,648 58,039 35,500 35,100 4,312,837 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:2483:45382 1 47 50 25 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 1 147 TCATGAACAGCAGGTCATGGTTacacacacacacacacaTCATGAACAGCAGGTCATGGT AGCGTTATCACTGAACCTGACT 1 53 25 21 171 22 59,648 59,437 35,500 34,100 3,915,197 A 186 TGAAATAGAAAGTTGCAAGTAAGATCATGAACAGCAGGTCATGGTTacacacacacacacacacacacacacacacacacacacacacacacacacAAAGGCAAGAGCTAGGATTGGGTGGGAACATTGTTAAATATTTCATTACACAAAGTCAGGTTCAGTGATAACGCTTAGAAACAAAGATTN

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 23 192 acacacAAAGacacacGcacacaGacgcacgcacgcGCACAACACACAAAGACACACGCAC GCGCTACTGACACTTCATCCT 23 55 6 20 197 21 59,554 60,135 53,400 32,400 1,581,188 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 22 191 cacacAAAGacacacGcacacaGacgcacgcacgcGCACAGCACACAAAGACACACGCACA GCGCTACTGACACTTCATCCT 22 55 7 20 197 21 59,554 60,135 45,700 32,400 1,580,794 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 21 190 acacAAAGacacacGcacacaGacgcacgcacgcGCACAG ACACAAAGACACACGCACAC GCGCTACTGACACTTCATCCT 21 55 8 20 197 21 59,554 60,135 38,200 32,400 1,581,188 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 20 189 cacAAAGacacacGcacacaGacgcacgcacgcGCACAGGCACAAAGACACACGCACACA GCGCTACTGACACTTCATCCT 20 55 9 20 197 21 59,554 60,135 37,200 32,400 1,580,794 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 12 146 cacAAAGacacacGcacacaGacgcacgcacgcGCACAGGCACAAAGACACACGCACACA TGTCTGTGTGTCTGTGTGTGT 20 12 9 20 154 21 59,554 59,725 37,200 37,200 1,720,839 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 12 148 cacacAAAGacacacGcacacaGacgcacgcacgcGCACAGCACACAAAGACACACGCACA TGTCTGTGTGTCTGTGTGTGT 22 12 7 20 154 21 59,554 59,725 45,700 37,200 1,720,839 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 20 7 139 AAAGacacacGcacacaGacgcacgcacgcGCACAGGcacAAAGACACACGCACACAGAC TGTGTGTCTGTGTGTGTATGTG 17 7 12 20 150 22 58,993 58,806 35,100 32,100 4,200,894 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 20 6 138 AAAGacacacGcacacaGacgcacgcacgcGCACAGGcacAAAGACACACGCACACAGAC GTGTGTCTGTGTGTGTATGTGT 17 6 12 20 149 22 58,993 58,805 35,100 37,200 4,201,693 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2214:32532:35063 1 49 73 25 1.5 AC CACACACACACACACACACACACACACACACACACANA 0 0 20 6 139 cAAAGacacacGcacacaGacgcacgcacgcGCACAGGcaCAAAGACACACGCACACAGA GTGTGTCTGTGTGTGTATGTGT 18 6 11 20 149 22 58,994 58,805 34,100 37,200 4,200,947 F 201 GACAGacacacAAAGacacacGcacacaGacgcacgcacgcGCACAGGcacacacacacacacacacacacacacacacacacacacacacacacacaTacacacacacacATacacacacAGACATACACATacacacacAGacacacAGACACTAAAGCAGTTTGCTTTCAATAAGGATGAAGTGTCAGTAGCGCACNC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 1 1 3 38 187 TCAGTCAACACTACCTTGGGATACTGTCAGTTATCT TCAGTCAACACTACCTTGGGA GGGTGGCTGGAGTGATGTAC 38 47 5 21 191 20 58,315 60,108 43,700 29,000 2,792,597 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 38 269 TCAGTCAACACTACCTTGGGATACTGTCAGTTATCT TCAGTCAACACTACCTTGGGA ACCCAATAATTCCTCGGTTCCA 38 127 5 21 273 22 58,315 59,421 43,700 35,300 5,263,882 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 3 38 270 TCAGTCAACACTACCTTGGGATACTGTCAGTTATCT TCAGTCAACACTACCTTGGGA CACCCAATAATTCCTCGGTTCC 38 128 5 21 274 22 58,315 59,050 43,700 36,200 5,634,586 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 38 190 GATCAGTCAACACTACCTTGGGATACTGTCAGTTAT GATCAGTCAACACTACCTTGGGA TGGGTGGCTGGAGTGATGTA 38 48 3 23 192 20 59,739 60,547 43,700 22,900 3,807,391 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 4 1 139 TCAGTCAACACTACCTTGGGATACTGTCAGTTATCT TCAGTCAACACTACCTTGGGA TTCTTCCGTCTCGCTCGC 38 1 5 21 143 18 58,315 59,821 43,700 50,300 4,863,464 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 39 190 TGATCAGTCAACACTACCTTGGGATACTGTCAGTTA TGATCAGTCAACACTACCTTGGG GGGTGGCTGGAGTGATGTAC 39 47 2 23 191 20 59,992 60,108 41,200 29,000 3,115,594 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 39 191 TGATCAGTCAACACTACCTTGGGATACTGTCAGTTA TGATCAGTCAACACTACCTTGGG TGGGTGGCTGGAGTGATGTA 39 48 2 23 192 20 59,992 60,547 41,200 22,900 3,554,447 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 39 272 TGATCAGTCAACACTACCTTGGGATACTGTCAGTTA TGATCAGTCAACACTACCTTGGG ACCCAATAATTCCTCGGTTCCA 39 127 2 23 273 22 59,992 59,421 41,200 35,300 5,586,879 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 0 104 GTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgGTGAAACGATAAGTCCAGTGTGC TTTCTTCCGTCTCGCTCGC 0 1 41 23 144 19 60,121 60,444 45,700 50,300 4,564,521 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 5 0 151 GTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgGTGAAACGATAAGTCCAGTGTGC GGGTGGCTGGAGTGATGTAC 0 47 41 23 191 20 60,121 60,108 45,700 29,000 3,228,303 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 22 162 TCAGTCAACACTACCTTGGGATACTGTCAGTTATCT TCAGTCAACACTACCTTGGGA AGCACAGACTCTGCCATTGG 38 22 5 21 166 20 58,315 60,322 43,700 31,600 3,007,219 F 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 103 TGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgt TGAAACGATAAGTCCAGTGTGC TTTCTTCCGTCTCGCTCGC 0 1 42 22 144 19 58,936 60,444 45,700 50,300 4,508,079 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 125 TGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgt TGAAACGATAAGTCCAGTGTGC AGCACAGACTCTGCCATTGG 0 22 42 22 166 20 58,936 60,322 45,700 31,600 3,386,484 F 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 126 GTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgGTGAAACGATAAGTCCAGTGTGC AGCACAGACTCTGCCATTGG 0 22 41 23 166 20 60,121 60,322 45,700 31,600 3,442,926 F 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 6 0 150 TGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgt TGAAACGATAAGTCCAGTGTGC GGGTGGCTGGAGTGATGTAC 0 47 42 22 191 20 58,936 60,108 45,700 29,000 3,171,862 B 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2216:9293:30773 1 64 61 25 1.5 AC GTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTNA 0 0 7 0 124 GAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtg GAAACGATAAGTCCAGTGTGC AGCACAGACTCTGCCATTGG 0 22 43 21 166 20 57,276 60,322 45,700 31,600 4,046,572 F 289 GTGATCAGTCAACACTACCTTGGGATACTGTCAGTTATCTGTGAAACGATAAGTCCAGTGTGCgtgtgtgtgtTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCGAGCGAGACGGAAGAAAAGCCAATGGCAGAGTCTGTGctctctAGTACATCACTCCAGCCACCCACACCCCTTCCAGTTGAAGAATCGCTGTTTGATGCAATGGATTTGCATACAAATGTATAATGGAACCGAGGAATTATTGGGTGTAGAAACACCAAGTC

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 May‐75 6 222 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCAG CTGGTGGGTGATAGCGGTC 6 126 9 21 230 19 60,476 59,856 33,500 47,900 2,620,168 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 118 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA CCATGTACCAGCCTCACCTG 7 21 9 20 126 20 59,453 60,108 32,700 40,000 0.654583 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 120 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA CACCATGTACCAGCCTCACC 7 23 9 20 128 20 59,453 60,393 32,700 40,200 0.940073 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 121 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA CCACCATGTACCAGCCTCAC 7 24 9 20 129 20 59,453 60,393 32,700 35,100 0.940073 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 162 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA AATCGGAGTAGGCCTGGACT 7 65 9 20 170 20 59,453 60,032 32,700 38,500 0.579092 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 164 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA TGAATCGGAGTAGGCCTGGA 7 67 9 20 172 20 59,453 60,033 32,700 38,600 0.579591 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 168 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA CGTCTGAATCGGAGTAGGCC 7 71 9 20 176 20 59,453 59,969 32,700 51,900 0.577983 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 7 222 CCCGGActctctACCTCTCAGTTCATGtctctctctctctctcCCCGGACTCTCTACCTCTCA CTGGTGGGTGATAGCGGTC 7 126 9 20 230 19 59,453 59,856 32,700 47,900 1,691,132 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

ST‐E00142:460:H2K7HCCXY:6:2219:8085:1432 1 36 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 5 221 CCGGActctctACCTCTCAGTTCATGtctctctctctctctct CCGGACTCTCTACCTCTCAGT CTGGTGGGTGATAGCGGTC 5 126 10 21 230 19 59,789 59,856 34,100 47,900 2,355,024 F 240 NcccccGCCCCGGActctctACCTCTCAGTTCATGtctctctctctctctctctctctctctctctctctctctctctctctctctttttctctctGTGCAGGGGTCAGGTGAGGCTGGTACAtggtggtggAGCGACAGGACTCCAGTTAGTCCAGGCCTACTCCGATTCAGACGAGGACAGCGACAGCGCCTGGGATGGATGCCTNGGCGACCGCTATCACCCACCAGGTACAGAGTN

Ctaur20 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 36 240 CCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTCCTCTTACAGCTGGAGCACC CCCATCCGTCCCAATCCTG 36 115 7 20 246 19 60,108 59,851 50,100 38,600 1,257,119 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 33 240 CTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGC CTTACAGCTGGAGCACCCTC CCACCCATCCGTCCCAATC 33 118 10 20 249 19 60,108 60,153 43,000 26,700 1,260,908 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 7 130 CTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGC CTTACAGCTGGAGCACCCTC TGGGAGTTGGGAAAGGAAGC 33 7 10 20 139 20 60,108 59,888 43,000 38,600 0.220357 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 35 241 CTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCTCTTACAGCTGGAGCACCC CACCCATCCGTCCCAATCC 35 117 8 20 248 19 60,108 60,153 46,100 30,100 1,260,908 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 140 CTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGC CTTACAGCTGGAGCACCCTC AGCTGGAGTTTGGGAGTTGG 33 17 10 20 149 20 60,108 59,889 43,000 37,700 0.219199 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 142 CTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCTCTTACAGCTGGAGCACCC AGCTGGAGTTTGGGAGTTGG 35 17 8 20 149 20 60,108 59,889 46,100 37,700 0.219199 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 17 143 CCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTCCTCTTACAGCTGGAGCACC AGCTGGAGTTTGGGAGTTGG 36 17 7 20 149 20 60,108 59,889 50,100 37,700 0.219199 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 12 119 TTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctc TTCTCACCCTTGTGCACCTC AGCTGGAGTTTGGGAGTTGG 12 17 31 20 149 20 59,891 59,889 38,500 37,700 0.219838 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 7 132 CTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCTCTTACAGCTGGAGCACCC TGGGAGTTGGGAAAGGAAGC 35 7 8 20 139 20 60,108 59,888 46,100 38,600 0.220357 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 36 225 CCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTCCTCTTACAGCTGGAGCACC CCTGGGCTTTGATCCTCCTG 36 99 7 20 231 20 60,108 60,107 50,100 38,600 0.214764 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 35 224 CTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCTCTTACAGCTGGAGCACCC CCTGGGCTTTGATCCTCCTG 35 99 8 20 231 20 60,108 60,107 46,100 38,600 0.214764 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2222:23236:7673 1 63 50 25 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 33 222 CTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGC CTTACAGCTGGAGCACCCTC CCTGGGCTTTGATCCTCCTG 33 99 10 20 231 20 60,108 60,107 43,000 38,600 0.214764 A 251 TTTCCTCCTCTTACAGCTGGAGCACCCTCGTTCTCACCCTTGTGCACCTCTCGGGCACCAGTtctctctctctctctctctctctctctctctctctctctctctctctctcTTATAAAGCTTCCTTTCCCAACTCCCAAACTCCAGCTAATCTCTGCCCAATTAACCGAGATGAAATCCTCGGCGGCCGTGAGTTCAGAGTTTCGTTTGGCAGGAGGATCAAAGCCCAGGATTGGGACGGATGGGTGGTT

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 11 136 ACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgt ACACTATGTATGTACACACCTGT GTTCTGTGGAAACATACACATTCA 11 16 69 23 204 24 57,004 57,688 40,000 25,700 12,307,964 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 11 137 ACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgt ACACTATGTATGTACACACCTGT AGTTCTGTGGAAACATACACATTCAA 11 15 69 23 205 26 57,004 59,454 40,000 26,900 12,541,231 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 11 137 ACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgt ACACTATGTATGTACACACCTGT AGTTCTGTGGAAACATACACATTCA 11 16 69 23 205 25 57,004 58,939 40,000 25,700 12,057,006 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 43 203 TGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTAT TGTCTGGGCTGTCTGTTTGC AGTTGTGATGTGCCAGGGAC 58 43 25 20 227 20 60,819 60,251 36,800 44,600 1,070,160 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 41 201 TGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTAT TGTCTGGGCTGTCTGTTTGC TTGTGATGTGCCAGGGACAA 58 41 25 20 225 20 60,819 59,815 36,800 31,800 1,003,951 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 40 200 TGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTAT TGTCTGGGCTGTCTGTTTGC TGTGATGTGCCAGGGACAAA 58 40 25 20 224 20 60,819 59,815 36,800 28,300 1,003,951 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 31 189 TCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATAT TCTGGGCTGTCTGTTTGCC CCAGGGACAAAGTTCTGTGG 57 31 27 19 215 20 60,228 58,391 45,200 41,700 2,837,453 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 30 189 TCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATAT TCTGGGCTGTCTGTTTGCC CCAGGGACAAAGTTCTGTGGA 57 30 27 19 215 21 60,228 59,857 45,200 40,200 2,371,116 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 29 189 TCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATAT TCTGGGCTGTCTGTTTGCC CCAGGGACAAAGTTCTGTGGAA 57 29 27 19 215 22 60,228 60,423 45,200 35,300 3,651,048 B 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 41 193 CTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTAC CTGTCTGTTTGCCTGTGTGC TTGTGATGTGCCAGGGACAA 50 41 33 20 225 20 59,970 59,815 45,700 31,800 0.214526 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 40 192 CTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTAC CTGTCTGTTTGCCTGTGTGC TGTGATGTGCCAGGGACAAA 50 40 33 20 224 20 59,970 59,815 45,700 28,300 0.214526 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 40 193 GCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTA GCTGTCTGTTTGCCTGTGTG TGTGATGTGCCAGGGACAAA 51 40 32 20 224 20 59,970 59,815 38,200 28,300 0.214526 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 35 187 CTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTAC CTGTCTGTTTGCCTGTGTGC TGTGCCAGGGACAAAGTTCT 50 35 33 20 219 20 59,970 59,449 45,700 30,100 0.580747 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 33 185 CTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTAC CTGTCTGTTTGCCTGTGTGC TGCCAGGGACAAAGTTCTGT 50 33 33 20 217 20 59,970 59,449 45,700 34,100 0.580747 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:29863:17078 1 103 62 25 1.5 AC TGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 33 186 GCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTA GCTGTCTGTTTGCCTGTGTG TGCCAGGGACAAAGTTCTGT 51 33 32 20 217 20 59,970 59,449 38,200 34,100 0.580747 F 238 TGACTTGTCTGTTTGTCTTGTGTATGTCTGGGCTGTCTGTTTGCCtgtgtgCATCTGTGTATATCTGTACACTATGTATGTacacacCtgtgtgtgAATGACtgtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGGGTCTATTTAATTGAATGTGTATGTTTCCACAGAACTTTGTCCCTGGCACATCACAACTACAAAACATCA

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 1 1 4 12 190 AACACTCCCACAGCAGCATCATTGTCCTCTGCctctct AACACTCCCACAGCAGCATC TGCTTAAATGCATATCCATGTGCG 12 19 2 20 191 24 60,607 60,557 39,100 53,400 5,164,586 G 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 0 0 4 7 173 TCCCACAGCAGCATCATTGTCCTCTGCctctctctctcac TCCCACAGCAGCATCATTGT TATCCATGTGCGTCTGCCAG 7 11 7 20 179 20 59,961 60,179 27,100 48,500 0.217675 D 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 0 0 4 7 174 TCCCACAGCAGCATCATTGTCCTCTGCctctctctctcac TCCCACAGCAGCATCATTGT ATATCCATGTGCGTCTGCCA 7 12 7 20 180 20 59,961 59,531 27,100 49,200 0.508093 D 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 0 0 6 13 190 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctcTAACACTCCCACAGCAGCAT GCTTAAATGCATATCCATGTGCG 13 19 1 20 190 23 59,308 59,084 37,900 53,400 4,608,648 G 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 0 0 6 13 191 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctcTAACACTCCCACAGCAGCAT TGCTTAAATGCATATCCATGTGCG 13 19 1 20 191 24 59,308 60,557 37,900 53,400 5,249,573 G 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2223:30888:56018 1 34 115 25 3 AC CTCTCTCTCTCACACAGACACTCACACACACACACAANA 0 0 6 7 176 TCCCACAGCAGCATCATTGTCCTCTGCctctctctctcac TCCCACAGCAGCATCATTGT GCATATCCATGTGCGTCTGC 7 14 7 20 182 20 59,961 59,763 27,100 42,600 0.275310 D 195 TAACACTCCCACAGCAGCATCATTGTCCTCTGCctctctctctcacacaGACACTcacacacacacacaAacacacacCcacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGacacacacacacAAACGCAAGCACTGGCAGACGCACATGGATATGCATTTAAGcacaca

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 4 14 175 TCAATGCACTATTTGAAGTGAATGTACAATTTCTAA TCAATGCACTATTTGAAGTGAATGT GGACCAGCAAGTTGTTTCCAC 14 65 2 25 176 21 57,782 59,933 27,100 40,200 8,285,288 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 176 TCAATGCACTATTTGAAGTGAATGTACAATTTCTAA TCAATGCACTATTTGAAGTGAATGT TGGACCAGCAAGTTGTTTCCA 14 66 2 25 177 21 57,782 60,341 27,100 35,300 8,559,709 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 177 TCAATGCACTATTTGAAGTGAATGTACAATTTCTAA TCAATGCACTATTTGAAGTGAATGT CTGGACCAGCAAGTTGTTTCC 14 67 2 25 178 21 57,782 59,662 27,100 31,300 8,556,247 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 190 TCAATGCACTATTTGAAGTGAATGTACAATTTCTAA TCAATGCACTATTTGAAGTGAATGT TACCTAAATGTTTCTGGACCAGCA 14 77 2 25 191 24 57,782 59,958 27,100 44,100 11,260,538 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 14 190 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTA TTCAATGCACTATTTGAAGTGAATGT ACCTAAATGTTTCTGGACCAGCA 14 77 1 26 190 23 58,340 60,181 27,100 44,100 10,841,546 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

ST‐E00142:460:H2K7HCCXY:6:2224:26372:34025 1 41 50 25 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 14 190 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTA TTCAATGCACTATTTGAAGTGAATGT ACCTAAATGTTTCTGGACCAGC 14 78 1 26 190 22 58,340 58,578 27,100 48,500 11,081,956 A 205 TTCAATGCACTATTTGAAGTGAATGTACAATTTCTAACTGtatatatatatatatatatatatatatatatatatatatatatatatataTTTTAAATGCCAGGGCAATAATGCACGAGCATTAATCAAAAGGTAAACTGGCAATCAGGGAAATTGTGGAAACAACTTGCTGGTCCAGAAACATTTAGGTAGAGGCAAACATGAT

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 1 11 26 188 TGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCG TGTGTTTGTGGGTAGTACCAGT GCTCTATATATTATCCAGATACACAGC 31 26 6 22 193 27 59,227 57,093 40,000 44,000 12,679,748 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 0 11 26 189 CTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGCTGTGTTTGTGGGTAGTACCAGT GCTCTATATATTATCCAGATACACAGC 31 26 5 23 193 27 60,181 57,093 40,000 44,000 13,088,119 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 0 11 26 190 GCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAG GCTGTGTTTGTGGGTAGTACC GCTCTATATATTATCCAGATACACAGC 34 26 4 21 193 27 58,851 57,093 33,400 44,000 12,055,428 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 0 11 24 182 TGTGGGTAGTACCAGTATAGCCATGAGCGTAGATA TGTGGGTAGTACCAGTATAGCCA GCTCTATATATTATCCAGATACACAGC 24 26 12 23 193 27 60,053 57,093 47,500 44,000 12,959,378 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 0 12 26 191 AGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGA AGCTGTGTTTGTGGGTAGTACC GCTCTATATATTATCCAGATACACAGC 34 26 3 22 193 27 60,224 57,093 33,400 44,000 12,131,111 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 82 25 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_111_140 0 0 15 26 193 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCAT AGAGCTGTGTTTGTGGGTAGT GCTCTATATATTATCCAGATACACAGC 37 26 1 21 193 27 59,231 57,093 27,300 44,000 11,675,530 F 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 1 8 24 239 TGTGGGTAGTACCAGTATAGCCATGAGCGTAGATA TGTGGGTAGTACCAGTATAGCCA ACAACCCTCACTTTCTTATCCA 24 25 12 23 250 22 60,053 57,006 47,500 34,100 8,046,423 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 0 9 19 239 GGTAGTACCAGTATAGCCATGAGCGTAGATAATAT GGTAGTACCAGTATAGCCATGAGC ACACACAACCCTCACTTTCTT 19 30 16 24 254 21 60,082 57,634 42,600 25,200 7,448,188 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 0 10 24 239 TGGGTAGTACCAGTATAGCCATGAGCGTAGATAAT TGGGTAGTACCAGTATAGCCA ACACAACCCTCACTTTCTTATCCA 24 25 14 21 252 24 57,023 59,896 47,500 34,100 8,081,591 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 0 11 34 258 GCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAG GCTGTGTTTGTGGGTAGTACC TGTCCAAACACACAACCCTCA 34 37 4 21 261 21 58,851 59,995 33,400 38,600 3,153,630 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 0 15 37 261 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCAT AGAGCTGTGTTTGTGGGTAGT TGTCCAAACACACAACCCTCA 37 37 1 21 261 21 59,231 59,995 27,300 38,600 2,773,732 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr196_2 2 59 145 25 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_59_108 0 0 15 35 259 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCAT AGAGCTGTGTTTGTGGGTAGT TCCAAACACACAACCCTCACT 37 35 1 21 259 21 59,231 59,716 27,300 34,100 3,052,483 G 262 AGAGCTGTGTTTGTGGGTAGTACCAGTATAGCCATGAGCGTAGATAATATAAATAGAGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGNGTGNGNGTGAATtatataAATAGAGCTGTGTATCTGGATAatatatAGAGCtgtgtgtgtgGGCAATaaaaaTAGAATCATTTGTATGGATAAGAAAGTGAGGGTtgtgtgTTTGGACAG

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 2 6 142 CTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGA CTGTGTAAGGGCTGAGGACG ACCAGCACAAGGGACATCAC 40 6 94 20 235 20 60,109 60,251 47,900 30,600 0.359516 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 10 240 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGC TCTTCTGCATAAAGACAAACGGA TAACTACCAGCACAAGGGACA 130 10 1 23 240 21 58,363 58,669 46,900 40,200 6,968,442 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 4 140 CTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGA CTGTGTAAGGGCTGAGGACG CAGCACAAGGGACATCACCA 40 4 94 20 233 20 60,109 60,251 47,900 41,700 0.359472 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 4 141 CCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGG CCTGTGTAAGGGCTGAGGAC CAGCACAAGGGACATCACCA 41 4 93 20 233 20 59,749 60,251 38,500 41,700 0.501371 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 4 215 ACGGACAGACTGTGAGCAAGATGGATGCCAAGGC ACGGACAGACTGTGAGCAAG CAGCACAAGGGACATCACCA 115 4 19 20 233 20 59,967 60,251 40,100 41,700 0.283535 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 3 139 CTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGA CTGTGTAAGGGCTGAGGACG AGCACAAGGGACATCACCAC 40 3 94 20 232 20 60,109 60,251 47,900 41,600 0.359516 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 3 214 ACGGACAGACTGTGAGCAAGATGGATGCCAAGGC ACGGACAGACTGTGAGCAAG AGCACAAGGGACATCACCAC 115 3 19 20 232 20 59,967 60,251 40,100 41,600 0.283579 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 10 240 CTTCTGCATAAAGACAAACGGACAGACTGTGAGCA CTTCTGCATAAAGACAAACGGACA TTAACTACCAGCACAAGGGACA 128 10 2 24 241 22 59,787 59,293 40,200 40,200 6,919,993 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 10 240 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGC TCTTCTGCATAAAGACAAACGGAC TAACTACCAGCACAAGGGACA 129 10 1 24 240 21 59,549 58,669 47,900 40,200 6,782,261 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 2 138 CTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGA CTGTGTAAGGGCTGAGGACG GCACAAGGGACATCACCACT 40 2 94 20 231 20 60,109 60,251 47,900 40,000 0.359516 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 2 139 CCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGG CCTGTGTAAGGGCTGAGGAC GCACAAGGGACATCACCACT 41 2 93 20 231 20 59,749 60,251 38,500 40,000 0.501415 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr444_2 2 154 56 25 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 2 213 ACGGACAGACTGTGAGCAAGATGGATGCCAAGGC ACGGACAGACTGTGAGCAAG GCACAAGGGACATCACCACT 115 2 19 20 231 20 59,967 60,251 40,100 40,000 0.283579 B 246 TCTTCTGCATAAAGACAAACGGACAGACTGTGAGCAAGATGGATGCCAAGGCAGATGATATGGATGCCTGATTTCTCtgtgtgCTGAGTGGACCTGTGTAAGGGCTGAGGACGCGAGCTGCACAGGATGTTTGAAGAAATGAAGATGTCANNAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagagCCAGTGGTGATGTCCCTTGTGCTGGTAGTTAATGAGN

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 1 1 3 36 290 TCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTTCTCAATTCTTGATCTTGTGCTTGC TATCTTGTCCATCACTTCCATACCC 36 130 9 25 298 25 60,335 59,928 40,100 36,900 10,407,214 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 36 290 ATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCATCTCAATTCTTGATCTTGTGCTTGC ATCTTGTCCATCACTTCCATACCC 36 130 8 26 297 24 60,625 60,141 40,100 36,900 10,766,690 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 36 290 TATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCTATCTCAATTCTTGATCTTGTGCTTGC TCTTGTCCATCACTTCCATACCC 36 130 7 27 296 23 60,415 59,800 40,100 36,900 10,614,819 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 18 172 GCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGCAAACAGTATCCTGCCAGC TAACTCCTGCAGTGCTCCAG 18 40 32 20 203 20 59,547 59,390 48,500 38,600 1,063,564 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 18 218 GCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGCAAACAGTATCCTGCCAGC AGCTCTTCTCAGTACTCCCGA 18 85 32 20 249 21 59,547 59,718 48,500 51,400 1,735,837 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 13 167 CAGTATCCTGCCAGCCACTGGCTGTCACAATGTaca CAGTATCCTGCCAGCCACTG TAACTCCTGCAGTGCTCCAG 13 40 37 20 203 20 60,463 59,390 36,600 38,600 1,073,469 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 4 13 213 CAGTATCCTGCCAGCCACTGGCTGTCACAATGTaca CAGTATCCTGCCAGCCACTG AGCTCTTCTCAGTACTCCCGA 13 85 37 20 249 21 60,463 59,718 36,600 51,400 1,745,742 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 169 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC TAACTCCTGCAGTGCTCCAG 15 40 35 20 203 20 60,035 59,390 50,100 38,600 0.645230 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 199 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC CCCGATACACACTCATCACGT 15 69 35 20 233 21 60,035 59,866 50,100 44,900 1,169,423 F 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 200 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC TCCCGATACACACTCATCACG 15 70 35 20 234 21 60,035 59,596 50,100 43,500 1,439,090 F 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 215 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC AGCTCTTCTCAGTACTCCCGA 15 85 35 20 249 21 60,035 59,718 50,100 51,400 1,317,503 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 258 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC GTCCATCACTTCCATACCCTCT 15 127 35 20 292 22 60,035 58,958 50,100 36,900 3,077,001 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 259 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC TGTCCATCACTTCCATACCCTC 15 128 35 20 293 22 60,035 59,228 50,100 43,000 2,806,999 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 6 15 259 AACAGTATCCTGCCAGCCACTGGCTGTCACAATGTaAACAGTATCCTGCCAGCCAC TGTCCATCACTTCCATACCCT 15 129 35 20 293 21 60,035 58,154 50,100 43,400 2,880,714 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 8 0 134 GCCACTGGCTGTCACAATGTacacacacacacacacaca GCCACTGGCTGTCACAATGT CAGAATGGTCATGCTTTCTCCA 0 18 50 20 183 22 61,175 58,650 27,100 38,600 4,524,639 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 8 0 135 GCCACTGGCTGTCACAATGTacacacacacacacacaca GCCACTGGCTGTCACAATGT GCAGAATGGTCATGCTTTCTCC 0 19 50 20 184 22 61,175 59,901 27,100 37,100 3,273,482 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr940_2 2 70 74 25 1.5 AC ACACACACACACACACACACACACACACACACACACAC_70_119 0 0 9 1 135 GCCACTGGCTGTCACAATGTacacacacacacacacaca GCCACTGGCTGTCACAATG GCAGAATGGTCATGCTTTCTCC 1 19 50 19 184 22 59,417 59,901 28,200 37,100 3,681,739 B 313 TTCAAATATCTCAATTCTTGATCTTGTGCTTGCAAACAGTATCCTGCCAGCCACTGGCTGTCACAATGTacacacacacacacacacacacacacacacacacacacacacacacacacANacacacacacacacacacacacNCAACAGAGATGTTAAAATGGAGAAAGCATGACCATTCTGCTGGAGCACTGCAGGAGTTATTCTTTCAGACGTGATGAgtgtgtATCGGGAGTACTGAGAAGAGCTTTACTAAAGCAGGAAATGTTAAGAGGGTATGGAAGTGATGGACAAGATATTCTTGCATGAGCTG

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 1 1 Oct‐75 0 182 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG AGAAGCTGACCCTGCGATTT 0 43 15 22 196 20 58,139 59,674 32,100 21,700 4,186,905 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 183 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG AAGAAGCTGACCCTGCGATT 0 44 15 22 197 20 58,139 59,674 32,100 33,400 4,186,905 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 184 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG GAAGAAGCTGACCCTGCGAT 0 45 15 22 198 20 58,139 60,108 32,100 45,800 3,968,586 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 215 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG CCGGTCAGTCAACCAATGGT 0 76 15 22 229 20 58,139 60,251 32,100 35,500 4,111,368 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 216 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG ACCGGTCAGTCAACCAATGG 0 77 15 22 230 20 58,139 60,251 32,100 31,600 4,111,368 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 218 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG TGACCGGTCAGTCAACCAAT 0 79 15 22 232 20 58,139 59,238 32,100 31,600 4,623,059 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 244 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG CAATCCCAGTGATGGCTCCC 0 105 15 22 258 20 58,139 60,467 32,100 43,000 4,327,563 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 245 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG CCAATCCCAGTGATGGCTCC 0 106 15 22 259 20 58,139 60,467 32,100 47,000 4,327,563 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 Oct‐75 0 246 TGCACACTCACCTATACACATGcacacacacaTACATA TGCACACTCACCTATACACATG ACCAATCCCAGTGATGGCTC 0 107 15 22 260 20 58,139 59,743 32,100 47,000 4,117,680 D 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 185 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT GCTGACCCTGCGATTTACAC 9 39 8 20 192 20 59,819 59,273 40,000 29,000 0.908512 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT
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cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 186 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT AGCTGACCCTGCGATTTACA 9 40 8 20 193 20 59,819 59,387 40,000 24,100 0.794374 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 189 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT AGAAGCTGACCCTGCGATTT 9 43 8 20 196 20 59,819 59,674 40,000 21,700 0.507377 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 191 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT GAAGAAGCTGACCCTGCGAT 9 45 8 20 198 20 59,819 60,108 40,000 45,800 0.289059 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 222 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT CCGGTCAGTCAACCAATGGT 9 76 8 20 229 20 59,819 60,251 40,000 35,500 0.431841 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 223 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT ACCGGTCAGTCAACCAATGG 9 77 8 20 230 20 59,819 60,251 40,000 31,600 0.431841 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 251 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT CAATCCCAGTGATGGCTCCC 9 105 8 20 258 20 59,819 60,467 40,000 43,000 0.648036 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 252 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT CCAATCCCAGTGATGGCTCC 9 106 8 20 259 20 59,819 60,467 40,000 47,000 0.648036 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

cons_gr952_2 2 37 97 25 2 AC CACACACACATACATACANACACACACACACACACANO 0 0 14 9 253 acacacATGCACACTCACCTATACACATGcacacacaca ACACACATGCACACTCACCT ACCAATCCCAGTGATGGCTC 9 107 8 20 260 20 59,819 59,743 40,000 47,000 0.438153 G 298 CACATATacacacATGCACACTCACCTATACACATGcacacacacaTACATACANacacacacacacacacacacacacacacacacacacacacacacacacacNNacacacacANacacacNNagagagagATCACANTTNCTGACCATTGTTTACTGTNAGTGCGGTTTGTGTAAATCGCAGGGTCAGCTTCTTCATTCATTGTNTACCATTGGTTGACTGACCGGTCAGGCATTGGGAGCCATCACTGGGATTGGTTTAACNAAGGCAGACATGGtttttGTGTAACTCAGGCT

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 11 4 135 GGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGGGGTGAGAGGGTGAGAGAGA AAGTGTATGTGTGTGAGAGGG 38 4 137 20 271 21 59,667 57,315 31,000 43,000 4,018,451 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 136 TGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAAC TGGGTGAGAGGGTGAGAGAG AAGTGTATGTGTGTGAGAGGG 39 4 136 20 271 21 59,960 57,315 32,000 43,000 3,725,491 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 137 ATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAAATGGGTGAGAGGGTGAGAGA AAGTGTATGTGTGTGAGAGGG 40 4 135 20 271 21 59,287 57,315 31,000 43,000 4,398,119 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 168 GCTCAGTCACTCACCCTCACCCACCATGAGAATGGGGCTCAGTCACTCACCCTCAC AAGTGTATGTGTGTGAGAGGG 71 4 104 20 271 21 60,038 57,315 35,100 43,000 3,722,929 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 170 GTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGTGCTCAGTCACTCACCCTC AAGTGTATGTGTGTGAGAGGG 73 4 102 20 271 21 60,038 57,315 43,000 43,000 3,722,929 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 187 CTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCT CTCACTCCAAGTCTCGGGTG AAGTGTATGTGTGTGAGAGGG 90 4 85 20 271 21 59,755 57,315 46,100 43,000 3,930,133 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 190 CAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCAC CAGCTCACTCCAAGTCTCGG AAGTGTATGTGTGTGAGAGGG 93 4 82 20 271 21 60,109 57,315 46,300 43,000 3,794,037 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 191 CCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCA CCAGCTCACTCCAAGTCTCG AAGTGTATGTGTGTGAGAGGG 94 4 81 20 271 21 60,109 57,315 40,400 43,000 3,794,037 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 4 218 TGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACT TGTGGAAGGGTGAGTGTGTG AAGTGTATGTGTGTGAGAGGG 121 4 54 20 271 21 59,820 57,315 38,200 43,000 3,865,310 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:14032:72666 1 195 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 13 4 240 aaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtg AAATGAGTTCCACATTAGAGTGTG GTAAGTGTATGTGTGTGAGAGGG 137 4 34 24 273 23 57,192 58,505 38,200 43,000 11,303,430 F 273 AATGTCAAAACAATAAATTGATAACTTTATaaaaaaTGAGTTCCACATTAGAGTGTGGAAGGGTGAgtgtgtgtATGTGTCCAGCTCACTCCAAGTCTCGGGTGCTCAGTCACTCACCCTCACCCACCATGAGAATGGGTGAGAGGGTgagagagaaaaaaaaCCCACAAACGCGgagagacacacacaaaaaaacacacacacacacacacacacacacacacacacacacacacacacacacacTCACCCCTCTcacacacaTACACTTAC

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 55 211 TCTGCATCCACCTTCTCCTTTAGAACATAAGGCACA TCTGCATCCACCTTCTCCTT TGAGAACATGATTTGGACAGCG 62 55 4 20 214 22 58,339 59,256 33,600 51,800 4,405,127 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 55 212 TTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACATTCTGCATCCACCTTCTCCT TGAGAACATGATTTGGACAGCG 63 55 3 20 214 22 58,339 59,256 36,900 51,800 4,405,127 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 54 210 TCTGCATCCACCTTCTCCTTTAGAACATAAGGCACA TCTGCATCCACCTTCTCCTT GAGAACATGATTTGGACAGCGT 62 54 4 20 213 22 58,339 59,256 33,600 50,700 4,405,666 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 63 240 TTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACATTCTGCATCCACCTTCTCCT AAGTTCAACTGGTCAGAAATACTTAA 63 79 3 20 242 26 58,339 57,026 36,900 18,500 10,635,523 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 63 242 TTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACATTCTGCATCCACCTTCTCCT TTAAGTTCAACTGGTCAGAAATACTT 63 81 3 20 244 26 58,339 57,026 36,900 22,400 10,635,523 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 62 241 TCTGCATCCACCTTCTCCTTTAGAACATAAGGCACA TCTGCATCCACCTTCTCCTT TTAAGTTCAACTGGTCAGAAATACTT 62 81 4 20 244 26 58,339 57,026 33,600 22,400 10,635,523 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 38 185 ACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAt ACATAAGGCACAGGTCTGGC AGAACATGATTTGGACAGCGT 38 54 28 20 212 21 60,035 58,217 48,500 50,700 2,818,190 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 38 186 ACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAt ACATAAGGCACAGGTCTGGC GAGAACATGATTTGGACAGCGT 38 54 28 20 213 22 60,035 59,256 48,500 50,700 2,779,258 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2117:3884:31740 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 8 38 187 ACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAt ACATAAGGCACAGGTCTGGC TGAGAACATGATTTGGACAGCG 38 55 28 20 214 22 60,035 59,256 48,500 51,800 2,778,720 F 254 AATTCTGCATCCACCTTCTCCTTTAGAACATAAGGCACAGGTCTGGCCTTAAAGAACCAGAtttttGCCatatatatACAAATACatatatatatatatatatatatatatatatatatatatatatatatatatatGTTACatatatTTTTGCTTGTAAGCCTTTTATCTTTCCCAATTTGTCGTTAGATACGCTGTCCAAATCATGTTCTCATTTTAAGTATTTCTGACCAGTTGAACTTAAttttttGTAA

ST‐E00142:460:H2K7HCCXY:6:2118:31172:63894 1 51 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 7 0 114 ACTGAATGGcctcctcctGTTCATATGTGACAGAAATA ACTGAATGGCCTCCTCCTGT TGAGAGACAGAGAGACATTGTAC 19 0 12 20 125 23 60,549 57,111 40,000 29,000 6,437,373 F 156 ATGTTTGATGGACTGAATGGcctcctcctGTTCATATGTGACAGAAATAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTACAATGtctctcTGtctctcAGTCATATACACTtctctctctctctcACACT

ST‐E00142:460:H2K7HCCXY:6:2118:31172:63894 1 51 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 0 115 GACTGAATGGcctcctcctGTTCATATGTGACAGAAATGACTGAATGGCCTCCTCCTG TGAGAGACAGAGAGACATTGTAC 20 0 11 20 125 23 59,820 57,111 38,600 29,000 6,068,627 F 156 ATGTTTGATGGACTGAATGGcctcctcctGTTCATATGTGACAGAAATAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTACAATGtctctcTGtctctcAGTCATATACACTtctctctctctctcACACT

ST‐E00142:460:H2K7HCCXY:6:2118:31172:63894 1 51 52 26 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 0 120 TGATGGACTGAATGGcctcctcctGTTCATATGTGACA TGATGGACTGAATGGCCTCC TGAGAGACAGAGAGACATTGTAC 25 0 6 20 125 23 59,452 57,111 43,000 29,000 6,436,722 F 156 ATGTTTGATGGACTGAATGGcctcctcctGTTCATATGTGACAGAAATAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTACAATGtctctcTGtctctcAGTCATATACACTtctctctctctctcACACT

ST‐E00142:460:H2K7HCCXY:6:2121:11272:14793 1 34 92 26 1.5 AC CACACATTCACACACACACACACACACACACACACANA 1 1 13 1 166 CTCACACCCTcacacaCCCTcacacaTTcacacacacacac CTCACACCCTCACACACCC TGCGTGTGTGCACTCTCTAA 1 34 14 19 179 20 59,929 59,612 46,100 21,000 1,459,036 F 182 TcacacacacaCTCTCACACCCTcacacaCCCTcacacaTTcacacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacacacacacacacacaCGCATCTTTATAGATGCTGAACGATTacacacGATTagagagTGcacacaCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2121:11272:14793 1 34 92 26 1.5 AC CACACATTCACACACACACACACACACACACACACANA 0 0 14 2 168 CTCTCACACCCTcacacaCCCTcacacaTTcacacacacac CTCTCACACCCTCACACACC TGCGTGTGTGCACTCTCTAA 2 34 12 20 179 20 59,966 59,612 41,600 21,000 0.421624 F 182 TcacacacacaCTCTCACACCCTcacacaCCCTcacacaTTcacacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacacacacacacacacaCGCATCTTTATAGATGCTGAACGATTacacacGATTagagagTGcacacaCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2121:11272:14793 1 34 92 26 1.5 AC CACACATTCACACACACACACACACACACACACACANA 0 0 14 2 168 CTCTCACACCCTcacacaCCCTcacacaTTcacacacacac CTCTCACACCCTCACACACC TGCGTGTGTGCACTCTCTAAT 2 33 12 20 179 21 59,966 59,999 41,600 17,300 1,034,902 F 182 TcacacacacaCTCTCACACCCTcacacaCCCTcacacaTTcacacacacacacacacacacacacacacacacacacacacacacacacacaCGcacacacacacacacacacacacacacacaCGCATCTTTATAGATGCTGAACGATTacacacGATTagagagTGcacacaCGCACAC

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 0 190 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA ACTCCCTCATTCATCAATCTCCA 0 71 17 19 206 23 58,073 58,957 30,200 38,600 6,969,888 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 190 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA ACTCCCTCATTCATCAATCTCCAA 0 70 17 19 206 24 58,073 59,524 30,200 35,300 7,403,116 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 191 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA AACTCCCTCATTCATCAATCTCCA 0 71 17 19 207 24 58,073 59,524 30,200 38,600 7,403,116 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 145 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA CAAGCTGCCTTCCATTGCAT 0 29 17 19 161 20 58,073 59,465 30,200 39,600 3,462,339 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 191 aGATGCACGGTCCAACAGAAacacacacacacacacacaAGATGCACGGTCCAACAGAA ACTCCCTCATTCATCAATCTCCA 0 71 16 20 206 23 59,604 58,957 30,200 38,600 4,439,320 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 193 acaGATGCACGGTCCAACAGAAacacacacacacacacaACAGATGCACGGTCCAACAG ACTCCCTCATTCATCAATCTCCA 2 71 14 20 206 23 60,604 58,957 31,600 38,600 4,646,591 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 147 caGATGCACGGTCCAACAGAAacacacacacacacacacCAGATGCACGGTCCAACAGA CAAGCTGCCTTCCATTGCAT 1 29 15 20 161 20 60,321 59,465 34,100 39,600 0.856018 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 192 caGATGCACGGTCCAACAGAAacacacacacacacacacCAGATGCACGGTCCAACAGA ACTCCCTCATTCATCAATCTCCA 1 71 15 20 206 23 60,321 58,957 34,100 38,600 4,363,567 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 139 caGATGCACGGTCCAACAGAAacacacacacacacacacCAGATGCACGGTCCAACAGA CTTCCATTGCATTGGAGTGC 1 21 15 20 153 20 60,321 57,711 34,100 44,000 2,609,644 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 144 caGATGCACGGTCCAACAGAAacacacacacacacacacCAGATGCACGGTCCAACAGA GCTGCCTTCCATTGCATTGG 1 26 15 20 158 20 60,321 60,461 34,100 31,600 0.782022 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 145 caGATGCACGGTCCAACAGAAacacacacacacacacacCAGATGCACGGTCCAACAGA AGCTGCCTTCCATTGCATTG 1 27 15 20 159 20 60,321 59,465 34,100 28,200 0.856018 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 138 aGATGCACGGTCCAACAGAAacacacacacacacacacaAGATGCACGGTCCAACAGAA CTTCCATTGCATTGGAGTGC 0 21 16 20 153 20 59,604 57,711 30,200 44,000 2,685,396 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 139 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA GCCTTCCATTGCATTGGAGT 0 23 17 19 155 20 58,073 58,811 30,200 38,500 4,115,866 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 142 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA GCTGCCTTCCATTGCATTGG 0 26 17 19 158 20 58,073 60,461 30,200 31,600 3,388,343 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 143 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA AGCTGCCTTCCATTGCATTG 0 27 17 19 159 20 58,073 59,465 30,200 28,200 3,462,339 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 138 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA CCTTCCATTGCATTGGAGTGC 0 21 17 19 154 21 58,073 60,135 30,200 44,000 4,061,910 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 139 aGATGCACGGTCCAACAGAAacacacacacacacacacaAGATGCACGGTCCAACAGAA CCTTCCATTGCATTGGAGTGC 0 21 16 20 154 21 59,604 60,135 30,200 44,000 1,531,342 G 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2122:5213:50041 1 36 77 26 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 139 GATGCACGGTCCAACAGAAacacacacacacacacacacGATGCACGGTCCAACAGAA GCCTTCCATTGCATTGGAGTG 0 22 17 19 155 21 58,073 60,135 30,200 35,100 4,061,910 D 252 AACTCACAAGcacacaGATGCACGGTCCAACAGAAacacacacacacacacacacacacacacacacacacacacacacacacacacGTTcacacacacacacacacacacaCGAACACAAAGTGAAACATATGCACTCCAATGCAATGGAAGGCAGCTTGAACAGCGATACACTGTTTAAGTTGGAGATTGATGAATGAGGGAGTTTATGTCAAAATCATATCAAAATGCTAGTCTTAATTTAATTTAGTA

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 1 1 5 7 160 GGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATT GGCTATCTGTCGCCTTTGCT TCACAAACACAATCGCAACAT 34 7 42 20 201 21 60,463 57,293 39,100 27,100 4,169,560 D 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 5 7 164 GAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATGAGTGGCTATCTGTCGCCTT TCACAAACACAATCGCAACAT 38 7 38 20 201 21 59,538 57,293 43,500 27,100 4,168,763 D 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 6 7 170 GCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAGCTTGGGAGTGGCTATCTGT TCACAAACACAATCGCAACAT 44 7 32 20 201 21 59,456 57,293 34,100 27,100 4,250,551 D 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 12 31 183 GGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATT GGCTATCTGTCGCCTTTGCT TTCACTCACACACGCACACA 34 31 42 20 224 20 60,463 60,390 39,100 37,200 0.853231 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 12 31 187 GAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATGAGTGGCTATCTGTCGCCTT TTCACTCACACACGCACACA 38 31 38 20 224 20 59,538 60,390 43,500 37,200 0.852433 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 12 31 191 TTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAATTGGGAGTGGCTATCTGTCG TTCACTCACACACGCACACA 42 31 34 20 224 20 59,176 60,390 43,500 37,200 1,214,581 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 12 31 193 GCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAGCTTGGGAGTGGCTATCTGT TTCACTCACACACGCACACA 44 31 32 20 224 20 59,456 60,390 34,100 37,200 0.934221 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 12 31 194 AGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCT AGCTTGGGAGTGGCTATCTG TTCACTCACACACGCACACA 45 31 31 20 224 20 59,164 60,390 29,000 37,200 1,226,412 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2124:15777:60395 1 96 78 26 2 AC TGTGTGTGTGTCTGCGCGCGTGGGTTTGTGTGTGTGNA 0 0 14 19 175 GAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATGAGTGGCTATCTGTCGCCTT CGCACACACACTCACAAACA 38 19 38 20 212 20 59,538 59,554 43,500 28,300 0.907790 G 234 GAAAGTCTGCTTTTGGCTTGTATACtttttAGCTTGGGAGTGGCTATCTGTCGCCTTTGCTCTTCTTAAAATATCATTATTTCCATCTCTGTGTAtgtgtgtgtgTCTgcgcgcGTGGGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGTATGTTGCGATTGTGTTTGTGAgtgtgtgtGCgtgtgtGAGTGAATATGTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 6 169 CCAGGAAAGCAGACAACCctctctctAtctctctcTGTTA CCAGGAAAGCAGACAACCCT GGGCAGAGGTGGGTATTGAG 71 6 66 20 234 20 59,889 59,819 43,400 30,200 0.292604 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 6 176 TCACAAGCCAGGAAAGCAGACAACCctctctctAtctct TCACAAGCCAGGAAAGCAGA GGGCAGAGGTGGGTATTGAG 78 6 59 20 234 20 59,526 59,819 42,600 30,200 0.655105 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 6 204 GTGCCTCTGATCAGAAACCGAACATTAATCACAAGCGTGCCTCTGATCAGAAACCGA GGGCAGAGGTGGGTATTGAG 105 6 31 21 234 20 60,067 59,819 46,900 30,200 1,248,208 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 6 205 AGTGCCTCTGATCAGAAACCGAACATTAATCACAAGAGTGCCTCTGATCAGAAACCG GGGCAGAGGTGGGTATTGAG 106 6 30 21 234 20 60,067 59,819 44,400 30,200 1,247,923 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 6 203 TGCCTCTGATCAGAAACCGAACATTAATCACAAGCCTGCCTCTGATCAGAAACCGA GGGCAGAGGTGGGTATTGAG 105 6 32 20 234 20 58,734 59,819 46,900 30,200 1,447,528 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 6 174 ACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcACAAGCCAGGAAAGCAGACA GGGCAGAGGTGGGTATTGAG 76 6 61 20 234 20 59,817 59,819 34,100 30,200 0.364842 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 3 102 tcGTtctctcCctctctctCGTCCctctctctctctctctctctctctcTCGTTCTCTCCCTCTCTCTCG GGGCAGAGGTGGGTATTGAG 3 6 133 21 234 20 60,135 59,819 40,400 30,200 1,315,990 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 99 TtctctcCctctctctCGTCCctctctctctctctctctctctctctct TTCTCTCCCTCTCTCTCGTCC GGGCAGAGGTGGGTATTGAG 0 6 136 21 234 20 59,789 59,819 47,900 30,200 1,392,317 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:30442:38965 1 157 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 0 98 tctctcCctctctctCGTCCctctctctctctctctctctctctctctc TCTCTCCCTCTCTCTCGTCC GGGCAGAGGTGGGTATTGAG 0 6 137 20 234 20 59,165 59,819 47,900 30,200 1,015,962 F 242 CATCTCTTTCAGTTTACCTTCTGGAAAGAAGTGCCTCTGATCAGAAACCGAACATTAATCACAAGCCAGGAAAGCAGACAACCctctctctAtctctctcTGTTACTGTCTGTCTTTCTGtttttGtctctctcGTtctctcCctctctctCGTCCctctctctctctctctctctctctctctctctctctctctctctctctctctCACCCTCTCAATACCCACCTCTGCCCCTTTCCCC

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 33 213 AGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGTTTATTCACATTCAAACCTGGG CTGGAAATCCCATGAACTAATATTCA 33 78 7 24 219 26 57,655 57,304 44,500 25,700 15,041,139 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 16 190 gggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcaGGGCTGAGTGGTGGAGGG CTGGAAATCCCATGAACTAATATTCA 16 78 30 18 219 26 61,722 57,304 43,000 25,700 12,417,750 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 6 141 TGGTGGAGGGAGTGTTCGTAACATCTcacacacacac TGGTGGAGGGAGTGTTCGTA TGTTGTTGCTGTCCATAGTTGT 6 41 38 20 178 22 60,179 58,449 34,300 33,200 3,729,775 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 3 138 TGGAGGGAGTGTTCGTAACATCTcacacacacacacac TGGAGGGAGTGTTCGTAACA TGTTGTTGCTGTCCATAGTTGT 3 41 41 20 178 22 58,293 58,449 24,100 33,200 5,257,926 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 139 GTGGAGGGAGTGTTCGTAACATCTcacacacacacacaGTGGAGGGAGTGTTCGTAACAT TGTTGTTGCTGTCCATAGTTGT 2 41 40 22 178 22 60,028 58,449 27,100 33,200 5,579,205 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 33 205 AGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGTTTATTCACATTCAAACCTGGG CCCATGAACTAATATTCATTTCTGTGG 33 69 7 24 211 27 57,655 58,645 44,500 41,700 14,700,265 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 3 139 GTGGAGGGAGTGTTCGTAACATCTcacacacacacacaGTGGAGGGAGTGTTCGTAACA TGTTGTTGCTGTCCATAGTTGT 3 41 40 21 178 22 59,658 58,449 24,100 33,200 4,892,993 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 10 145 TGAGTGGTGGAGGGAGTGTTCGTAACATCTcacaca TGAGTGGTGGAGGGAGTGTT TGTTGTTGCTGTCCATAGTTGT 10 41 34 20 178 22 60,400 58,449 33,200 33,200 3,950,769 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2202:9536:2645 1 64 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 9 144 GAGTGGTGGAGGGAGTGTTCGTAACATCTcacacac GAGTGGTGGAGGGAGTGTTC TGTTGTTGCTGTCCATAGTTGT 9 41 35 20 178 22 59,678 58,449 31,800 33,200 3,872,816 F 219 AAGGTTAGTTTATTCACATTCAAACCTgggggCTGAGTGGTGGAGGGAGTGTTCGTAACATCTcacacacacacacacacacacacacacacacacacacacacacacacacacaTATACAGTggggggCAgggggTGTAGAAAAGAGGAAGATTTACAACTATGGACAGcaacaacaaAAGAACCACAGAAATGAATATTAGTTCATGGGATTTCCAG

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 7 8 175 AGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGA AGAAGCTGATGCAGGCACTT GTGGCATTGTATCTGTGTGCT 74 8 60 20 234 21 59,962 58,913 31,600 44,000 2,124,747 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 8 203 GAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCT GAGGCAAACCAGCAGCTTTC GTGGCATTGTATCTGTGTGCT 102 8 32 20 234 21 60,039 58,913 26,200 44,000 2,125,670 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 9 139 CAACTCTGTCCTCAGCTGGTAAATacacacacATGCA CAACTCTGTCCTCAGCTGGT TGTGGCATTGTATCTGTGTGC 37 9 97 20 235 21 59,316 59,188 40,000 45,700 2,495,938 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 9 176 AGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGA AGAAGCTGATGCAGGCACTT TGTGGCATTGTATCTGTGTGC 74 9 60 20 235 21 59,962 59,188 31,600 45,700 1,849,842 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 9 177 AAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTG AAGAAGCTGATGCAGGCACT TGTGGCATTGTATCTGTGTGC 75 9 59 20 235 21 59,962 59,188 44,000 45,700 1,849,842 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 9 201 GCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGGCAAACCAGCAGCTTTCACA TGTGGCATTGTATCTGTGTGC 99 9 35 20 235 21 59,897 59,188 35,800 45,700 1,914,809 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 9 204 GAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCT GAGGCAAACCAGCAGCTTTC TGTGGCATTGTATCTGTGTGC 102 9 32 20 235 21 60,039 59,188 26,200 45,700 1,850,766 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 9 117 ATacacacacATGCACGcacacacaCGCACGTACGcaca ATACACACACATGCACGCAC TGTGGCATTGTATCTGTGTGC 15 9 119 20 235 21 59,483 59,188 53,400 45,700 2,328,842 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2206:24190:48318 1 154 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 8 116 ATacacacacATGCACGcacacacaCGCACGTACGcaca ATACACACACATGCACGCAC GTGGCATTGTATCTGTGTGCT 15 8 119 20 234 21 59,483 58,913 53,400 44,000 2,603,746 F 250 GATATTCCATGAGAGGCCCCAGCTTCAATCAGAGGCAAACCAGCAGCTTTCACATTCAAAGAAGCTGATGCAGGCACTTAAGGGGTATCTTTGAGGCAACTCTGTCCTCAGCTGGTAAATacacacacATGCACGcacacacaCGCACGTACGcacacacacacacacacacacacacacacacacacacacacacacacacacaCGTGCACAAGcacacaGATACAATGCCACatatatatGCACCCTC

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 5 5 139 ATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACATGATGTGACAAGCGGTGCT GCTCTCTGTTCCATTATCCAAGT 39 5 27 20 165 23 60,322 58,225 44,000 31,600 5,097,155 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 4 139 ATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACATGATGTGACAAGCGGTGCT GCTCTCTGTTCCATTATCCAAGTC 39 4 27 20 165 24 60,322 59,186 44,000 30,100 5,135,616 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 8 132 CAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACT CAAGCGGTGCTCCTCAGTTT CAGCTCTCTGTTCCATTATCCA 30 8 36 20 167 22 60,886 57,587 26,600 34,100 5,299,286 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 8 142 CATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACATGATGTGACAAGCGGTGC CAGCTCTCTGTTCCATTATCCA 40 8 26 20 167 22 60,179 57,587 50,100 34,100 4,591,977 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 8 163 GCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGCTGCCGACTTTGTCCTTTG CAGCTCTCTGTTCCATTATCCA 61 8 5 20 167 22 60,040 57,587 27,700 34,100 4,452,863 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2210:6989:23020 1 86 52 26 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 5 162 GCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGCTGCCGACTTTGTCCTTTG AGCTCTCTGTTCCATTATCCAAGT 61 5 5 20 166 24 60,040 59,527 27,700 31,600 4,512,900 F 184 TCATGCTGCCGACTTTGTCCTTTGACATGATGTGACAAGCGGTGCTCCTCAGTTTTCTGTACAGTACCACTGTTATCTTTTAACCatatatatatatatatatatatatatatatatatatatatatatatatatatAGATGACTTGGATAATGGAACagagagCTGTATATCCCAATTTGCAG

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 4 10 155 ATCCCGGACCTGACTAACCACTcccccccAACCCGAC ATCCCGGACCTGACTAACCA TGAGGCCATTGAAGAGAACAAC 51 10 76 20 230 22 59,958 58,851 36,700 33,200 3,191,328 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 10 220 ACTTACCCGGATACTTGCCTAGAATTGTTACACTCG ACTTACCCGGATACTTGCCT TGAGGCCATTGAAGAGAACAAC 116 10 11 20 230 22 58,125 58,851 47,500 33,200 5,024,684 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 9 154 ATCCCGGACCTGACTAACCACTcccccccAACCCGAC ATCCCGGACCTGACTAACCA GAGGCCATTGAAGAGAACAACA 51 9 76 20 229 22 59,958 58,851 36,700 33,300 3,191,328 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 9 219 ACTTACCCGGATACTTGCCTAGAATTGTTACACTCG ACTTACCCGGATACTTGCCT GAGGCCATTGAAGAGAACAACA 116 9 11 20 229 22 58,125 58,851 47,500 33,300 5,024,684 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 7 152 ATCCCGGACCTGACTAACCACTcccccccAACCCGAC ATCCCGGACCTGACTAACCA GGCCATTGAAGAGAACAACAGA 51 7 76 20 227 22 59,958 58,851 36,700 34,100 3,191,328 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 7 217 ACTTACCCGGATACTTGCCTAGAATTGTTACACTCG ACTTACCCGGATACTTGCCT GGCCATTGAAGAGAACAACAGA 116 7 11 20 227 22 58,125 58,851 47,500 34,100 5,024,684 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 26 241 TGTACTTACCCGGATACTTGCCTAGAATTGTTACAC TGTACTTACCCGGATACTTGCC ACAGTAGATTGAAGACATTGAGGC 117 26 8 22 248 24 59,568 58,818 45,200 47,000 7,613,530 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 25 240 TGTACTTACCCGGATACTTGCCTAGAATTGTTACAC TGTACTTACCCGGATACTTGCC CAGTAGATTGAAGACATTGAGGCC 117 25 8 22 247 24 59,568 59,426 45,200 51,900 7,005,796 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 24 241 ACTGTACTTACCCGGATACTTGCCTAGAATTGTTAC ACTGTACTTACCCGGATACTTGC AGTAGATTGAAGACATTGAGGCCA 118 24 6 23 246 24 59,868 59,774 40,100 53,600 7,357,697 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 101 CTCACTcacacacaCCCACActctctctctctctctctctctctctCTCACTCACACACACCCACA GGCCATTGAAGAGAACAACAGA 0 7 127 20 227 22 59,822 58,851 41,700 34,100 3,327,032 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 103 CTCACTcacacacaCCCACActctctctctctctctctctctctctCTCACTCACACACACCCACA GAGGCCATTGAAGAGAACAACA 0 9 127 20 229 22 59,822 58,851 41,700 33,300 3,327,032 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2211:9841:63050 1 147 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 104 CTCACTcacacacaCCCACActctctctctctctctctctctctctCTCACTCACACACACCCACA TGAGGCCATTGAAGAGAACAAC 0 10 127 20 230 22 59,822 58,851 41,700 33,200 3,327,032 F 249 GATACACTGTACTTACCCGGATACTTGCCTAGAATTGTTACACTCGTCTAAACGCCAcccccTcccccAACCCACATCCCGGACCTGACTAACCACTcccccccAACCCGACcactcactcactCTCTCACTcacacacaCCCACActctctctctctctctctctctctctctctctctctctctctctctctctctCAAGTTATCTGTTGTTCTCTTCAATGGCCTCAATGTCTTCAATCTACTGTT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 0 141 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT TCCTTATTCCAAAGAGACACGGA 0 46 52 20 192 23 60,179 59,164 29,700 46,900 4,015,051 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 179 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT ACTTCATCCCGCCAAACCC 0 88 52 20 230 19 60,179 60,304 29,700 41,100 1,483,207 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 180 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT TACTTCATCCCGCCAAACCC 0 88 52 20 231 20 60,179 60,035 29,700 41,100 0.213936 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 203 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT GTGTCGAGTGCAACCTGAGT 0 111 52 20 254 20 60,179 60,249 29,700 34,100 0.428562 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 204 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT AGTGTCGAGTGCAACCTGAG 0 112 52 20 255 20 60,179 59,967 29,700 33,500 0.211750 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 0 205 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT CAGTGTCGAGTGCAACCTGA 0 113 52 20 256 20 60,179 60,249 29,700 38,600 0.428520 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 1 180 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTA TACTTCATCCCGCCAAACCC 1 88 52 19 231 20 59,782 60,035 34,900 41,100 1,252,911 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 109 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT TCTCCTAATGTGGAAAGGGCA 0 16 52 20 160 21 60,179 58,725 29,700 53,600 2,453,615 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 141 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT TCCTTATTCCAAAGAGACACGGAG 0 45 52 20 192 24 60,179 60,082 29,700 46,300 4,260,714 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 110 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT CTCTCCTAATGTGGAAAGGGCA 0 16 52 20 161 22 60,179 59,760 29,700 53,600 2,418,727 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 140 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT CCTTATTCCAAAGAGACACGGAGA 0 44 52 20 191 24 60,179 60,082 29,700 37,100 4,260,714 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 111 CGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgCGTAAGCCTGCCTGTGCTAT CCTCTCCTAATGTGGAAAGGGC 0 17 52 20 162 22 60,179 60,422 29,700 51,900 2,601,166 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 41 248 TGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTC TGCTTGTGTCTGTAGGTTTCAGT AGTGTCGAGTGCAACCTGAG 41 112 8 23 255 20 60,118 59,967 34,100 33,500 3,151,086 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 43 250 TCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTTCTGCTTGTGTCTGTAGGTTTCA AGTGTCGAGTGCAACCTGAG 43 112 6 23 255 20 59,866 59,967 26,900 33,500 3,166,579 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 47 254 TGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATTGTTTCTGCTTGTGTCTGTAGGT AGTGTCGAGTGCAACCTGAG 47 112 2 23 255 20 60,118 59,967 30,800 33,500 3,151,086 F 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 46 191 TGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATTGTTTCTGCTTGTGTCTGTAGGT TCCTTATTCCAAAGAGACACGGA 47 46 2 23 192 23 60,118 59,164 30,800 46,900 6,954,386 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 46 192 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGC GTGTTTCTGCTTGTGTCTGTAGG TCCTTATTCCAAAGAGACACGGA 48 46 1 23 192 23 59,751 59,164 31,800 46,900 7,084,580 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:19441:52818 1 72 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 44 190 TGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATTGTTTCTGCTTGTGTCTGTAGGT CCTTATTCCAAAGAGACACGGAGA 47 44 2 23 191 24 60,118 60,082 30,800 37,100 7,200,050 A 270 GTGTTTCTGCTTGTGTCTGTAGGTTTCAGTATGTGCATGTTTCGGTGTTTGCGTAAGCCTGCCTGTGCTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTGTATGTATGTTTGCCCTTTCCACATTAGGAGAGGTGTTTTCTCCGTGTCTCTTTGGAATAAGGATCAGGTTTTATGTCGCTgggggTTTGGCGGGATGAAGTATGAACTCAGGTTGCACTCGACACTGCTTGGCTCCGCGAT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 8 4 140 CTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctc CTGTCGCTTCTCAATACAGCAG GACCCATACAGATAGAGGGACC 10 4 38 22 177 22 59,398 58,833 42,400 44,600 5,768,891 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 4 140 CTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctc CTGTCGCTTCTCAATACAGCA GACCCATACAGATAGAGGGACC 11 4 38 21 177 22 58,390 58,833 44,100 44,600 5,777,113 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 133 TGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctc TGTCGCTTCTCAATACAGCAG TACAGATAGAGGGACCCGCA 10 0 39 21 171 20 58,390 59,446 42,400 56,900 3,164,738 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 133 TGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctc TGTCGCTTCTCAATACAGCAGT TACAGATAGAGGGACCCGCA 9 0 39 22 171 20 60,029 59,446 44,000 56,900 2,583,325 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 134 CTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctc CTGTCGCTTCTCAATACAGCAG TACAGATAGAGGGACCCGCA 10 0 38 22 171 20 59,398 59,446 42,400 56,900 3,156,516 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 139 agcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTG AGCAGCTGTCGCTTCTCAATA TACAGATAGAGGGACCCGCA 16 0 33 21 171 20 59,794 59,446 19,000 56,900 1,759,960 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 139 agcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTG AGCAGCTGTCGCTTCTCAAT TACAGATAGAGGGACCCGCA 17 0 33 20 171 20 60,037 59,446 25,700 56,900 0.590882 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 140 cagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGCAGCAGCTGTCGCTTCTCAA TACAGATAGAGGGACCCGCA 18 0 32 20 171 20 60,948 59,446 30,200 56,900 1,501,966 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 4 140 TGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctc TGTCGCTTCTCAATACAGCAGT AGACCCATACAGATAGAGGGACC 9 4 39 22 178 23 60,029 60,181 44,000 44,600 5,210,436 D 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 0 138 agcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTG AGCAGCTGTCGCTTCTCAAT ACAGATAGAGGGACCCGCA 17 0 33 20 170 19 60,037 59,690 25,700 56,900 1,346,607 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 0 140 agcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTG AGCAGCTGTCGCTTCTCAAT ATACAGATAGAGGGACCCGCA 17 0 33 20 172 21 60,037 59,853 25,700 56,900 1,183,767 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2212:27296:27187 1 70 82 26 2 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 17 158 agcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTG AGCAGCTGTCGCTTCTCAAT AGGGAGAGACAGAGACCCAT 17 19 33 20 190 20 60,037 58,985 25,700 40,000 1,051,381 G 190 ATACaaaaaCAATTCACCACGCTTGTCAcagcagcagCTGTCGCTTCTCAATACAGCAGTAATCCTTTGtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTGTCTCtgtgtgtctctctctctctctcTGCGGGTCCCTCTATCTGTATGGGTCTCTGtctctcCCT

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 27 201 TCATTACATACTGGCGTGTCCTGcaacaacaaAAATAt TCATTACATACTGGCGTGTCCT TGGGAAGTAAGACCAGAGAAGG 27 71 3 22 203 22 59,236 58,826 38,500 34,600 5,937,975 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 26 197 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG GGGAAGTAAGACCAGAGAAGGT 26 70 6 20 202 22 57,334 58,825 38,600 35,000 5,840,428 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 26 198 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG TGGGAAGTAAGACCAGAGAAGG 26 71 6 20 203 22 57,334 58,826 38,600 34,600 5,839,613 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 25 196 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC GGGAAGTAAGACCAGAGAAGGT 25 70 7 20 202 22 59,825 58,825 48,500 35,000 3,349,624 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 25 197 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC TGGGAAGTAAGACCAGAGAAGG 25 71 7 20 203 22 59,825 58,826 48,500 34,600 3,348,810 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 25 197 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC TGGGAAGTAAGACCAGAGAAGGT 25 70 7 20 203 23 59,825 60,440 48,500 35,000 3,614,402 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 16 188 GCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatGCGTGTCCTGCAACAACAAA TGGGAAGTAAGACCAGAGAAGG 16 71 16 20 203 22 60,179 58,826 28,300 34,600 3,353,115 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 14 141 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC TTTGTTGACGTCATGAACTGAGC 25 14 7 20 147 23 59,825 59,998 48,500 42,600 3,177,091 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 14 140 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC TTGTTGACGTCATGAACTGAGC 25 14 7 20 146 22 59,825 59,456 48,500 42,600 2,718,693 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 13 138 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG TTGACGTCATGAACTGAGCA 26 13 6 20 143 20 57,334 57,475 38,600 42,600 5,190,217 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 12 139 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG GTTGACGTCATGAACTGAGCAT 26 12 6 20 144 22 57,334 59,261 38,600 37,900 5,404,495 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 14 139 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC TGTTGACGTCATGAACTGAGC 25 14 7 20 145 21 59,825 58,865 48,500 42,600 2,309,984 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 14 140 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG TGTTGACGTCATGAACTGAGC 26 14 6 20 145 21 57,334 58,865 38,600 42,600 4,800,787 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 14 143 TCATTACATACTGGCGTGTCCTGcaacaacaaAAATAt TCATTACATACTGGCGTGTCCT TGTTGACGTCATGAACTGAGC 27 14 3 22 145 21 59,236 58,865 38,500 42,600 4,899,149 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 129 GCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatGCGTGTCCTGCAACAACAAA GTTGACGTCATGAACTGAGCA 16 13 16 20 144 21 60,179 58,865 28,300 42,600 2,314,289 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 138 TACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtg TACATACTGGCGTGTCCTGC GTTGACGTCATGAACTGAGCA 25 13 7 20 144 21 59,825 58,865 48,500 42,600 2,309,984 F 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 139 TTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgt TTACATACTGGCGTGTCCTG GTTGACGTCATGAACTGAGCA 26 13 6 20 144 21 57,334 58,865 38,600 42,600 4,800,787 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:13819:39106 1 52 59 26 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 13 142 TCATTACATACTGGCGTGTCCTGcaacaacaaAAATAt TCATTACATACTGGCGTGTCCT GTTGACGTCATGAACTGAGCA 27 13 3 22 144 21 59,236 58,865 38,500 42,600 4,899,149 B 238 CATCATTACATACTGGCGTGTCCTGcaacaacaaAAATAtgtgtgtgTATGtatatatatatatatatatatatatatatatatatatatatatatatatataCatatatGTAATAAGAATAATGCTCAGTTCATGACGTCAACAAACAATATTTATCTAATTTTGGCAATAAAAGCATAACCTTCTCTGGTCTTACTTCCCAGATCAGTaaaaaTTAACAAATCATTATGCAACAGA

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 12 0 139 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC TCTCACTATCACGCTGTCTATCT 0 18 1 24 139 23 57,057 58,291 23,900 19,800 11,651,781 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 139 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC TCTCACTATCACGCTGTCTATCTC 0 17 1 24 139 24 57,057 59,247 23,900 27,500 11,695,135 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 140 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC CTCTCACTATCACGCTGTCTATC 0 19 1 24 140 23 57,057 57,970 23,900 20,800 11,972,182 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 0 140 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC CTCTCACTATCACGCTGTCTATCT 0 18 1 24 140 24 57,057 59,245 23,900 19,800 11,697,150 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 0 129 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC ACGCTGTCTATCTCTTTGTCTCT 0 8 1 24 129 23 57,057 58,986 23,900 31,000 10,956,259 F 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 0 131 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC TCACGCTGTCTATCTCTTTGTCT 0 10 1 24 131 23 57,057 59,241 23,900 34,100 10,701,617 F 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 0 137 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC TCACTATCACGCTGTCTATCTCT 0 16 1 24 137 23 57,057 58,291 23,900 31,000 11,651,781 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 0 140 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC CTCTCACTATCACGCTGTCTATCTC 0 17 1 24 140 25 57,057 60,107 23,900 27,500 12,049,635 B 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

ST‐E00142:460:H2K7HCCXY:6:2213:2889:28611 1 25 74 26 1.5 AG AGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 15 0 119 AGAGACAGAGACAGAGAATCATACagagagagCgag AGAGACAGAGACAGAGAATCATAC TCTCTTTGTCTCTCTCCCTGT 0 0 1 24 119 21 57,057 57,466 23,900 40,000 10,476,889 F 140 AGAGACAGAGACAGAGAATCATACagagagagCgagagagagagagagagagagagagagagagagagagagagagagagagagaCagagagagagagACAGGgagagagaCAAAGAGATAGACAGCGTGATAGTGAGAG

Ctaur26 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 28 241 AGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCAGCCCATGGTTTGGTTGTGT ACAGATACAGCTCTCCCAGA 121 28 24 20 264 20 60,398 57,163 37,200 38,600 3,235,017 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 28 242 CAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCAGCCCATGGTTTGGTTGTG ACAGATACAGCTCTCCCAGA 122 28 23 20 264 20 59,966 57,163 33,300 38,600 2,870,417 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 28 243 CAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCAGCCCATGGTTTGGTTGTG AACAGATACAGCTCTCCCAGA 122 28 23 20 265 21 59,966 57,893 33,300 38,600 3,141,183 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 19 157 ATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATAC ATGAGGCCTGTCCGTCTTTG CAGCTCTCCCAGATTCTGAGAC 44 19 101 20 257 22 60,036 59,899 27,700 33,600 2,137,259 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 19 190 GTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGGTCTGTCCCTGTCCAACCAG CAGCTCTCCCAGATTCTGAGAC 77 19 68 20 257 22 59,965 59,899 40,000 33,600 2,136,706 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 19 235 CAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCAGCCCATGGTTTGGTTGTG CAGCTCTCCCAGATTCTGAGAC 122 19 23 20 257 22 59,966 59,899 33,300 33,600 2,135,030 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 19 246 CACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATT CACAGTCTCTCCAGCCCATG CAGCTCTCCCAGATTCTGAGAC 133 19 12 20 257 22 60,108 59,899 36,600 33,600 2,209,049 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 8 123 ACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctct ACATCTGGTGCCTGTATGTCTC CAGCTCTCCCAGATTCTGAGAC 8 19 135 22 257 22 59,831 59,899 33,600 33,600 4,270,601 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 18 244 CACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATT CACAGTCTCTCCAGCCCATG GCTCTCCCAGATTCTGAGACA 133 18 12 20 255 21 60,108 58,893 36,600 34,100 2,214,366 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 8 121 ACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctct ACATCTGGTGCCTGTATGTCTC GCTCTCCCAGATTCTGAGACA 8 18 135 22 255 21 59,831 58,893 33,600 34,100 4,275,918 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 17 155 ATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATAC ATGAGGCCTGTCCGTCTTTG GCTCTCCCAGATTCTGAGACAG 44 17 101 20 255 22 60,036 59,899 27,700 35,100 2,137,259 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 17 188 GTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGGTCTGTCCCTGTCCAACCAG GCTCTCCCAGATTCTGAGACAG 77 17 68 20 255 22 59,965 59,899 40,000 35,100 2,136,706 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 17 233 CAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCAGCCCATGGTTTGGTTGTG GCTCTCCCAGATTCTGAGACAG 122 17 23 20 255 22 59,966 59,899 33,300 35,100 2,135,030 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 17 244 CACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATT CACAGTCTCTCCAGCCCATG GCTCTCCCAGATTCTGAGACAG 133 17 12 20 255 22 60,108 59,899 36,600 35,100 2,209,049 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 8 121 ACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctct ACATCTGGTGCCTGTATGTCTC GCTCTCCCAGATTCTGAGACAG 8 17 135 22 255 22 59,831 59,899 33,600 35,100 4,270,601 B 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 5 135 TGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCTGTCCGTCTTTGCTTGTCCT TCTGAGACAGACAGACACACAG 36 5 109 20 243 22 59,532 59,379 38,500 36,600 3,088,811 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 4 134 TGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCTGTCCGTCTTTGCTTGTCCT CTGAGACAGACAGACACACAGA 36 4 109 20 242 22 59,532 59,379 38,500 34,100 3,088,811 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:15889:54014 1 165 52 26 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 4 133 TGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCTGTCCGTCTTTGCTTGTCCT TGAGACAGACAGACACACAGA 36 4 109 20 241 21 59,532 58,345 38,500 34,100 3,123,089 F 270 GTACTTCTGGCCACAGtctctcCAGCCCATGGTTTGGTTGTGTTTTATTCTGTCTCTGCCCctctctGTCTGTCCCTGTCCAACCAGAACTTAACTGAAAATGAGGCCTGTCCGTCTTTGCTTGTCCTGATAATACATCTGGTGCCTGTATGTCTCTATGTCTGtctctctctctctctctctctctctctctctctctctctctctctctctctcTGTATCtgtgtgTCTGTCTGTCTCAGAATCTGGGAGAGCTGTATCTGTTAGTCT

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 40 223 TTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTATTTGAAGCCAGCGTGCTGAT GGATGTCTAGGCAGGGTAGC 40 91 3 20 225 20 60,891 59,318 29,000 35,800 1,572,834 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 40 195 TTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTATTTGAAGCCAGCGTGCTGAT ATTGTCACTGGTGTGGGTGC 40 63 3 20 197 20 60,891 60,823 29,000 50,100 1,713,898 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 28 160 TTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTATTTGAAGCCAGCGTGCTGAT GCAAACCCAGCAACAACTGT 40 28 3 20 162 20 60,891 59,824 29,000 35,500 1,066,073 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 27 147 TGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGCTGATGCAGAGCCTGTAT GCAAACCCAGCAACAACTGT 27 28 16 20 162 20 59,165 59,824 22,900 35,500 1,010,807 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 27 168 TGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGCTGATGCAGAGCCTGTAT GGGTGCAGTGCAGTTTCTTC 27 49 16 20 183 20 59,165 59,688 22,900 28,700 1,147,378 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2216:26839:45980 1 63 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 27 210 TGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGCTGATGCAGAGCCTGTAT GGATGTCTAGGCAGGGTAGC 27 91 16 20 225 20 59,165 59,318 22,900 35,800 1,517,568 F 227 GTTTTGAAGCCAGCGTGCTGATGCAGAGCCTGTATTTACtttttAGGAGTTTGTGttttttGctctctctctctctctctctctctctctctctctctctctctctctctctctTTAAGTTTGAAGTTTATTTTGCCCCTCAACAGTTGTTGCTGGGTTTGCTGAAGAAACTGCACTGCACCCACACCAGTGACAATAATAAAATGCTACCCTGCCTAGACATCCAG

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 9 131 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT GAGGAGCCTTTGGGAGTGTG 9 26 5 24 135 20 59,712 60,322 33,600 38,200 4,610,114 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 9 198 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT GGGTCTCGACAAATGCATCA 9 93 5 24 202 20 59,712 58,262 33,600 30,700 6,025,943 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 8 196 TGATGGAGTTTCACAGATTCCTGTAAATCTTcacaca TGATGGAGTTTCACAGATTCCTG GGGTCTCGACAAATGCATCA 8 93 7 23 202 20 58,417 58,262 38,600 30,700 6,320,707 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 10 199 CACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacCACTGATGGAGTTTCACAGATTCC GGGTCTCGACAAATGCATCA 10 93 4 24 202 20 59,606 58,262 30,100 30,700 6,132,138 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 9 171 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT CAAGGTATCCTCAGGTGTGGA 9 65 5 24 175 21 59,712 58,812 33,600 40,200 6,476,063 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 9 172 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT TCAAGGTATCCTCAGGTGTGGA 9 65 5 24 176 22 59,712 60,226 33,600 40,200 6,513,627 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 9 172 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT TCAAGGTATCCTCAGGTGTGG 9 66 5 24 176 21 59,712 58,812 33,600 41,700 6,476,063 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 10 129 CACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacCACTGATGGAGTTTCACAGATTCC GAGCCTTTGGGAGTGTGTCA 10 23 4 24 132 20 59,606 59,891 30,100 35,800 4,502,884 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:24525:72772 1 38 52 26 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 9 128 ACTGATGGAGTTTCACAGATTCCTGTAAATCTTcaca ACTGATGGAGTTTCACAGATTCCT GAGCCTTTGGGAGTGTGTCA 9 23 5 24 132 20 59,712 59,891 33,600 35,800 4,396,690 F 202 ATACACTGATGGAGTTTCACAGATTCCTGTAAATCTTcacacacacacacacacacacacacacacacacacacacacacacacacacaAACATGGGACCTTGCGaaaaaaTTGacacacTCCCAAAGGCTCCTCaaaaaTGTAGACATGTAGATCCACACCTGAGGATACCTTGAAAACATTGATGCATTTGTCGAGACCC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 6 0 93 tctctcTATCGGATGGCTCGctctctctctctctctctctctctc TCTCTCTATCGGATGGCTCG ATACATGGCAGAGAGACACTG 0 0 60 20 152 21 58,185 57,184 50,300 36,600 5,630,649 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 0 94 tctctcTATCGGATGGCTCGctctctctctctctctctctctctc TCTCTCTATCGGATGGCTCG AATACATGGCAGAGAGACACTG 0 0 60 20 153 22 58,185 57,866 50,300 36,600 5,949,172 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 0 97 TCGAtctctcTATCGGATGGCTCGctctctctctctctctctc TCGATCTCTCTATCGGATGGCT ATACATGGCAGAGAGACACTG 2 0 56 22 152 21 60,027 57,184 47,500 36,600 5,842,584 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 35 190 ATTCACTGTTCTCATTCCAGctctctctATTTCACTCGA ATTCACTGTTCTCATTCCAGCTCT AGTGACAGAGAAACAGAGTGGG 35 57 21 24 210 22 60,020 59,633 40,900 46,100 6,386,417 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 2 154 TCGAtctctcTATCGGATGGCTCGctctctctctctctctctc TCGATCTCTCTATCGGATGGCT GTGACAGAGAAACAGAGTGGGA 2 56 56 22 209 22 60,027 59,634 47,500 43,700 4,392,346 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 0 150 tctctcTATCGGATGGCTCGctctctctctctctctctctctctc TCTCTCTATCGGATGGCTCG GTGACAGAGAAACAGAGTGGGA 0 56 60 20 209 22 58,185 59,634 50,300 43,700 4,180,410 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 0 151 tctctcTATCGGATGGCTCGctctctctctctctctctctctctc TCTCTCTATCGGATGGCTCG AGTGACAGAGAAACAGAGTGGG 0 57 60 20 210 22 58,185 59,633 50,300 46,100 4,181,709 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 35 190 TCACTGTTCTCATTCCAGctctctctATTTCACTCGAtct TCACTGTTCTCATTCCAGCTCT AGAGTGACAGAGAAACAGAGTGG 35 58 23 22 212 23 59,098 59,679 40,900 40,000 6,223,027 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2217:30573:7831 1 80 52 26 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 11 34 190 TCACTGTTCTCATTCCAGctctctctATTTCACTCGAtct TCACTGTTCTCATTCCAGCTCTC AGAGTGACAGAGAAACAGAGTGG 34 58 23 23 212 23 60,056 59,679 32,000 40,000 6,376,791 F 229 CATCATCCCTCTGATTATGAATTCACTGTTCTCATTCCAGctctctctATTTCACTCGAtctctcTATCGGATGGCTCGctctctctctctctctctctctctctctctctctctctctctctctctctctCAGTGtctctcTGCCATGTATTTCTACCCTAGtctctcTTTCTTTCTATAtctctctcCCACTCTGTTTCTCTGTCActctctctACTTCTCTATCTC

ST‐E00142:460:H2K7HCCXY:6:2218:12997:20911 1 19 60 26 1.5 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 10 0 103 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctc GAGTGGGTACTCGTGCCA TGGCACCTGTACGCACAC 0 7 1 18 103 18 58,627 60,281 49,200 38,200 5,653,751 B 133 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCCCCGTGTGCGTACAGGTGCCAGctctctctctctctAtctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2218:12997:20911 1 19 60 26 1.5 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 104 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctc GAGTGGGTACTCGTGCCA CTGGCACCTGTACGCACA 0 8 1 18 104 18 58,627 59,970 49,200 45,700 5,403,638 B 133 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCCCCGTGTGCGTACAGGTGCCAGctctctctctctctAtctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2218:12997:20911 1 19 60 26 1.5 AG TCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 10 0 104 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctc GAGTGGGTACTCGTGCCA CTGGCACCTGTACGCACAC 0 7 1 18 104 19 58,627 61,318 49,200 38,200 5,690,836 B 133 GAGTGGGTACTCGTGCCAtctctcTAtctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCCCCGTGTGCGTACAGGTGCCAGctctctctctctctAtctctctctctctc

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 5 183 GCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTGCACAGTGCTGGATTCATGG CGCATGCTGTAGTTCTGCCA 35 5 88 20 270 20 59,545 61,021 36,600 49,200 1,475,462 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 5 245 CCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGT CCCTCAGATATAAGTCTGTCTTGGG CGCATGCTGTAGTTCTGCCA 92 5 26 25 270 20 59,988 61,021 41,200 49,200 6,032,395 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 1 179 GCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTGCACAGTGCTGGATTCATGG TGCTGTAGTTCTGCCATGGA 35 1 88 20 266 20 59,545 59,017 36,600 34,100 1,438,067 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 1 222 CTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTCTTGGGTGGTGTGTGAGTGA TGCTGTAGTTCTGCCATGGA 78 1 45 20 266 20 59,820 59,017 34,100 34,100 1,163,638 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 1 241 CCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGT CCCTCAGATATAAGTCTGTCTTGGG TGCTGTAGTTCTGCCATGGA 92 1 26 25 266 20 59,988 59,017 41,200 34,100 5,995,000 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 3 182 GCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTGCACAGTGCTGGATTCATGG GCATGCTGTAGTTCTGCCATG 35 3 88 20 269 21 59,545 59,935 36,600 36,600 1,519,702 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 3 244 CCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGT CCCTCAGATATAAGTCTGTCTTGGG GCATGCTGTAGTTCTGCCATG 92 3 26 25 269 21 59,988 59,935 41,200 36,600 6,076,635 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 1 221 TTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTT TTGGGTGGTGTGTGAGTGAG TGCTGTAGTTCTGCCATGGA 77 1 46 20 266 20 59,820 59,017 35,100 34,100 1,163,638 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:20456:25605 1 143 103 26 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 1 223 TCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTCTTGGGTGGTGTGTGAGTG TGCTGTAGTTCTGCCATGGA 79 1 44 20 266 20 59,820 59,017 35,100 34,100 1,163,638 F 270 AGAGCACATTATTTCAAGTTACTTTCCCTCAGATATAAGTCTGTCTTGGGTGgtgtgtGAGTGAGAAGCTGGACTTTCTGTTCCTATGCACAGTGCTGGATTCATGGTAAAGTGGCTTGCTTTTACCATGTAtttttGTATTtctctctctctctctctctctctctctctctctctctctctctctctctctcTAtgtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtCTCCATGGCAGAACTACAGCATGCG

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 19 176 TCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTT TCTGCCCACTCAAGCAACTG CCACCTTAGCTTGTACATCTCCA 53 19 39 20 214 23 60,536 59,802 31,600 38,600 3,733,545 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 22 201 CTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAA CTTGGAGTCGAGCCTCTAGC TCCCACCTTAGCTTGTACATCT 76 22 16 20 216 22 59,616 58,549 34,200 29,000 3,834,853 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 20 200 CTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAA CTTGGAGTCGAGCCTCTAGC CCCACCTTAGCTTGTACATCTCC 76 20 16 20 215 23 59,616 60,432 34,200 37,100 3,816,275 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 19 177 ATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTATCTGCCCACTCAAGCAACT CCACCTTAGCTTGTACATCTCCA 54 19 38 20 214 23 59,597 59,802 31,600 38,600 3,601,037 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 19 199 CTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAA CTTGGAGTCGAGCCTCTAGC CCACCTTAGCTTGTACATCTCCA 76 19 16 20 214 23 59,616 59,802 34,200 38,600 3,581,715 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 10 145 TGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgt TGCATATTACTGTGGGATGCTGT ACTTGTATCCCACCTTAGCTTGT 10 28 79 23 223 23 60,118 59,412 44,000 31,600 6,705,431 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 5 140 TACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtg TACTGTGGGATGCTGTGAAGC TTACTTGTATCCCACCTTAGCTTGT 5 28 86 21 225 25 60,339 59,750 38,600 31,600 6,588,907 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 19 174 TGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTT TGCCCACTCAAGCAACTGTA CCACCTTAGCTTGTACATCTCCA 51 19 41 20 214 23 59,528 59,802 27,400 38,600 3,669,809 F 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 128 ACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgt ACTGTGGGATGCTGTGAAGC CCACCTTAGCTTGTACATCTCCA 5 19 87 20 214 23 60,607 59,802 38,600 38,600 3,805,255 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 129 ACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgt ACTGTGGGATGCTGTGAAGC CCCACCTTAGCTTGTACATCTCC 5 20 87 20 215 23 60,607 60,432 38,600 37,100 4,039,815 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 130 ACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgt ACTGTGGGATGCTGTGAAGC TCCCACCTTAGCTTGTACATCT 5 22 87 20 216 22 60,607 58,549 38,600 29,000 4,058,393 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2218:29589:51975 1 112 61 26 1.5 AC TGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 5 140 ACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgt ACTGTGGGATGCTGTGAAGC TTTACTTGTATCCCACCTTAGCTTG 5 29 87 20 226 25 60,607 58,822 38,600 40,100 6,785,099 B 232 AGCCACATTGACATTCTTGGAGTCGAGCCTCTAGCTTATCTGCCCACTCAAGCAACTGTAAAGaaaaaTATCCTTTTCTGCATATTACTGTGGGATGCTGTGAAGCAGGCCtgtgtgtgCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAAAGCAGGCATTTTGAAGTGGAGATGTACAAGCTAAGGTGGGATACAAGTAAATACAAT

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 1 1 2 23 176 GGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAA GGGTCGCATGTTTCGTGATT AAGCTGGAACCACTCTGCA 38 23 92 20 267 19 59,198 59,161 25,700 44,100 2,641,686 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 2 23 177 GGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAA GGGTCGCATGTTTCGTGATT GAAGCTGGAACCACTCTGCA 38 23 92 20 268 20 59,198 60,250 25,700 44,100 1,052,961 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 2 23 177 GGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAA GGGTCGCATGTTTCGTGATTT GAAGCTGGAACCACTCTGCA 37 23 92 21 268 20 59,801 60,250 21,700 44,100 1,449,564 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 3 23 233 TCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGTCGGTTGTGTTAAGGACGAA GAAGCTGGAACCACTCTGCA 94 23 36 20 268 20 57,113 60,250 38,500 44,100 3,137,329 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 4 23 233 TCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGTCGGTTGTGTTAAGGACGAAG GAAGCTGGAACCACTCTGCA 93 23 36 21 268 20 58,254 60,250 37,900 44,100 2,996,736 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 76 26 2 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 4 23 234 ATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTATCGGTTGTGTTAAGGACGAAG GAAGCTGGAACCACTCTGCA 93 23 35 22 268 20 58,677 60,250 37,900 44,100 3,573,710 D 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 99 26 3 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 1 3 0 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAAT TGAGGCACACAGTGAGCAC GAAGCTGGAACCACTCTGCA 130 0 1 19 268 20 60,228 60,250 44,000 44,100 1,478,112 G 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 99 26 3 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 4 0 263 cacacaGTGAGCACGACAGATAATTTTAAATCGGTTGCACACAGTGAGCACGACAGA GAAGCTGGAACCACTCTGCA 124 0 6 20 268 20 60,249 60,250 34,100 44,100 0.499498 G 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

ST‐E00142:460:H2K7HCCXY:6:2223:17716:12420 1 150 99 26 3 AC TATATATATATATAGAGAGATATATGTGTGTGTGTGNA 0 0 6 0 262 acacaGTGAGCACGACAGATAATTTTAAATCGGTTG ACACAGTGAGCACGACAGAT GAAGCTGGAACCACTCTGCA 123 0 7 20 268 20 59,324 60,250 29,000 44,100 0.926651 G 268 TGAGGcacacaGTGAGCACGACAGATAATTTTAAATCGGTTGTGTTAAGGACGAAGTATAGCTTTCATTTGAAAATGACTAGTCAATAAAGGGGTCGCATGTTTCGTGATTTTGGGGAACAAGAAACACAAAATGTGTTGGTAACTATGtatatatatatatagagagaTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACatatatatatatatatatTGCAGAGTGGTTCCAGCTTC

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 1 1 2 5 180 TGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgTGCCTTGGACTATAACGCCC TTGGTATGGAGGTACAGCAAGT 5 81 116 20 295 22 59,821 59,090 61,300 31,600 3,089,787 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 3 84 268 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC AGTTGGTATGGAGGTACAGCA 91 84 30 20 297 21 60,108 58,453 39,300 44,100 2,654,553 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 3 81 265 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC TGGTATGGAGGTACAGCAAGT 91 81 30 20 294 21 60,108 58,453 39,300 31,600 2,654,553 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 3 41 215 CTCAGGGACGGTGAATGGACACTGCGTTAACCGTT CTCAGGGACGGTGAATGGAC TGGTATGGAGGTACAGCAAGT 41 81 80 20 294 21 60,108 58,453 40,200 31,600 2,655,036 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 3 5 179 TGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgTGCCTTGGACTATAACGCCC TGGTATGGAGGTACAGCAAGT 5 81 116 20 294 21 59,821 58,453 61,300 31,600 2,726,366 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 3 5 182 TGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgTGCCTTGGACTATAACGCCC AGTTGGTATGGAGGTACAGCA 5 84 116 20 297 21 59,821 58,453 61,300 44,100 2,726,366 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 94 298 TGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGC TGCATCCAAGCGACCAGTTA AGGTCTTCTAATGTATGAGTGACAA 94 107 27 20 324 25 59,677 57,518 22,400 31,800 7,805,471 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 91 295 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC AGGTCTTCTAATGTATGAGTGACAA 91 107 30 20 324 25 60,108 57,518 39,300 31,800 7,589,824 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 87 291 AAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGT AAGCGACCAGTTAGCCCAAA AGGTCTTCTAATGTATGAGTGACAA 87 107 34 20 324 25 59,890 57,518 32,800 31,800 7,591,892 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 81 261 AAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGT AAGCGACCAGTTAGCCCAAA TGGTATGGAGGTACAGCAAGT 87 81 34 20 294 21 59,890 58,453 32,800 31,600 2,656,621 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 27 201 ATGGACACTGCGTTAACCGTTTTGCCTTGGACTATA ATGGACACTGCGTTAACCGT TGGTATGGAGGTACAGCAAGT 27 81 94 20 294 21 59,966 58,453 48,300 31,600 2,581,236 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 27 204 ATGGACACTGCGTTAACCGTTTTGCCTTGGACTATA ATGGACACTGCGTTAACCGT AGTTGGTATGGAGGTACAGCA 27 84 94 20 297 21 59,966 58,453 48,300 44,100 2,581,236 F 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 4 0 189 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC GGATGTTATGCTTCAGTTATACAGGA 91 0 30 20 218 26 60,108 58,783 39,300 38,600 7,324,854 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 1 190 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC AGGATGTTATGCTTCAGTTATACAGG 91 1 30 20 219 26 60,108 58,780 39,300 40,000 7,327,685 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 104 TGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgTGCCTTGGACTATAACGCCC AGGATGTTATGCTTCAGTTATACAGGA 5 0 116 20 219 27 59,821 59,929 61,300 38,600 7,250,663 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 125 TGGACACTGCGTTAACCGTTTTGCCTTGGACTATAA TGGACACTGCGTTAACCGTT AGGATGTTATGCTTCAGTTATACAGGA 26 0 95 20 219 27 60,179 59,929 44,400 38,600 7,250,274 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 126 ATGGACACTGCGTTAACCGTTTTGCCTTGGACTATA ATGGACACTGCGTTAACCGT AGGATGTTATGCTTCAGTTATACAGGA 27 0 94 20 219 27 59,966 59,929 48,300 38,600 7,105,533 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 140 CTCAGGGACGGTGAATGGACACTGCGTTAACCGTT CTCAGGGACGGTGAATGGAC AGGATGTTATGCTTCAGTTATACAGGA 41 0 80 20 219 27 60,108 59,929 40,200 38,600 7,179,333 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 186 AAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGT AAGCGACCAGTTAGCCCAAA AGGATGTTATGCTTCAGTTATACAGGA 87 0 34 20 219 27 59,890 59,929 32,800 38,600 7,180,918 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 190 ATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGC ATCCAAGCGACCAGTTAGCC AGGATGTTATGCTTCAGTTATACAGGA 91 0 30 20 219 27 60,108 59,929 39,300 38,600 7,178,850 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr1147_3 3 141 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_141_192 0 0 5 0 193 TGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGC TGCATCCAAGCGACCAGTTA AGGATGTTATGCTTCAGTTATACAGGA 94 0 27 20 219 27 59,677 59,929 22,400 38,600 7,394,498 A 326 TAATTACAACATCTTCTACATCTAACTGCATCCAAGCGACCAGTTAGCCCAAATCGGCCGCAGCGTGTAAACGCTACCCCTCAGGGACGGTGAATGGACACTGCGTTAACCGTTTTGCCTTGGACTATAACGCCCCTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCCTGTATAACTGAAGCATAACATCCTTACTTTTATGTTCANTTCCTCTTGTaaaaaaaaaTTCCATTAGCCTTCCTAATTACTTGCTGTACCTCCATACCAACtttttGTCACTCATACATTAGAAGACCTAG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 1 1 10 42 211 ATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGATGATCATTGCTGCCAACGC CCACAAACACAGATGCGCAC 77 42 32 20 242 20 59,898 60,661 48,400 53,400 0.762946 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 41 183 GGCGGATTGGCAATGATTCACCCCTTCCAGCGGCC GGCGGATTGGCAATGATTCA CACAAACACAGATGCGCACA 50 41 59 20 241 20 59,254 59,971 25,700 45,700 0.775231 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 41 210 ATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGATGATCATTGCTGCCAACGC CACAAACACAGATGCGCACA 77 41 32 20 241 20 59,898 59,971 48,400 45,700 0.130926 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 40 209 ATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGATGATCATTGCTGCCAACGC ACAAACACAGATGCGCACAA 77 40 32 20 240 20 59,898 59,262 48,400 33,300 0.839563 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 17 150 CCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCCAGAAGACAGGTCGAGGAC CACAAACACAGATGCGCACA 17 41 92 20 241 20 59,472 59,971 38,500 45,700 0.557638 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 11 144 GACAGGTCGAGGACATCACGGCGGGAGGCACtgtg GACAGGTCGAGGACATCACG CACAAACACAGATGCGCACA 11 41 98 20 241 20 60,179 59,971 43,500 45,700 0.208328 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 9 139 GGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtg GGTCGAGGACATCACGGC ACAAACACAGATGCGCACAA 9 40 102 18 240 20 60,203 59,262 56,800 33,300 2,940,560 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 8 138 GTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgGTCGAGGACATCACGGCG ACAAACACAGATGCGCACAA 8 40 103 18 240 20 60,580 59,262 64,600 33,300 3,317,591 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr239_3 3 129 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_129_180 0 0 10 8 139 GTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgGTCGAGGACATCACGGCG CACAAACACAGATGCGCACA 8 41 103 18 241 20 60,580 59,971 64,600 45,700 2,608,954 B 265 GGTGGCTGTCCAGTTTTACAAGGGATTGGAAATGATCATTGCTGCCAACGCCTCCCAAGGCGGATTGGCAATGATTCACCCCTTCCAGCGGCCAGAAGACAGGTCGAGGACATCACGGCGGGAGGCACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGTTACATAATTATTTCTGACtgtgtgGTTTTGTGTAGGTTTTGTGCGCATCTGTGTTTGTGGgtgtgtgtgtTTGCGTGTCCTTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 4 16 188 TGTGCAATTACATGCTTTGAGACTATCTTTAACCTACTGTGCAATTACATGCTTTGAGACT AGCCATCCCATTCCCATTGT 16 76 98 24 285 20 59,480 59,362 32,400 27,100 5,158,403 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 16 188 TGTGCAATTACATGCTTTGAGACTATCTTTAACCTACTGTGCAATTACATGCTTTGAGACT AGCCATCCCATTCCCATTGTT 16 75 98 24 285 21 59,480 59,991 32,400 28,300 5,528,804 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 17 188 TGTGCAATTACATGCTTTGAGACTATCTTTAACCTACTGTGCAATTACATGCTTTGAGAC AGCCATCCCATTCCCATTGT 17 76 98 23 285 20 58,203 59,362 33,600 27,100 5,435,763 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 84 293 TCActctctTGGTCATTCTTTGCTGttttttATATTCTGTC TCACTCTCTTGGTCATTCTTTGC CCCATCATGTCTGTGCTGGT 84 114 31 23 323 20 58,932 60,035 36,800 40,000 4,102,662 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 6 82 291 ActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAACTCTCTTGGTCATTCTTTGCTG CCCATCATGTCTGTGCTGGT 82 114 33 23 323 20 58,929 60,035 44,100 40,000 4,105,483 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 7 81 290 ctctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAACTCTCTTGGTCATTCTTTGCTGT CCCATCATGTCTGTGCTGGT 81 114 34 23 323 20 58,929 60,035 44,000 40,000 4,105,483 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 203 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC AGCCATCCCATTCCCATTGT 35 76 83 20 285 20 59,475 59,362 45,700 27,100 1,163,155 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 206 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC CTCAGCCATCCCATTCCCAT 35 79 83 20 288 20 59,475 59,518 45,700 40,000 1,006,429 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 207 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC ACTCAGCCATCCCATTCCCA 35 80 83 20 289 20 59,475 60,921 45,700 43,700 1,445,626 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 241 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC CCCATCATGTCTGTGCTGGT 35 114 83 20 323 20 59,475 60,035 45,700 40,000 0.559629 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 243 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC AGCCCATCATGTCTGTGCTG 35 116 83 20 325 20 59,475 60,394 45,700 44,100 0.918806 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr364_2 2 138 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 35 244 CCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACCTGCCACTCATCTTTGTGC CAGCCCATCATGTCTGTGCT 35 117 83 20 326 20 59,475 60,394 45,700 44,000 0.918806 F 326 TtctctcATACTCATAtttttCCTTCTTTATCActctctTGGTCATTCTTTGCTGttttttATATTCTGTCCAATCTTCTGACCTGCCACTCATCTTTGTGCAATTACATGCTTTGAGACTATCTTTAACCTACCTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTAGAATCGGATTCAATATTATCTTTCAAAAGGGAATTGGACATTTATTGaaaaaaaTTGCAGGGCTTTGGGGAAAACAATGGGAATGGGATGGCTGAGTAACTCTTTCAGAGAACCAGCACAGACATGATGGGCTG

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 9 60 244 TGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGTGTAGGCATGTGGTTGCATG TATGCACACCCACACCCAC 93 60 2 20 245 19 58,824 59,926 40,600 46,100 2,249,727 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 9 60 245 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGTGTAGGCATGTGGTTGCATG TATGCACACCCACACCCAC 93 60 1 21 245 19 60,135 59,926 40,600 46,100 2,209,388 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 10‐May 55 240 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGTGTAGGCATGTGGTTGCATG ACACCCACACCCACAAAGG 93 55 1 21 240 19 60,135 60,076 40,600 31,100 2,211,654 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11‐May 60 211 GGTGCATGCATGGGAATGTGGAGTGCATGNGTGG GGTGCATGCATGGGAATGTG TATGCACACCCACACCCAC 60 60 35 20 245 19 60,179 59,926 32,100 46,100 1,253,167 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11‐May 59 210 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG TATGCACACCCACACCCAC 59 60 36 20 245 19 60,179 59,926 41,700 46,100 1,253,167 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11‐May 59 212 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG CATATGCACACCCACACCCA 59 61 36 20 247 20 60,179 60,323 41,700 45,100 0.502363 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11‐May 55 205 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG ACACCCACACCCACAAAGG 59 55 36 20 240 19 60,179 60,076 41,700 31,100 1,255,433 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 0 152 TGCATGCATGGGAATGTGGAGTGCATGNGTGGGT TGCATGCATGGGAATGTGGA GGCACCCTACACATGTATCTCT 58 0 37 20 188 22 60,324 59,299 40,200 31,000 3,025,357 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 0 153 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG GGCACCCTACACATGTATCTCT 59 0 36 20 188 22 60,179 59,299 41,700 31,000 2,879,991 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 0 154 GGTGCATGCATGGGAATGTGGAGTGCATGNGTGG GGTGCATGCATGGGAATGTG GGCACCCTACACATGTATCTCT 60 0 35 20 188 22 60,179 59,299 32,100 31,000 2,879,991 B 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 60 238 GGTGCATGCATGGGAATGTGGAGTGCATGNGTGG GGTGCATGCATGGGAATGTG AGGCATCCCACACATGTACC 60 86 35 20 272 20 60,179 59,744 32,100 33,400 0.434985 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 59 237 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG AGGCATCCCACACATGTACC 59 86 36 20 272 20 60,179 59,744 41,700 33,400 0.434985 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 14 8 159 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG CACACAGGCACCCTACACAT 59 8 36 20 194 20 60,179 59,963 41,700 32,100 0.215826 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 93 298 TGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGTGTAGGCATGTGGTTGCATG CCACACACGTACCTCACACA 93 113 2 20 299 20 58,824 59,897 40,600 37,200 1,279,044 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 93 299 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGTGTAGGCATGTGGTTGCATG CCACACACGTACCTCACACA 93 113 1 21 299 20 60,135 59,897 40,600 37,200 1,238,705 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 92 297 GTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTG GTAGGCATGTGGTTGCATGT CCACACACGTACCTCACACA 92 113 3 20 299 20 58,823 59,897 32,100 37,200 1,279,917 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 60 265 GGTGCATGCATGGGAATGTGGAGTGCATGNGTGG GGTGCATGCATGGGAATGTG CCACACACGTACCTCACACA 60 113 35 20 299 20 60,179 59,897 32,100 37,200 0.282484 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 59 264 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG CCACACACGTACCTCACACA 59 113 36 20 299 20 60,179 59,897 41,700 37,200 0.282484 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 58 263 TGCATGCATGGGAATGTGGAGTGCATGNGTGGGT TGCATGCATGGGAATGTGGA CCACACACGTACCTCACACA 58 113 37 20 299 20 60,324 59,897 40,200 37,200 0.427850 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 7 158 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG ACACAGGCACCCTACACATG 59 7 36 20 193 20 60,179 59,963 41,700 32,100 0.215826 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr377_2 2 115 52 26 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 16 6 157 GTGCATGCATGGGAATGTGGAGTGCATGNGTGGG GTGCATGCATGGGAATGTGG CACAGGCACCCTACACATGT 59 6 36 20 192 20 60,179 59,963 41,700 32,100 0.215826 F 304 GTGTAGGCATGTGGTTGCATGTCAAGAtgtgtgGGGTGCATGCATGGGAATGTGGAGTGCATGNGTGGGTNTGTGAGNTANgtgtgtGNNNTGNNTANGTGNgtgtgtGNNNNNtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATACATGTGTAGGGTGCCtgtgtgGGCATCTGAGGTTCAAtgtgtgGGATGCCTTTGTGGGTGTGGGTGTGCATAtgtgtgGGGTACAtgtgtgGGATGCCTGTGTAGAtgtgtgAGGTACgtgtgtGGAGTGC

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 1 1 2 28 176 CACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCACACACGCTCACCTCCATCTT GTGATGAGGACCGTACTGGG 28 32 28 20 203 20 60,037 59,540 24,000 44,500 0.497263 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 2 13 161 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC GTGATGAGGACCGTACTGGG 13 32 43 20 203 20 59,819 59,540 44,600 44,500 0.641661 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 2 12 139 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC AACGGCCAGGTTGAGAGC 13 12 43 20 181 18 59,819 59,967 44,600 40,900 2,214,031 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 2 12 153 ACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAAACACGCTCACCTCCATCTTT AACGGCCAGGTTGAGAGC 27 12 29 20 181 18 59,313 59,967 25,200 40,900 2,720,035 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 2 12 154 CACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCACACACGCTCACCTCCATCTT AACGGCCAGGTTGAGAGC 28 12 28 20 181 18 60,037 59,967 24,000 40,900 2,069,633 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 3 12 138 TCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctct TCTTTGATGCCCTCGTCCC AACGGCCAGGTTGAGAGC 13 12 44 19 181 18 59,398 59,967 44,600 40,900 3,634,918 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 3 11 139 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC AACGGCCAGGTTGAGAGCG 13 11 43 20 181 19 59,819 62,884 44,600 50,300 4,065,094 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 190 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC GGAGCAGTGATGAGGACCG 36 39 20 20 209 19 59,967 59,857 40,200 47,900 1,175,700 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 192 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC AGGGAGCAGTGATGAGGACC 36 40 20 20 211 20 59,967 60,980 40,200 44,600 1,013,183 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 193 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC AAGGGAGCAGTGATGAGGAC 36 41 20 20 212 20 59,967 59,092 40,200 38,500 0.941150 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 244 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC GGCTAAACCAGTTGTCTGCT 36 92 20 20 263 20 59,967 58,102 40,200 42,400 1,930,512 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 245 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC TGGCTAAACCAGTTGTCTGCT 36 92 20 20 264 21 59,967 59,857 40,200 42,400 1,175,823 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 36 245 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC TGGCTAAACCAGTTGTCTGC 36 93 20 20 264 20 59,967 58,395 40,200 42,600 1,637,556 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 32 184 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC GTGATGAGGACCGTACTGGG 36 32 20 20 203 20 59,967 59,540 40,200 44,500 0.493263 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 4 12 162 TACTCAACCACACGCTCACCTCCATCTTTGATGCCCTTACTCAACCACACGCTCACC AACGGCCAGGTTGAGAGC 36 12 20 20 181 18 59,967 59,967 40,200 40,900 2,065,634 D 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 9 5 133 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC CAGGTTGAGAGCGCGAGAG 13 5 43 20 175 19 59,819 60,516 44,600 32,000 1,697,302 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 12 3 132 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC AGGTTGAGAGCGCGAGAGAG 13 3 43 20 174 20 59,819 61,653 44,600 32,000 1,834,445 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr609_2 2 76 76 26 2 AG TCTCTCTCTCTCTCTCTCTCTNTNTCTCTCTCTCTCTC TC_100_151 0 0 13 3 131 ATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctct ATCTTTGATGCCCTCGTCCC GGTTGAGAGCGCGAGAGAG 13 3 43 20 173 19 59,819 60,227 44,600 32,000 1,407,897 G 271 ATTTCTACAGCTACTAATTTACTCAACCACACGCTCACCTCCATCTTTGATGCCCTCGTCCCCAACAAAACCCTTtctctctctctctctctctcTNTNtctctctctctctctctctctctctctctctctctctctctctctctctctcGCGctctctCGCGCTCTCAACCTGGCCGTTcccccAGTACGGTCCTCATCACTGCTCCCTTAAATCCAAGGAATGCTGACTTGAAAAGATATAGCAGACAACTGGTTTAGCCATCCAATG

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 1 1 Feb‐75 23 170 TGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatat TGAAGTCTTTGTAGTCTTAAGTAGGT GCACAAACAAGCAGGGAGAC 49 23 60 26 229 20 57,525 59,688 30,800 33,600 8,786,812 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 3 38 240 TCCATTCACTGCCATCATATTGTAAGGTGTTGGATG TCCATTCACTGCCATCATATTGT TTGGACAGAGCTGTATGCACA 106 38 6 23 245 21 58,205 59,653 27,100 45,700 6,142,848 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 38 240 TTCCATTCACTGCCATCATATTGTAAGGTGTTGGAT TTCCATTCACTGCCATCATATTGT TGGACAGAGCTGTATGCACA 106 38 5 24 244 20 58,797 59,024 27,100 45,700 6,178,653 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 24 171 TGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatat TGAAGTCTTTGTAGTCTTAAGTAGGT TGCACAAACAAGCAGGGAGA 49 24 60 26 230 20 57,525 60,107 30,800 37,100 8,581,479 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 24 216 TGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTTGCCATCATATTGTAAGGTGTTGG TGCACAAACAAGCAGGGAGA 96 24 15 24 230 20 59,356 60,107 37,700 37,100 4,751,003 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 165 TGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatat TGAAGTCTTTGTAGTCTTAAGTAGGT AACAAGCAGGGAGACAGCTC 49 18 60 26 224 20 57,525 59,964 30,800 40,900 8,510,732 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 210 TGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTTGCCATCATATTGTAAGGTGTTGG AACAAGCAGGGAGACAGCTC 96 18 15 24 224 20 59,356 59,964 37,700 40,900 4,680,256 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 4 18 219 TCCATTCACTGCCATCATATTGTAAGGTGTTGGATG TCCATTCACTGCCATCATATTGT AACAAGCAGGGAGACAGCTC 106 18 6 23 224 20 58,205 59,964 27,100 40,900 4,831,492 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr745_2 2 135 52 26 1 AT TATATATATATATATATATATATATATATATATATAT NO 0 0 5 40 242 TCCATTCACTGCCATCATATTGTAAGGTGTTGGATG TCCATTCACTGCCATCATATTGT TGTTGGACAGAGCTGTATGCA 106 40 6 23 247 21 58,205 59,653 27,100 39,600 6,142,848 B 273 GNTTTTCCATTCACTGCCATCATATTGTAAGGTGTTGGATGNCATTTGGTAGGTATTAATGAAGTCTTTGTAGTCTTAAGTAGGTTAACAGtatataCTTATTAAGCACAAGAACTATGTGTATATNAATNTTTtatatatatatatatatatatatatatatatatatatatatatatatatataGTAAAGGATTCAAGCTAGGAGCTGTCTCCCTGCTTGTTTGTGCATACAGCTCTGTCCAACACTAGACTGACTCCTAAGTGTGGGTCN

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 1 1 Aug‐75 62 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCACTCGGAAGGCCAGAAGAGGA ATCTCTCCCTGCCCACCG 62 90 1 20 242 18 60,973 60,766 37,100 49,400 3,738,791 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 0 0 Aug‐75 61 241 TCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGTCGGAAGGCCAGAAGAGGAT ATCTCTCCCTGCCCACCG 61 90 2 20 242 18 60,326 60,766 32,400 49,400 3,091,479 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 0 0 Aug‐75 60 240 CGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCGGAAGGCCAGAAGAGGATG ATCTCTCCCTGCCCACCG 60 90 3 20 242 18 60,179 60,766 35,100 49,400 2,944,869 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 0 0 Aug‐75 59 239 GGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGG GGAAGGCCAGAAGAGGATGG ATCTCTCCCTGCCCACCG 59 90 4 20 242 18 59,818 60,766 35,100 49,400 2,948,106 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 0 0 Aug‐75 58 238 GAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCAGAAGGCCAGAAGAGGATGGG ATCTCTCCCTGCCCACCG 58 90 5 20 242 18 59,818 60,766 40,000 49,400 2,948,106 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

cons_gr890_2 2 83 52 26 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGA_83_134 0 0 Aug‐75 20 200 GAGGGACACTTCCGAACTCCGCCAACCCCAAGACC GAGGGACACTTCCGAACTCC ATCTCTCCCTGCCCACCG 20 90 43 20 242 18 59,753 60,766 38,500 49,400 3,012,717 F 242 CTCGGAAGGCCAGAAGAGGATGGGCGGGCAGTCAGGCATCGGGAGGGACACTTCCGAACTCCGCCAACCCCAAGACCACCACgagagagagagagagagagagagagagagagagagagagagagagagagagaGNNGCGGCNGGGCAAAAGCCCTGCAANCGATCNGGCCCAGCGGGNgggggNGCAAGGNGANgggggCAGGGAGGGGTTCGAGGCCAGAGCCGGTGGGCAGGgagagaT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 1 1 2 0 137 TCAGTGCTGGGATCACTACTTTTGTTGatatatatTTta TCAGTGCTGGGATCACTACT TCTATCCCAATATCCAAGTCATTCA 7 0 107 20 243 25 57,762 57,368 25,700 25,700 9,869,595 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 2 0 202 AGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGAGCAAGTTGTGTAAATGGTTGGT TCTATCCCAATATCCAAGTCATTCA 69 0 42 23 243 25 59,296 57,368 36,700 25,700 11,335,571 G 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 3 0 139 TCAGTGCTGGGATCACTACTTTTGTTGatatatatTTta TCAGTGCTGGGATCACTACTT ACTCTATCCCAATATCCAAGTCATTCA 6 0 107 21 245 27 58,460 59,707 22,400 25,700 9,833,682 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 3 0 139 TCAGTGCTGGGATCACTACTTTTGTTGatatatatTTta TCAGTGCTGGGATCACTACT ACTCTATCCCAATATCCAAGTCATTCA 7 0 107 20 245 27 57,762 59,707 25,700 25,700 9,531,383 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT
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ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 3 0 204 AGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGAGCAAGTTGTGTAAATGGTTGGT ACTCTATCCCAATATCCAAGTCATTCA 69 0 42 23 245 27 59,296 59,707 36,700 25,700 10,997,359 G 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 4 4 151 CCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGCCTCAAGGATCAGTGCTGGG TCTACTCTATCCCAATATCCAAGTCA 16 4 98 20 248 26 60,107 58,464 44,500 34,100 7,643,051 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 4 4 207 AGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGAGCAAGTTGTGTAAATGGTTGGT TCTACTCTATCCCAATATCCAAGTCA 69 4 42 23 248 26 59,296 58,464 36,700 34,100 11,239,799 G 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 4 0 146 CCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGCCTCAAGGATCAGTGCTGGG TCTATCCCAATATCCAAGTCATTCA 16 0 98 20 243 25 60,107 57,368 44,500 25,700 7,738,823 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 4 0 148 CCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGCCTCAAGGATCAGTGCTGGG ACTCTATCCCAATATCCAAGTCATTCA 16 0 98 20 245 27 60,107 59,707 44,500 25,700 7,400,611 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 6 27 198 TGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATC TGGAGGATGTTAGACAGTGTTGT GTTTCGTTGGCAAATATTGAAATTCT 37 27 74 23 271 26 59,354 57,982 33,200 24,000 11,663,748 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 7 29 199 TGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATC TGGAGGATGTTAGACAGTGTTGT AGTTTCGTTGGCAAATATTGAAATT 37 29 74 23 272 25 59,354 57,039 33,200 18,200 11,607,487 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2120:28503:23794 1 134 85 27 2 AT ATATATATTTTATATATATAAATATATTTTTTATATATNA 0 0 7 27 199 TGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATC TGGAGGATGTTAGACAGTGTTGT AGTTTCGTTGGCAAATATTGAAATTCT 37 27 74 23 272 27 59,354 59,128 33,200 24,000 11,518,645 D 272 GTCAGCTTGGGTaaaaaaaaaTTGGTTTAAGGGCAGAAAACAGCAAGTTGTGTAAATGGTTGGtttttCAGATTGGAGGATGTTAGACAGTGTTGTTCCTCAAGGATCAGTGCTGGGATCACTACTTTTGTTGatatatatTTtatatatataAatatatTTTTtatatatatatatatatatatatatatatatatatatatatatatatatatataTGAATGACTTGGATATTGGGATAGAGTAGAATTTCAATATTTGCCAACGAAACT

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 1 1 3 23 187 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG ACATCCTTGTAATACATTTCTGCTC 49 23 48 22 234 25 59,254 57,440 34,600 42,600 10,305,952 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 3 22 187 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG ACATCCTTGTAATACATTTCTGCTCT 49 22 48 22 234 26 59,254 58,658 34,600 40,900 10,088,167 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 3 22 228 GCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTGCTGTGGCTGTGGTAACTGA ACATCCTTGTAATACATTTCTGCTCT 92 22 7 20 234 26 60,250 58,658 34,100 40,900 7,592,100 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 3 22 230 CTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAACTGCTGTGGCTGTGGTAACT ACATCCTTGTAATACATTTCTGCTCT 94 22 5 20 234 26 60,250 58,658 22,400 40,900 7,592,272 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 3 20 184 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG TCCTTGTAATACATTTCTGCTCTTG 49 20 48 22 231 25 59,254 57,384 34,600 30,200 10,361,944 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 4 22 223 GGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCGGCTGTGGTAACTGAGGAGC ACATCCTTGTAATACATTTCTGCTCT 87 22 12 20 234 26 60,392 58,658 47,000 40,900 7,733,598 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 4 10 169 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG TCTGCTCTTGCTCTCTTGCT 49 10 48 22 216 20 59,254 59,025 34,600 39,100 3,721,497 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 4 10 210 GCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTGCTGTGGCTGTGGTAACTGA TCTGCTCTTGCTCTCTTGCT 92 10 7 20 216 20 60,250 59,025 34,100 39,100 1,225,429 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 5 5 124 TGAAGACTTGGTGTGATGTCAACTACtatataTGtata TGAAGACTTGGTGTGATGTCA TCTGCTCTTGCTCTCTTGCT 5 10 93 21 216 20 57,164 59,025 35,800 39,100 4,811,500 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 5 5 139 TGAAGACTTGGTGTGATGTCAACTACtatataTGtata TGAAGACTTGGTGTGATGTCA TCCTTGTAATACATTTCTGCTCTTG 5 20 93 21 231 25 57,164 57,384 35,800 30,200 11,451,947 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 5 2 139 AGACTTGGTGTGATGTCAACTACtatataTGtatatata AGACTTGGTGTGATGTCAACT ACATCCTTGTAATACATTTCTGCTCT 2 22 96 21 234 26 57,154 58,658 31,600 40,900 11,187,585 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 5 2 139 AGACTTGGTGTGATGTCAACTACtatataTGtatatata AGACTTGGTGTGATGTCAACT ACATCCTTGTAATACATTTCTGCTC 2 23 96 21 234 25 57,154 57,440 31,600 42,600 11,405,371 B 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 7 8 168 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG CTGCTCTTGCTCTCTTGCTCT 49 8 48 22 215 21 59,254 60,067 34,600 40,900 3,813,078 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 8 8 167 GGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGGGAAGACAGTGCAGATTGAAGG TGCTCTTGCTCTCTTGCTCT 49 8 48 22 214 20 59,254 59,025 34,600 40,900 3,721,497 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 8 8 208 GCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTGCTGTGGCTGTGGTAACTGA TGCTCTTGCTCTCTTGCTCT 92 8 7 20 214 20 60,250 59,025 34,100 40,900 1,225,429 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 8 8 210 CTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAACTGCTGTGGCTGTGGTAACT TGCTCTTGCTCTCTTGCTCT 94 8 5 20 214 20 60,250 59,025 22,400 40,900 1,225,602 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 8 5 122 TGAAGACTTGGTGTGATGTCAACTACtatataTGtata TGAAGACTTGGTGTGATGTCA TGCTCTTGCTCTCTTGCTCT 5 8 93 21 214 20 57,164 59,025 35,800 40,900 4,811,500 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:18944:13422 1 119 68 27 1.5 AT TATATATGTATATATATATATATATATATATATATAT NA 0 0 8 2 119 AGACTTGGTGTGATGTCAACTACtatataTGtatatata AGACTTGGTGTGATGTCAACT TGCTCTTGCTCTCTTGCTCT 2 8 96 21 214 20 57,154 59,025 31,600 40,900 4,820,915 F 253 AGGGCTGCTGTGGCTGTGGTAACTGAGGAGCTGGAACAATTATTGCTGGAAGACAGTGCAGATTGAAGGAATAATTGTGCTGTCAATGGATTTGAAGACTTGGTGTGATGTCAACTACtatataTGtatatatatatatatatatatatatatatatatatatatatatatatatatatacacacaTATATCAAAGAGCAagagagCAAGAGCAGAAATGTATTACAAGGATGTTACCAAAATTGAAAGGATG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 0 111 CTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgCTGTCGGTTTGCTCTTGTGT CACGTACAAACACGCAGAAA 5 0 75 20 185 20 58,700 57,277 37,200 25,200 4,022,477 B 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 112 CCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtg CCTGTCGGTTTGCTCTTGTG CACGTACAAACACGCAGAAA 6 0 74 20 185 20 59,412 57,277 33,300 25,200 3,311,188 B 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 112 CCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtg CCTGTCGGTTTGCTCTTGTGT CACGTACAAACACGCAGAAA 5 0 74 21 185 20 61,080 57,277 37,200 25,200 4,802,634 B 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 120 CAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgCATGTGTGCCTGTCGGTTTG CACGTACAAACACGCAGAAA 14 0 66 20 185 20 60,040 57,277 29,300 25,200 2,763,093 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 121 TCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtg TCATGTGTGCCTGTCGGTTT CACGTACAAACACGCAGAAA 15 0 65 20 185 20 60,179 57,277 32,700 25,200 2,901,967 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 122 TTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgt TTCATGTGTGCCTGTCGGTT CACGTACAAACACGCAGAAA 16 0 64 20 185 20 60,179 57,277 44,400 25,200 2,901,967 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 154 tgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgTGTGTATGTGCGGGTGTGTT CACGTACAAACACGCAGAAA 48 0 32 20 185 20 60,179 57,277 33,200 25,200 2,901,978 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 183 GTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTG GTGCTTGTGTTTGTGTGCGA CACGTACAAACACGCAGAAA 77 0 3 20 185 20 60,179 57,277 51,000 25,200 2,902,112 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2121:7669:13896 1 100 66 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 0 157 AtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCA ATGTGTGTATGTGCGGGTGT CACGTACAAACACGCAGAAA 51 0 29 20 185 20 59,964 57,277 41,600 25,200 2,759,099 F 185 CTGTGCTTGTGTTtgtgtgCGATTGTGTAtgtgtgTATGTGCGGgtgtgtTTGAGCGTGTTTGTTCAtgtgtgCCTGTCGGTTTGCTCTTGTGTATACCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgTTTCTGCGTGTTTGTACGTG

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 2 121 TGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATGACTTCAACCTCCCAAGCA ATTGTGTAATTCTGTGAAGAAGGTT 20 2 129 20 249 25 59,157 57,176 39,100 35,000 8,667,054 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 2 147 GCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCGCACACCTAATGCTTCTGTCC ATTGTGTAATTCTGTGAAGAAGGTT 45 2 103 21 249 25 59,260 57,176 40,200 35,000 9,563,770 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 120 TGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATGACTTCAACCTCCCAAGCAA TTGTGTAATTCTGTGAAGAAGGTTT 19 1 129 21 248 25 59,786 57,361 39,100 32,700 8,853,288 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 120 TGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATGACTTCAACCTCCCAAGCA TTGTGTAATTCTGTGAAGAAGGTTT 20 1 129 20 248 25 59,157 57,361 39,100 32,700 8,482,422 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 146 GCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCGCACACCTAATGCTTCTGTCC TTGTGTAATTCTGTGAAGAAGGTTT 45 1 103 21 248 25 59,260 57,361 40,200 32,700 9,379,138 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 147 GCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCGCACACCTAATGCTTCTGTCC ATTGTGTAATTCTGTGAAGAAGGTTT 45 1 103 21 249 26 59,260 57,762 40,200 32,700 9,977,836 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 238 CTGCCCAAACTCTCAACTTATCTAAAGATGAAAATG CTGCCCAAACTCTCAACTTATCT TTGTGTAATTCTGTGAAGAAGGTTT 135 1 11 23 248 25 58,416 57,361 19,800 32,700 12,222,984 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 239 TCTGCCCAAACTCTCAACTTATCTAAAGATGAAAAT TCTGCCCAAACTCTCAACTTATC TTGTGTAATTCTGTGAAGAAGGTTT 136 1 10 23 248 25 58,420 57,361 17,500 32,700 12,218,982 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 239 TCTGCCCAAACTCTCAACTTATCTAAAGATGAAAAT TCTGCCCAAACTCTCAACTTATCT TTGTGTAATTCTGTGAAGAAGGTTT 135 1 10 24 248 25 59,713 57,361 19,800 32,700 11,926,179 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 247 GCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGA GCAAAGTTCTGCCCAAACTCT ATTGTGTAATTCTGTGAAGAAGGTT 145 2 3 21 249 25 59,317 57,176 32,400 35,000 9,507,130 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 246 GCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGA GCAAAGTTCTGCCCAAACTCT TTGTGTAATTCTGTGAAGAAGGTTT 145 1 3 21 248 25 59,317 57,361 32,400 32,700 9,322,498 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:12428:69467 1 169 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 1 246 GCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGA GCAAAGTTCTGCCCAAACTC TTGTGTAATTCTGTGAAGAAGGTTT 146 1 3 20 248 25 57,860 57,361 30,100 32,700 9,779,178 A 287 GGGCAAAGTTCTGCCCAAACTCTCAACTTATCTAAAGATGAAAATGTTAGATTCAACCTATTTACTTGTTCTTCAAACCCCTCATAGTATCTCATTGCAAATGCACACCTAATGCTTCTGTCCTTTCATGACTTCAACCTCCCAAGCAACTTTTCCCTAGTTTGATTTacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACCTTCTTCACAGAATTACACAATATTCCCCAAAatatatatttttttAACCCATTCTCATA

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 59 217 AGTCTCAGGCGTCAACATTCATAACTTCCATCATCA AGTCTCAGGCGTCAACATTCA GTGAACTTCCCTTCTTGTGCT 62 59 16 21 232 21 59,656 58,423 25,700 44,000 3,921,053 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Mar‐75 59 218 AGTCTCAGGCGTCAACATTCATAACTTCCATCATCA AGTCTCAGGCGTCAACATTCA AGTGAACTTCCCTTCTTGTGCT 62 59 16 21 233 22 59,656 59,826 25,700 44,000 3,518,007 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 40 195 ACTTCCATCATCAGGGCAGAATCAACTGCAGGTGA ACTTCCATCATCAGGGCAGA AGTGAACTTCCCTTCTTGTGCT 40 59 39 20 233 22 58,412 59,826 42,600 44,000 3,761,808 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 132 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA GGCTATTTCACAAGACAAATACTGT 14 19 65 20 196 25 60,179 57,854 45,200 35,500 7,324,899 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 133 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA AGGCTATTTCACAAGACAAATACTGT 14 19 65 20 197 26 60,179 59,057 45,200 35,500 7,121,542 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 168 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA GTGAACTTCCCTTCTTGTGCT 14 59 65 20 232 21 60,179 58,423 45,200 44,000 2,755,582 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 169 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA AGTGAACTTCCCTTCTTGTGCT 14 59 65 20 233 22 60,179 59,826 45,200 44,000 2,352,536 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 169 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA AGTGAACTTCCCTTCTTGTGC 14 60 65 20 233 21 60,179 58,423 45,200 45,700 2,755,582 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2201:2128:2645 1 99 54 27 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 14 134 TGCAGGTGAAAGGATGCCAATTCATATTTTACAAac TGCAGGTGAAAGGATGCCAA GAGGCTATTTCACAAGACAAATACTGT 14 19 65 20 198 27 60,179 59,880 45,200 35,500 7,298,812 F 244 AATGGCTGaaaaaaTAGTCTCAGGCGTCAACATTCATAACTTCCATCATCAGGGCAGAATCAACTGCAGGTGAAAGGATGCCAATTCATATTTTACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacTCTTCAACAgggggATTTTACAGTATTTGTCTTGTGAAATAGCCTCTTAATCAACATTAAGCACAAGAAGGGAAGTTCACTTGAGTGATTTN

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 2 7 137 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC GCCAGGGCTAAAGTAATTGCC 7 35 102 20 238 21 59,902 59,591 48,500 45,200 1,506,739 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 7 139 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC TTGCCAGGGCTAAAGTAATTGC 7 36 102 20 240 22 59,902 59,504 48,500 35,600 2,593,344 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 7 143 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC AGGATTGCCAGGGCTAAAGT 7 42 102 20 244 20 59,902 58,997 48,500 26,600 1,100,532 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 42 244 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCACAGCTTTGAGAATTCAACTTCAAAT AGGATTGCCAGGGCTAAAGT 103 42 1 25 244 20 57,058 58,997 23,200 26,600 8,944,652 F 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 42 245 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCACAGCTTTGAGAATTCAACTTCAAAT TAGGATTGCCAGGGCTAAAGT 103 42 1 25 245 21 57,058 58,795 23,200 26,600 10,147,137 F 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 41 244 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCACAGCTTTGAGAATTCAACTTCAAAT AGGATTGCCAGGGCTAAAGTA 103 41 1 25 244 21 57,058 58,795 23,200 22,400 10,147,137 F 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 7 120 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC TGCCTTAAGAGAGAGTGCACA 7 18 102 20 221 21 59,902 59,029 48,500 45,700 2,068,314 F 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 7 138 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC TGCCAGGGCTAAAGTAATTGC 7 36 102 20 239 21 59,902 58,901 48,500 35,600 2,197,079 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 41 177 GGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGGGAAGCTTCCAGTCCACCTT AGGATTGCCAGGGCTAAAGT 41 42 68 20 244 20 59,598 58,997 35,000 26,600 1,404,978 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 35 171 GGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGGGAAGCTTCCAGTCCACCTT GCCAGGGCTAAAGTAATTGCC 41 35 68 20 238 21 59,598 59,591 35,000 45,200 1,811,185 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 42 196 CCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCCCAGAATACCCTAACTGCGG AGGATTGCCAGGGCTAAAGT 59 42 49 21 244 20 60,203 58,997 56,900 26,600 2,205,508 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 35 190 CCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCCCAGAATACCCTAACTGCGG GCCAGGGCTAAAGTAATTGCC 59 35 49 21 238 21 60,203 59,591 56,900 45,200 2,611,715 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 7 113 CGCATTTCACAGCTACCTGCTGAGTGTtctctctctctct CGCATTTCACAGCTACCTGC AGAGAGAGTGCACAGAAAGCT 7 11 102 20 214 21 59,902 59,030 48,500 37,400 2,067,598 F 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2203:32177:34131 1 129 54 27 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 41 205 GGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGGGAAGCTTCCAGTCCACCTT CAGTGGATTCAGTGGATCCAGT 41 68 68 20 272 22 59,598 59,762 35,000 40,000 2,640,264 B 274 CAGCTTTGAGAATTCAACTTCAAATAATCCTTTTCCAAcccccAACTTCCCAGAATACCCTAACTGCGGAAGCTTCCAGTCCACCTTAACTGCTGAAGGTACGCATTTCACAGCTACCTGCTGAGTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctcCTGGAGGAAACAGCTTTCTGTGCActctctctTAAGGCAATTACTTTAGCCCTGGCAATCCTATCTATACTGGATCCACTGAATCCACTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 33 248 gaagggaCTGACACAGGCTCCTGGACGCTGGCAGTG GAAGGGACTGACACAGGCTC CCACATGGGATGCCACTAGC 121 33 31 20 278 20 60,037 60,821 47,000 34,200 0.857750 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 22 154 CGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATT CGGGCCCACTGCAATTTAGT GCCACTAGCAAACCCAACAG 38 22 114 20 267 20 60,965 59,402 22,400 31,600 1,563,428 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 22 211 GCTGGCAGTGGGATGTCAATTAGGCTCATTAATGG GCTGGCAGTGGGATGTCAAT GCCACTAGCAAACCCAACAG 95 22 57 20 267 20 60,682 59,402 25,700 31,600 1,280,274 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 22 237 gaagggaCTGACACAGGCTCCTGGACGCTGGCAGTG GAAGGGACTGACACAGGCTC GCCACTAGCAAACCCAACAG 121 22 31 20 267 20 60,037 59,402 47,000 31,600 0.634923 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 22 243 ggaagggaagggaCTGACACAGGCTCCTGGACGCTGG GGAAGGGAAGGGACTGACAC GCCACTAGCAAACCCAACAG 127 22 25 20 267 20 59,675 59,402 36,700 31,600 0.923337 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 22 246 GagggaagggaagggaCTGACACAGGCTCCTGGACGCTGAGGGAAGGGAAGGGACTGA GCCACTAGCAAACCCAACAG 130 22 22 20 267 20 60,253 59,402 34,100 31,600 0.850807 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 118 AATGGAAGCTGCATGGGTCTCCcacacacacacacaca AATGGAAGCTGCATGGGTCT GCCACTAGCAAACCCAACAG 2 22 150 20 267 20 59,666 59,402 38,500 31,600 0.932058 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 117 ATGGAAGCTGCATGGGTCTCCcacacacacacacacacaATGGAAGCTGCATGGGTCTC GCCACTAGCAAACCCAACAG 1 22 151 20 267 20 60,107 59,402 33,600 31,600 0.704883 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 128 ATGGAAGCTGCATGGGTCTCCcacacacacacacacacaATGGAAGCTGCATGGGTCTC CCACATGGGATGCCACTAGC 1 33 151 20 278 20 60,107 60,821 33,600 34,200 0.927710 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 214 gaagggaCTGACACAGGCTCCTGGACGCTGGCAGTG GAAGGGACTGACACAGGCTC TTTGCTGGGTGGTCTTCCG 121 0 31 20 244 19 60,037 60,228 47,000 43,000 1,264,982 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 33 164 GGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTA GGGCCCACTGCAATTTAGTG CCACATGGGATGCCACTAGC 37 33 115 20 278 20 59,468 60,821 27,400 34,200 1,353,006 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2205:4797:40495 1 172 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 22 153 GGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTA GGGCCCACTGCAATTTAGTG GCCACTAGCAAACCCAACAG 37 22 115 20 267 20 59,468 59,402 27,400 31,600 1,130,180 F 280 AAACCTcccccAATTAAGTTGGagggaagggaagggaCTGACACAGGCTCCTGGACGCTGGCAGTGGGATGTCAATTAGGCTCATTAATGGGACAATTGGCACTCATTATCCCCGGGCCCACTGCAATTTAGTGGTGGCTCAGGGATTAAATGGAAGCTGCATGGGTCTCCcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGGAAGACCACCCAGCaaaaaCCTGTTGGGTTTGCTAGTGGCATCCCATGTGGGG

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 1 1 2 0 138 ATTGACCCTCTGGCCTCCacagacagacagacagacagacATTGACCCTCTGGCCTCC TGGCTGATTTATCCTACGTGG 0 0 33 18 170 21 58,253 57,531 43,000 49,400 7,215,965 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 3 0 139 GATTGACCCTCTGGCCTCCacagacagacagacagacag GATTGACCCTCTGGCCTCC TGGCTGATTTATCCTACGTGG 0 0 32 19 170 21 59,471 57,531 43,000 49,400 4,998,318 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 3 0 139 ATTGACCCTCTGGCCTCCacagacagacagacagacagacATTGACCCTCTGGCCTCC GTGGCTGATTTATCCTACGTGG 0 0 33 18 171 22 58,253 58,869 43,000 49,400 6,878,353 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 3 180 TCAAGATTGACCCTCTGGCCTCCacagacagacagacagTCAAGATTGACCCTCTGGCC GAATAGGCATGCAGGGCAGA 3 38 28 20 207 20 59,379 60,179 53,600 42,600 0.799565 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 3 181 TCAAGATTGACCCTCTGGCCTCCacagacagacagacagTCAAGATTGACCCTCTGGCC AGAATAGGCATGCAGGGCAG 3 39 28 20 208 20 59,379 60,179 53,600 48,500 0.799554 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 3 183 TCAAGATTGACCCTCTGGCCTCCacagacagacagacagTCAAGATTGACCCTCTGGCC TCAGAATAGGCATGCAGGGC 3 41 28 20 210 20 59,379 60,179 53,600 51,900 0.799565 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 3 219 TCAAGATTGACCCTCTGGCCTCCacagacagacagacagTCAAGATTGACCCTCTGGCC CAGAGCAGATGGAAGCCACA 3 77 28 20 246 20 59,379 60,036 53,600 41,700 0.656281 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 4 2 218 CAAGATTGACCCTCTGGCCTCCacagacagacagacagaCAAGATTGACCCTCTGGCCT CAGAGCAGATGGAAGCCACA 2 77 29 20 246 20 59,377 60,036 51,900 41,700 0.658390 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2209:9546:61204 1 51 99 27 2 AC ACAGACAGACAGACAGACAGACAGACAGACAGAC NA 0 0 6 3 228 TCAAGATTGACCCTCTGGCCTCCacagacagacagacagTCAAGATTGACCCTCTGGCC AGCTTCCACCAGAGCAGATG 3 86 28 20 255 20 59,379 59,748 53,600 29,000 0.873035 D 257 GGGGAGTTAACTCCTAAAGAACAAAACTCAAGATTGACCCTCTGGCCTCCacagacagacagacagacagacagacagacagacagacagGCACTcacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACGTAGGATAAATCAGCCACATGGCCTGGCCTCATGTCTGCCCTGCATGCCTATTCTGAGCTCAGAGAAAAGACATGTGGCTTCCATCTGCTCTGGTGGAAGCTGT

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 12 241 AATGAGGAAATGGCAGAGGCATTGAACAATTATtg AATGAGGAAATGGCAGAGGCA TAGGGTGTAGGCCATCAGGT 12 134 9 21 249 20 59,994 59,658 47,500 40,000 1,348,241 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 11 119 AATGAGGAAATGGCAGAGGCATTGAACAATTATtg AATGAGGAAATGGCAGAGGCA TCTCGTATGACACTTGCGTCT 12 11 9 21 127 21 59,994 59,189 47,500 41,800 2,817,035 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 16 141 GGGAATGAGGAAATGGCAGAGGCATTGAACAATT GGGAATGAGGAAATGGCAGA CCCTAGGTTACCATCTACTTCTCG 16 27 6 20 146 24 57,558 59,480 42,600 40,400 6,961,967 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 141 GGGAATGAGGAAATGGCAGAGGCATTGAACAATT GGGAATGAGGAAATGGCAGAG CCCTAGGTTACCATCTACTTCTCG 15 27 6 21 146 24 58,695 59,480 33,500 40,400 6,824,739 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 140 GGAATGAGGAAATGGCAGAGGCATTGAACAATTATGGAATGAGGAAATGGCAGAGG CCCTAGGTTACCATCTACTTCTCG 14 27 7 21 146 24 58,695 59,480 36,900 40,400 6,824,739 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 121 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA ACTTCTCGTATGACACTTGCGT 12 13 10 20 130 22 59,373 60,030 47,500 52,400 2,657,636 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 230 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA GCCATCAGGTCCCAAGGATT 12 124 10 20 239 20 59,373 59,740 47,500 30,100 0.887389 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 234 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA GTAGGCCATCAGGTCCCAAG 12 128 10 20 243 20 59,373 59,819 47,500 36,100 0.808801 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 235 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA TGTAGGCCATCAGGTCCCAA 12 129 10 20 244 20 59,373 60,549 47,500 41,200 1,176,376 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 240 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA TAGGGTGTAGGCCATCAGGT 12 134 10 20 249 20 59,373 59,658 47,500 40,000 0.969411 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 12 241 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA TTAGGGTGTAGGCCATCAGGT 12 134 10 20 250 21 59,373 60,274 47,500 40,000 1,901,635 F 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2211:29812:23390 1 42 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 11 118 ATGAGGAAATGGCAGAGGCATTGAACAATTATtgtg ATGAGGAAATGGCAGAGGCA TCTCGTATGACACTTGCGTCT 12 11 10 20 127 21 59,373 59,189 47,500 41,800 2,438,205 A 252 TCATGGGGAATGAGGAAATGGCAGAGGCATTGAACAATTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTACAATAGAAGACGCAAGTGTCATACGAGAAGTAGATGGTAACCTAGGGGCTaaaaaGATTGAGGAAATTAATATCAGCAAAGaaaaaGTATTGGAGAAACTTAAGGAACTAAAATCTGACAAATCCTTGGGACCTGATGGCCTACACCCTAAGG

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 1 1 8 17 190 ATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCC ATCTCTGTCTCACTCCCAGT AAACTTGTCCACTCAATAGAGCTG 17 52 25 20 214 24 57,082 59,000 40,000 42,400 7,917,663 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 0 0 8 17 190 ATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCC ATCTCTGTCTCACTCCCAGT AAACTTGTCCACTCAATAGAGCT 17 53 25 20 214 23 57,082 57,766 40,000 40,900 8,152,179 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 0 0 8 17 191 ATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCC ATCTCTGTCTCACTCCCAGT GAAACTTGTCCACTCAATAGAGCTG 17 52 25 20 215 25 57,082 59,879 40,000 42,400 8,039,167 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 0 0 14 17 174 ATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCC ATCTCTGTCTCACTCCCAGT TAGAGCTGGCACCTGTACCC 17 40 25 20 198 20 57,082 60,976 40,000 36,900 3,893,786 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 0 0 14 17 175 ATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCC ATCTCTGTCTCACTCCCAGT ATAGAGCTGGCACCTGTACC 17 41 25 20 199 20 57,082 58,876 40,000 33,400 4,041,641 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2216:18659:6847 1 62 77 27 2 AG CTCTCTCTCTCTCTCTCTCTTTTTCTCTCTCTCTCTCTCNA 0 0 14 2 158 CAGTATGGGTACACGTGCCCGctctctctctctctctctctTCAGTATGGGTACACGTGCC TAGAGCTGGCACCTGTACCC 2 40 41 19 198 20 57,940 60,976 50,100 36,900 4,035,676 G 215 ctctctctctctctctctctctctATCTCTGTCTCACTCCCAGTATGGGTACACGTGCCCGctctctctctctctctctctTTTtctctctctctctctctctctctctctctctctctctctctctctctctctctcTATCTCCCTGccccccAcccccccccccAAccccccGAGTGGGTACAGGTGCCAGCTCTATTGAGTGGACAAGTTTC

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 14 13 155 GCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtGCGTGTCTGTGTGTCTGTGT CGCACACTCACATTTGGCAA 13 31 48 20 202 20 60,806 59,969 37,200 45,200 0.836606 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 13 162 GCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtGCGTGTCTGTGTGTCTGTGT TCACACACGCACACTCACAT 13 38 48 20 209 20 60,806 60,179 37,200 32,100 0.985188 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 12 154 CGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtg CGTGTCTGTGTGTCTGTGTG CGCACACTCACATTTGGCAA 12 31 49 20 202 20 59,077 59,969 38,200 45,200 0.953907 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 4 139 tgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtg TGTGTGTCTGTGTGAGTGTTTG ACATTTGGCAATCTACCATCTGT 4 19 55 22 193 23 59,258 58,397 29,300 34,100 7,344,648 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 138 gtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgt GTGTGTCTGTGTGAGTGTTTGT ACATTTGGCAATCTACCATCTGT 3 19 56 22 193 23 59,258 58,397 28,300 34,100 7,345,183 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 81 71 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 18 3 139 gtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgt GTGTGTCTGTGTGAGTGTTTGT CACATTTGGCAATCTACCATCTGT 3 19 56 22 194 24 59,258 59,600 28,300 34,100 7,142,303 F 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 1 8 8 188 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGAT ACTCACATTTGGCAATCTACCA 8 24 10 20 197 22 57,453 57,967 19,800 32,500 6,580,259 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 0 8 8 189 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGAT CACTCACATTTGGCAATCTACCA 8 24 10 20 198 23 57,453 59,242 19,800 32,500 6,305,322 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 0 8 8 193 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGAT CGCACACTCACATTTGGCAA 8 31 10 20 202 20 57,453 59,969 19,800 45,200 2,577,803 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 0 9 7 189 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGATT CACTCACATTTGGCAATCTACCA 7 24 10 21 198 23 58,151 59,242 24,000 32,500 6,606,714 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 0 9 7 193 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGATT CGCACACTCACATTTGGCAA 7 31 10 21 202 20 58,151 59,969 24,000 45,200 2,879,195 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2220:27773:28048 1 38 114 27 2 AC GTGTGTGTGTGCGTGTCTGTGTGTCTGTGTGAGTGTNA 0 0 14 8 200 GCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGCATCCAGCAGAGCTTAGAT TCACACACGCACACTCACAT 8 38 10 20 209 20 57,453 60,179 19,800 32,100 2,726,386 G 226 ATTAAGACAGCATCCAGCAGAGCTTAGAtttttAAAGgtgtgtgtgtGCGTGTCtgtgtgTCtgtgtgAGTGTTTGTCTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAgtgtgtgtgtgtgtgtATCATTCTGACAGTTTCCAACAGATGGTAGATTGCCAAATGTGAGTGTGCgtgtgtGAgtgtgtGAATATGTCAG

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 63 246 AAGGTGCTGCCAGTTACCAATTGAATGAAACATGA AAGGTGCTGCCAGTTACCAA TGTAGTCAGTCTGCTCAGCA 89 63 6 20 251 20 59,815 58,379 36,700 44,100 1,805,756 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 28 155 CCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttA CCCACAGAGACTAGGCAGCT AAACTGGGAGGGCAGAGAGT 33 28 62 20 216 20 60,975 60,475 42,400 32,400 1,449,700 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 28 210 AGGTGCTGCCAGTTACCAATTGAATGAAACATGAC AGGTGCTGCCAGTTACCAAT AAACTGGGAGGGCAGAGAGT 88 28 7 20 216 20 59,594 60,475 31,600 32,400 0.880245 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 28 211 AAGGTGCTGCCAGTTACCAATTGAATGAAACATGA AAGGTGCTGCCAGTTACCAA AAACTGGGAGGGCAGAGAGT 89 28 6 20 216 20 59,815 60,475 36,700 32,400 0.659593 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 2 28 212 AAAGGTGCTGCCAGTTACCAATTGAATGAAACATG AAAGGTGCTGCCAGTTACCA AAACTGGGAGGGCAGAGAGT 90 28 5 20 216 20 59,815 60,475 32,500 32,400 0.659593 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 63 247 AAGGTGCTGCCAGTTACCAATTGAATGAAACATGA AAGGTGCTGCCAGTTACCAA CTGTAGTCAGTCTGCTCAGCA 89 63 6 20 252 21 59,815 59,457 36,700 44,100 1,728,291 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 63 248 AAAGGTGCTGCCAGTTACCAATTGAATGAAACATG AAAGGTGCTGCCAGTTACCA CTGTAGTCAGTCTGCTCAGCA 90 63 5 20 252 21 59,815 59,457 32,500 44,100 1,728,291 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 28 155 CCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttA CCCACAGAGACTAGGCAGC AAACTGGGAGGGCAGAGAGT 34 28 62 19 216 20 59,480 60,475 52,500 32,400 1,994,379 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 18 139 AGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgAGACTAGGCAGCTAAAGCATT GGGCAGAGAGTGTGTGTATCC 25 18 69 21 207 21 57,078 60,135 35,600 25,900 5,056,841 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 18 146 CCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttA CCCACAGAGACTAGGCAGCT GGGCAGAGAGTGTGTGTATCC 33 18 62 20 207 21 60,975 60,135 42,400 25,900 2,109,710 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 17 139 GAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtg GAGACTAGGCAGCTAAAGCA GGCAGAGAGTGTGTGTATCCT 27 17 68 20 206 21 57,030 59,172 39,100 32,400 4,797,597 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:13433:37137 1 115 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 15 139 AGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgt AGAGACTAGGCAGCTAAAGCA GCAGAGAGTGTGTGTATCCTGT 27 15 67 21 205 22 58,538 59,768 39,100 40,000 4,694,147 F 255 CTGTAAAGGTGCTGCCAGTTACCAATTGAATGAAACATGACCGGACTCCGAAGcccccTTCCCCACAGAGACTAGGCAGCTAAAGCAttttttAtttttAAAAtgtgtgTATATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATTTAACAGAACAGGATacacacacTCTCTGCCCTCCCAGTTTTACAGCCCCGTCTTCTGCTGAGCAGACTGACTACAGTAT

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 7 3 141 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT ACACATTAAACCAAGCTCACAAG 3 34 82 19 222 23 60,228 57,813 28,300 31,600 6,414,850 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 3 142 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT AACACATTAAACCAAGCTCACAA 3 35 82 19 223 23 60,228 57,409 28,300 33,300 6,818,383 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 3 143 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT AAACACATTAAACCAAGCTCACA 3 36 82 19 224 23 60,228 57,409 28,300 35,800 6,818,383 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 3 119 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT GCACACACATAAACTTTCACACAC 3 11 82 19 200 24 60,228 59,501 28,300 38,200 5,726,893 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 3 119 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT GCACACACATAAACTTTCACACA 3 12 82 19 200 23 60,228 58,333 28,300 37,200 5,895,116 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 104 62 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 3 120 GGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgGGGAGAGCCGTGTGTGTTT AGCACACACATAAACTTTCACACA 3 12 82 19 201 24 60,228 59,602 28,300 37,200 5,625,583 F 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 1 13 47 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtTTCTGTGTTTGTGCGTGCC GCACACACATAAAGATAAACACATTAA 47 48 1 19 240 27 59,569 57,381 50,100 14,000 11,050,757 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 13 46 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtTTCTGTGTTTGTGCGTGCCT GCACACACATAAAGATAAACACATTAA 46 48 1 20 240 27 61,029 57,381 47,500 14,000 10,648,724 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 13 45 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtTTCTGTGTTTGTGCGTGCCTG GCACACACATAAAGATAAACACATTAA 45 48 1 21 240 27 62,200 57,381 48,500 14,000 12,818,833 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 14 11 166 TGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagag TGCATGTGTGTTCATGAACGT GCACACACATAAACTTTCACACAC 11 11 35 21 200 24 59,054 59,501 39,900 38,200 6,445,120 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 14 11 194 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT GCACACACATAAACTTTCACACAC 40 11 7 20 200 24 59,969 59,501 25,700 38,200 4,529,678 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 15 12 194 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT GCACACACATAAACTTTCACACA 40 12 7 20 200 23 59,969 58,333 25,700 37,200 4,697,901 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 15 12 195 GTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTT GTTTGTGCGTGCCTGTGAAT AGCACACACATAAACTTTCACACA 40 12 7 20 201 24 59,969 59,602 25,700 37,200 4,428,369 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 15 11 167 TGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagag TGCATGTGTGTTCATGAACGT AGCACACACATAAACTTTCACACA 11 12 35 21 201 24 59,054 59,602 39,900 37,200 6,343,811 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2221:18670:56932 1 67 99 27 2 AC AGAGAGAGAGGGAGAGGGAGAGCCGTGTGTGTTTNA 0 0 15 11 168 CTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagaga CTGCATGTGTGTTCATGAACGT AGCACACACATAAACTTTCACACA 11 12 34 22 201 24 60,032 59,602 39,900 37,200 6,429,500 G 240 TTCTGTGTTTGTGCGTGCCTGTGAATAttttttCTGCAtgtgtgTTCATGAACGTGTGATTGTGTAagagagagagGGAGAGGGAGAGCCgtgtgtgtTTTTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgACAGTTTCTCtgtgtgtgAAAGTTTAtgtgtgtgCTTGTGAGCTTGGTTTAATGTGTTTATCTTTAtgtgtgtgC

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 Feb‐75 19 164 TGGGAGAACTAGTCAACAGCCTGACATAATCATCCTTGGGAGAACTAGTCAACAGCC TATCCAGGGATGGTGATGGC 50 19 32 21 195 20 59,376 58,933 48,500 44,000 2,691,106 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 117 ACCTTATAGATAATGTCCCAGACGcacacacacacaca ACCTTATAGATAATGTCCCAGACG TATCCAGGGATGGTGATGGC 0 19 79 24 195 20 57,408 58,933 41,800 44,000 7,659,045 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 36 180 GGGAGAACTAGTCAACAGCCTGACATAATCATCCT GGGAGAACTAGTCAACAGCCT GCCAGTGGGACAGGACATAT 49 36 33 21 212 20 59,097 59,160 45,800 17,800 2,743,130 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 36 181 TGGGAGAACTAGTCAACAGCCTGACATAATCATCCTTGGGAGAACTAGTCAACAGCC GCCAGTGGGACAGGACATAT 50 36 32 21 212 20 59,376 59,160 48,500 17,800 2,463,757 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 19 136 ATCATCCTCATGGAATCATACCTTATAGATAATGTC ATCATCCTCATGGAATCATACCTT TATCCAGGGATGGTGATGGC 19 19 60 24 195 20 57,285 58,933 35,000 44,000 7,782,645 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2223:2077:7620 1 103 54 27 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 0 134 ACCTTATAGATAATGTCCCAGACGcacacacacacaca ACCTTATAGATAATGTCCCAGACG GCCAGTGGGACAGGACATAT 0 36 79 24 212 20 57,408 59,160 41,800 17,800 7,431,696 F 213 CTTACTAACATCTgggggCTAGTACCAAAATTGGGAGAACTAGTCAACAGCCTGACATAATCATCCTCATGGAATCATACCTTATAGATAATGTCCCAGACGcacacacacacacacacacacacacacacacacacacacacacacacacacacaCGcccccGCCTCCACCGCCGCCATCACCATCCCTGGATATGTCCTGTCCCACTGGCN

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 5 190 TTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtg TTCAGGACTGGATGTTTCTCTCA GATTTGATCCCTGGACTGGCA 5 47 15 23 204 21 59,096 60,064 32,700 49,200 4,968,177 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 5 190 TCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgt TCAGGACTGGATGTTTCTCTCA TGATTTGATCCCTGGACTGGC 5 48 16 22 205 21 58,490 60,064 32,700 48,500 4,574,921 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 4 190 TCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgt TCAGGACTGGATGTTTCTCTCAG TGATTTGATCCCTGGACTGGC 4 48 16 23 205 21 59,487 60,064 33,500 48,500 4,577,582 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 167 ACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtg ACTGGATGTTTCTCTCAGTGGC GGCACAGCTCAATATCCCGA 0 31 21 22 187 20 60,290 59,893 50,100 51,400 2,396,653 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 181 CTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtg CTGGATGTTTCTCTCAGTGGC TTTGATCCCTGGACTGGCAC 0 46 22 21 202 20 58,646 59,962 50,100 50,100 2,392,425 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 182 ACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtg ACTGGATGTTTCTCTCAGTGGC TTTGATCCCTGGACTGGCAC 0 46 21 22 202 20 60,290 59,962 50,100 50,100 2,328,110 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

ST‐E00142:460:H2K7HCCXY:6:2224:29691:36258 1 43 94 27 1.5 AC TGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 0 139 TGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgt TGGATGTTTCTCTCAGTGGC AGGGTGTTCGTATCTAGTCCC 0 4 23 20 161 21 57,520 58,336 50,100 44,600 5,143,581 F 212 TTGTTATCTTATATTTCAGGACTGGATGTTtctctcAGTGGCtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATGGGGACTAGATACGAACACCCTCAGGCCTCGGGATATTGAGCTGTGCCAGTCCAGGGATCAAATCAGAACACA

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 3 23 153 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGTTT TGTGTGCCAGAAATTGTAGAGC 34 23 102 20 254 22 59,598 59,186 32,700 40,900 3,215,874 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 23 253 TGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGATGTGGAACCTTTCATTATTCAAAGA TGTGTGCCAGAAATTGTAGAGC 129 23 2 25 254 22 57,168 59,186 25,200 40,900 10,645,445 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 4 139 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGTTT TGTAGAGCAAACCAAGTGTATTTATAA 34 4 102 20 240 27 59,598 57,272 32,700 0.9800 10,129,980 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 3 4 139 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGTT TGTAGAGCAAACCAAGTGTATTTATAA 35 4 102 19 240 27 58,929 57,272 35,000 0.9800 11,798,498 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 23 222 GGCAGAAATTTGAATGTAACGTGGATGACTTAATTTGGCAGAAATTTGAATGTAACGTGG TGTGTGCCAGAAATTGTAGAGC 99 23 33 24 254 22 59,379 59,186 49,400 40,900 7,434,788 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 22 152 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGTTT GTGTGCCAGAAATTGTAGAGCA 34 22 102 20 253 22 59,598 59,186 32,700 42,600 3,215,874 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 22 221 GGCAGAAATTTGAATGTAACGTGGATGACTTAATTTGGCAGAAATTTGAATGTAACGTGG GTGTGCCAGAAATTGTAGAGCA 99 22 33 24 253 22 59,379 59,186 49,400 42,600 7,434,788 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 22 252 TGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGATGTGGAACCTTTCATTATTCAAAGA GTGTGCCAGAAATTGTAGAGCA 129 22 2 25 253 22 57,168 59,186 25,200 42,600 10,645,445 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 4 4 139 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGT TGTAGAGCAAACCAAGTGTATTTATAA 36 4 102 18 240 27 58,187 57,272 38,500 0.9800 13,541,009 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 22 151 GGGCagagagGTTGAGGTTTTAGTTAATGGCACAGC GGGCAGAGAGGTTGAGGTTT TGTGCCAGAAATTGTAGAGCA 34 22 102 20 252 21 59,598 57,861 32,700 42,600 3,541,005 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 22 220 GGCAGAAATTTGAATGTAACGTGGATGACTTAATTTGGCAGAAATTTGAATGTAACGTGG TGTGCCAGAAATTGTAGAGCA 99 22 33 24 252 21 59,379 57,861 49,400 42,600 7,759,919 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1033_2 2 156 54 27 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 5 22 251 TGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGATGTGGAACCTTTCATTATTCAAAGA TGTGCCAGAAATTGTAGAGCA 129 22 2 25 252 21 57,168 57,861 25,200 42,600 10,970,576 F 254 ATGTGGAACCTTTCATTATTCAAAGaaaaaTTGGCAGAAATTTGAATGTAACGTGGATGACTTAATTTTGTTTAGTACATAACTACAGCCCCTATCTTACTGGGCagagagGTTGAGGTTTTAGTTAATGGCACAGCATGTTCTGTGGtttttNTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTTATAAATACACTTGGTTTGCTCTACAATTTCTGGcacaca

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 1 1 Apr‐25 16 167 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC GAGAAATAGGGAAGCTGATGGC 16 25 26 20 192 22 59,828 58,855 48,500 44,000 3,317,189 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 Apr‐25 16 208 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC GCAACAACTGACTCTCGTGC 16 68 26 20 233 20 59,828 59,767 48,500 53,400 0.405234 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 Apr‐25 16 209 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC CGCAACAACTGACTCTCGTG 16 69 26 20 234 20 59,828 59,496 48,500 43,500 0.676287 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 Apr‐25 16 210 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC ACGCAACAACTGACTCTCGT 16 70 26 20 235 20 59,828 59,898 48,500 41,800 0.274384 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 Apr‐25 14 154 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC GCTGATGGCTCTCATAGTGT 16 14 26 20 179 20 59,828 57,093 48,500 35,500 3,078,594 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 Apr‐25 12 154 GGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgGGTGTGAATGCATGTCAGGC GCTGATGGCTCTCATAGTGTTG 16 12 26 20 179 22 59,828 59,129 48,500 33,300 3,042,925 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 138 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA GCTGATGGCTCTCATAGTGTT 0 13 42 20 179 21 59,894 57,809 29,000 33,200 3,297,042 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 138 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA GCTGATGGCTCTCATAGTGTTG 0 12 42 20 179 22 59,894 59,129 29,000 33,300 2,976,986 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 138 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA GCTGATGGCTCTCATAGTGT 0 14 42 20 179 20 59,894 57,093 29,000 35,500 3,012,655 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 189 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA ACAACTGACTCTCGTGCAGTA 0 64 42 20 230 21 59,894 59,046 29,000 27,400 2,060,346 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 189 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA ACAACTGACTCTCGTGCAGT 0 65 42 20 230 20 59,894 59,253 29,000 44,000 0.853219 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 192 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA GCAACAACTGACTCTCGTGC 0 68 42 20 233 20 59,894 59,767 29,000 53,400 0.339295 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 7‐May 0 194 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGTA ACGCAACAACTGACTCTCGT 0 70 42 20 235 20 59,894 59,898 29,000 41,800 0.208445 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 8‐May 1 189 AGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtg AGGCTTTCTGTGTGCGTGT ACAACTGACTCTCGTGCAGT 1 65 42 19 230 20 60,153 59,253 44,900 44,000 1,900,423 F 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 9‐May 29 240 TTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCA TTGTTTGTTTATGTGTAATGGTGTGA CTCCCTTTGACACGCAACAA 29 81 7 26 246 20 58,228 58,979 35,800 28,300 8,793,367 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 9‐May 29 240 TTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCA TTGTTTGTTTATGTGTAATGGTGTGA CTCCCTTTGACACGCAACAAC 29 80 7 26 246 21 58,228 60,269 35,800 33,200 9,040,704 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr1115_2 2 62 84 27 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG_62_115 0 0 10‐May 30 240 TTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCA TTGTTTGTTTATGTGTAATGGTGTG CTCCCTTTGACACGCAACAA 30 81 7 25 246 20 57,006 58,979 38,200 28,300 9,015,023 B 250 TACAGATTGTTTGTTTATGTGTAATGGTGTGAATGCATGTCAGGCTTTCtgtgtgCGTGTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTNtgtgtgtgtgNgtgtgtgtgtNtgtgtgTNTGTGNNNNNNCAACACTATGAGAGCCATCAGCTTCCCTATTTCTCNNCTGGGACATTTGATATACTGCACGAGAGTCAGTTGTTGCGTGTCAAAGGGAGNGTC

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 1 1 15‐May 7 194 ACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgt ACCCTATCCTCTTGTTCTTCTATCT GACACAGACACACACTCCCA 7 25 5 25 198 20 58,311 59,536 19,800 43,700 7,152,590 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 0 0 15‐May 6 194 ACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgt ACCCTATCCTCTTGTTCTTCTATCTG GACACAGACACACACTCCCA 6 25 5 26 198 20 59,447 59,536 29,000 43,700 7,017,136 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 0 0 15‐May 5 193 CCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtCCCTATCCTCTTGTTCTTCTATCTGT GACACAGACACACACTCCCA 5 25 6 26 198 20 59,447 59,536 34,100 43,700 7,017,136 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 0 0 19 7 187 ACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgt ACCCTATCCTCTTGTTCTTCTATCT ACACACACTCCCATACACACA 7 17 5 25 191 21 58,311 59,234 19,800 37,200 8,454,459 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 0 0 19 6 187 ACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgt ACCCTATCCTCTTGTTCTTCTATCTG ACACACACTCCCATACACACA 6 17 5 26 191 21 59,447 59,234 29,000 37,200 8,319,004 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

cons_gr462_2 2 37 117 27 3 AC TGTGTGTGTGCATGTCTGTGTGTTTGTGCNTGNGTGGT_144_153 0 0 19 5 186 CCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtCCCTATCCTCTTGTTCTTCTATCTGT ACACACACTCCCATACACACA 5 17 6 26 191 21 59,447 59,234 34,100 37,200 8,319,004 G 200 GTTAACCCTATCCTCTTGTTCTTCTATCTGTACTAAtgtgtgtgtgCATGTCtgtgtgTTTGTGCNTGNgtgtgtgtgtgtgtgtCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGAgtgtgtgtgtNTGTNtgtgtgNGNGNgtgtgtgtATGGGAgtgtgtgtCTGTGTCTG

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 1 1 4 6 204 ACGGTAGAGAATGTTAGAGTCCCACAGATacacaca ACGGTAGAGAATGTTAGAGTCCC TCTGTCCTCTGCCTCTCACA 6 74 4 23 207 20 59,047 59,887 44,600 35,800 4,066,157 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 4 5 203 CGGTAGAGAATGTTAGAGTCCCACAGATacacacacaCGGTAGAGAATGTTAGAGTCCCA TCTGTCCTCTGCCTCTCACA 5 74 5 23 207 20 59,048 59,887 43,700 35,800 4,065,513 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 5 6 241 ACGGTAGAGAATGTTAGAGTCCCACAGATacacaca ACGGTAGAGAATGTTAGAGTCCC CTGCGCCTACATATTTGTGCC 6 110 4 23 244 21 59,047 60,002 44,600 50,100 4,955,435 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 5 5 201 CGGTAGAGAATGTTAGAGTCCCACAGATacacacacaCGGTAGAGAATGTTAGAGTCCCA TGTCCTCTGCCTCTCACACT 5 72 5 23 205 20 59,048 60,179 43,700 35,500 4,131,273 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 5 5 240 CGGTAGAGAATGTTAGAGTCCCACAGATacacacacaCGGTAGAGAATGTTAGAGTCCCA CTGCGCCTACATATTTGTGCC 5 110 5 23 244 21 59,048 60,002 43,700 50,100 4,954,791 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 6 6 240 ACGGTAGAGAATGTTAGAGTCCCACAGATacacaca ACGGTAGAGAATGTTAGAGTCCC TGCGCCTACATATTTGTGCC 6 110 4 23 243 20 59,047 58,979 44,600 50,100 4,974,169 G 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 8 6 140 ACGGTAGAGAATGTTAGAGTCCCACAGATacacaca ACGGTAGAGAATGTTAGAGTCCC ATTCTGCGTGTGCTTGTGTC 6 10 4 23 143 20 59,047 59,412 44,600 36,700 4,541,220 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 8 6 141 CACGGTAGAGAATGTTAGAGTCCCACAGATacacac CACGGTAGAGAATGTTAGAGTCCC ATTCTGCGTGTGCTTGTGTC 6 10 3 24 143 20 60,202 59,412 44,600 36,700 4,790,282 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 10 6 139 ACGGTAGAGAATGTTAGAGTCCCACAGATacacaca ACGGTAGAGAATGTTAGAGTCCC TTCTGCGTGTGCTTGTGTCT 6 9 4 23 142 20 59,047 60,462 44,600 34,100 4,414,837 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 10 6 140 CACGGTAGAGAATGTTAGAGTCCCACAGATacacac CACGGTAGAGAATGTTAGAGTCCC TTCTGCGTGTGCTTGTGTCT 6 9 3 24 142 20 60,202 60,462 44,600 34,100 4,663,900 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 10 5 138 CGGTAGAGAATGTTAGAGTCCCACAGATacacacacaCGGTAGAGAATGTTAGAGTCCCA TTCTGCGTGTGCTTGTGTCT 5 9 5 23 142 20 59,048 60,462 43,700 34,100 4,414,193 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:2473:61327 1 33 81 28 2 AC ACACACACACACACACACACACTCGCACACACACACNA 0 0 10 4 133 CGGTAGAGAATGTTAGAGTCCCACAGATacacacacaCGGTAGAGAATGTTAGAGTCCCA CGTGTGCTTGTGTCTGTGAG 5 4 5 23 137 20 59,048 59,421 43,700 35,100 4,531,007 D 284 AACACGGTAGAGAATGTTAGAGTCCCACAGATacacacacacacacacacacacTCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaAACACTCACAGACACAAGCACACGCAGAATAGaaaaaTAGAGATCTCGAGAAATAGAGAAAAGTAATTTTAGAGTGTGAGAGGCAGAGGACAGAAAGAGGGAATTACGTAGGCACAAATATGTAGGCGCAGACTGATAAAGAgggggAGGTCTGAGAAagagagagagGGT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 2 10 188 aGCAAGCACTCACCAATTGTGATAATGAGCAGATAAAGCAAGCACTCACCAATTGTG CCAGGATTTGGCGCTCGG 83 10 23 21 210 18 59,661 61,205 33,300 46,300 4,543,800 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 9 187 aGCAAGCACTCACCAATTGTGATAATGAGCAGATAAAGCAAGCACTCACCAATTGTG CAGGATTTGGCGCTCGGG 83 9 23 21 209 18 59,661 61,205 33,300 51,400 4,543,800 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 9 188 caGCAAGCACTCACCAATTGTGATAATGAGCAGATACAGCAAGCACTCACCAATTGT CAGGATTTGGCGCTCGGG 84 9 22 21 209 18 59,661 61,205 27,100 51,400 4,543,800 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 10 206 AGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGAGCAGCCAAATTGCACACAG CCAGGATTTGGCGCTCGG 102 10 5 20 210 18 59,967 61,205 36,600 46,300 3,237,780 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 9 205 AGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGAGCAGCCAAATTGCACACAG CAGGATTTGGCGCTCGGG 102 9 5 20 209 18 59,967 61,205 36,600 51,400 3,237,780 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2117:25763:52203 1 127 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 9 206 CAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTCAGCAGCCAAATTGCACACA CAGGATTTGGCGCTCGGG 103 9 4 20 209 18 60,250 61,205 37,200 51,400 3,454,358 F 218 ACGCAGCAGCCAAATTGcacacaGCAAGCACTCACCAATTGTGATAATGAGCAGATAATCTGGTCACAACTATTCAGCAGCtttttAAAGAATTCTGTTTAAGTTTAAAAGTCTTAACCTAttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctcATCTAGccccccGAGCGCCAAATCCTGGTGGGGATT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 14 4 124 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CACCCTGTCTCATGCACTGT 4 24 5 20 128 20 59,961 59,964 40,000 35,500 0.074625 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 125 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CCACCCTGTCTCATGCACTG 4 25 5 20 129 20 59,961 60,676 40,000 36,600 0.714581 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 144 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CGGTAGCCCATCCAACTCC 4 45 5 20 148 19 59,961 59,854 40,000 38,500 1,185,007 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 152 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CACTCACACGGTAGCCCATC 4 52 5 20 156 20 59,961 60,460 40,000 35,100 0.499028 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 157 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG TCACACACTCACACGGTAGC 4 57 5 20 161 20 59,961 59,968 40,000 35,800 0.070330 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 166 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CCCACCAACTCACACACTCA 4 66 5 20 170 20 59,961 59,820 40,000 34,100 0.218916 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 201 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG ACCCTCTCTCACACACACTTT 4 100 5 20 205 21 59,961 58,881 40,000 26,600 2,158,239 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 14 4 201 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG ACCCTCTCTCACACACACTT 4 101 5 20 205 20 59,961 58,205 40,000 31,600 1,833,459 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 5 126 AGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgAGAAGGTGCAGAGTTGGATGG CACCCTGTCTCATGCACTGT 5 24 3 21 128 20 59,996 59,964 35,100 35,500 1,039,925 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 5 203 AGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgAGAAGGTGCAGAGTTGGATGG ACCCTCTCTCACACACACTT 5 101 3 21 205 20 59,996 58,205 35,100 31,600 2,798,759 F 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 146 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CACGGTAGCCCATCCAACTC 4 46 5 20 150 20 59,961 60,462 40,000 30,100 0.500792 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2119:10135:34096 1 29 56 28 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 4 148 AAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtAAGGTGCAGAGTTGGATGGG CACACGGTAGCCCATCCAAC 4 48 5 20 152 20 59,961 61,025 40,000 37,700 1,063,323 A 205 TGAGAAGGTGCAGAGTTGGATGGGGTACtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAAGTTGCAGAGTTGAATGTGGTACAGTGCATGAGACAGGGTGGGGAGTTGGATGGGCTACCGTGTGAgtgtgtGAGTTGGTGGGGTGTTTGATGGGGTAAAgtgtgtgtgagagaGGGT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 29 204 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTGGAAAGCACTGGTGGGTGAT TGACTGTGTCCTTGAGTTTCCA 29 77 1 20 204 22 60,251 59,496 30,600 35,300 2,755,106 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 27 202 AAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCT AAAGCACTGGTGGGTGATCC TGACTGTGTCCTTGAGTTTCCA 27 77 3 20 204 22 60,251 59,496 33,600 35,300 2,755,106 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 14 189 GTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACaGTGATCCCAGGAGCAGGTTT TGACTGTGTCCTTGAGTTTCCA 14 77 16 20 204 22 59,670 59,496 32,700 35,300 2,833,361 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 8 183 CCAGGAGCAGGTTTCTAGGCAGTGGGACatatatata CCAGGAGCAGGTTTCTAGGC TGACTGTGTCCTTGAGTTTCCA 8 77 22 20 204 22 60,107 59,496 39,300 35,300 2,611,224 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 3 178 AGCAGGTTTCTAGGCAGTGGGACatatatatatatatat AGCAGGTTTCTAGGCAGTGG TGACTGTGTCCTTGAGTTTCCA 3 77 27 20 204 22 59,674 59,496 40,000 35,300 2,830,029 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 27 245 AAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCT AAAGCACTGGTGGGTGATCC ACCCATATTGAAGAGCTATACTTGAA 27 116 3 20 247 26 60,251 57,966 33,600 26,900 8,285,654 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 8 193 CCAGGAGCAGGTTTCTAGGCAGTGGGACatatatata CCAGGAGCAGGTTTCTAGGC AGCTGTACAATGACTGTGTCCT 8 87 22 20 214 22 60,107 59,365 39,300 38,500 2,742,399 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 29 247 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTGGAAAGCACTGGTGGGTGAT ACCCATATTGAAGAGCTATACTTGA 29 117 1 20 247 25 60,251 57,382 30,600 30,200 7,869,361 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2121:22374:7937 1 50 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 5 27 245 AAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCT AAAGCACTGGTGGGTGATCC ACCCATATTGAAGAGCTATACTTGA 27 117 3 20 247 25 60,251 57,382 33,600 30,200 7,869,361 F 258 GGAAAGCACTGGTGGGTGATCCCAGGAGCAGGTTTCTAGGCAGTGGGACatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAAGTAAGTTATAAGGaaaaaaTAAtttttttGCCGCAAATTGATATTTTAGTAATTATAATGTTTTGATATTGTTATGGAAACTCAAGGACACAGTCATTGTACAGCTGTAGTTCTTCAAGTATAGCTCTTCAATATGGGTTTAATTATAAT

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 13 0 136 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT GTGTGTGCATGTCCCGCT 0 0 1 19 136 18 58,084 60,670 43,400 55,200 5,585,924 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 0 138 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT CTGTGTGTGCATGTCCCGC 0 1 1 19 138 19 58,084 61,970 43,400 61,300 5,886,161 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 0 139 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT GCTGTGTGTGCATGTCCC 0 3 1 19 139 18 58,084 59,043 43,400 44,600 5,873,341 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 0 140 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT CGCTGTGTGTGCATGTCCC 0 3 1 19 140 19 58,084 61,970 43,400 44,600 5,886,161 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 0 140 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT CGCTGTGTGTGCATGTCC 0 4 1 19 140 18 58,084 59,442 43,400 40,200 5,474,160 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2202:14093:42675 1 20 99 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 0 141 acacacacAGACAGAGGGTcacacacacacacacacacacaACACACACAGACAGAGGGT CCGCTGTGTGTGCATGTC 0 5 1 19 141 18 58,084 59,442 43,400 30,600 5,474,160 G 173 acacacacAGACAGAGGGTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGCGacacacacacacacacacacacacacacacacacacacacAGCGGGACATGcacacacaGCGGGTcacacacacacacacaAAGCGGGTCATGCA

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 11 14 138 AGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtc AGAACTGCATTCCTCCTCTGT AAGTAGAGAGAGACCCAGTGT 14 26 42 21 179 21 58,736 57,182 34,100 35,500 6,082,751 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 14 143 AGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtc AGAACTGCATTCCTCCTCTGT GCGAGAAGTAGAGAGAGACCC 14 31 42 21 184 21 58,736 59,055 34,100 44,600 4,209,164 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 14 144 AAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTT AAGAACTGCATTCCTCCTCTGT GCGAGAAGTAGAGAGAGACCC 14 31 41 22 184 21 59,358 59,055 34,100 44,600 4,586,524 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 13 143 AGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtc AGAACTGCATTCCTCCTCTGTT GCGAGAAGTAGAGAGAGACCC 13 31 42 22 184 21 59,358 59,055 31,600 44,600 4,586,524 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 14 139 AGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtc AGAACTGCATTCCTCCTCTGT GAAGTAGAGAGAGACCCAGTGT 14 26 42 21 180 22 58,736 58,307 34,100 35,500 5,957,146 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:12510:63701 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 14 139 GAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctcGAACTGCATTCCTCCTCTGT AGAAGTAGAGAGAGACCCAGTGT 14 26 43 20 181 23 57,222 59,668 34,100 35,500 6,110,316 F 198 GCTCTATCTCCCTCTAtctctctctcCctctctctAATTTAAGAACTGCATTCCTCCTCTGTTTTAACACCGGGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcATTTATTACATTCCTCCACTAATTTTACACTGGGtctctctcTACTTCTCGCTCTTTGATTTATTC

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 55 220 AGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACA AGTGCTGGAAGTTTGCCTCA ACATGCCATTCGGGATTCCA 55 69 2 20 221 20 59,817 59,742 38,600 35,300 0.441976 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 55 224 AGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACA AGTGCTGGAAGTTTGCCTCA GCAAACATGCCATTCGGGAT 55 73 2 20 225 20 59,817 59,539 38,600 38,500 0.644626 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 30 182 AGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACA AGTGCTGGAAGTTTGCCTCA GGCGAACAGTCAGTTTCAAGG 55 30 2 20 183 21 59,817 59,736 38,600 36,100 1,447,780 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 55 215 AGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACA AGTGCTGGAAGTTTGCCTCA CCATTCGGGATTCCAGCAGA 55 64 2 20 216 20 59,817 59,819 38,600 42,600 0.364605 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 129 AGCCACATATAGTATCCCTGCAAATCACCATTTTGC AGCCACATATAGTATCCCTGCA AGCAGAATTGACTTCGGAGGG 25 5 30 22 158 21 58,479 60,066 44,100 43,000 4,586,550 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 130 CAGCCACATATAGTATCCCTGCAAATCACCATTTTG CAGCCACATATAGTATCCCTGCA AGCAGAATTGACTTCGGAGGG 25 5 29 23 158 21 59,738 60,066 44,100 43,000 4,327,497 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 131 ACAGCCACATATAGTATCCCTGCAAATCACCATTTT ACAGCCACATATAGTATCCCTGC AGCAGAATTGACTTCGGAGGG 26 5 28 23 158 21 59,738 60,066 48,500 43,000 4,327,751 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 155 TGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATTGCTGGAAGTTTGCCTCAGA AGCAGAATTGACTTCGGAGGG 53 5 4 20 158 21 59,526 60,066 32,700 43,000 1,539,609 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2203:15341:62277 1 77 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 5 157 AGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACA AGTGCTGGAAGTTTGCCTCA AGCAGAATTGACTTCGGAGGG 55 5 2 20 158 21 59,817 60,066 38,600 43,000 1,249,345 F 228 AAGTGCTGGAAGTTTGCCTCAGAAGTAACAGCCACATATAGTATCCCTGCAAATCACCATTTTGCAGATATCCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcccccccccTCCGAAGTCAATTCTGCTGGAACCTTGAAACTGACTGTTCGCCTATCGGAGTCAATTCTGCTGGAATCCCGAATGGCATGTTTGCACG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:48722 1 44 100 28 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 14 4 153 TcacacacaCTcacacaCGTacacacATTcacacacacacac TCACACACACTCACACACGT CAGCTTGTGACCAGCAGCTA 9 4 15 20 167 20 59,755 60,321 44,900 33,200 0.566300 G 190 acacacTCAGTGTCTcacacacaCTcacacaCGTacacacATTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTCACTcacacaCTcacacacacacacacacacacacacacacaCTTCTAGCTGCTGGTCACAAGCTGCTTTATTGCATATTCCCTTAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:48722 1 44 100 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 3 152 TcacacacaCTcacacaCGTacacacATTcacacacacacac TCACACACACTCACACACGT AGCTTGTGACCAGCAGCTAG 9 3 15 20 166 20 59,755 60,037 44,900 34,200 0.281843 G 190 acacacTCAGTGTCTcacacacaCTcacacaCGTacacacATTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTCACTcacacaCTcacacacacacacacacacacacacacacaCTTCTAGCTGCTGGTCACAAGCTGCTTTATTGCATATTCCCTTAAAG

ST‐E00142:460:H2K7HCCXY:6:2204:12408:48722 1 44 100 28 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 151 TcacacacaCTcacacaCGTacacacATTcacacacacacac TCACACACACTCACACACGT GCTTGTGACCAGCAGCTAGA 9 2 15 20 165 20 59,755 60,037 44,900 24,300 0.282219 G 190 acacacTCAGTGTCTcacacacaCTcacacaCGTacacacATTcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTCACTcacacaCTcacacacacacacacacacacacacacacaCTTCTAGCTGCTGGTCACAAGCTGCTTTATTGCATATTCCCTTAAAG

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 1 1 10 0 134 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG GCTCACACATACACAGCCAC 0 9 47 22 180 20 58,230 59,201 32,800 50,100 4,568,311 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 135 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG AGCTCACACATACACAGCCA 0 10 47 22 181 20 58,230 59,313 32,800 47,500 4,456,324 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 136 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG GAGCTCACACATACACAGCCA 0 10 47 22 182 21 58,230 60,338 32,800 47,500 5,107,641 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 144 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG ACGCACATGAGCTCACACA 0 20 47 22 190 19 58,230 59,930 32,800 37,200 4,839,132 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 144 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG ACGCACATGAGCTCACACATA 0 18 47 22 190 21 58,230 60,067 32,800 22,900 4,836,465 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 144 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG ACGCACATGAGCTCACACAT 0 19 47 22 190 20 58,230 60,321 32,800 32,100 4,090,570 G 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 156 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG ACACTAACATGCACGCACAT 0 31 47 22 202 20 58,230 58,477 32,800 32,100 5,292,204 D 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 157 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG TACACTAACATGCACGCACAT 0 31 47 22 203 21 58,230 58,306 32,800 32,100 6,463,749 D 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2205:19674:23020 1 69 83 28 2 AC GTGTGTGTATGAGAGAGAGAGGTTTATTGTGTGTGNA 0 0 10 0 157 GGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagag GGGCGTTATTGATTCTGTTTGG TACACTAACATGCACGCACA 0 32 47 22 203 20 58,230 57,844 32,800 45,700 5,925,879 D 209 TATTAGAGCgggggATTATTGAgtgtgtgtgtgagagagagagagaGGGCGTTATTGATTCTGTTTGGgtgtgtgtATgagagagagaGGTTTATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGAGATAGTGGCTGTGTAtgtgtgAGCTCATGTGCGTGCATGTTAGTGTATTGTGA

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 1 1 2 30 208 TCCGCATGTGAGGTTCATCctctctGCCACAAACCCCATCCGCATGTGAGGTTCATCC ACGGCCCAGAATATTAGCTATGT 30 30 41 20 248 23 60,108 59,417 35,100 22,900 3,690,789 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 2 30 212 TCCGCATGTGAGGTTCATCctctctGCCACAAACCCCATCCGCATGTGAGGTTCATCC TGATACGGCCCAGAATATTAGCT 30 34 41 20 252 23 60,108 59,162 35,100 33,200 3,946,020 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 33 216 AGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACAGTTTCCGCATGTGAGGTTCA TGATACGGCCCAGAATATTAGCT 33 34 37 21 252 23 60,203 59,162 31,800 33,200 5,041,075 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 30 212 AGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACAGTTTCCGCATGTGAGGTTCA ACGGCCCAGAATATTAGCTATGT 33 30 37 21 248 23 60,203 59,417 31,800 22,900 4,785,844 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 1 179 TCCGCATGTGAGGTTCATCctctctGCCACAAACCCCATCCGCATGTGAGGTTCATCC TGACTCTATCATTCATCTTGGCC 30 1 41 20 219 23 60,108 58,034 35,100 53,600 5,073,516 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 1 183 AGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACAGTTTCCGCATGTGAGGTTCA TGACTCTATCATTCATCTTGGCC 33 1 37 21 219 23 60,203 58,034 31,800 53,600 6,168,572 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 0 179 TCCGCATGTGAGGTTCATCctctctGCCACAAACCCCATCCGCATGTGAGGTTCATCC TGACTCTATCATTCATCTTGGCCT 30 0 41 20 219 24 60,108 59,342 35,100 51,900 4,765,207 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 3 0 183 AGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACAGTTTCCGCATGTGAGGTTCA TGACTCTATCATTCATCTTGGCCT 33 0 37 21 219 24 60,203 59,342 31,800 51,900 5,860,262 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 4 30 211 GTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCGTTTCCGCATGTGAGGTTCA ACGGCCCAGAATATTAGCTATGT 33 30 38 20 248 23 58,765 59,417 31,800 22,900 4,817,907 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 4 14 192 ATCctctctGCCACAAACCCCACcacacaCGCAAacacacATCCTCTCTGCCACAAACCC ACGGCCCAGAATATTAGCTATGT 14 30 57 20 248 23 59,670 59,417 41,100 22,900 3,912,682 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 4 0 163 ATCctctctGCCACAAACCCCACcacacaCGCAAacacacATCCTCTCTGCCACAAACCC TGACTCTATCATTCATCTTGGCCT 14 0 57 20 219 24 59,670 59,342 41,100 51,900 4,987,100 G 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2206:14915:6724 1 91 105 28 2 AC ACACACACACACACCATGCACGCACGCACACACACANA 0 0 4 0 182 GTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCGTTTCCGCATGTGAGGTTCA TGACTCTATCATTCATCTTGGCCT 33 0 38 20 219 24 58,765 59,342 31,800 51,900 5,892,325 D 254 CCTCAGGATTATTTTCTACTATTTTCTTGTTCTCTAAGTTTCCGCATGTGAGGTTCATCctctctGCCACAAACCCCACcacacaCGCAAacacacacacacacCATGCACGCACGcacacacacacacacacacacaTacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGCCAAGATGAATGATAGAGTCAACTGTCACATAGCTAATATTCTGGGCCGTATCATC

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 14 0 134 TCTTCTCCTCAATCAGTCACAGGgagagagagagagag TCTTCTCCTCAATCAGTCACAGG TCATTCTCCCTCCCGCTTTC 0 35 66 23 199 20 59,487 59,458 40,000 26,200 4,054,982 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 133 TCTTCTCCTCAATCAGTCACAGGgagagagagagagag TCTTCTCCTCAATCAGTCACAGG CATTCTCCCTCCCGCTTTCC 0 34 66 23 198 20 59,487 60,465 40,000 31,300 3,977,673 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 136 TCTTCTCCTCAATCAGTCACAGGgagagagagagagag TCTTCTCCTCAATCAGTCACAGG CTTCATTCTCCCTCCCGCTT 0 37 66 23 201 20 59,487 59,456 40,000 46,800 4,056,869 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 159 TTCTCCTCAATCAGTCACAGGgagagagagagagagagaTTCTCCTCAATCAGTCACAGG CCTCCATTCTCCCTCCCTCT 0 62 68 21 226 20 57,031 59,733 40,000 36,900 4,236,643 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 160 CTTCTCCTCAATCAGTCACAGGgagagagagagagagagCTTCTCCTCAATCAGTCACAGG CCTCCATTCTCCCTCCCTCT 0 62 67 22 226 20 58,141 59,733 40,000 36,900 4,126,799 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 89 56 28 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 16 0 161 TCTTCTCCTCAATCAGTCACAGGgagagagagagagag TCTTCTCCTCAATCAGTCACAGG CCTCCATTCTCCCTCCCTCT 0 62 66 23 226 20 59,487 59,733 40,000 36,900 3,780,475 F 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 1 14 0 173 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT TCATTCTCCCTCCCGCTTTC 0 35 27 18 199 20 59,723 59,458 38,500 26,200 2,819,267 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 0 15 0 201 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT CCCTCCATTCTCCCTCCCT 0 64 27 18 227 19 59,723 59,680 38,500 42,000 3,597,203 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 0 16 0 172 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT CATTCTCCCTCCCGCTTTCC 0 34 27 18 198 20 59,723 60,465 38,500 31,300 2,741,958 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 0 16 0 175 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT CTTCATTCTCCCTCCCGCTT 0 37 27 18 201 20 59,723 59,456 38,500 46,800 2,821,154 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 0 16 0 200 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT CCTCCATTCTCCCTCCCTCT 0 62 27 18 226 20 59,723 59,733 38,500 36,900 2,544,760 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2208:15250:25165 1 45 100 28 2 AG GAGAGAGAGACAGAGAGAGAGTCTTCTCCTCAATCNA 0 0 16 0 201 GCGAGAGGGAGAGGGAGTgagagagagaCagagagagGCGAGAGGGAGAGGGAGT CCCTCCATTCTCCCTCCCTC 0 63 27 18 227 20 59,723 60,766 38,500 43,000 3,043,693 G 243 CTCCATCAGTCACAGGgagagagagaGCGAGAGGGAGAGGGAGTgagagagagaCagagagagagTCTTCTCCTCAATCAGTCACAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGGAATACGGaaaaaGCGGGAGGGAGCAAGAgggggAAAGCGGGAGGGAGAATGAAGGGAAAAGAGGGAGGGAGAATGGAGGGGAAagagagagGGAGA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 2 0 119 GTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAAC GTCCTTTCACTCTTTGAATGTGGA AACCATGAACTATTTGAGGAACG 16 0 96 24 214 23 59,178 57,120 40,200 39,500 10,701,859 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 2 0 120 TGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAA TGTCCTTTCACTCTTTGAATGTGG AACCATGAACTATTTGAGGAACG 17 0 95 24 214 23 59,420 57,120 41,700 39,500 10,460,220 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 50 212 AGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGAGTCCGTCTTCTCAGAAATAAATGT TGCTCGAACTGATGAGGTAATAT 58 50 53 25 264 23 58,298 57,209 27,100 12,800 12,493,665 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 35 190 TGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGATGTTTCCCTTTATTGTTTACTGTCCT TGCTCGAACTGATGAGGTAATAT 35 50 75 26 264 23 58,936 57,209 38,500 12,800 12,855,565 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 17 170 TGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAA TGTCCTTTCACTCTTTGAATGTGG TGCTCGAACTGATGAGGTAATAT 17 50 95 24 264 23 59,420 57,209 41,700 12,800 10,371,502 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 16 168 TCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACA TCCTTTCACTCTTTGAATGTGGA TGCTCGAACTGATGAGGTAATAT 16 50 97 23 264 23 57,952 57,209 40,200 12,800 10,838,902 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 16 169 GTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAAC GTCCTTTCACTCTTTGAATGTGGA TGCTCGAACTGATGAGGTAATAT 16 50 96 24 264 23 59,178 57,209 40,200 12,800 10,613,141 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 0 121 TGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAA TGTCCTTTCACTCTTTGAATGTGG AAACCATGAACTATTTGAGGAACG 17 0 95 24 215 24 59,420 57,746 41,700 39,500 10,834,447 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2209:8704:46701 1 136 56 28 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 50 211 GTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTGTCCGTCTTCTCAGAAATAAATGT TGCTCGAACTGATGAGGTAATAT 58 50 54 24 264 23 57,030 57,209 27,100 12,800 12,761,164 F 264 TTTCTccccccAGCAAAATTGAGGTTTAGACTTTTAACTGCATTTGACTAAAAGTCCGTCTTCTCAGAAATAAATGTTTCCCTTTATTGTTTACTGTCCTTTCACTCTTTGAATGTGGAGATTTAtttttAACACtatatatatatatatatatatatatatatatatatatatatatatatatatatataCGTTCCTCAAATAGTTCATGGTTTTACAAAGGAAACACAATAAAGTGATTATATTACCTCATCAGTTCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 8 175 GCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCC GCCTTCAGCAGTCCTCTGAG GTGAGTGCTGGACAGGGAAA 71 8 48 20 222 20 60,108 59,891 33,500 31,300 0.216818 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 7 174 GCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCC GCCTTCAGCAGTCCTCTGAG TGAGTGCTGGACAGGGAAAC 71 7 48 20 221 20 60,108 59,891 33,500 27,800 0.216818 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 57 247 CTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCT CTCGGACTCAGCAACGTTCT TCGTAGGAGGAATGAGGTGAGA 92 57 27 20 273 22 60,039 59,759 30,100 32,700 2,280,504 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 57 265 TAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTTAGAGGCTCGTCATCCGACT TCGTAGGAGGAATGAGGTGAGA 110 57 9 20 273 22 59,819 59,759 41,800 32,700 2,422,072 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 56 246 CTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCT CTCGGACTCAGCAACGTTCT CGTAGGAGGAATGAGGTGAGAC 92 56 27 20 272 22 60,039 59,640 30,100 33,600 2,398,605 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 8 196 CTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCT CTCGGACTCAGCAACGTTCT GTGAGTGCTGGACAGGGAAA 92 8 27 20 222 20 60,039 59,891 30,100 31,300 0.147659 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 165 AGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGT AGTCCTCTGAGTTCCAGCCT TGAGTGCTGGACAGGGAAAC 62 7 57 20 221 20 59,884 59,891 45,800 27,800 0.224727 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 195 CTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCT CTCGGACTCAGCAACGTTCT TGAGTGCTGGACAGGGAAAC 92 7 27 20 221 20 60,039 59,891 30,100 27,800 0.147659 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 213 TAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTTAGAGGCTCGTCATCCGACT TGAGTGCTGGACAGGGAAAC 110 7 9 20 221 20 59,819 59,891 41,800 27,800 0.289227 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 105 CCAGATTGTGATCCCGAGGCGCcacacacacacacaca CCAGATTGTGATCCCGAGGC TGAGTGCTGGACAGGGAAAC 2 7 117 20 221 20 60,534 59,891 47,000 27,800 0.642339 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 106 CCAGATTGTGATCCCGAGGCGCcacacacacacacaca CCAGATTGTGATCCCGAGGC GTGAGTGCTGGACAGGGAAA 2 8 117 20 222 20 60,534 59,891 47,000 31,300 0.642339 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:5010:9712 1 139 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 2 109 CCAGATTGTGATCCCGAGGCGCcacacacacacacaca CCAGATTGTGATCCCGAGGC GAAGTGAGTGCTGGACAGGG 2 11 117 20 225 20 60,534 60,321 47,000 44,500 0.854877 A 288 ACCGTGTCTAGAGGCTCGTCATCCGACTCGGACTCAGCAACGTTCTGGCCTTCAGCAGTCCTCTGAGTTCCAGCCTTGCCGCCACCTGCTGTGAATCAGACAGTGTTTTGTGCTCACCAGATTGTGATCCCGAGGCGCcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCCAGGTTTCCCTGTCCAGCACTCACTTCAAAATTGTACCATTTAATTTATATTGTCTCACCTCATTCCTCCTACGAAAATGCAACATTGCA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 9 139 TGTGTCAACAATTCATATACATCGGGGTAACTCTGATGTGTCAACAATTCATATACATCGGG TTCATGCTTAGTGCTTTATTATGTGA 22 9 20 26 158 26 59,740 57,495 51,400 35,800 14,764,641 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 137 GTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTGTCAACAATTCATATACATCGGG TCATGCTTAGTGCTTTATTATGTGAA 22 8 21 25 157 26 58,341 57,495 51,400 31,800 15,163,643 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 138 TGTGTCAACAATTCATATACATCGGGGTAACTCTGATGTGTCAACAATTCATATACATCGGG TCATGCTTAGTGCTTTATTATGTGAA 22 8 20 26 157 26 59,740 57,495 51,400 31,800 14,764,641 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 44 193 TGTGCATGGTGTGAGTACTGTGTCAACAATTCATATTGTGCATGGTGTGAGTACTGT GCATGAATACAAATTTAAACCTCCTCG 45 44 2 21 194 27 59,584 59,568 35,500 46,300 8,848,282 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 43 191 TGCATGGTGTGAGTACTGTGTCAACAATTCATATACTGCATGGTGTGAGTACTGTGT GCATGAATACAAATTTAAACCTCCTCG 43 44 4 21 194 27 59,584 59,568 37,200 46,300 8,848,282 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 41 190 TGTGCATGGTGTGAGTACTGTGTCAACAATTCATATTGTGCATGGTGTGAGTACTGT TGAATACAAATTTAAACCTCCTCGTGG 45 41 2 21 191 27 59,584 60,095 35,500 49,400 8,510,578 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 37 177 TGCATGGTGTGAGTACTGTGTCAACAATTCATATACTGCATGGTGTGAGTACTGTGT TTAAACCTCCTCGTGGTGCC 43 37 4 21 180 20 59,584 59,964 37,200 50,100 1,451,769 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 37 179 TGTGCATGGTGTGAGTACTGTGTCAACAATTCATATTGTGCATGGTGTGAGTACTGT TTAAACCTCCTCGTGGTGCC 45 37 2 21 180 20 59,584 59,964 35,500 50,100 1,451,769 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2210:9343:24919 1 68 56 28 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 37 178 GTGCATGGTGTGAGTACTGTGTCAACAATTCATATAGTGCATGGTGTGAGTACTGTG TTAAACCTCCTCGTGGTGCC 44 37 3 21 180 20 59,199 59,964 36,600 50,100 1,836,325 A 257 GTGTGCATGGTGTGAGTACTGTGTCAACAATTCATATACATCGGGGTAACTCTGAAGTTTTGCACTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGAATTGAATTCACATAATAAAGCACTAAGCATGAAGAGGCACCACGAGGAGGTTTAAATTTGTATTCATGCTACTATCATTAAAATCATTGAACATATTTTAGGaaaaaaTAAAGCATAGTATTCTCTAAGCTA

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 6 11 133 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA AGGTGCTCCTTATATCTCCCTCT 11 17 4 26 136 23 57,304 59,596 14,000 36,900 12,100,468 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 135 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TGAGGTGCTCCTTATATCTCCCT 11 19 4 26 138 23 57,304 59,857 14,000 42,000 11,839,021 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 135 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TGAGGTGCTCCTTATATCTCCC 11 20 4 26 138 22 57,304 58,489 14,000 43,000 12,207,520 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 175 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA AGCCTTGACCTCTCCATCCC 11 62 4 26 178 20 57,304 60,985 14,000 38,500 9,681,533 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 179 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TCCTAGCCTTGACCTCTCCA 11 66 4 26 182 20 57,304 59,289 14,000 38,600 9,406,631 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 180 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TTCCTAGCCTTGACCTCTCCA 11 66 4 26 183 21 57,304 59,921 14,000 38,600 9,774,866 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 222 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TGCACTATTGGTAGCCCTGC 11 109 4 26 225 20 57,304 60,107 14,000 48,500 8,803,258 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 224 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA GCTGCACTATTGGTAGCCCT 11 111 4 26 227 20 57,304 59,819 14,000 51,900 8,877,394 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 226 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TCGCTGCACTATTGGTAGCC 11 113 4 26 229 20 57,304 60,179 14,000 39,300 8,875,127 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 263 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA CCTCCAGTTCTGGCCTCTTG 11 150 4 26 266 20 57,304 60,036 14,000 30,200 8,731,673 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 264 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA TCCTCCAGTTCTGGCCTCTT 11 151 4 26 267 20 57,304 60,179 14,000 28,500 8,874,935 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:17350:34641 1 41 56 28 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 11 270 CCATCATGGGAGAGTCATTAAATAAAATTTGACACTCCATCATGGGAGAGTCATTAAATAAA CTGCACTCCTCCAGTTCTGG 11 157 4 26 273 20 57,304 60,037 14,000 38,600 8,732,620 F 281 GGCCCATCATGGGAGAGTCATTAAATAAAATTTGACACTGatatatatatatatatatatatatatatatatatatatatatatatatatatatatAAATAGGACAGATaaaaaGAGGGAGATATAAGGAGCACCTCAAAGAAGgagagagaTGCAgggggATGGAGAGGTCAAGGCTAGGAATTTCAGAGCTGAGCAGTTAAAGGCAGGGCTACCAATAGTGCAGCGATTGAAATCAGGGATGTTCAAGAGGCCAGAACTGGAGGAGTGCAGATATCTAG

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 1 1 8 0 135 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC AGGGTGTTCACTCACTCACC 0 9 19 18 153 20 59,589 59,241 53,400 40,200 3,170,636 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 8 0 144 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC CCCAGTCTCAGGGTGTTCAC 0 18 19 18 162 20 59,589 59,965 53,400 31,800 2,446,747 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 8 0 145 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC TCCCAGTCTCAGGGTGTTCA 0 19 19 18 163 20 59,589 60,105 53,400 31,800 2,516,484 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT



SEQUENCE_CODE NUMBER_OF_READS TARGET_REGION_FIRST_POS TARGET_REGION_LENGTH_IN_BP TARGET_MS_LENGTH_IN_REPEAT_NUMBER NUMBER_OF_MS(1.5 for 1 compound, 1 for 1 p MOT_TRANS TARGET_REGION_SEQ POLYMORPH ONE_PRIMER_FOR_EACH_SEQ ONE_PR_FOR_EACH_TARGET_REGION PCR_PRIMER_ALIGNSCORE MIN_PRIMER_TARGET_DIST PCR_PRODUCT_SIZE PCR_PRODUCT_SEQ PRIMER_LEFT_SEQUENCE PRIMER_RIGHT_SEQUENCE PRIMER_LEFT_DIST_FROM_MS PRIMER_RIGTH_DIST_FROM_MS PRIMER_LEFT_FIRST_POS PRIMER_LEFT_LENGTH PRIMER_RIGHT_FIRST_POS PRIMER_RIGHT_LENGTH PRIMER_LEFT_TM PRIMER_RIGHT_TM PRIMER_LEFT_END_STABILITY PRIMER_RIGHT_END_STABILITY PRIMER3_PENALTY DESIGN SEQUENE_LENGTH SEQUENCE

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 8 0 191 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC AAGTGACCAGAGTGCGAGAG 0 65 19 18 209 20 59,589 59,399 53,400 32,000 3,011,847 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 8 0 192 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC AAAGTGACCAGAGTGCGAGAG 0 65 19 18 210 21 59,589 60,000 53,400 32,000 3,411,572 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 8 0 192 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC AAAGTGACCAGAGTGCGAGA 0 66 19 18 210 20 59,589 58,959 53,400 40,400 3,451,936 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 9 0 133 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC GGTGTTCACTCACTCACCCT 0 7 19 18 151 20 59,589 59,241 53,400 43,400 3,170,636 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 10 0 167 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC AGAGTGTGTTTGTCCGGCTC 0 41 19 18 185 20 59,589 60,250 53,400 47,000 2,661,200 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2212:18426:8587 1 37 88 28 2 AC CACACACACACACACACCAACACAACGCGCCGCAC NA 0 0 14 0 128 CCCAacacacCAACGCACcacacacacacacacaCCAACACCCAACACACCAACGCAC TCACTCACTCACCCTCACCC 0 2 19 18 146 20 59,589 60,832 53,400 46,100 3,243,424 G 261 TATCTCACTCACTCTCACCCCAacacacCAACGCACcacacacacacacacaCCAACACAACGCGCCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTGGGTGAGGgtgagtgagtgaACACCCTGAGACTGGGAGTGAGCCGGACAAacacacTCTGACCCTCTCGCACTCTGGTCACTTTTATTAATGACCCTTTCTTAATGTAATAATTTGTTATGACATTGCTTTACTT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 1 1 14 0 110 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG TCTTCCGTGTGTGTCTCTGTC 0 0 32 20 141 21 57,668 59,663 35,100 35,100 3,669,134 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 0 0 14 0 111 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG CTCTTCCGTGTGTGTCTCTGT 0 1 32 20 142 21 57,668 59,662 35,100 34,100 3,670,400 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 0 0 14 0 114 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG TGTCTCTTCCGTGTGTGTCTC 0 4 32 20 145 21 57,668 59,663 35,100 33,600 3,669,134 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 0 0 14 0 161 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG AAGATGGGCTGTCTGTCTGC 0 52 32 20 192 20 57,668 60,036 35,100 42,600 2,367,693 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 0 0 14 0 164 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG TGGAAGATGGGCTGTCTGTC 0 55 32 20 195 20 57,668 59,385 35,100 35,100 2,947,394 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:27976:43026 1 52 69 28 2 AC ACACACACACATGCACACACACACACACACACACACNA 0 0 14 0 172 AGAAACCcacacacaGACAGacacacacacATGcacacacAGAAACCCACACACAGACAG TGGTCAGATGGAAGATGGGC 0 63 32 20 203 20 57,668 59,452 35,100 53,600 2,880,094 G 204 cacacaCGTacacacacacagacagacagacAGAAACCcacacacaGACAGacacacacacATGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACAGAGacacacacGGAAGAGACAAGTCAGATCAGCTggggggTCTTATCTGCAGACAGACAGCCCATCTTCCATCTGACCAT

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 30 240 TTCATAATCTATCCTCCCACTCAGTAATCTATTTGTG TTCATAATCTATCCTCCCACTCAGT ACTGTTTACATGCTGTGACCA 30 98 26 25 265 21 58,615 57,793 34,100 40,200 9,592,708 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 240 TCATAATCTATCCTCCCACTCAGTAATCTATTTGTGC TCATAATCTATCCTCCCACTCAGT AACTGTTTACATGCTGTGACCA 30 98 27 24 266 22 58,030 58,449 34,100 40,200 9,521,108 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 30 241 TTCATAATCTATCCTCCCACTCAGTAATCTATTTGTG TTCATAATCTATCCTCCCACTCAGT AACTGTTTACATGCTGTGACCA 30 98 26 25 266 22 58,615 58,449 34,100 40,200 9,936,263 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 14 145 CCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGCCCACTCAGTAATCTATTTGTGCG ATTGTGCTTAACCCAGTTTAAGTAA 16 14 41 24 185 25 59,729 57,173 53,400 22,400 12,097,968 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 13 144 CCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGCCCACTCAGTAATCTATTTGTGCG TTGTGCTTAACCCAGTTTAAGTAAA 16 13 41 24 184 25 59,729 57,358 53,400 20,100 11,913,131 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 0 125 GTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtg GTGCGTGTGTGTGAACTTTGA TTGTGCTTAACCCAGTTTAAGTAAA 0 13 60 21 184 25 59,870 57,358 26,900 20,100 8,771,706 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 9 0 206 GTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtg GTGCGTGTGTGTGAACTTTGA ACTGTTTACATGCTGTGACCA 0 98 60 21 265 21 59,870 57,793 26,900 40,200 4,336,889 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 16 147 CCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGCCCACTCAGTAATCTATTTGTGCG TTATTGTGCTTAACCCAGTTTAAGT 16 16 41 24 187 25 59,729 57,173 53,400 22,400 12,097,968 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 1 126 TGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGTGTGTGAACTTTG TTGTGCTTAACCCAGTTTAAGTAAA 1 13 59 21 184 25 60,136 57,358 27,700 20,100 8,777,913 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 1 207 TGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGTGTGTGAACTTTG ACTGTTTACATGCTGTGACCA 1 98 59 21 265 21 60,136 57,793 27,700 40,200 4,343,096 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 126 TGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGTGTGTGAACTTT TTGTGCTTAACCCAGTTTAAGTAAA 2 13 59 20 184 25 58,839 57,358 26,600 20,100 8,803,071 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2215:8369:50480 1 81 66 28 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 2 207 TGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgt TGTGCGTGTGTGTGAACTTT ACTGTTTACATGCTGTGACCA 2 98 59 20 265 21 58,839 57,793 26,600 40,200 4,368,254 F 267 CCTTTAATGTTGCTGGACTCTAAATTTCATAATCTATCCTCCCACTCAGTAATCTATTTGTGCgtgtgtgtGAACTTTGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGAgtgtgtgtGCGtttttCTTATTTTACTTAAACTGGGTTAAGCACAATaaaaaTTATGCTCTTTTCTTTATaaaaaCTTAATAAAATCtgtgtgATCGTGTCTTTTATGGTCACAGCATGTAAACAGTTA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 16 3 123 TCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctct TCCTCCTCTATTTGCACAGTGT AGCCTAGTGTGCAAATAGAGGA 3 20 86 22 208 22 59,094 58,892 35,500 37,100 6,013,990 A 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 16 3 124 TCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctct TCCTCCTCTATTTGCACAGTGT AAGCCTAGTGTGCAAATAGAGGA 3 20 86 22 209 23 59,094 59,480 35,500 37,100 6,425,899 A 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 16 2 123 TCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctct TCCTCCTCTATTTGCACAGTGTT AGCCTAGTGTGCAAATAGAGGA 2 20 86 23 208 22 59,672 58,892 33,200 37,100 6,435,358 A 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 48 220 ACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACACACAGTGGGTTTATCTCTCTTC TGTGCAAATAGAGGCGGAAA 48 73 40 23 259 20 57,846 57,807 28,700 31,300 7,346,613 F 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 47 220 ACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACACACAGTGGGTTTATCTCTCTTCT TGTGCAAATAGAGGCGGAAA 47 73 40 24 259 20 59,159 57,807 28,500 31,300 7,033,910 F 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 46 220 ACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACACACAGTGGGTTTATCTCTCTTCTC TGTGCAAATAGAGGCGGAAA 46 73 40 25 259 20 60,047 57,807 28,700 31,300 7,239,613 F 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 3 173 CCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctc CCTCCTCTATTTGCACAGTGT TGTGCAAATAGAGGCGGAAA 3 73 87 21 259 20 57,659 57,807 35,500 31,300 5,533,478 B 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 2 173 CCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctc CCTCCTCTATTTGCACAGTGTT TGTGCAAATAGAGGCGGAAA 2 73 87 22 259 20 58,321 57,807 33,200 31,300 5,872,052 B 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:24251:66636 1 111 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 1 173 CCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctc CCTCCTCTATTTGCACAGTGTTG TGTGCAAATAGAGGCGGAAA 1 73 87 23 259 20 59,562 57,807 33,300 31,300 5,630,751 B 259 CCCTCTGTCCAATTTATTAATTTCTTTTCTCCTCTGTTTACACAGTGGGTTTAtctctcTtctctctcTGATTTATTAACTGAATTCCTCCTCTATTTGCACAGTGTTGTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTAATTTATTAATTTATTTCCTCCTCTATTTGCACACTAGGCTTTtctctctcCctctctAATTTATTAATTTATTTCCGCCTCTATTTGCACA

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 20 139 TGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCTGAGCTGGCATCTGACTTTCA GCTTCTGCCCACTATGAGGT 20 22 62 21 200 20 59,651 59,456 26,900 38,500 1,892,445 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 137 AGCTGGCATCTGACTTTCACATGTGCCACAAGGCATAGCTGGCATCTGACTTTCACA GCTTCTGCCCACTATGAGGT 18 22 64 21 200 20 59,927 59,456 35,800 38,500 1,616,556 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 18 138 AGCTGGCATCTGACTTTCACATGTGCCACAAGGCATAGCTGGCATCTGACTTTCACA TGCTTCTGCCCACTATGAGG 18 23 64 21 201 20 59,927 59,457 35,800 38,600 1,616,083 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 29 156 CCAACTCTCATGAGCTGGCATCTGACTTTCACATGT CCAACTCTCATGAGCTGGCA CCTTTCTGCTTCTGCCCACT 31 29 52 20 207 20 60,036 60,251 49,200 40,000 0.286802 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 29 206 GCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGCCACCAAGTCCAATGACCT CCTTTCTGCTTCTGCCCACT 81 29 2 20 207 20 60,251 60,251 38,500 40,000 0.502418 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 23 150 CCAACTCTCATGAGCTGGCATCTGACTTTCACATGT CCAACTCTCATGAGCTGGCA TGCTTCTGCCCACTATGAGG 31 23 52 20 201 20 60,036 59,457 49,200 38,600 0.579002 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 23 200 GCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGCCACCAAGTCCAATGACCT TGCTTCTGCCCACTATGAGG 81 23 2 20 201 20 60,251 59,457 38,500 38,600 0.794618 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 22 149 CCAACTCTCATGAGCTGGCATCTGACTTTCACATGT CCAACTCTCATGAGCTGGCA GCTTCTGCCCACTATGAGGT 31 22 52 20 200 20 60,036 59,456 49,200 38,500 0.579474 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:28392:28171 1 103 56 28 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 22 199 GCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGCCACCAAGTCCAATGACCT GCTTCTGCCCACTATGAGGT 81 22 2 20 200 20 60,251 59,456 38,500 38,500 0.795091 B 253 CGCCACCAAGTCCAATGACCTGTGTTCAATCCCCATGGTAAAAGGAGAAAACCAACTCTCATGAGCTGGCATCTGACTTTCACATGTGCCACAAGGCATGTGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATGCTCAtgtgtgAAAACCAAAACCTCATAGTGGGCAGAAGCAGAAAGGCAAACAGTCTTTATTGTCTGTAAATGGCCCCAAATGCcacacaAAG

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 1 1 4 8 171 TCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccac TCTTCTGCTTGAGTGGTGGA CGAGTGAGTGCCAGGATAGG 8 30 67 20 237 20 58,576 59,613 40,200 25,700 1,810,785 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 4 8 172 TCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccac TCTTCTGCTTGAGTGGTGGA GCGAGTGAGTGCCAGGATAG 8 31 67 20 238 20 58,576 60,249 40,200 20,800 1,672,822 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 4 7 172 TCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccac TCTTCTGCTTGAGTGGTGGAA GCGAGTGAGTGCCAGGATAG 7 31 67 21 238 20 59,232 60,249 35,300 20,800 2,017,514 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 4 0 139 GCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacC GCTTGAGTGGTGGAATTAAAGG AGCAATACAGAGAAACCCAGTCT 0 1 73 22 211 23 57,559 59,415 31,100 32,400 8,025,687 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 5 0 139 TGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccac TGCTTGAGTGGTGGAATTAAAGG GCAATACAGAGAAACCCAGTCT 0 1 72 23 210 22 59,174 58,056 31,100 32,400 7,770,243 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 5 0 139 TGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccac TGCTTGAGTGGTGGAATTAAAGG GCAATACAGAGAAACCCAGTCTT 0 0 72 23 210 23 59,174 58,672 31,100 30,100 8,153,837 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 12 44 240 TCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCACTGTAAACCAGGCTGGC TCTCTGTGAGTTCAAGGCCAG 44 62 31 20 270 21 60,251 59,654 48,500 48,500 1,596,468 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 12 44 240 TCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCACTGTAAACCAGGCTGGC TCTCTGTGAGTTCAAGGCCA 44 63 31 20 270 20 60,251 58,576 48,500 53,600 1,674,311 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 12 36 230 AACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCAACCAGGCTGGCCTCAAATT TCTGTGAGTTCAAGGCCAGC 36 61 39 20 268 20 60,179 60,250 18,200 48,500 0.429391 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 12 31 200 AACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCAACCAGGCTGGCCTCAAATT GCGAGTGAGTGCCAGGATAG 36 31 39 20 238 20 60,179 60,249 18,200 20,800 0.428162 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 12 31 201 AAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGAAACCAGGCTGGCCTCAAAT GCGAGTGAGTGCCAGGATAG 37 31 38 20 238 20 60,179 60,249 23,200 20,800 0.428162 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2216:29437:61872 1 95 93 28 2 AG CACCACCACCACCACCATTGGGCTTTTTTGAACACA NA 0 0 13 45 240 ACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGACTCACTGTAAACCAGGCTGG TCTGTGAGTTCAAGGCCAGC 45 61 29 21 268 20 59,928 60,250 48,500 48,500 1,322,798 G 274 TTCTCGATATAGGCCTGGATTATCCTGAACTCACTGTAAACCAGGCTGGCCTCAAATTCAAGAGATTCTTCTGCTTGAGTGGTGGAATTAAAGGcaccaccaccaccacCATTGGGCttttttGAACACATtctctctctctctctctctctctctctctctctctctctctctctctctctctctcAAGACTGGGTTTCTCTGTATTGCTTTGGAGCCTATCCTGGCACTCACTCGCTCGAGACCAGGCTGGCCTTGAACTCACAGAGATCCC

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 12 28 189 GCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGGCAACTCTCTGCTCTCCCTC GAGATAGTGCGTGAGAGACAC 28 46 20 20 208 21 59,824 57,940 43,000 36,700 3,235,165 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 46 208 CACTCTCGCActctctctGCAActctctGCTCTCCctctctTtCACTCTCGCACTCTCTCTGC AGAGATAGTGCGTGAGAGACAC 46 46 2 20 209 22 60,179 59,319 42,600 36,700 2,860,007 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 30 192 ctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTC CTGCAACTCTCTGCTCTCCC AGAGATAGTGCGTGAGAGACAC 30 46 18 20 209 22 60,108 59,319 43,000 36,700 2,789,075 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 28 190 GCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGGCAACTCTCTGCTCTCCCTC AGAGATAGTGCGTGAGAGACAC 28 46 20 20 209 22 59,824 59,319 43,000 36,700 2,856,372 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 25 187 ActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCT ACTCTCTGCTCTCCCTCTCT AGAGATAGTGCGTGAGAGACA 25 47 23 20 209 21 58,701 58,007 31,000 34,100 4,291,546 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 13 25 187 ActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCT ACTCTCTGCTCTCCCTCTCT AGAGATAGTGCGTGAGAGACAC 25 46 23 20 209 22 58,701 59,319 31,000 36,700 3,979,794 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 16 2 131 tctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctct TCTCTCTGTCTCTCTGTCTGTC GGGAGTTAGAGAGAAAGAGACAA 2 10 44 22 174 23 58,062 57,013 35,100 31,800 9,924,315 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 17 1 131 tctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctct TCTCTCTGTCTCTCTGTCTGTCT GGGAGTTAGAGAGAAAGAGACAA 1 10 44 23 174 23 59,417 57,013 34,100 31,800 9,569,148 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2217:18903:62822 1 68 74 28 1.5 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 18 1 130 ctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctc CTCTCTGTCTCTCTGTCTGTCT GGGAGTTAGAGAGAAAGAGACAA 1 10 45 22 174 23 58,057 57,013 34,100 31,800 9,929,330 F 209 TCACTCTCGCActctctctGCAActctctGCTCTCCctctctTtctctcTGtctctcTGTCTGTCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcTTtctctctctctctctcTATCTATCTTTTGTCTCTTtctctcTAACTcccccTATCCACCTCTGTGtctctcACGCACTATCTCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 1 1 2 10 155 ACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAG ACCCAATTGAGATAACGAGGAAGT AAACAGAAGCGCATGAGGGT 27 10 110 24 264 20 59,775 60,251 30,100 43,400 4,476,168 D 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 154 CCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGct CCCAATTGAGATAACGAGGAAGT AAACAGAAGCGCATGAGGGT 27 10 111 23 264 20 58,229 60,251 30,100 43,400 5,021,697 D 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 155 ACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAG ACCCAATTGAGATAACGAGGAAG AAACAGAAGCGCATGAGGGT 28 10 110 23 264 20 58,229 60,251 34,600 43,400 5,021,697 D 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 185 AGATGTCAGAGCACATGCaaaaaCACCATAACCCAA AGATGTCAGAGCACATGCAAA AAACAGAAGCGCATGAGGGT 60 10 80 21 264 20 58,213 60,251 36,800 43,400 3,037,679 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 185 AGATGTCAGAGCACATGCaaaaaCACCATAACCCAA AGATGTCAGAGCACATGCAA AAACAGAAGCGCATGAGGGT 61 10 80 20 264 20 57,515 60,251 40,800 43,400 2,735,644 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 228 GACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGACCATTCACTGTGTCCAGC AAACAGAAGCGCATGAGGGT 104 10 37 20 264 20 58,840 60,251 48,500 43,400 1,411,038 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 254 AGATGGTTCCTGCATGATACCTAAATGACCATTCAC AGATGGTTCCTGCATGATACCT AAACAGAAGCGCATGAGGGT 128 10 11 22 264 20 58,948 60,251 30,800 43,400 3,302,483 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 259 TGAAGAGATGGTTCCTGCATGATACCTAAATGACCATGAAGAGATGGTTCCTGCATGA AAACAGAAGCGCATGAGGGT 133 10 6 22 264 20 59,427 60,251 30,700 43,400 2,823,910 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 3 10 259 TGAAGAGATGGTTCCTGCATGATACCTAAATGACCATGAAGAGATGGTTCCTGCATG AAACAGAAGCGCATGAGGGT 134 10 6 21 264 20 58,005 60,251 40,600 43,400 3,246,185 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 4 10 188 AGTAGATGTCAGAGCACATGCaaaaaCACCATAACC AGTAGATGTCAGAGCACATGCA AAACAGAAGCGCATGAGGGT 62 10 77 22 264 20 59,501 60,251 39,600 43,400 2,749,786 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 4 10 227 ACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGACCATTCACTGTGTCCAGCA AAACAGAAGCGCATGAGGGT 103 10 38 20 264 20 59,526 60,251 44,100 43,400 0.724656 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 5 10 227 ACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGACCATTCACTGTGTCCAGCAT AAACAGAAGCGCATGAGGGT 102 10 38 21 264 20 59,926 60,251 37,900 43,400 1,325,306 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 7 1 126 TGTTAGctctctcacacaCGCTcacacacacaCGCACGCG TGTTAGCTCTCTCACACACGC AAACAGAAGCGCATGAGGGT 1 10 139 21 264 20 60,336 60,251 53,400 43,400 1,586,865 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 7 0 125 GTTAGctctctcacacaCGCTcacacacacaCGCACGCGcaGTTAGCTCTCTCACACACGCT AAACAGAAGCGCATGAGGGT 0 10 140 21 264 20 60,068 60,251 50,700 43,400 1,319,096 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2218:22495:40846 1 161 74 28 2 AC CACACACACACGCACGCGCACACACACACACACAC NA 0 0 8 0 124 TTAGctctctcacacaCGCTcacacacacaCGCACGCGcac TTAGCTCTCTCACACACGCT AAACAGAAGCGCATGAGGGT 0 10 141 20 264 20 58,752 60,251 50,700 43,400 1,499,388 G 285 CATTATGAAGAGATGGTTCCTGCATGATACCTAAATGACCATTCACTGTGTCCAGCATGGATCTTAGCTAACGAGAAGTAGATGTCAGAGCACATGCaaaaaCACCATAACCCAATTGAGATAACGAGGAAGTCCTGCTGTTAGctctctcacacaCGCTcacacacacaCGCACGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCACCCCACCACCCTCATGCGCTTCTGTTTTAAATaaaaaCAGCAAATGCT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 2 170 CGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgt CGCTTGCGTGATTCTCCAAG GCCGGTATAGACAGTGAAACAC 2 54 60 20 229 22 59,904 59,072 36,100 33,200 3,024,051 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 2 124 CGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgt CGCTTGCGTGATTCTCCAAG GATCTAACACTGACACACTTGCA 2 7 60 20 183 23 59,904 58,942 36,100 40,800 4,154,059 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 2 171 CGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgt CGCTTGCGTGATTCTCCAAG TGCCGGTATAGACAGTGAAACA 2 55 60 20 230 22 59,904 59,436 36,100 28,300 2,659,555 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 36 204 CGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCGTGCGTGTGGGCATGTAAA GCCGGTATAGACAGTGAAACAC 36 54 26 20 229 22 61,847 59,072 20,100 33,200 4,774,965 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 36 205 CGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCGTGCGTGTGGGCATGTAAA TGCCGGTATAGACAGTGAAACA 36 55 26 20 230 22 61,847 59,436 20,100 28,300 4,410,469 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 8 177 TTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgt TTTGTGCGCTTGCGTGATTC TGCCGGTATAGACAGTGAAACA 8 55 54 20 230 22 60,660 59,436 25,200 28,300 3,223,625 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 122 CGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgt CGCTTGCGTGATTCTCCAAG TCTAACACTGACACACTTGCAA 2 6 60 20 181 22 59,904 58,132 36,100 40,800 3,963,792 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 36 204 GTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCG GTGCGTGTGGGCATGTAAA TGCCGGTATAGACAGTGAAACA 36 55 27 19 230 22 59,047 59,436 20,100 28,300 4,516,637 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2222:7009:53539 1 82 72 28 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 2 122 CGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgt CGCTTGCGTGATTCTCCAAG TCTAACACTGACACACTTGCA 2 7 60 20 181 21 59,904 57,465 36,100 40,800 3,631,214 F 231 AGAGgtgtgtgtATTTTGgtgtgtGCGTGCGTGTGGGCATGTAAAACTTTGCGTTTGTGCGCTTGCGTGATTCTCCAAGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTAtgtgtgtgtgtgtgAATGTTTTGCAAgtgtgtCAGTGTTAGATCTTTTACTACttttttGAACAATTTGTGTTTCACTGTCTATACCGGCAT

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 11 135 TGAATGGCGATAGTGGTATTTGTTTTCCACTGACTA TGAATGGCGATAGTGGTATTTGTT TGTTACTACACATCTGCATGCA 22 11 73 24 207 22 58,810 58,063 28,300 39,600 9,126,492 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 11 135 TGAATGGCGATAGTGGTATTTGTTTTCCACTGACTA TGAATGGCGATAGTGGTATTTGT TGTTACTACACATCTGCATGCA 23 11 73 23 207 22 58,224 58,063 28,300 39,600 8,712,913 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 9 135 TGAATGGCGATAGTGGTATTTGTTTTCCACTGACTA TGAATGGCGATAGTGGTATTTGT TGTTACTACACATCTGCATGCATG 23 9 73 23 207 24 58,224 59,667 28,300 40,600 9,109,721 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 31 213 ATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTC ATTGATTTCAATAACTGCAAGTTCCA AGGGAGAGTCTGAGCAGGTG 80 31 13 26 225 20 58,331 60,614 35,300 40,000 8,283,842 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 33 215 ATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTC ATTGATTTCAATAACTGCAAGTTCCA AGAGGGAGAGTCTGAGCAGG 80 33 13 26 227 20 58,331 60,033 35,300 48,500 7,702,635 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 32 214 ATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTC ATTGATTTCAATAACTGCAAGTTCCA GAGGGAGAGTCTGAGCAGGT 80 32 13 26 226 20 58,331 60,324 35,300 40,000 7,993,703 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 29 159 TGTAATGAATGGCGATAGTGGTATTTGTTTTCCACT TGTAATGAATGGCGATAGTGGT GAGGGAGAGTCTGAGCAGGT 29 32 68 22 226 20 57,584 60,324 41,600 40,000 4,740,156 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 29 160 TGTAATGAATGGCGATAGTGGTATTTGTTTTCCACT TGTAATGAATGGCGATAGTGGT AGAGGGAGAGTCTGAGCAGG 29 33 68 22 227 20 57,584 60,033 41,600 48,500 4,449,089 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

ST‐E00142:460:H2K7HCCXY:6:2223:15219:71910 1 119 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 23 155 TGAATGGCGATAGTGGTATTTGTTTTCCACTGACTA TGAATGGCGATAGTGGTATTTGT AGAGGGAGAGTCTGAGCAGG 23 33 73 23 227 20 58,224 60,033 28,300 48,500 4,809,557 F 268 CTACCATGATGTATTGATTTCAATAACTGCAAGTTCCAtttttaaaaaaTCTGTAAGCAAGTGTAAATGTAATGAATGGCGATAGTGGTATTTGTTTTCCACTGACTATaaaaaCTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctcGCATGTatgcatgcatgcAGATGTGTAGTAACACCTGCTCAGACTCTCCCTCTTTACCCCTCTCACTCCCCTTTACCATTCACTCtttttCACC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 1 1 5 9 230 TGCAATCCAACAGAATATAGCATAATTATATTTCTacTGCAATCCAACAGAATATAGCATAAT CGACAGTCGCTTCATGGACA 9 52 2 26 231 20 57,360 60,389 12,800 40,200 9,028,583 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 5 9 234 TGCAATCCAACAGAATATAGCATAATTATATTTCTacTGCAATCCAACAGAATATAGCATAAT CAACCGACAGTCGCTTCATG 9 56 2 26 235 20 57,360 59,560 12,800 30,700 9,080,048 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 5 9 240 TGCAATCCAACAGAATATAGCATAATTATATTTCTacTGCAATCCAACAGAATATAGCATAAT TTAAGGCAACCGACAGTCGC 9 62 2 26 241 20 57,360 60,947 12,800 51,900 9,587,243 G 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 5 0 178 TGCAATCCAACAGAATATAGCATAATTATATTTCTacTGCAATCCAACAGAATATAGCATAAT CCATTTGCCTGGTTTCGAAA 9 0 2 26 179 20 57,360 57,190 12,800 34,600 11,450,502 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 6 10 231 ATGCAATCCAACAGAATATAGCATAATTATATTTCT ATGCAATCCAACAGAATATAGCATAA CGACAGTCGCTTCATGGACA 10 52 1 26 231 20 57,360 60,389 19,000 40,200 9,028,583 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 6 10 240 ATGCAATCCAACAGAATATAGCATAATTATATTTCT ATGCAATCCAACAGAATATAGCATAA TAAGGCAACCGACAGTCGC 10 62 1 26 240 19 57,360 60,374 19,000 51,900 10,013,810 G 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 6 10 241 ATGCAATCCAACAGAATATAGCATAATTATATTTCT ATGCAATCCAACAGAATATAGCATAA TTAAGGCAACCGACAGTCGC 10 62 1 26 241 20 57,360 60,947 19,000 51,900 9,587,243 G 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 6 0 178 TGCAATCCAACAGAATATAGCATAATTATATTTCTacTGCAATCCAACAGAATATAGCATAATT CCATTTGCCTGGTTTCGAAA 8 0 2 27 179 20 57,919 57,190 14,000 34,600 11,891,643 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1005_2 2 37 123 28 2 AC ACACACACACACACACACACACACAGACACACACA TA_148_159 0 0 6 0 179 ATGCAATCCAACAGAATATAGCATAATTATATTTCT ATGCAATCCAACAGAATATAGCATAA CCATTTGCCTGGTTTCGAAA 10 0 1 26 179 20 57,360 57,190 19,000 34,600 11,450,502 D 263 ATGCAATCCAACAGAATATAGCATAATTATATTTCTacacacacacacacacacacacacAGacacacacacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNNNNNNNtatatatatataTTTCGAAACCAGGCAAATGGTGAAATTTGAATTCAATACAAATCTGGGAATATGTCCATGAAGCGACTGTCGGTTGCCTTaaaaaGCATCTGGTTCATTTATGC

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 1 1 6 6 215 gggAAAGACCATGGTGGGTTGGTGGGgagagagagagGGGAAAGACCATGGTGGGTT GCATTTGCTTTCATACCTGATTCA 6 84 21 20 235 24 59,886 58,346 41,100 25,700 5,767,871 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 6 2 211 AAGACCATGGTGGGTTGGTGGGgagagagagagagagAAGACCATGGTGGGTTGGTG GCATTTGCTTTCATACCTGATTCA 2 84 25 20 235 24 60,179 58,346 41,700 25,700 5,832,471 B 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 6 2 211 AAGACCATGGTGGGTTGGTGGGgagagagagagagagAAGACCATGGTGGGTTGGTG GCATTTGCTTTCATACCTGATTCAT 2 83 25 20 235 25 60,179 58,722 41,700 25,700 6,457,327 B 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 6 2 211 AAGACCATGGTGGGTTGGTGGGgagagagagagagagAAGACCATGGTGGGTTGGTG GCATTTGCTTTCATACCTGATTCATC 2 82 25 20 235 26 60,179 59,580 41,700 29,200 6,598,972 B 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Aug‐75 2 127 AAGACCATGGTGGGTTGGTGGGgagagagagagagagAAGACCATGGTGGGTTGGTG CTCTCTCTGTCTTTCCCATGGT 2 2 25 20 151 22 60,179 59,163 41,700 35,500 3,015,945 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Aug‐75 2 131 gggAAAGACCATGGTGGGTTGGTGGGgagagagagagGGGAAAGACCATGGTGGGTT CTCTCTCTGTCTTTCCCATGGT 6 2 21 20 151 22 59,886 59,163 41,100 35,500 2,951,345 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 9 25 203 agagagAAGGGTACTGCgggggAAAGACCATGGTGG AGAGAGAAGGGTACTGCGGG TCTTTCTCTCTAAACACTGACTCCC 25 52 2 20 204 25 60,685 59,756 61,300 43,000 5,928,982 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Sep‐75 2 130 gggAAAGACCATGGTGGGTTGGTGGGgagagagagagGGGAAAGACCATGGTGGGTT TCTCTCTGTCTTTCCCATGGT 6 2 21 20 150 21 59,886 58,092 41,100 35,500 3,022,256 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Oct‐75 6 157 gggAAAGACCATGGTGGGTTGGTGGGgagagagagagGGGAAAGACCATGGTGGGTT GGGTCTGTCTCTCTTTCCCT 6 30 21 20 177 20 59,886 58,054 41,100 42,000 2,059,944 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Nov‐75 6 157 gggAAAGACCATGGTGGGTTGGTGGGgagagagagagGGGAAAGACCATGGTGGGTT GGGTCTGTCTCTCTTTCCCTC 6 29 21 20 177 21 59,886 59,171 41,100 43,000 1,942,959 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1122_2 2 47 81 28 1.5 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG_110_127 0 0 Nov‐75 2 153 AAGACCATGGTGGGTTGGTGGGgagagagagagagagAAGACCATGGTGGGTTGGTG GGGTCTGTCTCTCTTTCCCTC 2 29 25 20 177 21 60,179 59,171 41,700 43,000 2,007,559 F 248 NagagagAAGGGTACTGCgggggAAAGACCATGGTGGGTTGGTGGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagaagagagAagagagagagagagagagANACCATGGGAAAGACagagagagNCCCNGAGGGAAagagagACAGACCCCGGGGAGTCAGTGTTTagagagAAAGAGTTAAGATGAATCAGGTATGAAAGCAAATGCTAAAGGAGGGAGN

cons_gr1173_2 2 44 56 28 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 1 1 16 4 109 AGACATGGAGAATGCAGGCCGAGCGAGCGCCagagAGACATGGAGAATGCAGGCC GTCGCGTGCCCTCTCTTT 11 4 13 20 121 18 60,107 60,048 51,900 25,200 2,154,946 F 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 56 28 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 16 3 108 AGACATGGAGAATGCAGGCCGAGCGAGCGCCagagAGACATGGAGAATGCAGGCC TCGCGTGCCCTCTCTTTC 11 3 13 20 120 18 60,107 59,738 51,900 26,200 2,368,490 F 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 56 28 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANO 0 0 17 3 109 AGACATGGAGAATGCAGGCCGAGCGAGCGCCagagAGACATGGAGAATGCAGGCC GTCGCGTGCCCTCTCTTTC 11 3 13 20 121 19 60,107 61,095 51,900 26,200 2,202,071 F 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 1 17 1 137 GGAGAATGCAGGCCGAGCGAGCGCCagagagagagaGGAGAATGCAGGCCGAGC GTTGCGTGCCCTCTCTTTC 7 1 19 18 155 19 60,899 59,130 50,300 26,200 4,769,028 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 0 17 1 138 TGGAGAATGCAGGCCGAGCGAGCGCCagagagagagTGGAGAATGCAGGCCGAG GTTGCGTGCCCTCTCTTTC 8 1 18 18 155 19 59,414 59,130 46,300 26,200 4,455,935 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 0 17 1 139 ATGGAGAATGCAGGCCGAGCGAGCGCCagagagagaATGGAGAATGCAGGCCGAG GTTGCGTGCCCTCTCTTTC 8 1 17 19 155 19 59,852 59,130 46,300 26,200 3,017,514 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 0 17 1 140 CATGGAGAATGCAGGCCGAGCGAGCGCCagagagagCATGGAGAATGCAGGCCGAG GTTGCGTGCCCTCTCTTTC 8 1 16 20 155 19 61,165 59,130 46,300 26,200 3,034,352 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 0 17 1 140 CATGGAGAATGCAGGCCGAGCGAGCGCCagagagagCATGGAGAATGCAGGCCGA GTTGCGTGCCCTCTCTTTC 9 1 16 19 155 19 60,153 59,130 55,400 26,200 3,022,796 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr1173_2 2 44 92 28 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAG_122_135 0 0 17 1 143 AGACATGGAGAATGCAGGCCGAGCGAGCGCCagagAGACATGGAGAATGCAGGCC GTTGCGTGCCCTCTCTTTC 11 1 13 20 155 19 60,107 59,130 51,900 26,200 1,976,508 G 174 GGGGAGAACATGAGACATGGAGAATGCAGGCCGAGCGAGCGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagANGGAAagagagGGCACGCGACagagagagagagagNGAAagagagGGCACGCAACagagagagagagGAAGAGA

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 1 1 7 50 219 TCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccATCCCTTCATTCTAGAGACGGG GGGTGAGAGAAGAGAAAGAGATAGA 67 50 12 21 230 25 58,333 58,874 52,800 19,800 8,793,880 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 7 22 176 AAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAAAGATGGAGGAGTCATTTACCTC GGGTGAGAGAAGAGAAAGAGATAGA 22 50 55 23 230 25 57,378 58,874 38,500 19,800 11,748,756 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 8 50 220 CTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccc CTCCCTTCATTCTAGAGACGGG GGGTGAGAGAAGAGAAAGAGATAGA 67 50 11 22 230 25 59,374 58,874 52,800 19,800 8,752,199 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 8 49 220 CTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccc CTCCCTTCATTCTAGAGACGGG GGGTGAGAGAAGAGAAAGAGATAGAG 67 49 11 22 230 26 59,374 59,737 52,800 24,300 8,888,958 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 8 22 176 AAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAAAGATGGAGGAGTCATTTACCTC GGGTGAGAGAAGAGAAAGAGATAGAG 22 49 55 23 230 26 57,378 59,737 38,500 24,300 11,885,514 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

cons_gr34_2 2 100 56 28 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNO 0 0 8 22 176 AAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAAAGATGGAGGAGTCATTTACCTC GGGTGAGAGAAGAGAAAGAGATAG 22 51 55 23 230 24 57,378 57,609 38,500 20,800 12,013,573 F 247 GGGAAGGTATCTCCCTTCATTCTAGAGACGGGGAAGGGATCTcccccAATTTTAAAGATGGAGGAGTCATTTACCTCCAtttttAAGTTTGAGGATGTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTATTTCTGATTCCTtctctcTATTTTActctctGATTAtctctctcACTCTATCTCTTTCTCTtctctcACCCCATcccccTCTCTTTTG

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 0 137 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCTC CAACCCACCCAGACATCAGT 0 38 24 21 160 20 58,808 59,598 43,000 34,100 2,594,001 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 23 194 GGCACCCACACTAAAGATGAAAAGGTGAAGACTGGGGCACCCACACTAAAGATGA GGCAGATGCAACCAAGACAG 23 73 2 20 195 20 57,510 59,475 29,200 35,100 3,014,801 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 139 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCT CACAACCCACCCAGACATCA 1 40 24 20 162 20 57,649 59,890 42,000 30,700 2,461,157 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 139 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCTC CACAACCCACCCAGACATCA 0 40 24 21 162 20 58,808 59,890 43,000 30,700 2,302,558 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 140 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCTC TCACAACCCACCCAGACATC 0 41 24 21 163 20 58,808 59,600 43,000 30,600 2,592,476 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 23 195 GGCACCCACACTAAAGATGAAAAGGTGAAGACTGGGGCACCCACACTAAAGATGA TGGCAGATGCAACCAAGACA 23 74 2 20 196 20 57,510 60,179 29,200 34,100 2,668,934 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 23 228 GGCACCCACACTAAAGATGAAAAGGTGAAGACTGGGGCACCCACACTAAAGATGA AACTCTGGCCAAACACACCA 23 107 2 20 229 20 57,510 60,034 29,200 41,700 2,523,539 F 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 22 195 GGCACCCACACTAAAGATGAAAAGGTGAAGACTGGGGCACCCACACTAAAGATGAA TGGCAGATGCAACCAAGACA 22 74 2 21 196 20 58,210 60,179 25,700 34,100 2,969,429 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 1 173 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCT TGGCAGATGCAACCAAGACA 1 74 24 20 196 20 57,649 60,179 42,000 34,100 2,529,858 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 1 206 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCT AACTCTGGCCAAACACACCA 1 107 24 20 229 20 57,649 60,034 42,000 41,700 2,384,463 F 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 173 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCTC TGGCAGATGCAACCAAGACA 0 74 24 21 196 20 58,808 60,179 43,000 34,100 2,371,258 A 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2118:23338:31160 1 45 58 29 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 6 0 206 AGGTGAAGACTGGAATCCCTCgagagagagagagagagAGGTGAAGACTGGAATCCCTC AACTCTGGCCAAACACACCA 0 107 24 21 229 20 58,808 60,034 43,000 41,700 2,225,864 F 229 GGGCACCCACACTAAAGATGAAAAGGTGAAGACTGGAATCCCTCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGCCAGGGTTTCAATGAGACTGGTTAACTCACATTGTTTACTGATGTCTGGGTGGGTTGTGAAATCTGCAGGATCTGTCTTGGTTGCATCTGCCATTTATTGAGCGTGTGgtgtgtTTGGCCAGAGTT

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 25 199 GTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCAGTCAAGCACCCTCTGTGGAA CCTTGCAAGTGTGAGAAGGG 42 25 48 20 246 20 59,891 58,758 35,300 39,500 1,350,661 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 25 208 ATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAAATTCCACCAGTCAAGCACCC CCTTGCAAGTGTGAGAAGGG 51 25 39 20 246 20 60,251 58,758 46,100 39,500 1,493,418 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 2 0 148 TCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctct TCACCTGCATGTCCAACCC CACAGCTTCAAACTCAGGAAGG 15 0 76 19 223 22 59,925 59,449 41,100 34,600 3,626,234 B 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 25 200 GTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCAGTCAAGCACCCTCTGTGGAA ACCTTGCAAGTGTGAGAAGGG 42 25 48 20 247 21 59,891 60,478 35,300 39,500 1,586,143 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 25 240 TGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCATGTTGGTCCTCATTACCATCTCC ACCTTGCAAGTGTGAGAAGGG 79 25 8 23 247 21 59,800 60,478 37,100 39,500 4,677,504 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 15 172 ATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctcATCACCTGCATGTCCAACCC CCTTGCAAGTGTGAGAAGGG 15 25 75 20 246 20 60,324 58,758 41,100 39,500 1,565,801 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 15 173 ATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctcATCACCTGCATGTCCAACCC ACCTTGCAAGTGTGAGAAGGG 15 25 75 20 247 21 60,324 60,478 41,100 39,500 1,801,283 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 4 179 GTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCAGTCAAGCACCCTCTGTGGAA GGTCACAGCTTCAAACTCAGG 42 4 48 20 226 21 59,891 59,124 35,300 38,600 1,984,741 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 0 148 ATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctcATCACCTGCATGTCCAACCC ACAGCTTCAAACTCAGGAAGG 15 0 75 20 222 21 60,324 58,144 41,100 34,600 3,179,947 B 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 0 149 ATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctcATCACCTGCATGTCCAACCC CACAGCTTCAAACTCAGGAAGG 15 0 75 20 223 22 60,324 59,449 41,100 34,600 2,875,184 B 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 244 TGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATGTGATGTTGGTCCTCATTACCA CCTTGCAAGTGTGAGAAGGG 84 25 3 23 246 20 59,671 58,758 32,500 39,500 4,571,301 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2119:23287:31213 1 110 92 29 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 25 245 TGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATGTGATGTTGGTCCTCATTACCA ACCTTGCAAGTGTGAGAAGGG 84 25 3 23 247 21 59,671 60,478 32,500 39,500 4,806,783 F 253 TTTGTGATGTTGGTCCTCATTACCATCTCCAGAATTCAATTCCACCAGTCAAGCACCCTCTGTGGaaaaaTAAAATCACCTGCATGTCCAACCCCTTGCTCTCCTCTCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGctctgtctctgtctctgtCTCCctctctctctCCTTCCTGAGTTTGAAGCTGTGAcccccTTCTCACACTTGCAAGGTCTTATA

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 3 33 215 TGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTTGCCAGTGATAGGTGAATGCA TGTGTTCAACTTACAGCCTTGC 81 33 17 21 231 22 59,718 59,642 39,600 40,100 3,639,214 F 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 32 214 TGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTTGCCAGTGATAGGTGAATGCA GTGTTCAACTTACAGCCTTGCA 81 32 17 21 230 22 59,718 59,642 39,600 40,800 3,639,214 F 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 31 213 TGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTTGCCAGTGATAGGTGAATGCA TGTTCAACTTACAGCCTTGCAG 81 31 17 21 229 22 59,718 59,382 39,600 44,100 3,899,818 F 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 18 139 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA ACAGCCTTGCAGAATTAATATTGTG 18 18 81 20 219 25 57,435 58,433 29,200 33,300 9,132,095 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 18 149 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA TGTTCAACTTACAGCCTTGCAG 18 31 81 20 229 22 57,435 59,382 29,200 44,100 5,183,287 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 18 150 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA GTGTTCAACTTACAGCCTTGCA 18 32 81 20 230 22 57,435 59,642 29,200 40,800 4,922,683 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 6 18 151 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA TGTGTTCAACTTACAGCCTTGC 18 33 81 20 231 22 57,435 59,642 29,200 40,100 4,922,683 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 17 138 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA CAGCCTTGCAGAATTAATATTGTGT 18 17 81 20 218 25 57,435 58,433 29,200 37,200 9,132,095 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2120:19634:7444 1 119 58 29 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 7 17 139 TGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTGTGTTGGCAGTGATGATCA ACAGCCTTGCAGAATTAATATTGTGT 18 17 81 20 219 26 57,435 59,847 29,200 37,200 8,718,386 A 233 GTAGAACTGGATAGAGTGCCAGTGATAGGTGAATGCAAAGAAGAGACTGCTAAATATGTCAGAGaaaaaaaTAACAATTTTGTGTTGGCAGTGATGATCACATCTAAGTAATGTGCTAatatatatatatatatatatatatatatatatatatatatatatatatatatatatatCTCTATAAAATTGTTGAACACAATATTAATTCTGCAAGGCTGTAAGTTGAACACAAT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 4 162 GCAGGCCAAGACCACTTCTAACCagagagCAGAACC GCAGGCCAAGACCACTTCTA ACTCAGACCACGGTGTCTCC 60 4 45 20 206 20 59,675 61,180 21,000 37,100 1,504,757 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 2 4 200 GCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGCACACGCAGCAAATGTACA ACTCAGACCACGGTGTCTCC 98 4 7 20 206 20 60,041 61,180 29,000 37,100 1,220,328 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 141 CCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTCCAGAGAGCAGAACCTGTGG ACTCAGACCACGGTGTCTCC 39 4 66 20 206 20 60,037 61,180 41,700 37,100 1,216,391 F 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 199 GCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGCACACGCAGCAAATGTACA CTCAGACCACGGTGTCTCC 98 4 7 20 205 19 60,041 59,413 29,000 37,100 1,627,568 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 123 GGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTGGTGGCTGCTTGTCCTACTA ACTCAGACCACGGTGTCTCC 21 4 84 20 206 20 59,097 61,180 18,200 37,100 2,082,345 A 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 138 gagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAG GAGAGCAGAACCTGTGGTGG ACTCAGACCACGGTGTCTCC 36 4 69 20 206 20 60,321 61,180 46,100 37,100 1,500,936 F 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 139 agagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGAGAGAGCAGAACCTGTGGTG ACTCAGACCACGGTGTCTCC 37 4 68 20 206 20 59,316 61,180 41,700 37,100 1,863,787 F 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 177 CCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTACCAAGTCAGGAAGGAGCAGG ACTCAGACCACGGTGTCTCC 75 4 30 20 206 20 60,036 61,180 48,500 37,100 1,215,444 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 180 ATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTATGCCAAGTCAGGAAGGAGC ACTCAGACCACGGTGTCTCC 78 4 27 20 206 20 60,035 61,180 47,000 37,100 1,214,485 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 4 201 AGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGCACACGCAGCAAATGTAC ACTCAGACCACGGTGTCTCC 99 4 6 20 206 20 59,762 61,180 29,000 37,100 1,418,103 B 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 4 120 GGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGGCTGCTTGTCCTACTAGCT ACTCAGACCACGGTGTCTCC 18 4 87 20 206 20 59,173 61,180 33,200 37,100 2,007,182 A 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2121:3417:51535 1 125 58 29 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 121 TGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCA TGGCTGCTTGTCCTACTAGC ACTCAGACCACGGTGTCTCC 19 4 86 20 206 20 59,463 61,180 34,200 37,100 1,717,002 A 206 CGTGGAGCACACGCAGCAAATGTACAATGCCAAGTCAGGAAGGAGCAGGCCAAGACCACTTCTAACCagagagCAGAACCTGTGGTGGCTGCTTGTCCTACTAGCTTGGACAAGTCCTTCAGGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGCGGAGACACCGTGGTCTGAGT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 12 0 134 GGCTGCCCTGTTcacacaGACTATTCTGTTcacacacac GGCTGCCCTGTTCACACA TGTGTGTGTTTGAACAAGAGGG 12 0 3 18 136 22 60,203 59,248 37,200 43,000 4,955,691 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 135 AGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacaAGGCTGCCCTGTTCACAC TGTGTGTGTTTGAACAAGAGGG 13 0 2 18 136 22 59,886 59,248 38,200 43,000 4,866,340 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 0 136 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacaca GAGGCTGCCCTGTTCACAC TGTGTGTGTTTGAACAAGAGGG 13 0 1 19 136 22 60,969 59,248 38,200 43,000 4,720,894 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 13 148 AGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacaAGGCTGCCCTGTTCACAC CAACAGCATAGTCTGTGTGTGT 13 13 2 18 149 22 59,886 58,866 38,200 37,200 5,247,677 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 13 149 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacaca GAGGCTGCCCTGTTCACAC CAACAGCATAGTCTGTGTGTGT 13 13 1 19 149 22 60,969 58,866 38,200 37,200 5,102,231 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:2706:38878 1 33 82 29 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 13 12 147 GGCTGCCCTGTTcacacaGACTATTCTGTTcacacacac GGCTGCCCTGTTCACACA CAACAGCATAGTCTGTGTGTGT 12 13 3 18 149 22 60,203 58,866 37,200 37,200 5,337,028 G 170 GAGGCTGCCCTGTTcacacaGACTATTCTGTTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGACACTCGCATTcacacacacacaCCCTCTTGTTCAAacacacacAGACTATGCTGTTGacacacacacacTCTTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2123:3528:5423 1 80 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 3 117 AGGAATGAGACTCCACACTTGTAAAACAGTtgtgtgt AGGAATGAGACTCCACACTTGT TTTATTAAGTCAAAGGCGCTCTATAA 8 3 50 22 166 26 59,025 57,048 31,600 0.9800 11,927,276 A 199 TGTAAagagagaaaaaaTGCaaaaaGATCCTCCAATAATTAAAATCTGAAGGAATGAGACTCCACACTTGTAAAACAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATAGAGCGCCTTTGACTTAATAAAATGTCACAGGATTATTATAAAACAAAATTTGAC

ST‐E00142:460:H2K7HCCXY:6:2123:3528:5423 1 80 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 116 AGGAATGAGACTCCACACTTGTAAAACAGTtgtgtgt AGGAATGAGACTCCACACTTGT TTATTAAGTCAAAGGCGCTCTATAAA 8 2 50 22 165 26 59,025 57,048 31,600 14,000 11,927,276 A 199 TGTAAagagagaaaaaaTGCaaaaaGATCCTCCAATAATTAAAATCTGAAGGAATGAGACTCCACACTTGTAAAACAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATAGAGCGCCTTTGACTTAATAAAATGTCACAGGATTATTATAAAACAAAATTTGAC

ST‐E00142:460:H2K7HCCXY:6:2123:3528:5423 1 80 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 2 119 TGAAGGAATGAGACTCCACACTTGTAAAACAGTtgt TGAAGGAATGAGACTCCACACT TTATTAAGTCAAAGGCGCTCTATAAA 11 2 47 22 165 26 58,757 57,048 35,500 14,000 12,194,654 A 199 TGTAAagagagaaaaaaTGCaaaaaGATCCTCCAATAATTAAAATCTGAAGGAATGAGACTCCACACTTGTAAAACAGTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATTTATAGAGCGCCTTTGACTTAATAAAATGTCACAGGATTATTATAAAACAAAATTTGAC

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 20 0 115 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG AGGGAGCCATTCAATTGGGA 0 15 52 22 166 20 58,326 58,990 36,600 43,700 4,683,898 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 0 117 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG GCAGGGAGCCATTCAATTGG 0 17 52 22 168 20 58,326 59,537 36,600 31,600 4,136,691 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 0 120 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG GGTGCAGGGAGCCATTCAAT 0 20 52 22 171 20 58,326 60,685 36,600 25,700 4,359,360 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 0 145 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG TTGTGCAAATTGACCACGGC 0 45 52 22 196 20 58,326 60,249 36,600 56,800 3,923,140 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 0 159 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG GGACTACAGGGAGGTTGTGC 0 59 52 22 210 20 58,326 60,036 36,600 45,700 3,710,196 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2207:31284:22317 1 74 58 29 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 20 0 161 TCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctcTCTCTGTCTCTGTCTCTCTGTG AGGGACTACAGGGAGGTTGT 0 61 52 22 212 20 58,326 59,508 36,600 33,200 4,166,178 F 212 ctctctctctgtgtgtgtgtctctctctctctGtctctctctctctgtgtgTCTCTGTCTCTGtctctcTGTGtctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCCTccccccccTCCTCCCAATTGAATGGCTCCCTGCACCACGGTGCCGTGGTCAATTTGCACAACCTCCCTGTAGTCCCT

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 1 1 2 3 189 CCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCCAGGCTGTGTAGGAAATGGT GGGCTGTTGTCTTTCATGTTTACA 56 3 87 21 275 24 59,995 59,963 35,500 24,100 5,042,190 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 2 1 139 GGACAAGATATGTTAGTACTGCAACTAGAacacacacGGACAAGATATGTTAGTACTGCAACT GCTGTTGTCTTTCATGTTTACACC 3 1 135 26 273 24 58,958 59,024 31,600 41,600 12,018,451 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 2 1 139 GGACAAGATATGTTAGTACTGCAACTAGAacacacacGGACAAGATATGTTAGTACTGCAAC GCTGTTGTCTTTCATGTTTACACC 4 1 135 25 273 24 57,765 59,024 41,700 41,600 12,211,546 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 3 6 189 CCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCCAGGCTGTGTAGGAAATGG GGGCTGTTGTCTTTCATGTTT 57 6 87 20 275 21 58,245 57,267 31,600 28,300 5,488,622 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 3 6 189 CCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCCAGGCTGTGTAGGAAATGGT GGGCTGTTGTCTTTCATGTTT 56 6 87 21 275 21 59,995 57,267 35,500 28,300 4,738,188 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 3 6 195 GTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTC GTAGTGCCAGGCTGTGTAGG GGGCTGTTGTCTTTCATGTTT 63 6 81 20 275 21 60,108 57,267 31,800 28,300 3,841,581 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 3 6 204 GAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGGAACTCCCAGTAGTGCCAGG GGGCTGTTGTCTTTCATGTTT 72 6 72 20 275 21 59,749 57,267 44,500 28,300 3,983,956 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 3 0 139 CAGGACAAGATATGTTAGTACTGCAACTAGAacaca CAGGACAAGATATGTTAGTACTGCA TGTTGTCTTTCATGTTTACACCC 6 0 133 25 271 23 58,427 57,492 44,100 46,100 12,081,634 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 4 6 206 AGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATAGGAACTCCCAGTAGTGCCA GGGCTGTTGTCTTTCATGTTT 74 6 70 20 275 21 60,179 57,267 49,200 28,300 3,912,346 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 4 6 254 ACGAGGAGGAATGAAGTAATCTCATACCAACAGAGACGAGGAGGAATGAAGTAATCTCA GGGCTGTTGTCTTTCATGTTT 118 6 22 24 275 21 59,043 57,267 32,700 28,300 8,690,143 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 4 3 254 ACGAGGAGGAATGAAGTAATCTCATACCAACAGAGACGAGGAGGAATGAAGTAATCTCA GGGCTGTTGTCTTTCATGTTTACA 118 3 22 24 275 24 59,043 59,963 32,700 24,100 8,994,146 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2209:7344:51939 1 164 85 29 2 AC ACACACACACACACACAGACGCGCGCGCACACACA NA 0 0 5 6 255 AACGAGGAGGAATGAAGTAATCTCATACCAACAGAAACGAGGAGGAATGAAGTAATCTCA GGGCTGTTGTCTTTCATGTTT 118 6 21 25 275 21 59,578 57,267 32,700 28,300 9,155,774 D 280 CaaaaaGCAGGAAGAAAATAAACGAGGAGGAATGAAGTAATCTCATACCAACAGAGGTTTTCTGCAGTGAGGAACTCCCAGTAGTGCCAGGCTGTGTAGGAAATGGTATTTGTTCGCAGTTTCAAATAGCTGCAGGACAAGATATGTTAGTACTGCAACTAGAacacacacacacacacAGAcgcgcgcgcacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGGGTGTAAACATGAAAGACAACAGCCCCTTAC

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 11 0 124 CCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtg CCTCTGACTGTGCCCTACCA GACACACAGTCACACAGGC 2 0 104 20 227 19 60,905 58,689 32,500 48,500 3,216,159 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 128 TCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtg TCAACCTCTGACTGTGCCCT GACACACAGTCACACAGGC 6 0 100 20 227 19 60,764 58,689 51,900 48,500 3,075,662 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 129 ATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgt ATCAACCTCTGACTGTGCCC GACACACAGTCACACAGGC 7 0 99 20 227 19 59,674 58,689 53,600 48,500 2,637,558 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 187 GCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGCGCTTTCTGAGATCCTGAG GACACACAGTCACACAGGC 65 0 41 20 227 19 58,430 58,689 33,500 48,500 3,881,002 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 188 AGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGAGCGCTTTCTGAGATCCTGAG GACACACAGTCACACAGGC 65 0 40 21 227 19 59,863 58,689 33,500 48,500 3,447,989 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 188 AGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGAGCGCTTTCTGAGATCCTGA GACACACAGTCACACAGGC 66 0 40 20 227 19 58,810 58,689 38,600 48,500 3,501,046 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 190 TTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTG TTAGCGCTTTCTGAGATCCTGA GACACACAGTCACACAGGC 66 0 38 22 227 19 59,239 58,689 38,600 48,500 5,071,944 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 192 ACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTT ACTTAGCGCTTTCTGAGATCCT GACACACAGTCACACAGGC 68 0 36 22 227 19 59,237 58,689 32,400 48,500 5,074,742 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2210:8450:41057 1 126 83 29 1.5 AC TCTCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 193 GACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTGACTTAGCGCTTTCTGAGATCC GACACACAGTCACACAGGC 69 0 35 22 227 19 58,880 58,689 33,600 48,500 5,431,335 F 256 ATTACAATATCGACTATATTTGAAAATTAATTAAGACTTAGCGCTTTCTGAGATCCTGAGGATCTAATGTTTGGGTGAAAAGTTGGGGTGAATCTTTTATCAACCTCTGACTGTGCCCTACCAATtctctctgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtgtgtgtgtgtGCCtgtgtgACtgtgtgTCGgtgtgtgtgtgtgtgtgtgtgtTTGTGT

ST‐E00142:460:H2K7HCCXY:6:2213:17513:29156 1 31 105 29 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 0 158 ACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgACCTGTTTGTTCCCTGTTTGTC TGAACAAACTATTATTGGTGGCCT 0 7 9 22 166 24 59,242 58,671 31,800 51,900 8,087,822 B 170 GAGATTCTACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGAATGTTAGGCCACCAATAATAGTTTGTTCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:17513:29156 1 31 105 29 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 158 ACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgACCTGTTTGTTCCCTGTTTGTC TGAACAAACTATTATTGGTGGCC 0 8 9 22 166 23 59,242 57,347 31,800 53,600 8,411,417 B 170 GAGATTCTACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGAATGTTAGGCCACCAATAATAGTTTGTTCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:17513:29156 1 31 105 29 1.5 AC TGTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 158 ACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgACCTGTTTGTTCCCTGTTTGT TGAACAAACTATTATTGGTGGCCT 1 7 9 21 166 24 58,185 58,671 28,300 51,900 8,144,557 B 170 GAGATTCTACCTGTTTGTTCCCTGTTTGTCtgtgtgtgtgtgTCtgtgtgtgtgtgtgtgtgtgtgTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCgtgtgtgtGAATGTTAGGCCACCAATAATAGTTTGTTCATTTA

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 8 29 158 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCA CATCCTTCTCTCCCACGGTT AAGAGAGGGACTGAGTGGCC 29 31 1 20 158 20 59,095 60,907 44,400 53,600 1,812,587 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 27 156 TCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTTCCTTCTCTCCCACGGTTTC AAGAGAGGGACTGAGTGGCC 27 31 3 20 158 20 59,026 60,907 27,800 53,600 1,881,613 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 26 155 CCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGCCTTCTCTCCCACGGTTTCT AAGAGAGGGACTGAGTGGCC 26 31 4 20 158 20 59,023 60,907 25,200 53,600 1,884,625 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 11 136 TCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTTCCTTCTCTCCCACGGTTTC AGGCATGGAGGGAGAGAGAA 27 11 3 20 138 20 59,026 59,659 27,800 28,700 1,315,641 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 10 11 138 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCA CATCCTTCTCTCCCACGGTT AGGCATGGAGGGAGAGAGAA 29 11 1 20 138 20 59,095 59,659 44,400 28,700 1,246,615 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2213:5568:13211 1 50 58 29 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 12 139 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCA CATCCTTCTCTCCCACGGTT CAGGCATGGAGGGAGAGAGA 29 12 1 20 139 20 59,095 60,398 44,400 31,000 1,303,596 F 169 CATCCTtctctcCCACGGTTTCTTCTCTTtctctctcTGCATCTGTGTCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTGCTGTCCTtctctctcCCTCCATGCCTGGCCACTCAGTCCctctctTTTtctctcATT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 2 52 245 ACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGACTCGTGATAACTGAAGGACTCC AGCACGTCCATAGGGCATTC 52 68 18 23 262 20 59,556 60,179 38,500 26,700 3,623,433 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 2 52 246 ACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGACTCGTGATAACTGAAGGACTCC AAGCACGTCCATAGGGCATT 52 69 18 23 263 20 59,556 59,744 38,500 35,600 3,700,278 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 2 52 247 ACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGACTCGTGATAACTGAAGGACTCC GAAGCACGTCCATAGGGCAT 52 70 18 23 264 20 59,556 60,179 38,500 44,000 3,623,433 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 156 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG ACACCAGTCTTGCTATTGCCA 13 20 60 20 215 21 58,868 59,926 43,000 49,200 2,205,401 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 162 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG TGCTGAACACCAGTCTTGCT 13 27 60 20 221 20 58,868 59,819 43,000 39,100 1,312,751 G 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 163 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG CTGCTGAACACCAGTCTTGC 13 28 60 20 222 20 58,868 59,410 43,000 40,100 1,721,833 G 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 203 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG AGCACGTCCATAGGGCATTC 13 68 60 20 262 20 58,868 60,179 43,000 26,700 1,310,683 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 204 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG AAGCACGTCCATAGGGCATT 13 69 60 20 263 20 58,868 59,744 43,000 35,600 1,387,528 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 13 205 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG GAAGCACGTCCATAGGGCAT 13 70 60 20 264 20 58,868 60,179 43,000 44,000 1,310,683 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 10 145 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG GCTATTGCCAACTACCTGCG 13 10 60 20 204 20 58,868 59,342 43,000 51,800 1,789,477 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 7 142 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG ATTGCCAACTACCTGCGAGC 13 7 60 20 201 20 58,868 61,027 43,000 50,300 2,158,356 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 6 139 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG GCCAACTACCTGCGAGCG 13 6 60 20 198 18 58,868 61,189 43,000 50,300 4,320,423 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2216:29843:53223 1 93 82 29 2 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 4 5 138 TGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAa TGGTATAGCCAAGCTGAGGG CCAACTACCTGCGAGCGC 13 5 60 20 197 18 58,868 61,189 43,000 59,200 4,320,423 D 281 GGCTAAAAGAGTTTACAACTCGTGATAACTGAAGGACTCCTAACAATGAGTTGGACTTCTGGTATAGCCAAGCTGAGGGGAGCGAGATGGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagGACagagagagAagagagagagagACCCTGCGCTCGCAGGTAGTTGGCAATAGCAAGACTGGTGTTCAGCagagagAAGGTGAAAGTTTCTTGAATGCCCTATGGACGTGCTTCCAATTTTGTGAAGTGGT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 2 111 CGTACTCGCTAGGTCGACACAGacacacacacacacac CGTACTCGCTAGGTCGACAC GCTCACTGGGTTTGGGCTAT 2 11 71 20 181 20 59,974 60,034 36,700 29,700 0.060116 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 5 114 CCTCGTACTCGCTAGGTCGACACAGacacacacacaca CCTCGTACTCGCTAGGTCGA GCTCACTGGGTTTGGGCTAT 5 11 68 20 181 20 60,529 60,034 42,000 29,700 0.563425 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 3 112 TCGTACTCGCTAGGTCGACACAGacacacacacacaca TCGTACTCGCTAGGTCGACA GCTCACTGGGTTTGGGCTAT 3 11 70 20 181 20 60,109 60,034 43,500 29,700 0.142751 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 40 205 TGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTTGACCCTTTGTGTGACATTCT TCCAGTGGCATTGTGAAGCT 66 40 6 21 210 20 57,424 59,889 24,000 37,400 3,687,140 F 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 40 208 TCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTTGACCCTTTGTGTGACAT TCCAGTGGCATTGTGAAGCT 69 40 3 21 210 20 57,424 59,889 30,600 37,400 3,687,140 F 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 40 209 TTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctc TTCTTGACCCTTTGTGTGACA TCCAGTGGCATTGTGAAGCT 70 40 2 21 210 20 57,642 59,889 35,800 37,400 3,469,172 F 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 5 143 CCTCGTACTCGCTAGGTCGACACAGacacacacacaca CCTCGTACTCGCTAGGTCGA TCCAGTGGCATTGTGAAGCT 5 40 68 20 210 20 60,529 59,889 42,000 37,400 0.640398 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 3 141 TCGTACTCGCTAGGTCGACACAGacacacacacacaca TCGTACTCGCTAGGTCGACA TCCAGTGGCATTGTGAAGCT 3 40 70 20 210 20 60,109 59,889 43,500 37,400 0.219723 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2217:11891:41638 1 93 58 29 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 2 140 CGTACTCGCTAGGTCGACACAGacacacacacacacac CGTACTCGCTAGGTCGACAC TCCAGTGGCATTGTGAAGCT 2 40 71 20 210 20 59,974 59,889 36,700 37,400 0.137088 A 248 ATTCTTGACCCTTtgtgtgACATTCTTCTCTTTCTGtctctcATCTCTTTTCCCTCACTCTACCTCTCCTCGTACTCGCTAGGTCGACACAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATCGTAAACTAATAGCCCAAACCCAGTGAGCCTGAAAAGAAGCTTCACAATGCCACTGGAAAGGAGTTTCACAAAGGCAATGGAggggggAGTGAGTT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 12 0 118 ACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTT ACAATGAGTGTGTTCGGTCTT GGACACACACAGGGCTACAA 19 0 131 21 248 20 57,806 59,892 30,100 24,100 3,301,836 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 118 ACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTT ACAATGAGTGTGTTCGGTCT GGACACACACAGGGCTACAA 20 0 131 20 248 20 57,089 59,892 38,500 24,100 3,018,519 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 120 GAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTGAACAATGAGTGTGTTCGGTCT GGACACACACAGGGCTACAA 20 0 129 22 248 20 58,869 59,892 38,500 24,100 3,239,227 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 145 TGGCATACTTGTGCTGCAACTATAGGAACAATGAgt TGGCATACTTGTGCTGCAAC GGACACACACAGGGCTACAA 47 0 104 20 248 20 59,402 59,892 41,700 24,100 0.705399 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 146 CTGGCATACTTGTGCTGCAACTATAGGAACAATGAgCTGGCATACTTGTGCTGCAA GGACACACACAGGGCTACAA 48 0 103 20 248 20 59,117 59,892 40,800 24,100 0.990984 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 147 ACTGGCATACTTGTGCTGCAACTATAGGAACAATGAACTGGCATACTTGTGCTGCA GGACACACACAGGGCTACAA 49 0 102 20 248 20 60,251 59,892 44,100 24,100 0.358689 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 190 ATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCT ATTGAATAAGCTGTCTCTTTACGTGG GGACACACACAGGGCTACAA 86 0 59 26 248 20 59,686 59,892 49,400 24,100 6,421,736 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 190 ATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCT ATTGAATAAGCTGTCTCTTTACGTG GGACACACACAGGGCTACAA 87 0 59 25 248 20 57,704 59,892 44,900 24,100 7,403,783 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2218:17218:6073 1 171 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 191 AATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGC AATTGAATAAGCTGTCTCTTTACGTGG GGACACACACAGGGCTACAA 86 0 58 27 248 20 60,148 59,892 49,400 24,100 7,256,238 F 284 TAAATCTTCATCTCAGTTTTAAAGGTGTAACAAAAGAGAACTTTCATTTTCGAATTAAATTGAATAAGCTGTCTCTTTACGTGGTGTTTATGCTGATGAAAACTGGCATACTTGTGCTGCAACTATAGGAACAATGAgtgtgtTCGGTCtttttCTCTGTTTGGTGTTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTGTAGCCCtgtgtgtgTCCgtgtgtgtgtgtgtgtgtgtgtgtCCCtgtgtgtgT

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 4 113 AGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgAGAAAGGTTTGCGAGATCAAATGT ATGCTCTGGTGCACTTCTCA 7 4 44 24 156 20 59,480 59,311 27,100 32,700 5,209,547 A 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 144 AGACATGCATACTGGAAGAAACTAtttttttAGAAAGGAGACATGCATACTGGAAGAAACT ATGCTCTGGTGCACTTCTCA 39 4 13 23 156 20 57,829 59,311 26,600 32,700 5,860,393 F 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 111 GAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgt GAAAGGTTTGCGAGATCAAATGT TGCTCTGGTGCACTTCTCAA 7 3 45 23 155 20 58,201 59,531 27,100 30,200 5,268,068 A 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 112 AGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgAGAAAGGTTTGCGAGATCAAATGT TGCTCTGGTGCACTTCTCAA 7 3 44 24 155 20 59,480 59,531 27,100 30,200 4,989,986 A 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 143 AGACATGCATACTGGAAGAAACTAtttttttAGAAAGGAGACATGCATACTGGAAGAAACT TGCTCTGGTGCACTTCTCAA 39 3 13 23 155 20 57,829 59,531 26,600 30,200 5,640,832 F 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2220:23825:68851 1 75 58 29 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 9 150 AGACATGCATACTGGAAGAAACTAtttttttAGAAAGGAGACATGCATACTGGAAGAAACT GGAGTAATGCTCTGGTGCACT 39 9 13 23 162 21 57,829 60,066 26,600 44,000 6,237,193 F 225 TTATGCTTGCATAGACATGCATACTGGAAGAAACTAtttttttAGAAAGGTTTGCGAGATCAAATGTAAATACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCATTTGAGAAGTGCACCAGAGCATTACTCCtttttGGGAGGCGGCCATGAGGAAAATCACAGGATCATACTTTTATACAAatatatAAATTGG

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 1 1 3 23 251 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACA CCAAATGCTTGTTACTCCAGAACT TGGGACAAGGATCTATAATGGCC 23 117 1 24 251 23 59,480 59,669 30,100 53,600 7,851,194 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 0 128 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGAA TCACCCACTCTTAACGACATCA 19 0 6 23 133 22 58,224 59,105 26,900 30,700 7,671,114 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 0 133 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACA CCAAATGCTTGTTACTCCAGAACT TCACCCACTCTTAACGACATCA 23 0 1 24 133 22 59,480 59,105 30,100 30,700 7,415,257 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 0 174 TGAAGATTTACATACATGCACGCatatattatatatatat TGAAGATTTACATACATGCACGC CCACACTCGCACTGGTGTTA 0 67 25 23 198 20 57,844 60,250 53,400 24,100 5,405,208 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 0 183 TGAAGATTTACATACATGCACGCatatattatatatatat TGAAGATTTACATACATGCACGC TTCATGAAGCCACACTCGCA 0 76 25 23 207 20 57,844 60,250 53,400 51,000 5,405,761 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 3 0 184 TGAAGATTTACATACATGCACGCatatattatatatatat TGAAGATTTACATACATGCACGC GTTCATGAAGCCACACTCGC 0 77 25 23 208 20 57,844 59,833 53,400 50,300 5,322,323 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 20 193 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA CCACACTCGCACTGGTGTTA 20 67 6 22 198 20 57,584 60,250 30,200 24,100 4,665,580 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 20 202 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA TTCATGAAGCCACACTCGCA 20 76 6 22 207 20 57,584 60,250 30,200 51,000 4,666,133 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 20 203 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA GTTCATGAAGCCACACTCGC 20 77 6 22 208 20 57,584 59,833 30,200 50,300 4,582,695 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 20 245 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA GGGACAAGGATCTATAATGGCCT 20 116 6 22 250 23 57,584 59,411 30,200 51,900 8,005,169 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 20 246 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA TGGGACAAGGATCTATAATGGCC 20 117 6 22 251 23 57,584 59,669 30,200 53,600 7,746,582 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2223:8055:50709 1 48 64 29 1.5 AT ATATATTATATATATATATATATATATATATATATAT NA 0 0 4 0 128 TGCTTGTTACTCCAGAACTTGAAGATTTACATACAT TGCTTGTTACTCCAGAACTTGA TCACCCACTCTTAACGACATCA 20 0 6 22 133 22 57,584 59,105 30,200 30,700 7,310,645 B 257 CCAAATGCTTGTTACTCCAGAACTTGAAGATTTACATACATGCACGCatatattatatatatatatatatatatatatatatatatatatatatatatatatatatatataTGATGTCGTTAAGAGTGGGTGATATTTTAAAAGTTTATTAGTTAGAAATGTATCAAAAGCTGATCAATAACACCAGTGCGAGTGTGGCTTCATGAACATTCGAGTGATGAGGATTCAGGCCATTATAGATCCTTGTCCCAGAGTAT

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 192 60 30 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 8 3 117 CCCTGCATTGAtctctctccccccctctctctctctctctctctctcCCCTGCATTGATCTCTCTCCC TACTGGGCGGGTTACACAAG 3 13 168 21 284 20 59,928 59,678 43,000 31,600 1,394,336 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 192 60 30 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 3 111 CCCTGCATTGAtctctctccccccctctctctctctctctctctctcCCCTGCATTGATCTCTCTCCC GCGGGTTACACAAGGAGGG 3 8 168 21 278 19 59,928 60,377 43,000 43,000 2,448,827 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 192 60 30 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 9 3 116 CCCTGCATTGAtctctctccccccctctctctctctctctctctctcCCCTGCATTGATCTCTCTCCC ACTGGGCGGGTTACACAAG 3 13 168 21 283 19 59,928 59,927 43,000 31,600 2,144,520 F 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 1 8 13 188 CTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTGATTGCCAGTGTTAGCCC TACTGGGCGGGTTACACAAG 19 13 97 20 284 20 58,902 59,678 51,900 31,600 1,420,372 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 198 AAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGA AAGTGCCTGACTGATTGCCA TACTGGGCGGGTTACACAAG 29 13 87 20 284 20 59,889 59,678 49,200 31,600 0.433383 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 221 TGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGTGATTGCAGCTGGTGGTCAT TACTGGGCGGGTTACACAAG 52 13 64 20 284 20 59,961 59,678 30,600 31,600 0.360921 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 227 TTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCC TTCCTGTGATTGCAGCTGGT TACTGGGCGGGTTACACAAG 58 13 58 20 284 20 59,889 59,678 40,000 31,600 0.433383 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 258 TTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTG TTGTCAGTCTTCAGTCCCGC TACTGGGCGGGTTACACAAG 89 13 27 20 284 20 59,966 59,678 61,300 31,600 0.355826 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 279 AAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTAAACGGTCTGACCCTGGGTA TACTGGGCGGGTTACACAAG 110 13 6 20 284 20 60,472 59,678 36,900 31,600 0.794674 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 13 283 ATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTATGGAAACGGTCTGACCCTG TACTGGGCGGGTTACACAAG 114 13 2 20 284 20 59,675 59,678 44,500 31,600 0.647265 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 8 0 168 CGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCA CGGGATTTGGAGCTCGCTT TACTGGGCGGGTTACACAAG 0 13 117 19 284 20 60,450 59,678 46,800 31,600 1,772,634 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:29873:27855 1 136 116 30 2 AG TCTCTCTCTCTCTCTGTGTCACCCCCCCCGTCCCCTG NA 0 0 9 13 187 CTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTGATTGCCAGTGTTAGCCC ACTGGGCGGGTTACACAAG 19 13 97 20 283 19 58,902 59,927 51,900 31,600 2,170,555 G 284 AATGGAAACGGTCTGACCCTGGGTACTTGTCAGTCTTCAGTCCCGCTATTTTCTCCATTCCTGTGATTGCAGCTGGTGGTCATTTTAAGTGCCTGACTGATTGCCAGTGTTAGCCCCGGGATTTGGAGCTCGCTTtctctctctctctcTGTGTCAccccccccGTCCCCTGCATTGAtctctctccccccctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctGTCTTccccccTCCTTGTGTAACCCGCCCAGTA

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 36 240 CAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGCAGACCTGCTGGGCCAAAT CCTACACCACATGGACTGCA 36 105 23 19 262 20 60,305 59,675 23,200 44,100 1,629,327 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 36 241 CAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGCAGACCTGCTGGGCCAAAT ACCTACACCACATGGACTGC 36 106 23 19 263 20 60,305 59,675 23,200 44,000 1,629,656 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 35 240 AGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTAGACCTGCTGGGCCAAATG ACCTACACCACATGGACTGC 35 106 24 19 263 20 60,305 59,675 23,200 44,000 1,629,656 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 28 158 GCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGGCTGGGCCAAATGGTCTGTT GAAATAATGGCCCAGGCAGC 28 30 30 20 187 20 61,188 59,610 31,600 52,500 1,578,059 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 28 217 GCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGGCTGGGCCAAATGGTCTGTT TGCAGTGGTTCAAGAAGGCA 28 89 30 20 246 20 61,188 60,107 31,600 47,500 1,294,336 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 10 139 GCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGGCTGGGCCAAATGGTCTGTT CGAAGCCCAAATTGAAGGAAT 28 10 30 20 168 21 61,188 57,126 31,600 30,100 5,061,959 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 25 156 TGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCT GAAATAATGGCCCAGGCAGC 25 30 32 21 187 20 60,133 59,610 25,200 52,500 1,523,691 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 25 173 TGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCT GGCAATTAGGGATGGGCGAA 25 47 32 21 204 20 60,133 60,467 25,200 47,000 1,600,489 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 25 195 TGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCT GCTCACCACCACCTTCTCAA 25 69 32 21 226 20 60,133 59,891 25,200 30,200 1,241,784 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 25 215 TGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCT TGCAGTGGTTCAAGAAGGCA 25 89 32 21 246 20 60,133 60,107 25,200 47,500 1,239,968 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 136 GGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCTG CGAAGCCCAAATTGAAGGAAT 24 10 33 21 168 21 59,727 57,126 30,200 30,100 5,147,718 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2118:31517:3665 1 78 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 137 TGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATGGGCCAAATGGTCTGTTTCT CGAAGCCCAAATTGAAGGAAT 25 10 32 21 168 21 60,133 57,126 25,200 30,100 5,007,591 F 275 GTGTGGGGCATAAACACTGGCACAGACCTGCTGGGCCAAATGGTCTGTTTCTGTATTGTACATCGAATAGTTATGTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGttttttttATTCCTTCAATTTGGGCTTCGCTGCCTGGGCCATTATTTCGCCCATCCCTAATTGCCCCTTGAGAAggtggtggtGAGCTGCCTTCTTGAACCACTGCAGTCCATGTGGTGTAGGTACACCCACAGTG

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 4 173 TGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTTGCTCTCACCCTAAGTATTTACTG TCCTTCAGGAACGCACCC 17 4 84 24 256 18 57,778 59,252 27,400 46,100 8,969,724 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 173 TGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTTGCTCTCACCCTAAGTATTTACTGT TCCTTCAGGAACGCACCC 16 4 84 25 256 18 59,280 59,252 35,500 46,100 8,467,727 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 174 TTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTTGCTCTCACCCTAAGTATTTACTGT TCCTTCAGGAACGCACCC 16 4 83 26 256 18 59,787 59,252 35,500 46,100 8,960,477 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 207 AAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGAAACTGCGGATCTTGGGCAT TCCTTCAGGAACGCACCC 55 4 50 20 256 18 60,324 59,252 44,000 46,100 3,071,410 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 208 TAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTT TAAACTGCGGATCTTGGGCA TCCTTCAGGAACGCACCC 56 4 49 20 256 18 59,673 59,252 53,600 46,100 3,074,281 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 209 GTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTGTAAACTGCGGATCTTGGGC TCCTTCAGGAACGCACCC 57 4 48 20 256 18 59,267 59,252 53,600 46,100 3,480,836 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 242 CACATGTACCGAGGTCTGCTAGATATAGCATATGTACACATGTACCGAGGTCTGCT TCCTTCAGGAACGCACCC 90 4 15 20 256 18 59,467 59,252 42,400 46,100 3,280,259 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 243 ACACATGTACCGAGGTCTGCTAGATATAGCATATGTACACATGTACCGAGGTCTGC TCCTTCAGGAACGCACCC 91 4 14 20 256 18 59,753 59,252 42,600 46,100 2,994,321 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:24789:3647 1 125 110 30 1.5 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 4 248 GGCTAACACATGTACCGAGGTCTGCTAGATATAGC GGCTAACACATGTACCGAGGT TCCTTCAGGAACGCACCC 95 4 9 21 256 18 59,794 59,252 38,500 46,100 3,954,056 F 266 TCCTTAGGGGCTAACACATGTACCGAGGTCTGCTAGATATAGCATATGTAAACTGCGGATCTTGGGCATCTGCCTATGGCTTTTGCTCTCACCCTAAGTATTTACTGTACTTTCAAAGCTACATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCtgtgtgtgtgTCtgtgtgtgGgtgtgtgtCtgtgtgtgtgtgtgtgtgGCgggggTGCGTTCCTGAAGGAATCTGCATTA

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 7 13 140 AAAGTGACATAGacacacAGGCAGACCCACAAAATGAAAGTGACATAGACACACAGGCA CCCTAAGGACAGCGTATACACT 22 13 123 23 262 22 60,181 59,043 47,500 35,500 6,138,461 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 7 12 140 AAAGTGACATAGacacacAGGCAGACCCACAAAATGAAAGTGACATAGACACACAGGCA CCCTAAGGACAGCGTATACACTC 22 12 123 23 262 23 60,181 59,995 47,500 35,100 6,185,979 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 13 140 AAAGTGACATAGacacacAGGCAGACCCACAAAATGAAAGTGACATAGACACACAGGC CCCTAAGGACAGCGTATACACT 23 13 123 22 262 22 58,597 59,043 48,500 35,500 6,360,044 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 9 125 TAGacacacAGGCAGACCCACAAAATGAAGCGTGCGTAGACACACAGGCAGACCCA GGACAGCGTATACACTCCCA 16 9 132 20 256 20 60,471 58,891 45,100 43,700 1,579,799 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 9 126 TAGacacacAGGCAGACCCACAAAATGAAGCGTGCGTAGACACACAGGCAGACCCA AGGACAGCGTATACACTCCCA 16 9 132 20 257 21 60,471 60,342 45,100 43,700 1,812,702 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 168 60 30 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 8 8 125 TAGacacacAGGCAGACCCACAAAATGAAGCGTGCGTAGACACACAGGCAGACCCA GGACAGCGTATACACTCCCAG 16 8 132 20 256 21 60,471 59,933 45,100 44,500 1,538,234 F 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 1 3 3 239 GTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTG GTCGCTCCTCTTGTCTGGAA GCGTATACACTCCCAGATGGT 58 3 13 20 251 21 59,396 59,313 35,300 35,500 2,290,692 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 3 2 239 GTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTG GTCGCTCCTCTTGTCTGGAA GCGTATACACTCCCAGATGGTT 58 2 13 20 251 22 59,396 59,897 35,300 36,700 2,706,157 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 4 9 256 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC GGACAGCGTATACACTCCCA 70 9 1 20 256 20 59,678 58,891 47,000 43,700 1,430,772 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 4 8 256 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC GGACAGCGTATACACTCCCAG 70 8 1 20 256 21 59,678 59,933 47,000 44,500 1,389,208 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 4 3 239 GTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTG GTCGCTCCTCTTGTCTGGAAA GCGTATACACTCCCAGATGGT 57 3 13 21 251 21 59,999 59,313 31,300 35,500 2,688,078 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 5 9 257 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATG ACAGGAAAGAAGGTCGCTCC AGGACAGCGTATACACTCCCA 70 9 1 20 257 21 59,678 60,342 47,000 43,700 1,663,675 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 9 0 184 ACAACCACATACAAACATCCAGAacacacacacacATa ACAACCACATACAAACATCCAGA GCGTATACACTCCCAGATGGT 0 3 68 23 251 21 58,276 59,313 38,600 35,500 6,411,522 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 9 0 189 ACAACCACATACAAACATCCAGAacacacacacacATa ACAACCACATACAAACATCCAGA GGACAGCGTATACACTCCCA 0 9 68 23 256 20 58,276 58,891 38,600 43,700 5,833,175 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 9 0 189 ACAACCACATACAAACATCCAGAacacacacacacATa ACAACCACATACAAACATCCAGA GGACAGCGTATACACTCCCAG 0 8 68 23 256 21 58,276 59,933 38,600 44,500 5,791,611 D 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 10 3 188 acGAACAACCACATACAAACATCCAGAacacacacacaACGAACAACCACATACAAACATCC GCGTATACACTCCCAGATGGT 3 3 64 24 251 21 60,024 59,313 35,100 35,500 5,710,659 G 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 10 2 187 cGAACAACCACATACAAACATCCAGAacacacacacacCGAACAACCACATACAAACATCCA GCGTATACACTCCCAGATGGT 2 3 65 24 251 21 60,024 59,313 34,100 35,500 5,710,745 G 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 12 9 211 GTGCAGacacacGTacacacGAACAACCACATACAAA GTGCAGACACACGTACACAC GGACAGCGTATACACTCCCA 25 9 46 20 256 20 59,425 58,891 38,200 43,700 1,684,166 G 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 12 9 212 GTGCAGacacacGTacacacGAACAACCACATACAAA GTGCAGACACACGTACACAC AGGACAGCGTATACACTCCCA 25 9 46 20 257 21 59,425 60,342 38,200 43,700 1,917,069 G 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2119:31274:21456 1 91 137 30 2 AC ACACACACACACATACACACACACTCTCACGTAAAGNA 0 0 12 8 211 GTGCAGacacacGTacacacGAACAACCACATACAAA GTGCAGACACACGTACACAC GGACAGCGTATACACTCCCAG 25 8 46 20 256 21 59,425 59,933 38,200 44,500 1,642,602 G 274 ACAGGAAAGAAGGTCGCTCCTCTTGTCTGGAAATGGCACTTATACGTGCAGacacacGTacacacGAACAACCACATACAAACATCCAGAacacacacacacATacacacacacTCTCACGTAAAGTGACATAGacacacAGGCAGACCCACAAAATGAAGCGTGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAAAACCATCTGGGAGTGTATACGCTGTCCTTAGGGGAGCCAGGGTGG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 5 17 139 CCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGACCTGCTCTGAACCATTGTCCA CCCAACAGTGAAAGGCATCA 17 21 32 21 170 20 60,272 58,380 40,200 30,700 2,891,197 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 15 138 TGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAATGCTCTGAACCATTGTCCAGT ACCCAACAGTGAAAGGCATCA 15 21 34 21 171 21 59,579 60,134 40,000 30,700 2,554,781 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 24 190 TGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTG TGAGTATTCCTGCTCTGAACCA ATTGGGCTGCAGCTCTACAG 24 64 24 22 213 20 58,827 60,107 36,700 27,400 3,280,464 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 24 191 ATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATT ATGAGTATTCCTGCTCTGAACCA ATTGGGCTGCAGCTCTACAG 24 64 23 23 213 20 59,223 60,107 36,700 27,400 3,884,282 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 23 190 TGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTG TGAGTATTCCTGCTCTGAACCAT ATTGGGCTGCAGCTCTACAG 23 64 24 23 213 20 59,223 60,107 35,500 27,400 3,884,282 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 18 179 TCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGG TCCTGCTCTGAACCATTGTCC GGCTGCAGCTCTACAGTCAA 18 60 31 21 209 20 59,996 60,037 40,200 31,800 1,040,532 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 18 183 TCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGG TCCTGCTCTGAACCATTGTCC ATTGGGCTGCAGCTCTACAG 18 64 31 21 213 20 59,996 60,107 40,200 27,400 1,110,892 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 17 178 CCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGACCTGCTCTGAACCATTGTCCA GGCTGCAGCTCTACAGTCAA 17 60 32 21 209 20 60,272 60,037 40,200 31,800 1,308,495 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2207:5203:50234 1 70 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 14 137 GCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgGCTCTGAACCATTGTCCAGTG ACCCAACAGTGAAAGGCATCA 14 21 35 21 171 21 59,191 60,134 36,600 30,700 2,942,458 A 244 GGGTCAAAGAGGAGaaaaaTGAATGAGTATTCCTGCTCTGAACCATTGTCCAGTGATTGCTGTAGGAAAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAATGGAGGTCTACTAACAATGTGATGCCTTTCACTGTTGGGTAACTAGAAAGACTGATCATTGACTGTAGAGCTGCAGCCCAATAAAAGCCAATGCCTGGAAGAGAAAAGTGGAG

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 8 147 TACATGTCTCGCCTGCCAAAACAATTCGacacacacacTACATGTCTCGCCTGCCAAA CCAGTGAGATGCAAGACAGC 8 29 43 20 189 20 59,677 58,915 32,800 44,000 1,408,392 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 31 190 AGTCTCACATACGTGGAAACATTTTCTACATGTCTC AGTCTCACATACGTGGAAACATT TGCGACATCATACTGAACCAG 31 45 17 23 206 21 58,105 58,108 27,100 40,000 7,787,158 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 11 150 TTCTACATGTCTCGCCTGCCAAAACAATTCGacacac TTCTACATGTCTCGCCTGCC CCAGTGAGATGCAAGACAGC 11 29 40 20 189 20 59,824 58,915 48,500 44,000 1,260,851 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 9 148 CTACATGTCTCGCCTGCCAAAACAATTCGacacacacaCTACATGTCTCGCCTGCCAA CCAGTGAGATGCAAGACAGC 9 29 42 20 189 20 60,108 58,915 45,200 44,000 1,193,276 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 37 196 AGGATTTAGTCTCACATACGTGGAAACATTTTCTAC AGGATTTAGTCTCACATACGTGGA GCGACATCATACTGAACCAGTG 37 43 10 24 205 22 59,046 59,395 40,200 36,600 7,559,116 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA
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ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 32 190 AGTCTCACATACGTGGAAACATTTTCTACATGTCTC AGTCTCACATACGTGGAAACAT TGCGACATCATACTGAACCAG 32 45 17 22 206 21 57,463 58,108 27,100 40,000 7,429,509 B 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 11 231 TTCTACATGTCTCGCCTGCCAAAACAATTCGacacac TTCTACATGTCTCGCCTGCC TCAAGAAATGCGGTGTTGGG 11 110 40 20 270 20 59,824 59,042 48,500 41,200 1,133,851 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 9 229 CTACATGTCTCGCCTGCCAAAACAATTCGacacacacaCTACATGTCTCGCCTGCCAA TCAAGAAATGCGGTGTTGGG 9 110 42 20 270 20 60,108 59,042 45,200 41,200 1,066,277 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 228 TACATGTCTCGCCTGCCAAAACAATTCGacacacacacTACATGTCTCGCCTGCCAAA TCAAGAAATGCGGTGTTGGG 8 110 43 20 270 20 59,677 59,042 32,800 41,200 1,281,393 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 11 240 TTCTACATGTCTCGCCTGCCAAAACAATTCGacacac TTCTACATGTCTCGCCTGCC TCCATGATATCAAGAAATGCGGTG 11 115 40 20 279 24 59,824 59,484 48,500 49,400 4,692,081 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 11 240 TTCTACATGTCTCGCCTGCCAAAACAATTCGacacac TTCTACATGTCTCGCCTGCC TCCATGATATCAAGAAATGCGGT 11 116 40 20 279 23 59,824 58,282 48,500 56,800 4,893,637 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2208:26504:7814 1 71 70 30 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 11 241 TTCTACATGTCTCGCCTGCCAAAACAATTCGacacac TTCTACATGTCTCGCCTGCC TTCCATGATATCAAGAAATGCGGTG 11 115 40 20 280 25 59,824 59,991 48,500 49,400 5,184,671 F 280 CACTCATGAAGGATTTAGTCTCACATACGTGGAAACATTTTCTACATGTCTCGCCTGCCAAAACAATTCGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAacacacacGCAGACatatatTAGATACACAAACACATGCTGTCTTGCATCTCACTGGTTCAGTATGATGTCGCAAtttttGTACGGTTCTGTAGATAATTATAACACTACCCCAGTcccccAACACCGCATTTCTTGATATCATGGAA

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 44 202 AGGACTGCTGATCCTCATGGATCTATATCACAGCATAGGACTGCTGATCCTCATGG TCAGTCTGGAAAGGGCAGAA 58 44 44 20 245 20 58,870 58,566 36,600 30,200 2,564,105 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 70 242 GGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCGGTCGTTTCGATTAGGACTGC GGAAGGCAATCATTCACCTCA 70 70 31 21 272 21 59,075 58,273 44,000 38,600 4,652,006 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 69 242 GGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCGGTCGTTTCGATTAGGACTGC GGAAGGCAATCATTCACCTCAG 70 69 31 21 272 22 59,075 59,313 44,000 33,500 4,612,100 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 69 242 GGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCGGTCGTTTCGATTAGGACTGCT GGAAGGCAATCATTCACCTCAG 69 69 31 22 272 22 60,417 59,313 42,400 33,500 5,103,886 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 46 205 AGGACTGCTGATCCTCATGGATCTATATCACAGCATAGGACTGCTGATCCTCATGG TCTTCAGTCTGGAAAGGGCAG 58 46 44 20 248 21 58,870 59,651 36,600 48,500 2,478,942 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 45 204 AGGACTGCTGATCCTCATGGATCTATATCACAGCATAGGACTGCTGATCCTCATGG CTTCAGTCTGGAAAGGGCAGA 58 45 44 20 247 21 58,870 59,651 36,600 42,600 2,478,942 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 27 171 AGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAGCATGAACCTGTGCCTCAG TCAGTCTGGAAAGGGCAGAA 27 44 75 20 245 20 60,322 58,566 33,500 30,200 1,756,465 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 27 173 AGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAGCATGAACCTGTGCCTCAG CTTCAGTCTGGAAAGGGCAGA 27 45 75 20 247 21 60,322 59,651 33,500 42,600 1,671,303 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 27 174 AGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAGCATGAACCTGTGCCTCAG TCTTCAGTCTGGAAAGGGCAG 27 46 75 20 248 21 60,322 59,651 33,500 48,500 1,671,303 F 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 190 TGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATTGGTCGTTTCGATTAGGACTGC AACCCAAGTTCCCTCTTACTGA 70 16 30 22 219 22 60,673 58,676 44,000 34,100 5,996,818 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 133 TGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTa TGCCTCAGGAAAGATGCTGT AACCCAAGTTCCCTCTTACTGA 15 16 87 20 219 22 59,305 58,676 44,000 34,100 4,018,547 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 134 TGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTGTGCCTCAGGAAAGATGCT ACCCAAGTTCCCTCTTACTGA 17 16 85 20 218 21 59,305 58,014 37,900 34,100 3,680,822 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 144 AGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAGCATGAACCTGTGCCTCAG ACCCAAGTTCCCTCTTACTGA 27 16 75 20 218 21 60,322 58,014 33,500 34,100 3,308,327 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 145 CAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAGCATGAACCTGTGCCTCA ACCCAAGTTCCCTCTTACTGA 28 16 74 20 218 21 60,607 58,014 38,600 34,100 3,593,267 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 146 ACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTC ACAGCATGAACCTGTGCCTC ACCCAAGTTCCCTCTTACTGA 29 16 73 20 218 21 60,607 58,014 47,000 34,100 3,593,539 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 191 ACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGACTGGTCGTTTCGATTAGGACT ACCCAAGTTCCCTCTTACTGA 72 16 28 22 218 21 59,176 58,014 38,500 34,100 5,810,392 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 16 199 ACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATACATAGAGACTGGTCGTTTCGA ACCCAAGTTCCCTCTTACTGA 80 16 20 22 218 21 58,920 58,014 37,100 34,100 6,065,628 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2212:25418:22001 1 122 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 15 132 TGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTa TGCCTCAGGAAAGATGCTGT ACCCAAGTTCCCTCTTACTGA 15 16 87 20 218 21 59,305 58,014 44,000 34,100 3,680,822 A 272 ACTCCCCATCAAGTTTCATACATAGAGACTGGTCGTTTCGATTAGGACTGCTGATCCTCATGGATCTATATCACAGCATGAACCTGTGCCTCAGGAAAGATGCTGTCTTCAACCTCCATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGTCACAGATAACAATCAGTAAGAGGGAACTTGGGTTAtttttttCTGCCCTTTCCAGACTGAAGAAACTGAGGTGAATGATTGCCTTCC

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 19 2 121 GGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgt GGCGAGTAGGTGTTGGATGG ACACATAGTGACACACAGCCC 2 5 44 20 164 21 60,462 60,271 35,100 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 2 147 GGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgt GGCGAGTAGGTGTTGGATGG ACACATAGTCACACACAGCCC 2 31 44 20 190 21 60,462 60,271 35,100 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 1 120 GCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgt GCGAGTAGGTGTTGGATGGG ACACATAGTGACACACAGCCC 1 5 45 20 164 21 60,462 60,271 40,000 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 1 146 GCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgt GCGAGTAGGTGTTGGATGGG ACACATAGTCACACACAGCCC 1 31 45 20 190 21 60,462 60,271 40,000 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 0 119 CGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtg CGAGTAGGTGTTGGATGGGC ACACATAGTGACACACAGCCC 0 5 46 20 164 21 60,462 60,271 53,600 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2215:32329:6372 1 66 73 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 19 0 145 CGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtg CGAGTAGGTGTTGGATGGGC ACACATAGTCACACACAGCCC 0 31 46 20 190 21 60,462 60,271 53,600 51,900 1,732,886 G 192 GTGTCAGCGGGGCCgtgtgtGAGTGCGCGTCGGAGGGACTGTCGGCGAGTAGGTGTTGGATGGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGAgtgtgtgtgtTGGAGGGGCtgtgtgTCACTATGTGTTGGAGGGGCtgtgtgtgACTATGTGTTG

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 1 1 4 5 190 TGCTGTAGATAGAAAGGACTGACCGACTGacacaca TGCTGTAGATAGAAAGGACTGACC TGTGTGTAACTCACTTATGCTCAA 5 44 12 24 201 24 59,597 58,393 40,200 30,200 10,009,298 G 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 0 0 5 5 190 TGCTGTAGATAGAAAGGACTGACCGACTGacacaca TGCTGTAGATAGAAAGGACTGACC TGTGTGTAACTCACTTATGCTCA 5 45 12 24 201 23 59,597 57,792 40,200 42,600 9,611,257 G 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 0 0 6 5 193 TGCTGTAGATAGAAAGGACTGACCGACTGacacaca TGCTGTAGATAGAAAGGACTGACC ACATGTGTGTAACTCACTTATGCT 5 47 12 24 204 24 59,597 58,449 40,200 37,900 9,954,026 G 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 0 0 6 0 142 GATAGAAAGGACTGACCGACTGacacacacAGacaca GATAGAAAGGACTGACCGACTG AGGCCACGTATTTGAATTGCA 0 6 19 22 160 21 57,965 58,833 35,100 40,800 6,202,107 D 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 0 0 7 0 143 AGATAGAAAGGACTGACCGACTGacacacacAGacac AGATAGAAAGGACTGACCGACTG AGGCCACGTATTTGAATTGCA 0 6 18 23 160 21 59,303 58,833 35,100 40,800 5,863,874 D 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2216:19522:49373 1 41 93 30 2 AC ACACACACAGACACACACACAGACACGCACACACA NA 0 0 8 1 143 AGATAGAAAGGACTGACCGACTGacacacacAGacac AGATAGAAAGGACTGACCGACT AGGCCACGTATTTGAATTGCA 1 6 18 22 160 21 58,029 58,833 41,800 40,800 6,137,671 D 217 GGTCTGGAATTTGCTGTAGATAGAAAGGACTGACCGACTGacacacacAGacacacacacAGACACGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacactctctGTCTAATGCAATTCAAATACGTGGCCTTAACAGTTTATGGAATTTTGAGCATAAGTGAGTTacacacATGTACATTATGTCCAC

ST‐E00142:460:H2K7HCCXY:6:2219:20780:1379 1 96 60 30 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 12 0 173 AGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGTGAGGTTGGCATCTTGTCCGATT GGAGAGAGGGAGAGAGGAGG 72 0 3 21 175 20 59,995 59,521 33,400 43,000 1,483,251 F 211 NCAGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGTGCCAtttttATTGGATTACTTTTaaaaaTGCTACCAAGGGACATTTTCTGCTCttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCctctctCCctctctCCAAANtctctctctctctcCAAActctctctctctCN

ST‐E00142:460:H2K7HCCXY:6:2219:20780:1379 1 96 60 30 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 173 AGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGTGAGGTTGGCATCTTGTCCGAT GGAGAGAGGGAGAGAGGAGG 73 0 3 20 175 20 59,379 59,521 41,800 43,000 1,099,062 F 211 NCAGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGTGCCAtttttATTGGATTACTTTTaaaaaTGCTACCAAGGGACATTTTCTGCTCttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCctctctCCctctctCCAAANtctctctctctctcCAAActctctctctctCN

ST‐E00142:460:H2K7HCCXY:6:2219:20780:1379 1 96 60 30 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 12 0 174 CAGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGT CAGGTTGGCATCTTGTCCGA GGAGAGAGGGAGAGAGGAGG 74 0 2 20 175 20 60,322 59,521 45,500 43,000 0.800071 F 211 NCAGGTTGGCATCTTGTCCGATTAAATTCCCAGCTGTGCCAtttttATTGGATTACTTTTaaaaaTGCTACCAAGGGACATTTTCTGCTCttttttctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcCCTCctctctCCctctctCCAAANtctctctctctctcCAAActctctctctctCN

Ctaur25 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 1 21 240 GTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATGTCTTTGGACCCAATGGAGC GATAGAACACTCCCTGCTACTCC 21 116 7 20 246 23 58,823 59,680 47,000 38,500 4,497,089 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 1 20 240 GTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATGTCTTTGGACCCAATGGAGCT GATAGAACACTCCCTGCTACTCC 20 116 7 21 246 23 60,272 59,680 40,900 38,500 4,591,836 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 21 240 TGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATGTCTTTGGACCCAATGGAGC ATAGAACACTCCCTGCTACTCCT 21 115 6 21 245 23 60,548 60,052 47,000 36,900 4,600,165 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 18 226 TTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAATTTGGACCCAATGGAGCTGG CCCTGCTACTCCTCTTGCTC 18 108 10 20 235 20 60,252 59,536 48,500 42,600 0.715362 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 18 227 TTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAATTTGGACCCAATGGAGCTGG TCCCTGCTACTCCTCTTGCT 18 109 10 20 236 20 60,252 59,958 48,500 39,100 0.293575 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 18 162 TTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAATTTGGACCCAATGGAGCTGG TGCCATCCTCACTGACATCA 18 44 10 20 171 20 60,252 58,721 48,500 30,700 1,530,279 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 158 GACCCAATGGAGCTGGCATTTAAAAGCATTAAAAa GACCCAATGGAGCTGGCATT TGCCATCCTCACTGACATCA 14 44 14 20 171 20 60,685 58,721 35,600 30,700 1,963,995 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 13 157 ACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacaACCCAATGGAGCTGGCATTT TGCCATCCTCACTGACATCA 13 44 15 20 171 20 60,252 58,721 23,200 30,700 1,530,912 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2221:13352:67164 1 48 60 30 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 13 222 ACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacaACCCAATGGAGCTGGCATTT TCCCTGCTACTCCTCTTGCT 13 109 15 20 236 20 60,252 59,958 23,200 39,100 0.294208 A 271 ATTTATGTCTTTGGACCCAATGGAGCTGGCATTTAAAAGCATTAAAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATTTTGGGTTCGATACAGAAAATATACAATTGATATCACATCATGATGTCAGTGAGGATGGCATTTTGCAGAAAATGCTTGCTGAGCAGTTTGAACACAAAACAAAAGAGCAAGAGGAGTAGCAGGGAGTGTTCTATCtttttATAACGTTTAAGATAATGTG

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 7 24 177 gagTGGACCAGAGATTGAgggggTGAGTCagagagAA GAGTGGACCAGAGATTGAGGG CACTGTACGGCTCTCTCTGC 52 24 30 21 206 20 59,516 60,179 43,000 42,600 1,663,390 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 24 176 agTGGACCAGAGATTGAgggggTGAGTCagagagAAA AGTGGACCAGAGATTGAGGG CACTGTACGGCTCTCTCTGC 52 24 31 20 206 20 58,422 60,179 43,000 42,600 1,756,886 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 8 16 139 gagagAAAGCTGGAGATTGGGATAAAATgagagaGCAGAGAGAAAGCTGGAGATTGGGA GGCTCTCTCTGCCTCACTAC 21 16 60 22 198 20 59,497 59,256 43,700 27,300 3,247,637 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 9 24 157 gggTGAGTCagagagAAAGCTGGAGATTGGGATAAA GGGTGAGTCAGAGAGAAAGCT CACTGTACGGCTCTCTCTGC 32 24 50 21 206 20 59,101 60,179 37,400 42,600 2,078,293 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 15 138 gagagAAAGCTGGAGATTGGGATAAAATgagagaGCAGAGAGAAAGCTGGAGATTGGGA GCTCTCTCTGCCTCACTACC 21 15 60 22 197 20 59,497 59,256 43,700 31,800 3,247,637 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 15 139 agagagAAAGCTGGAGATTGGGATAAAATgagagaGCAGAGAGAAAGCTGGAGATTGGG GCTCTCTCTGCCTCACTACC 22 15 59 22 197 20 59,495 59,256 41,200 31,800 3,249,277 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 24 190 agagTGATagagagagTGGACCAGAGATTGAgggggTGAGAGTGATAGAGAGAGTGGACCA CACTGTACGGCTCTCTCTGC 63 24 17 23 206 20 59,474 60,179 40,200 42,600 3,704,759 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 24 191 gagagTGATagagagagTGGACCAGAGATTGAgggggT GAGAGTGATAGAGAGAGTGGACC CACTGTACGGCTCTCTCTGC 64 24 16 23 206 20 58,865 60,179 44,600 42,600 4,313,713 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:15311:23372 1 103 60 30 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 24 192 agagagTGATagagagagTGGACCAGAGATTGAggggg AGAGAGTGATAGAGAGAGTGGACC CACTGTACGGCTCTCTCTGC 64 24 15 24 206 20 60,141 60,179 44,600 42,600 4,320,632 F 235 AGAGAAAGTGAGACagagagTGATagagagagTGGACCAGAGATTGAgggggTGAGTCagagagAAAGCTGGAGATTGGGATAAAATgagagaGCATGAGCCagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagTGAGCgagagaCAGGGGTAGTGAGGCagagagagCCGTACAGTGAGATACagagagGGGTCGAAACTGATAGA

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 106 100 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 16 1 157 GGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtg GGGCATGTTTGTGTGTGAGA ACACACTCATACACGACCCA 16 1 70 20 226 20 58,682 58,666 32,700 45,100 2,651,773 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 106 100 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 1 157 GGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtg GGGCATGTTTGTGTGTGAGAG ACACACTCATACACGACCCA 15 1 70 21 226 20 59,732 58,666 32,000 45,100 2,601,966 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 106 100 30 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 17 0 157 GGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtg GGGCATGTTTGTGTGTGAGAG ACACACTCATACACGACCCAA 15 0 70 21 226 21 59,732 59,310 32,000 41,200 2,957,618 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 161 30 3 AC GTGTGTGTGTGTGAGAGAGAGATTGGGGCATGTTTNA 0 1 14 1 216 GGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgt GGGCTGTGTGTGTTTGTGTG ACACACTCATACACGACCCA 14 1 11 20 226 20 60,179 58,666 38,200 45,100 1,513,300 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 161 30 3 AC GTGTGTGTGTGTGAGAGAGAGATTGGGGCATGTTTNA 0 0 14 1 218 TTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgt TTGGGCTGTGTGTGTTTGTG ACACACTCATACACGACCCA 16 1 9 20 226 20 59,470 58,666 33,300 45,100 1,863,993 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

ST‐E00142:460:H2K7HCCXY:6:2223:22932:31371 1 45 161 30 3 AC GTGTGTGTGTGTGAGAGAGAGATTGGGGCATGTTTNA 0 0 15 0 216 GGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgt GGGCTGTGTGTGTTTGTGTG ACACACTCATACACGACCCAA 14 0 11 20 226 21 60,179 59,310 38,200 41,200 1,868,952 G 231 GTgagagaTTGGGCtgtgtgtgTTtgtgtgagagagATTGGGTCgtgtgtgtgtgtgagagagagaTTGGGGCATGTTtgtgtgtgagagagAAAGGTGGGGACAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGAGATTGGGGCgtgtgtgtgtgtgagagagagagagagaTTGGGTCGTGTATGAgtgtgtATGTC

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 1 1 9 1 203 TGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTGTCTTTCTGAAATTCTGTCTCTCT CGTAGTGAGGGAGACACAGG 55 1 10 25 212 20 57,940 59,188 31,000 40,000 7,872,298 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 10 1 190 TTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGTTCTGTCTCTCTTTAAGTAGCTCTGT CGTAGTGAGGGAGACACAGG 41 1 23 26 212 20 59,282 59,188 34,100 40,000 7,529,455 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 11 2 190 TCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtTCTGTCTCTCTTTAAGTAGCTCTGT ACGTAGTGAGGGAGACACAG 41 2 24 25 213 20 58,758 58,464 34,100 36,600 7,778,229 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 11 1 149 tctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctc TCTCCCTGTTTCTATCTCGGTCT CGTAGTGAGGGAGACACAGG 3 1 64 23 212 20 60,054 59,188 38,500 40,000 3,865,459 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 12 1 149 tctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctc TCTCCCTGTTTCTATCTCGGTC CGTAGTGAGGGAGACACAGG 4 1 64 22 212 20 58,711 59,188 47,900 40,000 4,100,879 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr773_2 2 90 102 30 2 AG TCTCTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNO 0 0 13 1 151 tctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctc TCTCTCCCTGTTTCTATCTCGGT CGTAGTGAGGGAGACACAGG 5 1 62 23 212 20 60,054 59,188 46,900 40,000 3,865,459 G 231 cttcttcttTGTCTTTCTGAAATTCTGtctctcTTTAAGTAGCTCTGTTAAAATATCTCTGtctctcCCTGTTTCTATCTCGGTCTTCGtctctcAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTGTCACTGTcccccTATCTGTCActctctctctctACCTGTGTCTCCCTCACTACGTCTTTCCTTCTGACTCTCN

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 1 9 213 TTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgt TTTAACCTACCCTCCCTCCTT GGCCTACTTCTGCTCCTACG 9 103 28 21 240 20 57,410 59,614 33,600 35,100 3,976,545 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 11 217 ACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgt ACAATTTAACCTACCCTCCCTCC GGCCTACTTCTGCTCCTACG 11 103 24 23 240 20 59,474 59,614 43,000 35,100 3,912,543 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 11 243 ACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgt ACAATTTAACCTACCCTCCCTCC ATCAGATCAGCCATGATGGG 11 129 24 23 266 20 59,474 57,119 43,000 40,000 6,407,541 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 9 121 TTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgt TTTAACCTACCCTCCCTCCTT GCTCCAACTCACATATGCATCC 9 9 28 21 148 22 57,410 59,449 33,600 35,100 6,141,891 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 9 125 ACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgt ACAATTTAACCTACCCTCCCTCC GCTCCAACTCACATATGCATCC 11 9 24 23 148 22 59,474 59,449 43,000 35,100 6,077,889 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 9 140 TCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCTCTGGACACTCCTAAACAATTTAACC GCTCCAACTCACATATGCATCC 23 9 9 26 148 22 59,287 59,449 28,500 35,100 9,264,910 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 8 120 TTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtg TTAACCTACCCTCCCTCCTTT GCTCCAACTCACATATGCATCC 8 9 29 21 148 22 57,410 59,449 31,100 35,100 6,141,891 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 2 8 212 TTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtg TTAACCTACCCTCCCTCCTTT GGCCTACTTCTGCTCCTACG 8 103 29 21 240 20 57,410 59,614 31,100 35,100 3,976,545 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 12 140 CTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCCTGGACACTCCTAAACAATTTAACCT TGCTCCAACTCACATATGCA 22 12 10 26 149 20 59,285 57,214 35,000 39,600 9,500,803 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 12 141 TCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCTCTGGACACTCCTAAACAATTTAACC TGCTCCAACTCACATATGCA 23 12 9 26 149 20 59,287 57,214 28,500 39,600 9,498,990 A 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 10 240 ATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgATTTAACCTACCCTCCCTCCT ATCAGATCAGCCATGATGGG 10 129 27 21 266 20 57,183 57,119 36,900 40,000 6,698,078 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr793_2 2 58 60 30 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 3 10 242 CAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgt CAATTTAACCTACCCTCCCTCCT ATCAGATCAGCCATGATGGG 10 129 25 23 266 20 59,214 57,119 36,900 40,000 6,667,561 B 273 ATTTCTTTTCTGGACACTCCTAAACAATTTAACCTACCCTCCCTCCTTTTAACTTACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTCCCTTGGATGCATATGTGAGTTGGAGCATTTTATTATTTCTtatatataTCGGGTATTAAGTACAATAAAGATCATTTCCTTTTCTTTTAACCATAAGACGTAGGAGCAGAAGTAGGCCATTCAGCCCATCATGGCTGATCTGATAATTCTC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 1 1 4 3 149 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC GCCATTTAAACGTGGGCGG 3 47 63 20 211 19 59,967 60,154 28,700 61,300 1,186,735 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 3 153 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC CGCTGCCATTTAAACGTGGG 3 50 63 20 215 20 59,967 60,456 28,700 46,100 0.488787 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 2 105 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC CACACGGCTGGTAAGTGCTA 3 2 63 20 167 20 59,967 60,038 28,700 34,900 0.070512 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 104 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC ACACGGCTGGTAAGTGCTAC 3 1 63 20 166 20 59,967 60,038 28,700 35,800 0.070419 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 4 1 131 TCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCTCCTGCGCTCTTTCACACAT ACACGGCTGGTAAGTGCTAC 30 1 36 20 166 20 59,965 60,038 32,100 35,800 0.072921 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 5 3 129 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC CCAATTAAGGCCCGCCCAG 3 27 63 20 191 19 59,967 61,127 28,700 44,500 2,160,047 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 3 129 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC CCAATTAAGGCCCGCCCA 3 28 63 20 191 18 59,967 60,043 28,700 53,600 2,076,265 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 6 3 137 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC TGGGCGGGCCAATTAAGG 3 36 63 20 199 18 59,967 60,043 28,700 26,900 2,076,265 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 7 3 147 GAGCGTAGGCCCTGATTCTCCCCcacacacacacacacaGAGCGTAGGCCCTGATTCTC CATTTAAACGTGGGCGGGC 3 45 63 20 209 19 59,967 60,154 28,700 61,300 1,186,735 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 50 215 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGAT AATCTCCCTGAGGCAGTTCC CGCTGCCATTTAAACGTGGG 65 50 1 20 215 20 59,085 60,456 36,200 46,100 1,371,337 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 47 211 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGAT AATCTCCCTGAGGCAGTTCC GCCATTTAAACGTGGGCGG 65 47 1 20 211 19 59,085 60,154 36,200 61,300 2,069,284 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 46 210 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGAT AATCTCCCTGAGGCAGTTCC CCATTTAAACGTGGGCGGG 65 46 1 20 210 19 59,085 59,491 36,200 61,300 2,424,368 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 45 209 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGAT AATCTCCCTGAGGCAGTTCC CATTTAAACGTGGGCGGGC 65 45 1 20 209 19 59,085 60,154 36,200 61,300 2,069,284 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 37 181 GGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGGGGAGATTCCTGCGCTCTTT CATTTAAACGTGGGCGGGC 37 45 29 20 209 19 60,107 60,154 25,200 61,300 1,261,379 B 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 37 192 GGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGGGGAGATTCCTGCGCTCTTT CTGCGCGCTGCCATTTAAA 37 56 29 20 220 19 60,107 60,154 25,200 15,200 1,261,514 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 37 192 GGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGGGGAGATTCCTGCGCTCTTT CTGCGCGCTGCCATTTAAAC 37 55 29 20 220 20 60,107 61,405 25,200 20,100 1,512,928 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 6 143 GGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGGGGAGATTCCTGCGCTCTTT GTGACACACGGCTGGTAAGT 37 6 29 20 171 20 60,107 60,250 25,200 22,400 0.357201 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

cons_gr95_2 2 86 60 30 1 AC CACACACACACACACACACACACACACACACACACANO 0 0 8 5 142 GGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGGGGAGATTCCTGCGCTCTTT TGACACACGGCTGGTAAGTG 37 5 29 20 170 20 60,107 60,250 25,200 31,600 0.357159 F 232 AATCTCCCTGAGGCAGTTCCGTGCCTCGGGGAGATTCCTGCGCTCTTTcacacaTGCGCGAAGAGCGTAGGCCCTGATTCTCCCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGTAGCACTTACCAGCCgtgtgtCACGCTGGGCGGGCCTTAATTGGCCCGCCCACGTTTAAATGGCAgcgcgcAGCCGAATACATGC

ST‐E00142:460:H2K7HCCXY:6:2119:26666:51729 1 28 108 31 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 15 0 153 GGgagagagaAGGAAGTCAAGATAGCgagagagagagaGGGAGAGAGAAGGAAGTCAAGAT CTCCCTCTCTCTGTCTCCC 3 0 2 23 154 19 58,970 57,487 24,000 43,000 7,543,425 G 154 GGGgagagagaAGGAAGTCAAGATAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagggggACGgagagagaGCAagagagagagagagagagGgagagagaGGGAGACagagagagGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:26666:51729 1 28 108 31 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 0 153 GGgagagagaAGGAAGTCAAGATAGCgagagagagagaGGGAGAGAGAAGGAAGTCAAG CTCCCTCTCTCTGTCTCCC 5 0 2 21 154 19 57,114 57,487 30,200 43,000 7,398,933 G 154 GGGgagagagaAGGAAGTCAAGATAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagggggACGgagagagaGCAagagagagagagagagagGgagagagaGGGAGACagagagagGGAG

ST‐E00142:460:H2K7HCCXY:6:2119:26666:51729 1 28 108 31 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 0 153 GGgagagagaAGGAAGTCAAGATAGCgagagagagagaGGGAGAGAGAAGGAAGTCAAGA CTCCCTCTCTCTGTCTCCC 4 0 2 22 154 19 58,564 57,487 30,200 43,000 6,949,452 G 154 GGGgagagagaAGGAAGTCAAGATAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagggggACGgagagagaGCAagagagagagagagagagGgagagagaGGGAGACagagagagGGAG

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 1 147 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG GTGCTCTGAGTGGAAGAGGG 1 44 69 20 215 20 59,688 59,751 53,400 43,000 0.560632 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 146 AGCAAAGTCCACATGCACGAacacacacacacacacacaAGCAAAGTCCACATGCACGA GTGCTCTGAGTGGAAGAGGG 0 44 70 20 215 20 60,535 59,751 43,500 43,000 0.783719 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 1 196 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG AAGGTCCCAGCTCACTGTCT 1 93 69 20 264 20 59,688 60,473 53,400 34,100 0.784524 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 116 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG GGGTTTCTGCTATCCAGTGATTC 1 10 69 20 184 23 59,688 59,120 53,400 25,200 4,191,682 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 116 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG GGGTTTCTGCTATCCAGTGAT 1 12 69 20 184 21 59,688 57,433 53,400 30,600 3,879,268 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 160 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG ACAATTGGCCTCAGTGCTCT 1 57 69 20 228 20 59,688 59,597 53,400 40,900 0.715061 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 206 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG TTTGGCCAGTAAGGTCCCAG 1 103 69 20 274 20 59,688 59,596 53,400 44,500 0.715830 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 115 AGCAAAGTCCACATGCACGAacacacacacacacacacaAGCAAAGTCCACATGCACGA GGGTTTCTGCTATCCAGTGAT 0 12 70 20 184 21 60,535 57,433 43,500 30,600 4,102,355 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 34 240 TGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAATGATGTGCATCAACAGCAAGC TTTGGCCAGTAAGGTCCCAG 34 103 35 21 274 20 60,068 59,596 40,100 44,500 1,472,165 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 34 241 TGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAATGATGTGCATCAACAGCAAGC ATTTGGCCAGTAAGGTCCCAG 34 103 35 21 275 21 60,068 59,994 40,100 44,500 2,074,049 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 34 241 TGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAATGATGTGCATCAACAGCAAGC ATTTGGCCAGTAAGGTCCCA 34 104 35 21 275 20 60,068 58,919 40,100 43,700 2,148,763 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2120:8186:38491 1 90 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 201 AAGCAAAGTCCACATGCACGAacacacacacacacaca AAGCAAAGTCCACATGCACG CCAGTAAGGTCCCAGCTCAC 1 98 69 20 269 20 59,688 59,749 53,400 35,100 0.562303 A 286 ATAATCCCCATTgggggTAGAAGCTGTTTAACCATGATGTGCATCAACAGCAAGCTCAATCTGTCCTCAAGCAAAGTCCACATGCACGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCCTTTCAGAATCACTGGATAGCAGAAACCCCAGGACACTTCCCCTCTTCCACTCAGAGCACTGAGGCCAATTGTAATCCCAGCAGAAATCAGACAGTGAGCTGGGACCTTACTGGCCAAATAAGTTGGCACC

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 13 22 199 GTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTG GTCAGCATTTAATTGCCATCCCT ACACATATTCAGGTACACACAGACA 31 22 15 23 213 25 59,614 59,988 42,000 34,100 8,397,391 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 22 201 AGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTG AGGTCAGCATTTAATTGCCATCC ACACATATTCAGGTACACACAGACA 33 22 13 23 213 25 59,614 59,988 35,100 34,100 8,397,391 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 18 184 CCATCCCTAATTGGCCTTGTGAATGATACCTATCGT CCATCCCTAATTGGCCTTGTG ACACATATTCAGGTACACACAGACA 18 22 30 21 213 25 58,966 59,988 33,300 34,100 7,045,760 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 13 190 GTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTG GTCAGCATTTAATTGCCATCCCT CAGGTACACACAGACAAATACACAC 31 13 15 23 204 25 59,614 60,050 42,000 38,200 8,436,119 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 10 170 CCATCCCTAATTGGCCTTGTGAATGATACCTATCGT CCATCCCTAATTGGCCTTGTG ACACACAGACAAATACACACTCT 18 10 30 21 199 23 58,966 57,976 33,300 32,400 7,057,657 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2121:21288:37278 1 69 98 31 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 16 6 167 CCATCCCTAATTGGCCTTGTGAATGATACCTATCGT CCATCCCTAATTGGCCTTGTG CACAGACAAATACACACTCTCACA 18 6 30 21 196 24 58,966 58,950 33,300 35,800 7,083,953 G 213 ACTTCACCGGCTAGGTCAGCATTTAATTGCCATCCCTAATTGGCCTTGTGAATGATACCTATCGTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTGTGCACAtgtgtgCATTTCtgtgtgtgtgGGTTCATGTGAGAgtgtgtATTTGTCtgtgtgTACCTGAATATGTGT

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 1 1 2 53 231 CTCAGTACGGCAGAGTGACCCTGGCATGGGACTTG CTCAGTACGGCAGAGTGACC ATCCACCAGTCTGCAAACAG 53 76 4 20 234 20 59,829 58,098 40,200 31,600 2,073,045 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 33 175 CTGGCATGGGACTTGAACCTGGAATCTTATGACCCTCTGGCATGGGACTTGAACCT ACGCTATAACAAACATCCTACCCA 33 36 24 20 198 24 59,961 59,837 35,000 45,100 4,201,443 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 33 211 CTGGCATGGGACTTGAACCTGGAATCTTATGACCCTCTGGCATGGGACTTGAACCT ATCCACCAGTCTGCAAACAG 33 76 24 20 234 20 59,961 58,098 35,000 31,600 1,940,335 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 32 174 TGGCATGGGACTTGAACCTGGAATCTTATGACCCTGTGGCATGGGACTTGAACCTG ACGCTATAACAAACATCCTACCCA 32 36 25 20 198 24 60,251 59,837 40,000 45,100 4,413,996 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 30 172 GCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGCATGGGACTTGAACCTGGA ACGCTATAACAAACATCCTACCCA 30 36 27 20 198 24 59,962 59,837 38,600 45,100 4,200,864 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 2 30 208 GCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGCATGGGACTTGAACCTGGA ATCCACCAGTCTGCAAACAG 30 76 27 20 234 20 59,962 58,098 38,600 31,600 1,939,757 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 53 269 CTCAGTACGGCAGAGTGACCCTGGCATGGGACTTG CTCAGTACGGCAGAGTGACC TAACAGGCCTCACAGCAGTC 53 114 4 20 272 20 59,829 59,678 40,200 35,100 0.493125 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 33 249 CTGGCATGGGACTTGAACCTGGAATCTTATGACCCTCTGGCATGGGACTTGAACCT TAACAGGCCTCACAGCAGTC 33 114 24 20 272 20 59,961 59,678 35,000 35,100 0.360415 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 30 246 GCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGCATGGGACTTGAACCTGGA TAACAGGCCTCACAGCAGTC 30 114 27 20 272 20 59,962 59,678 38,600 35,100 0.359836 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 13 138 CCTGGAATCTTATGACCCTGAGGaaaaaGTGTATAC CCTGGAATCTTATGACCCTGAGG CCCAATAGGAAAGAAATTAGTAAGGGA 13 13 41 23 178 27 59,928 58,721 38,600 42,000 11,351,545 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 3 13 139 CCTGGAATCTTATGACCCTGAGGaaaaaGTGTATAC CCTGGAATCTTATGACCCTGAGG ACCCAATAGGAAAGAAATTAGTAAGGG 13 14 41 23 179 27 59,928 58,941 38,600 39,500 11,131,644 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2122:15534:66584 1 77 62 31 1 AT ATATATATATATATATATATATATATATATATATATA NA 0 0 4 13 138 CCTGGAATCTTATGACCCTGAGGaaaaaGTGTATAC CCTGGAATCTTATGACCCTGAGG CCCAATAGGAAAGAAATTAGTAAGGG 13 14 41 23 178 26 59,928 57,535 38,600 39,500 11,537,457 F 281 TCCCTCAGTACGGCAGAGTGACCCTGGCATGGGACTTGAACCTGGAATCTTATGACCCTGAGGaaaaaGTGTATACatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatGACATATAATTTATCCCTTACTAATTTCTTTCCTATTGGGTAGGATGTTTGTTATAGCGTATTGTTTAAGTAGACTCTGTTTGCAGACTGGTGGATTCTGTTTGCTGTAAAACAGACTGCTGTGAGGCCTGTTATAAAAGCCG

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 14 2 115 ACCAAAGcacacaGAAGCACAAacacacacacacacaca ACCAAAGCACACAGAAGCAC TGTGTCTGTGTCTTTATCTCTTTGTG 2 5 14 20 128 26 59,259 59,520 44,000 33,300 7,220,727 F 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 1 113 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA GTGTCTGTGTCTTTATCTCTTTGTGT 1 4 15 20 127 26 59,260 59,520 45,700 37,200 7,220,469 F 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 62 31 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 14 1 114 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA TGTGTCTGTGTCTTTATCTCTTTGTG 1 5 15 20 128 26 59,260 59,520 45,700 33,300 7,220,139 F 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 112 31 2 AC ACACACACACACACACACACACACACACACACACACNA 0 1 8 2 159 ACCAAAGcacacaGAAGCACAAacacacacacacacaca ACCAAAGCACACAGAAGCAC ATCTGTCCGTGAGTGGGTGT 2 5 14 20 172 20 59,259 60,832 44,000 41,600 1,572,871 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 112 31 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 158 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA ATCTGTCCGTGAGTGGGTGT 1 5 15 20 172 20 59,260 60,832 45,700 41,600 1,572,283 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 112 31 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 5 171 TCACACGGACATACCAAAGcacacaGAAGCACAAacaTCACACGGACATACCAAAGCA ATCTGTCCGTGAGTGGGTGT 13 5 2 21 172 20 59,929 60,832 39,100 41,600 1,903,049 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 1 8 2 194 ACCAAAGcacacaGAAGCACAAacacacacacacacaca ACCAAAGCACACAGAAGCAC TCCTGGCAAGAGAGTTGGTG 2 3 14 20 207 20 59,259 59,602 44,000 41,700 1,138,677 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 1 193 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA TCCTGGCAAGAGAGTTGGTG 1 3 15 20 207 20 59,260 59,602 45,700 41,700 1,138,089 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 189 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA GGCAAGAGAGTTGGTGCAG 1 0 15 20 203 19 59,260 58,748 45,700 44,100 2,991,749 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 189 CAAAGcacacaGAAGCACAAacacacacacacacacacac CAAAGCACACAGAAGCACAA TGGCAAGAGAGTTGGTGCAG 0 0 16 20 204 20 57,435 60,536 33,300 44,100 3,100,990 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 190 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACA TGGCAAGAGAGTTGGTGCAG 1 0 15 20 204 20 59,260 60,536 45,700 44,100 1,275,928 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2203:16204:71541 1 36 149 31 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 189 CCAAAGcacacaGAAGCACAAacacacacacacacacacaCCAAAGCACACAGAAGCACAA GGCAAGAGAGTTGGTGCAG 0 0 15 21 203 19 59,865 58,748 33,300 44,100 3,386,353 G 233 GTCACACGGACATACCAAAGcacacaGAAGCACAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaaaaaCACAAAGAGATAAAGACACAGACACAAacacacacacacacacacTCGGCACACCCACTCACGGACAGATacacacacacacCTGCACCAActctctTGCCAGGATTCAAATGCTGACACCCATGTAAACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 1 1 15 10 171 CCCGCACACCAAACGTAAATTTCTGGCCATacacacGCCCGCACACCAAACGTAAAT TGACTGTGTGAATGTGTGTATGT 10 17 61 20 231 23 59,406 58,297 14,000 22,900 5,296,941 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 0 0 16 22 219 CCTGACGTCATCGCACATCATATTACGCACgtgtgtgt CCTGACGTCATCGCACATCA TGTGTATGACTGTGTGAATGTGTG 52 22 19 20 237 24 60,458 59,489 30,700 38,200 4,969,452 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 0 0 16 22 220 ACCTGACGTCATCGCACATCATATTACGCACgtgtgtgACCTGACGTCATCGCACATC TGTGTATGACTGTGTGAATGTGTG 53 22 18 20 237 24 60,459 59,489 30,600 38,200 4,969,625 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 0 0 16 21 218 CCTGACGTCATCGCACATCATATTACGCACgtgtgtgt CCTGACGTCATCGCACATCA GTGTATGACTGTGTGAATGTGTGT 52 21 19 20 236 24 60,458 59,489 30,700 37,200 4,969,824 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 0 0 16 10 176 CCCGCACACCAAACGTAAATTTCTGGCCATacacacGCCCGCACACCAAACGTAAAT GTGTATGACTGTGTGAATGTGTGT 10 21 61 20 236 24 59,406 59,489 14,000 37,200 5,105,564 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2207:7425:28453 1 91 101 31 2 AC ACACACGCACACACACACTCACACACACACACACACNA 0 0 16 10 177 CCCGCACACCAAACGTAAATTTCTGGCCATacacacGCCCGCACACCAAACGTAAAT TGTGTATGACTGTGTGAATGTGTG 10 22 61 20 237 24 59,406 59,489 14,000 38,200 5,105,192 G 237 ATGACGTTGGGACGCACACCTGACGTCATCGCACATCATATTACGCACgtgtgtgtCGGGCCCGCACACCAAACGTAAATTTCTGGCCATacacacGcacacacacaCTcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTTTACTCACTcacacacacaAATCCTTTCCCTCACATACATacacacATTcacacaGTCATACACA

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 8 13 156 CGCATATGTACAGATAAACATAAATGCACAAacaca CGCATATGTACAGATAAACATAAATGC AGATTGTGTTTGTTCTTGTTCGTA 16 13 38 27 193 24 57,734 57,328 35,600 34,300 15,937,553 B 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 14 156 CGCATATGTACAGATAAACATAAATGCACAAacaca CGCATATGTACAGATAAACATAAATGC AGATTGTGTTTGTTCTTGTTCGT 16 14 38 27 193 23 57,734 57,439 35,600 38,500 14,826,904 B 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 134 AATGCACAAacacacacAGGAacacacacacacacacaca AATGCACAAACACACACAGGA AGATTGTGTTTGTTCTTGTTCGT 0 14 60 21 193 23 58,901 57,439 38,600 38,500 7,659,580 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 157 CGCATATGTACAGATAAACATAAATGCACAAacaca CGCATATGTACAGATAAACATAAATGC GAGATTGTGTTTGTTCTTGTTCGT 16 14 38 27 194 24 57,734 58,431 35,600 38,500 14,835,351 B 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 172 caAAGACAAGcacacaCGCATATGTACAGATAAACATCAAAGACAAGCACACACGCA AGATTGTGTTTGTTCTTGTTCGT 39 14 22 20 193 23 59,901 57,439 52,400 38,500 5,659,518 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 173 caAAGACAAGcacacaCGCATATGTACAGATAAACATCAAAGACAAGCACACACGCA GAGATTGTGTTTGTTCTTGTTCGT 39 14 22 20 194 24 59,901 58,431 52,400 38,500 5,667,965 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 173 acaAAGACAAGcacacaCGCATATGTACAGATAAACAACAAAGACAAGCACACACGC AGATTGTGTTTGTTCTTGTTCGT 40 14 21 20 193 23 59,901 57,439 53,400 38,500 5,659,694 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 193 ACACAGACACAAATCATcacacaAAGACAAGcacaca ACACAGACACAAATCATCACACAA AGATTGTGTTTGTTCTTGTTCGT 56 14 1 24 193 23 59,360 57,439 33,300 38,500 10,200,721 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 133 ATGCACAAacacacacAGGAacacacacacacacacacacaATGCACAAACACACACAGGA AGATTGTGTTTGTTCTTGTTCGT 0 14 61 20 193 23 58,239 57,439 38,600 38,500 7,322,415 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 0 134 ATGCACAAacacacacAGGAacacacacacacacacacacaATGCACAAACACACACAGGA GAGATTGTGTTTGTTCTTGTTCGT 0 14 61 20 194 24 58,239 58,431 38,600 38,500 7,330,861 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 14 193 ACACAGACACAAATCATcacacaAAGACAAGcacaca ACACAGACACAAATCATCACACA AGATTGTGTTTGTTCTTGTTCGT 57 14 1 23 193 23 58,801 57,439 37,200 38,500 9,759,496 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2208:9912:17078 1 81 76 31 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 14 194 ACACAGACACAAATCATcacacaAAGACAAGcacaca ACACAGACACAAATCATCACACA GAGATTGTGTTTGTTCTTGTTCGT 57 14 1 23 194 24 58,801 58,431 37,200 38,500 9,767,942 F 194 ACACAGACACAAATCATcacacaAAGACAAGcacacaCGCATATGTACAGATAAACATAAATGCACAAacacacacAGGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacAGACACATATGTATACGAACAAGAACAAACACAATCTC

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 18 0 133 AGCGAAAGAGGACATTGCGAATGCgagagaAAGGG AGCGAAAGAGGACATTGCGA CTCTCTGTCTCTCTCTTTCTCTGT 27 0 47 20 179 24 60,037 58,751 51,000 34,100 5,285,966 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 0 132 AGCGAAAGAGGACATTGCGAATGCgagagaAAGGG AGCGAAAGAGGACATTGCGA TCTCTGTCTCTCTCTTTCTCTGT 27 0 47 20 178 23 60,037 57,759 51,000 34,100 5,278,729 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 0 134 AGCGAAAGAGGACATTGCGAATGCgagagaAAGGG AGCGAAAGAGGACATTGCGA TCTCTCTGTCTCTCTCTTTCTCTGT 27 0 47 20 180 25 60,037 59,987 51,000 34,100 5,050,404 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 0 142 GGACTGGAAGCGAAAGAGGACATTGCGAATGCgagGGACTGGAAGCGAAAGAGGA TCTCTCTGTCTCTCTCTTTCTCTGT 35 0 39 20 180 25 59,391 59,987 37,100 34,100 5,621,719 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 0 143 GGGACTGGAAGCGAAAGAGGACATTGCGAATGCg GGGACTGGAAGCGAAAGAGG TCTCTCTGTCTCTCTCTTTCTCTGT 36 0 38 20 180 25 60,392 59,987 36,900 34,100 5,404,872 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2215:7811:19487 1 94 62 31 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 19 0 144 aGGGACTGGAAGCGAAAGAGGACATTGCGAATGC AGGGACTGGAAGCGAAAGAG TCTCTCTGTCTCTCTCTTTCTCTGT 37 0 37 20 180 25 59,389 59,987 28,500 34,100 5,623,766 F 201 GAGCgagagagagaAAGTgagagagagagaGTaaaaaGGGACTGGAAGCGAAAGAGGACATTGCGAATGCgagagaAAGGGTTGGAGATAGCTagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGAGAAagagagagACagagagagTAAAATGGGACTGGAAGCGA

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 1 1 17 2 152 AAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGAAGAGTGGATTGTGCTTGCT AGGTATGAGGGTGTGTGAAGG 31 2 106 20 257 21 57,717 59,091 39,100 34,600 4,192,447 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 2 255 GTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCC GTAAATTCAATCTAATACTCTGTCCCA AGGTATGAGGGTGTGTGAAGG 127 2 3 27 257 21 57,168 59,091 43,700 34,600 11,741,747 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 124 AGTCTGAGACTGTCCCAAATACACcacacacacacaca AGTCTGAGACTGTCCCAAATACA GGTATGAGGGTGTGTGAAGGT 1 1 133 23 256 21 58,840 59,371 22,900 35,000 5,789,176 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 151 AAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGAAGAGTGGATTGTGCTTGCT GGTATGAGGGTGTGTGAAGGT 31 1 106 20 256 21 57,717 59,371 39,100 35,000 3,911,992 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 201 CTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTA CTCCTTGACCCTGTCCTAACA GGTATGAGGGTGTGTGAAGGT 80 1 56 21 256 21 58,743 59,371 24,100 35,000 3,886,053 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 202 TCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCT TCTCCTTGACCCTGTCCTAACA GGTATGAGGGTGTGTGAAGGT 80 1 55 22 256 21 60,158 59,371 24,100 35,000 3,787,065 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 204 AATCTCCTTGACCCTGTCCTAACATAATTCCTTAACC AATCTCCTTGACCCTGTCCT GGTATGAGGGTGTGTGAAGGT 84 1 53 20 256 21 57,649 59,371 38,500 35,000 3,979,709 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 254 GTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCC GTAAATTCAATCTAATACTCTGTCCCA GGTATGAGGGTGTGTGAAGGT 127 1 3 27 256 21 57,168 59,371 43,700 35,000 11,461,292 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 1 255 TGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTC TGTAAATTCAATCTAATACTCTGTCCC GGTATGAGGGTGTGTGAAGGT 128 1 2 27 256 21 57,168 59,371 44,600 35,000 11,461,292 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 123 GTCTGAGACTGTCCCAAATACACcacacacacacacacaGTCTGAGACTGTCCCAAATACAC GGTATGAGGGTGTGTGAAGGT 0 1 134 23 256 21 58,754 59,371 29,000 35,000 5,875,305 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 17 0 124 AGTCTGAGACTGTCCCAAATACACcacacacacacaca AGTCTGAGACTGTCCCAAATACAC GGTATGAGGGTGTGTGAAGGT 0 1 133 24 256 21 60,021 59,371 29,000 35,000 5,649,862 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2216:8724:31898 1 157 78 31 2 AC CACACACACACACACACACACACACACACACACACANA 0 0 18 6 157 AAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGAAGAGTGGATTGTGCTTGCT TGTGAAGGTATGAGGGTGTGTG 31 6 106 20 262 22 57,717 59,962 39,100 38,200 4,321,571 G 264 CTGTAAATTCAATCTAATACTCTGTCCCATaaaaaGTCCTGGAATCATGGTAAATCTCCTTGACCCTGTCCTAACATAATTCCTTAACCCTAACTTTAGAAGTGTAAGAGTGGATTGTGCTTGCTAAGCAGCAGTCTGAGACTGTCCCAAATACACcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTTcacacacacacaTACCTTcacacaCCCTCATACCTTcacaca

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 3 8 132 TGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCTGTAATATCCTGAGATGCCA CACCTGTGCCTTCCTGTGTT 19 8 37 23 168 20 59,352 60,466 49,200 33,200 4,113,779 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 132 TGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCTGTAATATCCTGAGATGCCAA CACCTGTGCCTTCCTGTGTT 18 8 37 24 168 20 59,897 60,466 45,200 33,200 4,569,185 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 133 TTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCTTGCTGTAATATCCTGAGATGCCA CACCTGTGCCTTCCTGTGTT 19 8 36 24 168 20 59,897 60,466 49,200 33,200 4,569,185 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 8 148 TGACAAGCCAAATGATTGCTGTAATATCCTGAGATGTGACAAGCCAAATGATTGCTGT CACCTGTGCCTTCCTGTGTT 36 8 21 22 168 20 59,371 60,466 44,000 33,200 3,095,326 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 8 149 TTGACAAGCCAAATGATTGCTGTAATATCCTGAGATTTGACAAGCCAAATGATTGCTGT CACCTGTGCCTTCCTGTGTT 36 8 20 23 168 20 59,930 60,466 44,000 33,200 3,536,061 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

ST‐E00142:460:H2K7HCCXY:6:2224:17584:70451 1 79 62 31 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 147 TGACAAGCCAAATGATTGCTGTAATATCCTGAGATGTGACAAGCCAAATGATTGCTGT ACCTGTGCCTTCCTGTGTTA 36 7 21 22 167 20 59,371 58,863 44,000 24,100 3,765,965 A 188 TAATCTTTTCAAGTTCAATTTGACAAGCCAAATGATTGCTGTAATATCCTGAGATGCCAAGATCAAAACGCGTGCGTGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaAATTAATTAACACAGGAAGGCACAGGTGCGCAAATCATTTTCATACCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 1 1 11 2 130 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgCTGTGTGTGCGCCTGTTTG GCCAGGAACAGAATGGAAAGC 2 26 1 19 130 21 60,299 59,797 29,300 35,100 2,501,850 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 2 182 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgCTGTGTGTGCGCCTGTTTG TCCGACGTACAATCACAAGCA 2 78 1 19 182 21 60,299 60,000 29,300 39,100 2,298,615 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 2 195 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgCTGTGTGTGCGCCTGTTTG GCTTTCGATTCACTCCGACG 2 92 1 19 195 20 60,299 59,359 29,300 51,200 1,939,331 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 127 gtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGTGCGCCTGTTTGTC CCAGGAACAGAATGGAAAGCG 0 25 3 19 129 21 60,298 59,530 31,800 46,800 2,768,437 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 128 gtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGTGCGCCTGTTTGTC GCCAGGAACAGAATGGAAAGC 0 26 3 19 130 21 60,298 59,797 31,800 35,100 2,501,626 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 179 gtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGTGCGCCTGTTTGTC CCGACGTACAATCACAAGCAC 0 77 3 19 181 21 60,298 59,874 31,800 44,000 2,424,452 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 180 gtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGTGCGCCTGTTTGTC TCCGACGTACAATCACAAGCA 0 78 3 19 182 21 60,298 60,000 31,800 39,100 2,298,391 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 11 0 193 gtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtg GTGTGTGCGCCTGTTTGTC GCTTTCGATTCACTCCGACG 0 92 3 19 195 20 60,298 59,359 31,800 51,200 1,939,107 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr565_2 2 22 62 31 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNO 0 0 12 0 194 tgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgt TGTGTGTGCGCCTGTTTGTC GCTTTCGATTCACTCCGACG 0 92 2 20 195 20 61,988 59,359 31,800 51,200 2,628,472 F 217 CtgtgtgtgCGCCTGTTTGTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCAGTCCCACACTAGGGGCGGAGNTCGCTTTCCATTCTGTTCCTGGCNCACAGTATAGAATTTGAGAGTCATGTTTTGTGCTTGTGATTGTACGTCGGAGTGAATCGAAAGCTATGTTTCACCCTCTCACTCCT

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 1 1 2 9 161 AGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAGCGGTGATATGACTGTGGC ACATTTCATGTGGCAGCATGG 16 9 21 20 181 21 60,179 59,794 50,100 36,600 1,385,205 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 0 0 4 15 195 GCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAGCGGTGATATGACTGTGGCT ACCATTGTTTCAGCAGTCCAC 15 44 22 20 216 21 60,179 59,044 47,500 40,200 2,135,550 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 0 0 4 9 160 GCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAGCGGTGATATGACTGTGGCT ACATTTCATGTGGCAGCATGG 15 9 22 20 181 21 60,179 59,794 47,500 36,600 1,385,205 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 0 0 4 4 149 ACTGTGGCTCCAATGTGCAAAAGAacacacacacAGa ACTGTGGCTCCAATGTGCAA ACATTTCATGTGGCAGCATGG 4 9 33 20 181 21 60,468 59,794 40,800 36,600 1,673,975 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 0 0 8 16 192 AGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAGCGGTGATATGACTGTGGC TTGTTTCAGCAGTCCACTGG 16 41 21 20 212 20 60,179 58,321 50,100 40,000 1,858,212 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

cons_gr918_2 2 57 95 31 1.5 AC ACACACACACAGACACACGCACGCACGCACGCGCANO 0 0 8 15 191 GCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAGCGGTGATATGACTGTGGCT TTGTTTCAGCAGTCCACTGG 15 41 22 20 212 20 60,179 58,321 47,500 40,000 1,858,212 B 247 CTGGGTGACAAAAGCTATCCAGCGGTGATATGACTGTGGCTCCAATGTGCAAAAGAacacacacacAGacacacgcacgcacgcacGCGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTAATGAAAGCCATGCTGCCACATGAAATGTGATAAAGCAGACCAGTGGACTGCTGAAACAATGGTCAGAATTTTCCAGGcccccGTGTTGGGTTTC

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 1 1 10 8 207 TTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTATTTAGGGAGAGGCGTGTGTG ACAACACACTCACCTCACCC 56 8 31 20 237 20 59,680 59,820 38,200 46,100 0.500780 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 11 8 205 TAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAA TAGGGAGAGGCGTGTGTGT ACAACACACTCACCTCACCC 55 8 33 19 237 20 60,229 59,820 37,200 46,100 1,409,175 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 12 8 206 TTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAATTAGGGAGAGGCGTGTGTGT ACAACACACTCACCTCACCC 55 8 32 20 237 20 60,830 59,820 37,200 46,100 1,010,850 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 14 13 243 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGTGTGTGTTGAGGTTGGGTATGT ACTCACACAACACACTCACCT 84 13 1 22 243 21 59,826 59,445 22,900 40,000 3,728,857 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 14 11 241 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGTGTGTGTTGAGGTTGGGTATGT TCACACAACACACTCACCTCA 84 11 1 22 241 21 59,826 59,447 22,900 38,600 3,726,575 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 14 10 240 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGTGTGTGTTGAGGTTGGGTATGT CACACAACACACTCACCTCAC 84 10 1 22 240 21 59,826 59,334 22,900 35,100 3,839,461 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 15 8 171 AAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTT AAGTAGGTATTGGGCTGAGGG ACAACACACTCACCTCACCC 19 8 67 21 237 20 58,872 59,820 43,000 46,100 2,308,115 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 16 9 171 AGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTG AGTAGGTATTGGGCTGAGGG CACAACACACTCACCTCACC 19 9 68 20 238 20 58,192 58,700 43,000 40,200 3,107,355 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2118:20344:60817 1 107 103 32 2 AC GTGTGTGTGTATGTATTGGGGGGGTGGGTGTGTGTNA 0 0 16 8 170 AGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTG AGTAGGTATTGGGCTGAGGG ACAACACACTCACCTCACCC 19 8 68 20 237 20 58,192 59,820 43,000 46,100 1,988,220 G 268 tgtgtgTTGAGGTTGGGTATGTTTGAAGGTTTTAGGGAGAGGCgtgtgtgtGGGGTGGGGTTGTGTAAGTAGGTATTGGGCTGAGGGgtgtgtGCTGGGGTTGGGGgtgtgtgtgtATGTATTgggggggTGGgtgtgtgtgtGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAGGTATTGGGGTGAGGTGAgtgtgttgtgtgAGTAGGTATTGGGGTGAGCGGTGAGTTT

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 5 18 168 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCAA GCTGCTGTCCATGTGATGTG 18 39 2 27 169 20 58,253 59,549 26,900 32,100 9,198,054 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 18 196 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCAA GAAGGTGGTGGGAGCTGTTT 18 67 2 27 197 20 58,253 60,179 26,900 28,300 8,926,460 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 19 168 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCA GCTGCTGTCCATGTGATGTG 19 39 2 26 169 20 57,709 59,549 25,700 32,100 8,741,774 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 19 178 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCA TTTCTTGACCGCTGCTGTCC 19 49 2 26 179 20 57,709 60,885 25,700 40,200 9,175,895 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 19 196 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCA GAAGGTGGTGGGAGCTGTTT 19 67 2 26 197 20 57,709 60,179 25,700 28,300 8,470,181 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 19 197 ATCCATAAATAGACATGCAAACATTCAAACcacacaT ATCCATAAATAGACATGCAAACATTCA GAAGGTGGTGGGAGCTGTTT 19 67 1 27 197 20 58,084 60,179 25,700 28,300 9,095,051 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 11 185 ACATGCAAACATTCAAACcacacaTAGATAGGATaca ACATGCAAACATTCAAACCACAC GAAGGTGGTGGGAGCTGTTT 11 67 13 23 197 20 59,130 60,179 38,200 28,300 4,049,408 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 11 191 ACATGCAAACATTCAAACcacacaTAGATAGGATaca ACATGCAAACATTCAAACCACAC CCTTATGAAGGTGGTGGGAGC 11 72 13 23 203 21 59,130 60,409 38,200 47,000 5,279,241 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 131 TGCAAACATTCAAACcacacaTAGATAGGATacacaca TGCAAACATTCAAACCACACA TGTGAGATCTGTATGCATGTGGT 10 13 16 21 146 23 57,400 59,802 37,200 41,600 6,798,147 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 182 TGCAAACATTCAAACcacacaTAGATAGGATacacaca TGCAAACATTCAAACCACACA GAAGGTGGTGGGAGCTGTTT 10 67 16 21 197 20 57,400 60,179 37,200 28,300 3,778,719 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 184 CATGCAAACATTCAAACcacacaTAGATAGGATacac CATGCAAACATTCAAACCACACA GAAGGTGGTGGGAGCTGTTT 10 67 14 23 197 20 59,130 60,179 37,200 28,300 4,048,822 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 7 10 190 CATGCAAACATTCAAACcacacaTAGATAGGATacac CATGCAAACATTCAAACCACACA CCTTATGAAGGTGGTGGGAGC 10 72 14 23 203 21 59,130 60,409 37,200 47,000 5,278,654 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 12 190 AGACATGCAAACATTCAAACcacacaTAGATAGGATaAGACATGCAAACATTCAAACCACA TATGAAGGTGGTGGGAGCTG 12 70 11 24 200 20 60,142 59,088 41,700 42,400 5,053,751 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 0 131 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCA GCATGTGGTGTATATGTTTGGG 19 0 2 26 132 22 57,709 57,694 25,700 41,200 12,597,180 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 10 129 TGCAAACATTCAAACcacacaTAGATAGGATacacaca TGCAAACATTCAAACCACACA TGAGATCTGTATGCATGTGGTGT 10 11 16 21 144 23 57,400 59,802 37,200 41,600 6,798,147 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 10 131 CATGCAAACATTCAAACcacacaTAGATAGGATacac CATGCAAACATTCAAACCACACA TGAGATCTGTATGCATGTGGTGT 10 11 14 23 144 23 59,130 59,802 37,200 41,600 7,068,250 F 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 132 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCA TGCATGTGGTGTATATGTTTGGG 19 0 2 26 133 23 57,709 59,301 25,700 41,200 11,989,730 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:16396:62241 1 47 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 0 132 TCCATAAATAGACATGCAAACATTCAAACcacacaTA TCCATAAATAGACATGCAAACATTCAA TGCATGTGGTGTATATGTTTGGG 18 0 2 27 133 23 58,253 59,301 26,900 41,200 12,446,009 B 203 ATCCATAAATAGACATGCAAACATTCAAACcacacaTAGATAGGATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCAAACATATACACCACATGCATACAGATCTcacacaACACATCACATGGACAGCAGCGGTCAAGAAAACAGCTCCCACCACCTTCATAAGG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 12 189 ACTCTGGAAATCACGTGAACTGATATTCATTTCAGT ACTCTGGAAATCACGTGAACTGA GGGAAAGTGCGTTCACAAC 54 12 4 23 192 19 59,930 57,455 34,100 33,200 6,614,201 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 192 TGAACTCTGGAAATCACGTGAACTGATATTCATTTC TGAACTCTGGAAATCACGTGA GGGAAAGTGCGTTCACAAC 59 12 1 21 192 19 57,256 57,455 43,500 33,200 7,288,852 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 189 ACTCTGGAAATCACGTGAACTGATATTCATTTCAGT ACTCTGGAAATCACGTGAACTG GGGAAAGTGCGTTCACAAC 55 12 4 22 192 19 58,606 57,455 31,600 33,200 6,938,415 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 190 AACTCTGGAAATCACGTGAACTGATATTCATTTCAG AACTCTGGAAATCACGTGAACTG GGGAAAGTGCGTTCACAAC 55 12 3 23 192 19 59,190 57,455 31,600 33,200 7,354,447 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 12 192 TGAACTCTGGAAATCACGTGAACTGATATTCATTTC TGAACTCTGGAAATCACGTGAAC GGGAAAGTGCGTTCACAAC 57 12 1 23 192 19 59,192 57,455 31,800 33,200 7,352,237 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:3924:21122 1 81 81 32 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 3 179 ACTCTGGAAATCACGTGAACTGATATTCATTTCAGT ACTCTGGAAATCACGTGAACTGA GTTCACAACGTCCCACCC 54 3 4 23 182 18 59,930 58,259 34,100 46,100 6,810,098 D 230 TGAACTCTGGAAATCACGTGAACTGATATTCATTTCAGTGGTTCTTGTACCATAAAACTCCTTTTCTCTATCCACCTTTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACATGCAtgtgtgtgtgTTGGGGTGGGACGTTGTGAACGCACTTTCCCCTGGATTTTAAACGTGGAAAATAAACTAACCTTCTGTG

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 0 114 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT GATTGTAAATGATTGTACTAGCAGGT 0 2 61 22 174 26 58,240 57,561 27,100 40,000 12,198,257 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 115 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT TGATTGTAAATGATTGTACTAGCAGG 0 3 61 22 175 26 58,240 57,563 27,100 48,500 12,196,941 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 168 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT AGGTCCTGCTAGTGCCTGTT 0 62 61 22 228 20 58,240 60,838 27,100 31,600 4,597,703 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 2 152 CGTCGCAGAGATTATTCACACTCTAGACACATCTAT CGTCGCAGAGATTATTCACACT TGATTGTAAATGATTGTACTAGCAGGT 37 2 24 22 175 27 58,561 58,953 35,500 40,000 11,486,001 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 2 153 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACACT TGATTGTAAATGATTGTACTAGCAGGT 37 2 23 23 175 27 59,871 58,953 35,500 40,000 11,175,472 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 115 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT TGATTGTAAATGATTGTACTAGCAGGT 0 2 61 22 175 27 58,240 58,953 27,100 40,000 11,806,289 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 135 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT TCCAGGAAGAGAGAGGGTGTT 0 28 61 22 195 21 58,240 59,850 27,100 33,200 4,909,716 F 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 52 247 CCAACACTATTGTATTCGTCGCAGAGATTATTCACA CCAACACTATTGTATTCGTCGCA GCAATCATTCCTCCCTTCCC 52 88 8 23 254 20 59,385 58,303 51,000 39,700 5,312,340 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 38 208 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACAC CAAGGTCCTGCTAGTGCCTG 38 64 23 22 230 20 58,564 60,392 38,200 48,500 3,827,759 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 37 208 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACACT CAAGGTCCTGCTAGTGCCTG 37 64 23 23 230 20 59,871 60,392 35,500 48,500 3,520,957 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 31 175 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACACT TGTCCAGGAAGAGAGAGGGT 37 31 23 23 197 20 59,871 59,213 35,500 43,400 3,915,847 F 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 29 173 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACACT TCCAGGAAGAGAGAGGGTGT 37 29 23 23 195 20 59,871 59,213 35,500 41,600 3,915,847 F 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 153 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACAC TGATTGTAAATGATTGTACTAGCAGGT 38 2 23 22 175 27 58,564 58,953 38,200 40,000 11,482,274 A 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 135 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT TCCAGGAAGAGAGAGGGTGT 0 29 61 22 195 20 58,240 59,213 27,100 41,600 4,546,664 F 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 137 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT TGTCCAGGAAGAGAGAGGGT 0 31 61 22 197 20 58,240 59,213 27,100 43,400 4,546,664 F 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 170 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT CAAGGTCCTGCTAGTGCCTG 0 64 61 22 230 20 58,240 60,392 27,100 48,500 4,151,774 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 53 249 TCCAACACTATTGTATTCGTCGCAGAGATTATTCAC TCCAACACTATTGTATTCGTCGC AGCAATCATTCCTCCCTTCCC 53 88 7 23 255 21 59,139 59,784 51,900 39,700 5,077,539 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 52 248 CCAACACTATTGTATTCGTCGCAGAGATTATTCACA CCAACACTATTGTATTCGTCGCA AGCAATCATTCCTCCCTTCCC 52 88 8 23 255 21 59,385 59,784 51,000 39,700 4,831,482 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 37 212 TCGTCGCAGAGATTATTCACACTCTAGACACATCTA TCGTCGCAGAGATTATTCACACT CTGGCAAGGTCCTGCTAGTG 37 68 23 23 234 20 59,871 60,392 35,500 27,400 3,520,957 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2120:7984:21438 1 83 64 32 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 174 AGCTCTTCAACCATGTGAATGTacacacacacacacaca AGCTCTTCAACCATGTGAATGT CTGGCAAGGTCCTGCTAGTG 0 68 61 22 234 20 58,240 60,392 27,100 27,400 4,151,774 B 285 CACATGTCCAACACTATTGTATTCGTCGCAGAGATTATTCACACTCTAGACACATCTATTAGCTCTTCAACCATGTGAATGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATACCTGCTAGTACAATCATTTACAATCAACACCctctctctTCCTGGACAAGATAGCACATAACAGGCACTAGCAGGACCTTGCCAGGGGAAGGGAGGAATGATTGCTGAGATCACTCCCTTAAGGAGTAGTTTTGGT

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 29 191 ACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCaga ACTGGCCAGGGTCTAAGAGT GGTTCTCGCGCCCAGGAG 38 29 28 20 218 18 59,883 62,822 32,400 36,900 4,938,929 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 29 193 TGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCaTGACTGGCCAGGGTCTAAGA GGTTCTCGCGCCCAGGAG 40 29 26 20 218 18 59,884 62,822 21,000 36,900 4,937,930 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 29 194 GTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCGTGACTGGCCAGGGTCTAAG GGTTCTCGCGCCCAGGAG 41 29 25 20 218 18 59,749 62,822 21,800 36,900 5,072,102 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 11 175 TGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCaTGACTGGCCAGGGTCTAAGA CCACCTAGCACCGCATCC 40 11 26 20 200 18 59,884 60,203 21,000 35,100 2,319,411 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 10 172 ACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCaga ACTGGCCAGGGTCTAAGAGT CACCTAGCACCGCATCCC 38 10 28 20 199 18 59,883 60,203 32,400 38,500 2,320,410 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 10 174 TGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCaTGACTGGCCAGGGTCTAAGA CACCTAGCACCGCATCCC 40 10 26 20 199 18 59,884 60,203 21,000 38,500 2,319,411 D 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 7 0 139 CGTGTGGTCagagagagACAGAGAAGAGACAGAGGgCGTGTGGTCAGAGAGAGACAG CGCATCCCGCATCTGCCT 14 0 51 21 189 18 59,801 62,924 35,100 47,500 6,122,809 G 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 0 137 gagagACAGAGAAGAGACAGAGGgagagagagagaga GAGAGACAGAGAAGAGACAGAGG CACCTAGCACCGCATCCC 0 10 63 23 199 18 59,059 60,203 36,900 38,500 6,144,553 G 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2122:26991:46490 1 86 86 32 2 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 15 0 138 gagagACAGAGAAGAGACAGAGGgagagagagagaga GAGAGACAGAGAAGAGACAGAGG CCACCTAGCACCGCATCC 0 11 63 23 200 18 59,059 60,203 36,900 35,100 6,144,553 G 271 GGGACACCGAGGCAGGGGACACTGGTGACTGGCCAGGGTCTAAGAGTGGACGTGTGGTCagagagagACAGAGAAGAGACAGAGGgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGGAGGAAgaggaggaggaggagAGGCAGATGCGGGATGCGGTGCTAGGTGGCTCCTGGGCGCGAGAACCGAGCCCGGGCCAGGCGCgggggTTCGGGCGGGACGCTGTCCCCTGCCTGCGCG

ST‐E00142:460:H2K7HCCXY:6:2205:11566:67304 1 36 119 32 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 10 0 171 GTGGAGGCAGAGTTTGGGATAGACTAACACagaga GTGGAGGCAGAGTTTGGGAT TCTTTCTCTCGATGCTTCTCCC 10 0 6 20 176 22 59,670 59,571 38,500 43,000 2,758,485 G 184 CAGAGGTGGAGGCAGAGTTTGGGATAGACTAACACagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGACCgagagagagaCAAAGAGACagagagagagagagACagagagCgagagaGGGAGAAGCATCgagagaAAGACAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2205:11566:67304 1 36 119 32 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 174 GAGGTGGAGGCAGAGTTTGGGATAGACTAACACagGAGGTGGAGGCAGAGTTTGG TCTTTCTCTCGATGCTTCTCCC 13 0 3 20 176 22 60,322 59,571 32,800 43,000 2,750,898 G 184 CAGAGGTGGAGGCAGAGTTTGGGATAGACTAACACagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGACCgagagagagaCAAAGAGACagagagagagagagACagagagCgagagaGGGAGAAGCATCgagagaAAGACAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2205:11566:67304 1 36 119 32 3 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 10 0 175 AGAGGTGGAGGCAGAGTTTGGGATAGACTAACAC AGAGGTGGAGGCAGAGTTTG TCTTTCTCTCGATGCTTCTCCC 14 0 2 20 176 22 59,310 59,571 29,300 43,000 3,118,512 G 184 CAGAGGTGGAGGCAGAGTTTGGGATAGACTAACACagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagACAGACCgagagagagaCAAAGAGACagagagagagagagACagagagCgagagaGGGAGAAGCATCgagagaAAGACAGAAAGA

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 14 192 TGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTT TGCTATACTGTTCCGATGCCTC ACCATAAGTGTGGGCAAGGC 72 14 30 22 221 20 59,964 60,612 47,000 43,500 2,647,856 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 13 131 TGAATCCTCTCCTCTACAcccccGCGccccccTCcacaca TGAATCCTCTCCTCTACACCC CCATAAGTGTGGGCAAGGCT 13 13 90 21 220 20 57,966 60,324 46,100 45,800 3,357,384 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 13 132 CTGAATCCTCTCCTCTACAcccccGCGccccccTCcacac CTGAATCCTCTCCTCTACACCC CCATAAGTGTGGGCAAGGCT 13 13 89 22 220 20 59,038 60,324 46,100 45,800 3,286,145 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 13 133 CCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacaCCTGAATCCTCTCCTCTACACC CCATAAGTGTGGGCAAGGCT 14 13 88 22 220 20 59,038 60,324 41,600 45,800 3,286,145 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 13 191 TGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTT TGCTATACTGTTCCGATGCCT CCATAAGTGTGGGCAAGGCT 73 13 30 21 220 20 58,961 60,324 47,500 45,800 2,363,143 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 13 191 TGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTT TGCTATACTGTTCCGATGCCTC CCATAAGTGTGGGCAAGGCT 72 13 30 22 220 20 59,964 60,324 47,000 45,800 2,359,685 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 14 142 CCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGcc CCCTTTCACCTGAATCCTCTCC ACCATAAGTGTGGGCAAGGC 22 14 80 22 221 20 60,093 60,612 37,100 43,500 2,704,595 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 141 CCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGcc CCCTTTCACCTGAATCCTCTCC CCATAAGTGTGGGCAAGGCT 22 13 80 22 220 20 60,093 60,324 37,100 45,800 2,416,424 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2207:24403:33076 1 124 64 32 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 13 177 GATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCGATGCCTCGACTGTTTCTCT CCATAAGTGTGGGCAAGGCT 60 13 44 20 220 20 57,336 60,324 31,000 45,800 2,987,551 F 261 TGTCCCATTTTGCTTGCCTTTACCCATATTGCTATACTGTTCCGATGCCTCGACTGTTTCTCTTTTGGGTTTCAAAATCCCCTTTCACCTGAATCCTCTCCTCTACAcccccGCGccccccTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTGTTAGTTTAAAGCCTTGCCCACACTTATGGTAAATGAACAGTGGGAAATATTTAAATTAACAATTCAAAAT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 2 124 AGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtg AGTGGGAGAGATGGAGAGACA TTTGCTTGCTCTCCTTGCCC 2 17 8 21 131 20 59,357 61,181 34,100 53,600 2,824,384 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 171 AGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtg AGTGGGAGAGATGGAGAGACA CCACTTCTGTGTCTCACCCA 2 64 8 21 178 20 59,357 59,241 34,100 45,100 2,402,020 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 2 195 AGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtg AGTGGGAGAGATGGAGAGACA AGCCCAAACAAGCTCTGAGT 2 88 8 21 202 20 59,357 59,524 34,100 34,100 2,119,192 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 6 128 AGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtg AGACAGTGGGAGAGATGGAGA TTTGCTTGCTCTCCTTGCCC 6 17 4 21 131 20 59,357 61,181 37,100 53,600 2,824,384 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 6 175 AGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtg AGACAGTGGGAGAGATGGAGA CCACTTCTGTGTCTCACCCA 6 64 4 21 178 20 59,357 59,241 37,100 45,100 2,402,020 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 6 199 AGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtg AGACAGTGGGAGAGATGGAGA AGCCCAAACAAGCTCTGAGT 6 88 4 21 202 20 59,357 59,524 37,100 34,100 2,119,192 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 126 ACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgt ACAGTGGGAGAGATGGAGAGA TTTGCTTGCTCTCCTTGCCC 4 17 6 21 131 20 59,357 61,181 31,000 53,600 2,824,384 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 173 ACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgt ACAGTGGGAGAGATGGAGAGA CCACTTCTGTGTCTCACCCA 4 64 6 21 178 20 59,357 59,241 31,000 45,100 2,402,020 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2210:18020:53100 1 31 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 197 ACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgt ACAGTGGGAGAGATGGAGAGA AGCCCAAACAAGCTCTGAGT 4 88 6 21 202 20 59,357 59,524 31,000 34,100 2,119,192 F 273 GAAAGACAGTGGgagagaTGgagagaCAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtggggggggggggAGGTGGGGCAAGGAGAGCAAGCaaaaaGTTGAGCTGAGTTTCAGGAGTTCTGTGGGTGAGACACAGAAGTGGTGCTACTCAGAGCTTGTTTGGGCTAATTAGTGTTCTCTAATTCGAATTTATACAGTATTTCTGTTATATTCTGTGATTTATTTTATTTTGCAAGT

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 1 1 4 23 208 TCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTCAATGGTAGCTTGAGATCGGA GTGGGCCTGCATATGTGGTT 47 23 19 22 226 20 58,969 60,684 45,500 36,700 3,715,166 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 0 0 8 26 193 CGGAAATTAATGCTAACCTGGCCAATGAATCCGATACGGAAATTAATGCTAACCTGGCC AGTGTGGGCCTGCATATGTG 28 26 37 23 229 20 60,243 60,395 53,600 32,100 3,638,163 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 0 0 8 26 211 TCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTCAATGGTAGCTTGAGATCGGA AGTGTGGGCCTGCATATGTG 47 26 19 22 229 20 58,969 60,395 45,500 32,100 3,425,775 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 0 0 8 17 179 AACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGAACCTGGCCAATGAATCCGA AGTGTGGGCCTGCATATGTG 17 26 51 20 229 20 59,669 60,395 45,500 32,100 0.726040 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 0 0 8 0 152 ACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcACCTGGCCAATGAATCCGAT TGTGCGTTCATGTGCTTGAC 16 0 52 20 203 20 59,447 59,693 41,800 31,800 0.860301 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2211:7395:6003 1 88 96 32 2 AC CACACACACACACACACTCAGAAATAGACAGGCAC NA 0 0 8 0 153 AACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGAACCTGGCCAATGAATCCGA TGTGCGTTCATGTGCTTGAC 17 0 51 20 203 20 59,669 59,693 45,500 31,800 0.638731 G 232 AacacacacacAAACACCTCAATGGTAGCTTGAGATCGGAAATTAATGCTAACCTGGCCAATGAATCCGATATCCCATaaaaaTGCGcacacacacacacacaCTCAGAAATAGACAGGcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGTCAAGCACATGAACGCACATGTAACCACATATGCAGGCCCACACTAAA

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 27 188 CCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATAC CCGCTCTCCTGCTCTTTCTT TCTACAAATGACAAATTGGTGCCT 27 53 39 20 226 24 59,751 59,168 25,200 47,500 5,081,109 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 5 27 188 CCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATAC CCGCTCTCCTGCTCTTTCTT TCTACAAATGACAAATTGGTGCC 27 54 39 20 226 23 59,751 57,867 25,200 50,100 5,381,740 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 52 222 CCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAG CCTCTGCAGGGTCTTGGAAA ACAAATGACAAATTGGTGCCTT 64 52 2 20 223 22 59,598 57,579 31,300 43,500 4,822,260 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 34 192 AATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTG AATAGTCCCGCTCTCCTGCT ACAAATGACAAATTGGTGCCTT 34 52 32 20 223 22 60,398 57,579 42,400 43,500 4,818,338 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 27 185 CCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATAC CCGCTCTCCTGCTCTTTCTT ACAAATGACAAATTGGTGCCTT 27 52 39 20 223 22 59,751 57,579 25,200 43,500 4,669,364 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:3610:33938 1 86 64 32 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 35 193 AAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTT AAATAGTCCCGCTCTCCTGC ACAAATGACAAATTGGTGCCTT 35 52 31 20 223 22 59,534 57,579 48,500 43,500 4,886,646 F 236 GCCTCTGCAGGGTCTTGGAAAGAGCTATCCAAATAGTCCCGCTCTCCTGCTCTTTCTTCATAGCCTTGCAAATACTTCCTTTCTCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTTTGCCTAACaaaaaTCTATCAATTTAAGATTTGAATTGAACAATTGATAAGGCACCAATTTGTCATTTGTAGATCAGAGTCCC

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 3 18 224 GGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAAT GGCCAGGGTTGCAAGTAATG CGATACACTCAGGTCAGGCA 102 18 2 20 225 20 59,468 59,182 19,000 47,500 1,349,769 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 16 140 ATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGA ATACTCAGCAGCTCAGGCAG CTCGATACACTCAGGTCAGGC 16 19 88 20 227 21 59,535 59,934 48,500 48,500 1,531,173 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 17 141 AATACTCAGCAGCTCAGGCAGCATCTGTCAAACGG AATACTCAGCAGCTCAGGCA CTCGATACACTCAGGTCAGGC 17 19 87 20 227 21 59,093 59,934 47,500 48,500 1,973,789 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 16 141 ATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGA ATACTCAGCAGCTCAGGCAG GCTCGATACACTCAGGTCAGG 16 20 88 20 228 21 59,535 59,934 48,500 38,600 1,531,173 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 16 222 GGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAAT GGCCAGGGTTGCAAGTAATG ATACACTCAGGTCAGGCAGC 102 16 2 20 223 20 59,468 59,461 19,000 52,500 1,071,166 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 1 207 GGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAAT GGCCAGGGTTGCAAGTAATG GCAGCAACCATGGAGAGACA 102 1 2 20 208 20 59,468 60,322 19,000 34,100 0.854034 F 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 1 208 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAACGGCCAGGGTTGCAAGTAAT GCAGCAACCATGGAGAGACA 103 1 1 20 208 20 60,965 60,322 18,900 34,100 1,287,282 F 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 105 GCAGCATCTGTCAAACGGAGctctctctctctctctctctct GCAGCATCTGTCAAACGGAG GCAGCAACCATGGAGAGACA 0 1 104 20 208 20 59,555 60,322 46,300 34,100 0.767355 F 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 120 GCAGCATCTGTCAAACGGAGctctctctctctctctctctct GCAGCATCTGTCAAACGGAG ATACACTCAGGTCAGGCAGC 0 16 104 20 223 20 59,555 59,461 46,300 52,500 0.984486 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 15 221 GGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAAT GGCCAGGGTTGCAAGTAATG TACACTCAGGTCAGGCAGCA 102 15 2 20 222 20 59,468 60,832 19,000 44,100 1,363,826 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 3 123 CAGGCAGCATCTGTCAAACGGAGctctctctctctctctc CAGGCAGCATCTGTCAAACG ATACACTCAGGTCAGGCAGC 3 16 101 20 223 20 59,833 59,461 36,000 52,500 0.706520 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 3 125 CAGGCAGCATCTGTCAAACGGAGctctctctctctctctc CAGGCAGCATCTGTCAAACG CGATACACTCAGGTCAGGCA 3 18 101 20 225 20 59,833 59,182 36,000 47,500 0.985124 B 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2213:8532:40776 1 124 64 32 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 1 108 CAGGCAGCATCTGTCAAACGGAGctctctctctctctctc CAGGCAGCATCTGTCAAACG GCAGCAACCATGGAGAGACA 3 1 101 20 208 20 59,833 60,322 36,000 34,100 0.489389 F 229 CGGCCAGGGTTGCAAGTAATGAGGGAAGGGAAAATAATCAGCTTGGCTTCTGATTACTGATCTGTACACAGTCAGAAAATACTGGAAATACTCAGCAGCTCAGGCAGCATCTGTCAAACGGAGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctTTGtctctcCATGGTTGCTGCCTGACCTGAGTGTATCGAGCA

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 2 1 140 CGCGTGCTTCCTTCTAACAGCgagagagagagagagagaCGCGTGCTTCCTTCTAACAG GCTTCCCAGCCAGATGGTG 1 36 52 20 191 19 59,284 60,752 31,600 41,700 2,468,035 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 33 198 CATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGCATCTAGTGGCCGGCCCAG CTCTGAAGCGCAGGCAGT 33 64 21 19 218 18 62,467 60,047 44,500 44,000 5,514,256 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 3 0 119 GCGTGCTTCCTTCTAACAGCgagagagagagagagagagGCGTGCTTCCTTCTAACAGC TGAGCTCGTATCCCAGGACT 0 15 53 20 171 20 59,556 59,741 44,000 38,500 0.703325 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 33 196 ATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTATCTAGTGGCCGGCCCAG TCTGAAGCGCAGGCAGTG 33 63 22 18 217 18 61,164 60,358 44,500 36,600 5,522,151 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 33 197 ATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTATCTAGTGGCCGGCCCAG CTCTGAAGCGCAGGCAGT 33 64 22 18 218 18 61,164 60,047 44,500 44,000 5,211,734 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 143 GGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAAGGCCCAGCAACCAACAGAG GTGGTGAGCTCGTATCCCAG 21 19 33 19 175 20 61,271 59,897 33,500 44,500 2,374,194 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 19 143 GGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAAGGCCCAGCAACCAACAGA GTGGTGAGCTCGTATCCCAG 22 19 33 18 175 20 60,203 59,897 34,100 44,500 2,306,688 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 1 124 CGCGTGCTTCCTTCTAACAGCgagagagagagagagagaCGCGTGCTTCCTTCTAACAG GTGGTGAGCTCGTATCCCAG 1 19 52 20 175 20 59,284 59,897 31,600 44,500 0.819315 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

ST‐E00142:460:H2K7HCCXY:6:2216:29132:57301 1 73 64 32 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 0 123 GCGTGCTTCCTTCTAACAGCgagagagagagagagagagGCGTGCTTCCTTCTAACAGC GTGGTGAGCTCGTATCCCAG 0 19 53 20 175 20 59,556 59,897 44,000 44,500 0.547467 A 257 CACCCCTGCCCATGGCGCTCCATCTAGTGGCCGGCCCAGCAACCAACAGAGCGCGTGCTTCCTTCTAACAGCgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaGTTCGAGTGACAGCCAGTCCTGGGATACGAGCTCACCACCATCTGGCTGGGAAGCCGACAAGCCACTGCCTGCGCTTCAGAGCTGCCCCAAATGATACATTTCTAATGAAGATGTCGTCCG

Ctaur19 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 25 174 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA GAAACAGAGTGTAGGAAGATTGAAT 25 40 8 20 181 25 58,314 57,086 26,900 25,700 9,600,028 A 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 25 175 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA AGAAACAGAGTGTAGGAAGATTGAA 25 41 8 20 182 25 58,314 57,933 26,900 26,900 8,753,851 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 3 24 173 AGGTTGGCACGTCATGAAATGAAGACGCTGTTAAT AGGTTGGCACGTCATGAAAT GAAACAGAGTGTAGGAAGATTGAAT 24 40 9 20 181 25 58,090 57,086 21,700 25,700 9,823,374 A 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 25 174 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA GAAACAGAGTGTAGGAAGATTGAATT 25 39 8 20 181 26 58,314 57,671 26,900 21,700 10,015,557 A 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 25 175 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA AGAAACAGAGTGTAGGAAGATTGA 25 42 8 20 182 24 58,314 57,328 26,900 25,700 8,358,621 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 24 174 AGGTTGGCACGTCATGAAATGAAGACGCTGTTAAT AGGTTGGCACGTCATGAAAT AGAAACAGAGTGTAGGAAGATTGA 24 42 9 20 182 24 58,090 57,328 21,700 25,700 8,581,966 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 6 25 216 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA AAGGAAATAGGGAGAATTAGTGTCA 25 82 8 20 223 25 58,314 57,489 26,900 35,800 9,197,030 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 25 215 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA AGGAAATAGGGAGAATTAGTGTCAA 25 81 8 20 222 25 58,314 57,489 26,900 31,800 9,197,030 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2216:29224:6513 1 53 64 32 1 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 7 25 218 AAGGTTGGCACGTCATGAAATGAAGACGCTGTTAA AAGGTTGGCACGTCATGAAA AGAAGGAAATAGGGAGAATTAGTGTCA 25 82 8 20 225 27 58,314 59,597 26,900 35,800 9,089,586 F 250 TTAAGTTAAGGTTGGCACGTCATGAAATGAAGACGCTGTTAATGAAGTGAATtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataTTCTTGCTTTTCCTTTCTGGCTCTTGTTTTATCTCACTTAATTCAATCTTCCTACACTCTGTTTCtttttCTGTATTTAATTTGACACTAATTCTCCCTATTTCCTTCTCTTTTGTTAACTCTATTTCTTTCTC

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 9 2 190 TTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtg TTCTGGAGCTCTGTCTCTGTC AGACATTACGAGGCTGAGACA 2 48 7 21 196 21 58,833 58,553 35,100 34,100 4,614,272 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 2 190 TTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtg TTCTGGAGCTCTGTCTCTGTC AGACATTACGAGGCTGAGACAG 2 47 7 21 196 22 58,833 59,575 35,100 35,100 4,592,141 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 190 TTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtg TTCTGGAGCTCTGTCTCTGTCT AGACATTACGAGGCTGAGACAG 1 47 7 22 196 22 60,225 59,575 34,100 35,100 4,650,303 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 0 180 TGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtg TGGAGCTCTGTCTCTGTCTC ACGAGGCTGAGACAGAGAGA 0 42 10 20 189 20 58,167 59,673 33,600 31,000 2,159,478 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 144 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT GCAGGGAGACAGAGCGAGAT 1 4 8 21 151 20 59,646 61,391 34,100 27,500 2,745,188 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 150 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT CGGTAGGCAGGGAGACAGAG 1 10 8 21 157 20 59,646 61,388 34,100 33,500 2,742,096 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 150 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT CGGTAGGCAGGGAGACAGA 1 11 8 21 157 19 59,646 60,380 34,100 34,100 2,734,008 D 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 1 182 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT ACGAGGCTGAGACAGAGAGA 1 42 8 21 189 20 59,646 59,673 34,100 31,000 1,680,626 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 98 32 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 11 0 181 CTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgt CTGGAGCTCTGTCTCTGTCTC ACGAGGCTGAGACAGAGAGA 0 42 9 21 189 20 59,255 59,673 33,600 31,000 2,071,682 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG
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ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 11 1 244 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT AAGGGAGAGAGGGAGAGCG 1 15 8 21 251 19 59,646 60,076 34,100 50,300 2,430,369 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 1 245 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT AAAGGGAGAGAGGGAGAGCG 1 15 8 21 252 20 59,646 60,686 34,100 50,300 2,040,143 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 0 244 CTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgt CTGGAGCTCTGTCTCTGTCTC AAAGGGAGAGAGGGAGAGCG 0 15 9 21 252 20 59,255 60,686 33,600 50,300 2,431,200 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 13 1 238 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT GAGAGGGAGAGCGAGGGAG 1 9 8 21 245 19 59,646 60,528 34,100 43,000 2,882,340 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 1 236 TCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgTCTGGAGCTCTGTCTCTGTCT GAGGGAGAGCGAGGGAGAG 1 7 8 21 243 19 59,646 60,528 34,100 32,000 2,882,340 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2220:15838:26255 1 30 188 32 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 15 0 235 CTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgt CTGGAGCTCTGTCTCTGTCTC GAGGGAGAGCGAGGGAGAG 0 7 9 21 243 19 59,255 60,528 33,600 32,000 3,273,396 G 263 CTTTATTTCTGGAGCTCTGTCTCTGTCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTCCCctctctctctctctctctctctctctctATTTATCTCGCTCTGTCTCCCTGCCTACCGCATTACCTTATTtctctcTGTCTCAGCCTCGTAATGTCTATACCTCTCAGtctctctctcTGTCTCGCTCTCCCTCGCTCTCCctctctCCCTTTCActctctctG

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 4 0 105 ACTCCCAGCCTCTATCTATTGAtctctctctctctctctctct ACTCCCAGCCTCTATCTATTGA TGATAGCAGGTGAGGCAGT 0 0 69 22 173 19 57,522 58,003 25,700 44,000 7,474,522 A 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 106 ACTCCCAGCCTCTATCTATTGAtctctctctctctctctctct ACTCCCAGCCTCTATCTATTGA CTGATAGCAGGTGAGGCAGT 0 0 69 22 174 20 57,522 59,171 25,700 44,000 5,306,870 A 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 0 107 AACTCCCAGCCTCTATCTATTGAtctctctctctctctctct AACTCCCAGCCTCTATCTATTGA CTGATAGCAGGTGAGGCAGT 0 0 68 23 174 20 58,179 59,171 25,700 44,000 5,650,108 A 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 54 220 CTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTTCCTCTGCCTGTATCGCC GGCAAGGTGACAGTGATGGA 62 54 9 20 228 20 60,250 59,963 55,400 34,100 0.286389 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 45 203 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT GGCAAGGTGACAGTGATGGA 45 54 26 20 228 20 60,108 59,963 24,000 34,100 0.144677 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 45 207 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT GACAGGCAAGGTGACAGTGA 45 58 26 20 232 20 60,108 59,893 24,000 34,100 0.214653 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 39 188 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT ATGGAACCAGAGAGTGAGCG 45 39 26 20 213 20 60,108 59,466 24,000 50,300 0.642357 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 0 137 CACATTCTGTCTGTGTAAGTCTCActctctAACTCCCA CACATTCTGTCTGTGTAAGTCTCA CTGATAGCAGGTGAGGCAGT 29 0 38 24 174 20 58,467 59,171 32,700 44,000 6,361,891 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 0 166 CTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTTCCTCTGCCTGTATCGCC CTGATAGCAGGTGAGGCAGT 62 0 9 20 174 20 60,250 59,171 55,400 44,000 1,078,991 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 0 167 TCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTTCCTCTGCCTGTATCGC CTGATAGCAGGTGAGGCAGT 63 0 8 20 174 20 59,253 59,171 45,800 44,000 1,576,589 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 67 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACCGTCTTTCTTCCTCTGCCTG GGCAGAGAGACAGGCAAGG 69 67 1 21 240 19 60,674 60,079 48,500 36,100 2,752,788 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 55 221 CTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTTCCTCTGCCTGTATCGCC AGGCAAGGTGACAGTGATGG 62 55 9 20 229 20 60,250 59,963 55,400 35,100 0.286960 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 7 45 204 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT AGGCAAGGTGACAGTGATGG 45 55 26 20 229 20 60,108 59,963 24,000 35,100 0.145248 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 67 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACCGTCTTTCTTCCTCTGCCT GGCAGAGAGACAGGCAAGG 70 67 1 20 240 19 59,389 60,079 47,500 36,100 1,689,254 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 66 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACCGTCTTTCTTCCTCTGCCT GGCAGAGAGACAGGCAAGGT 70 66 1 20 240 20 59,389 61,836 47,500 35,000 2,446,614 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 54 228 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACCGTCTTTCTTCCTCTGCCT GGCAAGGTGACAGTGATGGA 70 54 1 20 228 20 59,389 59,963 47,500 34,100 0.647419 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 37 186 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT GGAACCAGAGAGTGAGCGTG 45 37 26 20 211 20 60,108 60,389 24,000 53,400 0.497111 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 36 185 GCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActc GCCGCTTCTCTCCACATTCT GAACCAGAGAGTGAGCGTGA 45 36 26 20 210 20 60,108 59,401 24,000 43,500 0.706507 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 0 174 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACCGTCTTTCTTCCTCTGCCT CTGATAGCAGGTGAGGCAGT 70 0 1 20 174 20 59,389 59,171 47,500 44,000 1,440,020 B 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 9 0 114 ActctctAACTCCCAGCCTCTATCTATTGAtctctctctctc ACTCTCTAACTCCCAGCCTCT CTGATAGCAGGTGAGGCAGT 9 0 61 21 174 20 59,356 59,171 36,900 44,000 2,473,145 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 115 CActctctAACTCCCAGCCTCTATCTATTGAtctctctctc CACTCTCTAACTCCCAGCCTC CTGATAGCAGGTGAGGCAGT 10 0 60 21 174 20 59,246 59,171 47,000 44,000 2,583,559 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2223:29285:47861 1 91 64 32 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 11 0 116 TCActctctAACTCCCAGCCTCTATCTATTGAtctctctct TCACTCTCTAACTCCCAGCCT CTGATAGCAGGTGAGGCAGT 11 0 59 21 174 20 59,641 59,171 45,800 44,000 2,188,807 F 240 CCGTCTTTCTTCCTCTGCCTGTATCGCCGCTtctctcCACATTCTGTCTGTGTAAGTCTCActctctAACTCCCAGCCTCTATCTATTGAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCACCTGCTATCAGGGTATCTGTGTTATATTCACGCTCActctctGGTTCCATCACTGTCACCTTGCCTGtctctcTGCC

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 1 1 2 5 133 ACAAAGCCTACTGTGCTACGAATAAAGAGCGacaca ACAAAGCCTACTGTGCTACGA AGCCCTTATTCTCTGATCCGC 10 5 44 21 176 21 59,383 59,654 34,300 55,400 2,962,933 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 3 4 132 ACAAAGCCTACTGTGCTACGAATAAAGAGCGacaca ACAAAGCCTACTGTGCTACGAA GCCCTTATTCTCTGATCCGCA 9 4 44 22 175 21 59,963 59,929 38,500 56,900 3,107,491 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 3 4 132 ACAAAGCCTACTGTGCTACGAATAAAGAGCGacaca ACAAAGCCTACTGTGCTACGA GCCCTTATTCTCTGATCCGCA 10 4 44 21 175 21 59,383 59,929 34,300 56,900 2,687,623 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 35 204 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGATT TAAGTGCTGGAGACGGGCTA 53 35 2 20 205 20 60,674 60,324 33,400 39,300 0.997644 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 26 195 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGATT GAGACGGGCTATCGCACTAC 53 26 2 20 196 20 60,674 60,040 33,400 27,300 0.713891 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 24 193 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGATT GACGGGCTATCGCACTACAG 53 24 2 20 194 20 60,674 60,318 33,400 27,400 0.991583 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 19 188 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGAT GCTATCGCACTACAGCCCTT 54 19 2 19 189 20 60,079 59,895 41,800 39,500 1,184,166 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 19 188 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGATTA GCTATCGCACTACAGCCCTT 52 19 2 21 189 20 60,405 59,895 17,500 39,500 1,510,025 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2121:13565:23477 1 75 76 33 1.5 AC ACACACACAGACACACACACACACACACACACACA NA 0 0 6 19 188 GCAGCACTACACCACCGATTAATGGTTCCCACATTC GCAGCACTACACCACCGATT GCTATCGCACTACAGCCCTT 53 19 2 20 189 20 60,674 59,895 33,400 39,500 0.778684 B 228 GGCAGCACTACACCACCGATTAATGGTTCCCACATTCGTGAAAACAAAGCCTACTGTGCTACGAATAAAGAGCGacacacacAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGATTGCGGATCAGAGAATAAGGGCTGTAGTGCGATAGCCCGTCTCCAGCACTTAGCCACTTTGACAATGGCTTTCCT

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 7 12 174 ACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgACGTGCATGTGTGATGGTTTG TACGGCACACTCAGGGAAAC 12 55 36 21 209 20 60,001 59,966 29,300 27,800 1,035,824 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 12 191 ACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgACGTGCATGTGTGATGGTTTG ACAGAAACACGGAGACCTACG 12 71 36 21 226 21 60,001 59,731 29,300 35,100 2,270,386 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 12 190 ACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgACGTGCATGTGTGATGGTTTG CAGAAACACGGAGACCTACGG 12 70 36 21 225 21 60,001 60,402 29,300 40,200 2,403,944 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 173 CGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgt CGTGCATGTGTGATGGTTTGT TACGGCACACTCAGGGAAAC 11 55 37 21 209 20 60,001 59,966 28,300 27,800 1,035,824 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 179 CGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgt CGTGCATGTGTGATGGTTTGT GAGACCTACGGCACACTCAG 11 61 37 21 215 20 60,001 59,829 28,300 33,500 1,172,942 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 11 190 CGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgt CGTGCATGTGTGATGGTTTGT ACAGAAACACGGAGACCTACG 11 71 37 21 226 21 60,001 59,731 28,300 35,100 2,270,386 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 9 1 138 tgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgTGATGGTTTGTGTAAGCGTGT CGCACAGACACTCATTTAATCACA 1 26 47 21 184 24 58,433 59,848 44,900 35,800 6,719,136 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 139 gtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtg GTGATGGTTTGTGTAAGCGTGT CGCACAGACACTCATTTAATCACA 1 26 46 22 184 24 59,710 59,848 44,900 35,800 6,441,770 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2204:27986:24937 1 69 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 10 1 139 tgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgTGATGGTTTGTGTAAGCGTGT ACGCACAGACACTCATTTAATCAC 1 27 47 21 185 24 58,433 59,848 44,900 30,600 6,719,314 F 243 TGTTTATGAATGTTTGTCTATGCATTtgtgtgCATACGTGCAtgtgtgATGGTTTGTGTAAGCGTGTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTTGTTTCTCTGTGGGATTTTGTGTTTGTGATTAAATGAGTGTCTGTGCGTGTCGGTTTCCCTGAGTGTGCCGTAGGTCTCCGTGTTTCTGtttttCTGAGTGTTTCTG

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 1 1 4 46 198 TCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttt TCCGTAGCTTCCAGTCACCT TGGATGGTCTCAGCTCCAGA 46 46 11 20 208 20 60,252 59,958 40,000 38,600 0.293337 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 46 216 TCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttt TCCGTAGCTTCCAGTCACCT TAATCGAGGCGTCGTTCCTG 46 64 11 20 226 20 60,252 59,900 40,000 38,600 0.351621 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 46 220 TCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttt TCCGTAGCTTCCAGTCACCT AGCATAATCGAGGCGTCGTT 46 68 11 20 230 20 60,252 59,898 40,000 38,500 0.354134 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 3 156 TCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttt TCCGTAGCTTCCAGTCACCT GGAAGAGACTGCAGAATCGCT 46 3 11 20 166 21 60,252 60,135 40,000 49,300 1,386,500 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 4 3 162 cccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGAC CCCTCATCCGTAGCTTCCAG GGAAGAGACTGCAGAATCGCT 52 3 5 20 166 21 59,609 60,135 38,600 49,300 1,525,707 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2207:29224:68605 1 77 66 33 1 AG GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGNA 0 0 5 4 157 TCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttt TCCGTAGCTTCCAGTCACCT AGGAAGAGACTGCAGAATCGC 46 4 11 20 167 21 60,252 60,135 40,000 45,800 1,386,500 F 234 TTcccccTCATCCGTAGCTTCCAGTCACCTTTAtttttCTGACATGtttttGCCTTCTGtttttGCCAAGTCTGCTgagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagaAAGAGCGATTCTGCAGTCTCTTCCTTCCACATAGCTTTCCTTtctctcTGGAGCTGAGACCATCCAGGAACGACGCCTCGATTATGCTACCT

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 60 230 CATGCATCCCTACCCTCCACATCACTGCTACTTTGCCCATGCATCCCTACCCTCCAC AACCCACTCTCCATCTCGGA 60 64 3 20 232 20 59,891 59,959 40,200 45,500 0.150580 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 60 240 CATGCATCCCTACCCTCCACATCACTGCTACTTTGCCCATGCATCCCTACCCTCCAC GGAGATGATGAACCCACTCTCC 60 72 3 20 242 22 59,891 59,896 40,200 37,100 2,213,283 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 32 198 CATGCATCCCTACCCTCCACATCACTGCTACTTTGCCCATGCATCCCTACCCTCCAC CGCAGTGCTGGTCTATCACA 60 32 3 20 200 20 59,891 60,109 40,200 35,800 0.218004 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 60 241 CATGCATCCCTACCCTCCACATCACTGCTACTTTGCCCATGCATCCCTACCCTCCAC GGGAGATGATGAACCCACTCTC 60 73 3 20 243 22 59,891 59,896 40,200 32,000 2,213,283 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 60 241 CATGCATCCCTACCCTCCACATCACTGCTACTTTGCCCATGCATCCCTACCCTCCAC GGGAGATGATGAACCCACTCT 60 74 3 20 243 21 59,891 58,877 40,200 32,400 2,232,110 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 52 222 CCTACCCTCCACATCACTGCTACTTTGCCTTTCTACT CCTACCCTCCACATCACTGC AACCCACTCTCCATCTCGGA 52 64 11 20 232 20 59,821 59,959 44,000 45,500 0.220238 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 19 157 TACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTACTTTCCTGCTGCCTCCAG CGCAGTGCTGGTCTATCACA 19 32 44 20 200 20 59,385 60,109 38,600 35,800 0.723993 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 19 189 TACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTACTTTCCTGCTGCCTCCAG AACCCACTCTCCATCTCGGA 19 64 44 20 232 20 59,385 59,959 38,600 45,500 0.656569 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 135 TACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTACTTTCCTGCTGCCTCCAG TGGCCCTTGTCAAATGTTTACA 19 8 44 20 178 22 59,385 58,700 38,600 24,100 3,915,719 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 137 TCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTG TCTACTTTCCTGCTGCCTCC TGGCCCTTGTCAAATGTTTACA 21 8 42 20 178 22 59,095 58,700 43,000 24,100 4,205,745 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 20 158 CTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTACTTTCCTGCTGCCTCCA CGCAGTGCTGGTCTATCACA 20 32 43 20 200 20 59,385 60,109 38,600 35,800 0.723993 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2211:17229:33797 1 83 66 33 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 8 136 CTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTACTTTCCTGCTGCCTCCA TGGCCCTTGTCAAATGTTTACA 20 8 43 20 178 22 59,385 58,700 38,600 24,100 3,915,719 F 258 CCCATGCATCCCTACCCTCCACATCACTGCTACTTTGCCTTTCTACTTTCCTGCTGCCTCCAGCCTTCTGcccccACTGACTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGTTTCATTGTAAACATTTGACAAGGGCCAAATGTGATAGACCAGCACTGCGGGCTgggggATCTCCGAGATGGAGAGTGGGTTCATCATCTcccccATATCAGTAAATA

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 3 10 186 TGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctTGTTATCTGCCTCGGCTTCTG CTGAGGGCATCCTGGCTAAG 10 53 22 21 207 20 60,135 59,892 30,200 21,800 1,242,907 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 9 185 GTTATCTGCCTCGGCTTCTGActctctCATtctctctctctc GTTATCTGCCTCGGCTTCTGA CTGAGGGCATCCTGGCTAAG 9 53 23 21 207 20 59,863 59,892 32,700 21,800 1,245,294 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 3 137 GTTATCTGCCTCGGCTTCTGActctctCATtctctctctctc GTTATCTGCCTCGGCTTCTGA GGACAGGTAGTATTGAGGAGGC 9 3 23 21 159 22 59,863 59,634 32,700 47,000 3,503,028 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 3 138 TGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctTGTTATCTGCCTCGGCTTCTG GGACAGGTAGTATTGAGGAGGC 10 3 22 21 159 22 60,135 59,634 30,200 47,000 3,500,641 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 3 139 CTGTTATCTGCCTCGGCTTCTGActctctCATtctctctct CTGTTATCTGCCTCGGCTTCT GGACAGGTAGTATTGAGGAGGC 11 3 21 21 159 22 59,862 59,634 28,500 47,000 3,503,813 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 12 188 TCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctc TCTGTTATCTGCCTCGGCTTC CTGAGGGCATCCTGGCTAAG 12 53 20 21 207 20 59,863 59,892 38,600 21,800 1,245,294 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 8 183 TATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTATCTGCCTCGGCTTCTGAC CTGAGGGCATCCTGGCTAAG 8 53 25 20 207 20 59,253 59,892 35,100 21,800 0.855463 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 8 191 TATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTATCTGCCTCGGCTTCTGAC TGAAGGAACTGAGGGCATCC 8 61 25 20 215 20 59,253 59,379 35,100 35,100 1,367,811 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 7 182 ATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTATCTGCCTCGGCTTCTGACT CTGAGGGCATCCTGGCTAAG 7 53 26 20 207 20 60,975 59,892 34,100 21,800 1,083,248 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 15 191 TGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctcTGTTCTGTTATCTGCCTCGGC CTGAGGGCATCCTGGCTAAG 15 53 17 21 207 20 60,406 59,892 55,400 21,800 1,513,733 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 4 138 GCCTCGGCTTCTGActctctCATtctctctctctctcTTtctct GCCTCGGCTTCTGACTCTC AGGTGGAGGGACAGGTAGTA 4 13 30 19 167 20 59,859 58,610 32,000 18,200 2,531,091 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 15 190 GTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctct GTTCTGTTATCTGCCTCGGC CTGAGGGCATCCTGGCTAAG 15 53 18 20 207 20 58,709 59,892 55,400 21,800 1,399,339 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 14 190 GTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctct GTTCTGTTATCTGCCTCGGCT CTGAGGGCATCCTGGCTAAG 14 53 18 21 207 20 60,135 59,892 55,200 21,800 1,242,877 B 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 137 CCTCGGCTTCTGActctctCATtctctctctctctcTTtctctct CCTCGGCTTCTGACTCTCTC AGGTGGAGGGACAGGTAGTA 2 13 31 20 167 20 59,262 58,610 32,000 18,200 2,128,676 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 138 CCTCGGCTTCTGActctctCATtctctctctctctcTTtctctct CCTCGGCTTCTGACTCTCTC TAGGTGGAGGGACAGGTAGT 2 14 31 20 168 20 59,262 58,610 32,000 27,300 2,128,676 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2213:5315:37278 1 53 82 33 1.5 AG TCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 8 2 177 CCTCGGCTTCTGActctctCATtctctctctctctcTTtctctct CCTCGGCTTCTGACTCTCTC CTGAGGGCATCCTGGCTAAG 2 53 31 20 207 20 59,262 59,892 32,000 21,800 0.846596 F 218 ACTGATtgtgtgCCTCTGTTCTGTTATCTGCCTCGGCTTCTGActctctCATtctctctctctctcTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACTGCCTCCTCAATACTACCTGTCCCTCCACCTATCTTTGTATCATCTGCAAACTTAGCCAGGATGCCCTCAGTTCCTTCATCT

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 2 54 215 CACTCCCATGGACCATGCATTAGTTGCTGTGCCTTC CACTCCCATGGACCATGCAT ATTGAATGGCAGAGCAGGCT 55 54 41 20 255 20 60,106 60,033 39,600 45,800 0.139773 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 2 28 189 CTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTA CTGTGCCTTCAGCTATCTAGG ATTGAATGGCAGAGCAGGCT 28 54 67 21 255 20 57,616 60,033 30,200 45,800 3,417,024 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 54 251 ACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACCTGCATTCCTCCAACAATG ATTGAATGGCAGAGCAGGCT 90 54 5 21 255 20 58,826 60,033 28,200 45,800 2,206,924 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 53 250 ACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACCTGCATTCCTCCAACAATG TTGAATGGCAGAGCAGGCTC 90 53 5 21 254 20 58,826 60,679 28,200 47,000 2,852,522 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 27 188 ACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCA ACTCCCATGGACCATGCATT GCTGAATGGCCTACTTCTTCT 54 27 42 20 229 21 59,367 57,726 35,600 28,500 3,906,930 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 27 189 CACTCCCATGGACCATGCATTAGTTGCTGTGCCTTC CACTCCCATGGACCATGCAT GCTGAATGGCCTACTTCTTCT 55 27 41 20 229 21 60,106 57,726 39,600 28,500 3,380,463 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 18 183 CACTCCCATGGACCATGCATTAGTTGCTGTGCCTTC CACTCCCATGGACCATGCAT TGGCCTACTTCTTCTATTTCAGAT 55 18 41 20 223 24 60,106 57,185 39,600 29,000 6,921,322 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 5 138 GGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctcGGCTTTAAGCTCTAGTATTTCCTCC TGGCCTACTTCTTCTATTTCAGAT 5 18 86 25 223 24 59,007 57,185 43,000 29,000 12,807,783 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 3 4 138 GGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctcGGCTTTAAGCTCTAGTATTTCCTCCT TGGCCTACTTCTTCTATTTCAGAT 4 18 86 26 223 24 60,183 57,185 36,900 29,000 12,998,314 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 54 251 ACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACCTGCATTCCTCCAACAAT ATTGAATGGCAGAGCAGGCT 91 54 5 20 255 20 57,390 60,033 27,100 45,800 2,643,842 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 19 184 CACTCCCATGGACCATGCATTAGTTGCTGTGCCTTC CACTCCCATGGACCATGCAT ATGGCCTACTTCTTCTATTTCAGA 55 19 41 20 224 24 60,106 57,185 39,600 32,700 6,921,322 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 4 5 139 GGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctcGGCTTTAAGCTCTAGTATTTCCTCC ATGGCCTACTTCTTCTATTTCAGA 5 19 86 25 224 24 59,007 57,185 43,000 32,700 12,807,783 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 54 218 CCTCACTCCCATGGACCATGCATTAGTTGCTGTGCC CCTCACTCCCATGGACCATG ATTGAATGGCAGAGCAGGCT 58 54 38 20 255 20 59,818 60,033 36,600 45,800 0.215466 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 54 225 CTGCATCCCTCACTCCCATGGACCATGCATTAGTTG CTGCATCCCTCACTCCCATG ATTGAATGGCAGAGCAGGCT 65 54 31 20 255 20 60,179 60,033 36,600 45,800 0.212431 F 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 19 194 CTGCATCCCTCACTCCCATGGACCATGCATTAGTTG CTGCATCCCTCACTCCCATG ATGGCCTACTTCTTCTATTTCAGA 65 19 31 20 224 24 60,179 57,185 36,600 32,700 6,993,980 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 18 186 CCTCACTCCCATGGACCATGCATTAGTTGCTGTGCC CCTCACTCCCATGGACCATG TGGCCTACTTCTTCTATTTCAGAT 58 18 38 20 223 24 59,818 57,185 36,600 29,000 6,997,015 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 18 193 CTGCATCCCTCACTCCCATGGACCATGCATTAGTTG CTGCATCCCTCACTCCCATG TGGCCTACTTCTTCTATTTCAGAT 65 18 31 20 223 24 60,179 57,185 36,600 29,000 6,993,980 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2217:17766:50340 1 116 66 33 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 5 18 204 ACAATGGACTCCTGCATCCCTCACTCCCATGGACCA ACAATGGACTCCTGCATCCC TGGCCTACTTCTTCTATTTCAGAT 76 18 20 20 223 24 59,743 57,185 38,500 29,000 7,071,993 A 265 AAATACCTGCATTCCTCCAACAATGGACTCCTGCATCCCTCACTCCCATGGACCATGCATTAGTTGCTGTGCCTTCAGCTATCTAGGCTTTAAGCTCTAGTATTTCCTCCTTAAAtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcTATTTGAGTCATACGATTATCTGAAATAGAAGAAGTAGGCCATTCAGccccccGAGCCTGCTCTGCCATTCAATAAGATCATGG

ST‐E00142:460:H2K7HCCXY:6:2220:13930:11312 1 34 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 11 134 AGTCAGGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgAGTCAGGCGAGAGAGTGAGT GGTTCACAATACCACCACCC 11 17 3 20 136 20 59,962 58,459 34,100 46,100 1,578,969 F 189 CAAGTCAGGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGCgtgtgtgtAGGggtggtggtATTGTGAACCtgtgtgtgtgGGCGTGAGCAGAtgtgtgtgtgtgAGCAGAtgtgtgtgtgGGT

ST‐E00142:460:H2K7HCCXY:6:2220:13930:11312 1 34 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 7 130 AGGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgtgtgt AGGCGAGAGAGTGAGTCTGT GGTTCACAATACCACCACCC 7 17 7 20 136 20 59,962 58,459 34,100 46,100 1,578,969 F 189 CAAGTCAGGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGCgtgtgtgtAGGggtggtggtATTGTGAACCtgtgtgtgtgGGCGTGAGCAGAtgtgtgtgtgtgAGCAGAtgtgtgtgtgGGT

ST‐E00142:460:H2K7HCCXY:6:2220:13930:11312 1 34 66 33 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 6 129 GGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgtgtgtgtGGCGAGAGAGTGAGTCTGTG GGTTCACAATACCACCACCC 6 17 8 20 136 20 59,830 58,459 36,600 46,100 1,711,495 F 189 CAAGTCAGGCgagagaGTGAGTCtgtgtgTATTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGGTGGGCgtgtgtgtAGGggtggtggtATTGTGAACCtgtgtgtgtgGGCGTGAGCAGAtgtgtgtgtgtgAGCAGAtgtgtgtgtgGGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 1 1 3 24 196 gtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGTGCATTCACAGCTAACCTGC CAGCTCTTTGCCTACCCACA 24 58 27 21 222 20 60,136 59,963 48,500 41,700 1,172,307 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 3 23 194 gCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCG GCATTCACAGCTAACCTGCA CAGCTCTTTGCCTACCCACA 23 58 29 20 222 20 58,832 59,963 44,100 41,700 1,204,583 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 3 5 136 TCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTTCACAGCTAACCTGCATCTCT GCTTGTTCTTACCTGCGCG 18 5 33 21 168 19 58,817 59,867 31,000 68,600 3,315,467 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 24 195 tgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGTGCATTCACAGCTAACCTGC CAGCTCTTTGCCTACCCACA 24 58 28 20 222 20 58,832 59,963 48,500 41,700 1,204,583 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 6 138 TCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTTCACAGCTAACCTGCATCTCT AAGCTTGTTCTTACCTGCGC 18 6 33 21 170 20 58,817 59,125 31,000 60,900 3,057,885 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 6 138 TCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTTCACAGCTAACCTGCATCTCTT AAGCTTGTTCTTACCTGCGC 17 6 33 22 170 20 59,431 59,125 28,500 60,900 3,444,015 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 6 142 gCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCG GCATTCACAGCTAACCTGCA AAGCTTGTTCTTACCTGCGC 23 6 29 20 170 20 58,832 59,125 44,100 60,900 2,042,909 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 6 143 tgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGTGCATTCACAGCTAACCTGC AAGCTTGTTCTTACCTGCGC 24 6 28 20 170 20 58,832 59,125 48,500 60,900 2,042,909 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 4 6 144 gtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGTGCATTCACAGCTAACCTGC AAGCTTGTTCTTACCTGCGC 24 6 27 21 170 20 60,136 59,125 48,500 60,900 2,010,633 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 7 40 246 TGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGTGTCTCTAGATAAATGTGTGTGCA ACACAACGTACACAATAGCCCA 40 87 8 24 253 22 57,963 60,224 45,700 53,600 8,260,906 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 7 40 247 TGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGTGTCTCTAGATAAATGTGTGTGCA CACACAACGTACACAATAGCCC 40 88 8 24 254 22 57,963 59,841 45,700 51,900 8,195,418 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

cons_gr884_2 2 72 73 33 1.5 AC CACACAAACACACACACACACACACACACACACACAAC_79_144 0 0 7 40 251 TGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGTGTCTCTAGATAAATGTGTGTGCA ACAGCACACAACGTACACAA 40 94 8 24 258 20 57,963 58,272 45,700 33,300 7,764,644 F 258 ATAGAAATGTCTCTAGATAAAtgtgtgtgCATTCACAGCTAACCTGCATCTCttttttCTCCTGTCGGTGTcacacaAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacANNNNCGCGCAGGTAAGAACAAGCTTGTTACAAGAACTCGTTTTCCATTTGCTTAAATTGTGGGTAGGCAAAGAGCTGGGGCTGAAATGGGCTATTGTGTACGTtgtgtgCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 13 159 TCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCTGGCTCATTGTTGGTGCA TCTTGAACCCATACCTGATATCCA 34 13 94 20 252 24 60,179 58,776 45,700 34,100 5,402,650 B 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 13 169 TCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGT TCCTGTAGGCTCTGGCTCAT TCTTGAACCCATACCTGATATCCA 44 13 84 20 252 24 60,032 58,776 29,000 34,100 5,255,371 B 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 13 170 TTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAG TTCCTGTAGGCTCTGGCTCA TCTTGAACCCATACCTGATATCCA 45 13 83 20 252 24 60,252 58,776 42,600 34,100 5,475,894 B 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 13 247 TTGGGATATTAAGAGTCTTTAATTGCAATTAGAAAT TTGGGATATTAAGAGTCTTTAATTGCA TCTTGAACCCATACCTGATATCCA 115 13 6 27 252 24 57,306 58,776 40,800 34,100 14,917,394 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 13 223 TGCAATTAGAAATTAGGGCCACaaaaaTGATAGACC TGCAATTAGAAATTAGGGCCACA CTTGAACCCATACCTGATATCCA 96 13 29 23 251 23 58,652 57,433 41,700 34,100 9,915,522 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 13 224 TGCAATTAGAAATTAGGGCCACaaaaaTGATAGACC TGCAATTAGAAATTAGGGCCACA TCTTGAACCCATACCTGATATCCA 96 13 29 23 252 24 58,652 58,776 41,700 34,100 9,572,141 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 13 224 TGCAATTAGAAATTAGGGCCACaaaaaTGATAGACC TGCAATTAGAAATTAGGGCCACAA TCTTGAACCCATACCTGATATCCA 95 13 29 24 252 24 59,225 58,776 33,300 34,100 9,998,381 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 13 245 TGGGATATTAAGAGTCTTTAATTGCAATTAGAAATT TGGGATATTAAGAGTCTTTAATTGCAA CTTGAACCCATACCTGATATCCA 114 13 7 27 251 23 57,306 57,433 40,800 34,100 15,260,776 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 13 246 TGGGATATTAAGAGTCTTTAATTGCAATTAGAAATT TGGGATATTAAGAGTCTTTAATTGCAA TCTTGAACCCATACCTGATATCCA 114 13 7 27 252 24 57,306 58,776 40,800 34,100 14,917,394 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 8 4 129 GACCATTCATGcacacaCGCACATacacacacacacacacGACCATTCATGCACACACGC TCTTGAACCCATACCTGATATCCA 4 13 124 20 252 24 60,455 58,776 53,400 34,100 5,678,612 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 125 CATTCATGcacacaCGCACATacacacacacacacacacacCATTCATGCACACACGCACA CTTGAACCCATACCTGATATCCA 1 13 127 20 251 23 60,040 57,433 45,700 34,100 5,607,283 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2119:25256:34553 1 148 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 126 CATTCATGcacacaCGCACATacacacacacacacacacacCATTCATGCACACACGCACA TCTTGAACCCATACCTGATATCCA 1 13 127 20 252 24 60,040 58,776 45,700 34,100 5,263,901 F 276 ACACATTGGGATATTAAGAGTCTTTAATTGCAATTAGAAATTAGGGCCACaaaaaTGATAGACCTCCAATTTTCTCCCTGCCTTCCTGTAGGCTCTGGCTCATTGTTGGTGCAATTAGTGGGTGACCATTCATGcacacaCGCACATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAGGTATACTTAATGGATATCAGGTATGGGTTCAAGAAAATGTGACTTGCACACTTTTGTG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 1 127 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC CCAACGATGTGGATGTTTCCG 1 15 59 22 185 21 60,028 59,870 48,500 43,000 3,158,027 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 1 193 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC GGCCCTCCAGTACTTGCTG 1 83 59 22 251 19 60,028 60,078 48,500 44,100 3,105,796 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 0 126 GCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtg GCTGGGATAGATTAGTCCTGCA CCAACGATGTGGATGTTTCCG 0 15 60 22 185 21 59,365 59,870 44,100 43,000 3,765,313 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 53 241 TGAGAATCTCCATCAATGTACTGATGTTCCAGAATA TGAGAATCTCCATCAATGTACTGA CCAGTACTTGCTGCACACCT 53 76 5 24 245 20 57,203 60,250 34,100 40,000 7,047,252 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 53 242 TGAGAATCTCCATCAATGTACTGATGTTCCAGAATA TGAGAATCTCCATCAATGTACTGA TCCAGTACTTGCTGCACACC 53 77 5 24 246 20 57,203 60,250 34,100 41,600 7,047,079 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 141 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC CCGCTGGAATCAAACCAACG 1 30 59 22 199 20 60,028 60,110 48,500 41,000 2,137,434 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 188 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC TCCAGTACTTGCTGCACACC 1 77 59 22 246 20 60,028 60,250 48,500 41,600 2,277,948 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 1 191 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC CCCTCCAGTACTTGCTGCAC 1 80 59 22 249 20 60,028 60,675 48,500 45,700 2,702,548 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 139 GCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtg GCTGGGATAGATTAGTCCTGCA CGCTGGAATCAAACCAACGA 0 29 60 22 198 20 59,365 59,128 44,100 38,500 3,506,662 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 53 244 TGAGAATCTCCATCAATGTACTGATGTTCCAGAATA TGAGAATCTCCATCAATGTACTGA CCTCCAGTACTTGCTGCACA 53 79 5 24 248 20 57,203 59,965 34,100 45,700 6,832,101 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 144 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC ACACCGCTGGAATCAAACCA 1 33 59 22 202 20 60,028 60,179 48,500 36,700 2,206,657 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2123:17969:60220 1 82 68 34 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 1 190 GGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgt GGCTGGGATAGATTAGTCCTGC CCTCCAGTACTTGCTGCACA 1 79 59 22 248 20 60,028 59,965 48,500 45,700 2,062,970 A 283 TTTATGAGAATCTCCATCAATGTACTGATGTTCCAGAATAAATTGATTTCCAATAATTGGCTGGGATAGATTAGTCCTGCAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTTCAGGAGATACATGCGGAAACATCCACATCGTTGGTTTGATTCCAGCGGTGTTGTTGCACTGGAAAATCTTAGCTAGGTGTGCAGCAAGTACTGGAGGGCCTGCGTTCAGCACTATTGGAGAATATTAGAAGG

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 2 161 AATCAGCCCTACGACATGCACAAAAGAAAAGGAAGAATCAGCCCTACGACATGCA GGACACCTTCCCTCCAATGG 51 2 12 20 172 20 59,459 60,034 39,600 31,600 0.575481 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 0 112 AATGTGATATAGCAGGTCAGGGacacacacacacacac AATGTGATATAGCAGGTCAGGG GGACACCTTCCCTCCAATGG 0 2 61 22 172 20 57,369 60,034 44,500 31,600 4,664,733 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 113 CAATGTGATATAGCAGGTCAGGGacacacacacacacaCAATGTGATATAGCAGGTCAGGG GGACACCTTCCCTCCAATGG 0 2 60 23 172 20 58,678 60,034 44,500 31,600 4,355,807 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 50 241 ATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTATCAGCCCTACGACATGCAC CGAGGACTTTATTCTGTCTTTCTGT 50 78 13 20 253 25 60,179 58,840 45,700 34,100 6,339,061 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 50 242 ATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTATCAGCCCTACGACATGCAC ACGAGGACTTTATTCTGTCTTTCTGT 50 78 13 20 254 26 60,179 60,239 45,700 34,100 6,418,418 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 50 242 ATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTATCAGCCCTACGACATGCAC ACGAGGACTTTATTCTGTCTTTCTG 50 79 13 20 254 25 60,179 58,840 45,700 30,200 6,339,061 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 47 204 AGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAAGCCCTACGACATGCACAAA TGGTATGAGGCCTTCTCCCT 47 49 16 20 219 20 59,964 59,657 28,300 42,000 0.379535 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 157 AGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAAGCCCTACGACATGCACAAA GGACACCTTCCCTCCAATGG 47 2 16 20 172 20 59,964 60,034 28,300 31,600 0.070253 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 160 ATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTATCAGCCCTACGACATGCAC GGACACCTTCCCTCCAATGG 50 2 13 20 172 20 60,179 60,034 45,700 31,600 0.213162 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 114 ACAATGTGATATAGCAGGTCAGGGacacacacacaca ACAATGTGATATAGCAGGTCAGGG GGACACCTTCCCTCCAATGG 0 2 59 24 172 20 60,202 60,034 44,500 31,600 4,236,487 A 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 44 199 AGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAAGCCCTACGACATGCACAAA TGAGGCCTTCTCCCTATCCC 47 44 16 20 214 20 59,964 60,105 28,300 38,500 0.141098 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2203:25601:41866 1 83 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 44 202 ATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTATCAGCCCTACGACATGCAC TGAGGCCTTCTCCCTATCCC 50 44 13 20 214 20 60,179 60,105 45,700 38,500 0.284007 F 274 TTTAGGCTGGGAATCAGCCCTACGACATGCACAAAAGAAAAGGAAGTAAAGAAGTGAAACAATGTGATATAGCAGGTCAGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCCATTGGAGGGAAGGTGTCCCAGGGAGCAGGGCACAGGGAgggggATAGGGAGAAGGCCTCATACCAAAGCATAGGACAGAAAGACAGAATAAAGTCCTCGTAAAGAGATTAGAAACATATC

ST‐E00142:460:H2K7HCCXY:6:2204:24068:32883 1 46 140 34 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 9 0 208 ATGCCCACATTTCATGAACAAAATTTTaaaaaaTCTTCATGCCCACATTTCATGAACAAA TCACAACACACACAGAGATAACA 23 0 1 22 208 23 57,379 57,983 28,300 24,100 9,637,883 G 209 ATGCCCACATTTCATGAACAAAATTTTaaaaaaTCTTCTTTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTGAGgtgtgtGAATGTGtttttAAGTGgtgtgtGAgtgtgtgtgtgtgtTGTGATGAGTGgtgtgtgtgtTGTTATCTCtgtgtgtgTTGTGAT

ST‐E00142:460:H2K7HCCXY:6:2204:24068:32883 1 46 140 34 3 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 0 209 ATGCCCACATTTCATGAACAAAATTTTaaaaaaTCTTCATGCCCACATTTCATGAACAAA ATCACAACACACACAGAGATAACA 23 0 1 22 209 24 57,379 58,390 28,300 24,100 10,230,987 G 209 ATGCCCACATTTCATGAACAAAATTTTaaaaaaTCTTCTTTAAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtATTGAGgtgtgtGAATGTGtttttAAGTGgtgtgtGAgtgtgtgtgtgtgtTGTGATGAGTGgtgtgtgtgtTGTTATCTCtgtgtgtgTTGTGAT

ST‐E00142:460:H2K7HCCXY:6:2205:24028:59464 1 47 116 34 2 AC GTGTGTGTGTGTGTTGCCGGGGGGGCGGGGGGTGNA 1 1 6 1 179 GACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTGC GACTTGTACGCTAAACTGGCA TTGTGTAAGTCAGGCACGCA 1 21 25 21 203 20 58,590 60,179 49,200 52,400 2,589,045 G 218 AGACACCCCATACCaaaaaTTGAAGACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTGCCgggggggCggggggTGTggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcGTGTggggggAtgtgtgtgGGTGCGTGCCTGACTTACACAAAACTTGACATGAGTA

ST‐E00142:460:H2K7HCCXY:6:2205:24028:59464 1 47 116 34 2 AC GTGTGTGTGTGTGTTGCCGGGGGGGCGGGGGGTGNA 0 0 6 1 180 AGACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTG AGACTTGTACGCTAAACTGGCA TTGTGTAAGTCAGGCACGCA 1 21 24 22 203 20 59,963 60,179 49,200 52,400 2,215,803 G 218 AGACACCCCATACCaaaaaTTGAAGACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTGCCgggggggCggggggTGTggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcGTGTggggggAtgtgtgtgGGTGCGTGCCTGACTTACACAAAACTTGACATGAGTA

ST‐E00142:460:H2K7HCCXY:6:2205:24028:59464 1 47 116 34 2 AC GTGTGTGTGTGTGTTGCCGGGGGGGCGGGGGGTGNA 0 0 6 0 179 GACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTGC GACTTGTACGCTAAACTGGCAG TTGTGTAAGTCAGGCACGCA 0 21 25 22 203 20 59,588 60,179 48,500 52,400 2,591,159 G 218 AGACACCCCATACCaaaaaTTGAAGACTTGTACGCTAAACTGGCAGgtgtgtgtgtgtgtTGCCgggggggCggggggTGTggggggggtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgcgcgcGTGTggggggAtgtgtgtgGGTGCGTGCCTGACTTACACAAAACTTGACATGAGTA

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 21 190 ACAGTAAGGCACAGTCAACAGAGTTTTGGATGACC ACAGTAAGGCACAGTCAACAGA TGTTCTCTGTGTGTCTCAGTCT 57 21 17 22 206 22 59,566 58,708 34,100 32,400 5,725,920 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 177 AGGCACAGTCAACAGAGTTTTGGATGACCTCAAGT AGGCACAGTCAACAGAGTTT TGTGTGTCTCAGTCTGTTTCCA 53 14 23 20 199 22 57,282 59,500 26,600 35,300 5,217,332 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 181 AGTAAGGCACAGTCAACAGAGTTTTGGATGACCTC AGTAAGGCACAGTCAACAGAGT TGTGTGTCTCAGTCTGTTTCCA 55 14 19 22 199 22 59,299 59,500 32,400 35,300 5,200,590 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 14 183 ACAGTAAGGCACAGTCAACAGAGTTTTGGATGACC ACAGTAAGGCACAGTCAACAGA TGTGTGTCTCAGTCTGTTTCCA 57 14 17 22 199 22 59,566 59,500 34,100 35,300 4,934,029 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 12 138 GGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacaGGTGGTTACCTGGAGTTTACAG TGTGTGTCTCAGTCTGTTTCCA 12 14 62 22 199 22 58,328 59,500 27,400 35,300 6,171,409 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 11 138 GGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacaGGTGGTTACCTGGAGTTTACAGT TGTGTGTCTCAGTCTGTTTCCA 11 14 62 23 199 22 59,928 59,500 35,500 35,300 5,571,731 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 10 11 139 GGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacaGGTGGTTACCTGGAGTTTACAGT CTGTGTGTCTCAGTCTGTTTCC 11 15 62 23 200 22 59,928 58,873 35,500 31,300 6,198,869 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 20 190 ACAGTAAGGCACAGTCAACAGAGTTTTGGATGACC ACAGTAAGGCACAGTCAACAG TGTTCTCTGTGTGTCTCAGTCTG 58 20 17 21 206 23 58,161 59,933 31,600 35,100 5,906,056 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2207:23074:24304 1 96 68 34 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 11 20 190 ACAGTAAGGCACAGTCAACAGAGTTTTGGATGACC ACAGTAAGGCACAGTCAACAGA TGTTCTCTGTGTGTCTCAGTCTG 57 20 17 22 206 23 59,566 59,933 34,100 35,100 5,501,656 F 229 GGGAACAGGACTTATAACAGTAAGGCACAGTCAACAGAGTTTTGGATGACCTCAAGTTTATGGTGGTTACCTGGAGTTTACAGTGaaaaaCATTGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACATAGAAACATGGAAACAGACTGAGacacacAGAGAACAATATACAGAGGTAGGAACAGACT

ST‐E00142:460:H2K7HCCXY:6:2220:23226:38456 1 80 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 15 2 111 CGTGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgt CGTGAGTGTGTGTGGGTGT GCAAGAGCGTACATCCACG 2 3 59 19 169 19 60,153 59,001 41,600 49,400 3,152,501 F 217 TGAgtgtgtgtgtgtgtgtGAgtgtgtgtCGGAGGGTGTGAGGGCGGGTGTGCGGATGCGTGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGTGGATGTACGCTCTTGCGCGACTCGgcgcgcGTCCGAGCTtgtgtgtgtgtgtgtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:23226:38456 1 80 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 109 TGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtg TGAGTGTGTGTGGGTGTGG GCAAGAGCGTACATCCACG 0 3 61 19 169 19 59,777 59,001 41,700 49,400 3,222,263 F 217 TGAgtgtgtgtgtgtgtgtGAgtgtgtgtCGGAGGGTGTGAGGGCGGGTGTGCGGATGCGTGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGTGGATGTACGCTCTTGCGCGACTCGgcgcgcGTCCGAGCTtgtgtgtgtgtgtgtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2220:23226:38456 1 80 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 15 0 110 GTGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgtg GTGAGTGTGTGTGGGTGTGG GCAAGAGCGTACATCCACG 0 3 60 20 169 19 61,095 59,001 41,700 49,400 3,094,279 F 217 TGAgtgtgtgtgtgtgtgtGAgtgtgtgtCGGAGGGTGTGAGGGCGGGTGTGCGGATGCGTGAgtgtgtgtGGGTGTGGgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGCGTGGATGTACGCTCTTGCGCGACTCGgcgcgcGTCCGAGCTtgtgtgtgtgtgtgtgtgtgAGTGT

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 2 0 190 AGCCTcacacaATCTCCACCTCCCCTGTGAATGTGAT AGCCTCACACAATCTCCACC AGCTCCTATGTGTGTACGCG 74 0 29 20 218 20 59,674 59,899 46,100 60,100 0.426946 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 0 194 GCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATG GCAAAGCCTCACACAATCTCC AGCTCCTATGTGTGTACGCG 77 0 25 21 218 20 59,799 59,899 37,100 60,100 1,301,630 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 3 0 195 GGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAAT GGCAAAGCCTCACACAATCTC AGCTCCTATGTGTGTACGCG 78 0 24 21 218 20 59,799 59,899 27,500 60,100 1,301,630 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 127 AATGCACATCATTCACTTCCTTTTATTCACActctctctcAATGCACATCATTCACTTCCTTT AGCTCCTATGTGTGTACGCG 8 0 92 23 218 20 57,266 59,899 31,100 60,100 5,834,302 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 4 0 189 GCCTcacacaATCTCCACCTCCCCTGTGAATGTGATG GCCTCACACAATCTCCACCT AGCTCCTATGTGTGTACGCG 73 0 30 20 218 20 59,674 59,899 40,000 60,100 0.426946 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 128 AAATGCACATCATTCACTTCCTTTTATTCACActctctc AAATGCACATCATTCACTTCCTTT AGCTCCTATGTGTGTACGCG 8 0 91 24 218 20 57,895 59,899 31,100 60,100 6,206,078 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 0 128 AAATGCACATCATTCACTTCCTTTTATTCACActctctc AAATGCACATCATTCACTTCCTT AGCTCCTATGTGTGTACGCG 9 0 91 23 218 20 57,266 59,899 33,600 60,100 5,834,302 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 0 187 CTcacacaATCTCCACCTCCCCTGTGAATGTGATGAA CTCACACAATCTCCACCTCCC AGCTCCTATGTGTGTACGCG 70 0 32 21 218 20 60,066 59,899 43,000 60,100 1,166,536 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:16224:41233 1 123 76 34 1.5 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 0 186 TcacacaATCTCCACCTCCCCTGTGAATGTGATGAAC TCACACAATCTCCACCTCCC AGCTCCTATGTGTGTACGCG 70 0 33 20 218 20 59,016 59,899 43,000 60,100 1,084,912 F 227 ATGTaaaaaTGGTATCATAAATGGGCAAAGCCTcacacaATCTCCACCTCCCCTGTGAATGTGATGAACATACCCACCCTggggggTGGAAAATGCACATCATTCACTTCCTTTTATTCACActctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcacacacaCGCGTacacacATAGGAGCTTACAAAATG

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 1 1 13 0 189 TGCAGAGCAATTACAAGGCATTTCCTGAATAAaata TGCAGAGCAATTACAAGGCA TGTGTTTGTGTGTTTGTGCAT 38 0 26 20 214 21 58,092 57,690 47,500 39,600 5,218,305 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 0 0 14 1 189 TGCAGAGCAATTACAAGGCATTTCCTGAATAAaata TGCAGAGCAATTACAAGGCA TGTGTTTGTGTGTTTGTGCA 38 1 26 20 214 20 58,092 57,199 47,500 45,700 4,709,225 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 0 0 14 1 189 TGCAGAGCAATTACAAGGCATTTCCTGAATAAaata TGCAGAGCAATTACAAGGCAT TGTGTTTGTGTGTTTGTGCA 37 1 26 21 214 20 58,551 57,199 44,000 45,700 5,250,345 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 0 0 15 2 197 CGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAA CGGCAGTGCAGAGCAATTAC TGTGTGTTTGTGTGTTTGTGC 44 2 20 20 216 21 59,902 58,602 18,900 45,700 2,496,172 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 0 0 15 1 196 CGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAA CGGCAGTGCAGAGCAATTAC GTGTGTTTGTGTGTTTGTGCA 44 1 20 20 215 21 59,902 58,602 18,900 45,700 2,496,172 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2221:20354:5352 1 84 110 34 2 AC TCTCTCTCTCCCTCTCTGCCTCTCTCTCTCTCTCTGTC NA 0 0 16 1 197 CGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAA CGGCAGTGCAGAGCAATTAC TGTGTGTTTGTGTGTTTGTGCA 44 1 20 20 216 22 59,902 60,224 18,900 45,700 2,321,480 G 220 AACACAGAGATCAGATAGACGGCAGTGCAGAGCAATTACAAGGCATTTCCTGAATAAaataataatGTATACTGGACCAATAGtctctctctcCctctctGCctctctctctctctctGTCACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacATGCACAAacacacAAacacacAGGTA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 1 1 3 9 242 AAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatAAATTCTAAAGTCCAGGTGTGTGT TCTAGCTTCTCCGGCATTGC 9 111 20 24 261 20 58,554 60,179 37,200 35,600 5,625,037 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 9 240 ATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatataATTCTAAAGTCCAGGTGTGTGT TCTAGCTTCTCCGGCATTGC 9 111 22 22 261 20 57,293 60,179 37,200 35,600 4,885,915 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 4 9 241 AATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatata AATTCTAAAGTCCAGGTGTGTGT TCTAGCTTCTCCGGCATTGC 9 111 21 23 261 20 57,951 60,179 37,200 35,600 5,227,918 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 135 AAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatataAAAGTCCAGGTGTGTGTATGT GTTTCCTCCTTCAAACTGTGCT 5 9 27 21 161 22 57,143 59,048 22,900 44,000 6,809,467 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 185 AAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatataAAAGTCCAGGTGTGTGTATGT TTGCCCAGCAGCTAATCACA 5 61 27 21 211 20 57,143 59,962 22,900 35,800 3,895,179 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 5 5 198 AAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatataAAAGTCCAGGTGTGTGTATGT AGTTGTGGAAAGGTTGCCCA 5 74 27 21 224 20 57,143 60,033 22,900 53,600 3,889,772 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 1 133 AGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatat AGTCCAGGTGTGTGTATGTATGT GTTTCCTCCTTCAAACTGTGCT 1 9 29 23 161 22 59,162 59,048 22,900 44,000 6,790,627 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 1 134 AGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatat AGTCCAGGTGTGTGTATGTATGT AGTTTCCTCCTTCAAACTGTGC 1 10 29 23 162 22 59,162 59,048 22,900 45,700 6,790,627 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 1 183 AGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatat AGTCCAGGTGTGTGTATGTATGT TTGCCCAGCAGCTAATCACA 1 61 29 23 211 20 59,162 59,962 22,900 35,800 3,876,338 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 1 187 AGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatat AGTCCAGGTGTGTGTATGTATGT AAGGTTGCCCAGCAGCTAAT 1 65 29 23 215 20 59,162 59,960 22,900 17,300 3,878,521 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 1 196 AGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatat AGTCCAGGTGTGTGTATGTATGT AGTTGTGGAAAGGTTGCCCA 1 74 29 23 224 20 59,162 60,033 22,900 53,600 3,870,932 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

ST‐E00142:460:H2K7HCCXY:6:2224:11515:3893 1 53 78 34 1.5 AT TATATATATATATATATATATATATATATATATATAT NA 0 0 9 0 195 GTCCAGgtgtgtgtATGTATGTGtatatatatatatatatata GTCCAGGTGTGTGTATGTATGTG AGTTGTGGAAAGGTTGCCCA 0 74 30 23 224 20 59,067 60,033 32,100 53,600 3,965,325 F 276 AATTGGTTAAAttttttttAAATTCTAAAGTCCAGgtgtgtgtATGTATGTGtatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatatataatatatatattttttttAAAGCACAGTTTGAAGGAGGAAACtttttttaaaaaTGATTTGTGGGTTGCTAATGTGATTAGCTGCTGGGCAACCTTTCCACAACTGTCTGATGGAGAATGTGGCAATGCCGGAGAAGCTAGATAAACATGAGGGAGA

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 1 1 4‐May 5 205 CCTCAGCCATGGATACCAGCAAAGGACTCACAAAC CCTCAGCCATGGATACCAGC GGCTTTCCCAAATTTATAACACAAAGG 85 5 75 20 279 27 60,251 59,881 48,500 31,100 7,369,756 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4‐May 4 204 CCTCAGCCATGGATACCAGCAAAGGACTCACAAAC CCTCAGCCATGGATACCAGC GCTTTCCCAAATTTATAACACAAAGGG 85 4 75 20 278 27 60,251 59,881 48,500 39,500 7,369,756 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4‐May 4 205 GCCTCAGCCATGGATACCAGCAAAGGACTCACAAA GCCTCAGCCATGGATACCAG GCTTTCCCAAATTTATAACACAAAGGG 86 4 74 20 278 27 60,251 59,881 40,000 39,500 7,369,756 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 4‐May 4 241 AtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGC ATGTGTGTCACGATGATGTGA GCTTTCCCAAATTTATAACACAAAGGG 121 4 38 21 278 27 57,682 59,881 35,800 39,500 10,436,719 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5‐May 5 241 tgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCC TGTGTGTCACGATGATGTGA GGCTTTCCCAAATTTATAACACAAAGG 121 5 39 20 279 27 57,190 59,881 35,800 31,100 9,929,555 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 5‐May 4 240 tgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCC TGTGTGTCACGATGATGTGA GCTTTCCCAAATTTATAACACAAAGGG 121 4 39 20 278 27 57,190 59,881 35,800 39,500 9,929,555 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 4 188 CAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCAGCAAAGGACTCACAAACAGT GCTTTCCCAAATTTATAACACAAAGGG 67 4 91 22 278 27 59,315 59,881 35,500 39,500 9,803,997 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 6 4 189 CCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttt CCAGCAAAGGACTCACAAACAG GCTTTCCCAAATTTATAACACAAAGGG 68 4 90 22 278 27 59,966 59,881 31,600 39,500 9,152,917 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

cons_gr332_2 2 180 68 34 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NO 0 0 7 4 189 CCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttt CCAGCAAAGGACTCACAAACA GCTTTCCCAAATTTATAACACAAAGGG 69 4 90 21 278 27 58,976 59,881 28,300 39,500 9,142,789 F 279 AAGCACACCATGTAACACATGATATAGGTCTGTTATAAtgtgtgTCACGATGATGTGACATGTGaaaaaTTCTGCCTCAGCCATGGATACCAGCAAAGGACTCACAAACAGTGAACTTTCTAtttttGCCTTTTGTCATTGAATTTTAATTTNGTNAAAATAtttttNTTGTGTATNNCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTAATCCCTTTGTGTTATAAATTTGGGAAAGCC

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 0 125 AGCCTTCAGACAAGCTGCATcacacacacacacacacac AGCCTTCAGACAAGCTGCAT TCAGAATGTTGTGATTTCAAACCC 0 11 48 20 172 24 59,962 58,158 39,600 41,100 5,879,688 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 0 162 AGCCTTCAGACAAGCTGCATcacacacacacacacacac AGCCTTCAGACAAGCTGCAT GTTCGGTGGAAGCAGCAGTA 0 52 48 20 209 20 59,962 60,320 39,600 27,400 0.358298 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 1 127 AAGCCTTCAGACAAGCTGCATcacacacacacacacaca AAGCCTTCAGACAAGCTGCA GTCAGAATGTTGTGATTTCAAACCC 1 11 47 20 173 25 60,179 59,308 44,100 41,100 5,870,764 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 0 126 AGCCTTCAGACAAGCTGCATcacacacacacacacacac AGCCTTCAGACAAGCTGCAT GTCAGAATGTTGTGATTTCAAACCC 0 11 48 20 173 25 59,962 59,308 39,600 41,100 5,729,632 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 16 193 CCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCT CCTTGCTTCTGATACATCAAAGCC TAAGAGCCTTGGTTCGGTGG 16 63 28 24 220 20 60,202 59,676 43,500 46,100 4,525,619 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 14 190 TGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATGCTTCTGATACATCAAAGCCTT TAAGAGCCTTGGTTCGGTGG 14 63 31 23 220 20 58,407 59,676 43,500 46,100 4,916,571 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 161 AAGCCTTCAGACAAGCTGCATcacacacacacacacaca AAGCCTTCAGACAAGCTGCA TCGGTGGAAGCAGCAGTATC 1 50 47 20 207 20 60,179 59,824 44,100 22,400 0.354769 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 160 AGCCTTCAGACAAGCTGCATcacacacacacacacacac AGCCTTCAGACAAGCTGCAT TCGGTGGAAGCAGCAGTATC 0 50 48 20 207 20 59,962 59,824 39,600 22,400 0.213637 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2118:26068:67287 1 68 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 15 190 TGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATGCTTCTGATACATCAAAGCCT TAAGAGCCTTGGTTCGGTGG 15 63 31 22 220 20 57,774 59,676 45,800 46,100 4,550,056 A 262 TACACCTATGTCTACCTACTTAACATTCCTTGCTTCTGATACATCAAAGCCTTCAGACAAGCTGCATcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCCTCTGGAATGGGGTTTGAAATCACAACATTCTGACTCAGAAGTGAGAGGGATACTGCTGCTTCCACCGAACCAAGGCTCTTACAATAATTTTAGATCACCTATGATTCACAGAAATATTAAACT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 6 3 240 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC CTTCCACAGACTCACACGGG 3 125 5 22 244 20 59,115 60,320 36,200 52,800 3,204,538 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 3 242 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC TGCTTCCACAGACTCACACG 3 127 5 22 246 20 59,115 60,249 36,200 44,900 3,134,086 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 6 1 239 GCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgGCCTAAGTTTGCTTGAGTTCCTC CTTCCACAGACTCACACGGG 1 125 6 23 244 20 59,811 60,320 37,100 52,800 3,509,395 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 239 GCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgGCCTAAGTTTGCTTGAGTTCCT CTTCCACAGACTCACACGGG 2 125 6 22 244 20 58,850 60,320 33,600 52,800 3,469,881 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 3 199 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC TCACATTAACGTGCACTCGC 3 84 5 22 203 20 59,115 59,212 36,200 50,300 3,672,425 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 7 246 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtTGAGTGCCTAAGTTTGCTTGAG TGCTTCCACAGACTCACACG 7 127 1 22 246 20 58,859 60,249 30,200 44,900 3,390,845 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 118 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC TCCAGACACACACATGCACA 3 3 5 22 122 20 59,115 59,820 36,200 45,700 3,064,575 F 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 121 GAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgGAGTGCCTAAGTTTGCTTGAGT TCCAGACACACACATGCACA 6 3 2 22 122 20 58,858 59,820 34,100 45,700 3,322,110 F 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 3 122 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtTGAGTGCCTAAGTTTGCTTGAG TCCAGACACACACATGCACA 7 3 1 22 122 20 58,859 59,820 30,200 45,700 3,321,335 F 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 7 141 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtTGAGTGCCTAAGTTTGCTTGAG ACACTTGCACAAACACAAATCCA 7 19 1 22 141 23 58,859 60,056 30,200 34,100 6,197,648 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 6 140 GAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgGAGTGCCTAAGTTTGCTTGAGT ACACTTGCACAAACACAAATCCA 6 19 2 22 141 23 58,858 60,056 34,100 34,100 6,198,424 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 3 137 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC ACACTTGCACAAACACAAATCCA 3 19 5 22 141 23 59,115 60,056 36,200 34,100 5,940,889 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 3 149 TGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtg TGCCTAAGTTTGCTTGAGTTCC ACTCACACTCATACACTTGCACA 3 31 5 22 153 23 59,115 60,181 36,200 45,700 6,066,104 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 2 136 GCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgGCCTAAGTTTGCTTGAGTTCCT ACACTTGCACAAACACAAATCCA 2 19 6 22 141 23 58,850 60,056 33,600 34,100 6,206,231 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:21399:51570 1 30 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 11 1 136 GCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgGCCTAAGTTTGCTTGAGTTCCTC ACACTTGCACAAACACAAATCCA 1 19 6 23 141 23 59,811 60,056 37,100 34,100 6,245,745 B 256 TGAGTGCCTAAGTTTGCTTGAGTTCCTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGACTGTGCAtgtgtgtgTCTGGATTTGTGTTTGTGCAAGTGTATGAGTGTGAGTTTATTTGAATGTTtgtgtgtgCACATTTGTGCGAGTGCACGTTAATGTGATtgtgtgTATATTTGCATTACCCCGTGTGAGTCTGTGGAAGCATGTGAATGAT

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 6 168 TCAAACCTCATCCAAGGGCATGATGAAATCTCCTTC TCAAACCTCATCCAAGGGCA AATCCTGCAGCTGGGATGAG 52 6 64 20 231 20 59,223 59,817 53,600 29,000 0.959824 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 6 192 AGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGCAGGCGGCCTTTAGATTT AATCCTGCAGCTGGGATGAG 76 6 40 20 231 20 60,034 59,817 21,700 29,000 0.217102 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 0 118 AGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgt AGATAAGTACCTGTGGACAGCA AATCCTGCAGCTGGGATGAG 0 6 114 22 231 20 58,559 59,817 44,100 29,000 3,624,114 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 170 TCAAACCTCATCCAAGGGCATGATGAAATCTCCTTC TCAAACCTCATCCAAGGGCA AGAATCCTGCAGCTGGGATG 52 8 64 20 233 20 59,223 59,817 53,600 35,100 0.959824 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 8 194 AGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGCAGGCGGCCTTTAGATTT AGAATCCTGCAGCTGGGATG 76 8 40 20 233 20 60,034 59,817 21,700 35,100 0.217102 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 169 TCAAACCTCATCCAAGGGCATGATGAAATCTCCTTC TCAAACCTCATCCAAGGGCA GAATCCTGCAGCTGGGATGA 52 7 64 20 232 20 59,223 59,818 53,600 29,200 0.958872 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 7 193 AGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGCAGGCGGCCTTTAGATTT GAATCCTGCAGCTGGGATGA 76 7 40 20 232 20 60,034 59,818 21,700 29,200 0.216150 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 119 AGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgt AGATAAGTACCTGTGGACAGCA GAATCCTGCAGCTGGGATGA 0 7 114 22 232 20 58,559 59,818 44,100 29,200 3,623,162 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 0 120 AGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgt AGATAAGTACCTGTGGACAGCA AGAATCCTGCAGCTGGGATG 0 8 114 22 233 20 58,559 59,817 44,100 35,100 3,624,114 A 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 38 249 TTACAGTTGGCGGACAGACGAATCGAGCAGGCGG TTACAGTTGGCGGACAGACG GGTGTAGGTGTGTGTGGGTG 101 38 15 20 263 20 60,319 60,534 41,800 46,100 0.853414 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 37 248 TTACAGTTGGCGGACAGACGAATCGAGCAGGCGG TTACAGTTGGCGGACAGACG GTGTAGGTGTGTGTGGGTGG 101 37 15 20 262 20 60,319 60,534 41,800 46,100 0.853414 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2121:29285:63472 1 136 70 35 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 37 262 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGA TGGCCCGTCCAACATTACAG GTGTAGGTGTGTGTGGGTGG 115 37 1 20 262 20 60,322 60,534 27,400 46,100 0.856300 F 265 TGGCCCGTCCAACATTACAGTTGGCGGACAGACGAATCGAGCAGGCGGCCTTTAGAtttttCATCAAACCTCATCCAAGGGCATGATGAAATCTCCTTCATGAAATAAAATGAAGATAAGTACCTGTGGACAGCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCCTGGCTCATCCCAGCTGCAGGATTCTCAGTCAcccccACCcacacacaCCTACACCTA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 1 1 6 0 138 ACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctc ACCGAGGCAAAGCTATGC TTAGGATAAGTGAATAATTCTCTTCGG 15 0 125 18 262 27 57,775 57,017 31,400 43,000 14,208,148 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 139 AACCGAGGCAAAGCTATGCAATTTTACAAGTATTtc AACCGAGGCAAAGCTATGC TTAGGATAAGTGAATAATTCTCTTCGG 15 0 124 19 262 27 58,518 57,017 31,400 43,000 12,464,977 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 140 AAACCGAGGCAAAGCTATGCAATTTTACAAGTATTt AAACCGAGGCAAAGCTATGC TTAGGATAAGTGAATAATTCTCTTCGG 15 0 123 20 262 27 59,189 57,017 31,400 43,000 10,793,932 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 181 GACAGCACCATACTTAGGACgagagaAAGAAAAGGGGACAGCACCATACTTAGGACGA TTAGGATAAGTGAATAATTCTCTTCGG 54 0 82 22 262 27 59,574 57,017 42,000 43,000 12,408,675 F 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 183 TGGACAGCACCATACTTAGGACgagagaAAGAAAAGTGGACAGCACCATACTTAGGAC TTAGGATAAGTGAATAATTCTCTTCGG 56 0 80 22 262 27 59,500 57,017 38,500 43,000 12,482,749 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 189 TGAAACTGGACAGCACCATACTTAGGACgagagaAA TGAAACTGGACAGCACCATACT TTAGGATAAGTGAATAATTCTCTTCGG 62 0 74 22 262 27 59,628 57,017 21,200 43,000 12,354,492 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 207 GTGGCTTGTTGATGGCCTTGAAACTGGACAGCACC GTGGCTTGTTGATGGCCTTG TTAGGATAAGTGAATAATTCTCTTCGG 82 0 56 20 262 27 60,038 57,017 36,100 43,000 10,020,626 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 208 AGTGGCTTGTTGATGGCCTTGAAACTGGACAGCAC AGTGGCTTGTTGATGGCCTT TTAGGATAAGTGAATAATTCTCTTCGG 83 0 55 20 262 27 60,179 57,017 43,500 43,000 10,161,604 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

ST‐E00142:460:H2K7HCCXY:6:2201:5436:60097 1 158 78 35 1.5 AC TCTCTCTAACACACACACACACACACACACACACAC NA 0 0 6 0 228 ATTGAACACCCTACGCGAGGAGTGGCTTGTTGATG ATTGAACACCCTACGCGAGG TTAGGATAAGTGAATAATTCTCTTCGG 103 0 35 20 262 27 60,108 57,017 46,300 43,000 10,090,980 B 267 TAAGACTTTGGCCATCCATGGCTTATTTTGGCAAATTGAACACCCTACGCGAGGAGTGGCTTGTTGATGGCCTTGAAACTGGACAGCACCATACTTAGGACgagagaAAGAAAAGGGCTAGAAAACCGAGGCAAAGCTATGCAATTTTACAAGTATTtctctcTAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCGAAGAGAATTATTCACTTATCCTAAATGAA

Ctaur27 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 4 20 207 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTGG CCCGGGAATGGAAAGGATTT 77 20 3 20 209 20 62,190 57,841 40,000 21,700 4,349,667 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 53 242 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTG TGTCTCTCTTCTATCCCAGGCA 78 53 3 19 244 22 59,702 60,024 36,600 47,500 3,321,999 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 52 241 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTG GTCTCTCTTCTATCCCAGGCAC 78 52 3 19 243 22 59,702 59,636 36,600 50,100 3,662,017 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 51 240 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTG TCTCTCTTCTATCCCAGGCACT 78 51 3 19 242 22 59,702 59,754 36,600 44,000 3,544,081 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 20 207 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTG CCCGGGAATGGAAAGGATTT 78 20 3 19 209 20 59,702 57,841 36,600 21,700 3,457,194 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 8 137 AATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctAATTGCGAGCCAAGGCACC CCCGGGAATGGAAAGGATTT 8 20 73 19 209 20 61,639 57,841 50,100 21,700 4,798,507 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 5 5 194 GAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGGAAGGTCAGGGAGGCAGTG AGGATTTCAGGAGGAGGAGAGA 78 5 3 19 196 22 59,702 59,410 36,600 31,000 3,887,679 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 23 188 AGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCAC AGAGCCGGGCTAAAGCAATT TGTCTCTCTTCTATCCCAGGCA 23 53 57 20 244 22 60,034 60,024 23,200 47,500 2,058,073 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 22 187 GAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCGAGCCGGGCTAAAGCAATTG TGTCTCTCTTCTATCCCAGGCA 22 53 58 20 244 22 59,899 60,024 23,200 47,500 2,125,204 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 152 GAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCGAGCCGGGCTAAAGCAATTG CCCGGGAATGGAAAGGATTT 22 20 58 20 209 20 59,899 57,841 23,200 21,700 2,260,399 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 20 153 AGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCAC AGAGCCGGGCTAAAGCAATT CCCGGGAATGGAAAGGATTT 23 20 57 20 209 20 60,034 57,841 23,200 21,700 2,193,268 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 11 139 GCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctcGCAATTGCGAGCCAAGGC CCCGGGAATGGAAAGGATTT 11 20 71 18 209 20 60,508 57,841 43,500 21,700 4,666,948 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 5 139 GAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCGAGCCGGGCTAAAGCAATTG AGGATTTCAGGAGGAGGAGAGA 22 5 58 20 196 22 59,899 59,410 23,200 31,000 2,690,884 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 6 4 139 AGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCAC AGAGCCGGGCTAAAGCAATT GGATTTCAGGAGGAGGAGAGAC 23 4 57 20 195 22 60,034 59,302 23,200 33,600 2,732,363 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 20 208 GGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGC GGAAGGTCAGGGAGGCAGT CCCGGGAATGGAAAGGATTT 79 20 2 19 209 20 60,921 57,841 44,000 21,700 4,080,014 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 9 138 CAATTGCGAGCCAAGGCACCCTGGGCCCctctctctct CAATTGCGAGCCAAGGCAC CCCGGGAATGGAAAGGATTT 9 20 72 19 209 20 60,445 57,841 50,100 21,700 3,604,074 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 7 0 134 AGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCAC AGAGCCGGGCTAAAGCAATT TCAGGAGGAGGAGAGACAATG 23 0 57 20 190 21 60,034 58,255 23,200 28,200 2,778,849 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 24 190 GAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCA GAGAGCCGGGCTAAAGCAAT TTGTCTCTCTTCTATCCCAGGC 24 54 56 20 245 22 60,465 58,965 35,600 48,500 3,499,189 F 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2202:16112:32531 1 100 70 35 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 8 20 154 GAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCA GAGAGCCGGGCTAAAGCAAT CCCGGGAATGGAAAGGATTT 24 20 56 20 209 20 60,465 57,841 35,600 21,700 2,623,733 B 245 GGGAAGGTCAGGGAGGCAGTGGCGCGGGAAGGGCTGTGAGCCGGGCTATCGCGGGGAGAGCCGGGCTAAAGCAATTGCGAGCCAAGGCACCCTGGGCCCctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCATTGtctctcCTCCTCCTGAAATCCTTTCCATTCCCGGGGAAAGGCACTCAGTGCCTGGGATAGAagagagACAA

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 3 5 138 ACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCT ACATTGAATTGTCATTTGGCTGA ACCTCTTTGGCCAAGGCTTC 14 5 47 23 184 20 57,528 60,541 42,600 38,600 6,012,153 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 4 137 ACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCT ACATTGAATTGTCATTTGGCTGA CCTCTTTGGCCAAGGCTTCA 14 4 47 23 183 20 57,528 60,540 42,600 30,200 6,011,920 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 2 135 ACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCT ACATTGAATTGTCATTTGGCTGA TCTTTGGCCAAGGCTTCAGT 14 2 47 23 181 20 57,528 59,814 42,600 34,100 5,657,456 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 53 231 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA TGCCTCATCACTTGTCCCTC 59 53 2 23 232 20 59,214 59,385 40,200 43,000 4,401,218 F 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 52 230 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA GCCTCATCACTTGTCCCTCT 59 52 2 23 231 20 59,214 59,092 40,200 36,900 4,694,084 F 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 12 190 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA AGAACCTACCTCTTTGGCCA 59 12 2 23 191 20 59,214 58,258 40,200 53,600 5,528,195 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 11 190 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA AGAACCTACCTCTTTGGCCAA 59 11 2 23 191 21 59,214 58,937 40,200 45,200 5,848,523 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 10 190 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA AGAACCTACCTCTTTGGCCAAG 59 10 2 23 191 22 59,214 59,960 40,200 36,100 5,826,298 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 7 185 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA CTACCTCTTTGGCCAAGGCT 59 7 2 23 186 20 59,214 59,670 40,200 45,800 4,115,483 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 4 182 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA CCTCTTTGGCCAAGGCTTCA 59 4 2 23 183 20 59,214 60,540 40,200 30,200 4,326,252 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 7 2 180 AGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATAGTGGAGGGCTAATAAATGGTGA TCTTTGGCCAAGGCTTCAGT 59 2 2 23 181 20 59,214 59,814 40,200 34,100 3,971,787 B 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2209:25804:59587 1 84 76 35 1.5 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 8 53 230 GTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTGTGGAGGGCTAATAAATGGTGA TGCCTCATCACTTGTCCCTC 59 53 3 22 232 20 57,835 59,385 40,200 43,000 4,780,174 F 234 TAGTGGAGGGCTAATAAATGGTGAATTCTCTATTTATTTACCTTAAACATTGAATTGTCATTTGGCTGAAAAGTAACTTCCTAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgagagaTAACTGAAGCCTTGGCCAAAGAGGTAGGTTCTAAACAGTAACTCaaaaaGGAAGAGGGACAAGTGATGAGGCAAC

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 13 217 TGAGGGATGCCTATACCCATGAATGGAAAAGAATa TGAGGGATGCCTATACCCATG CACTAACCTCCCATTGCTGGT 13 92 46 21 262 21 58,731 59,995 36,600 40,000 3,273,768 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 12 166 TGAGGGATGCCTATACCCATGAATGGAAAAGAATa TGAGGGATGCCTATACCCATGA TGCATGGTTCCAATGTGCTTG 12 41 46 22 211 21 60,158 59,999 30,700 40,100 3,159,087 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 12 217 TGAGGGATGCCTATACCCATGAATGGAAAAGAATa TGAGGGATGCCTATACCCATGA CACTAACCTCCCATTGCTGGT 12 92 46 22 262 21 60,158 59,995 30,700 40,000 3,162,764 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 12 165 TGAGGGATGCCTATACCCATGAATGGAAAAGAATa TGAGGGATGCCTATACCCATGA GCATGGTTCCAATGTGCTTGT 12 40 46 22 210 21 60,158 59,999 30,700 31,600 3,159,200 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 30 240 ACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCT ACATTCTCAAGTGTAGTGAAGAATGAG CACTAACCTCCCATTGCTGGT 30 92 23 27 262 21 59,398 59,995 29,000 40,000 8,606,631 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 29 240 CATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTA CATTCTCAAGTGTAGTGAAGAATGAGG TCACTAACCTCCCATTGCTGG 29 93 24 27 263 21 59,936 59,718 38,600 48,500 8,346,238 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 22 175 AGTGAAGAATGAGGGATGCCTATACCCATGAATGGAGTGAAGAATGAGGGATGCCT TGCATGGTTCCAATGTGCTTG 22 41 37 21 211 21 58,796 59,999 47,500 40,100 3,204,652 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 22 226 AGTGAAGAATGAGGGATGCCTATACCCATGAATGGAGTGAAGAATGAGGGATGCCT CACTAACCTCCCATTGCTGGT 22 92 37 21 262 21 58,796 59,995 47,500 40,000 3,208,329 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2217:32410:28945 1 80 70 35 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 31 240 ACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCT ACATTCTCAAGTGTAGTGAAGAATGA CACTAACCTCCCATTGCTGGT 31 92 23 26 262 21 58,555 59,995 25,700 40,000 8,449,866 F 288 GTTGCATTGAAAACTCACACTTACATTCTCAAGTGTAGTGAAGAATGAGGGATGCCTATACCCATGAATGGAAAAGAATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCaaaaagggggCTAAAATTAGCTTGAAGATCCAAAGGTACAAGCACATTGGAACCATGCAAAGTGCAGAAGAAGTGTTCTTTGGAATGATACCAGCAATGGGAGGTTAGTGATATAAAGAAAGGCTCACTAAAGANA

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 7 135 GCATAACTTCCCACCACACGACCAccccccccTCACCC GCATAACTTCCCACCACACG GGGTGTGGAAGCAGGTGTAT 18 7 123 20 257 20 59,198 59,672 44,900 22,900 1,130,752 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 171 CGGAGCCAATCCCGTGATTATCGTGGAACACCACTTCGGAGCCAATCCCGTGATTA GGGTGTGGAAGCAGGTGTAT 54 7 87 20 257 20 59,894 59,672 17,500 22,900 0.434222 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 228 CCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCCCAACGAACACAGCCTCAAC GGGTGTGGAAGCAGGTGTAT 111 7 30 20 257 20 59,692 59,672 31,800 22,900 0.636018 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 229 TCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTTCCAACGAACACAGCCTCAA GGGTGTGGAAGCAGGTGTAT 112 7 29 20 257 20 59,821 59,672 30,200 22,900 0.507491 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 240 ACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCACCTTATCTTATCCAACGAACACAG GGGTGTGGAAGCAGGTGTAT 118 7 18 25 257 20 58,893 59,672 36,600 22,900 6,434,930 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 7 247 ACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACACTCAACCTTATCTTATCCAACGA GGGTGTGGAAGCAGGTGTAT 124 7 11 26 257 20 60,071 59,672 38,500 22,900 6,399,252 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 7 133 ATAACTTCCCACCACACGACCAccccccccTCACCCcacATAACTTCCCACCACACGACC GGGTGTGGAAGCAGGTGTAT 15 7 125 21 257 20 59,997 59,672 47,900 22,900 1,331,031 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 7 171 CGGAGCCAATCCCGTGATTATCGTGGAACACCACTTCGGAGCCAATCCCGTGATT GGGTGTGGAAGCAGGTGTAT 55 7 87 19 257 20 60,153 59,672 25,700 22,900 1,481,426 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 7 240 ACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCACCTTATCTTATCCAACGAACACA GGGTGTGGAAGCAGGTGTAT 119 7 18 24 257 20 57,955 59,672 37,200 22,900 6,373,329 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 5 170 CGGAGCCAATCCCGTGATTATCGTGGAACACCACTTCGGAGCCAATCCCGTGATTA GGTGTGGAAGCAGGTGTATGT 54 5 87 20 256 21 59,894 60,271 17,500 22,900 1,377,343 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 7 132 TAACTTCCCACCACACGACCAccccccccTCACCCcacaTAACTTCCCACCACACGACC GGGTGTGGAAGCAGGTGTAT 15 7 126 20 257 20 59,606 59,672 47,900 22,900 0.722078 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2221:15311:54946 1 161 70 35 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 7 230 ATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTATCCAACGAACACAGCCTCA GGGTGTGGAAGCAGGTGTAT 113 7 28 20 257 20 59,604 59,672 38,600 22,900 0.724693 F 269 TATCTAATCTACACTCAACCTTATCTTATCCAACGAACACAGCCTCAACTTCTCCATTCTATCTTCGCAATGAATTTCCTCATCCCCGGAGCCAATCCCGTGATTATCGTGGAACACCACTTGCATAACTTCCCACCACACGACCAccccccccTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaGATACACATACACCTGCTTCCAcaccccaccccacccCC

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 1 1 6 4 236 CACTGACATACGCGTGCGCACActctctcacacacacac CACTGACATACGCGTGCG ACCAGTTGTTGTGGTCCAGT 4 118 27 18 262 20 59,311 59,376 53,400 40,000 3,312,906 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 7 4 167 TCACTGACATACGCGTGCGCACActctctcacacacaca TCACTGACATACGCGTGCG GGTTTGTGGCGCTGAAATCA 4 48 26 19 192 20 60,800 59,686 53,400 25,700 2,113,588 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 7 4 168 TCACTGACATACGCGTGCGCACActctctcacacacaca TCACTGACATACGCGTGCG TGGTTTGTGGCGCTGAAATC 4 49 26 19 193 20 60,800 59,686 53,400 21,700 2,113,588 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 7 4 172 TCACTGACATACGCGTGCGCACActctctcacacacaca TCACTGACATACGCGTGCG TCTATGGTTTGTGGCGCTGA 4 53 26 19 197 20 60,800 59,677 53,400 42,600 2,123,218 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 7 4 237 TCACTGACATACGCGTGCGCACActctctcacacacaca TCACTGACATACGCGTGCG ACCAGTTGTTGTGGTCCAGTA 4 117 26 19 262 21 60,800 59,159 53,400 27,400 3,641,193 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 7 4 237 TCACTGACATACGCGTGCGCACActctctcacacacaca TCACTGACATACGCGTGCG ACCAGTTGTTGTGGTCCAGT 4 118 26 19 262 20 60,800 59,376 53,400 40,000 2,423,640 B 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 8 4 238 cTCACTGACATACGCGTGCGCACActctctcacacacac CTCACTGACATACGCGTGCG ACCAGTTGTTGTGGTCCAGT 4 118 25 20 262 20 61,733 59,376 53,400 40,000 2,357,139 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 10 6 240 cacTCACTGACATACGCGTGCGCACActctctcacacac CACTCACTGACATACGCGTG ACCAGTTGTTGTGGTCCAGT 6 118 23 20 262 20 59,015 59,376 53,400 40,000 1,608,552 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 10 5 129 acTCACTGACATACGCGTGCGCACActctctcacacaca ACTCACTGACATACGCGTGC TCAGTCATGCACACATTCCAGA 5 6 24 20 152 22 60,733 59,961 53,400 38,600 2,771,700 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 10 5 239 acTCACTGACATACGCGTGCGCACActctctcacacaca ACTCACTGACATACGCGTGC ACCAGTTGTTGTGGTCCAGT 5 118 24 20 262 20 60,733 59,376 53,400 40,000 1,356,603 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 7 138 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT GCTTCAATCAGTCATGCACACA 7 13 22 20 159 22 59,403 59,773 60,100 37,200 2,823,726 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 7 171 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT GGTTTGTGGCGCTGAAATCA 7 48 22 20 192 20 59,403 59,686 60,100 25,700 0.910249 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 7 172 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT TGGTTTGTGGCGCTGAAATC 7 49 22 20 193 20 59,403 59,686 60,100 21,700 0.910249 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 7 176 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT TCTATGGTTTGTGGCGCTGA 7 53 22 20 197 20 59,403 59,677 60,100 42,600 0.919879 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 7 241 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT ACCAGTTGTTGTGGTCCAGT 7 118 22 20 262 20 59,403 59,376 60,100 40,000 1,220,300 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 12 6 131 acacTCACTGACATACGCGTGCGCACActctctcacaca ACACTCACTGACATACGCGT TCAGTCATGCACACATTCCAGA 7 6 22 20 152 22 59,403 59,961 60,100 38,600 2,635,397 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2224:6482:66795 1 49 76 35 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 14 8 242 cacacTCACTGACATACGCGTGCGCACActctctcacac CACACTCACTGACATACGCG ACCAGTTGTTGTGGTCCAGT 8 118 21 20 262 20 59,015 59,376 60,100 40,000 1,608,552 F 264 GGTacacacTCACTCACATacacacTCACTGACATACGCGTGCGCACActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTACGTATCTGGAAtgtgtgCATGACTGATTGAAGCAGTCAATTGAAATTGATTTCAGCGCCACAAACCATAGAAATAGTTTATTAAAATCCCGCTGCTGAAGCATGCGATAACATGTTACTGGACCACAACAACTGGTTG

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 1 1 May‐75 5 190 aaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGC AATAGCAAATGAAGTTCGCAGGA AATACTTAATTAAGTCAGCCTCAGC 45 5 67 23 256 25 58,990 57,206 38,600 42,600 11,803,602 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 4 183 GCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTT GCAAATGAAGTTCGCAGGAAGT ACTTAATTAAGTCAGCCTCAGCT 42 4 71 22 253 23 60,031 57,572 30,100 42,400 7,458,989 D 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 4 184 AGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATT AGCAAATGAAGTTCGCAGGA ACTTAATTAAGTCAGCCTCAGCT 45 4 70 20 253 23 58,104 57,572 38,600 42,400 7,324,404 D 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 4 184 AGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATT AGCAAATGAAGTTCGCAGGAAG ACTTAATTAAGTCAGCCTCAGCT 43 4 70 22 253 23 59,773 57,572 34,600 42,400 7,655,572 D 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 4 230 AGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAAAGCACATTAAAGTGGAAATTGTGT ACTTAATTAAGTCAGCCTCAGCT 87 4 24 24 253 23 57,839 57,572 37,200 42,400 11,588,760 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 4 250 ACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAACAAGTGATTCTTTCAAAGTAGCACA ACTTAATTAAGTCAGCCTCAGCT 105 4 4 26 253 23 59,681 57,572 45,700 42,400 11,746,832 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 3 230 AGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAAAGCACATTAAAGTGGAAATTGTGT ACTTAATTAAGTCAGCCTCAGCTT 87 3 24 24 253 24 57,839 58,190 37,200 37,400 11,970,671 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 Aug‐75 3 250 ACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAACAAGTGATTCTTTCAAAGTAGCACA ACTTAATTAAGTCAGCCTCAGCTT 105 3 4 26 253 24 59,681 58,190 45,700 37,400 12,128,743 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2124:1651:21719 1 135 92 36 2 AC ACACACACACACACACACACACACACACACACACACNA 0 0 9 4 249 CAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAACAAGTGATTCTTTCAAAGTAGCACA ACTTAATTAAGTCAGCCTCAGCT 105 4 5 25 253 23 58,272 57,572 45,700 42,400 12,156,385 G 257 CTAACAAGTGATTCTTTCAAAGTAGCACATTAAAGTGGAAATTGTGTAAAAGAGCAAACAGGGaaaaaTAGCAAATGAAGTTCGCAGGAAGTTCAATAAGCATTTATATGTTCAACAAACATTTGTATATGTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGCGCATATACatatatatatGTAAAGCTGAGGCTGACTTAATTAAGTATTN

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 1 1 14 10 178 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTG TGTGCGTGTGTGTCTGTCTG ACTCTGTTGAAGCTCCTGAGT 10 14 1 20 178 21 60,806 58,675 35,100 34,100 3,130,252 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 0 0 14 8 176 TGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGg TGCGTGTGTGTCTGTCTGTC ACTCTGTTGAAGCTCCTGAGT 8 14 3 20 178 21 60,528 58,675 35,100 34,100 2,852,141 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 0 0 14 8 200 TGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGg TGCGTGTGTGTCTGTCTGTC GGATTCAGAGCCTGGTCCAC 8 39 3 20 202 20 60,528 60,107 35,100 40,200 0.635060 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 0 0 14 7 175 GCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgGCGTGTGTGTCTGTCTGTCT ACTCTGTTGAAGCTCCTGAGT 7 14 4 20 178 21 60,249 58,675 34,100 34,100 2,573,613 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 0 0 14 7 199 GCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgGCGTGTGTGTCTGTCTGTCT GGATTCAGAGCCTGGTCCAC 7 39 4 20 202 20 60,249 60,107 34,100 40,200 0.356532 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2209:8136:3559 1 31 113 36 3 AC TGTGTGTGTGTCTGGGTGTGTGTGTGTGACTGTGTGNA 0 0 14 7 200 GCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgGCGTGTGTGTCTGTCTGTCT AGGATTCAGAGCCTGGTCCA 7 40 4 20 203 20 60,249 60,253 34,100 40,200 0.501954 G 210 TGTGCgtgtgtgtctgtctgtctgtGTGTAtgtgtgtgtgTCTGGgtgtgtgtgtgtGACtgtgtgtgtgAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtAAGTTAAAGTCTCTACTCAGGAGCTTCAACAGAGTATTTGTGGACCAGGCTCTGAATCCTGAAACTA

ST‐E00142:460:H2K7HCCXY:6:2217:8004:7691 1 47 72 36 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 1 1 5 0 131 TGAGGGTATAGATTATAGATGCACGTATTTATTTCC TGAGGGTATAGATTATAGATGCACGT GACAGGGCAAGAAAGCTGGT 13 0 8 26 138 20 59,110 60,538 44,900 40,000 7,428,555 A 157 GATCCCATGAGGGTATAGATTATAGATGCACGTATTTATTTCCCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACCAGCTTTCTTGCCCTGTCTTGctctctctctGACCAG

ST‐E00142:460:H2K7HCCXY:6:2217:8004:7691 1 47 72 36 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 1 132 TGAGGGTATAGATTATAGATGCACGTATTTATTTCC TGAGGGTATAGATTATAGATGCACG AGACAGGGCAAGAAAGCTGG 14 1 8 25 139 20 57,665 60,251 53,400 48,500 7,585,921 A 157 GATCCCATGAGGGTATAGATTATAGATGCACGTATTTATTTCCCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACCAGCTTTCTTGCCCTGTCTTGctctctctctGACCAG

ST‐E00142:460:H2K7HCCXY:6:2217:8004:7691 1 47 72 36 1 AG TCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTNA 0 0 6 1 132 TGAGGGTATAGATTATAGATGCACGTATTTATTTCC TGAGGGTATAGATTATAGATGCACGT AGACAGGGCAAGAAAGCTGG 13 1 8 26 139 20 59,110 60,251 44,900 48,500 7,141,344 A 157 GATCCCATGAGGGTATAGATTATAGATGCACGTATTTATTTCCCTTtctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctcACCAGCTTTCTTGCCCTGTCTTGctctctctctGACCAG

ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 2 30 212 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCA TCGCGCTGAGATACCAGTGT GCATGGGCAAGAATTTGGG 61 30 1 20 212 19 61,313 57,536 35,500 41,200 4,777,298 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 30 211 CGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAG CGCGCTGAGATACCAGTGTA GCATGGGCAAGAATTTGGG 60 30 2 20 212 19 59,619 57,536 29,000 41,200 3,844,941 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 30 211 CGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAG CGCGCTGAGATACCAGTGT GCATGGGCAAGAATTTGGG 61 30 2 19 212 19 59,860 57,536 35,500 41,200 4,603,941 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT
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ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 165 GTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgt GTTGGACAGCAACTTCCTGA GCATGGGCAAGAATTTGGG 14 30 48 20 212 19 58,033 57,536 38,600 41,200 5,431,526 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 166 AGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACt AGTTGGACAGCAACTTCCTGA GCATGGGCAAGAATTTGGG 14 30 47 21 212 19 59,510 57,536 38,600 41,200 4,954,697 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2219:23257:33410 1 82 82 36 1.5 AC TGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 15 166 AGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACt AGTTGGACAGCAACTTCCTG GCATGGGCAAGAATTTGGG 15 30 47 20 212 19 58,027 57,536 38,600 41,200 5,437,079 B 217 TCGCGCTGAGATACCAGTGTAGCAAAACCTGTGCAGGAGCAATGTAAGTTGGACAGCAACTTCCTGATTTCTGTGGTTAACtgtgtgtgTAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgGATGCTGATAAGCCTCACCGTNATTCCTACCCCAAATTCTTGCCCATGCAGTTT

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 1 1 18 8 157 CCGctctctctcacacacaCTCCCCActctctctcacacacaCT CCGCTCTCTCTCACACACAC ATGGTCATTGCCTGGCACTT 31 8 45 20 201 20 60,388 60,252 38,200 31,600 0.639800 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 18 5 153 CGctctctctcacacacaCTCCCCActctctctcacacacaCTC CGCTCTCTCTCACACACACT GTCATTGCCTGGCACTTGTG 30 5 46 20 198 20 59,404 60,039 35,500 33,300 0.634480 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 18 5 154 CCGctctctctcacacacaCTCCCCActctctctcacacacaCT CCGCTCTCTCTCACACACAC GTCATTGCCTGGCACTTGTG 31 5 45 20 198 20 60,388 60,039 38,200 33,300 0.426770 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 20 4 196 tctctctcacacacaCTCCCCActctctctcacacacaCTCCCC TCTCTCTCACACACACTCCC GTCATTGCCTGGCACTTGTG 4 5 72 20 198 20 58,378 60,039 43,000 33,300 1,660,884 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 21 8 181 CCCActctctctcacacacaCTCCCCGctctctctcacacacaC CCCACTCTCTCTCACACACAC ATGGTCATTGCCTGGCACTT 8 8 67 21 201 20 60,000 60,252 38,200 31,600 1,252,205 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 21 5 178 CCCActctctctcacacacaCTCCCCGctctctctcacacacaC CCCACTCTCTCTCACACACAC GTCATTGCCTGGCACTTGTG 8 5 67 21 198 20 60,000 60,039 38,200 33,300 1,039,175 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 21 4 197 ctctctctcacacacaCTCCCCActctctctcacacacaCTCCC CTCTCTCTCACACACACTCCC GTCATTGCCTGGCACTTGTG 4 5 71 21 198 20 59,456 60,039 43,000 33,300 1,582,694 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 21 4 200 ctctctctcacacacaCTCCCCActctctctcacacacaCTCCC CTCTCTCTCACACACACTCCC ATGGTCATTGCCTGGCACTT 4 8 71 21 201 20 59,456 60,252 43,000 31,600 1,795,724 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

ST‐E00142:460:H2K7HCCXY:6:2222:19258:1168 1 96 78 36 1.5 AC CTCTCTCACACACACACACACACACACACACACACA NA 0 0 21 3 176 CCCActctctctcacacacaCTCCCCGctctctctcacacacaC CCCACTCTCTCTCACACACAC CATTGCCTGGCACTTGTGTG 8 3 67 21 196 20 60,000 60,319 38,200 38,200 1,319,494 F 227 NctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGctctctctcacacacaCTCCCCActctctctcacacacaCTCCCCGCActctctcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCGCcacacaAGTGCCAGGCAATGACCATCTGCAACAAGaaaaaaaTCTAATTAN

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 1 1 8 9 146 TGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGTGTGGCAGGGCACTTAGAAA CCCTAAGTCACACACACGCA 25 9 56 20 201 20 59,524 60,250 25,200 52,400 0.726037 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 9 147 CTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCA CTGTGGCAGGGCACTTAGAA CCCTAAGTCACACACACGCA 26 9 55 20 201 20 59,963 60,250 21,000 52,400 0.286431 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 9 201 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGGCCAGTTAGCTTAACATGTCATAGT CCCTAAGTCACACACACGCA 75 9 1 25 201 20 59,182 60,250 21,200 52,400 6,067,515 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 9 201 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGGCCAGTTAGCTTAACATGTCATAGTG CCCTAAGTCACACACACGCA 74 9 1 26 201 20 60,238 60,250 27,400 52,400 6,487,911 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 7 145 CTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCA CTGTGGCAGGGCACTTAGAA CTAAGTCACACACACGCACG 26 7 55 20 199 20 59,963 59,497 21,000 53,400 0.539427 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 7 199 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGGCCAGTTAGCTTAACATGTCATAGT CTAAGTCACACACACGCACG 75 7 1 25 199 20 59,182 59,497 21,200 53,400 6,320,511 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 0 120 CAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtg CAAAGCAATCAGGCAGAGTCA CTAAGTCACACACACGCACG 0 7 80 21 199 20 58,843 59,497 34,100 53,400 2,659,613 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 0 122 CAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtg CAAAGCAATCAGGCAGAGTCA CCCTAAGTCACACACACGCA 0 9 80 21 201 20 58,843 60,250 34,100 52,400 2,406,616 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

cons_gr840_3 3 101 72 36 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG GT_101_172 0 0 8 0 123 TCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgt TCAAAGCAATCAGGCAGAGTCA CCCTAAGTCACACACACGCA 0 9 79 22 201 20 60,225 60,250 34,100 52,400 2,474,296 F 254 GCCAGTTAGCTTAACATGTCATAGTGAAAATGTTGGATGCTGTTATTAAAGATGCTGTGGCAGGGCACTTAGaaaaaTTCAAAGCAATCAGGCAGAGTCAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGCGTGTGCGTGCgtgtgtgtGACTTAGGGGATCCCGAAAGAGTATTNAGTATAATTTCATAGTCTATACTGCATGTTGNTAA

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 5 4 254 TGCCTCAGCTATGAACATCAGTGGAAAACTCATAAATGCCTCAGCTATGAACATCAGT ACAGAACAACTCAGACAGATACG 106 4 22 22 275 23 59,497 58,200 34,100 30,600 7,302,625 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 170 GGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAGGCCAGAAGTTAAGCTCCTCT ACAGAACAACTCAGACAGATACGA 23 3 106 21 275 24 59,443 59,481 36,900 34,300 6,076,721 D 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 171 TGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTTGGCCAGAAGTTAAGCTCCTC ACAGAACAACTCAGACAGATACGA 24 3 105 21 275 24 59,721 59,481 37,100 34,300 5,798,621 D 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 171 TGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTTGGCCAGAAGTTAAGCTCCT ACAGAACAACTCAGACAGATACGA 25 3 105 20 275 24 58,638 59,481 36,900 34,300 5,881,574 D 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 227 ACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTA ACTCATAAACAGTGAACGCAATT ACAGAACAACTCAGACAGATACGA 78 3 49 23 275 24 57,311 59,481 23,200 34,300 10,208,732 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 228 AACTCATAAACAGTGAACGCAAtttttttttttGCCTTTT AACTCATAAACAGTGAACGCAAT ACAGAACAACTCAGACAGATACGA 79 3 48 23 275 24 57,311 59,481 35,600 34,300 10,208,732 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 229 AAACTCATAAACAGTGAACGCAAtttttttttttGCCTTT AAACTCATAAACAGTGAACGCAA ACAGAACAACTCAGACAGATACGA 80 3 47 23 275 24 57,507 59,481 48,500 34,300 10,012,482 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 253 GCCTCAGCTATGAACATCAGTGGAAAACTCATAAA GCCTCAGCTATGAACATCAGTG ACAGAACAACTCAGACAGATACGA 105 3 23 22 275 24 59,129 59,481 36,600 34,300 7,390,371 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2119:8400:72754 1 150 99 37 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 254 TGCCTCAGCTATGAACATCAGTGGAAAACTCATAAATGCCTCAGCTATGAACATCAGT ACAGAACAACTCAGACAGATACGA 106 3 22 22 275 24 59,497 59,481 34,100 34,300 7,022,296 G 275 AGGGCCAATATTaaaaaaaGCTGCCTCAGCTATGAACATCAGTGGAAAACTCATAAACAGTGAACGCAAtttttttttttGCCTTTTATTATTGAAAATTAATTTGGCCAGAAGTTAAGCTCCTCTGTGGTATAACTTGTAATTTTATAtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgAGTGTGAGTgagagagagagagagaCTCTCGTATCTGTCTGAGTTGTTCTGT

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 7 1 184 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC ATGAGGAGTGAGTGTGCACG 1 70 23 19 206 20 59,862 60,038 40,200 53,400 1,175,707 B 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 9 1 119 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC AAGGGAGAGGTGAGTGCGA 1 6 23 19 141 19 59,862 60,229 40,200 51,000 2,366,719 A 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 139 cacaCTCTTCGCTCCGTCTCACCCcacacacacacacaca CACACTCTTCGCTCCGTCTC AGCGGTGAGTGTGTGTAAGG 4 21 19 20 157 20 60,455 59,966 33,600 26,900 0.488799 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 4 175 cacaCTCTTCGCTCCGTCTCACCCcacacacacacacaca CACACTCTTCGCTCCGTCTC GTGCACGTGTGAGAGTGGTA 4 57 19 20 193 20 60,455 59,968 33,600 32,500 0.486880 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 122 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC TAAGGGAGAGGTGAGTGCGA 2 6 21 20 142 20 60,455 59,961 35,100 51,000 0.494475 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 137 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC AGCGGTGAGTGTGTGTAAGG 2 21 21 20 157 20 60,455 59,966 35,100 26,900 0.488799 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 173 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC GTGCACGTGTGAGAGTGGTA 2 57 21 20 193 20 60,455 59,968 35,100 32,500 0.486880 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 2 186 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC ATGAGGAGTGAGTGTGCACG 2 70 21 20 206 20 60,455 60,038 35,100 53,400 0.493177 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 119 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC AAGGGAGAGGTGAGTGCGAG 1 5 23 19 141 20 59,862 61,254 40,200 50,300 2,392,109 A 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 171 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC GTGCACGTGTGAGAGTGGTA 1 57 23 19 193 20 59,862 59,968 40,200 32,500 1,169,410 B 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 10 1 176 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC TGAGTGTGCACGTGTGAGAG 1 62 23 19 198 20 59,862 60,249 40,200 32,000 1,386,856 B 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 11 1 118 CTCTTCGCTCCGTCTCACCCcacacacacacacacacaca CTCTTCGCTCCGTCTCACC AGGGAGAGGTGAGTGCGAG 1 5 23 19 140 19 59,862 60,681 40,200 50,300 2,818,476 A 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 4 214 cacaCTCTTCGCTCCGTCTCACCCcacacacacacacaca CACACTCTTCGCTCCGTCTC TGTGTGTGAGAAGGGTGAGC 4 96 19 20 232 20 60,455 59,893 33,600 42,600 0.562002 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 12 2 212 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC TGTGTGTGAGAAGGGTGAGC 2 96 21 20 232 20 60,455 59,893 35,100 42,600 0.562002 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 14 245 GAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacaGAGCCAGGCACACACTCTTC CGTGTGTGAGAGGTGTGAGT 14 117 9 20 253 20 60,953 59,614 28,700 34,100 1,338,735 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 10 240 AGGcacacaCTCTTCGCTCCGTCTCACCCcacacacaca AGGCACACACTCTTCGCTC CGTGTGTGAGAGGTGTGAGT 10 117 14 19 253 20 60,006 59,614 50,300 34,100 1,391,382 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 233 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC CGTGTGTGAGAGGTGTGAGT 2 117 21 20 253 20 60,455 59,614 35,100 34,100 0.841046 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2213:5203:37752 1 43 74 37 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 14 2 240 caCTCTTCGCTCCGTCTCACCCcacacacacacacacaca CACTCTTCGCTCCGTCTCAC GTGAGTGCGTGTGTGAGAGG 2 124 21 20 260 20 60,455 60,941 35,100 36,900 1,396,758 F 262 CTGGGAGTGAGCCAGGcacacaCTCTTCGCTCCGTCTCACCCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaTGCCCCTCGCACTCACCTCTCCCTTacacacacTCACCGctctctcacacaCCCACTTACCACTCTCACACGTGCACACTCACTCCTCATacacacGCTCACCCTTCTcacacacaAACTCACACCTCTcacacaCGCACTCACCC

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 20 7 190 TacacacATacacacacATacacacacATATacacacacaca TACACACATACACACACATACACA AGGCAAAGGATGGTGCGTG 7 66 40 24 229 19 58,156 60,973 37,200 53,400 7,817,286 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 6 190 TacacacATacacacacATacacacacATATacacacacaca TACACACATACACACACATACACAC AGGCAAAGGATGGTGCGTG 6 66 40 25 229 19 59,307 60,973 38,200 53,400 7,665,935 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 6 190 TacacacATacacacacATacacacacATATacacacacaca TACACACATACACACACATACACAC AGGCAAAGGATGGTGCGT 6 67 40 25 229 18 59,307 59,564 38,200 52,400 8,128,763 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 4 139 cacATacacacacATacacacacATATacacacacacacaca CACATACACACACATACACACAC GCTGGGTCTAAGAGTGATAGGG 4 16 44 23 182 22 57,983 59,369 38,200 35,300 7,648,064 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 21 3 138 acATacacacacATacacacacATATacacacacacacacac ACATACACACACATACACACACA GCTGGGTCTAAGAGTGATAGGG 3 16 45 23 182 22 58,301 59,369 37,200 35,300 7,329,155 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 5 184 cacacATacacacacATacacacacATATacacacacacaca CACACATACACACACATACACACA AAAGGATGGTGCGTGGAACT 5 61 42 24 225 20 59,490 59,890 37,200 30,100 4,620,086 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 4 183 acacATacacacacATacacacacATATacacacacacacac ACACATACACACACATACACACAC AAAGGATGGTGCGTGGAACT 4 61 43 24 225 20 59,490 59,890 38,200 30,100 4,620,456 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 3 139 cacATacacacacATacacacacATATacacacacacacaca CACATACACACACATACACACACA GCTGGGTCTAAGAGTGATAGGG 3 16 44 24 182 22 59,490 59,369 37,200 35,300 7,140,180 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

ST‐E00142:460:H2K7HCCXY:6:2216:8065:58216 1 71 74 37 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 22 3 182 cacATacacacacATacacacacATATacacacacacacaca CACATACACACACATACACACACA AAAGGATGGTGCGTGGAACT 3 61 44 24 225 20 59,490 59,890 37,200 30,100 4,620,086 F 229 ACATACTcacacacacacacacacaTacacacacacATATacacacATacacacacATacacacacATATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTGACTCCATAAATACCCTATCACTCTTAGACCCAGCATCTACTGCTTATTGTTGgagagaGTTCCACGCACCATCCTTTGCCT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 1 1 5 24 180 TGATTAACTCAGAAGGTAAACTGGGGTggggggAgg TGATTAACTCAGAAGGTAAACTGGG TTAATGCTGTTAACCATGCTTGT 34 24 35 25 214 23 58,527 57,280 44,500 31,600 12,193,258 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 24 201 ACACGCAGCAAACTTTCTTTATGATTAACTCAGAAG ACACGCAGCAAACTTTCTTT TTAATGCTGTTAACCATGCTTGT 60 24 14 20 214 23 57,061 57,280 25,200 31,600 8,659,831 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 22 178 TGATTAACTCAGAAGGTAAACTGGGGTggggggAgg TGATTAACTCAGAAGGTAAACTGGG AATGCTGTTAACCATGCTTGTAA 34 22 35 25 212 23 58,527 57,280 44,500 24,100 12,193,258 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 22 199 ACACGCAGCAAACTTTCTTTATGATTAACTCAGAAG ACACGCAGCAAACTTTCTTT AATGCTGTTAACCATGCTTGTAA 60 22 14 20 212 23 57,061 57,280 25,200 24,100 8,659,831 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 21 177 TGATTAACTCAGAAGGTAAACTGGGGTggggggAgg TGATTAACTCAGAAGGTAAACTGGG ATGCTGTTAACCATGCTTGTAAA 34 21 35 25 211 23 58,527 57,280 44,500 20,100 12,193,258 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

cons_gr192_2 2 94 74 37 1 AC ACACACACACACACACACACACACACACACACACACNO 0 0 5 21 198 ACACGCAGCAAACTTTCTTTATGATTAACTCAGAAG ACACGCAGCAAACTTTCTTT ATGCTGTTAACCATGCTTGTAAA 60 21 14 20 211 23 57,061 57,280 25,200 20,100 8,659,831 F 232 AATTTTATAAGTAACACGCAGCAAACTTTCTTTATGATTAACTCAGAAGGTAAACTGGGGTggggggAggggggTGATCATTCNCAATCTCTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGGAATTGAAAAGAGGGAGtttttACAAGCATGGTTAACAGCATTaaaaaaaCCCCACAGAAAAT

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 6 12 243 ACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTACTCCAAGCTGGTCTCAACAG TGTGAGAGATCCCTGAGACTGT 98 12 3 21 245 22 59,929 59,958 31,600 35,500 3,113,682 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 8 240 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAACACTCCAAGCTGGTCTCAAC GAGATCCCTGAGACTGTGAGC 100 8 1 21 240 21 60,203 59,591 31,800 42,600 2,611,401 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 8 240 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAACACTCCAAGCTGGTCTCAA GAGATCCCTGAGACTGTGAGC 101 8 1 20 240 21 58,868 59,591 30,200 42,600 2,540,340 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 142 ATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtATGGAGAGGGAAGAGGAGGG ATCCCTGAGACTGTGAGCGA 6 6 96 20 237 20 59,733 60,324 43,000 49,300 0.591172 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 6 204 AAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCT AAAGTGGCAGTCAGTAGCGG ATCCCTGAGACTGTGAGCGA 68 6 34 20 237 20 60,321 60,324 55,200 49,300 0.644587 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 139 ATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtATGGAGAGGGAAGAGGAGGG CCTGAGACTGTGAGCGAAG 6 4 96 20 234 19 59,733 57,585 43,000 37,900 3,682,593 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 139 TGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtg TGGAGAGGGAAGAGGAGGG CCCTGAGACTGTGAGCGAAG 6 4 97 19 235 20 59,293 60,109 43,000 37,900 1,815,473 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 140 ATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtATGGAGAGGGAAGAGGAGGG CCCTGAGACTGTGAGCGAAG 6 4 96 20 235 20 59,733 60,109 43,000 37,900 0.376254 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 4 202 AAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCT AAAGTGGCAGTCAGTAGCGG CCCTGAGACTGTGAGCGAAG 68 4 34 20 235 20 60,321 60,109 55,200 37,900 0.429668 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 7 205 AAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCT AAAGTGGCAGTCAGTAGCGG GATCCCTGAGACTGTGAGCG 68 7 34 20 238 20 60,321 59,898 55,200 50,300 0.422890 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 6 143 ATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtATGGAGAGGGAAGAGGAGGG GATCCCTGAGACTGTGAGCG 6 7 96 20 238 20 59,733 59,898 43,000 50,300 0.369476 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2202:16528:53153 1 122 90 38 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 5 139 TGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtg TGGAGAGGGAAGAGGAGGG CCCTGAGACTGTGAGCGAA 6 5 97 19 235 19 59,293 59,032 43,000 47,000 3,674,110 G 271 ACACTCCAAGCTGGTCTCAACAGAATTCATACGAAAGTGGCAGTCAGTAGCGGGTTGCCTTTCAGCCTGGCTTTTCTACCTCTCCCTGCCGGTGTATGGAGAGGGAAGAGGAggggggTGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCACagagagagagTCTGCTTCGCTCACAGTCTCAGGGAtctctcACACTCATTCACTTACTCTCACATTCTCC

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 8 135 TTAACTGAATAACCATCCTTTCAGGAAGTACTTacac TTAACTGAATAACCATCCTTTCAGG CGATGACGTCGGAGGTGG 8 8 94 25 228 18 57,062 59,898 38,600 46,100 10,040,496 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 137 CATTAACTGAATAACCATCCTTTCAGGAAGTACTTa CATTAACTGAATAACCATCCTTTCAGG CGATGACGTCGGAGGTGG 8 8 92 27 228 18 58,591 59,898 38,600 46,100 10,510,958 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 169 TGAGGCATTTATTATCGTGTATCCATTTCATTCATTA TGAGGCATTTATTATCGTGTATCCA CGATGACGTCGGAGGTGG 42 8 60 25 228 18 58,236 59,898 34,100 46,100 8,866,735 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 187 AGGTAAGAATTCAGATATTGAGGCATTTATTATCGTAGGTAAGAATTCAGATATTGAGGCA CGATGACGTCGGAGGTGG 60 8 42 25 228 18 57,858 59,898 47,500 46,100 9,244,115 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 189 TGAGGTAAGAATTCAGATATTGAGGCATTTATTATCTGAGGTAAGAATTCAGATATTGAGGCA CGATGACGTCGGAGGTGG 60 8 40 27 228 18 60,147 59,898 47,500 46,100 9,249,853 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 198 TGGATTGTCTGAGGTAAGAATTCAGATATTGAGGC TGGATTGTCTGAGGTAAGAATTCA CGATGACGTCGGAGGTGG 72 8 31 24 228 18 57,627 59,898 25,700 46,100 8,475,362 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 198 TGGATTGTCTGAGGTAAGAATTCAGATATTGAGGC TGGATTGTCTGAGGTAAGAATTCAGA CGATGACGTCGGAGGTGG 70 8 31 26 228 18 59,787 59,898 32,700 46,100 8,315,754 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 8 209 ACTGATAGAAATGGATTGTCTGAGGTAAGAATTCA ACTGATAGAAATGGATTGTCTGAGGT CGATGACGTCGGAGGTGG 81 8 20 26 228 18 59,842 59,898 38,500 46,100 8,260,002 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2203:14143:50252 1 127 76 38 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 7 134 TTAACTGAATAACCATCCTTTCAGGAAGTACTTacac TTAACTGAATAACCATCCTTTCAGG GATGACGTCGGAGGTGGG 8 7 94 25 227 18 57,062 59,505 38,600 46,100 10,433,058 F 236 ATTATGTTTGAACAGTAGAACTGATAGAAATGGATTGTCTGAGGTAAGAATTCAGATATTGAGGCATTTATTATCGTGTATCCATTTCATTCATTAACTGAATAACCATCCTTTCAGGAAGTACTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTGCAccccccACCTCCGACGTCATCGTGCACTCA

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 4 1 137 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGT CGAGGTGGAGGAATAATTGTTACG 1 14 47 22 183 24 58,644 59,493 44,000 31,800 7,862,944 F 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 138 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGT ACGAGGTGGAGGAATAATTGTT 1 17 47 22 184 22 58,644 57,430 44,000 28,300 7,926,009 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 139 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGT AACGAGGTGGAGGAATAATTGT 1 18 47 22 185 22 58,644 57,430 44,000 27,100 7,926,009 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 144 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGT GTGAGAACGAGGTGGAGGAA 1 25 47 22 190 20 58,644 59,033 44,000 33,600 4,323,210 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 1 145 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGT AGTGAGAACGAGGTGGAGGA 1 26 47 22 191 20 58,644 59,887 44,000 37,100 3,468,896 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 137 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGTC CGAGGTGGAGGAATAATTGTTACG 0 14 47 23 183 24 59,622 59,493 35,100 31,800 7,885,081 F 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 138 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGTC ACGAGGTGGAGGAATAATTGTT 0 17 47 23 184 22 59,622 57,430 35,100 28,300 7,948,146 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

ST‐E00142:460:H2K7HCCXY:6:2223:7770:44310 1 70 76 38 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 0 145 GGAAAGTATGTCCATTGGCTGTCcacacacacacacac GGAAAGTATGTCCATTGGCTGTC AGTGAGAACGAGGTGGAGGA 0 26 47 23 191 20 59,622 59,887 35,100 37,100 3,491,033 B 219 TACCTTTCAGCATGAGAGGGGTCTCTTTGAAAACTGCTTCACAGATGGAAAGTATGTCCATTGGCTGTCcacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGTATTCAacacacGTAACAATTATTCCTCCACCTCGTTCTCACTAAAGGCATGGCAATGCAATTTTATCGTT

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 1 1 Feb‐75 0 145 TTCTAATTAAATTAGTCGCACGCGcacacaATacacac TTCTAATTAAATTAGTCGCACGCG ATTGCTGTGGGATCTGTGAA 0 17 13 24 157 20 58,280 57,115 60,100 31,800 8,605,375 B 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 Mar‐75 0 144 TCTAATTAAATTAGTCGCACGCGcacacaATacacaca TCTAATTAAATTAGTCGCACGCG ATTGCTGTGGGATCTGTGAA 0 17 14 23 157 20 57,694 57,115 60,100 31,800 8,190,704 B 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 Mar‐75 0 149 TCTAATTAAATTAGTCGCACGCGcacacaATacacaca TCTAATTAAATTAGTCGCACGCG CCAATATTGCTGTGGGATCTGTG 0 19 14 23 162 23 57,694 59,683 60,100 36,600 8,622,718 B 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 Mar‐75 0 150 TCTAATTAAATTAGTCGCACGCGcacacaATacacaca TCTAATTAAATTAGTCGCACGCG TCCAATATTGCTGTGGGATCTGT 0 20 14 23 163 23 57,694 59,797 60,100 34,100 8,508,387 F 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 5 0 190 TTTCTAATTAAATTAGTCGCACGCGcacacaATacaca TTTCTAATTAAATTAGTCGCACGCG TCAAGCCTCTTCATAATTGTAAAGAA 0 55 12 25 201 26 58,820 57,138 60,100 25,200 15,042,205 F 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 5 0 190 TTTCTAATTAAATTAGTCGCACGCGcacacaATacaca TTTCTAATTAAATTAGTCGCACGCG TCAAGCCTCTTCATAATTGTAAAGAAA 0 54 12 25 201 27 58,820 57,704 60,100 25,200 15,475,705 F 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

cons_gr823_2 2 37 84 38 1.5 AC CACACAATACACACACACACACACACACACACACACNO 0 0 6 0 190 TTCTAATTAAATTAGTCGCACGCGcacacaATacacac TTCTAATTAAATTAGTCGCACGCG ATCAAGCCTCTTCATAATTGTAAAGAA 0 55 13 24 202 27 58,280 57,534 60,100 25,200 15,186,736 F 203 CCTGNCTGTCTTTTCTAATTAAATTAGTCGCACGCGcacacaATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGCCCCNACAAGCTTGNTTCACAGATCCCACAGCAATATTGGaaaaaaTGATATTTTCTTTACAATTATGAAGAGGCTTGATA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 1 1 2 22 172 GCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCAT GCCCAGGAACAGGCTTAAGA GGTTCCACTTCAGTCCCAGG 32 22 87 20 258 20 59,672 59,963 21,000 44,500 0.365132 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 2 16 166 GCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCAT GCCCAGGAACAGGCTTAAGA ACTTCAGTCCCAGGCTCCTA 32 16 87 20 252 20 59,672 59,586 21,000 29,400 0.742090 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 25 240 AGACAGTCGGGTCGGAcccccTCAACCGCCCACTGC AGACAGTCGGGTCGGACC TCTGGTTCCACTTCAGTCCC 99 25 22 18 261 20 60,676 58,943 44,600 44,600 3,732,432 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 3 22 206 ACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGG ACTGCCTGGACCTGTGGAT GGTTCCACTTCAGTCCCAGG 67 22 53 19 258 20 60,540 59,963 34,100 44,500 1,576,743 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 25 241 CAGACAGTCGGGTCGGAcccccTCAACCGCCCACTG CAGACAGTCGGGTCGGAC TCTGGTTCCACTTCAGTCCC 100 25 21 18 261 20 59,433 58,943 47,900 44,600 3,623,708 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 24 240 CAGACAGTCGGGTCGGAcccccTCAACCGCCCACTG CAGACAGTCGGGTCGGAC CTGGTTCCACTTCAGTCCCA 100 24 21 18 260 20 59,433 59,235 47,900 43,700 3,331,939 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 4 21 171 GCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCAT GCCCAGGAACAGGCTTAAGA GTTCCACTTCAGTCCCAGGC 32 21 87 20 257 20 59,672 60,607 21,000 48,500 0.934930 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 22 205 CTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGC CTGCCTGGACCTGTGGATG GGTTCCACTTCAGTCCCAGG 66 22 54 19 258 20 60,078 59,963 35,100 44,500 1,114,804 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 5 16 199 CTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGC CTGCCTGGACCTGTGGATG ACTTCAGTCCCAGGCTCCTA 66 16 54 19 252 20 60,078 59,586 35,100 29,400 1,491,762 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 138 cccTCCATCCCTGCAccccccccccacacacacacacacaca CCCTCCATCCCTGCACCC ACTTCAGTCCCAGGCTCCT 6 17 115 18 252 19 61,814 59,840 46,100 36,900 4,973,388 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 6 138 cccTCCATCCCTGCAccccccccccacacacacacacacaca CCCTCCATCCCTGCACCC ACTTCAGTCCCAGGCTCCTA 6 16 115 18 252 20 61,814 59,586 46,100 29,400 4,227,556 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2122:15950:33832 1 139 78 39 1 AC CACACACACACACACACACACACACACACACACACANA 0 0 6 4 127 cccTCCATCCCTGCAccccccccccacacacacacacacaca CCCTCCATCCCTGCACCC AGGCTCCTAATCTTTGGTCGC 6 4 115 18 241 21 61,814 60,134 46,100 51,900 4,948,095 F 288 ATGTACCCACAGGAGAGGGGCAGACAGTCGGGTCGGAcccccTCAACCGCCCACTGCCTGGACCTGTGGATGGCCACCTTGGTCAGGCCCAGGAACAGGCTTAAGAGGAAGTcccccTCCATCCCTGCAccccccccccacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacaCTGGGCGACCAAAGATTAGGAGCCTGGGACTGAAGTGGAACCAGAAATTGAGAAACAAATTTTaaaaaaTAA

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 3 136 TCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgTCAGGGAGATTGCTGTGCTC ATTCACATGCACCAGCCCAT 3 15 97 20 232 20 59,749 60,325 42,600 40,000 0.576277 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 3 141 TCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgTCAGGGAGATTGCTGTGCTC CAGCCATTCACATGCACCAG 3 20 97 20 237 20 59,749 59,827 42,600 40,000 0.423931 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 2 135 CAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgt CAGGGAGATTGCTGTGCTCT ATTCACATGCACCAGCCCAT 2 15 98 20 232 20 59,748 60,325 40,900 40,000 0.577402 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 2 140 CAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgt CAGGGAGATTGCTGTGCTCT CAGCCATTCACATGCACCAG 2 20 98 20 237 20 59,748 59,827 40,900 40,000 0.425056 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 4 137 CTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtg CTCAGGGAGATTGCTGTGCT ATTCACATGCACCAGCCCAT 4 15 96 20 232 20 59,748 60,325 44,000 40,000 0.577402 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2124:5629:22528 1 120 78 39 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 4 142 CTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtg CTCAGGGAGATTGCTGTGCT CAGCCATTCACATGCACCAG 4 20 96 20 237 20 59,748 59,827 44,000 40,000 0.425056 A 255 ACACTGTCACATGAGGGGACATGTTTAAATAAttttttACTTTAtttttCaaaaaCTTTTACTATCTACTTAATcccccTGAGGCAGCTCCGTGCCTCAGGGAGATTGCTGTGCTCTTTtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTATACACGCACACGCATGGGCTGGTGCATGTGAATGGCTGAgtgtgtGACTTAGTGTT

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 5 2 135 GCCAACAGGAATCAAGGAGACAAAGGTCAGTGAT GCCAACAGGAATCAAGGAGAC ACTGCTGTTAGCTCTTTCCCT 13 2 29 21 163 21 58,912 59,019 33,600 42,000 4,069,141 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 2 136 AGCCAACAGGAATCAAGGAGACAAAGGTCAGTGA AGCCAACAGGAATCAAGGAGA ACTGCTGTTAGCTCTTTCCCT 14 2 28 21 163 21 59,012 59,019 37,100 42,000 3,969,602 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 5 2 136 AGCCAACAGGAATCAAGGAGACAAAGGTCAGTGA AGCCAACAGGAATCAAGGAGAC ACTGCTGTTAGCTCTTTCCCT 13 2 28 22 163 21 60,291 59,019 33,600 42,000 4,272,072 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 179 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT TGTGGGCACAGATAGTAGCT 22 39 21 20 199 20 60,035 58,134 30,100 33,200 1,901,071 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 196 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT GGATAGAGAGTCCGGGCTGT 22 56 21 20 216 20 60,035 60,468 30,100 44,000 0.503455 F 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 197 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT TGGATAGAGAGTCCGGGCTG 22 57 21 20 217 20 60,035 60,468 30,100 48,500 0.503270 F 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 216 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT TGCCAGCTCTGATGGTAAGTG 22 75 21 20 236 21 60,035 60,066 30,100 31,600 1,100,982 B 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 217 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT GTGCCAGCTCTGATGGTAAGT 22 76 21 20 237 21 60,035 60,066 30,100 22,400 1,100,910 B 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 22 218 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT CGTGCCAGCTCTGATGGTAA 22 78 21 20 238 20 60,035 60,108 30,100 28,500 0.143241 B 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 2 143 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT ACTGCTGTTAGCTCTTTCCCT 22 2 21 20 163 21 60,035 59,019 30,100 42,000 2,016,551 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2205:6674:42235 1 63 78 39 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 6 1 143 CGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGCGGGAGAAGCCAACAGGAAT ACTGCTGTTAGCTCTTTCCCTT 22 1 21 20 163 22 60,035 59,626 30,100 39,500 2,408,558 A 242 TaaaaaCCCAATTCCCATGGCGGGAGAAGCCAACAGGAATCAAGGAGACAAAGGTCAGTGATagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAAAGGGAAAGAGCTAACAGCAGTTTAAAATAGAATAGTTAGCTACTATCTGTGCCCACAGCCCGGActctctATCCACTTACCATCAGAGCTGGCACGCGCA

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 10 2 179 TTacacacGAGCAGGTCAGGCGTGGACCCGCACGCC TTACACACGAGCAGGTCAGG CCACACTCTCTCTCACACGC 35 2 39 20 217 20 59,683 60,388 38,600 53,400 0.705038 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 10 2 217 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGGATGTTGAGACGCTTGCCC CCACACTCTCTCTCACACGC 74 2 1 19 217 20 59,203 60,388 53,600 53,400 2,184,673 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 178 TTacacacGAGCAGGTCAGGCGTGGACCCGCACGCC TTACACACGAGCAGGTCAGG CACACTCTCTCTCACACGCA 35 1 39 20 216 20 59,683 59,688 38,600 52,400 0.629262 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 1 216 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGGATGTTGAGACGCTTGCCC CACACTCTCTCTCACACGCA 74 1 1 19 216 20 59,203 59,688 53,600 52,400 2,108,898 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 177 TTacacacGAGCAGGTCAGGCGTGGACCCGCACGCC TTACACACGAGCAGGTCAGG ACACTCTCTCTCACACGCAC 35 0 39 20 215 20 59,683 59,688 38,600 53,400 0.629575 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2216:27681:50357 1 94 102 39 2 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 12 0 215 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGGATGTTGAGACGCTTGCCC ACACTCTCTCTCACACGCAC 74 0 1 19 215 20 59,203 59,688 53,600 53,400 2,109,211 G 228 GATGTTGAGACGCTTGCCCGACGTCATCACGTGCTGTTTTacacacGAGCAGGTCAGGCGTGGACCCGCACGCCGAGCAGAAAATTCTGCCCCgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtTTGAgtgtgtATgagagagagagaGTGCGTGTgagagagaGTGTGGCTGAATTTTAC

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 1 1 11 7 139 gagAATGTAACAGAGCCAGAGaaaaaTGGAagagaga GAGAATGTAACAGAGCCAGAGAA GCTGTAGACCTCTAGGACTCT 7 8 40 23 178 21 57,922 57,429 28,700 32,400 8,649,322 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 11 6 139 agAATGTAACAGAGCCAGAGaaaaaTGGAagagagag AGAATGTAACAGAGCCAGAGAAA TGCTGTAGACCTCTAGGACTCT 6 8 41 23 179 22 57,510 59,153 25,200 32,400 8,337,240 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 14 240 CCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGCCCAGAGAGAGAATGTAACAGAGC AGTCTATGTCCCGAGTGCTG 14 102 32 24 271 20 60,441 58,893 40,900 44,100 5,548,470 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 12 8 139 gagAATGTAACAGAGCCAGAGaaaaaTGGAagagaga GAGAATGTAACAGAGCCAGAGA GCTGTAGACCTCTAGGACTCT 8 8 40 22 178 21 57,272 57,429 31,000 32,400 8,298,419 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 10 232 agagagAATGTAACAGAGCCAGAGaaaaaTGGAagag AGAGAGAATGTAACAGAGCCAGA CTATGTCCCGAGTGCTGCAA 10 99 37 23 268 20 58,652 60,108 38,600 40,800 4,456,671 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 8 188 agagAATGTAACAGAGCCAGAGaaaaaTGGAagagag AGAGAATGTAACAGAGCCAGAGA ACTTGTTTCACCGGAGCAGG 8 57 39 23 226 20 58,652 60,535 31,000 48,500 4,883,588 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 8 189 agagAATGTAACAGAGCCAGAGaaaaaTGGAagagag AGAGAATGTAACAGAGCCAGAGA CACTTGTTTCACCGGAGCAG 8 58 39 23 227 20 58,652 59,412 31,000 42,400 4,936,738 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 13 8 230 agagAATGTAACAGAGCCAGAGaaaaaTGGAagagag AGAGAATGTAACAGAGCCAGAGA CTATGTCCCGAGTGCTGCAA 8 99 39 23 268 20 58,652 60,108 31,000 40,800 4,456,671 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 12 235 CagagagagAATGTAACAGAGCCAGAGaaaaaTGGAaCAGAGAGAGAATGTAACAGAGCCA CTATGTCCCGAGTGCTGCAA 12 99 34 24 268 20 59,841 60,108 47,500 40,800 4,267,506 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 12 240 CagagagagAATGTAACAGAGCCAGAGaaaaaTGGAaCAGAGAGAGAATGTAACAGAGCCA CAAGTCTATGTCCCGAGTGCT 12 103 34 24 273 21 59,841 59,521 47,500 44,000 5,637,831 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 12 241 CagagagagAATGTAACAGAGCCAGAGaaaaaTGGAaCAGAGAGAGAATGTAACAGAGCCA TCAAGTCTATGTCCCGAGTGC 12 104 34 24 274 21 59,841 59,523 47,500 44,000 5,636,212 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2205:31903:25710 1 70 80 40 1 AG AGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGANA 0 0 14 8 189 gagagAATGTAACAGAGCCAGAGaaaaaTGGAagaga GAGAGAATGTAACAGAGCCAGAGA ACTTGTTTCACCGGAGCAGG 8 57 38 24 226 20 59,599 60,535 31,000 48,500 4,935,986 F 288 GACATGAAATCAAACCTTTTAAAATCTCTGCCCCagagagagAATGTAACAGAGCCAGAGaaaaaTGGAagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagagAATGTCATAGAGTCCTAGAGGTCTACAGCATAGTAAAAGGCCCTTCGGCTTAGCGTGCCTGCTCCGGTGAAACAAGTGCCAAACTGTTCGAAACCCATTTTGCAGCACTCGGGACATAGACTTGAATGCCATGGAATTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 0 129 CGTAGAGGAGCTGACACTGAGacacacacacacacaca CGTAGAGGAGCTGACACTGAG TGTGGAACAGGTGTAGGAATGA 0 6 19 21 147 22 59,600 59,024 33,500 25,700 4,376,327 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 130 TCGTAGAGGAGCTGACACTGAGacacacacacacacac TCGTAGAGGAGCTGACACTGA TGTGGAACAGGTGTAGGAATGA 1 6 18 21 147 22 59,997 59,024 34,100 25,700 3,979,419 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 140 CGTAGAGGAGCTGACACTGAGacacacacacacacaca CGTAGAGGAGCTGACACTGA CAGGGAGTGAGTGTGGAAC 1 20 19 20 158 19 58,546 57,386 34,100 36,200 5,068,600 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 1 141 TCGTAGAGGAGCTGACACTGAGacacacacacacacac TCGTAGAGGAGCTGACACTGA CAGGGAGTGAGTGTGGAAC 1 20 18 21 158 19 59,997 57,386 34,100 36,200 4,617,632 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 0 124 TCGTAGAGGAGCTGACACTGAGacacacacacacacac TCGTAGAGGAGCTGACACTGA ACAGGTGTAGGAATGAATGGGA 1 0 18 21 141 22 59,997 58,810 34,100 43,700 4,192,839 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2221:19076:37805 1 40 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 0 140 CGTAGAGGAGCTGACACTGAGacacacacacacacaca CGTAGAGGAGCTGACACTGAG CAGGGAGTGAGTGTGGAAC 0 20 19 21 158 19 59,600 57,386 33,500 36,200 5,014,541 A 158 AGACAAacacacacAGATCGTAGAGGAGCTGACACTGAGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCCCATTCATTCCTACACCTGTTCCACACTCACTCCCTG

ST‐E00142:460:H2K7HCCXY:6:2222:22769:37665 1 35 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 0 152 AGTTTATTCACATTCAAACCCGGGacacacacacacacaAGTTTATTCACATTCAAACCCGGG TGTTGCCCATAGTTGTAAATCTTCC 0 23 11 24 162 25 59,780 59,582 57,300 34,600 9,637,305 F 193 TCATAAGGTTAGTTTATTCACATTCAAACCCGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACAAggggggATAGAAGAAAGGAAGATTTACAACTATGGGCAACAATATTAAAAGGCCCGCaaaaaTGAATATCAA

ST‐E00142:460:H2K7HCCXY:6:2222:22769:37665 1 35 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 139 TTTATTCACATTCAAACCCGGGacacacacacacacaca TTTATTCACATTCAAACCCGGG GTTGTAAATCTTCCTTTCTTCTATCCC 0 10 13 22 151 27 57,207 58,105 57,300 38,500 13,687,252 F 193 TCATAAGGTTAGTTTATTCACATTCAAACCCGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACAAggggggATAGAAGAAAGGAAGATTTACAACTATGGGCAACAATATTAAAAGGCCCGCaaaaaTGAATATCAA

ST‐E00142:460:H2K7HCCXY:6:2222:22769:37665 1 35 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 149 AGTTTATTCACATTCAAACCCGGGacacacacacacacaAGTTTATTCACATTCAAACCCGGG TGCCCATAGTTGTAAATCTTCCT 0 22 11 24 159 23 59,780 57,549 57,300 33,600 9,670,544 F 193 TCATAAGGTTAGTTTATTCACATTCAAACCCGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACAAggggggATAGAAGAAAGGAAGATTTACAACTATGGGCAACAATATTAAAAGGCCCGCaaaaaTGAATATCAA

ST‐E00142:460:H2K7HCCXY:6:2222:22769:37665 1 35 80 40 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 0 151 AGTTTATTCACATTCAAACCCGGGacacacacacacacaAGTTTATTCACATTCAAACCCGGG GTTGCCCATAGTTGTAAATCTTCCT 0 22 11 24 161 25 59,780 59,348 57,300 33,600 9,872,177 F 193 TCATAAGGTTAGTTTATTCACATTCAAACCCGGGacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAAAACAAggggggATAGAAGAAAGGAAGATTTACAACTATGGGCAACAATATTAAAAGGCCCGCaaaaaTGAATATCAA

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 1 1 Feb‐75 28 274 ACCACAGAACACCTCACAGCTGCATCTGATCATATC ACCACAGAACACCTCACAGC TGACCAAGAAGTTGCCTGCT 28 126 13 20 286 20 60,179 59,817 44,000 42,400 0.362537 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 Feb‐75 27 190 CCACAGAACACCTCACAGCTGCATCTGATCATATCC CCACAGAACACCTCACAGCT AAACGGAGGTATTACTCGGTGA 27 41 14 20 203 22 59,893 58,908 42,400 40,200 3,199,001 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 Feb‐75 27 273 CCACAGAACACCTCACAGCTGCATCTGATCATATCC CCACAGAACACCTCACAGCT TGACCAAGAAGTTGCCTGCT 27 126 14 20 286 20 59,893 59,817 42,400 42,400 0.290947 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 3 29 291 AACCACAGAACACCTCACAGCTGCATCTGATCATATAACCACAGAACACCTCACAG GGGCAGATGGTTTGTATGACC 29 141 12 20 302 21 57,668 58,976 36,600 40,200 4,356,477 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 3 28 190 ACCACAGAACACCTCACAGCTGCATCTGATCATATC ACCACAGAACACCTCACAGC AACGGAGGTATTACTCGGTGAG 28 40 13 20 202 22 60,179 59,313 44,000 35,100 2,865,960 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 3 28 290 ACCACAGAACACCTCACAGCTGCATCTGATCATATC ACCACAGAACACCTCACAGC GGGCAGATGGTTTGTATGACC 28 141 13 20 302 21 60,179 58,976 44,000 40,200 2,203,459 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 3 28 291 AACCACAGAACACCTCACAGCTGCATCTGATCATATAACCACAGAACACCTCACAGC GGGCAGATGGTTTGTATGACC 28 141 12 21 302 21 60,747 58,976 44,000 40,200 3,771,620 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 Mar‐75 28 190 ACCACAGAACACCTCACAGCTGCATCTGATCATATC ACCACAGAACACCTCACAGC AACGGAGGTATTACTCGGTGA 28 41 13 20 202 21 60,179 58,273 44,000 40,200 2,905,867 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 19 179 CACCTCACAGCTGCATCTGATCATATCCTCACTACAACACCTCACAGCTGCATCTGA CGGAGGTATTACTCGGTGAGT 19 39 22 20 200 21 60,037 58,704 32,700 34,100 2,332,556 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 19 180 CACCTCACAGCTGCATCTGATCATATCCTCACTACAACACCTCACAGCTGCATCTGA ACGGAGGTATTACTCGGTGAGT 19 39 22 20 201 22 60,037 60,357 32,700 34,100 2,393,206 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 19 180 CACCTCACAGCTGCATCTGATCATATCCTCACTACAACACCTCACAGCTGCATCTGA ACGGAGGTATTACTCGGTGAG 19 40 22 20 201 21 60,037 58,704 32,700 35,100 2,332,556 A 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 19 239 CACCTCACAGCTGCATCTGATCATATCCTCACTACAACACCTCACAGCTGCATCTGA GGGACACCATGTGGAAAGGG 19 100 22 20 260 20 60,037 60,612 32,700 39,500 0.648566 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 19 265 CACCTCACAGCTGCATCTGATCATATCCTCACTACAACACCTCACAGCTGCATCTGA TGACCAAGAAGTTGCCTGCT 19 126 22 20 286 20 60,037 59,817 32,700 42,400 0.220162 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 18 238 ACCTCACAGCTGCATCTGATCATATCCTCACTACAATACCTCACAGCTGCATCTGAT GGGACACCATGTGGAAAGGG 18 100 23 20 260 20 59,090 60,612 29,000 39,500 1,522,233 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

cons_gr737_2 2 61 80 40 1 AC ACACACACACACACACACACACACACACACACACACAC_61_140 0 0 4 18 239 ACCTCACAGCTGCATCTGATCATATCCTCACTACAATACCTCACAGCTGCATCTGAT AGGGACACCATGTGGAAAGG 18 101 23 20 261 20 59,090 59,594 29,000 31,100 1,315,923 B 311 GCAATCTATTTAACCACAGAACACCTCACAGCTGCATCTGATCATATCCTCACTACAATTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacNNNNNNNNNNTGNTCGATNGTGTTATTTCTAGATCACCTACTCACCGAGTAATACCTCCGTTTAGTTTTGTCcacacaTTTTCCATGGAGACAGATCCTCCCCTTTCCACATGGTGTCCCTTCCNCAGCAGGCAACTTCTTGGTCATACAAACCATCTGCCCCTGACGGAT

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 2 15 190 AGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCAGATGCCAATTAATTTCCTATGTGT TAAATGCTGCACCCTTGGGT 48 15 4 25 193 20 57,097 59,886 37,200 45,100 8,017,087 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 15 191 CAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCAGATGCCAATTAATTTCCTATGTGT TAAATGCTGCACCCTTGGGT 48 15 3 26 193 20 58,281 59,886 37,200 45,100 7,833,650 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 2 15 192 TCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTTCAGATGCCAATTAATTTCCTATGTGT TAAATGCTGCACCCTTGGGT 48 15 2 27 193 20 59,439 59,886 37,200 45,100 7,675,159 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 176 TTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAATTCCTATGTGTTTGTATCTGTCCT TAAATGCTGCACCCTTGGGT 35 15 18 24 193 20 57,379 59,886 38,500 45,100 6,735,045 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 15 176 TTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAATTCCTATGTGTTTGTATCTGTCCTT TAAATGCTGCACCCTTGGGT 34 15 18 25 193 20 57,984 59,886 33,600 45,100 7,130,320 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2215:8308:68517 1 77 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 15 175 TCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATCCTATGTGTTTGTATCTGTCCTT TAAATGCTGCACCCTTGGGT 34 15 19 24 193 20 57,379 59,886 33,600 45,100 6,735,045 F 223 TTCAGATGCCAATTAATTTCCTATGTGTTTGTATCTGTCCTTACTTCTATCTTAAATATGTAATTGTGAGTTTTATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCATcccccTGcccccACCCAAGGGTGCAGCATTTAAGTAGAGCAAACACAGGTTAGGATGGGAAA

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 36 204 TGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTGTTCGGTGCAACATCAATGA TCAGATTAGCTGTGGTAGTCCT 43 36 6 21 209 22 58,775 58,017 25,700 38,500 6,207,983 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 36 205 TGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTGTTCGGTGCAACATCAATGA TTCAGATTAGCTGTGGTAGTCCT 43 36 6 21 210 23 58,775 58,646 25,700 38,500 6,579,244 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 35 204 TGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTGTTCGGTGCAACATCAATGA TCAGATTAGCTGTGGTAGTCCTT 43 35 6 21 209 23 58,775 58,646 25,700 33,600 6,579,244 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 1 171 TGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTGTTCGGTGCAACATCAATGA TCTCCCTCAGGGTCTTATTATACA 43 1 6 21 176 24 58,775 57,711 25,700 22,900 8,514,950 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 1 172 TTGTTCGGTGCAACATCAATGAAATAAGAATTTGAATTGTTCGGTGCAACATCAATGA TCTCCCTCAGGGTCTTATTATACA 43 1 5 22 176 24 59,379 57,711 25,700 22,900 8,910,067 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2219:26575:17289 1 70 82 41 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 1 171 TGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTGTTCGGTGCAACATCAATGAA TCTCCCTCAGGGTCTTATTATACA 42 1 6 22 176 24 59,379 57,711 25,700 22,900 8,910,067 F 214 AATATTGTTCGGTGCAACATCAATGAAATAAGAATTTGAACTATCAGACTAATATACATTTAtttttATacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTGTATAATAAGACCCTGAGGGAGATTATTNCCTTAAGGACTACCACAGCTAATCTGAAAATG

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 118 42 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 6 4 174 TTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtg TTGATGCTACCTGATGGCCA GCCTACACAACCCTACGACC 4 12 3 20 176 20 59,082 60,108 53,600 47,900 1,026,730 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 118 42 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 3 173 TGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgt TGATGCTACCTGATGGCCAA GCCTACACAACCCTACGACC 3 12 4 20 176 20 59,082 60,108 45,200 47,900 1,026,730 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 118 42 2 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 170 TGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgt TGCTACCTGATGGCCAAAGC GCCTACACAACCCTACGACC 0 12 7 20 176 20 60,681 60,108 35,100 47,900 0.789394 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 1 4 0 243 TGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgt TGCTACCTGATGGCCAAAGC AGTCGAAACATCAACTGTAGAACT 0 21 7 20 249 24 60,681 58,156 35,100 30,100 6,524,926 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 244 TGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgt TGCTACCTGATGGCCAAAGC GAGTCGAAACATCAACTGTAGAACT 0 21 7 20 250 25 60,681 59,079 35,100 30,100 6,602,329 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 245 TGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgt TGCTACCTGATGGCCAAAGC AGAGTCGAAACATCAACTGTAGA 0 24 7 20 251 23 60,681 57,293 35,100 25,900 6,388,164 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 4 229 TTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtg TTGATGCTACCTGATGGCCA AGAACTTAGGGATGCTGAGGC 4 6 3 20 231 21 59,082 59,512 53,600 47,000 2,406,651 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 3 228 TGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgt TGATGCTACCTGATGGCCAA AGAACTTAGGGATGCTGAGGC 3 6 4 20 231 21 59,082 59,512 45,200 47,000 2,406,651 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2124:14428:35203 1 27 178 42 3 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 0 225 TGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgt TGCTACCTGATGGCCAAAGC AGAACTTAGGGATGCTGAGGC 0 6 7 20 231 21 60,681 59,512 35,100 47,000 2,169,315 G 253 ATTTGATGCTACCTGATGGCCAAAGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCTGTTtctctcGGTGtttttGGTtgtgtgtgtgGTTTTGTAATTGGGTCGTAGGGTTGTGTAGGCgtgtgtgtGGgtgtgtgtgtgtgtgtgtGGGTGTGCCTCAGCATCCCTAAGTTCTACAGTTGATGTTTCGACTCTTA

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 1 1 4 25 216 GCAACACTCACACTCCTATCTCTTCATGCTACACTATGCAACACTCACACTCCTATCTCT GTGTTAGAACAGCAGCAGGG 46 25 5 23 220 20 59,805 58,840 31,000 44,500 4,354,678 F 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 25 217 AGCAACACTCACACTCCTATCTCTTCATGCTACACTAAGCAACACTCACACTCCTATCT GTGTTAGAACAGCAGCAGGG 48 25 4 22 220 20 58,831 58,840 19,800 44,500 4,329,236 F 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 15 186 ACACTATGGATATGGATAAGGGCACCTACAAATCT ACACTATGGATATGGATAAGGGCA GTGTTAGAACAGCAGCAGGG 15 25 35 24 220 20 58,899 58,840 53,600 44,500 6,260,948 F 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 186 ACACTATGGATATGGATAAGGGCACCTACAAATCT ACACTATGGATATGGATAAGGGCAC GTGTTAGAACAGCAGCAGGG 14 25 35 25 220 20 60,046 58,840 50,100 44,500 6,205,715 F 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 185 TCACACTCCTATCTCTTCATGCTACACTATGGATATGTCACACTCCTATCTCTTCATGCT TGGAGTTCTCCAGGGTAGTTG 39 0 12 23 196 21 58,715 58,743 37,900 31,600 6,542,227 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 187 ACTCACACTCCTATCTCTTCATGCTACACTATGGATAACTCACACTCCTATCTCTTCATGC TGGAGTTCTCCAGGGTAGTTG 40 0 10 24 196 21 59,901 58,743 40,600 31,600 6,356,473 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 0 193 AGCAACACTCACACTCCTATCTCTTCATGCTACACTAAGCAACACTCACACTCCTATCT TGGAGTTCTCCAGGGTAGTTG 48 0 4 22 196 21 58,831 58,743 19,800 31,600 5,426,306 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 0 186 CTCACACTCCTATCTCTTCATGCTACACTATGGATAT CTCACACTCCTATCTCTTCATGCT TGGAGTTCTCCAGGGTAGTTG 39 0 11 24 196 21 59,658 58,743 37,900 31,600 6,599,013 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 25 219 AAAGCAACACTCACACTCCTATCTCTTCATGCTACACAAAGCAACACTCACACTCCT GTGTTAGAACAGCAGCAGGG 52 25 2 20 220 20 57,282 58,840 36,900 44,500 3,877,775 F 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 195 AAAGCAACACTCACACTCCTATCTCTTCATGCTACACAAAGCAACACTCACACTCCT TGGAGTTCTCCAGGGTAGTTG 52 0 2 20 196 21 57,282 58,743 36,900 31,600 4,974,846 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2212:31994:56422 1 74 102 42 1.5 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 0 196 AAAGCAACACTCACACTCCTATCTCTTCATGCTACACAAAGCAACACTCACACTCCT TTGGAGTTCTCCAGGGTAGTTG 52 0 2 20 197 22 57,282 59,362 36,900 31,600 5,355,511 B 220 TAAAGCAACACTCACACTCCTATCTCTTCATGCTACACTATGGATATGGATAAGGGCACCTACAAATCTCCGAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacAGacacacacacacacacCAACTACCCTGGAGAACTCCAAAACCCctgctgctgTTCTAACAC

ST‐E00142:460:H2K7HCCXY:6:2223:2696:38438 1 32 137 42 3 AC ACACACACACACACACACACACACACACACACACACNA 1 1 12 1 179 AACGCTTGcacacaATCACGTacacacacacacacacaca AACGCTTGCACACAATCACG AGGGAAGTGTGTGTGAGGGA 1 1 11 20 189 20 60,317 60,400 43,500 42,000 0.716886 G 189 CatatatGTAAACGCTTGcacacaATCACGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCTccccccccccacacacacacacacacacacaCTTCCCATacacacacacTTCCCTcacacacaCTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2696:38438 1 32 137 42 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 0 177 CGCTTGcacacaATCACGTacacacacacacacacacacac CGCTTGCACACAATCACGT AGGGAAGTGTGTGTGAGGGA 0 1 13 19 189 20 59,720 60,400 44,900 42,000 1,679,488 G 189 CatatatGTAAACGCTTGcacacaATCACGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCTccccccccccacacacacacacacacacacaCTTCCCATacacacacacTTCCCTcacacacaCTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2223:2696:38438 1 32 137 42 3 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 0 178 AACGCTTGcacacaATCACGTacacacacacacacacaca AACGCTTGCACACAATCACG GGGAAGTGTGTGTGAGGGAA 1 0 11 20 188 20 60,317 59,528 43,500 39,700 0.789408 G 189 CatatatGTAAACGCTTGcacacaATCACGTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCTccccccccccacacacacacacacacacacaCTTCCCATacacacacacTTCCCTcacacacaCTTCCCT

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 2 12 179 CCAGAACATGCAGGTCTAGAGTTTTCAATCACACTACCAGAACATGCAGGTCTAGAGT TGTGCAATGATGAAGGAGGTCT 35 12 6 22 184 22 59,501 59,693 32,400 38,500 4,806,093 A 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 3 0 139 CACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtg CACTAGTCATCAGTAAAGCCTATAGA ATGAAGGAGGTCTTATATTGTACGT 0 0 37 26 175 25 57,602 57,401 19,800 35,700 15,996,333 A 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 41 222 ACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCAC ACTTCCAGAACATGCAGGTC GGGTAACTGTGAACTTATGTTGTT 41 49 2 20 223 24 57,809 57,371 38,500 28,300 8,820,046 F 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 41 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCAAACTTCCAGAACATGCAGGTC GGGTAACTGTGAACTTATGTTGTT 41 49 1 21 223 24 58,491 57,371 38,500 28,300 9,137,445 F 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 35 218 CCAGAACATGCAGGTCTAGAGTTTTCAATCACACTACCAGAACATGCAGGTCTAGAGT GGGTAACTGTGAACTTATGTTGTT 35 49 6 22 223 24 59,501 57,371 32,400 28,300 9,128,207 F 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 183 ACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCAC ACTTCCAGAACATGCAGGTC TGTGCAATGATGAAGGAGGTCT 41 12 2 20 184 22 57,809 59,693 38,500 38,500 4,497,932 A 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2121:3051:52203 1 63 88 44 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 12 184 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCAAACTTCCAGAACATGCAGGTC TGTGCAATGATGAAGGAGGTCT 41 12 1 21 184 22 58,491 59,693 38,500 38,500 4,815,331 A 223 AACTTCCAGAACATGCAGGTCTAGAGTTTTCAATCACACTAGTCATCAGTAAAGCCTATAGAgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtACGTACAATATAAGACCTCCTTCATCATTGCACATGttttttttACATTAACAACATAAGTTCACAGTTACCC

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 4 7 155 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG ACCTCAACCTAGGGAGCTGT 7 17 5 21 159 20 60,067 59,883 52,800 44,000 1,184,411 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 7 157 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG ACACCTCAACCTAGGGAGCT 7 19 5 21 161 20 60,067 59,883 52,800 40,900 1,184,411 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 7 158 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG GACACCTCAACCTAGGGAGC 7 20 5 21 162 20 60,067 59,462 52,800 47,000 1,604,724 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 7 213 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG TTGTCTCTGCAGCAAACAGC 7 75 5 21 217 20 60,067 59,335 52,800 44,000 1,731,832 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 7 219 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG TCCTTGTTGTCTCTGCAGCA 7 81 5 21 223 20 60,067 59,531 52,800 44,100 1,536,565 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 138 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC TAGGGAGCTGTGTGAGGGTG 0 8 13 20 150 20 58,891 60,905 42,600 46,100 2,013,641 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 139 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC CTAGGGAGCTGTGTGAGGGT 0 9 13 20 151 20 58,891 60,616 42,600 43,400 1,724,887 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 147 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC ACCTCAACCTAGGGAGCTGT 0 17 13 20 159 20 58,891 59,883 42,600 44,000 1,226,116 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 150 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC GACACCTCAACCTAGGGAGC 0 20 13 20 162 20 58,891 59,462 42,600 47,000 1,646,429 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 151 TTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgt TTCCTGTGTACCGGTATGCTC GACACCTCAACCTAGGGAGC 0 20 12 21 162 20 59,521 59,462 42,600 47,000 2,016,976 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 211 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC TCCTTGTTGTCTCTGCAGCA 0 81 13 20 223 20 58,891 59,531 42,600 44,100 1,578,270 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 8 240 TTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgt TTGGACTTCTTCCTGTGTACCG TGCATCTTTGTTGTCTTTCTCCT 8 97 3 22 242 23 59,963 58,536 40,200 36,900 6,500,741 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 7 240 GGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgt GGACTTCTTCCTGTGTACCGG AATGCATCTTTGTTGTCTTTCTCCT 7 97 5 21 244 25 60,067 59,462 52,800 36,900 6,604,745 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 8 240 TGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtg TGGACTTCTTCCTGTGTACCG ATGCATCTTTGTTGTCTTTCTCCT 8 97 4 21 243 24 59,383 58,925 40,200 36,900 6,692,358 B 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

ST‐E00142:460:H2K7HCCXY:6:2202:28767:46296 1 33 90 45 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 6 0 134 TCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtg TCCTGTGTACCGGTATGCTC GAGCTGTGTGAGGGTGAGAA 0 4 13 20 146 20 58,891 59,318 42,600 28,700 1,790,509 F 249 ATTTGGACTTCTTCCTGTGTACCGGTATGCTCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTACATTCTCACCCTcacacaGCTCCCTAGGTTGAGGTGTCTCAGCTCTATGCAGAAAGTCAGGATGCTCAGAATAGCTGTTTGCTGCAGAGACAACAAGGAGAAAGACAACAAAGATGCATTTTGTT

Ctaur18 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 24 215 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA TGATGGGAATGTGCTGGAAGG 24 59 1 21 215 21 57,315 60,341 31,800 34,600 5,026,424 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 17 174 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA TCACAGTTAGAGTCTGGCTTCC 24 17 1 21 174 22 57,315 59,437 31,800 34,600 6,248,318 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 24 214 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA GATGGGAATGTGCTGGAAGGA 24 58 1 21 214 21 57,315 60,064 31,800 33,600 4,749,602 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 172 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA ACAGTTAGAGTCTGGCTTCCA 24 16 1 21 172 21 57,315 58,390 31,800 35,300 6,294,886 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 16 173 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA CACAGTTAGAGTCTGGCTTCCA 24 16 1 21 173 22 57,315 59,700 31,800 35,300 5,985,291 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2204:13575:49443 1 46 90 45 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 24 213 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAA CAGCCTCCTTCACTTAGTTCA ATGGGAATGTGCTGGAAGGA 24 58 1 21 213 20 57,315 58,998 31,800 33,600 4,687,209 A 230 CAGCCTCCTTCACTTAGTTCATAATAGATAAAGCAATCCAATCCAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacGTAATTGGTTTATTCTTGGAAGCCAGACTCTAACTGTGAAAATTTTGATATTCTCCAGTCCTTCCAGCACATTCCCATCATAGCTTGAATGGGAG

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 3 19 240 TGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCC TGTTCTTGCTTTGCTCTGCA GCAGCAAATAAGAGGACATGC 19 88 8 20 247 21 58,608 57,924 44,100 40,600 4,467,443 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 19 240 TGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCC TGTTCTTGCTTTGCTCTGCA GCAGCAAATAAGAGGACATGCT 19 87 8 20 247 22 58,608 59,313 44,100 37,900 4,078,491 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 18 240 TGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCC TGTTCTTGCTTTGCTCTGCAT GCAGCAAATAAGAGGACATGCT 18 87 8 21 247 22 59,041 59,313 39,600 37,900 4,645,494 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 3 14 202 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC GGCGAAGAAGATGGGTCCTT 14 56 13 20 214 20 59,757 59,747 42,600 33,600 0.496152 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 161 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC AGCACTTCCCTTAGCTCCAC 14 15 13 20 173 20 59,757 59,384 42,600 40,200 0.858676 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 200 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC CGAAGAAGATGGGTCCTTATCC 14 52 13 20 212 22 59,757 58,004 42,600 25,900 4,239,305 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 200 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC CGAAGAAGATGGGTCCTTATCCC 14 51 13 20 212 23 59,757 60,244 42,600 38,500 3,487,075 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 14 227 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC TAAGAGGACATGCTGCTCCC 14 81 13 20 239 20 59,757 59,167 42,600 43,000 1,076,112 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 4 2 190 GCATCTGCATGTCTGGTTCCAAacacacacacacacaca GCATCTGCATGTCTGGTTCC GGCGAAGAAGATGGGTCCTT 2 56 25 20 214 20 59,263 59,747 36,200 33,600 0.990546 F 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 14 199 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC GAAGAAGATGGGTCCTTATCCC 14 51 13 20 211 22 59,757 57,641 42,600 38,500 4,602,259 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 5 0 139 ATCTGCATGTCTGGTTCCAAacacacacacacacacacacATCTGCATGTCTGGTTCCAA CCTTAGCTCCACCTAAGACAG 0 6 27 20 165 21 57,115 57,190 35,300 35,100 6,695,445 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 14 160 TTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAaca TTGCTTTGCTCTGCATCTGC GCACTTCCCTTAGCTCCACC 14 14 13 20 172 20 59,757 60,393 42,600 46,100 0.635957 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

ST‐E00142:460:H2K7HCCXY:6:2117:23794:45980 1 47 92 46 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 6 2 148 GCATCTGCATGTCTGGTTCCAAacacacacacacacaca GCATCTGCATGTCTGGTTCC GCACTTCCCTTAGCTCCACC 2 14 25 20 172 20 59,263 60,393 36,200 46,100 1,130,352 A 247 GCAGCAATGTTCTTGCTTTGCTCTGCATCTGCATGTCTGGTTCCAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTCGCACCTGTCTTAGGTGGAGCTAAGGGAAGTGCTCCCGGGACAGAGTATGGGGATAAGGACCCATCTTCTTCGccccccTGGGAGCAGCATGTCCTCTTATTTGCTGC

Ctaur17 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 1 1 4 25 190 GCAATTGACATTCACGCTACCTTAACAACGTAATTG GCAATTGACATTCACGCTACCT TGACATCACCACTACAACCTCC 27 25 25 22 214 22 59,580 59,698 30,800 43,000 4,721,892 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 25 191 TGCAATTGACATTCACGCTACCTTAACAACGTAATT TGCAATTGACATTCACGCTACC TGACATCACCACTACAACCTCC 28 25 24 22 214 22 59,839 59,698 31,800 43,000 4,463,279 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 24 190 TGCAATTGACATTCACGCTACCTTAACAACGTAATT TGCAATTGACATTCACGCTACC GACATCACCACTACAACCTCCT 28 24 24 22 213 22 59,839 59,432 31,800 36,900 4,729,025 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 177 GCAATTGACATTCACGCTACCTTAACAACGTAATTG GCAATTGACATTCACGCTACCT ACAACCTCCTCTGCATGCTC 27 14 25 22 201 20 59,580 60,036 30,800 42,600 2,455,652 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 14 178 TGCAATTGACATTCACGCTACCTTAACAACGTAATT TGCAATTGACATTCACGCTACC ACAACCTCCTCTGCATGCTC 28 14 24 22 201 20 59,839 60,036 31,800 42,600 2,197,039 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2122:7293:16164 1 74 94 47 1 AC GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG NA 0 0 4 13 177 TGCAATTGACATTCACGCTACCTTAACAACGTAATT TGCAATTGACATTCACGCTACC CAACCTCCTCTGCATGCTCT 28 13 24 22 200 20 59,839 59,748 31,800 40,900 2,413,889 A 222 CCAGTTTCACTTAACCTTAACAATGCAATTGACATTCACGCTACCTTAACAACGTAATTGATAAGACATTAACgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtGGGCTGCTATAATAGAGCATGCAGAGGAGGTTGTAGTGGTGATGTCACTAGACTA

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 0 144 GAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgt GAGAGTCATTTGCAATGGTAGGC CACAGGGACCGGTTGTAACA 0 7 17 23 160 20 59,934 59,893 39,300 24,100 3,173,006 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 7 153 TCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgt TCCTGGATTGAGAGTCATTTGCA CACAGGGACCGGTTGTAACA 9 7 8 23 160 20 59,991 59,893 40,800 24,100 3,116,444 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 135 GAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgGAGTCATTTGCAATGGTAGGC ACCGGTTGTAACAACATGCG 0 0 19 21 153 20 57,573 59,411 39,300 47,300 4,016,383 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 136 AGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtg AGAGTCATTTGCAATGGTAGGC ACCGGTTGTAACAACATGCG 0 0 18 22 153 20 58,980 59,411 39,300 47,300 3,608,787 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 137 GAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgt GAGAGTCATTTGCAATGGTAGGC ACCGGTTGTAACAACATGCG 0 0 17 23 153 20 59,934 59,411 39,300 47,300 3,655,148 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2207:12479:35871 1 40 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 0 143 AGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtg AGAGTCATTTGCAATGGTAGGC CACAGGGACCGGTTGTAACA 0 7 18 22 160 20 58,980 59,893 39,300 24,100 3,126,646 A 276 TTCATTTTCCTGGATTGAGAGTCATTTGCAATGGTAGGCtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgCGCATGTTGTTACAACCGGTCCCTGTGCGAGGTCCCACAATTTGTTATGATCCTGGATGAGGAGGGGTAAACTGGCTCCCCTTCTTTATTCAGcccccTCAGTTGGTCACAACAAGGTTAATTTaaaaaaGATCCCTTCCCTC

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 1 1 3 14 179 CGACAAGAACCTGAAACCGTGAGGACACGGAGTG CGACAAGAACCTGAAACCGTG GGTGCACGCATACATACAACA 29 14 6 21 184 21 59,739 59,265 49,400 33,300 2,995,578 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 3 14 179 CGACAAGAACCTGAAACCGTGAGGACACGGAGTG CGACAAGAACCTGAAACCGT GGTGCACGCATACATACAACA 30 14 6 20 184 21 58,421 59,265 48,300 33,300 3,313,600 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 4 14 180 TCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTCGACAAGAACCTGAAACCGT GGTGCACGCATACATACAACA 30 14 5 21 184 21 59,863 59,265 48,300 33,300 2,872,496 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 5 15 181 TCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTCGACAAGAACCTGAAACCGT AGGTGCACGCATACATACAAC 30 15 5 21 185 21 59,863 58,993 48,300 33,200 3,144,367 F 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 30 225 TCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTCGACAAGAACCTGAAACCGT CCCGCTAACAGATCATAATCTAATAGT 30 53 5 21 229 27 59,863 58,529 48,300 21,200 9,608,284 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 7 29 224 CGACAAGAACCTGAAACCGTGAGGACACGGAGTG CGACAAGAACCTGAAACCGTG CCCGCTAACAGATCATAATCTAATAGT 29 53 6 21 229 27 59,739 58,529 49,400 21,200 9,731,366 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 8 30 225 TCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTCGACAAGAACCTGAAACCGT CCCGCTAACAGATCATAATCTAATAG 30 54 5 21 229 26 59,863 57,136 48,300 17,300 10,001,548 B 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 25 191 CGACAAGAACCTGAAACCGTGAGGACACGGAGTG CGACAAGAACCTGAAACCGT ACAACATATATAGGTGCACGCA 30 25 6 20 196 22 58,421 57,933 48,300 52,400 5,645,229 F 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 25 191 CGACAAGAACCTGAAACCGTGAGGACACGGAGTG CGACAAGAACCTGAAACCGTG ACAACATATATAGGTGCACGCA 29 25 6 21 196 22 59,739 57,933 49,400 52,400 5,327,207 F 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2211:3123:65230 1 56 94 47 1 AC TGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGNA 0 0 12 25 192 TCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTCGACAAGAACCTGAAACCGT ACAACATATATAGGTGCACGCA 30 25 5 21 196 22 59,863 57,933 48,300 52,400 5,204,125 F 232 CTGATCGACAAGAACCTGAAACCGTGAGGACACGGAGTGTTGAACTGAAACAGATtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgTCATTACCtatataTGTTGTATGTATGCGTGCACCtatataTGTTGTATGTCGACTATTAGATTATGATCTGTTAGCGGGGAG

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 1 1 11 0 140 AGTCTAtctctcACTCTCGCCGGctctctctctctctctctctc AGTCTATCTCTCACTCTCGCC GGGTTAGAGAGAGCCAGCG 2 0 10 21 149 19 58,154 59,560 55,400 51,800 4,285,837 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 140 AGTCTAtctctcACTCTCGCCGGctctctctctctctctctctc AGTCTATCTCTCACTCTCGCCG GGGTTAGAGAGAGCCAGCG 1 0 10 22 149 19 60,805 59,560 64,600 51,800 4,244,939 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 12 0 141 CAGTCTAtctctcACTCTCGCCGGctctctctctctctctctct CAGTCTATCTCTCACTCTCGCC GGGTTAGAGAGAGCCAGCG 2 0 9 22 149 19 59,452 59,560 55,400 51,800 3,987,701 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 13 0 139 GTCTAtctctcACTCTCGCCGGctctctctctctctctctctctcGTCTATCTCTCACTCTCGCCG GGGTTAGAGAGAGCCAGCG 1 0 11 21 149 19 59,471 59,560 64,600 51,800 2,969,082 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 14 0 137 CTAtctctcACTCTCGCCGGctctctctctctctctctctctctct CTATCTCTCACTCTCGCCGG GGGTTAGAGAGAGCCAGCG 0 0 13 20 149 19 59,128 59,560 61,300 51,800 2,311,366 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2121:6299:23056 1 33 98 49 1 AG CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCNA 0 0 15 0 138 TCTAtctctcACTCTCGCCGGctctctctctctctctctctctct TCTATCTCTCACTCTCGCCGG GGGTTAGAGAGAGCCAGCG 0 0 12 21 149 19 60,541 59,560 61,300 51,800 2,981,096 F 168 CTCTGTCACAGTCTAtctctcACTCTCGCCGGctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctctCGCTGGctctctctAACCCCACCCctctctAAGTGTCT

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 1 1 2 19 198 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC GCACACCATCCCGAACTAGA 19 28 2 23 199 20 59,303 59,465 44,600 24,300 4,231,883 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 2 19 250 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC AGGGCACGGACAACATGTAC 19 80 2 23 251 20 59,303 60,321 44,600 29,000 4,017,846 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 2 19 255 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC GGATAAGGGCACGGACAACA 19 85 2 23 256 20 59,303 60,036 44,600 33,300 3,732,368 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 2 19 256 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC AGGATAAGGGCACGGACAAC 19 86 2 23 257 20 59,303 59,748 44,600 33,200 3,948,745 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 3 19 212 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC CCAAATTCCTGGTCGCACAC 19 42 2 23 213 20 59,303 59,759 44,600 38,200 3,937,493 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 3 0 171 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC TTCCACTCCTTCAACATCGGG 19 0 2 23 172 21 59,303 59,997 44,600 51,400 4,699,666 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 4 19 213 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC TCCAAATTCCTGGTCGCACA 19 43 2 23 214 20 59,303 59,890 44,600 45,700 3,806,080 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 4 0 169 GAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTGAGAAATCAACATCCAAGACCCA TCCACTCCTTCAACATCGGG 18 0 3 23 171 20 58,665 59,387 45,100 51,400 4,948,676 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2208:19218:26237 1 44 108 50 1.5 AC ACACACAAACACACACACACACACACACACACACACNA 0 0 4 0 170 GGAGAAATCAACATCCAAGACCCaaaaaaTGTCTAT GGAGAAATCAACATCCAAGACCC TCCACTCCTTCAACATCGGG 19 0 2 23 171 20 59,303 59,387 44,600 51,400 4,309,808 F 285 TGGAGAAATCAACATCCAAGACCCaaaaaaTGTCTATGTTAGAacacacAAacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacCCCGATGTTGAAGGAGTGGAAatatatatCTAGTTCGGGATGGTGTGCGACCAGGAATTTGGAGATGATGTTGTTCCTTTGTACATGTTGTCCGTGCCCTTATCCTTCAATGGGGTCAATGCAATAATTTCCTA

ST‐E00142:460:H2K7HCCXY:6:2215:30726:51271 1 38 112 56 1 AC ACACACACACACACACACACACACACACACACACACNA 1 1 10 1 170 TGGGcacacacaTACACAGacacacacGGACGCTTTTacTGGGCACACACATACACAGA AGGGTTTCTGCCTGCATGAA 17 1 1 20 170 20 59,238 59,887 34,100 25,700 0.874797 F 172 TGGGcacacacaTACACAGacacacacGGACGCTTTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCATGCAGGCAGAAACCCTCC

ST‐E00142:460:H2K7HCCXY:6:2215:30726:51271 1 38 112 56 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 2 159 TACACAGacacacacGGACGCTTTTacacacacacacaca TACACAGACACACACGGACG GAGGGTTTCTGCCTGCATGA 5 2 13 20 171 20 59,970 60,323 47,900 30,700 0.352516 F 172 TGGGcacacacaTACACAGacacacacGGACGCTTTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCATGCAGGCAGAAACCCTCC

ST‐E00142:460:H2K7HCCXY:6:2215:30726:51271 1 38 112 56 1 AC ACACACACACACACACACACACACACACACACACACNA 0 0 12 1 158 TACACAGacacacacGGACGCTTTTacacacacacacaca TACACAGACACACACGGACG AGGGTTTCTGCCTGCATGAA 5 1 13 20 170 20 59,970 59,887 47,900 25,700 0.142695 F 172 TGGGcacacacaTACACAGacacacacGGACGCTTTTacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacacTTTCATGCAGGCAGAAACCCTCC




